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Abstract

Epigenetics is the study of heritable changes in gene expression that

do not involve changes in the underlying DNA sequence. Epigenetic

pathways appeared in eukaryotes where multicellular organisms differ-

entiate into different cell types, associated with different phenotypes.

The differentiation process is achieved by modifications of the chro-

matin structure which, by altering the access of trans-factors to the

DNA, result in gene activation and repression. Epigenetic mechanisms

are therefore viewed as an “extra” layer of information that modulate

the genetic information in time and space, necessary for the develop-

ment and the response to environment stimuli. Although the recent

development of high-throughput sequencing technologies has provided

an unprecedented insight into epigenetic pathways, the mechanisms

controlling the chromatin dynamic as well as their downstream effects

on cellular processes are far from being fully understood.

In this thesis, our focus will be restricted to mechanisms acting on

the nucleosome level. The first chapter will present the factors known

to influence nucleosome positioning as well as the challenges related to

the measurement of the nucleosome architecture. The second chapter

will introduce a statistical approach, NucleoFinder, capable of iden-



tifying nucleosomes consistently positioned in a population of cells.

In chapter three, we will make use of NucleoFinder to investigate the

importance of cis and trans-factors on the nucleosome architecture

in human and show that, despite variation across functional regions,

cis-factors have a very modest influence on nucleosome positioning.

Finally, in chapter four, we will aim to identify clusters of histone mod-

ifications specific to functionally distinct regions, characterize their

function and their association with gene expression level.
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Chapter 1

Introduction

1.1 Introduction

1.1.1 Epigenetics

Transcription, translation and post-translational modifications represent the trans-

fer of the genetic information from the DNA to the mRNA and protein levels. In

multicellular organisms, although the genomic sequence is identical across cells,

cell types exhibit important variations in their profile of gene expression, resulting

in different cell phenotypes and functions. Many of these patterns characteristic

of differentiated cells arise during development whereby a single fertilized egg cell

changes into many cell types (neurons, muscle cells, etc.) by activating some

genes while inhibiting others. After differentiation, apart from possible modifica-

tions triggered by the environment, cells’ gene expression pattern is maintained

over divisions. Therefore, in addition to inheriting genetic information, the cell

also receives information during mitosis that is not encoded in the genomic se-
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1. Introduction

quence and is known as epigenetic information (Gibney and Nolan, 2010).

A recent review in Science stated that “the epigenetic information resides in

self-propagating molecular signatures that provide a memory of previously expe-

rienced stimuli, without irreversible changes in the genetic information” (Bonasio

et al., 2010). In other words, a molecular signal can be considered as epigenetic if

it is heritable (possible transmission to the progeny), self-sustaining (there exists

pathways responsible for reproducing the molecular signal after DNA replication),

and reversible. These epigenetic signals have commonly been classified into two

categories, (i) trans-acting mechanisms which, as indicated by their name, are

mediated by molecules other than those forming the chromatin. Trans-acting

mechanisms influence transcriptional states through feedback loops, transcrip-

tion factors (particularly in simple organisms such as single-cell eukaryotes) and

different classes of non-coding RNA (sRNAs : Bourchis and Voinnet 2010, lncR-

NAs : Saxena and Carninci 2011). (ii) Cis-acting mechanisms, on the other

hand, are physically associated with the locus on which they act. They include

DNA methylation, histone post-translational modifications, nucleosome position-

ing and higher-order chromatin structure (Bonasio et al., 2010).

It remains unclear whether all these mechanisms determining transcriptional

states are truly epigenetic. The most studied of them, DNA methylation, ful-

fills all three criteria : (i) in vitro methylated DNA remains methylated after

several generations (Wigler et al., 1981), (ii) the division of a double stranded

DNA sequence decorated with methylation marks leads to two hemi-methylated

double strands that can be restored to fully methylated thanks to maintenance

2



1. Introduction

methyltransferases (Goll and Bestor, 2005), (iii) the DNA demethylase plays an

antagonist role to methyltransferase. By contrast, it is less clear whether histone

modifications (and many noncoding RNAs) are also epigenetic since mechanisms

of self-perpetuating and inheritance have not been identified for most of them.

Propagation mechanisms have been proposed that explain how to re-establish

histone modifications on daughter strands from parental histones carrying such

modifications. However it is not known yet whether and how parental nucleo-

somes are re-used after DNA replication.

In this thesis we will restrain our focus to cis-acting epigenetic mechanisms,

with a particular emphasis to (i) nucleosome positioning and (ii) histone mod-

ifications that will be at the heart of this work. These epigenetic factors, em-

bedded in the chromatin, have been shown to play a fundamental role in the

regulation of many cellular processes, including DNA-protein interactions, gene

expression, suppression of transposable element mobility, cellular differentiation,

X-chromosome inactivation and genomic imprinting (Zhou et al., 2011). In this

section we introduce the epigenetic mechanisms acting at the different levels of

the chromatin, then, after a brief summary of epigenetic modifications associated

with human diseases, we will lay out the global structure of the thesis.

1.1.2 The Epigenetic Information Occurs at Different Level

of the Chromatin Structure

At the root of the chromatin structure is the nucleosome which appears as “beads

on a string” in electron micrograph and consists of approximately 150 base pairs
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1. Introduction

coiled 1.65 times around a histone octamer core comprising two H2A/H2B and

H3/H4 heterodimers (figure 1.1) . The “string” also called linker varies from 10

bp to 80 bp across species, cell types and chromatin regions (Luger et al., 1997)).

Nucleosomes can further be folded into higher order organisations to eventually

form the chromosome. These structures include the 30 nm fiber whereby histone

H1 binds to both nucleosome and linker DNA, and the 100 nm fiber (Felsenfeld

and Groudine, 2003). Chromatin has commonly been viewed as either in an

active or repressed form called euchromatin and heterochromatin. The former,

characteristic of active transcribed regions, is lightly packed (up to the 30 nm

fiber compaction) and allows regulatory proteins and transcription complexes to

bind to the DNA. The latter, tightly packed, is associated with gene silencing

and the protection of chromosome structures such as centromeres and telomeres

(Elgin, 1996). Among the superimposed layers that constitute the chromatin,

epigenetic modifications are present at three different levels (see figure 1.1) :

• the DNA level, where methylation of cytosines leads to transcriptional re-

pression;

• the nucleosome level, where the nucleosome position, the use of histone

variants (e.g. H2A.Z) and post-translational modifications of histones can

induce or repress transcription;

• higher level where the chromatin itself interacts with other components

present in the nucleus such as small interfering RNA or the nuclear lamina

(structure made up of protein filaments located in inner face of the nuclear

envelope) (Guelen et al., 2008).

4



1. Introduction

Figure 1.1: The epigenetic information is carried at various levels of the chro-
matin organisation, from DNA (top) to higher-order structure (bottom), figure
taken from Zhou et al. (2011). The features displayed on the left and right sides
are associated with inactive and active transcription states respectively. The first
level displays DNA sequence, where cytosine nucleotides are methylated in re-
pressed region; the second is the nucleosome level consisting of ∼ 150 bp DNA
wrapped around a histone octamer; the third level shows post-translational mod-
ifications of the histone tails (coloured dots) along with histone variants such
as H2A.Z. At the fourth level, differences of nucleosome compaction are visi-
ble in active and repressed chromatin regions. The last level illustrates possible
higher-order organisation of the chromatin, including interactions with the nu-
clear lamina.
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1. Introduction

The chromatin structure at a given locus is defined by the totality of these features

and is thought to affect transcription by both modifying the accessibility of DNA

to transcription factors and recruiting transcriptional activators and repressors.

In this work, our focus will be restricted to mechanisms acting on the nucleosome

level, i.e. nucleosome positioning and post-translational modifications of histones.

1.1.2.1 Nucleosome positioning

Close observations of euchromatin have revealed a particular nucleosome organ-

isation around genes loci. Despite variations across species, three features are

commonly observed : (i) the ∼ 150 base pairs region upstream of the TSS is

often depleted of nucleosome, (ii) nucleosomes show a regular spacing at the 5’

end of genes and (iii) this regular nucleosome spacing, also called phasing, grad-

ually decreases from the 5’ to the 3’ end of the coding region, as shown by the

in vivo profile figure 1.2 (Bai and Morozov, 2010). The nucleosome depleted re-

gion (NDR) has a crucial role in the initiation of transcription by facilitating the

transcription machinery to assemble onto the promoter region. In human, the

first nucleosome downstream of the TSS (the 5’ boundary of the NDR) has been

demonstrated to be located ∼ 10 bp downstream of the TSS at inactive (paused)

genes, whereas it is found ∼ 30 bp further downstream at active genes (Schones

et al., 2008). In yeast, Shivaswamy et al. showed that gene activation and repres-

sion are mainly accompanied by changes (eviction, appearance or repositioning)

of one or two nucleosomes in the promoter regions.

An important feature of the nucleosome is that it is not a static structure. His-

tones are constantly evicted and reassembled onto the DNA and can sometimes be

6



1. Introduction

Figure 1.2: Stereotypical nucleosome architecture across TSSs in S. cerevisiae.
Shown are the in vivo and in vitro nucleosome occupancy scores (defined sub-
section 1.2.2) averaged across S. cerevisiae genes where the nucleosome depleted
region (NDR) and the regular array of nucleosomes are clearly recognizable on
each sides of the TSSs. Figure borrowed from Bai and Morozov (2010).

replaced by histone variants and undergo post-translational modifications. The

way nucleosomes are organised in the genome is believed to be determined both by

cis and trans factors, i.e. by the affinity of histones for the DNA sequence and the

effect of transcription factors and chromatin remodelers (Jiang and Pugh, 2009).

The relative influence of these diverse factors remains incompletely understood

and will be further discussed sections 2 and 4 as well as in chapter 3.

1.1.2.2 Histone Modifications

The nucleosome consists of two copies each of the core histones H2A, H2B, H3

and H4 that group into two H2.A/H2.B heterodimers and one H3/H4 heterote-

tramer. These relatively small proteins (atomic mass between 13 and 15 kDa),

are highly conserved in eukaryotes and contain the “helix turn helix” motif capa-

ble of binding DNA (Alva et al., 2007). The H3 and H4 histones have long tails

protruding from the nucleosome in which the epigenetic information is carried

under the form of post-translational modifications. These modifications are com-

7



1. Introduction

monly abbreviated as histone name, amino acid name and type of modification.

For instance, the tri-methylation of lysine 4 in histone 3 is abbreviated H3K4me3.

Histone modifications have been associated with many cellular processes such

as DNA repair, DNA replication, alternative splicing and transcriptional regu-

lation. In this work we will only focus on this last process. While nucleosomes

influence transcription by modulating the access of transcription factors to pro-

moter regions, histone modifications are thought to influence transcription either

by modifying the chromatin structure and thereby the affinity of transcription

factors for their binding site (cis-effect), or by recruiting certain effector proteins

(e.g. chromatin remodelers) able to change the chromatin structure (trans-effect)

(Kouzarides, 2007). An example of cis-effect is the acetylation of lysine residues

which neutralizes their charge and thereby reduces the interaction between the

histone tail and DNA. This looser histone-DNA interaction leads the chromatin

to a more open chromatin structure and facilitates the binding of transcription

factors.

An important characteristic of histone marks is that they rarely occur alone at a

single site of a single histone but rather in combination, at multiple sites in the

nucleosome. A phenomenon of cross-talk among the different marks within and

across histones has been highlighted, where some modifications are requisite to

the establishment of other marks. H2BK120ub1 is for instance required for the

tri-methylation H3K4me3 (Fuchs et al., 2009). This suggests that a single histone

modification is unlikely to determine a cellular function alone but rather in combi-

nation with others. This idea is known as the “histone code” which hypothesizes

8



1. Introduction

that instead of having a one modification / one function relationship, a series of

“writing” and “erasing” events carried out by histone-modifying enzymes lead to

a combinatorial pattern of histone modifications. These modifications are then

interpreted by “reader” or “effector” proteins that bind to a specific subset of his-

tone modifications and translate the histone code into biological outcomes such as

activation or silencing of the transcription or other cellular responses (Jenuwein

and Allis, 2001). In this way, the acetylation and trimethylation of H3K4, H3K36

and H3K79 are typically found in euchromatin, whereas heterochromatin is char-

acterised by H3K9, H3K27 and H4K20 methylation (Portela and Esteller, 2010).

Recent studies have sought to characterise these histone signatures in various

functional regions by running non-supervised learning methods on large collection

of histone marks. For example, based on a collection of 21 histone methylations

and 17 histone acetylations Ucar et al. identified 51 distinct patterns of histone

modifications that coincide with different functional regions. This last point will

be discussed more widely in chapter 4 (see in 4.1.3.2).

1.1.3 Epigenetics and Human Diseases

Epigenetic mechanisms have received much interest over the past years for the

insight they provide into cellular processes under normal and pathological condi-

tions. Cancers, neurological disorders, autoimmune diseases and ageing have been

associated with changes in DNA methylation, histone modifications and expres-

sion of genes coding for chromatin-modifying enzyme (Portela and Esteller, 2010).
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1. Introduction

So far, the epigenetic research has mainly focused on cancer where loss of DNA

methylation as well as hypermethylation of CpG islands at promoters have been

characterised.

• Hypomethylation occurs principally in repetitive sequences, inducing chro-

mosomal instability, loss of imprinting, activation of oncogenes and pseudo-

genes. For example, the loss of imprinting at the insulin-like growth factor

2 gene has been reported in various types of cancer including lung, liver,

breast and colon cancer (Ito et al., 2008).

• Hypermethylation has been observed at specific CpG islands in promoter

regions and is associated with gene inactivation. Genes targeted by hyper-

methylation are mainly implicated in important cellular pathways such as

DNA repair, cell cycle control, apoptosis and others (Esteller, 2007).

Besides changes in DNA methylation, global losses of active H4K16ac, H3K4me3,

and repressive H4K20me3 histone marks, as well as gains in repressive marks

H3K9me3 and H3K27me3 have also been observed in various cancer cells. These

alterations in the distribution of histone marks have been linked to abnormal

expression patterns of both histone methyltransferases and histone demethylases

(Chi et al., 2010). For this reason, histone-modifying enzymes are good candi-

dates for anti-cancer therapy.

More details on epigenetic alterations occurring in cancer and other conditions

can be found in Portela and Esteller (2010).
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1. Introduction

1.1.4 Questions

DNA methylation, histone post-translational modifications and nucleosomes po-

sitioning are regarded as the main components of the epigenetic code. They

have been shown to be instrumental in the regulation of many cellular processes,

however (i) the mechanisms driving the nucleosome organisation and the histone

marks deposition, (ii) the pathways epigenetic factors follow to regulate cellular

processes and (iii) the combination of histone marks involved in these processes

remain limited.

Recently, large research programs such as the ENCODE / modENCODE con-

sortium, the NIH Roadmap Epigenomics Program and the Human Epigenome

project have mapped a large number of epigenetic features in a variety of tissues

and species (Bernstein et al., 2010; E et al., 2007; Eckhardt et al., 2004). This

wealth of data have prompted the development of computational and statisti-

cal approaches to gain insight into the determinants of chromatin structure as

well as the functions associated with these various chromatin states (Ernst and

Kellis, 2010; Karlic et al., 2010). Hopes are that integration of histone modifi-

cations, nucleosome positions, transcription factor binding, gene expression level

and genome annotations will provide a general picture of the chromatin structure

and its multiple functions.

In this work, we will focus on two of these epigenetic mechanisms :

• first, we will aim to understand the relative importance of cis and trans

factors in nucleosome positioning in human (chapter 3) by comparing the
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position of nucleosomes in vitro and in vivo. Because the former capture the

sole influence of cis-factors and the latter reflect both the influence of cis

and trans-factors, the comparison between in vitro and in vivo nucleosome

positions allows to distinguish regions mainly driven by cis-factors (those

where nucleosomes have similar positions in vitro and in vivo) from regions

mainly driven by trans-factors (those where nucleosomes have different posi-

tions in vitro and in vivo, i.e. where the position variations are greater than

the measurement uncertainty). A major challenge in addressing this ques-

tion though is that the current experimental methods (i) introduce some

bias and (ii) sample nucleosome positions from a cell population, making

the precise identification of individual nucleosomes not straightforward (see

the following section). For this reason, we will introduce in chapter 2 a sta-

tistical approach capable of identifying nucleosomes that show consistent

positions in a population of cells.

• Based on the nucleosome positions obtained in chapter 2 and a collection

of 39 histone modifications, we will then investigate how these epigenetic

features are predictive of gene expression in chapter 4.

The remainder of this chapter is organised as follows, section 2 describes how

nucleosomes are assayed as well as the measures commonly used to summarize

the nucleosome architecture; section 3 gives an overview of the factors known to

influence the nucleosome organisation; finally, section 4 summarizes studies con-

ducted on various model organisms and presents the similarities and differences

found in these species.
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1.2 Experimental Protocol And Measure of Nu-

cleosome Organisation

1.2.1 Experimental Protocol and Bias

The mapping of nucleosome positions consists of two mains steps, the isolation of

DNA fragments bound to histones (nucleosomal DNA), followed by DNA mea-

surement. Prior to these steps, the DNA is usually cross-linked to histones in or-

der to maintain the nucleosome structure during the subsequent stages (Jackson,

1999). The isolation of nucleosomal DNA is obtained by treating the chromatin

with micrococcal nuclease (MNase), an enzyme that preferentially digests se-

quences that are not wrapped into nucleosomes. The MNase concentration is cho-

sen so that only regions depleted of nucleosome, i.e. linker DNA, are cleaved. For

example, Schones et al. set this concentration to generate roughly 80% mononu-

cleosomes and 20% dinucleosomes. Nucleosomal DNA fragments approximately

150 bp long are then isolated by agarose gel electrophoresis and identified either

by microarray experiment or deep sequencing, hence the name of their associ-

ated assays, MNase-Chip and MNase-Seq. Beside the technique used to identify

the DNA fragments, an important difference between these two assays is that in

MNase-Chip, the nucleosomal DNA is hybridized against a control sample (naked

genomic DNA), allowing thus to control for possible experimental biases.

The main bias in this experiment arises from the use of MNase known to pref-

erentially cleave AT/TA dinucleotide motifs (Horz and Altenburger, 1981). The

resulting nucleosome map thus reflects regions both depleted of nucleosomes and
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rich in AT/TA dinucleotides. However, when nucleosomal DNA fragments are

separated by agarose gel electrophoresis after MNase digestion, a clear band of

approximately 150 bp associated with mononucleosomes is found (Kaplan et al.,

2010), suggesting that nucleosome protection is the dominant factor and that the

MNase bias only results in imprecise cleavage. This bias can nevertheless be cor-

rected by estimating the specificity of MNase for AT/TA dinucleotides on naked

DNA (control sample), as done in MNase-Chip. Unfortunately, in addition of

being MNase target, AT-rich sequences are also the signature of antinucleosomal

sequences (see subsection 1.3.1). In this way, true linker sites can also be cleaved

in control sample, leading to similarities between nucleosome and control maps,

as demonstrated in Flick et al. (1986). This problem can therefore decrease the

nucleosome signal if the nucleosomal DNA is normalized against a control sam-

ple. Despite this known problem and the existence of alternative normalizing

approaches (Kaplan et al., 2010), the use of naked DNA remains the method of

choice in nucleosome studies.

1.2.2 Measure of Nucleosome Organisation

After the nucleosomal DNA fragments are identified by sequencing or microarray

experiments and mapped against a reference genome (only in the case of MNase-

Seq), then comes the task of deciphering the nucleosome organisation. Because

nucleosomes are mapped from a cell population, the reads or intensities associated

with a nucleosome rarely perfectly overlap. Depending on whether a nucleosome

is consistently positioned in the cell population assayed, its associated reads (in-

tensities) are normally distributed within ∼ 15 bp of the nucleosome centre when
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highly phased, or randomly distributed, as shown figure 1.3. This variation in

read position reflects both the positional heterogeneity across cells and the over-

trimming or undertrimming of the DNA at nucleosome borders during the sample

preparation. Since reads associated with phased nucleosomes spreads ∼ 30 bp,

the uncertainty due to the DNA over/undertrimming by MNase is estimated at

+/- 15 bp (Jiang and Pugh, 2009).

Figure 1.3: Distribution of reads associated with randomly distributed nucleo-
somes (right) and two nucleosomes consistently positioned (left) in a cell popula-
tion. This figure, borrowed from Jiang and Pugh (2009), shows reads produced
by short and long read sequencing platform mapped against a reference genome
on both DNA strand (top). The 5’ end position of the reads, corresponding to
nucleosome edges, are shifted 75 bp down/up-stream (depending on which strand
of the reference genome they map to) to localize nucleosome centres. These nucle-
osome centres are represented as bar graph where the two clusters of reads on the
left side reflect the presence of two phased nucleosomes, whereas the randomly
distributed reads (right) correspond to nucleosomes without positional preference.

These complex patterns of reads make the precise identification of nucleosomes

non-trivial and raise the need for summary statistics or nucleosome calling meth-

ods. While studies based on MNase-Chip data have only use nucleosome calling
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methods to identify the precise position of nucleosomes (Lee et al., 2007; Oz-

solak et al., 2007; Yuan et al., 2005), MNase-Seq studies have mainly relied on

either of two relatively simple statistics, nucleosome occupancy and nucleosome

positioning (Kaplan et al., 2009; Valouev et al., 2011, 2008; Zhang et al., 2009).

1.2.2.1 Nucleosome Occupancy and Positioning

In MNase-Seq assays, the first x bp (depending on the platform used) of each

nucleosomal fragment are sequenced and mapped against a reference genome.

The fragments are then stored in a read vector r whose entries are the number

of nucleosome centres (fragment 5’ end position ± 75 bp) at each base pair.

Nucleosome occupancy measures the amount of nucleosomes bound at a

given base pair in the cell population. It is defined as the sum of reads covering

a given base pair, that is, the sum of nucleosome centres located within 75 bp :

NO(x) =
x+75∑
i=x−75

r(i) (1.1)

Where NO(x) is the estimated nucleosome occupancy at base pair x.

Nucleosome positioning (also called stringency, phasing) quantifies the ex-

tent to which nucleosome positions vary across the cell population assayed. It is

defined as the probability that a nucleosome centre is found at base pair x. This

probability can be estimated by dividing the number of nucleosome fragments

found at base pair x by the number of nucleosome fragments located in the sur-

rounding 150 bp window (Kaplan et al., 2010). However, because nucleosome
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positions are measured at a resolution of ∼ 30 bp, the resulting nucleosome map

has important noise at the single-base-pair level. To overcome this issue, one

solution is to smooth the nucleosome centres over the neighbouring positions :

NP(x,w) =
D(x,w)

75∑
i=−75

D(x+ i, w)

(1.2)

D(x,w) =
w∑

i=−w

K(i, w) · r(x+ i) (1.3)

where D(x,w) represents a smoothed centres count, K(u, v) a smoothing function

(e.g. Gaussian kernel) and w its bandwidth.

Weaknesses of these measures. Despite the use of a smoothing function to

account for position uncertainty, the measure of nucleosome positioning remains

sensitive to experimental noise because it measures the concentration of reads

regardless of coverage, making it vulnerable to random isolated reads that can

be interpreted as highly positioned. For example, consider two cases where (i)

one read and (ii) 1, 000 reads are found at a position x surrounded by no other

reads. Although in both situations the nucleosome positioning is equal to one,

the addition of another read in the vicinity of x will change this value to 0.5 and

0.999 in case one and two, respectively (Kaplan et al., 2010).

Nucleosome occupancy, on the other hand, is highly sensitive to read number

variations coming from sequencing platform. A recent study compared three ma-

jor second-generation DNA sequencers with long-range polymerase chain reaction
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(PCR) and found that regions extending more than 100 bp give anomalously high

or low read numbers, on average approximately every 1000 bp (Harismendy et al.,

2009).

Solutions suggested to overcome these weaknesses. To minimize the im-

pact of noise in nucleosome measurement, Kaplan et al. (2010) propose to discard

regions with low reads coverage for the estimation of nucleosome positioning and

Stein et al. (2010) suggest to use DNA control for the estimation of nucleosome

occupancy to correct for the background read variations.

Taken individually, these measurements capture partial aspects of the nucleo-

some architecture. It would therefore be desirable to combine the two concepts

into one single statistic where nucleosomes could be identified without looking

for regions with large nucleosome occupancy and positioning scores. To address

this need, we introduce NucleoFinder in the following chapter.

1.2.2.2 Nucleosome Calling Methods

Beside nucleosome occupancy and positioning, methods specifically tailored to

the detection of nucleosomes have been developed recently. They address the

problem of nucleosome identification from a signal processing perspective where

the purpose is to filter background noise and score peaks associated with well-

positioned nucleosomes. These methods include Laplacian of Gaussian (Zhang

et al., 2008b), Fourier Transform (Flores and Orozco, 2011), correlation with nu-

cleosome footprint (two peaks on both strands separated from ∼ 150 bp, Weiner

et al. 2010), mixed methods (Di Ges et al., 2009) for MNase-Seq data; Laplacian
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of Gaussian (Ozsolak et al., 2007) and Hidden Markov Models (HMM) (Kuan

et al., 2009; Lee et al., 2007; Yassour et al., 2008; Yuan et al., 2005) for MNase-

Chip data.

As mentioned in 1.2.1, the design of MNase-Chip experiment accounts directly

for the MNase bias by competitively hybridizing the nucleosomal DNA against

a control sample. This implies that the methods tailored for MNase-Chip data

do not need to take into account this bias. Conversely, MNase-Seq experiment

assays nucleosomal and control DNA separately, which means that the MNase

bias can only be corrected at the nucleosome calling stage. However, because the

majority of the MNase-Seq studies do not include control samples (only Valouev

et al. 2011, 2008; Zhang et al. 2009 do), none of the current MNase-Seq calling

methods have been developed with this feature. The method we introduce in the

next chapter addresses this bias.

As examples, and because these methods will be compared to our approach in

the next chapter, we give a brief description of two of these methods designed for

MNase-Seq data.

• TemplateFilter aims to characterise the pattern of forward and reverse

strand reads at the two ends of a nucleosome by looking at their corre-

lation with representative templates. A first set of nucleosomes is identified

by running the method with Gaussian-shape templates. This set is then

used to refine new templates, representative of nucleosome in the data.

Due to possible over/under trimming of the DNA by MNase, the correla-

tion between forward and reverse strand reads is calculated over a range of
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distances (within a boundary define by the user), from which nucleosomes

positions are inferred by choosing the largest correlation values (Weiner

et al., 2010).

• NPS filters the background noise by removing high frequency components

from a wavelet decomposition. Then, peaks are detected by Gaussian

smoothing followed by Laplacian edge detection to identify inflection points

in the data. For each peaks whose width is comprised between 80 and 250

bp, a p-value is calculated as the probability that the same or larger num-

ber of reads can be observed by chance within the peak region, given the

coverage (Zhang et al., 2008b).

1.3 Determinants of Nucleosome Positioning

After reviewing the techniques currently used to assay and measure the nucle-

osome organisation, we now turn to the factors that determine this nucleosome

architecture : (i) the affinity of nucleosome for the underlying DNA sequence

(cis-factors), (ii) proteins competing with histones to bind DNA (trans-factors)

and (iii) the steric hindrance between nucleosomes that constrain their lateral

movement.

1.3.1 Sequence Based Factors

Eukaryotic genomes have evolved to facilitate nucleosome formation.

An elegant study from Zhang et al. (2009) tested the hypothesis of whether

the yeast genomes has evolved to favour nucleosome formation by comparing in
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vitro chromatin assembly in S. cerevisiae and E. coli. In this study, random

5-10 kb fragments were generated from both genomes and then assembled with

histones such that nucleosome positioning was only driven by sequence affinity.

The resulting chromatin was digested with MNase to extract nucleosomes, from

which the DNA was purified and sequenced. The mapped fragments showed that

in the presence of both S. cerevisiae and E. coli DNA, histones are nine time

more likely to form nucleosomes on S. cerevisiae than E. coli DNA. Another in

vitro study conducted on mouse estimated that the range of affinity between DNA

and histones is 1000 fold or greater (Thastrom et al., 1999). Together, these two

studies suggest that eukaryotic genomes have evolved to facilitate the binding of

histones and raise the question of whether eukaryotic genomes use a “nucleosome

code” to control the position of nucleosome, in particular in regulatory regions.

DNA favouring and repelling motifs. Over 120 direct protein-DNA inter-

actions and several hundred water mediated ones are present in a nucleosome

(Davey et al., 2002) and although it can binds any DNA sequence, it tends to

favour some sequences over others. Unlike transcription factors, nucleosome does

not have a sequence specific binding motifs, however the constraint of wrapping

DNA around nucleosome means that highly bendable DNA segments are more

likely to bind the histone octamer. In this way, Segal and Widom (2009) showed

that poly-dA/dT sequences (homopolymeric stretches of A or T, 10-20 bp long or

even greater) have poor distortion properties resulting in nucleosome exclusion.

In particular, the analysis of the presence or absence of unfavourable 5-mers in

nucleosomes sequenced from many organisms indicated a strong role for A-rich

motifs as antinucleosomal sequences (Field et al., 2008). Conversely, sequences
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Figure 1.4: Three-dimensional structure of the histones along with the
AA/TT/TA and G/C dinucleotides over-represented every 5 bp. This dinu-
cleotide periodicity has been shown to facilitate the bending of DNA around
the histone octamer. This crystal structure, first characterized by Luger et al.
(1997), represents the nucleosome viewed from above in the superhelical axis
(figure taken from Segal et al. 2006).
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with 10 bp periodicity of AA/TT/TA and G/C dinucleotides offset by 5 bp have

been shown to facilitate the sharp bending of DNA around the histone octamer

(Anselmi et al., 1999), see figure 1.4. Despite a statistical enrichment of this

periodic signal on the genome scale, these patterns are weak and occurs barely

above a random distribution in vivo (Mavrich et al., 2008b).

DNA-histone interactions models are statistical models that predict nu-

cleosome position from DNA sequence. They have largely contributed to (i)

characterise nucleosome favouring and repelling motifs, and (ii) quantify the ef-

fect of cis factors in vivo. The general procedure followed by these DNA-histone

interactions models consists in (i) gathering a training set of sequences associated

with nucleosomes highly positioned along with their linkers, (ii) identifying the

motifs that discriminate nucleosomes from linkers, and (iii) evaluating the power

of discrimination of these motifs by cross-validation on the training set. The

majority of these methods are based on position weight matrices (PWM) that

model the distributions of k-mers along the nucleosome positions. In this way,

Ioshikhes et al. (2006) modelled the variations of AA and TT frequencies along

the nucleosome (150 × 2 PWM), Segal et al. (2006) used a PWM with all the 16

dinucleotides, and Field et al. (2008) combined the same 16 dinucleotides PWM

with the distribution of 5-mers in linkers to capture the position-independent

signal presents in linkers. This model will be referred to as Segal’s model in

the following. Beside these PWM based approaches, Peckham et al. (2007) and

Gupta et al. (2008) derived a support vector machine (SVM) classifier based on

the frequencies of k-mers (k = 1..6) found in nucleosome and linker sequences.

Lastly, Yuan and Liu (2008) characterised periodic motifs in nucleosomal DNA
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by wavelet decomposition of the dinucleotide frequencies.

On yeast data, these studies identified the 10 bp AA/TT/TA periodicity above

mentioned, as well as an over representation of AT-rich and GC-rich motifs in

linker and nucleosome sequences respectively. A comparison of these methods on

a set of ∼ 200 well-positioned nucleosomes showed that Segal, Peckham and Yuan

models discriminate nucleosome from linker sequences with similar ROC-scores1,

ranging from 0.8 to 0.9 (Yuan and Liu, 2008). Overall, these methods showed a

better ability to predict nucleosome-depleted regions than those occupied by nu-

cleosomes, suggesting that the intrinsic sequence signal is most commonly used to

exclude nucleosomes from specific regions (such as the NDR upstream of TSSs)

rather than to favour nucleosomes in nucleosome-rich regions (Radman-Livaja

and Rando, 2010).

In section 1.4, we will present the results obtained with these models in different

model organisms. In chapter 3, we will make use of similar PWMs to estimate

the influence of cis-factors in human.

1.3.2 Trans-Regulatory Factors

Three different mechanisms have been proposed to explain the influence of trans-

regulatory factors in the in vivo nucleosome organisation. First, because of their

relatively high abundance, transcription factors (TFs) can take advantage of hi-

1The ROC-score is equal to the probability that the classifier under study ranks a randomly
chosen positive instance higher than a randomly chosen negative one (Fawcett, 2006). It is thus
equal to 1 for a perfect classification and 0.5 for random guessing. The ROC-score is obtained
by measuring the area under the classifier ROC curve.
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stone turnover or spontaneous “wrapping-unwrapping” of nucleosomal DNA to

bind sites transiently uncovered (Choi and Kim, 2008; Newman et al., 2006).

This passive binding can further be eased by the affinity of TFs for DNA, where

in some extreme cases such as NF-κB p50, TFs can bind nucleosomal DNA with

the same affinity as free DNA (Angelov et al., 2004). Also, despite their lack of

enzymatic activity, these proteins can recruit chromatin remodelers capable of

displacing neighbouring nucleosomes (Radman-Livaja and Rando, 2010).

Second, enzymes called chromatin remodelers use their ATPase domain to remove

or slide nucleosomes along the DNA (Boeger et al., 2004; Fazzio and Tsukiyama,

2003), and thus have the ability to override the nucleosome sequence preferences.

A well-documented example in yeast is the repressor Isw2, demonstrated to move

nucleosomes from their “preferred” sequence to functionally important regions,

and consequently to inhibit their regulatory activity. In this way, the compari-

son of genome-wide nucleosome positioning maps between wild-type and Isw2δ

mutant cells revealed that a third of Isw2δ-bound sites resulted in a shift (15 bp

on average) of the first nucleosome downstream of the TSS away from the NDR

(Whitehouse et al., 2007). This suggests that Isw2 uses the energy produced by

ATP hydrolysis to move nucleosomes over the TSS and the NDR, where most

transcription factor binding sites lie.

Finally, in addition to trans-factors operating prior to the polymerase machinery

assembly, the process of transcription by RNA polymerase II (Pol II) itself leads

to important changes in chromatin structure (Mavrich et al., 2008b; Parnell et al.,

2008; Schones et al., 2008). Components of the transcription initiation complex
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are bulky and have the ability to bend DNA when binding to the promoter.

Although the exact role of Pol II in reshaping chromatin remains unknown, the

fact that nucleosome loss occurs despite the absence of Pol II binding on the

mutated TATA box at PHO5 promoter in (Barbaric et al., 2007), or that Pol II is

able to bind in the absence of normally required activating signals at an artificially

created nucleosome depleted region in (Zhang and Reese, 2007) indicate that

nucleosome removal at promoter is a pre-requisite for Pol II binding.

1.3.3 Statistical Positioning

The last factor contributing to the nucleosome organisation arises from the fact

that the chromatin consists of highly compacted nucleosome arrays, imposing

thus a restriction on nucleosomes lateral movements. Observing that beyond ∼ 1

kb from promoter regions, nucleosome phasing dissipates and that this tendency

increases with the distance to TSS; noting also that lower nucleosome density at

intergenic regions leads to random nucleosome positioning, Kornberg and Stryer

(1988) introduced the barrier model for statistical positioning of nucleosomes.

According to this model, barriers located along a dense array of nucleosomes

restrict the lateral movement of nucleosomes and results in well-positioned nu-

cleosomes, regardless of sequence preferences. Given a nucleosome length and a

linker width, this model calculates the probability of observing a nucleosome at

a distance d from a barrier by taking into account all possible non-overlapping

ways of placing nucleosomes in between. Barriers can be nucleosome excluding

sequences like poly-dA/dT found in NDRs (cis-factors) or trans-factors such as

those described in the previous sections. An example is given figure 1.5 where the
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nucleosome under the arrow corresponds to the barrier and suffices to position

the 9 nucleosomes on its right.

Figure 1.5: Effect of the steric hindrance on nucleosome positioning. Shown is
the probability that a position x bp away from the barrier (under the arrow) is
contained in a nucleosome. This probability is calculated by the barrier model
with the assumption that linkers and nucleosomal DNA are 20 bp and 147 bp
long respectively (values estimated in S. cerevisiae). With these settings, this
figure shows that a single barrier can position ∼ 10 nucleosomes on both sides.
Figure taken from Stein et al. (2010)

In addition to explaining the “fuzzy” nucleosomes positioning at locations distant

from promoters, the Kornberg and Stryer’s model also predicts that in genomes

with short linkers and short distances between barriers, a fraction of positioned

nucleosomes are sufficient to obtain high degree of positioning. Consistent with

this idea, ∼ 80% of the yeast genome consists of positioned nucleosomes (Lee

et al., 2007), where the average linker length is estimated at ∼ 20 bp. Con-

versely, the combination of large linkers in human (∼ 50 bp) and worm (∼ 30
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bp) with lower gene density (12-15 genes/Mb in human) result in many fewer

positioned nucleosomes in these two species : 16% and 20% of the nucleosomes

in worm and human have been shown have a level of positioning equal or greater

than ∼ 20% (Valouev et al., 2011, 2008).

1.4 Different Mechanisms Across Species

Numerous studies have been conducted in eukaryotic model organisms to mea-

sure the effects of cis and trans-factors on the nucleosome architecture. Different

opinions as to which mechanisms primarily determine the nucleosome organisa-

tion have arisen. Furthermore, since eukaryotic genomes have different linker size

and gene density (as mentioned above), it has been suggested that the relative

importance of these mechanisms vary across species.

1.4.1 Yeast

Having the smallest genome among eukaryotic model organisms, Saccharomyces

cerevisiae has been widely studied in the framework of DNA-histone interactions

model. As mentioned in 1.3.1, various approaches have been proposed using

PWM, SVM, wavelet decomposition and led to fairly different conclusions. On

one hand, Segal and colleagues found that their model predictions (i) separate

in vivo nucleosome from linker sequences with a ROC-score of 0.86 (Field et al.,

2008) and (ii) correlate with in vivo nucleosome occupancy with a value of 0.75

(Kaplan et al., 2009), leading them to conclude that much of the nucleosomal

organisation is due to cis-factors in yeast. On the other hand, Peckham et al.

(2007) and Zhang et al. (2009) estimated that only ∼ 20% of nucleosomes are
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positioned by DNA signals, pointing to a much modest role of the DNA sequence.

In this subsection, we review three major studies that illustrate these different

views.

Kaplan et al. argue in favour of a nucleosome organisation mainly

driven by cis-factors. Segal and colleagues sought to determine whether the

DNA sequence is the main determinant of the genome-wide nucleosome organi-

sation in yeast (Kaplan et al., 2009). To capture the sole influence of DNA, they

assembled chicken histones on the purified yeast genome (in vitro map) from

which they trained their model (accounting both for the distribution of dinu-

cleotides along the nucleosome and the distribution of 5-mers in the genome).

Nucleosome occupancy predictions were then generated from the model and cor-

related against both in vitro and in vivo nucleosome maps. Remarkably high

values (R = 0.89 and R = 0.75) were found, leading the authors to the conclu-

sion that (i) their model captures most of the in vitro DNA-histone interaction

features and (ii) the DNA sequence has a dominant role in the in vivo nucleosome

organisation in yeast.

They further showed that low nucleosome occupancy was predicted at TSSs,

TESs and regulatory sequences, suggesting that these functional sites are en-

coded in the yeast genome. However, the level of depletion was more pronounced

in vivo than in vitro and in the model predictions, probably because of the action

of transcription factors and chromatin remodelers. From their estimation that

DNA accounts for ∼ 50% (R2 = 0.56) of the in vivo nucleosome occupancy, Ka-

plan et al. concluded that in vivo, nucleosome positions are determined primarily

by DNA sequence and advocated for the existence of a nucleosome positioning
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code.

Mavrich et al. support the statistical positioning hypothesis and sug-

gest that cis-factors have a large contribution in the formation of the

barrier. Addressing the same question from the perspective of nucleosome po-

sitioning, Mavrich et al. (2008a) came to a different conclusion. After generating

an in vivo nucleosome map, Mavrich et al. observed that (i) nucleosomes are

more densely packed over genes than intergenic regions, (ii) a high level of phas-

ing occurs at TSSs and decays more swiftly in the upstream direction (toward

intergenic regions) than in the downstream direction, and (iii) no sign of phasing

is found outside regions surrounding TSSs. These observations led Mavrich et al.

to conclude that rather than being encoded in the DNA sequence, the nucleosome

organisation in yeast is likely to be driven by statistical positioning, where the

NDR, acting as barrier, positions the surrounding nucleosomes. Also, they noted

that poly-dA/dT motifs are enriched at NDRs, leading them to hypothesize that

the underlying sequence has an important contribution in setting up the barrier

necessary for statistical positioning at promoters.

Zhang et al. support the statistical positioning hypothesis and ques-

tion the importance of DNA sequence in the formation of the barrier.

Also supportive of the barrier model, Zhang et al. called into question Mavrich

et al. hypothesis. Based on their in vitro and in vivo nucleosomes maps, they

showed that in vitro, while nucleosome positioning is non-random, it was far be-

low the highly structured organisation observed in vivo around TSS and TES.

As displayed figure 1.6, the NDR and +1 nucleosome position are much more
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Figure 1.6: Nucleosome density profiles around TSSs for chromatin assembled by
salt dialysis, ACF (in vitro) or in vivo. Figure taken from Zhang et al. (2009).

pronounced in vivo than in vitro.

To quantify the contribution of the DNA sequence in nucleosome positioning in

vivo, Zhang et al. counted the number of in vitro nucleosomes falling within 10

bp (to account for measurement uncertainty) of the in vivo nucleosomes located

downstream of TSSs. From this analysis, the authors estimated that intrinsic

histone-DNA interactions account for ∼ 20% of the in vivo nucleosome positions,

and although this result was above expected from randomly positioned nucleo-

somes, it was far below this obtained using another in vivo sample. This value

is in line with Peckham et al. (2007) who estimated that 22-25% of the in vivo

nucleosomes are intrinsically encoded.

According to Zhang et al., this result along with the absence of statistical posi-

tioning in vitro (figure 1.6) suggest that in vivo, the barrier is not due to intrinsic

DNA-histone interactions. Instead, they proposed that the NDR is largely influ-
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enced by the underlying sequence which facilitates the transcription machinery

to bind, but that the statistical positioning is mainly driven by the transcription

initiation complex, arguing that unlike in vitro, in vivo, the +1 nucleosome is

well-positioned, next to the TSS.

Shortly after, the same authors directly criticized Kaplan et al. for using nu-

cleosome occupancy to measure the role of cis-factors. In this correspondence,

Zhang et al. (2010) argued that the key biological problem in the study of nucle-

osomes is to identify the forces that drive well-positioned nucleosomes, because

those nucleosomes provide information as to which regions are consistently oc-

cluded or accessible to trans-factors. According to them, nucleosome occupancy

informs about the average histone level bound to a given region in a population

of cells, but does not address the precise location of nucleosomes and cannot

therefore be used to quantify the influence of cis-factors.

Overall, these studies (Mavrich et al. 2008a; Peckham et al. 2007; Zhang et al.

2009) point to an overestimation of the influence of cis-factors in the in vivo

nucleosome organisation by Kaplan et al., and conclude that, although not the

major determinant, DNA has a non-negligible role in the nucleosome architecture

in yeast.

1.4.2 Chicken, Worm and Fly

In the same way as in yeast, a modest ∼ 10 bp periodicity of AA/TT/TA has

been observed along nucleosomes in chicken, worm and fly in vivo (Mavrich et al.,
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2008b; Satchwell et al., 1986; Valouev et al., 2008). In these last two species,

genome-wide studies showed features similar to those found in yeast, i.e. a nucle-

osome depleted region flanked by well-positioned nucleosomes upstream of TSSs.

This stereotypical promoter architecture has not been confirmed in chicken be-

cause of the limited size the only study conducted in this species.

Nucleosome positioning. Observations made in worm and fly point toward

a lack of positioning signal for the majority of the genome. Valouev et al. (2008)

estimated that 16% of the worm genome has a nucleosome positioning equal to

or greater than 20%, with a peak at promoters. A comparison of nucleosome

positioning across species would be of great interest to understand whether the

influence of nucleosome on gene regulation is similar across species or not. Un-

fortunately, nucleosome positioning was calculated with different parameters in

yeast and worm, and no such analysis was performed in fly and chicken.

Nucleosome occupancy. To test whether Segal’s model reflects a common

mechanism across eukaryote, nucleosome occupancy predictions were generated

on the worm genome in Kaplan et al. (2009). A correlation of 0.6 was found

between predicted and in vivo nucleosome occupancy, from which Kaplan et al.

concluded that sequence determinants driving the chromatin structure are com-

mon in S. Cerevisiae and C. Elegans.

Even though these organisms have not been as extensively studied as in yeast,

a common trend emerges from these studies : although similar sequence charac-

teristics of nucleosomes are found in yeast, worm, chicken and fly, the important
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genome size of these multicellular organisms results in a more fuzzy nucleosome

structure, consistently with the barrier model introduced in 1.3.3.

1.4.3 Human

Four recent studies have shed light on the mechanisms driving the nucleosome

architecture in vivo and in vitro in human (Gupta et al., 2008; Schones et al.,

2008; Valouev et al., 2011; ?). In contrast with yeast, the NDR and the phas-

ing occurring downstream of TSSs are not found in the majority of promoters,

but rather coincide with Pol II binding in vivo. More precisely, both the extent

of nucleosome depletion and the level of phasing emanating from the NDR are

correlated with the presence of Pol II (Valouev et al., 2011). Beside active pro-

moter regions, a majority of nucleosomes does not show any sign of positioning

: Valouev et al. estimated that 20% of the genome is covered by nucleosomes

with stringency of at least 23% (lowest stringency level that can be statistically

detected) in vivo.

Nucleosome specific motifs are enriched in vitro and in vivo. The study

of in vitro data revealed that the same G/C-rich and A/T-rich motifs found at

the centres and borders of well-positioned nucleosomes in yeast were also present

in human. The regions having this particular profile were shown to be enriched

in vivo by highly positioned nucleosomes, suggesting that DNA sequence does

influence nucleosomes in vivo (Valouev et al., 2011). In agreement with these

results, Gupta et al. found that their SVM trained on the 1,000 highest and lowest

occupied regions in vivo could classify these regions with a ROC-score of 0.9. This

large value points to a real influence of DNA onto nucleosome positioning in vivo,
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without saying, however, what the size of this effect is genome wide.

Figure 1.7: Normalized in vitro versus in vivo nucleosome coverage, where each
dot represents the one of the 256 possible 4-mers (coloured in function of their
G/C content). The vertical trend in the data shows that the relationship between
G/C content and nucleosome occupancy in vitro almost disappears in vivo. Fig-
ure borrowed from Valouev et al. (2011).

Cis factors have a small influence in vivo. This question was partly ad-

dressed in Valouev et al. (2011) who demonstrated that this influence is very

limited and generally overridden by trans-factors : the observation of all the

tetranucleotide combinations in the genome showed that the strong association

between nucleosome occupancy and AT/GC content in vitro almost disappears in

vivo (see figure 1.7). Valouev et al. also tested whether the nucleosome phasing

occurring at promoters was intrinsically encoded by looking for regularly spaced

nucleosomes in vitro. The absence of any sign of phasing in vitro indicated that,

in accordance with the barrier model, nucleosome phasing is likely to be due to
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steric hindrance.

To assess the overall influence of DNA on the genome scale, Tillo et al. com-

pared the level of nucleosome occupancy in vivo with predictions from Segal’s

model. A correlation of 0.28 was found, much less than that (0.75) calculated in

yeast, confirming a minor role for DNA sequence in human. In the same study,

transcription factor binding sites were shown to have higher than average in vivo

and predicted nucleosome occupancy, in contrast with yeast (Kaplan et al., 2009).

According to the authors, the explanation lies in that most human regulatory sites

act in a cell-type specific manner, and therefore, it may be advantageous to keep

them occluded by nucleosome to avoid abnormal transcription. This idea was

supported by Valouev et al. who showed that the sequences associated with in

vivo CTCF and NRSF binding sites favour nucleosome formation.
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1.5 Discussion

The packaging of DNA into nucleosomes allows to fit large eukaryotic genomes

into the nucleus, thereby modulating the access of trans-factors to their cog-

nate site. The precise knowledge of nucleosomes locations is thus crucial to (i)

understand their role in downstream cellular processes such as transcription reg-

ulation and (ii) pinpoint the factors that determine the nucleosome organisation.

To address these questions, a non-trivial step of nucleosome identification is re-

quired to distinguish well-positioned nucleosomes, hallmark of regulatory events

in large eukaryotic genomes, from randomly positioned nucleosomes. Different

approaches have been proposed using either summary statistics or nucleosome

calling methods, and led to different conclusion regarding the importance of cis

factors in yeast : while Kaplan et al. estimated that ∼ 50% of the in vivo nucle-

osome organisation is intrinsically encoded, Zhang et al. found a modest value of

20%.

According to Zhang et al. (2010), this discrepancy arises from the use of nucleo-

some occupancy by Kaplan et al. to compare in vivo and in vitro nucleosomes.

Noting that this measure reflects the average histone level bound to a given

DNA region in a cell population, Zhang et al. argued that nucleosome occu-

pancy fails to capture the key biological feature of the nucleosome organisation,

i.e well-positioned nucleosomes that indicate the regions consistently occluded or

accessible to trans factors.

In the previous section we have seen that thanks to the mapping of nucleosomes

in vitro in yeast, much work has been done to quantify cis-effects in this species.
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By contrast, fewer studies have been conducted in human, resulting in an incom-

plete understanding of these mechanisms in our species. The recent mapping of

nucleosomes in vitro by Valouev et al. should however overcome this limitation,

where the authors have already demonstrated that although enriched in vivo, nu-

cleosome favouring motifs are generally overridden by trans-factors. This study

provides a valuable insight into nucleosome organisation in human, with however

two weaknesses : it does not precisely quantify the relative effect of cis-factors

and it is based on nucleosomes positioning, which, as indicated in 1.2.2, is sensi-

tive to technical noises.

For these reasons, we introduce in the next chapter NucleoFinder, a statistical

approach that identify well-positioned nucleosomes while accounting for control

data. We will show that our model has a better ability to identify well-positioned

nucleosomes than other nucleosome calling methods. Based on our model, we

will then quantify the influence of cis-factors in chapter 3.
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Chapter 2

NucleoFinder : a Statistical

Approach for The Identification

of Positioned Nucleosomes

2.1 Introduction

The identification of nucleosome specific motifs as well as the changes in nu-

cleosome organisation that accompany gene induction requires to know where

nucleosomes are positioned with precision. As pointed out in 1.4.3, beside active

regulatory regions, most of the human genome shows a weak level of nucleo-

some positioning, making their localization not straightforward. In the previous

chapter, we saw that the summary statistics currently available capture impor-

tant aspects of the nucleosome architecture but are sensitive to experimental

noises and, like nucleosome calling methods tailored to MNase-Seq data, do not

account for the known MNase bias toward AT/TA motifs. To overcome these
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limitations, we introduce NucleoFinder, a pseudo-Bayesian approach capable of

identifying nucleosomes that show both a high level of positioning and an en-

richment relative to a control experiment. Although the use of a control sample

may reduce the nucleosome signal (section 1.2.1), we still include it to account

not only for the MNase bias, but also for other biases that may arise during the

sample preparation, amplification and sequencing stages. After a brief descrip-

tion of the pre-processing steps, we introduce our model and assess its fit to the

data. Finally, the last two sections address the questions of (i) the sensitivity of

the predictions to the window parameter and (ii) the performance of our model

compared with existing approaches based on well-characterised features of the

nucleosome organisation.

2.2 Data Pre-Processing

The nucleosomes used in this study were isolated in (i) three haematopoietic cell

lines (CD4+, CD8+ T cells and granulocytes), (ii) in vitro and (iii) in a control

sample made of naked DNA (Valouev et al., 2011). They were then treated with

micrococcal nuclease to release nucleosome cores, and deep sequenced using the

SOLiD platform (Pandey et al., 2008). The resulting 25 bp reads derived from

the 5’ end of nucleosomal DNA were subsequently mapped against the human

hg18 assembly and yielded a genomic coverage ranging between 16-28 ×. Before

running NucleoFinder, the DNA libraries underwent four pre-processing step to

account for experimental bias.

• The sequence tags (reads) mapping to more than one genomic region were

discarded from the analysis.
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• Due to possible errors during the amplification and sequencing stages (Haris-

mendy et al., 2009), positions covered by an excessive number of reads,

above what is warranted by the sequencing depth (binomial distribution

p-value < 10−5), were discarded, as suggested in Zhang et al. (2008a). For

example, in the case of the in vitro library (608.7 million reads), given that

the mappable human genome is ∼ 2.5109 bp long (Rozowsky et al., 2009),

we do not expect to see more than 5 reads per base pair.

• Because nucleosome and control dataset are compared in NucleoFinder,

read counts in the nucleosome set were linearly scaled so that control and

nucleosome samples have equal number of reads.

• Since the reads come from the 5’ end of nucleosomal DNA fragments, their

positions were shifted to +/- 75 bp (according to their strand) to localize

nucleosome centres. This value corresponds to half the estimated average

nucleosome length in vivo (153 bp) and in vitro (147 bp) in Valouev et al.

(2011).

2.3 NucleoFinder

2.3.1 Initial Idea

NucleoFinder is based on a similar idea as nucleosome positioning (presented in

subsection 1.2.2) where, given a sliding 150 bp window, it looks for an enrich-

ment of reads in a 30 bp window (to account for the MNase cleavage uncertainty)

relative to its two 60 bp flanking windows.
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The original purpose of NucleoFinder was to develop an automated approach

that detects regions both significantly enriched relative to a control sample and

presenting a high level of positioning, without having to set arbitrary thresholds

on the level of enrichment and positioning. Our first attempt was inspired by

peak-calling methods (Ji et al., 2008; Rozowsky et al., 2009) that measure the

enrichment of reads in a ChIP sample relatively to a control sample : in a window

w, the number of reads in the ChIP sample (xn) given the sum of reads in the

ChIP and control samples (xc) is assumed to follow a binomial distribution when

there is no enrichment :

xc|(xn + xc) ∼ Bin(xn + xc, θ = 0.5) (2.1)

This simple approach can be extended to nucleosome detection, where instead

of looking at a single window w, we are interested in the pattern “not enriched,

enriched, not enriched” in three consecutive segments 60, 30, 60 bp long. Fur-

thermore, to distinguish relatively high background noise from local peaks in the

two side windows, they can be divided into two 30 bp long windows (smaller

windows are not considered due to the ∼ 30 bp measurement uncertainty).

2.3.1.1 Likelihood

For a given 150 bp region, let xn = {xn1 , xn2 , xn3 , xn4 , xn5} and xc = {xc1, xc2, xc3, xc4, xc5}

denote the number of reads falling in each of the five 30 bp bins in the nucleosome

and control sets. The bins are grouped into three segments S = {S1, S2, S3} that

include bins
{
{1, 2}, {3}, {4, 5}

}
respectively. Each random variable xni (i ∈

1, .., 5) is distributed according to a binomial with a probability of success θi.
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A beta prior is put on θi with hyperparameters depending on the considered

segment. The number of reads is assumed independent from one bin to another

which allows the likelihood to be factorized. The likelihood of xn is thus expressed

as :

π(xn|xc,θ) =
5∏
i=1

Bin(xni |xci , θi) (2.2)

2.3.1.2 Priors

Whether segment j is background or enriched, the prior on θi is beta distributed

with parameters :

• {α̂, β̂} estimated from the data by the method of moments (equation 2.7).

The hyperparameters are in fact not directly estimated with Be(α̂, β̂) but

from the marginal distribution that we introduce below. Since most of the

nucleosomes in the human genome show little or no sign of positioning, the

data consist mainly of reads randomly distributed. Hence, the estimation

of the hyperparameters from the full genome should allow to capture the

background nucleosome distribution.

• {1, 1}, and thus is equivalent to a uniform distribution (equation 2.4). Un-

like Be(α̂, β̂) which has most of the mass concentrated between 0 and 0.5,

this prior gives same weight to θen in [0, 1].
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θbg ∼ Be(α̂, β̂) (2.3)

θen ∼ Be(1, 1) = Unif(0, 1) (2.4)

2.3.1.3 Empirical Bayes Priors

This way to determine the prior distributions directly from the data belongs

to empirical Bayes methods. This type of approach contrasts with standard

Bayesian methods in which the priors are fixed before observing the data. In

fact, the two approaches are not so different since empirical Bayes can be viewed

as an approximation of the full hierarchical Bayesian analysis where the hyper-

parameters are set to their most likely values, rather than being integrated out.

The use of the data to (i) set the priors and (ii) calculate the likelihood can be

seen as an inappropriate double use of the data, but like other pseudo-Bayes ap-

proach, empirical Bayes turns out to be extremely effective in actual data analysis

(Berger, 2006).

2.3.1.4 Marginal Likelihood

Our main interest is to find regions that match the profile of well-positioned

nucleosomes, i.e. when S2 is enriched and {S1, S3} are background. To capture

this pattern, we introduce eight models that cover all possible combinations of

θbg and θen in S1, S2, S3, as indicated table 2.1. In each 150 bp sliding region, the

marginal likelihoods associated with these eight models are calculated. When M1
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Model
Parameters
θ1 θ2 θ3

M0 θbg θbg θbg
M1 θbg θen θbg
M2 θen θen θen
M3 θen θbg θen
M4 θen θen θbg
M5 θbg θen θen
M6 θen θbg θbg
M7 θbg θbg θen

Table 2.1: Models Priors : to precisely capture the profile of well-positioned
nucleosomes, we introduce eight models that cover all possible combinations of
θbg and θen in S1, S2, S3.

has the largest marginal likelihood among the models, this region is considered as

a well-positioned nucleosome. The reason for using eight models is that it allows

a better discrimination between well-positioned nucleosomes and background or

randomly enriched regions. Since the calculation of the marginal likelihood is

similar across the models, we only illustrate it with M1, where the priors are as

follows :

π(θ|M1) =

 Be(α̂, β̂) ,∀i \ {3}

Be(1, 1) , i = 3

π(x|M1) =

∫
π(x|θ,M1)π(θ|M1)dθ

=

∫
Bin(xn3 |xc3, θ3)Be(1, 1)dθ3 ·

∏
i∈{1,2,4,5}

∫
Bin(xni |xci , θi)Be(α̂, β̂)dθi

(2.5)

π(x|M1) = Be-Bin(xn3 |xc3, 1, 1)
∏

i∈{1,2,4,5}

·Be-Bin(xni |xci , α̂, β̂) (2.6)
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The number of reads x and the probability of success θi are independent across

bins, which allows to factorize the marginal likelihood (equation 2.5). Since the

binomial and beta distributions are conjugate, the marginal likelihoods in 2.6 can

be computed analytically using the beta-binomial distribution (Gelman et al.,

2004). As mentioned in the priors subsection, the hyperparameters are estimated

with the marginal distribution from the data by the method of moments. The

marginal being beta-binomial, α̂ and β̂ are given by :

α̂ =
nm1 −m2

n(m2

m1
−m1 − 1) +m1

β̂ =
(n−m1)(n− m2

m1
)

n(m2

m1
−m1 − 1) +m1

(2.7)

where m1 and m2 are the first two sample moments, n =
∑

i
xni +x

c
i

N
and N the

number of observations.

2.3.2 Modifications

When fitting this first version of NucleoFinder, we realized that many good can-

didates were not detected because few reads (generally one), corresponding to

background noise, were found in the side segments {S1, S3} of the nucleosome

sample but not in the control sample. These regions were interpreted as enriched

and resulted in an over representation of models 2, 4 and 5. To circumvent this

issue, instead of using a binomial distribution to measure the enrichment in the

nucleosome sample, we decided to model the difference of reads between nucle-

osome and control samples. In this way, instead of comparing the number of
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nucleosome and control reads in 30 bp windows, we now work with the difference

of reads in the two samples. The difference is truncated to zero since negative

values do not provide any additional information beside the fact that the con-

sidered region is not enriched. This truncated difference is then modelled using

a Poisson distribution where prior distributions on the rate parameter are either

gamma or uniform, similarly to what we did above.

2.3.3 NucleoFinder

2.3.3.1 Likelihood

Similarly to the first model formulation, given a 150 bp region, let x = {x1, x2, x3,

x4, x5} denotes the corrected number of nucleosome centres falling in each of the

five 30 bp bins. Each random variable xi is assumed Poisson distributed with

parameter λi that depends on the considered segment. The likelihood of x is

expressed as :

π(x|λ) =
5∏
i=1

Po(xi|λi) (2.8)

2.3.3.2 Priors

Whether segment j is background or enriched, the prior on λi is either Gamma

distributed with parameters also estimated by the method of moments from the

data or uniformly distributed in the interval [0, xmax], where xmax denote the

maximum read counts in x :
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π(λbg) = Ga(α̂, β̂), (2.9)

π(λen) = Unif(0, xmax), (2.10)

In this way, the background prior distribution matches the empirical distribution

mainly made up of background regions. The prior associated with enriched re-

gions gives the same weight to any count number, which, unlike the background

prior, does not penalize large counts.

2.3.3.3 Marginal Likelihood

In the same way as the first version of NucleoFinder, our main interest is to

find regions i such that S2 is enriched and S1 and S3 are background. Using

the same combination of priors, we introduce eight models that cover all possible

combinations of λbg and λen in S1, S2, S3. Here again, we illustrate the calculation

of the marginal likelihood with M1, where the priors are as follows :

π(λ|M1) =

 Ga(α̂, β̂) ,∀i \ {3}

Unif(0, xmax) , i = 3

π(x|M1) =

∫
π(x|λ,M1)π(λ|M1)dλ

=

∫
Poi(x3|λ3)Unif(0, xmax)dλ3 ·

∏
i∈{1,2,4,5}

∫
Poi(xi|λi)Ga(α̂, β̂)dλi

π(x|M1) =
1

xmax

∫
λx33 e

−λ3

x3!
dλ3 ·

∏
i∈{1,2,4,5}

Neg-Bin(xi|α̂, β̂) (2.11)
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The Poisson and gamma distributions being conjugate, the marginal likelihood

can be calculated in closed-form using the negative-binomial distribution (Gelman

et al., 2004). This is however not the case with the uniform prior, where the

marginal likelihood can nevertheless be calculated by successive integrations by

part. To avoid the calculation of this integral every 150 bp window, we compute it

for x3 ∈ [0, xmax] and store the results during the initiation stage of NucleoFinder

to speed-up the execution. Taken together, this precomputation and the use of the

negative-binomial distribution make NucleoFinder a fast method, well-suited to

be run on the genome-wide scale. On chromosome 20 for example, the execution

time on a 3 GHz CPU is approximatively 10 minutes. When extrapolated to

the size of the human genome (∼ 3.1 Gb), the execution time is expected to be

around 8 hours.

The estimation of the hyperparameters with the negative-binomial distribution

leads to :

α̂ = m1 · β̂ (2.12)

β̂ =
m1

−m2
1 +m2 −m1

(2.13)

As already mentioned, a nucleosome is detected when the marginal likelihood

associated with M1 is the largest of all models. In addition to the information

of the presence/absence of a nucleosome, it would be desirable to have a sense

of how enriched and well-positioned are the detected regions. This will be par-

ticularly useful in chapter 3 where we will train position weight matrices on the

10,000 most positioned nucleosomes to identify nucleosome specific motifs. A
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good measurement is provided by the Bayes factor between M1 and M0, that

measure how much the data support M1 compared with the null model made of

background priors only :

BF =
π(x|M1)

π(x|M0)
(2.14)

2.3.4 Model Checking

Once the model constructed, we need to assess the fit of the model to the data to

avoid possible misleading inferences. If the model fits, then data sampled from

the model should look similar to the observed data. Conversely, any systematic

differences between the simulations and the data would indicate that the model

is inconsistent with the observed data. Model checking is commonly carried out

by comparing the observed data x with the replicated data xrep, generated from

the posterior predictive distribution of replicated data (Gelman et al., 1996) :

p(xrep|x) =

∫
p(xrep|λ)p(λ|x)dλ (2.15)

where x and λ represent the vector of observed data and parameters. To generate

xrep under the model, we first draw λ from the posterior distribution p(λ|x) and

then draws xrep from the likelihood xrep|λ ∼ Poi(λ). In our case, we do not have

one single model that explains the full dataset, but eight models that represent

different aspects of the data. As pointed out in 2.3.1.2, most of the human

genome is made up of nucleosomes randomly positioned and should consequently
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look similar to data generated under the null model, M0.

Therefore, we perform model checking using M0 only. Since the number of reads

is independent from one bin to another and that a same prior Ga(α̂, β̂) is put

on each segment, the comparison between observed and simulated data is carried

out at the bin level. The posterior p(λ|x) is given by :

λ|x ∼ Ga(α̂ +Nx̄, β̂ +N) (2.16)

with N the number of observations. Figure 2.1 displays the histograms and Q-

Q plot of observed and simulated data. The observed data correspond to the

number of reads found in 30 bp bins in chromosome 22, the simulated dataset

consists of 104 read counts generated from the posterior predictive distribution.

The almost perfect overlap between the histograms suggests that there is an ex-

cellent agreement between the two distributions. If we look at the Q-Q plot, it

can indeed be noted that the points comprised between 0 and 5 (representing ∼

97% and ∼ 99% of the mass in the observed and simulated dataset) lie along the

y = x line. For reads larger than 5, the Q-Q plot is steeper than the y = x line,

which indicates that the empirical distribution has a heavier tail.

These two plots therefore show that M0 fits a majority of regions in chromo-

some 22. The regions that do not fit well M0 have higher level of enrichment

than expected under M0 and constitute good candidates for well-positioned nu-

cleosomes if surrounded by “background” bins.
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Figure 2.1: (a) Histograms and (b) Q-Q plot of observed and simulated read
counts. Both quantiles and percentiles are showed in the Q-Q plot. The two
distributions are almost identical between 0 and 5 where most of the mass is
comprised. Above 5, the empirical distribution has heavier tail, indicating that
highly enriched regions are not fitted by M0.
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2.4 Sensitivity to the Window Size

NucleoFinder looks for well-positioned nucleosomes from the distribution of reads

across five 30 bp windows which together span 150 bp. This last value has been

well-documented in the nucleosome literature (Luger et al., 1997; Radman-Livaja

and Rando, 2010) and is not called into question. By contrast, the choice of

the central window width, defining the uncertainty of the nucleosome position,

is not straightforward. It is motivated by the observation that reads at phased

nucleosomes span ∼ 30 bp (Jiang and Pugh, 2009) but also because this same

value was used both in the calculation of nucleosome positioning (Valouev et al.,

2011, 2008) and in the detection of nucleosomes by Zhang et al. (2008b). As

presented in subsection 1.2.1, this ∼ 30 bp uncertainty comes from the effect

of DNA over/under-trimming at nucleosome borders during sample preparation.

To assess the sensitivity of the central windows size on NucleoFinder predictions,

NucleoFinder is run after binning the data into 10, 30 and 50 bp windows, mak-

ing the division of the side and central windows as follows (7 × 10, 10, 7 × 10),

(2×30, 30, 2×30), (50, 50, 50) base pairs. These values are chosen because they

are all divisor of 150 and small enough to avoid fuzzy nucleosomes to be detected.

An important feature of the nucleosome organisation in most of the eukaryotic

genomes is that nucleosome positions are variable across conditions, tissues, in-

dividuals (section 1.4). This implies that large-scale regions consistently occu-

pied by nucleosomes on which nucleosome calling methods could be tested do

not exist. Even in yeast, considered mainly populated by well-positioned nu-

cleosomes (Radman-Livaja and Rando, 2010), substantial divergences have been

53



2. NucleoFinder : a Statistical Approach for The Identification of
Positioned Nucleosomes

found across studies. An example is provided in Yassour et al. (2008) where

the authors compared their nucleosome calling approach with a small set of

experimentally-verified nucleosomes by Segal et al. (2006). The authors found

that neither their predictions nor those of Yuan et al. (2005) and Lee et al.

(2007) are consistent with this reference dataset. This means that there are no

true positives available on which nucleosome calling methods can be tested.

Despite the absence of large-scale validated dataset, the window size can neverthe-

less be chosen in a way that NucleoFinder identifies well-characterised features of

nucleosomes and shows a good robustness. We therefore assess the influence of the

window size based on (i) the specificity of NucleoFinder after randomly permuting

the data, (ii) the ability to identify the uniform nucleosomes spacing occurring

near active promoters in vivo and (iii) the ability to detect the stereotypical A/T

and G/C dinucleotide patterns present at well-positioned nucleosomes in vitro

(Valouev et al., 2011). In order to keep the execution time reasonable, the first

and third tests are carried out only on chromosome 22, where the number of

nucleosome is sufficiently large to draw reliable conclusions. In addition to the

sensitivity of the window size, we assess the effect of control data by performing

the same tests without correcting for the MNase bias.

2.4.1 Specificity

For the three window sizes, NucleoFinder is run on chromosome 22 (CD4+T cells)

before and after randomly permuting reads in 1 kb windows. Before permuta-

tion, the CD4+T dataset is both corrected and not corrected using the control
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set. Even though the locations of well-positioned nucleosomes are unknown, the

optimal window width w will be this for which the number of predictions is

large before permutation and small after (suggesting both a good sensitivity and

specificity). The specificity is calculated by considering the predictions after per-

mutation as false positives (it is not excluded that nucleosome-like patterns occur

by chance after permutation though) and the remaining regions as true negatives

:

specificity =
number of true negatives

number of true negatives + number of false positives
(2.17)

Table 2.4 summarizes these results where both before and after permutation, the

number of prediction decreases as the window widens. This decrease is partic-

ularly pronounced when the window increases from 10 to 30 bp, whereas the

number of predictions associated with w = 30 bp and w = 50 bp are roughly

the same (72% and 79% of their predictions are common before and after permu-

tation). NucleoFinder therefore tends to be more specific as the window width

gets larger. One could now wonder which window sizes shows the best balance

between sensitivity and specificity. This analysis cannot be done however since

the number of true positives is unknown. Lastly, it can be noted that the use of

control data have a marginal effect on the number of predictions.
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Window Control No Control No Control
Specificity (%)

width (bp) Before permutation After permutation

10 149,408 148,331 56,371 98.39
30 96,821 93,762 27,218 99.22
50 87,384 90,258 24,863 99.29

Table 2.2: Number of predictions found before (with and without controlling for
MNase bias) and after permutation in chromosome 22 (CD4+T cells) along with
specificity.

2.4.2 Inter-Nucleosome Distance Comparison

According to the barrier model (subsection 1.3.3), the steric hindrance imposed

by RNA Pol II induces a compact and regularly spaced nucleosome array ∼ 1kb

downstream of the TSS and progressively dissipates when moving away from it

(Mavrich et al., 2008a). The spacing just downstream of the TSS of expressed

genes is therefore expected to be similar to that estimated at active promoters

(178-187 bp, Valouev et al. 2011).

For each window sizes, we estimate the inter-nucleosome distance in the 1 kb

region downstream of TSSs associated with highly expressed genes (RPKM >

10) in the whole genome. To account for missing predictions, nucleosomes are

enumerated from the TSS to the 3’ end of the 1 kb window, without constraining

them to be consecutive, and a linear model is fitted between their positions and

their associated number. All possible combinations are performed and the num-

bering associated with the model having the largest R2 is kept for the estimation

of nucleosome spacing. This is illustrated figure 2.2 where the four nucleosomes

predicted with w = 30 bp are well-aligned when considering a missing nucleosome

between the third and fourth predictions.
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Figure 2.2: Estimation of the inter-nucleosome distance downstream the RCSD1
gene TSS : linear models are fitted between nucleosome positions and numberings.
To account for missing nucleosomes, nucleosome numbers are not constrained to
be consecutive.

From the inter-nucleosome distances estimated at 2,754 highly expressed genes,

we compute the mean, standard deviation and average number of missing (ex-

pected minus predicted) nucleosomes, where the expected number of nucleosomes

in a 1 kb window is calculated as 1000/182 ≈ 5.5 (i.e. region length / expected

spacing). In agreement with the idea that the stringency of NucleoFinder in-

creases with the window size, the nucleosome spacing and the number of missing

nucleosomes are on average larger when w = 30, 50 bp than when w = 10 bp

(table 2.3). Three arguments point toward a better estimation of the nucleosome

spacing when w = 30, 50 bp : (i) unlike when w = 10 bp, the nucleosome spacings

estimated with w = 30, 50 bp are consistent with Valouev et al.; (ii) the standard

deviation of these estimates are smaller in the former cases than in the latter; (iii)

in comparison with w = 10 bp, the distributions of R2 associated with w = 30, 50
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Figure 2.3: Estimation of the inter-nucleosome distance from the 1 kb window
downstream of the TSS of expressed genes. Rows correspond to the window
widths, columns to the distributions of inter-nucleosome distances (left) and asso-
ciated R2 (right). From the distribution of inter-nucleosome distances, the mean,
standard deviation and average number of expected minus observed nucleosomes
are displayed.
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bp are shifted toward 1, suggesting that nucleosomes detected in these settings

have a more regular spacing. These results therefore point toward a better accu-

racy and precision (smaller dispersion) in the estimation of nucleosome spacing

when w = 30, 50 bp. Lastly, when running the same analyses without control,

similar results are obtained (table 2.3).

Window width (bp)
inter-nucleosome distance Average Number of

Mean Standard Deviation Missing Nucleosomes

10 169 31 0.89
30 180 24 1.53
50 181 24 1.59

Table 2.3: Estimation of the inter-nucleosome distance (mean, standard devia-
tion) and the expected minus predicted nucleosomes without control.

2.4.3 Ability to Retrieve Nucleosome Specific Dinucleotides

As introduced in chapter 1, in vitro, the nucleosome organisation is only de-

termined by histone-DNA interactions. Valouev et al. showed that in vitro,

well-positioned nucleosomes are characterised by an enrichment of G/C motifs

and a depletion of A/T motifs at the nucleosome centre. In the framework of

the window size sensitivity, it means that the optimal window size will be the

one for which predictions have this clear GC/AT-rich pattern at the nucleosome

centre. To quantify this pattern for each window size, we measure the difference

between the GC and AA/TT frequencies at the centre of nucleosomes predicted

in chromosome 22. To account for the two-fold symmetry axis of the nucleo-

some structure (Richmond and Davey, 2003), the GC and AA/TT frequencies
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are calculated from both the sense and antisense sequences associated with the

predictions. For each position of the nucleosome, the frequencies f̂GC and f̂AA/TT

are calculated along with 95% confidence intervals (Goodman, 1965), as shown

figure 2.4 :

fi ∈ f̂i ±

√
χ2
1(1− α/m)

f̂i(1− f̂i)
n

(2.18)

where χ2
1(1− α/m) is defined as the 100(1− α/m)th percentile of the chi-square

distribution with 1 degree of freedom, n the number of sequences used for the

estimation of f̂i and m the number of dinucleotides. From Goodman (1965), we

then compute a confidence interval for the difference ∆ = fGC − fAA/TT :

∆ ∈ ∆̂±

√
χ2
1(1− α/m)

f̂GC + f̂AA/TT − ∆̂2

n
(2.19)

where ∆̂ = f̂GC − f̂AA/TT . Consistently with their role in promoting or repelling

nucleosome, AA/TT and GC frequencies display U-like and bell-like shapes (fig-

ure 2.4). These frequencies do not show much variation across window sizes.

However, when measuring the difference f̂GC − f̂AA/TT at the nucleosome centre,

larger values (0.0037 [0.0028 - 0.0046]) are obtained for w = 30, 50 bp than for

w = 10 bp (0.0033 [0.0024 - 0.0042]). Although the difference between 0.0037

and 0.0033 is not significant, this result suggests a better ability of NucleoFinder

to detect well-positioned nucleosomes when run with w = 30, 50 bp. Again,

the same analysis was carried out without correcting for the MNase bias and
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produced almost identical results : max(fGC − fAA/TT ) = 0.0034, 0.0036, 0.0037

when w = 10, 30, 50 bp respectively.
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Figure 2.4: AA/TT and GC dinucleotide frequencies and 95% confidence inter-
vals along nucleosome predictions in vitro. The differences ∆̂ = f̂GC − f̂AA/TT
estimated at the nucleosome centre are displayed on the top of each panel. ∆̂ is
larger when w = 30, 50 bp.
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2.4.4 Summary

To sum up, the number of false positives generated after reads permutation

demonstrated that NucleoFinder is more specific when the size of the central win-

dow increases. This increase in specificity is more pronounced between w = 10

and w = 30 than w = 30 bp and w = 50 bp. This higher specificity of Nu-

cleoFinder when w = 30, 50 bp was confirmed in the estimation of the inter-

nucleosomes distance where larger estimate and larger number of missing nucle-

osomes were found. More importantly, unlike when w = 10 bp, w = 30, 50 bp

led to unbiased estimations of nucleosome spacing. Finally the analysis of the

G/C and A/T content from in vitro predictions supported the higher specificity

of these latter window sizes for well-positioned nucleosomes. The typical U-like

and bell-like shapes were detected more accurately with w = 30 bp and w = 50.

Taken together, these results point to a better ability of NucleoFinder to capture

important characteristics of the nucleosome organisation when w is set to 30 or

50 bp. In the rest of this work we therefore set w to 30 bp, in line with previous

studies (Jiang and Pugh, 2009; Valouev et al., 2011, 2008; Zhang et al., 2008b).

Lastly, the correction of the MNase bias by the control sample appeared to have

a minor effect on the nucleosome detection.

2.5 Method Comparisons

Based on the same three criteria, we now compare the performance of Nucle-

oFinder with two other (MNase-Seq) nucleosomes calling methods, NPS and

TemplateFilter, introduced in 1.2.2.2. To rule out the possibility that the sig-

nature detected by these methods could be identified by simple clustering, we
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also run K-means on the vector of reads (x = {x1, x2, x3, x4, x5}) by iteratively

increasing the number N of clusters until one of them matches the pattern of

well-positioned nucleosomes (i.e. when the number of read counts is maximum

in the central window x3). In the following analysis, N = 4.

Lastly, given that NPS and TemplateFilter (i) are designed to work with reads

coming from the 5’ end of nucleosomal DNA and (ii) do not account for control

experiments, only the first two data preprocessing steps (i.e. discarding reads

that map to more than one genomic region and those arising from amplification

and sequencing error) are performed for these two approaches.

2.5.1 Endothelin-1 Promoter Region

Before comparing these four methods on a chromosome scale, we first propose

a visual inspection of their predictions in the endothelin-1 promoter studied in

Ozsolak et al. (2007). To understand what kind of read patterns are captured by

these methods, the binned reads and the nucleosome occupancy score (showing

the nucleosome envelop) are represented along their predictions figure 2.5. Beside

one prediction by TemplateFilter, the four methods show excellent consistency

with the ve nucleosomes observed by Ozsolak et al.. This only false positive might

arise from the gap occurring in the centre of the leftmost nucleosome and may

be interpreted as two sub peaks.
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Figure 2.5: Shown are the four methods predictions on the Endothelin-1 Pro-
moter, where beside one prediction by TemplateFilter, the four methods show a
good agreement with the ve nucleosomes observed in Ozsolak et al. (2007). The
read counts and the nucleosome occupancy score are displayed on the top panel.
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2.5.2 Specificity

To have a general idea of how NucleoFinder relates to K-means, NPS and Tem-

plateFilter, the four methods are then compared on chromosome 22 where com-

mon predictions across methods, defined as the predictions whose central 30 bp

overlap, are counted. Out of 247,874 predicted regions, 23.5%, 18.8% and 12.7%

are common to two, three or four methods, that is, more than half of them are

predicted by at least two methods. These results indicate that, although agree-

ing on a large number of regions, these four approaches capture slightly different

aspect of the nucleosome signature. When looking at each method individually,

it can be noticed that the total number of predictions (table 2.4) as well as the

proportion of method specific predictions is much larger in K-means and Tem-

plateFilter than in NPS and NucleoFinder (figure 2.6a). These large numbers

of predictions found with K-means and TemplateFilter suggests that they either

have higher sensitivity or simply perform poorly.

Method Before permutation After permutation Specificity (%)

K-means 163,584 203,976 94.20
NPS 70,787 68,099 98.06
NucleoFinder 96,821 27,218 99.22
TemplateFilter 161,116 205,768 94.14

Table 2.4: For each methods, the number of nucleosome predictions before and
after permutation as well as the specificity computed in chromosome 22.

We then estimate the specificity of these four methods by randomly permuting

reads in 1 kb windows along the chromosome 22. A total of 203,976, 68,099,

27,218 and 205,768 false positives are generated by K-means, NPS, NucleoFinder
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Figure 2.6: (a) For each method, the number of common predictions with 0,...,3
other methods is represented. The total number of predictions is much higher
in Kmeans and TemplateFilter than NPS and NucleoFinder, suggesting a higher
sensitivity of the two former methods. (b,c) Nucleosome profile built by aver-
aging reads counts in 10 bp bins along the nucleosomes predictions before and
after permutation in chromosome 22. After permutation, the level of enrichment
decreases and the profiles flatten out.
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and TemplateFilter, resulting in a higher specificity of NPS and NucleoFinder rel-

atively to K-means and TemplateFilter (see table 2.4). If we compare the number

of predictions before and after permutation, we observe a ∼ 25 % increase for

K-means and TemplateFilter, a nearly identical result for NPS, and a decrease of

∼ 70 % for NucleoFinder. The fact that after permutation NucleoFinder has the

smallest number of predictions and the largest decrease in prediction supports

the idea that it is highly specific of well-positioned nucleosomes.

To understand the characteristic of these four methods, a stereotypical profile

is built for each of them by averaging the reads count in 10 bp bins along their

predictions, before and after permutation. Before permutation, the four methods

result in fairly different bell-shaped profiles where unlike TemplateFilter, both

K-means and NucleoFinder profiles reveal a sharp enrichment in the central 30

bp window and a low background in the side windows (figure 2.6b). After permu-

tation, the average level of enrichment decreases substantially in all four methods

and, except for K-means and NucleoFinder, their profiles flatten out. Although

both having a pronounced enrichment in the central segment, these last two meth-

ods result in very different numbers of predictions (table 2.4). This difference is

likely due to the higher stringency of NucleoFinder in the side segments, as the

low average read counts shows figure 2.6b,c. This is consistent with the high

specificity of NucleoFinder described earlier and supports the idea that Nucle-

oFinder only detects the signature of well-positioned nucleosomes.

However, the results of K-means after permutation should be interpreted with

caution as they rely on the assumption that the data consist of genuine nucleo-
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some signal : after K-means has clustered the data into four groups, the label nu-

cleosome is assigned to the cluster (its associated regions) whose profile matches

that of nucleosome. This means that whether the input data contain good or

poor quality data (permuted data), this approach always generates nucleosome

predictions.

The large number of false positive found by TemplateFilter is, on the other hand,

probably due to the variety of templates utilized by this method to detect nu-

cleosomes. The representative templates, inferred from the authors data, are

correlated with forward and reverse-strand reads for various distances between

the two strands (the correlation threshold used to call a nucleosome can be ad-

justed by the user). The important variability across templates (one or two peaks

with different widths, see supplementary figure S1, Weiner et al. 2010) suggests

that they can capture various nucleosome profiles (high sensitivity), but at the

same time, are more likely to pick up nucleosome like patterns (or background

noise) present after permutation. This idea is coherent with the relatively flat

nucleosome profiles found with TemplateFilter before and after read permutation

(figure 1b,c, see explanation below), corresponding to a mixture of templates

with different shapes. One possible explanation for which NucleoFinder suffers

less from the permuted data is that it explicitly models the null and the alterna-

tive hypotheses (background and enriched regions).
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2.5.3 Inter-Nucleosome Distance Comparison

We now turn to the estimation of the nucleosome spacing from the 1 kb regions

downstream of highly expressed genes TSSs. In agreement with the probable

higher sensitivity of K-means and TemplateFilter, the number of missing nucleo-

somes and the estimation of nucleosome spacing appear to be smaller in these two

methods (0.62, 0.39) as compared with NPS (1.38) and NucleoFinder (1.57, table

2.5). Taking Valouev et al. value of nucleosome spacing as reference (182 bp), it

can be noticed that K-means and TemplateFilter result in an under-estimation

of ∼ 20 bp and ∼ 10 bp respectively, unlike NPS and NucleoFinder that provide

unbiased estimations. Finally, in addition to being biased, K-means results in

a standard deviation almost twice as large as those found in the other meth-

ods, indicating that this method perform poorly both in term of accuracy and

precision.

Region / Method
Inter-nucleosome Distance Average Number of

Mean Standard Deviation Missing Nucleosomes

Active promoters 178 - 187 - -
K-means 159 36 0.71
NPS 187 21 1.39
NucleoFinder 180 24 1.40
TemplateFilter 172 20 0.62

Table 2.5: Estimation of the inter-nucleosome distance (mean, standard devia-
tion) and the expected minus predicted nucleosomes.
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2.5.4 Ability to Recover Nucleosome Specific Dinucleotides

Lastly, we compare the four methods on their ability to detect the G/C enrich-

ment and A/T depletion at the centre of well-positioned nucleosomes in vitro.

In the same way as before, we extract the sequences associated with the meth-

ods predictions from which we calculate the AA/TT and GC frequencies along

the nucleosome. Again, consistently with their role in promoting or repelling

nucleosome, AA/TT and GC frequencies display U-like and bell-like shapes in

the four methods (figure 2.7). This time, the variations observed across meth-

ods are more important than those across window sizes, where the difference

∆̂ = f̂GC − f̂AA/TT at the nucleosome centre varies from 0.0024[0.0018 - 0.0030]

for K-means to 0.0037[0.0028 - 0.0046] for NucleoFinder. However, the four confi-

dence intervals overlap which implies that none of these four methods significantly

outperform the others. Nevertheless, the larger values found in NPS and Nucle-

oFinder support the idea that these two approaches have a greater ability to

detect well-positioned nucleosomes.
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Figure 2.7: AA/TT and GC dinucleotide frequencies and 95% confidence inter-
vals along nucleosome predictions in K-means, NPS, NucleoFinder and Template-
Filter. Larger values of ∆̂ = f̂GC − f̂AA/TT are found in NucleoFinder and NPS
than K-means and TemplateFilter.
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2.6 Discussion

2.6.1 General

In this chapter, we have introduced NucleoFinder, a statistical approach for the

detection of well-positioned nucleosomes. After assessing the fit of the model to

the data, the sensitivity of the results to the window size was evaluated. We

found that the predictions made with w = 30, 50 bp have similar performance,

where, in comparison with w = 10 bp, they led to a smaller number of false

positives, unbiased inter-nucleosome distance estimate and a good ability to de-

tect the stereotypical A/T and G/C dinucleotide patterns. Because w = 30 bp

was used previously in the calculation of nucleosome positioning and in another

nucleosomes calling methods Zhang et al. (2008b), we set the window parameter

at this value.

Based on the same three criteria, the performances of NucleoFinder was then

compared with K-means, NPS and TemplateFilter. While K-means and Tem-

plateFilter appeared to have a high sensitivity leading to a large number of false

positives, an underestimation of inter-nucleosome distance and a lower ability to

detect the A/T and G/C dinucleotide patterns, NucleoFinder showed better per-

formances than the three other methods. In particular, the fact that it generated

almost ten times fewer false positives (after permutation) for ∼ 40 % less pos-

itives (before permutation) than K-means and TemplateFilter suggests a good

trade-off between sensitivity and specificity.

Surprisingly, predictions generated by NucleoFinder with and without correct-
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ing for the MNase bias showed hardly any differences and therefore confirm that

the nucleosome protection is the dominant factor in MNase digestion (subsection

1.2.1). Lastly, the poor performances of K-means relative to the other approaches

indicates that methods specifically tailored for nucleosome detection do not iden-

tify obvious patterns that could simply be detected by unsupervised learning.

2.6.2 Sequence Coverage

NucleoFinder takes into account the sequence coverage through the empirical

Bayes approach that estimates the hyperparameter from the data. This means

that the classification of a region as background or enriched does not require to

define an arbitrary threshold function of the coverage. : the fitting of the Negative

Binomial distribution to the data directly influences this threshold by skewing the

Negative Binomial toward zero or higher values, whether the sequence coverage

is high or low.

However, in a low coverage setting, the predictions made by NucleoFinder are

likely to be impacted by experimental noises : the negative binomial being skewed

toward zero, the method will be more vulnerable to random noises.

2.6.3 Model Improvement

Lastly, despite the fact that the results obtained with NucleoFinder are consis-

tent with the signature of well positioned nucleosomes, the model is based on

the assumption that the truncated difference of two Poisson random variables is

also Poisson distributed. To avoid to make this strong assumption, the model
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could be modified by keeping nucleosome and control samples reads separated

in each window and assuming they are Poisson distributed with rates λs and λc

respectively.
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Chapter 3

Are in vivo Nucleosomes

Primarily Determined by the

DNA Sequence in Human ?

3.1 Introduction

In the introduction chapter we have seen that the arrangement of nucleosomes

along chromosomes influence the accessibility of DNA and thus provides regula-

tory mechanism for DNA-dependent processes such as transcription. The factors

that determines the nucleosome architecture are known but their relative impor-

tance are yet to be determined with precision : are nucleosome positions primarily

“encoded” by nucleosome specific motifs (cis-factors) or are they a consequence

of the activity of chromatin remodelers and transcription factors (trans-factors)

? The study of well-positioned nucleosomes in vitro and in vivo should provides

clues as to the mechanisms that determine the in vivo organisation : because in
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vitro nucleosomes are influenced by the DNA sequence only, the comparison of

in vivo and in vitro nucleosome positions will allow us to estimate the relative

importance of cis and trans-factors.

In the introduction chapter we further saw that studies in yeast showed that (i)

the sequence information can discriminate nucleosome from linker in vivo with

a ROC-score of 0.71, and that (ii) ∼ 20 − 25% of the nucleosome positioning in

vivo is due to intrinsic sequence signal (Peckham et al., 2007; Zhang et al., 2009).

In Human, Gupta et al. used the same SVM classifier as Peckham et al. but

only on a small fraction of the Human genome. Valouev et al. (2011) observed

that G/C-rich loci flanked by A/T-rich motifs were enriched in vivo, but did not

estimate the magnitude of these cis-effects. Only Tillo et al. (2010) addressed

this question genome-wide from the angle of nucleosome occupancy, where a cor-

relation of 0.28 between predictions from Segal’s model and in vivo nucleosome

occupancy was calculated. However, as mentioned in the introduction chapter,

nucleosome occupancy reflects the average histone levels bound to a given DNA

region in a cell population and therefore fails to capture the key information con-

tained in nucleosome positions.

For this reason, in this chapter we propose to estimate the contribution of cis-

factors in the in vivo nucleosome organisation based on NucleoFinder predictions.

The remainder of this chapter is organised as follow, section 2 (i) introduces the

statistical model used to capture nucleosomes favouring motifs and (ii) assesses

its accuracy, section 3 measures the effects of cis-factors in vivo.
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3.2 Nucleosome-Specific Motifs : Identification

and Assessment

This section focuses on cis-factors where, from in vitro NucleoFinder predictions,

we first aim to capture nucleosome-specific motifs in position weight matrices

(PWMs) and assess their ability to distinguish nucleosome from linker sequences.

From these PWMs we will then (i) address the question of whether the nucleosome

positioning signal is mainly due to specific motifs or to their combination at

specific positions, (ii) investigate whether similar nucleosome favouring motifs

are used in human and yeast, and (iii) see whether a relationship exists between

the discriminative power of our fitted PWMs and the level of occupancy/spacing

in vitro.

3.2.1 Data Pre-Processing

To characterise DNA motifs responsible for consistent positioning of nucleosomes,

NucleoFinder is run genome-wide on the in vitro library. The resulting predictions

are then sorted according to their Bayes Factor and the top 10,000 regions are

retained. These regions are then successively :

1. centred on the base pair likely to be the true centre, i.e. this having the

highest nucleosome positioning score within 30 bp (to account for MNase

cleavage uncertainty),

2. extended on both side so that each region spans 250 bp : 150 bp for the

nucleosome, 2 × 50 bp for the linkers (in agreement with Valouev et al.

estimation).
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3. For each region, the DNA sequence and its reverse complement are extracted

to account for the twofold symmetry axis of the nucleosome structure (Rich-

mond and Davey, 2003).

4. Nucleosome and linker sequences are split in two separated sets. We will

refer to these two sets as the 10,000 nucleosomes set hereafter.

3.2.2 Identification of Nucleosome Specific k-mers

3.2.2.1 Learning Position Weight Matrix from Sequences

In a similar way to Segal et al. (2006) and Field et al. (2008) who modelled

the nucleosome sequence preference using dinucleotides distribution along the

nucleosome, we build seven position frequency matrices (PFM) based on the

observed k-mers (k in 2,..,8) in the 10,000 nucleosome sequences. This type of

approach is motivated by the fact that the structural properties of the DNA helix,

such as flexibility or stability, depend on the interactions between neighbouring

base pairs (Baldi and Baisnee, 2000; Goodsell and Dickerson, 1994). To identify

motifs that best discriminate nucleosomes from linkers, these position frequency

matrices are converted into PWM, Θk, by taking the log ratio of the position

frequency matrices relative to the linker k-mers frequencies :

Θk
i,j = log2

fki,j
pki

(3.1)

where fki,j is the frequency of k-mer i at position j in the nucleosome set and pki

the frequencies of k-mer i (regardless of its position) in the linker set. A pseudo-
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count of 1 is added to each cell of the position frequency matrix so that null values

are eliminated before log-conversion. The underlying assumption when using a

PWM is that any binding site B = (b1, ...bJ) made of J nucleotides, is a random

observation from a product multinomial distribution Φ, where Φ = (φ1, ...,φJ)

and φj = (φa,j, φc,j, φg,j, φt,j) represents the probability of observing nucleotides

A, C, G, T at the jth position (
∑
φ.,j = 1 for j, 1 ≤ j ≤ J , Chen et al. 2007).

The score assigned by a PWM to a binding site B is then given by the likelihood

of a product multinomial :

π(B|Φ) ∝
J∏
j=1

φbj ,j (3.2)

where J = 150 − k + 1. Since the coefficients of our PWMs Θk are on the log

scale, the product in 3.2 becomes a sum (hereafter referred to as log-odds score).

3.2.2.2 Identification of Important Motifs

To identify the k-mers carrying important information, the information content

Iki (D’haeseleer, 2006), measuring how much the nucleosome distribution differs

from the linkers distribution at position i, is calculated as follow :

Ikj = −
nk∑
i=1

fki,j × log2(
fki,j
pki

) (3.3)

where nk is the total number of k-mers. Therefore, the information content is

maximal when a k-mer is considerably over-represented in the nucleosome se-
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quences relative to linker sequences. The information content associated with Θk

are shown figure 3.1(b), where it can be noted that the information is not uni-

formly distributed along the nucleosome, but concentrated in the middle. This is

likely to be due to the over-representation of G/C-rich and under-representation

of A/T-rich motifs at the nucleosome centre. Furthermore, up to k = 6, the

larger k is, the higher the information content is, indicating that larger motifs

have a better ability to discriminate nucleosomes from linkers. Above k = 6,

the dataset is too small to accurately estimate the k-mers frequencies, i.e. large

motifs are too infrequent in the 10,000 nucleosomes set to precisely estimate their

frequency. Figure 3.1(c) shows the number of observations used to estimate each

fki,j (for k = 2, 6, 8), where it can be seen that 2-mers (k = 2) frequencies are often

estimated on several thousand observations, whereas 8-mers (k = 8) frequencies

are generally estimated on less than ten observations. Consequently, smaller val-

ues of information content are obtained for k = 7, 8.

To visualize important motifs, particularly those located in the centre, a sequence

logo is built by scaling the 6-mer normalized frequencies (
f6i,j
p6i

) by the information

content at each position (Schneider and Stephens, 1990). To ease the comprehen-

sion of figure 3.1(a), G/C-rich motifs are coloured in red and A/T-rich motifs in

blue (the classification is done using principal component analysis, see following).

As observed with dinucleotides in subsection 2.4.3, G/C-rich motifs are highly

enriched at the centre of the nucleosome, whereas A/T-rich motifs are barely

distinguishable. Consistently, the most over-represented motif in the centre of

nucleosome is GCGCGC. To the best of our knowledge, no particular biological

function has been associated with this motif. However, a CGCG-box (the four
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AAGATAATACTACATATCGAGAGCAGACAAGACCTCAGAGTCCATGACGATATAAGTGAAAAGCCGATTCCAGGCAGACTAACCATTGACAGCTTCCGAAAAAATTCATGAACAACTGTCACTCCGACTAACCGGTTCAGGCATAACTGGAGGAATTCATGAACTTCCCGGCCGCCAACCCTGGGACGCTTCAAACTCACCGGCATATTCCACGACACACCTAGCATGTCACGAAGATAAGTTTGATGTGAACTCTGAAGACCTAGTGATGCTTGAATCAAGCATTGGACAGGTCAGATGAATCATATCGGAGTACGAGTCGTAGAAGGACCATGGCCTAGCTATGAAATCTGATGAGCACCATGACAGGTAACCTGCGAACACCAGCCGATGGAAAATCTCAACCAGCGCGGATTCGAAACGTGACGAAGAGAGTGAATTGGACTAGTCAACTGAGCGGGAGTCAACCTGGACACCCTGAACGTTCTACGAAAACGACAGCAAATGTCCGACTCCCAATTGAGAGAATGGGAAACACAGAATGACACCGATCCGAGCGAAAGACATGAAATGGAGGACCCAAGTTGAGATTCAGACAACGAAGCAAATTTCAGTGTACATTCACGGAAACCGCCACGAAAGGCAGAACCTTCAATATCGAAATCGAGATCTAAGATTGGAATAATCTGCAACGTCCAAGTAAACCATCGGCAGAACCAAATGTAGATCCATCGAGCGACCCAGCCACAAAATCGACCCAACGAGTTAACTAGGATAGGCACTTCTATCCGCCGACACGAACTCCCTGAACGCCGACAGGAAGATGGAGCGAAAGAATTAAACGGTCAATCCCACGAACACGGGATCACGCCTCGAGAACCAGACAAATAGGCATCAGAAATCCGGAATGGCACCAGTGAGCTCGAAGAAACACGAAAAGATGCGCGAGCGTACCATGTCTCCACAAGTTGGCAGCGCCTCGAAAGGAACAAGTTGACCAAAAGAAGCCGACCCACTCAGACTTCACATCAGCAGCTGACGACGAACCCTCGACAGGTTCAACACACGTGTCAAAACACACTTCACATCAAAAACTTGATCATGATTCGACTGGAAAGAATCAACAGTTCCCAACTCAACATCTGGGGTTGACGCACAACGCTCCGTACACCAGTAACGTTGGAGGTAAGCGCGAGTCAGGCCGTAGTCTGACCACGAAGACGCCATCACGCCGCATACCCAGTCGAAAGTATGTGACCACACGAGAACCGTAAGCGTAGGTCGATTCCGGGCGGAGAAGACTCTGCACAGGGAGCCGACCGAGAGCGGGGAACTACCCGTCAGGAAACAGAGATCCTGAAGAGACCGCCGGCACCGTGCGTATACGCCAGCATAGTGCTGAGACGCGAAGACTTAGTTGCACCGGTAAAACCAAACCCGAACTTCAGGATCCTTAAGACGGGAGAACCCGACGCCGCGTAACTTGAAAGATCAAAGTACAGTCCAACTTTCAGACATCCGCGGGGAGACACAGGACGGGACATCCAGGATGCAATTCGGGACGCAAACCTTATGAGGAACAACCGGTCAGTAGAAAACACGGCTACACAGCGGGACGACGTAGACATTCTGAACGCTCATGCGAACTCGCATTCCAACGGACAAACGACATGTATAATGATCCACGACTGAAGACGAAACGCAAGTATCCCGCTCCGACTCATACGCGTACACGTGAAACGAGGCCGGACGAAGTCGCATCCGAAACGTGTTGAACTGCGACCAACGTCGTAACGCTACCTTTACCCGTCGCTCCGACCAACAATGTGAGGAAACACGTACACGATGGAAGTCTAGTCAAACGAAGGTTACCTCACCCCGTGACACCTCCGACAAAACTGCCCGCAGAAAGCGCATCCAGATGAACGCAAACTCTCAGCCCGCAAGGCGAGCCGGCACGCAACCGTAACACGCACACTAGACGTCACAACCACGTGCACGAGTACCCGCCGTGACCAACTCCGTATCCGCAACCCGTAGACCTGACAGTCCCCTGAGCTACACGAAGTAGACCAAACCATGCCTGGAACGTGGACCAACCGTATACTTCGAATGCTCCCAGACCGTTTAGATGACATTCGCACGATAACGTTAAACGTGGGTCGAATCGAGACGAGGCCTCACAATCGGACCCATCGTGTACGTGGACGGGAACAGACGGTTCGAAACGCGCCTTCGATACCG

AGAGCAATATCACGAGCCACGAGAACAAACCGAAAACAACAAACCTCCACTCCGCCAAGATAACCATCTCAAAGACGACGTTCACTTCACGGATAAGACACCCTGAAGGCTCACATTATCGAATGAAAGCGCCACGACCATACGCGGGTCTCCTAAAGCACAAAGATCTCACGAAGGAAGACTCCCGCGCTAAGAGATACGTCTTCCACAAAGTAAACACGGCTTTCACCTGGAGTGCTAAAACTTAAAGTCTGACAAACCTGGACTGCGCGAGGCATGTGAACGACTATCGGACTCCACCGGCGAGTCGTAGAGACAACAGCGCAGTTAAATTGGACCGTAAGCGACTAACGACCTCAAGTTAGACGCGGAACGTGAAGCGGGCAGACAATACCATCATCAACTCCAGCTCCAGTAGAACGGTGACAGATACCCATCACCAGAAAACGGCCGAGGCATTCGCCCGGAATGCAAAGATGAACAGGGGGATCCGGGAACCAGAAAACTGTGCAATTGCTCCAGAGCGAAATAACCAGTATCATCTTCACCAACGGTGTACAAACCGGAAACGTGGAAAATGACACCGATACATGTAGTCAAGTTCAAAACGGGCGCAGCATTGCGCCGTAGCTGAGCAATGGGAACTCCCACTAGACTCAGGAATCCGGTGGACCGCCACGAGTCAGTCACACTTTGCTCGACAAATCGAACCCACAGTTCGTTTGAGAAACCCAGAGGAATCCACATTTCGTAGCAAACCAATCTGCACTGTCAACTACGAGTCGCCCTGAGCCCAACACCTGACCAGGGATAGGCAGCCCCCGGAGAACATTGGAAAGAAACTGAGCCTGAGTCACACAACCCCTTGCCACATGACTGCAGACGTTCCGCAAACCATCCGAAGGCAAGGAAGGAACACACACCCGAATCCCTTGACAAGAGTCATGAAAGGATAGTGAGTTCCAAACACGCAAACGTGGGACAATGAACAGGCACTGGAAAAGTGGACGTTAGGTTACACATGTCACGAGTAAGTACCGACCCTCTTCACTGTTAACGAGCCATGGGACGTAACAACTCAAGCTCGATCACCCTGAAATTCGACTCGTCGACTACACTTGAGGGAAAATGTTCACAGCCGATGGAATCTGCCGTGAGACGCTAACGCTCAGAATACACGCACGAACCAAGCGGACGTTGACTTAAAGCGCGAAGCTGGAACGCACACGTACCCCGCCACGAAACCAGGCTCAAATCGAACCGCAACCAGTCCCTTGCGAGTCACACGAGGTTTCACACGTGATGAATCGCCTACTGCACGACATAGGTGAAAATGCCTCAGGAGAACGAGAAACACCTTCAAAGTCAAATGAGCCAGGAAAGTTGATTCCCACGGTCAAATCTCCCGCACCGACCGCTTCAGACATCACAGCTAGTTGAGACCACCTTCAAGCTAGACCGGTACAGGTCAAGGACAAATGCACGTCGATAAACATGCAGAAACCGGGTCCAGAAGCAAGCGGAAGTCCACCATGCCAACGCGCCGGAACTTCAACAGGAAACCTGAGTACACCGAGAAGACGGCTGGTCCGTAAACCTGCGGAAAACTATCCACGAGAAACATCGACGGCCCGAAACGTAGACATTCTGTGTCAACCTACAGAGATCCTTGACGAAGTCCAAACGCGTGAAGCCAGCCCGACAGACAACCGCAGAACGACCAGGTACCCGCTCCGAAGCGCCTACAACGTAACTTCGATTACGCGATGCCATCCGCATCCAACCGGACCGTAACCGAAGCGATAAGAACCCACGCACGATATCCCGGAACAGACCATCGGGACGTTATAGGCAAGTTAGGGCGAAGCTACACTCGGACGGGCACGGTAACGCTGCGCGGTAACCGGCGTCCACACTTGCAGATACAATTCGGCCCGCTACCGACGGAAGACTTCTCATCAAATCGTCACGTGCACCACTACCACGGGTTGATCCCGAAAGACAATCCACCGTGCCCCTACGAGCGTGGTCAGAAACACGAAGACGCGTAGCACCGACCAATGAGTGTAAGGCGTATCCTCAATCTCGCCATGGCGGCACCCATCGGACCCACAACCAACACGACGTTTAAACTCGATGGTCACGGAGAACGTGCGAGGACGTTTCAGTCGAGCGGAAGCGAAAATCGACCTCGAACAACACCCCTCGACGCATCGGTACACCCGTAACGTTACCGTGGCTCGAACGCCGGTCGAAACGAAGGCGTACCGCTCACGATAG

ACGGAACTTGACAACAAGGTGAAAGATCCACACTCCAACTGTTTAGAAGTATGACATGAAGAGACCACACGGGAACTCGTTTCAAACAGCGAACCAACTTCGCACGTCTACCGAGATTGAAGCTAGACAGTCCATCAACGGCGACAGAAAACTGCTCTCAGAACCGAACACATGAGACATCTGACCTATCAAAGAGTGACCGTACGATTAAAGCACGAACACCAAAGACCATCCCAGGACACTTTCCTGTGCGATGGCGGCGACTATCCACCAGAACTCCGACAACTAACTGGAAAACCAGTTAACCTAGCCAACCACACGGCGGATTCCCCAAAGGCATCCAAACGGAACCTTCTGAAACATTCGCCGGAAAAGGCAGGGAACGACGGCCAAACAAACACAAGCTTCCGTGTCGTTGAAAGGTTAACCAGGTAGTGACGTATCGCTCGAGTCGGACCGAGCAGCAAGAGATGCACTCGCAGCCGCAGTGTCATTGCGCGTTACCATGGGCACTAGGGTAGACTCAACGAGCCCGGAACCGTACCACTTGAAACCTGGGCTTCCATGACCAGATCTACTTGAACCGCCACTACGCGTAGCAGATTCGGGGAACAATGGCCTACACCCGAATCTCCAGCCTCAAATTCGACGTTCCGGGCCCACTTCCAACACGGGTGAAACAGACCTCGAGCAGGACCAAGGCTCGAGGCGCAAAAACGTAGTCTGCTTCCAAGTGGACGCATCGCGTCAGTTCGAAAAGACCAGTGAACGTAGACTATCAGTCAAAAGTACATTCCACAACCACGTATACACCGGCACACGGAATCACTCTGATGGGAAACCCACATCAGAATTCGAACACCACGTGCAAGACCCGCTACAAATGAACCAGAGCACGCACCAGTAGGCAAAGATTGCCGGTTACTCGTAAACTTCCTTCGCACACGTGATGACGGAACACCAGACCGTGTAAGTTGCGGCGGAACATCCCTGCAGATTCGCCCGGACCGATACCCCGCACCGACCCCGGCAACGGGGCCGTGCCTCCCCCTGACAGGTTACAGAAACACGGAGAGTTCAAGGCTATGGCCAGGGAAAGCGTAAACATGGGCAGTAACCCATAGCGTACAACGCGCCGGAAACCAGAAGTCAGGAGACCTAAGCACCAGACTGAAGCGGGACGCGGCAAACTTACAACGGATCCAAGAAGGCGTGACATGACCACAGGGGAACACGAATGCAAAGACCAATCTCGCTAGCGCCAACGACGACAACGCTGATGCCCATGTCATGTTCCATTCCACGCCGGAAACCCGGCAAACTCCGGGTACCCCGAGGCGCCAACCCGTCTCACGACCGCTCCACTCAATGTCAGTCTGAACGAAACGAAGCCCTCAACATCAGAACGTAAAGATCATTACGACAGCGAGACCAAATGGGACAACCTCGAAAAGTCGACGTTGAGCGGAAAGGGGACGAACGACGTGAGCCCGACCGGCGCATACCACTCCCATGCCGATCCTCGTCCGAACTCGAACGTTACCAACCACCATGATTGGAGGTTTACTCAAGCATGGACAACTCCGAGGACTGGTAGAAGACCATCGACGGGTCCACGGCCGTCGACGTTCCTATCGAGACCACCAGTTCCGTCCACTGTACCAGGAAAGAGTCGAAGCAGCTTCACGCTCAAACGACCGCAACTGCGAAAAGCGGCTCGACACTTCCAGCACGACGGATAGGTCGCTACGCACGAATATGTCGCATCGGTAGCGAAATCGCACGCTCCGGATAAGTCGGAGCGGGCATCGCGATTAACTCGGAACGGTACCACGAGACCGAGGTCAATCGGAAGGCGAACGACAAACGTAACGCACAACAACGAACCGTACGAGAATCTCCATCTCGCGTTTCACCGAGACGAGGAAACGAAAGTCGCCTTCGACGCAACACGAGCCCGGACGTTAACGGTCC

ACTCGAAGTCCCAGGAAAAAACTTAAGAGGCTCAGAGCAAAACCTTGAGCACACGAGTGATCCTCATGAAAAAGGGGAGTGGCAAACACCACATGCATTGACATAGCGCTTCGAGGGTCAATCACATCAGAAAGTCACCAATAGGAGTTACAACCCATACTCAGCGTCAAGGTCAGACCAGTTTAAAGACGAGACATAACACCAACTGGGCACGACCGCAAGGGAAAACAGTTCAACATGAGGCTACCCGTCGTCAAAACTCACACTCCCGGACCAAACTTGCGTAGAACAGGAACTTGAACACGGCATTGGCCTGGAGCAGACGTGCTAACTTCGCGAGGCCGTTCCATGGGAACAGTCATCACCCCACCGGTACGAGTCGTAGATCTAATGGTGGAAGGCACCCCAACCGAACTACTCCTGACCGGGTAAGATCACGGCCACCTGCGAATGAACACATGGATCCACACTTAACACTTCGACCCCTTCGAAACATTCCTACCCGAAGACCTTGGCCCTATCCGAAGAACCCGTATTGGAAAGCAGCATGTCAGTCAGGTGTTACCGAGGCCAGCCAAGGGGGACAGCTCTTCAGCTCTACACTGGATAACCCGTGTCCTTTCAATGGCAAAGTGGAGGCTCGACTGACAGATGGCTGCAGAAGTCCCCATAATCTCCGTAGGAAACGGGATTGCGCCGTAGAGGTCAGGACAAACTTAGGATGACCATTGACCGCCACTTCCACCAGAAACTGCCGAAACCAAACAGCACCGAGGCGCACTGAAAACTAGCAAGTGCATCCATGAAAGCCGAGCGCGCGAGAAAGCCAGTCGCGGATAAGGGCTAGCCTCACTTGACAATTCCAGCGATGAGACCCAGCAAACCAAGATAGTGCACGAAGACTCAATGCAACTACACAAACCTAAGTTCGGATGACTCGAGACACGCATATCCAAACGTCATACAACCAGTCTGTACCTGGGACTTAGCCGTTAGGAGCGCATTTCCGGTTCAAAGAGTACGTGGATCCAGAAGGTAGATACAAGTGAAAGTCAACGACCCCGGCACCCTCCGACTCAGAACCGAGTTCAACACACGAACCCAATCAACCGCCCAGGGAACCCCAGAAACTCAACAGTGAGTGTCACACAGGCCAACAGGTTGACGTTGAAGTTAACATACATGCTCGCTGTACTTTGCAAGGCTGTAAACAGCAAAAAACTGAACGAGTCCGAACCACGAATCGAAAGTGACCAACGACACGTGGGCGGAAGGTACGATCGCGCCGACTGGCAAACCCTGCGTCAGAGGAATAATTGGTGACAAGTGAACCATCAGATGTCGCCGGCAACGGGGGTATACAACCACGAGATAAATGTCAAGCATATCTCGCAGTCGGGGAGAAGTAACGTGTCAGAGAAAAGTACGCATCCCACGCCAAAGATTGATTCCACCACGGTCAGAAGATGCGCGAGCAATGGAATGGCGCCGAAAACTGATGGCGCCCTGCTCGTCTGAGAAGTAGACCCACCGGTCGATCGACAACGGGACGCACGTAAAGGTCACGCAAGAAAGTTGCTATCCAGTCGGCGAAACTCGCAAATCGACCGCTAAGACAAACATCCAAACACAGCAGAAAGTTGCAGGAACAACGGACAAACGCGTGAAACATGTGTTAACGGCTAAAACGCCACCGGGCCAAACGGGGAAGAAGCCAACCAGAGCAGACGGACGCACCCCAAGTCGCAGGAATCAAGAATCTGGCCAACGGCGGAATGACCACGGTACCTCCGAGCTTCCACGCACATCGCCCCTCGCATGCGAAACTCCAGCGAACTCTCAACCGTGACACGACGGGCACGGTAGAAAGCGACGAGGCAGCTGCCGGGAAATTCGATCGGACGGAAGCACAACACCAGACGTTTCCACATCACACCGGGTTGACAAGACAACGTTACGTAACCATGCAAGCTTGTCGGAGAACCCCCGCCGAAGACGAGCACGAAACCGCCGTTAGGGGGACGAATCATCCGGGTTCGACAGCGGCGGAAACCATCGCCACACCGGAGACGAACCGCGCTACGGTTAAAAACGGTACACACGGTCCCGACAATCCGATCGACACGTGCACTCGGAGTGCGAAGCGTACAACGCATCGAGCGTTGACACGAGATGCCGCGAGACATCACGCGAGCAAATCGGCGGAACACGAGTCCGTACCGGTTCCATCGACCCGAGCCGAACCTTCGCCGCTACCCGGCGGTCAACGGATCCAACGAAAACGACCCGGAGCAGTACGCGGGACGTGGCCGACCGCTCGCAACGCTACGCAAACCTTCGATCGCGACGAGAGCCGGATCACGAAACGGTCGGATC

GCCCGCTATCGAGTACGAGGTTACACCGAAACCCCTTGAGCAGTAACAACTTTGAGCGACCAGGTAATCAACAAGTAGCTCTCAAGGATCAATCTCTTCGAACCGAAGAGGCGGACTCTCGATTGCCTGTTCCGAAGAAACTCACTGCTCAGGGGAATTGCCGCAAACCAAAAGACCACCCGTGTCATTCCCGCATGCACCAGGAGATACAAGTGGACAAGTAGTCAACAAGTGAATGCTGAGTCCGATGCCACAGGAAGTGTAGACCTCACTCAGGAATCCCGAAAGTACAGACCCCAGCGCTTAAGCATGAAGCCCAGTGAAGGGTACATCCATCGAGCGAACAGTACCCAGCCACAAGGGTCAAGTCGCTCACCAAATCGACGTCACCCTGAGCGGAGAACTGAGATCCGCGGAGACGCGCCCACCAAGCAATCCATCACGCCTCGACGTCCACTACACCCGACGACGGCAAGCCGAATGAACATCCAAGCTGAAACACGAACGTGCAGGGTAGCGTCAAGCCTGAACAAGTCCCCACAGTGAAGCAGGAGATCCAGCCAGGACCAATACGCAAGCGAGCCTCCGAGGTCACACAACCCTTCACCTCACCAAACAACGACGTAGCGATCAGGACGCTCAACCCACAGACTGAACTCCATCCCCAACGTGTCCAGACGTGAGCAGTCACCATTCAAGCCTACCACTACCAACAGATCATCACAACCGCGAAGTACTCTCGTAGCCGTAACGCATACACGTAGACGCATCGAAAAAAGGCCGCAACGGATAGCCGGCATGACCACCAGAATGAGAAACTTAAAGCGTACGGATGACGAACCTTACGTCCTATGATCAGACATACCCAGACCTGTCAGACAACAATTCCACTAGCATGTCCTCTCCAACCCACAAACCACCTCGATACCGATCGGCCAGTTCAAGCAAACGGGATGGGAAATGGTCGTCTTAGACGCCCCATCGAAACCGCGAAAAAATGTGGCTGACTGTACACGAGTACAACGCGAGGAACTGTGCAGCTTCAAGACTCAAATGACGGAACCGAGAGGGGAAAATCCGATTCGGGACGCAGATCACAAACACACAAGAAGTTCCCTGAACAAACTCAGACTCACAGCTCACTGACGCTAACGTACCGACAAACTGCCACAGCGACCCCGACGGGAGGGAGTACTTGACCAAGGCACGAGACGTGAAAGCGCCCGGCAAAAACGGCTTATCAGACGAATCTGCCGACGATCACGACCGCTCCGTTAAAGACCTGACTTACCGTCCTCATGAATGGGCGACACCAGTCGACCAACGACCGGACCGTAACGCTACACGCGACCCTGAGCCCGAGCAAGCATGCCGAATCCAGGTTGACACGGGCACACGGTCCGAACTATCGGTCACGGCGAAGCGAGAAGTTCAGCTTGAGAATTCCCGCCACGAGGACTGGTAACGGTGATCGATCTCCGCAAACGCCGGGAACGATGACGCAAACGTTGCCCGAACTACCGAAAGGCGATCAGCCGATTACAAGAACTCGAAACCACGAGATGCCCGTTCCCCTAGCGTGACCATTGGGAACCCTCGCGAACTCGCCGGAGCCTTCGCCCGTTAAACCGTATTCCGAACGGTCCGAGGCCGGCAATCCGGCGCATCACGTGGCAACCGATCGCACTTCGAAGGAACACTACTTCGTCAGTCGCACGCAGACAACGGCGAGGCTCGCAAAGTGACCAGCCGGCCGACAACTCGCGGTGAATCCGATCGCCAAAGTCGCGCCGACCGTGCCACTCGACTCGATCGGAAAAACGTCGGTGCGCGTACAAACGACACGACACGTTGCCCTCGATCCCGAAGCCGAACGGACATCCGAACGGGGGGATACGAACCCGTACACACCCGGCGCCAACGAAGCCGGTCCCCGACAACGTAACGTGAACGACCCCGATACCGAAAAACGAGGCCGGA

CTGGCAGCAACAACCCAACTACTCGCGTGATAACGAATCTGGCCTCAAATTTTCATGGAAGGAGTAGGCCTAAAGATGGATGGCACAACGAACCGGACGTGAAGCGGGAGGCGGTACTGACAATTCCTAGCCCTCATAAAGACAGTCGACGCATCCACCATCGGCAACCCGGAAGCGGGACTACGAACCACCAGCGAAATAACCCAACTCCTCAAGGTGGAAGTGACAGCTCGAGTCGGAACAAGTAGAGTCTAAGCAAAGCTCACCTCCGAAGTCTCAGCAGTAGGAAAGCGAAAAGGCAGCCGCATTGCGCATCAGTCAAGACGGAAAATGAAGCCGCAGATGTGACAGTGAAAATCGCGCTTACTTGAAACACCTCAGTTCACACTCAAACAGATGACGCACCGACAAGTAAAACTGATACCCACAAGCCAAAACCCAAACCGTCACAAGATCATGTTCCAGTAACCCTTATACCTAACTGCTCGGAGACCCGAACACAAGCGATCCTACGTACGCCGAGCCTGAAATTCCAACGATACGTTCCGGGCCGCGCCCCCTTTCGCCCTAATAGTGCAATCCCAGCCCAGTGACAGTCAGAGGGCGATCACGCTAAACACATCCATCACATAGGAAGACAAAAACCTGAGTGAGATCCGGGACGTAAAAGCAACACGCTCGGAAAAACGTATGAACACCCTCACTCTCAGGCAGACGTGCGGTGAAAAGTAAAATGACGAGCGCGCGTCAAACCACGCGTACGGGTTAATCCAGACGAGTCGGTCCCGTAACGGTCTACCAGGCGCAGCCGATCAACAGACAAGAACCGGACAAGACCCCCTCGTCACTCCAGTCGCAAATTGCGGTTAAGGTCACCCGGGAGGAATACAGAGAACTTGGGCCAACGGTACAAGCCGGCAGGAGACCCGAACGTTGCCAAGAGTCCACACACTGACCGGTAGCGCGCGACGCCGGTTACATGACTCCGAAAGTGGCAGGTCCAACCAGAAATGGCTAACAGCTGCCGGATAAACGGCTAGACGCGCCGCAATGACCCTTGCCCTCACCAAAGTCCCAATCGAAGACCCCCCGCGGGGAGGTTTACCTGACTCCCGAGAGATCTTCCAAGTACAAATTTGCAAGTTGACACAAAGACCGACGGGGGCCAGCTCTACAACCTGCCGCGAAACCTCGCGCCACGGACGAAGCTTGAGTACGCCGGTAATCCCACAGTACGAGTGAACGTCCAGAGCGAGCAGAACGTCGCATACCATGGTCTCCGGACACCCGTGTACAAGGACGAGCGGAGTAGTACGATAGGGCGCCAGGCGAAGTCTGCAAATGCTGAGACCGGTCAGGCAACTCGGCAATCCGGAATCCTCGAGATAACCAGGATCCACTGGGCGCCAGCGTAAAACCCGGCGAGAAAATGGGGACTGCAACGCGCAACACAGTACCAGTTGACTTGTCCAAACGCGAAGACCGTACGACGGACGCCAATCCGCATCACGAAACGGCGGACCAGTACACCGATCAAACGTACACGTCAGATCGCATCCGAACCCAACAACCGGGAACCTGCGAGGTCAACGAACGACTTAGCCGGCCCGAGCACTGCTCATTGGACCGTGAAATCGGCTCGGACGAAAGCGAGGACGAGTCACCCACCGCTGCCGATCGGGCCGAACGGTGCCAGACCAGTCCACCGGCGATGAAGCTTCCCGCCCACCGTCAATCGGAGAAACCAGTTCAATCGTCTTCGAACCCGTACGCAACAAGCGGCTCGCCCCGCCCCTCGAGACGAAGGTTCGACAGCGACGACCCCGGCACATGGCGCGTGAAGGAAACCGAACCACCGTGCCGCAAGCGTCCCGCCTAAAAACGCGTAAGCCACGCCGGCAACCTCGCAACGCAATCCGAATCGGCCGTTAAAAAGCGGGTTACGCGGAACGATAAGACGACACGGCAAGCCGACCGAGGACGACGACGACCCATCGAACCCGCACCCGTCACGTGAACGAAATCTCGACTCGCAACGTGACTTCGAACGGTACCGAACCGTTC

CGGCCGCAATCCAGTGCCAAGCGCCTGCAGGATGAAACAACCACAACTAGGCGCAAGACCCTTAGCAAATGGGCGCTAATCATCCGTAGACCTTTCCCGCACGCCAGCGCTTGAGAACTCCCAAACATCAAGAGCCTGAACAGTCCTGGAGAACCAGGATCAACTTCGCAGTCAGTCACACCGAACGCCCGCTACCGAGCCACCCCAGACGTACGACACTCACCTAGCACAGCGCATCCGAATCCAACTTTGGGGTGATAACGACATAACCCATAGCTGCGACTGTCAAGTTCACTCATCCGCGGAGGAAAAGATGGCTTCGAACATCACCAGTAGGCTACACCTATCCAGCCCAGACGGCGGTGAAAGGAATGAACAAAACGGAAAGGAACGATGCATTCGCGCTGAGAGAAACCGTTCGAATGAAGCGAAAACTGCCAATGCGCCAGAAGGTTAGTAAACAGATACAACGACACCGATGCTCGACAGTGGGCAAGAGCAAAACTTAAGAGTTGATCAGCAAACGGGAAGCGACGCAGCGTTGTAAGATGCAATGGGAGACTCCACATCCATGGCCCAAGCCCTCAGGTACCAATGCCCATATCGCAAGTCATCTGCGGAGCAAGGTATAACCAAAAACCAACCGCCCACGCCGGATAAGTCAGAACCCCAGCTGCCACTTCTCGATCCCGGGTAAACTAGAAAACGAAGTCAGGAGACGGAACAATCACGACCGTGCACGCGCCGACGACGGCATATCCACAGGACGTGGAAAACCCCAGAAACCTCAGACTAACCCGTTAGGTTCGAAACTGTCTTGTCCAGCCAACACCGAGTCTCAGACAGCGACCCCGTAACTACGCAAGCGAGCAGGCAAGCTTGACGGTGACGAGCGAGTACATTTGCGAAGTCATCAACGTGATATCACCAAACTTGTAGTGAGAAACCACAGTACGTGCACCGGGACTCAACCGAACAGCTAACACGCTCCACGCACGTACAATAACCCCAGTACGACGCCAAGAGCTCGTAAACGAGCCATCCTCCGAAGATGACAACACCAAGTTCGCCTGAAGACGCATCGAAATCAGCGCCGGCCTTGCCAGCCCCATTCACCCCTACCACGTAAGTAGGCGTGGCAAAGCTAGGCCGCGGGAATACGAACAGCTCGATTGAGCTGCACCGGCACGAGACCCACGGCTAAACCCTAAGACCTCGGTCCAAATACCGCCGGTACAGTACGCAGACGTGCACCAGGTCAACCATACGTCGGTCATACACCCGGCAGTAAGCGGAAGTTATCGATAGAGAACGCCGAGACCGGTCAGGACCCTCGGCGACGCACAGGAAGGATGAATAGACTGACCAAGTTTGCGCCAGACCCGGAGCCCGGCCAACACCAGGGAGCACCTTCGAATTGGAAGCTCGACGATAGCGAACAGGCAAACTGAGCCGCTCCGACTCAGATCCAGAGTAAAACCCCACGTCCGGAAAACAATGCGGATCATCTCAGAAGTATGGAAAACTGGCCGGCAGGGGACCATCGAGTCGTAACCCAACCCGTCGAGCGGGCCGAAGCGATAAACTCTCGTTCCACGTCTCAAGCTTTCCTAACCTCGCGCGGGAATCCTCCATTTCTCGCCAAATGTCACTTCCCTTGTAGCGGACATTCCAACCGCACGAGGAGTCTGAATCTGGAGCGCTCTTTCCGGGATAGCGAAACTTCACATCGGACGGAAGGTGTTAATAGTCAACAGGACACGCCGCCCCCGTTTCATCGTCCCCCCGAACGTTCCCGTAGACGGCACAGGAAAGCAGCCGCCGCCTAGGAACTGGACGCATAGCACGGGCGGAACAAGTCGAATCCGCCCGCCGAGGATGTCGAAAGGTCAACTCTAGCGAACGAGACAAACGACGTCTCGGTTACGGCGAAACTCGACCGGGCGGCAAACGTTACAACCACTCGGAGCGCCAGCCGGACCGTAAGCCCGACGTCCAGCCGCCACCGGCACGATCCACGACCTCGCCCGTCAGCTCCGACGGACAAAGGCGGGGCGAACGTAAACTCGACGTTCCACGTGAAACCCGTCGGCAACCGAGCGTTGAAGCCGCCCGATC

CTGAGCAGCACAGAAACCGTCAAACAAAAGCTTAGCGGGACCGGAGCAGCACCCCGCACGACAGGAGTATGAACTCCTCTGAAAGAGGGCGAGACCCCCCAAATTGTGCATCCAGGGGTATCAAGACACCTCATCCATAACACGACTGCGCCTTTAATCGGAGCCCGCAGTTATGATCTACCATGGCCTGGCACAGCGACCCCTAGCCAGACCGTACCTGAGAGTTTCCAGCCGAGTGAATCAGAAGAGGCACGCGGAGCCTCAACAACGGGCGACTTCGAAACGTGAGATAACGATCAAGTTAACAATCGTACCTAGCAGGTCAACAGGGCAAACAACCTTGCAGGAAAGTCACCCGGACTGGACGGTGAACCAGGAATCTCAGTGAAATCTTCAAGTTGGCCCGTACTACGAGAATGCAAACGACAGGAAGGTGTAAGCTGATGGGAAAAACTTAACTTCAGTAAACGTATCACAAGTCCGTGAGTTCAATCCAGAGCCTTACAGATCCCCGAGGTTGTAATTGCGCGTTACCTGGAAACTTACCATTCAGGCCAAGAGCACCTGGTCATGCCCATATCGCAAGTCAAGACTACTGCCGGCGCAACTCACGGGTACGTAGCAACTAGCGGCTGAACAAGCACAGGTAGTCGCGTCTCAACTTTCCACGGCCATCAACGGAGACCGTCAACCCCAACTTCTTCATCAAACGATCGATGACGCAAACTTGTAGCTTACAGGGCGGAGATCACCGTGCCGACGAATTGGGACGTAGCTAGAATGTGGCACCGCACGTGCTGGAAACGTTAGGAGCGCGTTGCACAGCGCAAGGTAATTAACGAAAGAAGGATCCGACCCCGGCACCGGTCCCGTAACCACAACGGCCGAAGATGAACGACGCGTCTCCATGGGCACCGGCGTGACAGACAACAACTCAGGATGGGTCAAACTCGGGGTTGACCGATCCGAACCCCATTCCTGAGAGCCTAAACGTTGAGCAGCAAACTCACTATGCAATACCGACGCCGCGTCACCCAATCAGCAATAAGCACCAAGCAAGAAACATGTCCGCAAAACCTGCTTGGCGAGTAACAGCAGAACTCTAGTATCCCTTACGCCCCAAAGGTGGTCAACCGGGAACGTCAGGAACGATACGAAGAACCAATTCGCCGATACAGAGCCCCCGCACCGGCAGCAAGAACGGGGCCGTGCAGACCAGGTTACATAGGGGTTCCACACATGACGGAGATCTCGAGACAGCTCTTAGACTTAATCGGCGCAGACGAAAACACGTCCATCGCAAGGACAGCGTAACAGCTGCGAAAAACTGTCACAAAGATTCCAAGGTTACTCGCCGGAAACGCCGGAATCCCCCGGGACGCACGAGCGACAAGTGGCACATACCAGATGAATCCGATTCGGCGGCTCGGGTTAAAGCTAAGCCAAGGATAACGCCAGACCCGGAGTCGGAGAGACGTAGACCCTCACAATGTGAACGCTCAGGACACAGTCAGGCGGGTCCACCTTCGACCAATCAACTCCACTCCGGTCCTAACGATACAAGCAAACCAGACTTCCGTACACCGGAAACGGACGCCTAACGAAGTAACGGTAAGATCGACAACCAGTTCCCCAACGACCGGACCGTAACGCTACCGGTACCGATAAATACTCCCGGCCACGCACATGCCGCGACCAGATATCGTGGCACAGTACCATTCGCACACGGTCCGAACTCGAGCGGACACGCGTCTTAAGACCGAGCGAAAGAGCGAGAGGTCCATGACGACGAGGCTCCGCCCAACACAGTAGAACCCCCTTGCCACGACTCAATTCCAGTTCCGTCCACAACACCGCATAACGAGTACCCGCACCCGTCGAGAGCCCCGGAGCTTGCCGTTCGGATGACGAGACGTAAACGCCAAAAGCCGCCTACACAGCACGCGTAGCACGGACAGACGCATCCGCCCCACGAGAACGCGAAGAAAACGGGGCGTAAAACGTACTCAGCGCATCCGCCGCAAGCCGTAGCGAACGCTCATAACGAACCGCGCCGACAACTCGCCGGACAGCGCCACGATGGCCGAACGTGTCCGACTCCCGAGCCCCGGGATTACGCACCGATCGTAAGATCGACGCCGAATCACGATCGGGCTCGAAAGCGTCGGCTAAATCGAACCATCGCGATCCCCGCCAAAGACGCTCGTACGTCTACCGAGACGGTGCCCGGAAGGGCGAAGCGCT

AGTAAAATCGTACGTAGAACACGGCTTTAACTTGCCGCCAAACAGGAAAGGCAAAAAGGGCGTTCCAGACTGCTGGCCGTGAGACGGCGAGTCGTACAATGAGAAGGCACAGCGACCGAAAGATTCGTCCAACGATTAACCCTCCAAGGACCATCCCACCAAATGCAGGAGTCAACAACGGGCGACCGCATAAAGTATCTGCCAGTCCACTCAGGACAATTCGCTACAAATTGTAGCTCACCGCCCCGAAGACGGCCAAACCACACCCGTCAAAACAAGCAGATGATGACTCATAGTCAGCCAGCCATCCCCGCAACCCCGGAACCTCGCGCAGCAGGATCCAACGTTCCAAGAAAGGGTCAATTGGGGCAACTTACCCCTTTCAAACCCCCTTACATTGTCGCTACCCCTACGCGTATCCCGTGAATCCAGGGGCCAAATGAGCCCGCCACGAAAAACCTAGTAGGAAGGTGGGATGCCCCTGGAACTCGCAGCCGCATTGCGTAGACAACTTACAAAACTACCGAGCCGCAGCGAGGACCAAGCGAAGTAACACCACCTTCAACCTGGACTGCCATGACGCACCGAGTTGGACTGACACTTAACGGTGCAAATACTAGTCGCCTCCGCGCTTTAAGCACCTAGCCACCGTCAACCCCAACCGACCGACACCGGGTAAAAACGACCAATCGCCGAACTCCCAAGTCTCTTTCAAACGATACGTTCGAGGACAGCTGGCACGAAAGGGCGCGTCCACAGTTACACGCGCCGACGACAAGGGGGAAACGGACCGACGTACTATGCGCAGTAACACGCACCAGAAGCCGAACCCCTGCTGAAGTGGAAATGCTGAACCCCCACCGCAGGGTACGTTAGGCGTCAATTTCCCTAAGCACGTGGGTTGAAACTTCCGCCGCCCGGCACCGTAACCCTCCGTAAGCAGTGGCAGATCACCTCAGCTGTTAAGTCGCACAACAAGGCAGAAGATACGGTGACCCGGGAGAACTACGCACACGGAGCTGCCCAACCTGACTCATCGAGTGCCCAAACCCGATCAGGTTGATTAGCCACGCAGATAACGGATACGCTCACAGCGCGGAACGCGCCGTACTAGCCACCCAAAGCACGACACGTACTCTACGCCTCGGAAGACCGCAACCAGTCAACAAGCTTGAACTTTCCGAGTTAGCTGGAACAAGCAACCGTCACGTGGGCGGAGGCTAAGATCGCGCCGACCCCCCGCTGAACGTCAACCCCGACGAACGACTGCTAACTCAGCCTGTCCAATTAATTCGCGCAAGACCGTGCAGTTGGCTGAGAGGGCCCGAGAACCTCACAATCTCGAGTGAGCGCGAACATCGGCTTTGAACTCCTATACCGCCGGTAACGTCCGACCAAACGCTGAGCTGCATGGGCCCACCGCTGTACCAGTAGGAATAACGAGTAAGTCCACAACGCACCAGCCCGCGGAGGCGAACAGGACTGAAGCGGGACACTATCCCGAGAGATCGACGATTCCGGCTCGACGCACCAAAGGCATCCCGGCCCGGCTGAAGCCAACGCCAGAACACGCATCTCAGTTCAAATGCCCTGGAAATCGACCGTACCATAGCCAACGCGAGTACCGGTCTAAGTATGAACTCGACGAGACGTCAATCCGCAAACCCTACATCACCCTTAAGTAACAGATCTAAAGGCTACTCAAAGCACCGTTTACCAACGCGCACCCCGTCGCTGGTCCGGAGAAATCGTCAATCGCACACGACTCGAAACAGGATCTGCACGCGTCGACAAACTGTCCGGGCACGGTTCAGCGCTTGTCAAAACGTGAAACGCAGCGATGTAGACACGGCACCTTCGAACTCCACCCCGACCACAATCGTCACGGGAGGTTAACCCCGGCCCGTACGCAACCGCCACGCCAACCCTGACCGCTTAAACGAGGCCGCAACGGATCTACGCCGCCCGGGTGGACCCCGAACGAGCCGTGAACTTCGACCCAACGGAACAATAACGCAACGGCGGTCAACCGTGGCGTCCCAGCCGCACGGACCGGACCGCTCCCGGCAAGCGATACGAAAGATTACGTACGGAGCCCGACGGGGACGTGGCCGAGACCAGCGCAAGCGCCCGGCGGTCGGAACGTCTAACCCGCACGTCACCGCCCGGACACGTAAACGCATCCAACCGACGTAGACGGTCAGATCGGTTCGACCCGGA

GAACTCTGACCATCCAGAAACAGCTGACAAACTGCGCCGTCCCGTTCCTACCGATATCGAACAGTCCGGCGACAGCCAGCAGAACCATGGAGTCTACGAGAACAGCTACTATGAACAGCGGAATAAAAAGCCCATAGGACTTTGCTGAGAGGGTAACAAAGACTGCGACTCTCAATCCACAGATTGAACCGGCATGGACCGAAGCTCCGAATTCAGTAATTAGCTACACCGCCCCGAAGAGTTAACCCTGCCACCCGCACCCGTATTGGACTAGTCCTGCTCATGATGAGTAAGCTAATCGGTTGACCCGGACCAGGACCGTTCCAATTGACGTTAATGTGGATGCATCTCAAGAACGACAATGCTGTTTAAGCAAGACCTCACGAAGTCGCTGTAATCTCCTCAGCAATTAGCAAGCGAAAAGGCCCCTCAGATTCACAGCTCGATACCGGCTACCGAAAGGAATCACCAAGCCTGGTCAGGCAAAAATCGCATGCAACCTAAAACGTCGGGTACAGCTGCGCACCACGAGCGACCGCCCGTAGCGACCGCTCACCAAATCGACGTCACAGTGGGGCTCAAGTCAGAATGAGACCGTCAAGAATCAAAAGCCGACACCTCATCAGGAATTCATCACGCCGAGAACCCAACTGACAACAAAATTCGACGTTCCCTAAGGCGAAATAAGGAAGCCATCACGGGCATTCCCGCCCGGCTTACGACTTAATCACGAACGAAAGGACAGGATGATCGGAATGGCCAAGCATCACCCTCACGTGCTGGAAAAAGCTTGATGAAAACTGTGCGCGAATGGGCACTTCCCAACCGCGGCACGCAAACCCCCGGCATCAGGCCCAACAGAACCCCCAAAAGCAACACTCAAGAGTCAATCAGACGTAACACCGGAGGATAAACCCAATCAACAAGGCCCCTGAACCACCCGAGCCAGAATGAAATCCCACTGAACCAACACCCTTCCCTAAACCGATCAGCCGGCGTACAACCAACACCGGTCCCCGCACTTACCTCGTACATGACCGTTTCAAGTCCGAGCGAGCGTCCAGTGGACAAAGGACAAGCAACCGTAAGCGTATTCCGCACGTGAACCGCATGTGAGCCGACCCCCCGCGTGGCGGGAAAATCCAGGAACGACCTTAGAGACAAAAGGGGCCGGCAACGGGGGGCAGAAGGCAGGTCAAAAGCGTGCTTTCCCCTGGACACATCAACCCTAAGGGTAAGACGCCACTCCAAGAGCATAGAACAACCACCGTCCCGAAACACCTAGGGGCACGGACAGAAGTAAGAACGAATCCGATTCGGGACGCACAGGAAGGTTAAGACTCACTGACCTGCGCAACGGCCATCGACCGCTAAAGAGCCAACGCGAATTGGCAGTAAAAAGGGGATCCAACGAGAGGGCAAAGCAGCCTAGCCCCGTACGCCGAATCCGCAACGACCCCTAGGAGTATCCCCTACAACAGGCGACGAACCTGGATACGGCGTTAACTTCCACTCCCCCGAAGCACCAGCCAGCTGCGGAAAACCGCTCAAGCGCGATGCGTACCATCGTAAACTCTACGCTACACGTGGACGCGAGCCCGACGGTGAAGTACTGTCCGAATCGGGATGCGACGAGCAGCTACCCCGTGACCGCAGCCGCCACGAGGACCACGCAAAGCGCGCTGCATCGATAAGCGCACCGGCCGTGGACGTCGAGACCCACGTCCAGGTAGACCTTCGAACACCGACGTCACAACGAACAACACACCGCCAACCACCATCTCCCGAGCTGAAAGCTCAACCGATAGCCGCCGAACAACACGGAGATCAAACGAGAGCACGCACGTAGGCGGACTACCACCGACCGACGTAACCCGGAACTGCCGCATCGCGTCACACAAGCGTAACAGTTCGATGGCGCGAGTAGTTCAACGTAAAACCGTGCCGCAAACGGTCACGGCGCCACGGCCGGAACGCTGACGTGTCAACGGCACGGGAACACGTCCGTAACTCCGCACGACAACGCACACGGGCATACGAGGCGAACTCGAAAGCGTCACGCATAACGGACCTACGACACGACCCGTCCGCTTAGAGCGCCGGGGACCGACACCGCCGGGTTACAAGTCGCGTTGAAACGCATAACGAGATCGACGGTGC

CCAGGACTGAAGACACCAACCGGCATGGACCATCGACGGGTCGAGTAAATGGTCACAACTACCACTAGCCCAGGAGCAGGTTCAGACTACAAGTAATGACCAACCTACTCAAGAATCCATACTGCGCACGTCCGAGGCATCGGACCCGCGGTCAGAGCAGAAAGCCAGCTTCTCCAAAGAAAGGGACACCTAAAATCCAGCAGAATGCAGCAGAAGCTGTGCAGGTGCGGCGACCCAGAACCGAAGAGGCGGACATTCATACCATACCAACACTAAGCTACAGCCAACCCGCTACCCAGGGCAGGCGTCGACCCAGCCGAAAACGACAGCCCGGAAAAGGCAGTCAACGGGAACAGGGTGAAGGGTACGTTACCAGTAAGCTACAAACCCCAAACCACCCACATTGGCCGTATCACAACAATCCAGGTTCAAGAAGGAGCCTTACCATCACGGGAGAAGAGCCCCGAGACACATAAGCGAACCGCAGATGCCGTTGTAAGCCGCACCAGCGAAGCATTCCAACATCCCAGTATGTCCTCACATGGCCCGCCAGGTAAAACCTGGAGGTTGGGCGCACTAGGCGTAGCAAGACTGCGAGCGGACCGCCAGGCAAATCGAACCTGAAGTGCCGTCTGAATCCGCCGATCCGTAGTATACGTACTCATCAGTAGGACCCAAACGCGGCCGGCCCTGCTACCAAAGACGTTCCGATGAGAGACCGCCCTAAACGGTAGCTGGCGCCCGGACATCGCAGGAGATTGACCCATCCGGACCTACTGAACGGCAAGCCGAAAGCTGAAGGGCCACATACTGGTAACGTGCTTACAACATGTCCTTGTCAAACTGCCCCTAAGTTGGAACAACGCCGCCAGTTTCCGGTCCCGTAACCACAACCCCGGCAACACTAGAGGGCGTCTCCAACCATAGCGAGAGTACAACCGAATTGCCTGTTAAATTCGACTCGTCAGATGCCCTCAAGGCAGAACAGTAACTCGGCTTCCCGGAATAGAAGCCACGCTAACGCTCCACGCAATCCTGAAGCGGACTGATCACCAAGGCAAAATGGAAACGTCACTTCAAAGCGCGCACCCCCTCGTAAGCACGCTTCGCGCATACGATGACACCTTGGCCGCACAGCCACCGCAAACTAGAAAGCGTACGCCCAGGTCGCACGTACGTCAGCCTTAAACGGTCCCGTGCCGTGCCGTATACGCCAGCGTGGTACTGGACAGCTGACTCTTAGTCCAAAGTACGATACCGCCGGTACAGTTCAGAGCGACGTCGTGGGAATCCGGACCTTCCAAACCGCCATAGAAGCTTACTTTCAGCGGCCTACCCATTCACCAGCTCATTCGGCGATTCCGGCTCACACGGGGATCCGCTCAAACTAGTCGCTAAAACGCTGGTTTAGGCACCACGAGACGACCGATCTGAAGAAGCAGTAAGAAGGACCCAAACAAACGACGCTTCGCTAACCCCGTCCGTTAAATAGTCGACTTACACTAGGCCTGACGGACGCGGATCCTTAGAAAGTCGACGGTAAGATCGGAAGACTACGGACCGTCGCGCGACACGTGAAGCGGGCCCTTCCTGGTCGCTGAACGACCAGGTTAACGCTGACCATTCCACGGGCGTGTCGGTTACCGGAACACCTGCGAACACAGCCAACTTAAGGAATTCAAAGCGAACGTCATCTTCCCCGAAATCATGGCTGCCAGGCCGAACGATCCACCGATCCCCATCAGCCCACGGCGCCCCCGTGGCCTACGACTGGCCAACGACGCTCGAGTCGGAATTGCGCGCACAACGTTGCTTGCCCGCTTACTCGACACGCTGCAAGCCTACGAAGGATGAAAACGTAACTGCGCGTCACAACCGCGGAAAACTCTCCGGACAGAGTCAATGCTGCGGCGAGTACGAGCGTCCCACCGCCCTCCGCTAAAGCCTCGCATGCGCCAACGCCGATAGCACCGACACGGCACGCACATCGACCGGGGCAGCGTCAGTCCGGCGAACCACGACCACCGGCGCTCAACCGGTACCGTACGTGGAACCCGTCGTGAACCGTTCCCGTTACGACACCGAATCCGCATCCCGAGAACGTAGACGTACGACGCCTCCGAACGTGTACGCACGGTCGTACCGTGAAACGGGGAACGAGGTCGA

AAGAGGGAGACAACAGCGACCGAAAATCCACCATGAACATAACGATTACTGGAATAGGGAATGTACACTTGGGACCAACGCGGACAGTGCCAGAAGGGGGAAGATGGCACAACGATCGTCAGCGGGCGTCCCCTCCGAAGGGGGATGACAGGTCACAGCATCCTCCTCACTCAAACGGCGCCGAGGGAGCTACCTCGCCTTTGCACTACCGGTGAACGTGTCAACTGCCTCTGAGGGGGAATGGCAACCGATGATCCCGATGAAAACGGGCGTTACACTTACAGTTACCGAGTCTGCTAATGTCAAAAGCCAAAAGCGAACGTCCGCTGCGATGCAAGTTAGACTCCTATGATAAAGGTCACCACTAGTCGCATGTTAAGCACCTAGCCAAAACGCCGACACCGATCCTACGTACATGGACGCCGAACTACTAGTTTGCTGAAGGGAGCCCTCACAGAATTACAACACAGGGAAAACGGTCGAATCGACATCCGTCCAAGTTCCCCAAGACTTGGCGCCCCACCGACGAATGCCACGGCACCTTCGGACACCTGCCAACAGGACGCTGAATCCTCAACCAGTAACCCCACAACCCAGGGCCCCCTAAGGAACGTGCTACAACCGCGGTCCAGTAAGCAGCTCCCCCGGACGGTGACGACGGATATCGCTGACAACCCTCATAGGGGGTAAGTGTTAAACACAGATTCAAGGACCCCCAGCACCATACGCACAGCTAACCTGCCACATCTAACGCTCGACCTAAAGCGGCCGCGACGCGTCAGGGGAGCCACCACCCTAGCCGTAATGCCCGTCTGAAACGAGAGCACGATCCCGACACGTAACCAGATGCTGAGGGACAGACGCTAAGTAAACCTGCTTTCCCTTTACGAGCACCTAGTCACGCCCAGGTCGATTCCGGGCGGAATTGACCTTAACCCTGACAATGCGAATACCGCATCACACTAGCCCGCACCGTGCAGCCTACATGTCCCACGGCTGGACCATCCAAGTACGACACCAACGTCCACAGCAAAGTGCACGGGACTTTCAGTCTAACAGCTGGAAGCAGCAAGCCAACGCCGATAGAGCAGGGAAGTAAGTCTGACGGAACCTTCAACCTGGCGGCTCCACCTGGGCTGAACGCCTTGCGCAAGCCCGGCTACAACTAGTGCTAGCAATGGGCGTACCGCGTTACCTCACAAGAGCGGCAAAAGCCAGAAGCCGGTTAACCCTAGCCCGACACGCTCCGGAAGAAAACGACCGGAGCATCGCCTCGCACCTAGGCCCTACAGGGATCGTTAAATGCGCCACGTCGCCTGAGTCACAGAATACCGACTAAAGTCGCGTCTAAGACCCAGTGATTCTTAAACCGGATACGGACGAACGCTTCACATACGACATTCGCGCTGACACGGGACAAAGATTGGCACCTTCCCGTGAGGCGAAGCGAGACTCGGAACAACTGCTTGAGGAACAAGCGAGAGCGTCATGATGCGTCGCCTTAGAAGAAGCCATCGAACCAGGAACGTGCCCGAAAATTCGGCCCGCCCATTCACACGCGACGTCCGCCTCACACCGACCACGCCTGGAATTCGACGGAGCGGGCAACCGTTACGGGTAAACCGTGCTCCCATTCCCCCGACCGACGTAGGCGTACAGCGGCGACCCACGAAAACCAGCACGAGCAACCACCCCGTCGCGCTACCACCGGTACGAGTCGAAAACGCTCATGCGATTCGCCGTCAAAGCGAAGCGATACATTCCGCAGACCACGGCCCGGTCACGACACGAGAGCGCAAAATCACGAATCGGAAGCGCCACCGGACGACTGAACCCAACGTTCGTTCAGCGGACAGCCGCCCGTAGACTACGCGTTTACCGCAGCGATGATCGGAACCGGACGGTCGACGGTGCCGTCGAACGTGACAACGGACCGAGGTCCGACGGCACACGCTGCGAGCCCGTTCC

AGGGATCCCCACCATCAACGGCGAGTACGAACTGCTACAGCGCCCTTCGACTCATGAGCACAGCCGCTGCGAACTTGGAGGATCCGCGGAGACACAGCCTAAACGTGACCGAAGAGGCGGCATGAGCATTCCGCTACAAAAGAGGCCAACCTAGCCAGACAGAACCACACCCGCACCCGTCCTTGACAGGTCAGCACTACCAGAGTTCTAAAGTCAGACAGCCCGGAAGTCAACACAGGGGGTGAACTGCAACCCGTACCGTTCGGTCAAGGGCAACAACCAAGAGGAGAAGGAGGGCCAAGGGTCTCAACAATCTCCAAGCGAATTGCGAGAGGCGGCCAAGGCTACCGGGCAAATCCCCTGGTCCCTTCAAGCCAAATATCGCTCGACCTCCCCAAAGCGGAAGCCAGGCCCGGTAACACAAGCAAAGCCACCGCCAATCAGCACGGCAAATGCAGCTTACACGCCCAGGGAGGACACACTAGGTGTACACCGTCAAGTTATGCCACCCCGTTACGACACGTAGTACGCCGACGATGACGCAAAGCGAAACTTATCAAGTAGAGAGACAACGGTGGCAAAACACTGCAGAAAGTCATAAGCTGACACGCGCCGACGCATTGGCTGAACCTGTTCTCGGAAGGATCACCTTAACCACACATGGTCACGTGCGGTTCAGCGTACCAGCACATCCAGATGGCACTCGAAGTGACATGAGAACGGCACCGTAACTACGCACACAACAGCTTGAGACATCGTGACAGGAATCAGACGCTGAAGAGCATGCGGAGCCCAAGCCGTGAGCCATGACCGATCCCAGCGCGGAAGCGTACAGTCAGAAAGCCTCCAGAACCGCGACGACGCAGCCATCGGTTAAACGAGACGCATAGCACGTCCGAAGCCTACATGCTGACCTTGGCTGAAGCGTCCGGAACCATTCCGCACGTGGCCGACCGTGGCGCCAGAACTTCCCGTCAGACCTGGTAGGGAACTCTCCCGGACCAGACCATGTCGGCCAGCGTACCAAGGAACAACCCAAGGAGAAATACGCTGGTAAGGTGCCAGGAAATACCGGGTCGACCCAAGGGGCTACTTAAGACGTCGGCAGGAAGAGCTGCGTAACCCCAGATGGCGACTGTCCTACACAGCGTAATCCCCCCGCGGCTGCTCCTAAGCCGGACAGCACGAGTGATACAACGGCATGACATAGACCCTGCGGAGGGACCTGGACAATTCGAAAGCAACTTCCAGGACATGGACAACTCGAACGGACGTGAACTTCGACAGTTCCGACCGCCGTACGCATAACGCTCCCCAAACATGTCCCCTTTAAGAACCCGACGACCCGTCATACGGGTTTAAACGTCTAGGTTGCGGAAACGGACGTGTTAACTAAGACTGACCGGGTGACAAAGCACCGGACGCGACCAATGCAGCGGGACGACATAGCCAGCTCCCACGTACCATTCGGCGCACATGCGAAGCGAACATCCCCCGTGATCGCCAGAGTCCCTCGGACGCTGCATCGATACCGGCACGAGGGCTTCCCGGGAAAGGGCAAGCGATAGGGCCCGTTCCCGTCCACTCTTAAGCGACAGCCGACGTACGGACGTCCATCAGGAACCAAGGACCAGATGCCCCTAGCGAGACAACGACGTCGGAACTCGCACATCAACCTCGAGTAACAACCAGATCGAACACGTAGGCGGACGAATCGTTAACACGAATGAAGACAAACGTCTGCACCAGTCGCGCATCCCCCGAACGTCCAAGCCGGCGGCACGGTCAGTCGTACCGCAAACGGCGGCATCCCGCTGAAACGCACTCGCAATCGGCTAGTGACCGAGCCGAAGCACGTCACGAGGAACACGTGCCGGACGAGCGCGTTGACCGGTCGAACCCATGCCGCGAGCAACGGCACGGTGCCCCACGCGACAACATACGACGACTAAAACGACGTTGACAACGACGGCTGTAAACCCGGAGCGTAGCACCGTCACGATGGTTCGACGACCCACGCCGAGCGCCAGGACGCCAACGCACCGACGTTAGGAACGC

CGCACGGGACCAAACTTGACGTCTCTTGGAAGCCTGTGACCACAGGAATACTCAAACACGCACGTCAAAGGGCGTTCCTATCGATAGGCAACAGTCGCATCAACCCAACACTGCACCGTACAGCCGCTGCGAATGAACCAGGACCTTCCAATGTGCGGGGAAACAACGAACCGGCCTTAAACGTGACACAGGCAGCAGGGAGAACATGTCCACTACGATTCCGTCGACCACCTGCCAAAGAAACGGGCAGGAATCCCCGAAAACGGCAACCATTCGAACGTTCCGTTCGACGGCGCTCTACAATTGACAAAGCAAGCACCCAGACAACTCCCACTAAAGGCCGCTCGAAGACCCACTGGCCAGATCCTCTTAGGCTTAAGCAGGATCTCCAAGCGACGCAGCTCTAGACGTTACAGACTCCATCAGGACAACACAGGACTGAGACGGAAAGAGACAGATGACACCGAGCGAAAGCGAGGACCACTCGGGGACACACCACTCGACAAATCGAAGCCCATCTGCAACGTCATGACGGGAGCACGGCAGCTCCACCTTAACGGGTCAAGTCGCTGTTAACAACAGAACATTGGGATACCCTTCAGCCCCAAACGCCCGTCACGATCCAGATCAGGCAGAGCATAAAATTCCAAGTCTAACGATCCACAGCGGGCCAGAGACAAGCACCACTCGGAAACATAGGAAAACGAAAACCTGAAGAGAAGCCGAAATGGCAGCATCGCGTCAGTTCGAGCTTAAGGTTCACTCAAGCAGAAGCTCGAAAGGAACACTATCCGGCACCGGTCCCGTAACTACGCAAGCGAGACTGGGTCTGCAACGGTGAGAGGGACGACGGCTGACACGAGCGAAGTCCACACGCTCTCACAGACGCTCGTCGTACACATAGCCGGTCACACTCGGCCGGGACTACCAAGTCACGCTAACACCAGCGAAGCCGTCCCACCAGCGCGAACCCGGAAGCTAGAGATCCTCCAGCTAATGCAGACCGGTACCCTAATCCCGACCCCGTAAGGAAACAGGAGGTTCGGAAACCAAAAGACGGATGGTGCAAACCGCCGAGAGCAACACCCCGACGAACGAATTCGCAGCCCTCCCGCAATGACAACAGTGGCCCACGTGTCAGCAGCCGGTCGAGAAACCAAGACGCTTAAGACGTCGACCTTCTGGGAACCACCGCACAAGAGCCAGGGCTACCTCAACAGGGAGCGATAGGCCGGAGAGGAACCGCGGGGGCCACCATCACGGGACGCGACATCGGCAGACCCACACCCCAGGCAAAGTCATACTGCAATCAACGGGTAAGTATGAATGCCAAGTTCCAAGACCGTAAACACATCGCCATACCGTACCGGGCACAAGAGCAACGCTAGGCGGCTGTCCCAAACGCGTGAACCAGGAGAGGCCCGGCAAACGCAGCATTGGCCGAGGAAGGCTACCATGCGTTCAATCCGACTGGTACCATCCCGACGAAGCCTAAGGCGCCCCGAGTCATGATACTGAACAGCGACCGAAAGGCAGCCAACGCGCACCCGTTGATAACCAAATGCCACGCGACGAACGCGCGACCCGAAGCATAAGAATTGGCCGGAAACGCAAATGCGACCAACCATAGCGCGAGCCAGACACATCGATAAGCGCCACGACCTAAGAAATCGAAGCTACACGACTAGCCGGAGGGCGTAACGAGTAGACACACGTCGTACGACGTGCCCTAACAGTAGGTCCCGAACGTAAAAGCTTGAGAACCCGCCGATTGCGCGAACAACCTCGACGCTGCTAAACAACGAGAGCACGCGTGTAAACCGTGACGAACCTAAGCGTCAGGAACCACGGACCGGACGAACGTCCGGTCTAAAGCCGCATGGCCTTCCCGAGCACGGCACCACGCTACGGCTCGTCGTAGGGCGACATGCGCGCGGAAACTCGCGGTGACTAAAGAACGTGAGTACGAGTCCAGTGCGACAACGCCACGGCCAATTCCGAGACACGGCAACGTGGGCGTACAGGATCAGCGTCGCGAACCGGGTCAGGACGCAACGACGCGAACCGTCCGCGGTACGTAGCCGCCAGCGCATCACGCCGCTACGCTCCGGAATTCCGGCCCGCAACGACCGAGCA

CATCCAGTGCACACTGCGCCGTCCGTCACAGCCCGCGTGAGACCATTCGTACGAGTCGTACCATGGACTGCTGGTTACCATCCGCCAACACTACTCAAGGCTCATTTATAACGAATCAACGATCACAAGGGCGGCCTATCCCCACAAGACATGCAGGACCCCTTCGAACGCATACCAGAAAGCGGGCCGAAGATTCTCCTTAGACTGCCAGTGATACTTACAGATGGACAGCCCACCCGCACCCGTCTGCTCACTCAAACAAACACGGCGATCCAAGTCGACCCTGAACCGAGGATCCCCCCGGAACGCTGACCGTTCCTACGAACATAGAGCTTCCACTGGGGAGGAACGTTACCTGCAATGCATGTGGAAACCAGGAAGCTCACTTCCGGGCCACAAGGCGAAGTCGAGTCCCTTAAGACGAAAGTTGTAAGCCACACAGGAATAAGCCATGGCCTCAACGATGACCCGCAGCCGCCAGGCACCAACTCTTCCTAAAGTGATGTTTGAACTGCCCTGGGAAACGTCAGCTGCCGGCAGGGTAACCGCGAGAACAGTACTACGAGTCGCAATCGACTCCGCAGGGACCTCTCACAATGGAGCACCAGGTGACCTTTACGGAGAATCCGCCGACACCGGGTACCTGCCGGTTTACCCTGAAACGATGCGAAAGCAACAGAGGACAACGGTCACGAACGAATCCTGTGCCTGACCAGGGGAATCACGCCTCGACATCACCCGACGCTGTGAAATGCCGAAGACACGGCAAGCCGACAGGACCAGTGGATGGTCAAGTGGGCGAGAGGGACCGCTTAACTAAGCCATAGCAGACACGCAGAAACGAGTAGGAACAGCAGATACGCACCTCCGAAAGGCGCAAGACAGGTCAGCTTGACGACGCGTCTCGATATCAACCGACTAATACTTTCAACTAAGGGGGAACCTTTCCTCAGCGTCGCAACAGGTACTCGGGGTTGACCAGCGCGAACCCGGAAGCAAAGAAGCTGACCAGTAGCCTAAACCCGAAGTGTAATTGGCATGGTACCGCGACTCGTAGCCGTACATGACCTTCGCCGTTTCAGTGGCCTGCAAACCTAAGCTGCCCGCCTCAGACGCCCCCAGAGAGAGCCTATAAGAGGACACGAGAAGACCCCCCCCAAGCGTACTCCCGCCGACAGGAATAAGGGGCGATACAGGATGCCGTGCCTTCCCGTGGTAACGGAGGGATCAAAGAACCGCGAACTGGCCCTCTTAGACAGCACTTGAGCTACCATCGGCCAGTACCACATCGCAGACAAGACGAGAGCGACCCACAGTCTAAAGCCTGTGCGAACATGGAATCGCAAACCGAAGTACCAGGGAATAGGCAAGGGAAGAAACCGGGACACGGAAACCCCCTCAACAGTAGGAGCTTACCTAACCGACGCAAGGGGCTCGAGACTGGTCGGTCACACGGCCAACGCGAACGCTCAGACCACAAGCGCATCAACATTCCTATGACGTGAAACCACCCGCTAGGCTTGAAACGCCAGACGACGTTCAGCGAACCCCTACAGAACCCGACTCGACTTAACTTCGCGGACGATTACGAGCTCCCCCACAAGGACAACACTAAGTCGACCGTAACGGCTACGGTACACGTGGCCGTCGCGCGACGTCATAACGTGACGTCCCGCCCGAATGTGACAATCGGGTTAAGGGTAACGGTGCGGCGAAAAGCGAACCGCACCTTAGAAGCATAGCGCTCGTGGAATCTAAAGAGCCCCGGGAACGTTCCCACGGACACGTACGTGCACTAAAGACACAAACGACGCTCGATCGCGATGCGAACAGTCCACGTTGCGCTTAATCCCGACGGCTCACGTAGGCGTACAACCGATTCGGCGCACGCGGTTACGCCAGAGGTCCCCCGCGAGGTGCACGGTCAAGCAGAGGCCTAACGCAGCTTCCAAGGCGGCGAGCACCGAGCGAAAGCGAGTCCCAATCAGCGTAGCCGGAGACCGAGCGGAAATGCCGGACGACCCTTCGACGCTGAAACGAACGACCCGTAGACCCGAGCGATTACAACGACACGTGGACGAAGAACGAACCGTGAGCCGCAGTTCGCACGTCAACGTGATCCGGACGAGCAAAGCGACGAGGACGACTCGAGGACCGGCG

AGGTAAATCAACGATCACCCTACCCTACTAAAGTAGCCCACGGTTAGAATGCAGGCATGAAGGTGCCCTCCACCTTAACCGAAGAGGGGGCCAGGCGATAGCCTGTTCCTAGCCACCCGCAACAGGGTCGACAAGGATAAGTTCGACGGAAAGGGGCCGGAACGCTGACACATACTGCCCCCCGTACCGTTCCTACGAATAACCAGAGAACAACTCACCAACCAAACCACACACCCGTGAACTTCCGCCTTAAGACCAACCGCAGATGCCGTTGTATCTAGAAAGTGTTGATAAAGCCCTGATACCACCGAGCCGCAGCGAGTCACAGCTAGCATGCAGAGGAGTTAGAGTTGCCAAGTAATCCATCGCGAGAAGAACCACCCCACGAGGCGTCACCTGATCCCTCAACTCTCACGGAGACCCGAAACCGACGCATAAACCAATACGCGGGAACCCAGTTTGCTGCTAAAGTCTAATTCGACGTTCCGGGCCAATCACCGCCCGCATGCCACATCTCATTTACTTCCCCTCCTAAGTTCCGCTTGAAACGAAACCGTGGTAACACAATCACTTAGAATCCGGGAACACACCAGTCACCGCACGTGCGAGCGCAGCCTGCTAAGCGCGTACATGGGCCTCAAGAGCAGGCATAGCGAAGCAACGTAGCAGCGCCTCGAAAGCGAGCACTAACCTCCGCCCCGGGCAGCCTGACAACTATTAGGCCGAGTGGCAAACCGACGACAGCTCCTCGTGATACCTCTCAGGAATCACATGATCCCCAGGACTCATCCCAGATGCGAGCCATAGTGAATATAGAGCTGCCAACAGGCTAACGGAGTACTGTCCACGCTACGTACAAGCAGCACACTGCCGCGAAAAGGTTCCCCAGAGGGAGCCGTAACGCATAGCACGCCATCCCCACGAAGGTCCCCCATAGCTCAAAGACGCCGTGTAAACTATGAACTCCGGATAGCGTCCAGCTTAACCTCTCACGAGAGGGAACACGTGCCTTACCGGGGAAAGCAGCCCGACGAACGAATGGCACTTGTAACTGGGACGGTCCAGAACAACCACGGTTACACGGAGCAGTCGCACAGACTAAACCCTAAGTAAGCAGTCAAAGAAAGCCAGGAAACTTATGTTGCAATACCGGGTCGACTTTGCCCCTGAACCCACGTCTTAAAAGCAGACGCCGCGTAATCCGGAAAGGCTCCATAGAGCGGACAACGCTAAGGAAGTGGACCGCGGAGCTTCAGCGGCCGGGACGCGACAGGTGACAGACGGCTCGGCATAACGCGGCTCCTAAGACAGAAGAAAGGCCCCCTAGGATCCCGGTCACCAGGGCGGCGCGCGTTACGGGAGATGAACGCTTCCACTCCTCCTATCACATGTACGCCGCGACCGGGGGGACCATTCCGTCAAACCATGAGACGACGCTTCCGTTCACGCCAAACGACCGCGAACCGACGATCACGACGACTCCAGCTCCGAAGCCAGCTGCCTAACCGGATCACGGTAGAAGGCCAGACAACAACCCAGCCGCGTTTATACGGACTGAAGACGCGACCGTCGAATCGTCCGGCGGATATCCACTTCAGTACTAGAAGGGCGGGACAGTTCCGAGCAAGCGAAGGCTGACCGAGCGTATGAGGCGAAATAGGCGCCAGCGAGAGAAAAGGGCCGCCAAGATTGATCGATATTCCCAGTGTCAAGCGCACCGGCCGGGTCAACGTGAACTTGACTCGGCGTTCCCGTCCAGACGTCGGCACAACGAGTCCGCTAAGTGGCAACGACCGCAACATTGCGACCTCGAGCCAACTTCGCTCCGAACGGGTACATAAGTACGAAAGACCGGTTCGAGACCTACGGTCCTACGCAACGTCCAACCCGACGCCAACCCCCAGGGAGGCACGAACGCTCGCGCTACGGTTAGAACGCCGCCAGAACGCTCGCGGAAACTCGCGTAAGAGGACCAGTACGAACGGCAAGCGAAAAGCGCACCGACGCTGCCACGGCCGTTGCAACGTTGACGGCAGCGCTACCGCCTCGAAACGATCCTCGGCACATTCGACACGTCAACCGCGTGGCCCGAGGCTCGCACTCGTACTACGCATCTCGACGTGAACAACG

TATCGACCAGACGACCTAAAGCCTCATTCACTAAGAGAAGGCGGTTACACAGCGCAGTTAAAGGCTAATTGGACCGTACGATTAAAGCACAGATCCGGCCACCAGCCGTCGAAACAGACCACTTAACACTTCACCCAGAACCGGCCAGAAACGTGACTTAGAGGTCACCAGCTGCAATTCCCGCCCAAACAGCCCCCCCTAGTCATCAAAACTAAGACCAGACCGAGGCAAGAGATCCCCCCCGGAGCGGGAGGTGAACCGTTCGCTCTAAGCTGGAGGTTAAAACTCCTATCACTGTTAATTGGCGCTACCACCGATTAAGCAAGTCAACCGTGAAACTGGGTTCAACCCATACCCGCCCGGGAGACGAAAGTAGGACGCAGCCATAGACCCTGCAATGGGCGAGTCCGGGCATAGTCAACCTTCGCCACAAGGTTGCGCTGCGACCGCCGTCACCTCCGCCCTCTCAGTTCAAGCTATGTACTATAGCCACCGTTAGTAGTACCTGAACTGCAGCCTAAGCGGGCCCCAGCCGAGGACACACTGGCTTACCGTCCACTAAACAACTTAACCGTGCCGACGGCAGCAATCCGGAGCCGACCTTCGGACACCGAGGGCAGGCATAGATTAGCAGACCTTAGCCGTTAGCCATAAATCCACCAGCCACCCCTAAAGTACCGGCACCGGTCCCGTAACACGGTGCGTCTCGATATCGTTCTACGACAGAAGCAGACAGCTCTCTCAGTCGCACTGGCCCCAAAGCTACCAAGAACAAAGTGCCGAACACTTCCCCATGGCCCGATCCGTACAGAAGTAACGTTGAGCGCGCGACGCCGCGTCAGGTAAGAACGCCTTCGCAACCAGCTGTGCCCGCAAGTCGAACTTGGCAGTATGCTCTGCAGCCACAGTATCAAGCGTCAACGACACGTGAAAAGCGCCGACTCAACACCCCCGCACGGACCTGTCCAGGACAGAGCCCCCGCACCGTGCCTAAAGAGGCTGCGCGAAAGTAACAGAGAGGAAAGCGCAAACACTCCTATCAGGCCGGTACAATGACGGGGCAAGCCAAGCTGCGACGCCGCGAGCAGGGGGATGTGGAGGACGAGCGGATCGTCACTAGAGTAAGGATAGTGAAAGGAGCATAGGCTCAAGACGAAGGCTCCCTCTACAACGGCCATCGACAACGCGTAGGGAAGTTGCCCCACGAGGAACCCCTTCACAGTCTCCTAAACGCCGCGACCGACCGGGACAAGTAGCTTGGGTAAACCCTTAAGTTATTCACGACCGCTCGCCTTACGAAGCAAGTCCACTTCGCCGTCCGGCTCAGGTGTAATAGAGCTGCGACCGTAACCAGTCGCTTTAACTCCCACGCACAAGCTTCTAAGCGAACCAATGGGAAAGGACCAGGGAACCTACCTCGGAACATGCCTAATCAACCCTAACTGCACCGAGTGGGAAAGTGGCAAAGCGGGCCGAAGAAGGGGACCAAGCCTAAGCAGCCGTCGAACGTTCCGTTGCCGTTCCCTAACACCATGGCCTAGCACGGAGTCGGAAACACGTCCACGACACTAGGCTGTAGGAATAAGAAGCAGTGTGACCACGCTACGACGCTCACGTGCCGAGAGCCGCAACCGCACACTCGGCCTCGACAAGACGCGTAGCACGGCTCACGTACAGCGGCGCCGCAAGCTGGCACGACGAACCCCCGTCATTCGGGAACTACTATCCTCGCAACATGCGAACCGCGATCGCCGCGGAAGCGCCCCGACACCTCGCCGTTAACGAGGAGATCGAGCCCGAACGCGGCGACAAGCGTACCAGCGCCCTTTAACGTAACCGAGATTCGAAACCCGCCCGCTAAACCGTCGTGAACCTACGCGCAGACGAGGCAGCGCTACGTCACTCGAGCGAAACCGAACGGTACGAAAGCGAACTCGCAGAACGATCACG

CATCTAGTTAAATGGCAAGAATCACTATTCAGGAAGACTCCCGCGCTACCCTAAGCCACAACTTGAGCCAGCAAGTAATACCCAACCATGAACAGTAGGAGAGCCTGAACGACTGCCCGCAGACTGCCCGCGGTACGAGTCGTACTCCTAACAGCGCACTGCCAGTTAAGCCTCATCAACATAGAGCAAAGACTGCGATAGGGACTGAACAGGATCGACACATAAACAAGAAACATCGTCAGGCTGACACCCCTTAGAGATAGCGTCCACCTTGCAAGGACCCCGCTACCTTGACTATTAGGTTAAAAACGGCCGAGGAAGGGGCATTCGCCCGGAGCGGGAACTACCACAGGGCTGGACTAGGAAAGAGCCCCGTTCCTACGAGACGGCACCCTAGACTCCCAATTGGGGCAAAGCGAAAACTGCCTCTGAAGTATCGGGGGACAAGGCGAGAGACCTCACAGGGTCAGAAGGCGGGAGCTCGGACGTTACAGCCCTACCAGCAGTTACACTTAGAAAGGGAACACTGGCACACCTCAGTAGATAAGGCAGCTCGACAGGTAGGGCGCAACTCCTAGCAGAAACCATGGAGCACGAGCGCGTAGCTAACCACCAAACAGCTTAGGGATAGCAATACAATGAATAGGCCCTTTACCCGAATAGTAACGACACTACGTAGTGAACAAGACCCCAGACAATTCGACGTTCAGCGATCGATGAGGAACAAACGGTATCACGCTAAACAGTTCCGACGTACCTTCGAATGGCGTAGAAGGGAGAGCGAGAGCGCGAGCGTACCATGTCAGCAGGCAAAGGAGCCACACGTAGCTCGAAACTATCCGTAACAGTACCACTAACCCCCGGATTAGGCAGGTCGCAGCCCAGTAGGTATGATAAGCAAGCCCAATGGGACGTGACAGGGAAGATCACAAAGCCCATCCAAAGAACAGGTGAGTCGCAAGTAGCCCCCACCGAACAGGAGTAACGCTCCCGATCATTTCGCCAGCGCTAATCACGTTGAGTACACGCGTCCGGTTAGAACGCCAGAAGCTTCGCCGTTTCAGAGCTGAGCCCGATGCCGCTGCCGCCGCAGCCGGCGCGTCCCGCGCACTTTACCACGAGGTTGTAGACGAAGGCGGACCTTACCCTACACGCCTAAAAGCTAAGGTGCCCACCAGGCCGCACGGACTCAAGATCGTGCCTCTCACGGTCAGCCAACGAGACAACCACCCTGAGAAGGTAGGCCACACAGCTGTGGCAAGTGTGACTTGGCCCTTCGACTGACCCTGACTTAAGACGCGCACGTCGAGCAGCCATAGACAGCCCCAGCTGGGAGAAAAGGCTACACTAAGCGGACGAGTACTAGAGAGCGTATAAGGAAACTACCCGCGGCCGGTCACACGGCGTAAAACCTAAATCAGCCCTCTAACCACAACTAGTCGAAACAGGCCTAGTGGGCGGCGCGCGTTAAACGCGGGCTTAGCTCTAAGCCAGCGTAAGCGTGAAAGGAGCAACTCCCGCTAGCAACCAAGCGCCCGCTCCAAGCCTGGAAACCTTCCCCTTATCACACAGAGAGGGGCCGAAAGCTTCACGACCGCGAACCTGCTCCCCGTCCGTTAAGAGCCAGTACACCCCTCAACTAGGACCCTGCGGATCGAAGTACAAGCGAAATCGAAGTACACTGGCCCATTAATGGTCGGTGTACAGCCGTCGAAATCTGCACGGCTATACGGAGCTTTACTCCGAGCTCAACCGGCGGCAAGCGCTCCCCCTCGCCGCTGACAGGACAGCACACGAGCAACCGTGCTTTCCCCGTGAGCGGACGCTACAGACAGCCGAGCCACCGAGACTGGAAGCGAGAGGACTCGTCGCCAAGGACATCGACGCAAGACGAGGAACGTGCCTAAGCGTTCCACTGCTCCTCGACGTCCAACCGTAAGCCGATCGGAACTAGGAACACGTGTCTTACGCCTCGGTTCAACGAGTACTTACTGATCACGCTCACGTATCCAGGGGCCTAGGCACTTACAGTACCTTACAAGGGACACGGCTCGGGTAACAGGACGAAGAGTTAACGGCGTAACGAAGAGCCCGCTTAGCGTTCGACAGTCACGTATAACGCAGAGCGGCCGGACAGCACGATCACGAGGGTACCCGCAAAGTCGGCGCCCACCGCAGAGATCGAGTCGACGGAGCCCACCGCGTCAGCCTACGAGACGACGCTTCAGCGGGAGAACGAGCACGAAGCGCGCTCGA

CCAACGCGCACCGACCGATACGGAAATGCCCGGGAACAGTGGCCCTCCCCTTAACAATGCCCGAGACAGTCCAGGTAAACACATAGGGGCCATGAAAACACAACGAATTCGAGAATAGTCCTAGGCTGGAAACTTTAAGGCGTAATAGGGAGCCTCACGGGCACGAAGAGCCCGAACCCTACGGAGAGTACTAACTGCCAACTCACAATCGGGCCAAGTTAAGCTAGCACAGAAACCACCAGAGAAAAGGCCTAGTCACTCAGAGAGAGCCAGCCCAACAGGTCTGCACAGCGACCCCGACAGGCCACCCTGGGTGAAAGAAGGAATCGGCGGAACCGGTGCTACCTACACATAATGATCCACAGGAGGGGAAGTCAGCTAACCGAGTACCCTAAGACGAGAATAAGGCTTTGCCTATGCGAGAACAACAACAACTCCCCAGCCCTTTTAACTGACCTCACAACGCAGACTCCGCGGTAGCTAGAGGCTAAAAAGCTACTAACAAGGAAACTAAGCCGCAGAAAGCGCCACGACCTAAACCTTAGCAAGAAGCGCACGGCGCTAGGTTCACGTAGAACTCCTGCTTGACCAGTCAGAAGCAGTGGCCAGGAGGAACCACGAGGCACAGTCCCCGCGGCATCAGTACGAGTCGTAGAGAAAAATAAGAAGCCTCACTGCAAGGCTATCTGGAACTATGAAAGACAGCCGCGTTTACTGCGAGGAGTACAGGACCCCACGATCGTCGATTAACCTGACCTTACACTTGGCCCAAAGACCAGAGTTCTACATTCGCCCGGAGTCAACCTCTACCAGAGACTGAAGACCCTAACTCTGGGAAGACCCTACCTACCAAGAGATAAACCCCTCAAGGGAAACATCCTAGCTACCACCGATCGTATCGCTCGAGTCGGAAAGTGGAGGTACAGGGAACCGTGACTCTAAAGGGCAGCTTCAAGCAGGACGAAAGTGCAACTCGGAGTTGTAAGCCGCATTGCGTAGACAGCTGGACACTAGCAGCTCACTTGCACTTAGCCGCAGGCAGAATACAGACACTTAAGCCAAATATCGCTTCTAAACTTGCTACAAAGAGGGACTAGCCGAGCGCTTAACAGTCGCCGTAGCACGAGGCACGGCGGGATAAGCTATCTGTCCCCTTTAAGCCCCCCCGAAAAGCAGGGCAGACAATAGACCTTATGACCAGGTTTACCAGGAAACGGTGACCACCACTCGTCACAAATAGAGATCCGGACACGCAAACGTATGGCCGGGAGAACCTCTCGTTAGGAGCGCGTTCGAAGCCTGAACCACAAGAGTGCGCGAAGGTGGACACCCTACGCAAGCGAGATCTCCAAAGGCCCATAGCCCTGCCAGCAGCTACTAAGGCCTCGTATACCCTAGAAAAGCCACACGACTAAGCTTCACAGTCCCCCTGAGTGCTAAAGAGAGAACGTGATTCGAGCTACACGTGAGCATGGCAGCCGGCGAACCCGTACAATTGTGAAGCCCCTAATCAAGCGGAGTCCAATGTAGGCTGTACCCAAGCCACTAGTAAACACCGGTCAAGAGCGGTTAGAACGCGAACAAAACGAGATCCCGCCTTGAATAAGCCTGCAATAACCAAAGTTCAAGCCAACGGACTAAGTAGCGTCCCGCGCACAACGACACGTAGATCGCCAACACCTCCTAAATGCGAGACAACCGGACAAGGGCATCATAACCAGGCTCCCCGGTTACGGCTCAAATGGGGCCACAAGAGGCACCTGCCAGTCGACAGCTCAGAAGGCTTCCGGACCAGAAGTCCTGCCAATCGGCGGTCGAATGTCCGCCCAAGCGTAACCATCGGTCTAACACCCGAACTAATCCACACTACACACCAAGAAGGAGCTACAGACTGAACCGGTCCCTCTCAGGCCCAACCAAGGTTGACCCCTAGCTTTACTTTACAGCTCCCCCTCGGAGCCCGGTACAGGGCGACGCTAACGGCGCCAGTTAATAGCCACTATAAACGCGGAAAGCGATGCCCCCCAGACACTGCTGCTATAGAGAAACTCGCCGTACGCAGCCCCTAGGGGCCTAAAGGTGATAAGAAACGTACAGGGACATCCGCCCACAGCTGCCCCGTAAGGTCCACCGAAGACACAGCACTGGAATCGTATAGGAATCGCCCGACCAGGCAACACGATGCTCTTACTAGGAGCGCACACGAACCTGCAGCCGAGCCTGTGCGAGTCCCGCAGCCACAGCAGATAGCTGTTCGGCTACCCTTAGCGGGCAACTACTAGCGTCCGGTAAAGCGCTTCTCCACCCTTCCTAGTACCTTCAATCGGACCTAGCACTGCTCGTCCAGGTAGATAACGAGTGGGATCGGAAGACGTCACGTGCGTAAGAAGACACCACGAGACGAGTACGTAGCCGTTCGACGGCAACGACCGGGAGTGCGAAGTGAACGACTGCACGCCTAACACGAGCACGCTTCGCCGATCCCAACCACTGGTCGTTAACGCTTACCCCGCACCGGCAGTAGCAACAACCCTAAGACGCCGCCCTAACAGGCGCCGGCGAAACCGCCCGGAAGGATCCCCGCTCCTGCTCAACGGGAAGCGAAAGTCGCACCGAAAGGGACGAGCCCCCCGGGAGGGCCGTTCACCGTAGCGTAAGGCCCGACAGCGGAGTACGATGGCG

ACCGCTAGATCGCAAGCGCAGAGCCTCGCCTAGGGAGTAGTAATTGCCCAACAGACAGCTCAGGTACTTCTCATAGAGAGGCGACCAACGACCGGACGCACCCGGCTATCGTAAAGGCCACACGGACGGGAAAGACTGCAAGACGCCCGAAACTTATGTTAAAAACACAATAAGACGAATATTGCAGGCGTAACATGGCACATGATGCCGCAATCGCACTTCACGAAGCTTGGCGTGGGAAACTGCCTTTCAATTGTCCTCCCACGAGCACTACACAAGGCCCTATAACTGCTCAGGTGAACTGGACAACCACAGCGACAGGCCATCTACGAAGGAGGGGCACTGGTCACTCCACACAGGGGTGCAAAGCCGTAGCAAGGCAGAAGATGCCCAGGCACACAAGCTCCCGGATACCCCCTAAACTCCCAGCAGCTCACAAGCGTCCGGTAACGGTAGGCTTCAGCTTTAGACACCCTGAAGAGAACTAACAAGCCACAGTAGCTACTGTACGTCTTAGAAACCAAGTGTCACTGACTATTCCAAAAGTCTTCAGGTTCACCTTCCAGTAAACTAGTACCTTTCTGGGAAAGAAGCAAGTCCGCCCGCCTTCTACGGCGAGTACGAGCAACAAGTCTAAGAAGGGAAGGCGAATTCGGTTACCTCAGAGAGACAACCGAATACTAACTTTCCGCTTAACCTGAGTAACGACCATAGGGAACAATGGAACCTCAGCTGCGAAAGGGCGGCCTAAGGATCACTTAAGCATGAACAACGATCGTCCCTAGATCAGGACCTATCGTTAACAGGAAGAATCGTACCCGTAGTAAGCATTCGGCGGGACTAGGAAACGTTAGCATAGCTCTAAGGGTGGGGCAACTACCAAGCTACACCAACCTTCCCAACGACCCTACGTAAGCACATCTCGCAAGAGAGTCCGGCTTAAGCAGGCAAAGGTCAGCAAACGGGATTGCGCCGTAGAGCCACACCAGCAGTGTAGTATAAGGTAGAGATGACAAAGGGGGCTCAACACCACTCCCCATGGGACACCGAACTACGATTAATCGTAGCTAACCAAATCGACCCTTAATAGGCCCTAAATAGCCACCTACACCTTAGAGGGATAGTGGCGGGCTAACCGACCCGTTAAAGACCGGTTTACGGGCCCGTTGCCCAGCCAGGGAAAACCAGACCAAGATAGTGATACAGCCCTAACTTTGCCCTTGACCCAAGAGATTGTAAGAAAATAGTCCTTCGAGAGCTAAACGTGCTCCAATGTGGGCCCACGAGCTCCCTAGGCCTGGAAGGCAGGCAGACGGGACCGAGCGCGCGTACCAGAGGCAGCCACACAGACTTGGAACACCGACGTAGAAGGTAGTGCTAGACCAACCTCCGGCACAAAAGACAAGCCCAAGAGGCAGCCAACAGTCCACGTAACTCTTCAGGGAGCTCCACCTTCACTGCTAAGGGAACCCACTCCGTGCAAACCATGGAGCAGAGCTAAGGGCCCATCTAAAGCGGAGCAGCTGAGAAGCTGTACCTTTAAAGGCTCCCCGCAGGGGACAAAGCCGGTTAGAACGCACTGACCGTTTCGAGCGACCGCAAGCCGGCGCGTCCAACAGGCCAGTCAGCAACAAGAGAATTCTCGACGAACAAGGGGAAGACAGGTACGATCGCCGAGAGGGAGCCACTACTATTCGCATCACCCCGACCCGAGACATAGGGGACATCGTGGTAACCTGCCCAGGGATCTCGCGCGAACTTTAAAGCGTGCAAGGCGGACCAGATAGCAGCTTGGCAGCCAGTACGACGTCCAGAGCGGCGTAACCATCGTTACAACACCTACCATCCAGCGGAGCCGGAGGCGCCCTACAGCTAGACCCTGCCGTACTAAATCCGACTTAGGCTGCCCATAAGCCCTCAGAGCCACCCTCGCCTGCGAGCCCCATCGACCGTACCCCAAGAAACGCGAAAACGGAAGCAAACGCCAGCGCCCCGACACGCTCCCTCTCCGGTACCCAACCCAAACGGCTTATCCCGGAGCGCAGACGCTTCGCGAACAGGCGCCTCTCACCAAGCCTCTAAACGTCTCCCGAGCCACACATGCGCCCCGGGCTGAGCCGGAAACGGACGCCTAACACGGTAATTACGAAATCGATAAGGACTGCCAATAGCATCGAGTACGGACGCTACCTTTACACGCGACCTCTAGAGAGAACTCCCCGACCACCCGGACTCTTAGCGCACCCAACCCTTGTAATTGAGCTTAAGCTAACCTAGGAAACCGAGCGAGGAAGTCCGTCTACACATCGAAGGCTACCCTTCGCTTCCAACTTGGCCCCAAGCGATTGAACACGTTCCCTAGGCAGGGACAAAGCCCTGGACCGCCCCCTTAGCCACTAGCACGAGCAGCGCACCCGCACTTACGCAGGCCGGGGAGAGCCCGGCCAAACGGGGACCGATCTCTGCGAACCCACTCGCGCTACAACACAGCATGGCACTGCTTAAGGAATCCGCAGGGGCCCTGCACCTAGCCTTACACGGCAGCTCGTACGCCAGCGTAAAGCCTACGAACTAAACCGCACGGCGCACGCACTCGGAACAGCCCTGCTAACGTACCGCTAACTTGCACGTAGACTTAGAACGTTGAACCGGGAACGATACGAACGAGGCCGTCTAACGACCAATCGG

AAGCTGAGGATAGTTCAACACGAGCTAAACCAGTGGAGGTAGCATGCGCCCCCGCATAGAAGGCCCGGTGAAGGCCAACTGCAGGAGGGCTGGCCACATTTACCTGGCCCACAGAACTCGCGTAAGAGGGACCCCTAACCGTGCGTATACACTGTAAGTCATCGCTCCCCCCAGAAGACCGCTCACGGCATACTCCAGTAGATACCTTCCAGTTGAGGTCACCATAACAACATCAACGCAAGTGCGCGCCAACTCGCAATGTTGACCTCGAGCGTGGCCCACACAATGCCTAGGCATTCATGGTAACCTGCAACTTTCCCTTACTGGGAAGATTGAACACCACACTTACCGCTCCTCTAAAATGGGCAGTTCCTGCCCAGGACAAAGAAGAGGACCAAGATGAAAGGCCGAAGCAGGAAGTAAACACAGCTGGAGCTAACTTGAAAGTCGACGGTACAAGCGGCGCCACTAAGACTCGCCAAGGCACAGCTCCAGGACACAGCTAACACTACCCAAATCCCCAACATGAGGACTCTCAGCCCCCAAGTAAACTCGTAAACTGCTCACAAGGATTCCAGGCCAGCATGACCGAGACTTAAAAGGCAACTATCAACGACAAGATCTAATCACACCATCTCGAGACATATAGACAGCAGTATGAGGTTACATGCCCTGTGCGCAGCCGGAACCACGTACATACGACTCTGACTCATCACTTACAGACCCCTCTGCATAGCAAATAGAGACCCAAAGGCCGGGGACCTTAACCCCATCAGTTGGAGTGTACTGTTACCCCGACCTCTCAGTTAGCATAAGCCCTTAGGTCTACACAGGACACTGTAGCAAAGGGGAAAGTGACAGACAGGATACCAAGTGCAATAGACTGACACTCCGAGTCCGGGCACAGAATACACTTCCACAGTACAGAGCAACTAGATGTAGATAGGACTTCACGACACCGGTATACACCCCCATACGAGCACAAGATGAACTAGATTAGAAGGCTCAACGTCTAGCCACGCCAAATCTTAACTTTACCAGGAGAAGTCCACAGCAAACGTACGAGGCCACAGCTATCGAATGGCCCCTCTAGCAGAAAGTCTAGAAGGCCATCCGCATAGGCCATGACACATGCTGAGAACCGTAAGCGACGGAACAATAGAGCCTCAAATGAACCAGACCAACCAGAAAGCACAGAAGCGCATACGTCCCCAATTCCAGGGGCGGCCACGGTGAACCTAGCCGCTAAAGACAGCAGGCAAGGGGTAATGAGAACAACATTCGAACGTTCTACGAGACGGCAACCCTCAGCACAACGACACCTCTGCTCGAACAAGTAGAGTCCCGAGCCCGTGACTCTCCGAGAACCCTCACAGGGCCTCAGCAAGATGCCTGGAACATCAGGGGAGAAGAAGCGAGCCCTGCTAATAGTCAACCTTCCCTTCAATAAGGAGAAAGAAGCCCGGAATAAAAGCGGGCGCAGGCTGAATACTACGAGCGGCTCCCATGGTACACAGAACCGCCGTCCCAAATCGACCCTTCACAGAGCCTTTATACGTAGTGGTAACGCGGCTGCCAAGCGATCCTAAGCATTGCAGGGAACACACCCAGCCCAGTGACGCTTACGAACCACTACAGGCCAGCCTTGGCCACGCGGTCTAACTGCTCCATCTCTCGGAACCTTAACTGCACCCTGACACAACCAGGCAGACGTGCCTTAGCTTACAAGTGTGAAGCCTGCTAAGCACGTGGGGGTTACAGCCAAGGAACCGGTCCAGTACCGCTTCAAGACCAAGCCCTCTACTAAGCCCAAGAGAAACATAGCAAGGCTAGCGACGCTCACTAATAGTGTTAAACGTGGAAAGCCGTGAGACTTGCGAAGCCGACTGCAGCAGCAAGGCTAGACCTGATTGCAGTACTGCAGGACGCGCCAGCACGACCCCGAAGCCAGCTCAACGCCTCCAGGAAGCTGAAATCGAACGTGTAGCGTCCAGTTGCAGCAACGAGCACCTGTTCAAGCGTACGGATCTTAGAAGTTCCGCTCCACTGAACTACGAATAGGCATAGGGACCCTGCCCGGACATAGTCCCCGCAACGGGGCGAGACAGCCTAGCTTGAAAAGCCGAGGCACCAAAGGAACACCTGGACACTAGGGCTTCCGAAGTCACTCCTAGCTTGCAGTAACCTGGAACGTCCACTTTGCAACTCAGCTAGGTCATAGCGATATCCGGAAAAGTGACCGTCAGGACGAGCGGAACTGATGTAGTACAACGCGTTATAAAGCTTAACTACACAGGAGCACGATACAGACAAGCCGCGACCACACAGTAAGTACTCCCACCTTGCCAGGCGCCTGCGACCTAACAATTGAGACTGCGCTAAAAGAGCGCTCTAACAAGCAGGAGACTCTACGGAGCCACTTCTACCACCACCGGGCGGCAAAAGCCTCCGAGGAGACGAAGCTCGCGCAGACGCTTCAACAGCACGACCGCTTAACCCGTCGGCAGACCAAGCGCCTTAGAGAGCACAAGGCCCGGGCACGTCCCAAGACGGACGAGAGACCAGGGAACCGCTCGTCTAAAATCGACATACCCATAGGTCTTAAGAGAGGGGAACCGTTTACCAACGGACCGACGCGACGGGCTACCGGCGGAAAGACAATCGCGACCAAGCCATCTTCAAGATTAAACGCAAACCAACGGCGAAAGCTATAAGGGAGGGACACCCCTACCTTAGGATAGCCCACGCACTAACAGTGGCAGCGCTCGGGTCACGAGGCTCCGCCTGCAAAGCAGGCTAGCCGCCCCAGGAAACCGCAAAGGGCCACCTAGCAGGGCGCGATTAGTAGACCACAACACACTAGGGTACAAGCATCGGGGACCGTTCAACTGCACGTAACTTCCCCTACTCCTTACAAACGAGGAAGCAAAACCGCTAGGAACCGACCGATCCCTACGCAACGGTCCCGACGGCTACGCTGTAACCTGCCGTTAGGAGCGCAGGTACGGACGACGTTCACCTATATCGGCATAGCTAGCGCTAGTACGAACATCGAGGAGCGGTAACCTCTTACAGACGCGTTAAGCTACAGATCGACGCCGACTGCTACGTTGCCCGACGCTAAAGACGACTCACGTAGCGAGAATCCGCCGGGTACGGACCCGTAAACGACCCCGACCGAGCCCCAAACGCCCTTCGAGAACGCCCCGGCTACAA

CTTTGACAGATACTGCAGCTTGACGAGGGCGAGGGAGGCTACCGTCTCGATCCACCAAGCGCTTTAAGTGAGGCTCAAAGTGCCAAGTTGGGGAAAATTGTACCCTAACGAGACAGCTAGATGGGCCTGCCAAACGCCCGTCAACTCTCCGTGTGAACCTCACTGGGCTAATCACCATAGAACGCAACGATACATCGCGGGGAAAGTATCCTGCAACTAATCATACGGCGACTCCGTTAAATCACCTCTAAAGCTGAACTTTACAGACCTGTTTAAAGAGCAAGGCATGACCAAAGAGCGCTAGAAGGTAACGAATCACAGGGCGATGGCCGAAGCTCAGGAGGTTAACACCCGCTGTAACTCACACCAGACGATCAAGTAGACTTACAAAAGTCGACCGCTAGGACGATAATGACTTCTACTCAGAGGCTGACCTGAACCCAAATCCCCATAGAGATTGGCGAAAGCATCGAGCCGTAAAAAAGCGCCCAACGGGAACACAGCGTTCTAACGTATCTGCGCGAAGCAGATACAACGACACTTCAACTTACAAACTTAAGGGGCTGAGAATCTTAAGTAGCATCAGCACCATAAAAAGGGAGCTTGGCCATAGCCCCCGAGCACCTCCAGATGCCGCCTGGCCTCATCCCAGGGCTAGGAAGTTACTAAGAAATGAAGATATGCACCTATACGAACCGAGCACTACACAAGGCCCATGGACTTAACATTCTACAGGAACATGAGCTGTTACCCCGAGAATCCAGCTCCAGGATACATAAGGCACACACAAGCAAGGATGGTCTAACCAGCAGAGAGAAGCCGAAGTCTGTGGTAAAGTGAACATGCCTCTTACCTAAGAGGCAGACTGTCAGGACAACAATGAAGAGCGACTTACGGTTCGCTAAACAGAGCGGCCCCACGGAACATCGACGGGTCGTAATACTAAACAAGATCTAGCTAGTCTTAAACTGTAGCATGAGCTGCGCGCTAACAGCCATCGTACCTTTCTGGCCAACGTCTGCTTGATAAGTAACCATGCTTTAACCTTGCAACAGTCCTGGAATCCATACTTCGCCGTCCATGGGAAGACTACCTCTAACAGTCGTACGAGTCGTACGAGAACTATGATGTTAAGGAGACAGCCAGCATTAGCCCTAGGCGTGAGAACACTAAAGAGGGTAAAAGGGACAGCCGCGTTTATAGGGAAAGGGCCCCACGAACCAGATCCACCAGAAGCAACTACCTGACATAACATCATAACAAGAACTGTTCCGAAGACAGGTCCATACAACACTGAGGGGAAGGAACGCAACCAAGGCAGTCAACACAGGGCTACGAAGCTTCAGCTACACAGGCCCTACGCGTATCCAATTACCGAGCAAGCTGGTGGCAGCCTTACAAAGGACCGCACGCAGCAGATGCAGCCGCCACTAGGATACCAAGGAGGTCCTACACCAGAGGCAAAAGCCAATATCGCACCGACGCTGCGAGGAAATCTACCCTGTACGAGCGACCCAGGGTGCAAGTCGCCAGAGACGTCACCCTGAGAAAGCTCAATGACAGGGACAATGGCCCTTAACTAGGATCTGGCCGTCAAAGCAGAGGGATGGGCTAACGCGGAACTGACCTTCCACAAAGGCGCCCGGAGCCCTAAGAGCCCTAAGGGAACTATTCGACAGACTTCCCCTACAGTAGGAAAGTTCCGCCCCAGTCTAAATCTTGGCATGACTTGCACACTGAATGGCCAGCTAAACTCTCTAACTAGCAGACAGGGTACGCATCCGTTAGGCGCGACTCAAGCATAGCCTAAAGAGACACATTCCCGCAGGCCAACCGCGGCACTACGCAACAGAGACCCCCAGAGGGAGGCCTAGCCAACAAGGCACGTAACGACAGCGCTCAAAGCTCTAGCAACACATCTAGAGAAACGTGCAGACGCACTTACACAGGGTCGCAACTTGAGGCCAAGCCAACCATGGCACGCTCCGTACAGACCTAAGATAGGAAGTAAAGCGGCACTTCCACAGAGCTCTACAAGAGCGGTTAGAACGCGCCGTAAGACAGACACGTACTCTAACAGCACTAACATAGTCAGCTGCCCCGCAAAGCTTACACATACAGGTAAAGCGTCCTTACTCTGCAACAGGACGTGGCAGCTATACTGCACAGTTATCCCGAGCATAAAAGGGGCTTCTACCGGACAGCCCTATGCCACAGACCCGTGCCAGAGGCAAGGTAACCTGCACACACATCGGCCCGGTACCTAAACTGTCCAGCAGAACGTCGGAGAGAGCGTAACCATCGGCAGTAGGTTCAAAGTACAACAGCAGCCATAACACAAGCGGATCGTCAAGAAGCAGAGTACCGCGGCTGCTCAGGCGAGCTCACGCGACATACAGAACTGCCGATCGAGCGACCGGGACACAGGAGATAACGCGGCTCCTTTCCCGTAAACAGCGGGCTAGCCCACTACGTACCGACGACAGAGCCAGTTGCGAACCAACCTTAATACCATGCTAACCTAGCAGCACTGGTACCCCACTCAAGGCTCTCGCAGCCGAACCATCAGCTAACCCTGCAAGATCTCTAGGCGAGAGCATAGGGCAGCAGAAAGCCCCCGGGCGATCACCCTGCAACGTACTATACAGATCGCTCTGCCACAACATGGTCGCGGAACGCTACCGGTACAGCCCCCTCCTAATCGCCGTCCGAACGCAACGTGTCGAGGCCCGGAACCTTGTACTGTGCGCGGACCCGCAGAGTCCGACTAGCAAGCGCCTGATAAGACCCCCGGGAACGTTCCGCAAAGCCCGCACCCCGCGTTTCCTGTACAAGGACACGTGCCTTAGCGCTCCCCCTAACGAGTTAACCCGCGGAACAGAGCCCCTCCTCGTAAACAACGACGCTCGAGCTTCCCGCAACCCTTAGCTAGCACATCCCCCTTTACCGAAAACAGCTGGGAACGAACGACTCGAGACGAAGGAGCGCGAGCTAAGAGCTACGAGACGTGAACAGCCCGCTACAGAAGCCCAAGCCCGGCGACGAAACCTGCTAACGTGAACGGTCTCTACAGCGAGCGTGCGACGATAGCCCTTCACGACCAGGCTACGTTCCCGGATCAAGCCTCTTAAGAGACGCCCGTTCATTGCGCGAGGCAGCGCTACGTTAGGCTTACGGGGAAAAGCGCGACGACGAGCCCGGAAGTAGCGACAAGCG

ACTGCACTGGGCAGGGAGATACAAAGTTACCTTCTCAGCTACGCATGCCTGAACACTATAGCCAAAACTCGGCCTGACAGCTTGAGCGGCGCACGAGCGACATCGGCAGGACCCACTCTCAAGCATAGTGATATTTCGCGGAAGAACCCTAAGGGTACATAGCCATGGGACTTACCATAACAACTCCTGTAAAGTCCCCAATCACAGAACATAGACCTGCACATTGGGCGCCCCCAATAGAAGTAGCGCCAGACTACTGACGTCAGACTGAAGGGGACAGAGAGTCGGCAACTGCTGATCCATAGCCATTTCTCCACACTAATACACGAGAAGTCAAGCCATATCTGGCCTACAAGTGTGCATGCGACATGCAGCCTCTCACCATCTTAAAAGACTGAGGGCGCCTAACTGCTCCGTCTCCCACAGTCATAACGTAAGCCAAGCCTAACAAAACACCCTGGAACCAGAAGAGTGCTCTTAAAAGGACCTATCGGGAAAGTATACATATTGGAAAACTAGCCAGAAGAAGATTCACCCACAGCCAGCGCTTGAGAGGCACAGCCAGCAGAAACCGGGAGCGCCCGTCAACTCTGCGCCAGAGACAGAACAGATAGGGGAAACGCAAGTGCGCTCGCAGCCGAATCCGCAAATTCCCGTGAGCCTAGGATTGAACACAGGGCTTCAGCTGCCGACTGCTCTACACCAGTCAAGGAAAGATCCGTTTAACCAAGGAGGCATTGAACAAAGACGCTAGAACCTGCCGGTAACCACTCCGATGGCACAGAACCCGGGTCAGGAACTGTGAGGTCCATGCCAGATCCCGTAGACATAGGCACGGTAGAAGGCAGGACGAAGCAGCGTGGAATCCCCATAGAGCCACTAGAAAGCCCGTAATACGGAAAGCTGAGATGGCCAGCACAATGCCCTTCAAATGGCGTTTCAGCAGGCTCGAGAAGCAATGTAGCAAGTAAACAAGGGCATACCGGCGTAGCTCCAATACGACGACCAAGCCCGCTTGGCGAATTAGAGCTCGGCTAAACATTACATAAACTTGAAAATAGAAGGAAGACGAACACTCGACAAGCCGTAGGACTTAACCTGCCAAACAGGCAACCACCCCGAACTTAGGGGGAAAGTTAGTGGACACACATAAGCACTAAGCCGAAGTGAACCTAAATTGACAGTTTACTCAAGCTGCAACTTCGAAGGCAGAGACACGCAGTACACCTGCCAAAGCCATTAGTACAAGTGAACAGCGTCACTTCTCTCTAACGGCCGATGCTGGCTCAAGCTAACGAATGATATGGAACCGGCCACCCCCGCAAGCTTGTAAGGCTAGCGCTAGGCTCACCCAGACCTTCCCTCTGACGTAGATCAGCAAGGAGAAGTGGCGTTATAACCTACCAGGAGGCCTACCGAGGCACCTGAATGGGAGAGGACCTGGCCAACTCTCCAGACGTACGAGTCGTAGAAGGAAGTCTAACTGCTCTAAGACTATCCACAGCGAGATCACTTTCCCCTGAGATAAAGCGTTTACTGCGATAGGGAAGTGAAGTTAGAGGCCTACGCGGAATGCAGGCATGACTGTGCAGAAACACAACGCATGGAGAGCCAACGTGAGATAGCCTACCCCAGGGAACCCGCCCGCTACTCATAACCATCACGATGGCAGCAAGAGCCCTATAAAGGAAATCCCAAAACGTTCCGTTCGGTCAACAATTGACGTTAAACGACACAACAAGGGCAAGAGGAGCCTTAGGCCCAGAGAACGGGCACAAGAGCAAGCGAATTGCGGGGGCACCCTGCAGCCCTCATCAGGACAACCATATGGAGCCCACCGAGCTGGTCAAGCCAACTGCCATGACGGATGCACATCCAAGGTATTGAGCACGAGCGCGCGAGGCTCCCAAGGTCGCCCCCCACAGAACTACGCGTAGCACTGATCCCCACCGTCACAGTGCCCCCTTCTGTACACTGTCCCCTTTAAGCCCCCGACACACTAGAACAGTGCCTGAAGCCTGACTTGCCACATGGAACGATCGCAAAGCGAAAGGAGGACGAATCCAGGTACAAGAGGTCATAAACGAATAGGCAGCACTAGCCCCAGACGTAACGGCATCGGAACAGGGGAGCTTCACCTGCACAACCAAGCTTCTAAGCACGTGGGTTCCACAGTGACAGAGGAGGTGGAGTCAAAAGTACTACAGAAAGGGAACGAGCTAGCGACACTCACGCTCAAAAGCCCCTCTCAGGAATTATGCAAACTACAGAGCAAGAGAGGTGCCAACAGGTTAGACACTTCCCTGCGAACACGCACCAGCGCCTAGCCAGCTAGAAGTAAACAGCAAGCGGAGGTAGCACTTCCGCGTCAGTTATCATAAGCAAAGCCTCGTAAGCACGAAGGATACAGCACATGCCAGCCTGAGGGACCGCGCAAGCAACACAAGCGTTGTAAAGCGTGACGAAAGAAGCGAAGACCGAGAGCGGGGAAGGCCGCGGGAAGAACGACCTTAAGGAGCCCCTGTCCTTACACCAGGAATTCGCCCCTAACTCCCCGGTTACCTTTTAATGAGCCTAGGATAGCTAAATACGGCTTCCAAGAGGGCTTAAAGTACGATACCGCGGGGCCTTAAGAGCTGCAGCTAGATGGGCAGAGCTGTGCGACAGTCCCTTAGCACTTAAAGGCTCAAAGGGAGGGATGCAAGCGCCGGAGTGTTAAAGCCCAGATACAGACCTGGGCCACAAGGAAGCACAATTCACATTCGGAAGCACAGCGCACGGTCACGTAAAAGCCCACACAGCACTTACGTATCAGCTACAGTAAACACGGCCGCGTTAGAGACCATTAGACAGCGAAAGGGCCAGGACCCCTGAACGAGACCGTACCGCTAGCAGCAAAAAGGTCAGAAGAAGGCTCATCGCATACGGACGTCTGCCATAAAAGGCCGATCACCAGGGCTATACCGGATCCTTAGACAAGCGAAACGTTAGGAAAGAGGCAGGGTAAGTCGACGCACCGGTCCAGGTTCACCGTCGAGCGGGCGATAACAGTTAACACACAGCAGCGGTTAAAGGAACGGCCCCCTTCTACTCTCACTGCAGGGCTTAATCGCGGCAGCCCTAACCGATGCCATAGCGCGACAAGATACCGGCTACCTAGAGATTAGGAACGTCAGGCCTATCGATGCGGTACTAGCACATGGCCAAAGGAGCAGAAGCGATACGACTGGTCTATAACGACATAACCACCTATAAGGACTGTACGGCGACACGTGCCTACAGCTCGAAACCCGTCCCCCGAGGGAAGGTTTACTAGACAGCCGCAGCGTGCAGCTCACGGCTCCGTTAATTCCGCACGTGCTGTTACTACAAAGAACGGCTGTAGCTAAACCTGCACGGTCCCAGAGCCACTAGAGCATCCCTTAGACGCAGGACCCCGCTTTAGCCCTACCCTTAAGCCTACGAAACCCTAAGAACCGCCTAAAGGAGCTAACACAGAGCTAAGATCGACGCCGAAATTCGGAGGCCCGGTGCCGAGCCGTTAACCCCCGGACGACGCATAGGCACGACGCAGACCGTTCCACGAAGCCTGCGAAGCTCACGCATATCGTCCACGAACGTGAAAGAGACCCCGCACTCTACAAAGCGACGCTCAAGCCTACGCAACCCGCGGCTCGAAAGCGC

AACACTTATTGACGTGTACCCAGAAGACTAACAAGGAACAAGACTAGATAACTATAAATACATACCATTCCGCACGTGAGGTTGATTTACCAGTGAGTCCTACCACCCGGATCCTCAGGACACGAATACGAAAAGTGAATATGAAAGTTGATTGGCCCACTAGATCAAACCCCTCTGAGAATAACAATCTTACAGTGGAAGCAGTGACCAGGAATATATGGAACAATATTATAAAAGAGCAGTTGAACAACTAGTTAACCTCCCAGAGGGACTGATAAGGATCTTCAAGATAGCCGCGGCCTATCAGGCTAAGAAGGAACGCCAGAGTGCCAGGTCAGACATGAGCCACTATTAGATTCCGGCCGAACGGTGAGTCAGACCTATGCCTCCACAGCCCAGCCAATCGATCAGCACAATCGCCCATCGTACTAAGTTTAATACCTATGTGAAAGCGGAAGTTATCCTGTAGGCAGAACTATAGCCAAACGTGCAAATGGCAGCGGCGCACGAGCGGCAAGGGCCGCTATAATGTCCATGCTGATAAAGCCAAGAATTCGGCAACGGGACGCAGGTAGAACGTCACCTAGAATAATGCATAAGATAGACAAACGTCAATGACAGTAATCTGAAAGCGCAGGCCTAACCTAAAGCTAAAACATGTATAGAAGCAATACTTATGAAAGAGTGTAAACTTGCACATCGCGAATAGTTCAAGAGTTAGCTGGAAAAGGTGGCCCACTAAACAGCCATGTGCTAAGGCTAACTGCCCGTGGCAGCCTGAGGCCCGACACACAGAAAAGAAACCTTGACGGTTTAGAGGGCCCAGAAGATACCCCCCCAGATCCAATCGTGCTCTTACATTCCAGGGACGCTCAAGGTGTACTAGAGATTGTAATCAGCAGCTAGCCTTGACCCAGGCCCACAACCGGGCGCTCCAGCACTAAGACCCTTATAATGGGGCCACTCGAGTGATGCCAATTAGAAATGATGATGGCCCAACACACGATACATCGCGCCGAAGCAGGAAGCGTGAAGAGGCTGCAAGCTTAATAGGCAATACGGAGTCCACAGTACATCACCAGATCCCTGCCCACCCTAGCTCTACATGTAACGCTGCGGGGCAATGACCCCGGGCCCTCAGGCCACTAAACAAAGGAGCCAGACGTAGACTGTACAAAGTGTCAGGCATTACAAGTACCACTAAGACAGCAGACTTCTGGACTAAGTTCCGACAACCCAACGCTGAAGATTACCACCCCAACGTATCCGAGAAGCAAGGAGGAAGCTTACAGACAGACGACATATTAACCTAAAAAGAACACGAATCCATAACAAGGGGAAGACGAGAGACCAGAGCAATCGGTAGAAACGGAGCCAGGGACATAACCCCAGAGTTACCTCTGCGAGCCCACAGAAAGGAAGACGCAAATCGGGTCATAACCCATCAGGCTCCAGATCGACCTCTCTGCAAGAGTCAAGCTCGGCGAAAAGCCGCTAACCAGTTTGAGAGCAAAGGTGAATGGACCTAAGCAAACGCGTGAAGCTCCCATAAGGGCAGTAAGGTTCACTGTCCCTGCACAATAGCATCCCACGCAGGCTGCAATACTCGCAAGCCGGTAGAAGGTCATCCAGAGAGCTAGGAATTAACCACAGAGCCTAAGCAGCTCGATAGTGGGGCCCAAAGGCAGCACCCACAGACACGACCACTTAGTCTTATCACGACTCGGCGGAGCAACACAGGGCTCACCTTTCGTATGACATAGCGAGACCGTCCCAACAGAGCTTGCCAGAAGCCCTTCACAACAGCACAGCCTGGCCACAGTCCGGCGAAGTCTAACTAGTAAGCCTCATTCACTATCCGAGACACATCCGCATTAGAGTTTCCACAACAGTTCAGGGAAACTGAACCGCGGAATTAAGCCTCTCCATGCCATTACACCGAAGAGGCGGCCTGACAAGAGAGATAACGATTGCCAGCCCACCCGTCCAGCCAAGGCACTGGACGGTGAATAGGAAAGCTTGAGAGCCTCCCAACTACGAGACGGCCCACAGCTTAAAAACCCTAGCTTCAGTATCCAATGCCTACCAGGAAACAGCTGAGTCGGAACTGCAGGCTTAAGAAGGAGGTGGAAGCGACGCAGCAGTAGAAGATGCACTCGCAGCCGCCGTTACAAGGACCGAAAGCGAGTCAAGCCAAGCCAGCGCTTACTCGACCCATGCCAGAGGCACTCAAACCATAGCTGCATACTAGCCCCCAAAGCCAGTCGCGACCGCCAGAGAACCATGAATCGACACGGCCTCCGCCCGTCACTCCTCCACAGGCGATCCCGGGTACCTGAAACATGGGCGAAAAACCAGCCTCTACTTCCCCAGGTAAACTTAAACGAAGCACTACAGATAGCATCAAGAGAGGCTAGACAGACCGCTGAAGAGCTCCCTAGGCTTAGCCAGGCCAAGCTTGGTTCAGAGCAAGCGTACACGTAGCAGCGCCGGTCCCAGCTCCAAACCCTGAGCGGGCAACATCAGCCTACCGCCCAAGTTAGAACGACGCAAGGCACCTACACGTAACGCTCAAGGCCAAGAAGACTTCACCAGACGGAAAGCGAGAGCAGCATGACAGGTAGACCCAGTGTCGGCAACGGGCCATGCGAAGCTAACAGGGGCGAAGCCAAGGAAACGCTACACGCAGCTGTAGTCCACCTTTGCGGATACAGCGCGCCGCGACGACGCAACGAGAGGTCCCTGTGCGCCGCAAGCTTACAACGAACTCCCCCTACACCTTCCAAAGCTACTACCACCCTGAGCTATCCCGACGAACGACTTACACCAGGAACAGGCCGATACCACTAGAGACCGGTATACACCAGGACTGTACTCTCACCAAAGCTAAAGACCTGCGGATCACTTTAACTGGTAACTGTGAGAGACAGGGAAAGGGGAAGCAGCAAAGCAGCGAGCGCGTAAGTGCGACAGTCCATGCAGAACAGCAGGTAATAGACACAAAGGAGGAGGATTAGCCTGCGCGCGACCAGATTGGCTGCCAGCCCTATAGAGCGGTCAAGCTCCGGCATAAACACCCAATTGCCAGTACAGTGCCCTTAACAGCGGCACTGCCAGCGACATGCGACACACGCCTAACCCTGAAAAGGGGGCACCCGCTAGGTGAACCCGACAGTTGTACTTAACAACGCAAACGGCCGTTAACTCTAAAACCTGATAGGGAGGGAGGCCTACGACTTACACGTCCGACTACGATGCGCGCCAATGCTCCAGGGGCAGCCGCGTTTAGCCCCAATCGAGACGTGGCAGAAGCGAACGACTTAGACGTGACTATGCAGGCATACGCACTCCTAAGGCCCCCGAGCACCTGGAGCTACCTAAGGAAGCCTCTAAAGACTACAATAGCAAACGCGTACCTAGAAGGGAGGCTACCCCCGCCGGTTCACAGCTAAAGCGCTTATCGAAGCAAGGCCTCATACGCAGGAACCCTTAAACGTGAAACGCAGCCTACGTAGACGATGAACGACTCGTTCCGCCCGCCCAGCGCTAACACCACGACTGTACCCAAGGCGGGGAGCGCGCCCCCGGCCCGTAAAGGGTCAGGGACCCTAGCAGGGCGCCAGCCTGTGACTAGACCCGCCGCAGCTACTGCTCAGCACGAAGCTATAGAGAGGGATACAAGCCCTACAGTAGGGAAAGCGTGGACCCAACGGTAGAACGACAACCACTAGGCTGCAGCCCCGACGTAACTACGCAAGGAGCCGTATAGTCTAACTTCGAAAGCATGCTACAACGCTCATAACGCGGCTCACTAAGGAACGCGCCGTACGAGGCGTCGAAAGCAGGCCACGCCCTTGCCGTCAAGCTTTACCTTAGAGTACGCCATGGCACCGAGCGGAACCTTTAACGAACCTAGGCAGCTCAGTTAACCTCGAAGCCTTACTTAGACTTGTAAGCGACCTTAAGACTAGCAACGACACACGACGCGAAACGTCTAGAGGCTCTAGACCGCGGGTTCGACCGCAGAGCGCCACCGCTCGCACCTACGGAAGCCCCAAGGCTCCGTGAGACGTA

AGTTTGCGCTACCTTCCACTGTGCCTAACAAGAGCCACCTTGAATTGCGCCGCAAACCTGCTCCCCACCAGTACTAGAACACAAAGACAGCTCAGAGAGACATCCAGAACGGATAGGTCGCACGTGAGGTTGGCATCCCCAGCCGCCCTACACGAATACAGAAGTGAACCCGACTACGAAAGCTCCCCTTCACCTGTCATCTGGCATCCCCTGGGAACAGGCATCTAGATTGGCGCTGGAACATTAACCAGGACCAGATCCCAACAAGTCAGCCTCTAAGTAACTAAGCATCTACAGCCCAGTTCACCTCCCTCTTAATCTCCAGGACGACCTATAGATAGCACAATGACCTCCAAACCAGAGGCAAGTGGCAACCCGGCATACAGACCACAGGTCAGGTGATAGGGAAAAGACGATTCCGCCCAAACGGTGAGTCAGAAGGGCATCATCGTTCTAAGCGCTCCATCGCTAGCAACTTACAACAGCCTGGGCCACTGGCAGGTAAGTTACATAAGCGTTTGACCTGTAAAGCTTCCCAAGAGATACAAGCCAGCATTAAGCCCAGCGGCAACCTGAAGGGCCGGAACACTAGACCCAGCGGTTAAAAACCCTATGCACAATCCGATTCGGCAACGGGAGTCAACTATGCCAAAGAGCTATCTGGCCCTGCACGAGAGCCGTTTCGTGAACCAATGAAGCGCACGCCAGCGTAAAAAGAGAGACGTCAGACTGCGCCTCGGTCCAAGCAGCAGTCGGCGAAACAGCCACAGGATAGAAGCAGGCCCACCACACAGCAAGCTTAAGCATGCGGGAGTAAAAAGGCGTGGCGACATACCTGAGCTGCAGCCCCCAGGAGCCCGTAAGGAAGTCAGCTCACCATGCCCCTAAAGCTAGACAATAAACGCCAGCGCCCACATCAGCACTCCCAGAAAGGACACTCCCAGAGATCGCAACAGTAGAACGATAAGTGCGAAGGGACAAGTGCTGGTATCTGCACAAGCACCCTACATTAAATAACTAACAACTTGCTAATCTACATCCTAACCGCTCCGACTCACAGTCAGATCCACACCTAGAGGCAGGACAAGGGAACGGGGCGGAGCAATTCAGAGTGGATACATATCAGGAAGAGCTACTGGGCCCTCAGGCCACACATCCCTGTAAGGCAACGTTACAATAGGCAAGTCGCGATGCGCGCCACAGCAGATAACCATCGAGCGGCTACAGCTACCAGCAGGCTTACTTAAACAGTCCAGCATCAACTTATCGAGAGTAGCAAACCACCAAGGGGAACCCATACAGGATAGAGCAGCCGCTCCAGCTGTACTCTTCACAGCAACGTACATCGCCCAATCGCAGATGAGCTAAATCTAACCAATCGGCTAAAACTGCAGAACCAGCCAGATCGGGCGAGCACGCCGCCAGGAAAACAGGAGAAGGAGAGTCTAACAATACCTAGCAGGAGCCTCCAACACCGTCATAACATGCCCAGGCATAGCGCCGCGCACTGTACGTGAACTTCGAAGGCAGGCTCCCATAAGGAGACACGCAGTAATGGCACACCTGCAATAGGCTGCACGGTAGCGGTTCCTCTAAAAGGCACCTACAACCTTCAGTAGGAAGACACGCTTCGGATAAGCTAACAAGCGCACGATCACGGAACATCGACGCAAGCTAAACCAGTTCCTTGTAGCGCTAATCATGCGTAGAGACTACACGTCTCAACACATGGAGACCATGAAAGGACTTTAAATAGACACAGAGCATTGGACCTACACCTGGAACGTAACTTCGCACGTCCCGTCCCGTTCCTACCGATATCGATAGGCAATCCTCCCATTCGCATCACAGCCAGAAGGAGACCTAGCAACACCTGGCACCGAAGGAGACCAGTTAGCGTGAAGCAATATAAAGAAGGAGGGCCTACATATACGCGGACAATCAAAAGCTGATAACCAGCTGCAGTAGCACAGGATTCACACTCTCGTAAGACTGTTCAAGTCTCTAGCCACCCGTCCGCTAAGTCTGGACAGCGAGCTAACCCTGGGGAACTAGGAAAGAAAGCCGTTCGCTCTACAATTGCAACCACCTACGGCTCGAGATCCCCCAGAGAAGCTCCTTTGACTTTCCAACTGTGCTTCATATGCAAGGGTCAAGAGCAACCTACGCAGCAGCCTGAGCCGCCCGTAGACTTAGGAGCCCAAAGGGCGAGGAGGCTCAGAAGTACTCTGCCGCTTAAGTGATCTACAACAGAGGAAGTGCATAGGGGCTCACGGTGCAACCGCCGACCGCACTAGGATCCGCCCGTTAGCATAACGCCGAGAGAGAGCCTGACTTTACAGCAACCTCTGAACGTTCCGTTGCGATCCAAGCCATCAGAGCATCACGCTACAGACAGGGCACGCGAGGAAGCTGAACAAGCTGATCTTCGAGCTCCCTGGAACACGAACGTGCCGTTAGGTTCGAGGTTCAGGCCCCAGGTGCATCCAGCCCCAGGCTATAACAGACCAACCGCCTCCGCGGCACCGTAACGAGGCCTAAGCAGTTAGACAGAACCAGACACGTATAACAAGTCGACAGCTCCTCCTAATACACACGCTCCAGAAGCATCACAGCCTGACAGTGATATGTTAAACTGAGGTACACGATTACCTCACAAGCTGCGGGGCAACAATCCGCACACGGAGCCCAAGCCGTGAGGAAGCCCCAAACCCGATCCGGAAGCCTAGCAAGCGGAGGTAGGTAAACCCGCGACGACGCGATTGCGAACGCGCCGTAACACGTGCCTACAGGTCCCGTGTACGCGCAATAGTACACGAGAGCAGGCCTAGACAACGAAGAAGCCCTTACGCCCCAAACCGCCTGCTACTATAGAGGCACCCACAGAGGCAAAGGAGGCCCGCACCGACCACGGGGCTATGACCTAACGCCCCCAGCCTAGCCAGCGCTTGACTTCCCACGGAGACACAGCAGTCGCTCTACACAGCTCATCGGGCAAACCTTCACCAGTAACACTAAAGGAGCAAAGAGACGCCAACGTCCAGTTCGCAGTGGAGAGCGCAAAGCACAACCCTTAGCACTTAAAAACCGTTACAACCTTTAAAGCAGAGCGGAAGCGTAGTGTTACAAAGGCCTGCAGCGACAAGACAAAGAACGCCTCTCGTACTAACTGCAGGTTAAGGCTGACCCCTACTGGTCCTTGCCGACCCCCATGCACCCTCGAACACGCAGCGGGCTAGCGCGTTAAACGCGGTAGACGAAAGCAGGGAGAACTAGCAGGACATGAGCAGTATGACATGTAGCATGCTGAAGCCATGGCCGAGGACAGCCGTTGTACAGAAGAGAGCAAAGGCTAGCTTGGTCCTACATCGCCTCGCATGAGCAAGAGAGAGGCTAAGGTACCCTAAGAGACCTATACGCGAGGGACTAGTCCCCGGGCCCTGCAGAGACCTTAGAACCGCTCTTGCAAAATCGCTGCCACTTTGCGTCTTAAATAGCCCTACCGGGACCCCGTAAACGCGACAGGAGCGTCCCAGGGACCCTAAAGAGTGCAGGACCCTCATAAGGGCACTAAGCGAACCAATACCCATGCGAACGTTAAGCGAATAAGGACGGTGCAAAGGCCCCAAACTCAAGCGCGGCCGGGCAACCCTACTAGAACCCCACACCAGCGTCCACCATGGCCCCTTCCCCTTAGCTGAAGCTTCCAAGGGGAGCTACCTAGTAAGGCCCGGGCCACTTCTACTAGGCAGTCTACCAGGACTGCTCCATAACGCCTTAACGTAGCAGCGCACACACGACGGCCCCTAGAACGACGGGCTAGAAGGCACAGTGGCTACACCTAGGCCAGGGGCTTAAGAGCACAAGACGCCTCTAGGGTTACAGGGACCCACGCTGTTAGAACGACCGCCCAGGGGCAAGGCCAGGAATCTCTTATCGTCAGCTTTAAGACGAGCACGACTAATCCACGGGACGGCCAAGCCCCGTGGAAAGCACCCATAGCAGCCGTCGAAAACAGGAAGGCATCTTGGCCGGTGACTAAAGCGCTGAGCGGGACATAGCGGTCGACACGCACGAAGCAAGCCTCCGCAGCTAAGACGAGCGACGAGGACAAGGCAAGGCAGCCGACCTTAGCCTTAACGAACAGCAAGCCCTGCGCGATTATAACGACGCTGCTCCGCAAGGCTCCTACGCATACGACATACGCCCGCGCCGTACCGGGGAAACGCTACGGTC

AGCAAAAATGGTCAAGAGTAAAGAATACGCGTACACGGAAGAGAGGGAGAGTTAGCCAAACCCGAGAAGGTAATGAGCGCTTACTGCGAAAAAAGCAACTTAATGTAATCTCCACACCAGACCACCCAATCACTTAGAACTGCTCAGCTAGGGGAAGAAGACTACTGACTAATCACGTTGATGCGGCCACAGAAATCGAGTACAATAAGGACTTATAAGCATGGATACAAGTACCTGCCCAGCTAACCATAGCCCTAAACACTAATCCCGCTTCGCATAGAACGCTACCGGTACATAAACCAGCTCAGATGCACTAAAATCGAAAAAAGGGCCCACGGGCTACCAAGCTAACTAAGACAGCATACCGAACCCAACCGTACGCCCACCCAGGCTTAAAGGTTGCTCTGAGCATCCATAAAGGAGACCAGATCCGGTTGAAGTGGGCACGGGATGTACAGAGAAGAACGAAAGTGAATATGAGTTGAAACTTGGACAGTCAATAAGCAATGGCAGCTGGGCTGAACCAGAGCCATAGCCCCCATGTCAAAGGAACCTGAGCCAGGGAGAAGACATTCCGTGTTAACACGAGGCCACCGGGAGAAGTAATCTGAAGCCAGACTGAAGAGTATGGGACGACCCACAACAGACCAGTTAAGAGGAACTAACAGGAGAGAGGCAGAAGGACACCCAAAGTCCAACCATAAGGGCAATGGGGTTCTACACCACATCGATACAGTGAATCGCCACTCCAAGTCTAACACACTGTGAAACGTGAGCGGAGATACACCTGTAACTTTGACCATCCTCTTCGGCCCCCATTCACGGGACGCACGAAGTCTCACTATCCTAGACAGCCGGAAGGGTCATCAACAGTGAATGCTGACTGTGAACCACATGCACAATCCGCAACGGCATTAATCAGGAAGTCCCATGATCAATCACACACGTACCCCGCGTTTCCGCCAGCGGTCAGTAGAAGAAACAGGCCTACTGTCCTAGACAGAAAGAAGGCAAACATCGGGGCGAAGCTTACTGATCACATGGCTATAATCCACACACTGCAAGCTGCTAATACAGTGGGATGCAAGATGGCTGCTAGCTAGAACCCCCCCAGAAGTGGCATAACCAAAAGGGGGAGCCAATGCGGCTTTACCTATCGATTGCCACACGCTTTAAAAGCCCAGTAAAAGCTAGAACTCCTAGAAAGCAACCAGCCAGGAGCCAGGCATACTGGGACTCAAGACCTTCCTGGGCAGACAACATAACAACGCAAATACGACCTCGGGAATAACAATGACAGGGGAGATCCTACTCGACTGCATCAGGAAACAGCACTTAAACGGCCCGCTCAGTCCAATCTAGATGCAAGTTTAACCAAGGACCCTATGAACAAGCTGCAGGACCGATTTAAACTCAACCTCTGATGGCAGGGCAACCCTCAGGAAGCCAAAGCCTCAGAGCCCATCCCCACCTAACCAGAGAAAGTCGACCGCTACGGTAAGATCGCAAGCGGTACCAAACAGTAGGACGCCACAAGTAGTAATTGCCCAGGACATCCCCATTGGCACCGGAATCGAGCGCACCGCGGAATCGTAATCAGAACCCCACGTAAGAACGTATCAATGCCTACCAGGATTACCCTTCACGACACCATGAAGATTGTAAGGACACAGACTAGGCCAAGGGAGCAGCGGAACCCGACCAACGAAGTGAGCAACAAGGAGTTACCAGCGGACCTATACGAACACGCAAACTCGATCATAAGTAGGATAGTCAGAGGCCGAGACAATTCTAACTTAGAGTACCAATCGGCCCTTAGGGGCACTGAGAGGTGCAAACAGACTTTCCCAAAGAATAGCGAGCTATCTTCGAACATACAGGTTCATGGCACCTGCATAGGAAAGGACACAAAGCAAAGCAAAGCAGCCATGCCTCTAACATGGGCGGCCGAAGCTACTAAGCCCGGAGAGGCCTGCTCAATGCTAACATACGCGCAAGTAGCCAGATCCATCTTCAGGTTCAAAGAGTCCCAGAATCGTACCTTTCCCGCACGAACTCGTTATACACGTCCGAGGCCAGTCAAGACTACCTCTAACAGCGACATTGACCGTACGATTATAACGACTACTACTGCGAAGTGAACATATACAGTGCAGGTGCACAACGCCTTAAAGCCATCCGAAGCTTTTACTACCCCAACTGACTCTCGCTGACCAGCCCCTGTTCAATCGTACCTAGACCCGTCCGCTAAGGAATGGTTAAGCCTCCAAAGGAAGTCTGGCAGCACAGGCCGGATCCCTACGAGCTCTACTAGAACCAGTACATTACAAGGTGAGCTACAGGTCCATGCATCAACTCCTTCCCTAATCAACCCACGCATGCAGGGGCAACGACGCTCGAAGGTACGCATTAGACTGACTCTCCACTTCCGCTGTAAGAAGGAGCCGCCCGCAGCCGCCACCTATACATAAGAGGCAGCAGTTCCTAGAGCATGCAATGACGCACCGATAAACAGAAGCCGTAGCAACAGCCAAGGTCGCTCACACTACGACGAGGCACGGCCTCCGCATTGTGAGTGCCTACCTAAAACGCGCTGCCCTCATCGGCAGAAAGACCACTCCCCTCACAGGAACAAACCAGATACAGCACTCGCTTTGCCTCCTAATAGAGAACGAAAGGCTACCAGCACCGACGCATTGGGTAGACCTATGAGCATGAACACGCACGGCAGCTCCAACAACCCAAGCAGGGACCGAGCGCGCGTCATCTTAAGGGTTACTTGTCGCAGAAAGTCTACTTGGAACACCGACGTAGCGACCCCGGTCCCCTCCGCTAGGAAGTAAGACTGTACAAACCTACAGACTGAGCATTAGGCAGCAGGCAGCCACGAGCCGTATAGAGTACAACCGACCCTAGAGAACCAGGATACACAGCAGGATGGTGATAACTAAGACAAAGAGCCTCGATCTACCTGAACTCGTCCACAGGACATGCGGAGGAGAGAGCCTGGCCCACCTGAGCTGGCGCACACAGAGCAAGGAGACGCTCCCAAACCCGATCCCAGCGCGAACCAACAGCGAGAGACCCAAGATGCAGGCCACCCTCGTACAGAGGAGTGGCGCATACGCCTACCCCATAACCTAAACAGCACACTGGCCGCAACCTTGCCTTTACGAGCACAGTATCAAGCGTAGGTCGCACGTACACGTGAAAGTCCTCCAGAACCGCAGCACACAACACCAGGGGTACGAAAGACACCTTAACCCTGGCCCTTCAGAACCAAGCATCAAGGGGTCTAGACCAGGATAGGGAGCTTCAACGGGGGCTTGACTCTCAACGGAGAGGAACACAGCTAGGCTGTAGCTATAAGCACCCAGGGAAAGCCGCCACGGGCAACAAGGCACTCCTGAGGGCATCGGCAGCATAAACCCTATCGCAAATAGGAAGGACAAGACGGGAGCAACGCGCCCTCCAGACGCCACCGTCCTACAAGCAGTACAGGGACATAGCATAGGCAAGGGACCGAAACTACACGCTAAACGATAGGCCGGACTTAAAAGCAGGAAGCTTAGAGAGAGCTTCACTGGCAGCGGCCGGACAAGGGCCCCAGAGAGAGCAAAGGCACAGGAAATGGGGCAGAAGACACGGGGCAACACTGGGCGTAAAAGCTCCCCCTCGATCAGCCTCCACACGGCCAGTCGGGACGACCCTTCCGTAACAAACGCGAGGGAGCATGCGAACTAGAGCCTGTAGGCAAGGGGAGCAGGAGATTAAAACTCGTCCTAACATTAGAGGAGCCGACCGCGCTAGCCATGGAACGCCACGCAGCAAAGGGTTGTACAGGAGACAGGAAGACGACCTAGGAACAGGCAGGCAGCAGACAACGTACATGGCCGACTACGGATCACAGGCAGAGGCTACGGAAGAGCTCTGAACACGTGGCGAACGAGAGCCCCTCACGAAGCAAGCACCAAGAGAGCCCTACTCTACCCTACAACCGTGCCTGGACCTTTAGCTACACGCAGCCCCTGCGCCAGCCCCCTAGCGGTAGAAGGCGCTTCCCAACTAAGGGAACTTCTACGGAAGCTAACAAAGCCTAGGGACAAAGCCAGCCGACACCTCATCGTCCACGAGAGATAGGAGCCCCCCCGGAGCTTGACCTGCCCCGTACGACAGCGTGCCCGCAACAGGCCCACTAGTGACCGCATAGCCCGTGTAAGCCTAAGAGGGGACGAAGGCGGACCTAAGCTAGCCGCTCCCCCTGTCCCCGCACAGTCGAGGGTAAAGGCCCGCCGCAGAAGCCTTACAATGGCGCTATAGCTAAAGGCGCTACCCGCGCTGCAGCTTGTACGTAAGCTATTACTTAGCATAGCAGCCGAACGTGTCCCTTACAGCCCCAGGCTCACGCGGACGGGCACACACACAAGCAAGGCTGCACGCGTTAACGCCGCCCTCTTACGTAGAGCAAGCCCTAGCCTTAAGGTCTTAGTCCGAGGCTTACGCTTAAGCGCTCGTAGCCCGGAAACCAGGCGTACACCTGCGGTGCGACCTTAGCGTTCCAGCGGGGCCTTAGAACGCATAACG

CCTTCGTAGGGAAGGCAACCCAGACTGTACACAATACATATGAGGGTAAAGAGGCTTTTAATAGGACATTCCCCCTCCATAAGAACACCTCCTGAGACGAGTACGTAGGTGGGAGGATTAGTAGGACCGTACAGTTCAAAGTTCGACCTCATAGAGCCCCGGCAGTGGTCTACACATAAGATTGTGATAGTGACTGGAAAGCAACACAGACCCTACCGACAGCGTGACAATGGCAGGATGGTAGTAAGGAATCAGCACAGTCCCGAGGCAGCAGGAAACCACGTTTAACCTCAGGAGGGCGAATGAATCAAGGAGTTACTTGTCACGAAAGGACACTCTAGAGGGGCACACTGGCCTACAAAAAGCACCTAGAAACACATCCTCGACTGCCGACTAATGGACCCCCAGGAAGTAACCTCTAGTGGACAGGGCCCACAGTAGAGAATAAGGCTTTGCAAGTACCCAAGGACCCTACATCCAGCACCAACAGAGGTTAAATGGCAAACACTAAAGAGAAACGAGTCCGAAAAGTGTCGGTACTAGCAACTCTCCAACCAGCTGTGACCCCACCCCAACACGGCTGATCCCCAGAACCTTGGCCATGCACTGGTACCAAGAGGTCTAAACCGTACGCCCGTTGCATAAGCACCTTCCATGCAGCAAGTAGAGACCGGTTGAGGATCCCACGAACCCGACCGTCAGCAAACAAGCTCCGCGCACGTCCGAAATACCGAACCAAGTGTGCACATCCAACTACCCGCACCGACCCTAGGCAACCAAACAGTAAAGCTGGAACTCATCTCGGTGTTAGGCCACCTTTACCTAACCAGTAGAAGGGAACCTGGCATCCACACTGATGGACGAAAGGAGCATTGAAGCTGGGGCACCCAAGTGCTACCACACTAATAATTAATCGCAACGCCAGCATACGTCACAATGAACCAGACCCTTAACGCAGCAGGTATAACAGAAGATTAAACTTCCAAGTCTCTGACCAGCGGACGAGTAGCCCCAGACTACGGAAACATGAGGGGCAGAACCCAACTGCCCACAGGTAGGGCAACCATACCGGGAGCATTACTAGAACTCTGAGACAGCAGTTAGAAAGGATCGGCATGAACACAGTCAACAAGCACTATCATTAGCCAGTGACAGCTAAACTGCGGGAGAACCCCAAGAACCCGGCTCAAAGCTAGTGAAGAAAGCTTACAAGAATCCACCCACCCAGCCTCAGGAAGCAGAATTAACATGCCCATAGACGCTCCAACACGTCGTTTCGTGAACACCTACCGGTCACAGAGCCAGGGGATAGCACTGAGACCTGAAACCACCTATAGAAGACTGCGCCTCTACAGAGGTTCAAAGAGTAGTCGGCTGATCCACTGCATAGTAAATAAGACATACAGGTAGCATGCGAGGCTGAGCCTGACCTTACAGGCCGCCTCACAGAGACCCATCGGCCAAAGAGGGGATATCCTCAACTAACCAATCGTGTCCCGAAACCCCACATTCAACAGGCTATTCGAAGTCAGTCTGCCATGCAAAGACATCAACGTATACGTAATATAGCCACAGCCAACCGGGACTAGCAGTCTACGCTCCCGGCAACGTCAACATTGGGTGTGACAAGGAGCAACCGACAGAGGCATAGAGTGAAGACACCCGCCGCGCAACATGATGAGTGCGATCCGACGCCAACAAGCACCTGCATGCTAACTAATCCACTTACCAGTCAACTGGAGACTCCCCAAGACTACAACGCTGAGGACAAAGAAGATCTCCAACTCAAAGATGAGTGGCATGCGCGAACACAGGTCCCAGCTGAGCCCACCTAACAGGTGCACCGCTACGGTACAAGCGCGATGCCTAAGACTCGCCAGTTATCAGCTCATTGAGACCTGACCACTAATTAGAGACCGAAGCCAACTCCCCCTGGCCAATGCCCAGTGCCTGCGCGAGTCCGGCTTAAGAAGCCCATGACCTAAAAGATCTCAATTCGAGGGACCTAGACAAGGGGAAGACGAACCCATACAGCTCTTCACGCACACGTACAGGAACAAAGGTAGTACTGAGCTCGCCCTAGGCTAAGCAGAAGACACAACCACAAGGGCCATATGCGCTAGCATCGGGAACCTAGAGGCCAGGAGGCAGCCCGAGGTATCTGCACAGCGAGGTAGAGGGGAAAGTTGCCCCTTAGGCAAATATGCAATTCCCGAACAAATTGACAGAGCAATAGCGCGACAACGAGCCCTCTTACAAACGATGCTCCGAAAAGGATACCCCCTAGCAGTAGGACCCCCTTAGCAATAGGGACAAACGCAGGCTGCAAAGCAGCTCCTCATACTCCGGTAGAAGGTCCGGCCGGCTTTAAGTAGGGGCCCCAGACGACGCTTCCGTTCACAGCAACGGGTCCTGAGCCTGCAGGCTATAAGTAACTGATAACAATGGATCGTACGTAGAGCCAGCCAACACACAGCTCTCCCAGTGCTACACCTCCCGTCCCGAGGCCCGAACATGGGACGGCGAGCATCATGTTAACTCTGCCTGACAGGTTACAAAGCCAAGCCACTGGGCCGATTAACCCTCACCTGCCAGCCGCGTTTAGGAGTAAAGGGCCCCACGCTCTCAAGGCAGGCATGAGATGGCACAACGACCTTGCTCCGAAGGCGGCCCACACTGCCAGGTCACCAGTAGTAACAAACTGAGACAAGGCGAAGAAGGAAGACCCGCACCCGTCCGCTACAGGTCGCCCAACCGAGGCCGGAAACTACCAGAAAGAGTAGCAGTATCGCTCGAAGAGTCACAGACTCGCCAAATAGGAACTGTCCCGAGACCGCACCTCCCACATGCAGCCGCACTTACAGCCCTAGTGTACACTAGATAAGCACCGAGCCGCCACGAGGACCAAGCCAGTACCTCGACAAGCCCAAACAGGAGGAACACAGCGGAGCAATACTAACAGCCCCTCCAACTACGAGTCCACTCCGCATGTTCAGGGACCATGTAATAGGCTGTACACCCGAACGATCCACGCGGAGCAGCAACGATCTGAAGACACTGGTCATACCAGAGGCACTACACGCGATCTAGGTAGACGACGTAATGTGCCCTTAAGCTAGAAGACTAAGCTAAGCCCACAGGCACCCTGGAGCGTACCAAAGGGCTGGAACAGGCACTGCAGCAGGCGAGAGACGACCCCGGTCCAGTAAGAAAGGCCCCCTCGCTTCACCATAGACTCAGCCAGGCCACCTAGGAAGACTTCTAACATAGACAAGTACGTAACGCTCAAAGCTCCTCCAGCACTCCAACGTGCTCGTCCACAGGCATAGAACTCCTAAGGCACACCTGACTCGGACCCATGAGCTAGGGCCACGGAGCCCGATCAAGGCGCAAGCCCACGCACAAAGACCATTCCCTAGCCCAGTAAACAGCATGCGGCTTTAACTGTAAGTAAACACCGGTCGACGCCTCAGAGAACGCCAGAAGAGCACGATCCCGCTGCAAAACACCCTAACAATGCTGGCTGCCGCCGCAAGCCAGCAGCAGGGAACCAGCAGGCTTATAAGGTGGAAGCACCACGTGCGCCTAGCCGACCGAGAGCGTGGCACCCTGCCTGTCGGGATACAGGACAGACCGCCGTGCCCTAAGACCAGTCAGAGGGACTTAATCGGCGACTGACCCTGAAGAGCGCAAAGCCAAAAGACGTCGGCCTCCGACGCCAAGGCCCTACAACTATGCGAAGCCAGCCATAAGGATAACAAGAAGCTTAATAGCGGGAACCGGACACTAGACAGAACGGATCGAAGGCCCAATCCGGAAGGCCCAAAGACTCTACTTAGAACACGGCGCGCGCCCTCAAGGTGACGCCAGAGGCCAAGCCCGAGCCCCACAGTGAATGCACGAAACAACGCGCAAGGCACGCCGGAAGCACTAGCCCCATGGCAACCAACAGGAAACGCAAACCCTAAAGCAACGACCCTAAACCCTTACAGGCTAATACGGCTACAGATAGGGGTACACCTAGTCGACCACCGATCACTATACCAGGGAAAGGGACGGCAGCTGCGATCGTAAGTTAGAGCTTCCCTTCCCACACAGAGGGGCCCTGTAAATCGTCTTCACCAACAGGCTCCCATGCCGTCCTAACACGGGCGCGTAAGGGAGACTCGAACCATGCTGTTAGCACCCAGACAGCCGTGAAGCCTCATCGCGCTTAAGGATAGCCCGCAGCCTATACAGGAGCCTCCGGAGAGCCGTCGCAGCGCTACAGGGAAGCGCCGCAAGGTTGTAGTCCTAGTGCACAGTACCCTTACAAAGCTACCAGGGAGAGACGCCTTACAGGAAGCCAGACCTGCCCACGAGAAGCATCCTCTCGCAGCCCTGCTAAGAGGCCCCTTCCCTACGCTAAGCAGAAGGCGCACAGGTACAAAGCGGAGGAGCAGCATGGGTAACTAAGGACCCTGCACCGCCCTAAAGCACCAGCGTGTACGGGTAAGGTCGAGGCCTTCTTAAACGAAGCCTGCGCGCATCCTTGTAGGAGCCCGGCACCCCTAGCACACGAACTCCAGATCCGAGCACCGCACGGCGCTAAAGAGCACCGTGAGCTTGACTGCTAGAGCCCAAGAGGCCTAACCTATCCCTTTACTTAGCCCTCTACATAGCAGCTTCAGAGAGCGGAAGCCCGGGTCCGGAAAGCCTAAGGCTGCGACCCATGGCACGCAACGCTAACCAGGAACGTGCGCTTAACTCGAACTGTGCAGGCTCGCTTACCTCCTAAGCCTAGCTCTACCCTAACAGCGGACGGACACTGCGCTAGGAGTTCGAACGAGGACACACCGGGGCCTACGCATGCGAGCCCGCCTACGACCTAGG

ACTAAGATTGCCAAAGCGAGAACATAAACATGCACAACCTATCCATCACAGCAAATGTAATCAACACCGGTCAAGTGTAGGTCAAGGACATACCTAACACAGGCACCCAAACGCCCGTCAGGCAGAGTGGTAACACGGCTATACGTCAACTGCGCACTTTACAAGTGGAGCGATCGTTGCACTTAACACTAATCTGCAAACACGCAAGAAGGACCCAATGCACCACCAAAGTATATTGTACGAGAAGCCCAACACTCGGACTTACCAAGACGCTAACGTACCCAGATACCTCACAGAGTAAAGAGCGCCTCACTTCTAACGTGCCTGGCACTTCACGGTGGAGGTCCAGCAATAACAATCCATAGCAGCCACCAGCCCCTATAGCAGTTCGCAACACGGCCAGACCCAACGTAGAGACAGCTCTGACAATAGTATCAAAAGTGAACCACACACTGACAGGTACCCCGGCTTATCTCTACAAGCATAAAACGACAATCCCTGAACACATCAACGACCGCGAACAGAGTGCGCTCACACTCCGTGTAACAAGAGACCTCACTGAAGACTTGAGTACACGTTCCAGAGGGACACCCAGAGTTAATCTCCATATAGCCCGAGAGGAACCTGAGCCGAACACGCACACGGAGCCTCTACAAAGACCGGAAAAAAGGAAGGCATAGTGAGACCCGAATGCGGACATACAGTACACCATTAAGTCTCTATAGAAACGAGACGCATCCATCCGGCCCACTGGCCAACAGAACAAACCCAGAAACATGCACAACAACGGCTAGACGCATCGAAAAAAGGCCGGCGTAACTAAATCCTCATACCCAACAAACGCCCATTCCGCACGTACCACACGGGACACTAGAGCACCTGATGGTGGGTTGAGTCCTAAGCCATAGAATGTACGAAGGGAGAGAACCACCTGTCGATTCACATCCCCCCATCCAACTAAATGGAAAGGACAGACCGCTCACCAGAAGCCCCCCAAATGTCGAACACGTGGGAATCTCGACACGACACCGCGGCCACAGAAAGCAGCAGGCCAGAACCACTATGCTAGGGAACTGGTAAAACATCCCCACAGGCACCGGAACCGTAACAAAACACAACAATAGGGGAAAGGGCAGAATCGCGGTAAATCGCATCCAGATTGTGCACGCCAAGTCTCTAGCAACTTACCCTCTCAGTTCCAAGGGAAGCTACAGCGGATAGGAAACCATCCCGGGACAAAGCCTAGAAGACAGCGGGGTACAACAGGCGGCAAAGGCGCACGCAGTGGAAGACCTAACTGTGAACCACCAACTCAAAGCTGAAAGCACGTCAACTTAGCAATCACCCCAACTGGTCGTATTAATAGACATGTTCAAACGTATTGGGCTCCCCCGCCAGCGGTCAGGCCTACACCTCCCCTTCAACACCATCTAAACAACCGGGCAAATACAGAGGCACAGACTGCTACAGCAGGCAACTTGCCTATCCCGAATAGCTACCGGGCGAAGAGTCCTATAAAGAGGACTGTTCAAGCTGCTAGTCATCTGGTAGCAAGGAGTAAACCTTGACTAACATAGACTTTGAGCTAGAAAAGGGTCCCGACTATTCAAGACAAGTGCCGCTAAAACGGGGCCTTGAACAAAGAACTCCCATGAGCCCCTCACTAGCCCGACAGAGCCACTGTCACTCCAGAGAGATCCGCCGAAGATCACGATATCCGCAACACTACTACTAATTACACTACAAACCTCCGAACAAAGTATCCCCTACATAGGATGCTAAAATGAGGAACTCTAAGTATAGGCACAGTGACTAATCCACTTAAGGTACACTGCACTGCCCAGAGCAGGAAACACCCTAAGGATCGACCAAAAGACGAAGAAGACCTGCCCCGGGCGAAGCCGATCATAGTAACCGGGCAAACCGCAGCTGCAGTAGCAGTTACCTGAAGGCTCAAGGTGCAGATCGATTACGCGATGCGCGCCACAGAGCAACAAGAAGCATCAGAACATCGAGCGCACCCGGCTACGTTGAGCGGAAAGCCAAAGGCCACCAGCAAGAACGCCGAGACAGTAACAGTCCCCTTCAGCTTACGTGTCAACTCTCAGTGGGTAAGGATCGAGAAGCAATATAGTCAGCTTGGGCGTACCTATAACGCACATGCCGCTGTGATAGTGAACATAGGAGCCCACGCAACTCTCACATGGACTTAACCTCAGACAGATCAACAGGCTGTTAGGGATAACCAGAAAGCTCGGCGAAGGTCTAAATAGGATCCTACACAGGACAGGCAAGGTGATGGGGGCACGCACACAATCAGGACGTGAAAGGTAGATGGCACCCAAGAGTCACGTGAACGACCACCCAGCCAAAGCACACATCACGCAGCAACCCGGTACCAGCGTCGGACACGCAAGAGCTTCACCACTCAAGCTTCCTACAATGCTGCCAGGAGCTCAAGACACCCACAGACATACGTTACAACTTGTATCACGAAGCAGGCAAAGGAACACACAATGGGCGCTAACTCAGATCGTACTCTCCCTTTCAAACAGTAGGACTCCACAAGCAGACACCTACGCATACAAGTCCCCGTCCGCCCGCTATCGAATGGCCCCCGCGGCCCACACTAGTGGTTACCCACCCAAGCCACCAGGGGGAACAATCCTGCCGAAGCCAGGCAATGGCGATAGCGATAACCTTACACCTATCGTTAACCGGTGAACCTAGACCCGCCCCAGGACACTGCCAAAGCTAAAGGACGGAAACTACGGCAACCCCGGACCTCGCCGCTGACACATAAATAGCCTAGGAACAGAGCAATTGCCTTCCCAGGAACTATCAGCATGCACCGATGTCGGAGAGAGCGAGCAAGCTGTAGGCTTAGTAGGAAGGTGGCCGTAGCCCTCCCATGGCACTATGACCGAGCCGCAGCGAAAGGCACACCTCTGCATGCCCCAGTACCTCGACATAAGGCCATGCCGCTGCAAGGTCCACGGCAACAGCGAGGCAAGCACCATAGGCGTACTAGTCTGATAGCCACCTTAGACTAGACGGGTATACGTATACTCAAGCAGCACTCCCCCCTGAGCGAAAATAGTGGACTCAAGCTCACTGTGCCCCTAACTTCCCCGTCCACTAAACCCAGAGCCAAGGCACGCGCCGACGCTGCTCCCTCCCGCGCAACTATGCTGGCCACTGTACGTCTTAAGCAAGAGGCAGGGTGAAACCTCTGAGCGCCTAAGCAGCTCCGCGTACAGCTAGGCCGCCAGCAGAACCAGGGCTGCAATAGCACCTACCGAGAACAACACTGAGGCCAGAGGGAGCCCAACGACGCACCGGCGTGACAGGGAAACAGCTCCACAGAACGTGACACCAAGATGCCTGGAAACACCTAAGGCAGTGCCACAAGTCGGAGCATAGACAAGGGTCCTGCCACATCTAGAAGCCACGCTCCCAGCGCGAACCAAGCGGACGTTGACTGCCCCCCGCCGCGTCGCCACCAGTACTCCTGGAGAGTCCAAGCTAACCAAGAAGGATCATGCCCTAACAGCAACCCGCCTCGCTCCCCAGCCAGCGTCCGTCGAACTTGGCCTAAGAAGCCAGCGCGCACAAGCAGTTGTAACGGATAGGTCGGACGAACCTTACGATCGCGCTCCACAGTGCCCCGACCTGCAGCTTAAAAATGCGGGAGGACCCTGCATTCGCCCGGACCATCAGCCTGCCCCGACCCCTAACGCCATAGTACCAGGGCCCCCACGGACTAGGTAAGCAAGGCTACACTGCCAAGGCCATCGGGAGACAAAGAGAGAGGGCGCAGCCAGTACGCTGTCCAACCCTACGTCGCCATTCAGTTTAGTCTAACTTAGCCACTTCCACCTAAAGCAGAGCGTAGTTAGAAGATACAGACCTAGGCGACCTGCACGGACACGGGACGCACGAATGCTCCAATGCCTGCGCACCTGGGATTACGAGTGCGAAGGCGGGTTACAGAAGGAGCTAATAGAGACGAAGCCCTCGCCTGCGGCCCCAAGCTAACCAGTAAGCCCCGCTACAAAGGGGACGGCCAACGCGGAGACCGTAGACCCCCGACTTTGCAGAAGGAGTGTGGCTCTAGCCTAAAGGAGCCAGAGAAAAGGTACAGGACCGGAGAACGCACTCGCACCTAGGAGGGATAAGGCCCGTTAACTAGGCACAGCACTGTAAACCCTGAGAGACCGACTACGGATCCAAGCGACAGCGAGGCTGCCTCAGCGGTACCAGAGGCCTTAACAGGAGCCTGACGCCCGAGAACCCATGCAGGCCCTACTTCCAAGCTTACTCTTACACACGGCGCACAGCTGCAGCTTCCTTACCGACCCCACAAGCGGAATAGTAGTACTCGGACGAGCCGAGAGAAGCTATCCCCTACCACGCCCTCCGCTATTAGCTTAAACGAGGACTGTAAGGGAGAAGCACCCCTTACGCCCAGCTGCCAGCACTCCTTGCAGACCCCGGGCCAGGGCCCCTAGCTGGGAAAGCGACCTCTAAACACGCAGCCGACCTTCGTAGGGACTACCAGGGTACAGAGCTGCAGGAGCGCGCCGGGGACTGCTACCGTTCCAGGGAGAAGACCCGTGCCGTGCCCAGGGCACTCCTCTAGACAGAGAGGGCTAACCTTTAGCCTCCACAAGGCAGGACCTTATACTACGCAACGGTAGGCCTCCTAGACCGAGGAGCACAGCTTCCCAGCGGCGCCGCACTGCTGCCAGCAAAGGCAGGAAGATGGCGCCTCTAGTCGCACGGAGAAGCCTCCTCGTAAGCCTAAGGAGGAAGGCTACAGGGAGCATGCATGCGATAGGGGGTCGACACAGCCGTGCAGCCTTACAAGCCGCGAGCAAGCCTAGAGCCACACGTGGCCCCCCTGAGAGGGGCATCACGCCCACGATAGCGACGAGTAAGCCCCCTAAAACGATCAGGCTCCCTGTAGGAGCCACCCGTGAACGACCCTAGCGTAGCCGTATAAGAGGCACACACACGCGAGCTTTAACGGTCACTCGACCGGCACTCCTACATAGGAGCGCACCTAAGGACTGCCTTAAG

ATCACCAATAGCATTAGACACGGCACTATCCCGGTCGCGACCGAAGTCCTATCAGCACCCCCCGAAGAAACACTTGAAGAACTCAGTTTGTTATAAAGGGTGAACGATAGCGATCGGGCCCACTTCCTTAAATAGAGAGGACCCACTTACCACACCATCACGCCTCGAGACTTACTATCCGTTCTACGGCGCGACGACCAGTTAAGATAGCTGCTCCCTCACACGGCACCTTCGGACACCAGTGTGAGTTAGAGTTGCATCTACAGTCTGACTACACAGACCCCAAAGTGTGAACATGGGACATTAGACACAACAACCACCCAGGGTGCAGGTGGAGTGTGATGCTAACTGACAGTAAGACATAGCCCTATCGATTGCCAGTTCGCAACAGTTAACGCTGGAGTGGGAACTCACAAAGTCCATATCAAGTGCAAGGATCTGACCGGGTGAACCACAGACCTCAATCTCAGAGGGATAGTGGACATCAAGGGTCATAGGAAGCAAGAAAGATATCCAACGTAACGCTCACTCCTCCCTGACTAAACAATTGAGAAGTCAGGACCAACTTCCCTGAAGCCGATAGAATGACAGCAACCCGAGTCATCACTGGACAGATAACAAGGACAGTCAAACTAGGGTACAAAGGAGCCTAGACATCAACGGATCACTGCTGGTTTACAGGGCGAAGACACCAAAACCCCAAGCCAGATAAGGACTTATAGATCAAGCTAAGATGCACCATAGGTTCAAACAGAGCCTACCAAGAGAAATAGGCCAGAGATAAACCTGTGAAAAGAGCTATAATGAACAAAGACAACGGACATCGAAAAGAAGATCAGCCCTAAAAGAGCACTCCCCGCCCACGAGCAACCTGCCAGTCACTCCAGAAACCGTACGCCCCAACGACACGTGGACGAAGCTTAACTCTTCATGGTGAAGAACGAGACCTCAGGACACGGGCACTGCGAACGACACAGAGTCCGAAATACCATAACCACCGTGCAACTAGTATCAATCTAGAGCCACATGTCGCCCGCAACCAGGGGTTACACCAGAACAGTAGCCATACCCCTCGCTGCCAAGCTGCACATAGCGGACACCTGCGGAGAACTTGCCCTACAAGGCTTAGGCCACAAGAGCAGTTGACCCGCCTCTGAACTCAGCTCTTAATGAGCAAAAGTGCAAAGACTTCACAGACCTCCTATAACATCCCAATGCAATTGGGGCTAAAGATGGGAGTGCGAGATAAGGCTGCAGGTCACGGTGGCGGTAACCGTCCCCAAAAAGTCTCTATGCACTGCAAACACAATTACACTTCTCAGCCTACGAGTAAGGCATATGAGGCATCAGTAGGAAGGCCCCGATAGACGGGACGAGACAGCACGAGCGACATCGGCAAGCATCATATGCAGAGCTCTAGACGTGCAAAAGGCGACATAGATGTCCACACAACAGCTACCAATAAGGTCAGAGGTAAATCCGCAACGGGAAAGCAGCTATGCACACAGTCCCCAATCACTTAGAGTACAAACCTACAGCGCACGGTCAGTAGAAAACCAGACCACCACCTTGGGGACCAGCAATCTACAGAGGTTCGGGTCACTGTTACAGGCACATGGCACGGCCCAATCCCAGAAGAGGAATAGAACTCTAATACTAGTCACTGCCCATAGACTGGAAGTCAACGCACCAGTGCCAGGCCAAACTGTCCTTGTAATCGTGAACCCCAACAGGACTCATCGTAAGGTCCACGCAGACCATTCCATTCCCGGGAAAAGCTCACACCCACGTGCCGTATACCCCAGGAACTCCACTGTAAGTCATAAGGTGGGCACACTCAAGAAGTACAGAGATCCGCCGACACTGCACAACATGGCCCAACACCATCGCGCCGAATCCGCATCGACAGCTGCAAAGAGGCTGCAAGCAAGACACTTAAACGGCCGACTCCGTTAACCTTGCACAGTCAATGGGAGACTCCCCAAGACCCCTCAAAGCCGGGGCAGAAGGCCTCCACGATCAGATTACTATACAAAACCGCTCACAGAGCTAGTTACACCTGAAAAAAGGACCGCTAGATCGGCCACAAGAGAAGCCACCCCAGTAACTAAGACTCTGCCACTACCAGGAATCGAGCGCACCGACCGAGCGGAATACGGAATTACCGCCCAACAGTGCCAGTGGTCCACACCTTAAAGAACGCTGCGCCAGTCCGATGCCCTTACAGGGCTAGACAGCCCTGGAGAACCCAGCTACGGCACCAGCATACTCTGAACCCGGCCCTCGACGGAGGCATTAAACTGCATGCACACTGGCGGGCCAAAGGGGCAGCGGGCTAGCACGAACAAGCCAACTATGCCTCTCCATAAGGAAGGAGGTCTAGGCCCATAAGCAACTTGCCTAACCGCAATAGAGTACACAGGGCTTCGAGCTCCCAGTACATAATCACACCTGACTGTGACTCCGCAACCCGGTACCCGGTAACGCTTCCGTTCAAAGTGGGCTCACACCGGCCACGACCATACGCGCAAGCTGAGCACACCTGATCCATAGCTACTTATAAGGGTAAATGGTCAGCTCAGCTGCCGCACGGCGCTAAGTGAGGCCAGCTGACCAAGGACTAGTGGCCAACAGGTGCACAACGTACCTTTAATCGGAGCCCGCATGCTAGTGAGAAGAGGACCATTCCCCGCGCTGGCAACCCCCCCTGGCCCCTTCAGAGTGACCGTAAGCGACGATCACAAGGGACGTTTACCTCAGGCCCCATAAGGACCCACGGAGGCAGACCCCATGTGCGCATGACTGTGCAAAGGTACGTGAAGCGGGCTCCGAGATAGCCAAGGGCTTGGCACAAGGCTGGGAAGGAAGAGGACCGCCAACACCTAGGGATTACCACACCTCACCCGCTGACCAAGGAGCTCCATAGCAAGGAGAAGCGAACGTGTCCTTACCGAACTAGGACTAACCCACAACGACACAGACATCCAGCTCTAAGAGAGCCTTTAATAGCAAGGGCACAGCACAAGACCACAAGCCAAGCGAACCGCAACTCGCAGCCGCGGGGCAACAGGACACTAGATAAGCAGAAGCGAAGTAAATCCCCCCCAACATGACATATCGCTCGACACCTGGACACTCGCTAAAAGGTAGCTTCTAAAGCCCACCTAACACAGCCCTGTAACCTATACAAGCAAGCTAAGTCGCACGAGGTACCTAAGGTGACCATGAAAGCAGGCATAAGTGGTAACGCGGCGCCGACTGCAGACGTTCCGTTGCGAGGACCGCCCGCTTTGCCAAGAGAGTTCCATAGAGGCACTACACGCGGTAGACGAGGGCGAGGGACTGAGACTGGTACTGTACATACTCAGCAAGGGAAACACACGACGCATCGCGTACCAGCGCGCCGCCGCTATAACAATGCGACCCCGGCACCGTAACTACGCAAGCGAGAGTAAGCCCTGCCCCCGGAGCTTGGAGAACAGAGGCCACCAGCGACAGAGGCCAAAGCTCAGGATAAGGATGATTGCCATGTCAATTCGAACATGCCAGATCAGATACTAGTGAACTCGGTAACAACCTCCCGGAGCACGCACAGCTAACACCAGCAGGGCCCTTCCAAAGCCTCACAAGAGGCAGGGATACACTTAAATGGAGAACGAGAGCACGAGGTCCACAGCAACACATACGGCTAGACGCGCCGCAGCCGGCGAAGGCCAGCAGACCTCTCAAAGGCCTGCACACGTACATACACCTTACCAGGGACCTTTCGCCGACCAGGCCCACGGACCCGACCCTTAGTCTAGAACTCTCACAGGCCTAGGCAAGGCACTAAAGGAGCCACCAGGGATCTCGAGGTGCGGAAGAGCAGCCAGGAGCACGCCAAGGGAAACGCTGAGGACAAGCTAGAGCCTGAGATGCAAAGCAGCGAGCGTGCGAAGGGGGCCCCAGATGGCGATGCAGAGCCATAACAAGCTAGAGGTGTTAAGCAGGCAAGTACCGCGGAGACCCAGCGGCGTAGGACCGAGAATTCGGGACGCAGGGTAACTAAGAAAGGTCAGATTAATAGACAAAGCCAGGGACAGTGCCCTCAGAACGAAGAACACGCCTGTCGGGTACACAGTGGCTACAAAGACCACATCGGCGTTACTGTAACCTTCCGACTGCCCCACAAGGGAGAGTACCTAGGGACAGCCACTGGCCCATGCGCTCTGCGCTTCCGCCTAACCCTGAAACTCGAACGGACAAACGACGCCGCAATAGGCTTGAATTAAGCCTAGCACCGGGCCGACAACCTTCAGTGCGAACCCTCCCTTAGGCCTACTAAACAAGGCCATACGGCCATGCGGAACACGAAGCAGTGTCTAGACAAGACACATGGCACAGCTGGCCTGAACGGTACTTGCAAAGCACCACCTACAGCCGCTTAGCCGCTACCGGTACAGCAACACGCGAGCAGGAGCTTTAAGAGCCACTTAGCAGGAGGCTCAAGAGAGACGACCACAAGGCAGCTTAAGCATGCTAGGAATGCGAGCTACCCCTGAGCTATTCATCGCGGCCAGAGCACGCCCGCAGGCTTCAAGGCTCCGCTGCCTCCGCCTAGCAAGGCACCGCCCACAGAGCCGGGAAAGGGCACCACCGGTAGCAAGGGCGAGGAACAGAGACACCCCGGACGTCCGCATAACGTGCGCGCGCCGGGGAGCAGCAACCTTACTGCTACCGTTCGCAGTAGCCTACAGAACCCCTACGCATTGGGTACACCGGAGCCTTCCCGAGCACTCCTAAAAGACGAGGCTACACCCGAACAGCCGTGTACAGAGGAGCCCCCCCCTACGATCCCAGGACAGAGAGAGGCGGAGTCTAGCTTACCTAGCCACACAGTAGGCACGGCCCCTATGACTCGAGGGCTACATAGGGGCTGTAGTCTTAGAGCTCGGAGCCAGCCCTCACAGGGCCTCCAGGAGGCTGTTCAGGCCCGCAAGCCGGCTCACCCTACGAGGCCCAAGCGTCGTACCTACAACAGCTAGCCTCCTCGCAGAAGCCATCGGCACCACGCACGCAAAAGGCTCCGGAAAGGCTCGTCTACGATAGCCCTCCGCTCTAAAACGCCTGCCACCTAAGCCTCTACCCTAAGAGCCCCTCCTAGAGGCCGCGTGAGCCTCAATAGGCCACACGACCCTGGCCTTAAAGCTTCTAAGCGCTCCACTTCGCCTTAAGCCCCGAAGGGTCCCACGCAGCAGCAGCGCTCGAGGACCCTAGACGCTACTCGTAACAGCCCGAGCCGCCGGACGTAGATGCGCACCTAGGGCCCTACCCGTAACACACGCGCACAGGGGC

ACGGAGAGGAACATGCTCAAGAGTGGCAACCCTCGCCTCTACTGCCAAGCTGGAATGGCCAGGTATGCCCACACAAAGGGGGGAAAGCTACCCAGAACCAACACTTATCAATACGTAAACAGTACGGCTCAAACAAGTCCGTGAAGCACCGTTCAAGAAGGAGAGTAAGGCCCAACTGCACTGCACAGTCAGCTCGGACATAGAACTCCCACTGCTGACGCCGTGCGAAAAGGAGAGACCCCGCAGCCGCCACGGGCAGGCACCAGGTAAGCAAGCAACCCAGGAAACCGATAGGCCGGAGGCGCCACTAAGATTGCCACCAAGAAAGCGAACTACATCCCCCATGAACATCCAATTAGAACGGAAATCCCATCCTCAACGAGGCACGGCACTATCGAACACGATCGACAGTAACTGCCCAGGTCACTCTTAGAAGTCCTATCACAATGGCCCTTAGAAACAGTTACAAAACACGTATGAAGCAATAGATTAACACGGGTCAACCCTCCCGGTGAAAAGGACTGCGCAAATTCGACGTTCAGCGATCGGGCCGCGAAAATGCAGAACACGCAAGAAGGACCCAACAAGGAGCAACTCCACATTAGGATCTGCGGAATAATGAAGCGAGAATGTTAACGTCCAACATCCCGCTAACGTACCGGGGACAGTCCAATGACCCCTCACTACAGACTCACCAGTCTGCCTTCACAGACCATGGTCCATATGGTGTGACTGACATCAGGAACACCACACATGCTATAGCAGTTCGCCGCCGATACAAACCTACAATTACAATAGCACTACCCTGAACTGACCCAACCCAAGTGAGGTAACCATTTAGACGGAAAGCACAGTTCCCCCCGGGGTAGAAAGACTCCTGGCCTGGTCAAGTAAAAAGCAACGACCATAGGCTGTACACACCGGCGCTCAACCTAACAACTCAGTAACGTCAAACACCACCAATTCAGTCCCCTGAGAAACTTGCTTTGAAGGTGAACTTGAATACGCACCCATGGGGCATAGACACGGAGCGCTTACGTGCACCAGTCAAATCTAATAGCACACCAGGACTGCCGACTAGAAGTAAGTGGAACGTTGTAGAGAAGGCAGGAAGAAATTACACTTTGCGTAGAACTGGGCAGAGTCCTAGAACCTACCGAAAGCCTTCGCATGCATCTGTGACCCCACATGCTGAGATGCAAGCCAACGGCTAGACGCCGTGTAACATCTCCTAAAATTTAGACACAACCAAGCCCGGCGAAGAGGCATTAAAAGCGTCACCAACCGGCCCAGACAGGTTGAGAGTACCCACCCTGCCCAGAACGAAACATGGGGAGACCCAGCCAATTGCTACACCTTACCGTTGAAACAGTCGCATCAAGACCGCCCGCACCGACCAATGTGACCAGAAAGGAAATAACAACCTGCCTCCTCCCCATACACCGCCTTTACCCCGCCAAGGTGGGTCAACATGGACAGAGGGGAACCAACTCTGTGAGAACCTCCCAGTTAACACCTGCTTCACACCCAAGTTCGGAAACCGAGTGCTCTACAGCCTGAGCCCAAGGCCGAACGGTGACCTATCTTCCAGCAGGAGAAGGCCTCTGCCTTGAACACGCCAGTTACCTTCTCAACGTGCAGGAGAGCGGACGAGTAGCCACCATTGGAACTCCTGCATGCGTGGTAGAGGAAAACAGTCGTGCACCACAACCTTCCGGGGTAAATGGCGATAGAGACCCAGTGCAAAAGGCGAGCCGGCACGCACCAGCGAGAAGAACATAGGACTCCATCCTCCCTGCCACTGTGCAAGACCTGTAAATAACGATTCGGGAATACGATGAAACGTCAAGAACACATGACGGCCTAGTCTTATATAGACCTCAGACCTTGGGGACCCGCCTCAGGTTCCTTGGCAGTCGGCAATCCCGAATAGACATCGGGCGACAACTGCAGAAGAGAACTAGAGGACTGTTCACTTAACACTTCGAGTTACACTCAGGGACATATGCAAACCAAAGGCTAAGTGTGAGTAGGCCATTAACATGCCAGAGAGCCTAAATGGAGCCTCAATCCCGAAACAGGCATAGGAACTCGCCTGGACATTCCGGATAAGGTGTAAAAGACATCAACGATCACACGGGGGTAATACCCACAAGTCATAACGCCCGCTCCAGCACTCAAGGAATGGTAGGCACACACCCCCGCAACGGTCACTACACACCATAGCAAACAAGTGCGCGCCAATCGACAAAGGGAAAGTCTTGCACAGAACCATGCTAAGATTGACTCCCAAACGGCCCGCTCAGAGTAAAAGAGCTATGAAGAGCAGCTCTAAGGACAAAAGCTAGAAAGATGCGCTAGTAATAAAGACAGCTGCCTAACTTACAAAGATCGCGATGCAGGACGCTCGCCACACCCCGTGGAAGGTGGGGACTAGTTGTAGGGAACCCACTACGCACCGACCGACAGGTCCAGCAAGGAACAAGCTGGCCCTCCAGAACGCTTCCCAGATCTTCTTAACTGGGAAGTAAGTCGAGACACTGCGGCTGAGACAGCCTTTAAAGGTTACTGTGCGGCGTAAAGAGAATGCCGAACCCTAGCTAAGAGCTCGGCTAAAACTGCGCCTCAATAAGCCAGCGGGCTAGCCCCCCACCACACATGCGACGAGCACTTAACAGGAGGAACCTTAGGAGACTGTTACAGCGAAGAAGGAGTACCACAGTGCAAATGGCACACACAATAACAGGCGTGGCACAAGAGAGAGACAATTGCATAGCGGCACGCAGCTATAGTACAACTGTCCCAAGGGACCACGCACCAGGTACCGACTTACGGTAGACACTCCCTACAACCTCTCAGGGCTAGATACCCAACAGACAGCGTTCACCATACAGGGACCCATCACACGACCACTTACCCTGCCTGCAGAGGGAGAGATAGAAGACCAGGAAGCGCACGGCGCTACCTGTAGGAAGAGCTTGAGAGGGAATTGTGTGGGAATCCAGAGTGCTACAGGAAAACGTAACTTCGCACGTCATCGGATACCGATATCGACTGGCCAGCTAGCCCGCGGTCGTAACCAGTCCCCAGCTATCCGGTTACACCCCACCCTTCCAGCCGCTGCGAAATCACGTCTCACAGGACAACCAGCGCGGAAACTTAATACAGATCGTCCCTTAAGGCATACTACAGCTGCCACACAGGACCCGTGGATTAGCAAACACGATGCTATACCAGTCCCTGAAGAAACGAGGAGGAAGTATCCCCTACACCCACAGGGGCAACGACAAGCTGGCCTTACAAGGCCCCGAGCGCAGCAGCCGCCGTTACAGAGGCACTTGCGATACCCTCAGAGTCCTAACTATGACCGAGATAAGGATACACCTAGAGGATGCACACAGCAGGACTATAGTCAAGTGCGCTCACGGTGCAAGCTTACCTCTCCAGCTAAGTGGCATCCGCCCGTTACGACACCGGGTAACCTTACGCCGACTGCTACCAGACAACACAAGCAACCCAGGACTTGTACTAAGAGAGGACATAGAGCTCTCCACAGGGCTGCAAGTAGACCGGACCCAAGGGCTATGCACACGCACGGCAACCCCTCACTGGAAGGAGAAGGGCACACGAAGGGTACGCATCGCGTCAGGTCCAAGGGTGGGGTTACTCAAGCTTGTCCAGCCACACAGAGAAGCAACGAGTACGTAGAAGGTACTAGACAGAAGCAGCCAGACAGGACAACCGCCACGCCCTCCGGCACAAGATGGCCCCCTCCCCTCACCAGGCACGAGCCTGGCAAGAACCAAGCAGCTCAGCCTAGTACAGATCCACCTGGCGGCCCGAACACGCACACCAGAGACACAGCTGTCCACCTAGAAGCCCACCACTCCCTGAATGTAGGATAACTAGGAAATTGGCACCGGTAGCGCGCCCCGCGATTGCAGCTCAGCCTCCACTTACCTCGTACTAGCCAAGGTCGGAGACAGCAAGAGGTCCCCGCAAAACCTGAAAGGGCGCGCACCTATAGGGTGAACGCCCCCTCTAGACAACGATCGCCGTGGCCTCTAAACTTCCCAGGCCAGGCCGAGGCAAATCGTGAGCATCCTTACAAAGGGGTAGGCACACTAGAGCCAACCCTAACGTGCCGCCAGCGATTAAGGGCCCCTCACACCAGGGGGATCAAGAGAGAATACGGGGCAAAGGTGCGATAGCCAGTACCCAACAAAGCTCATCGCAAGCATGACAGCACAGGCAAGCAGAACACATAGCAGCGCGATAGCGTAACTCCAGCTTAGCGGCTACGAAGCCAGCCATAGCCACACACTAAGCGTATAGTGACATGGCGGCCCCAATAGCCAAGCCAGGTAGCTCGGCCAACGGCGATTCGCTGCCGGCAGACTAACAGCTGCACAGCAGCCCACGGGTCTAAAGCCGAGGGGAACAGGTGTCCACTCCTAACGTGAAAGGAGCCCGCCCAGGCTGCGCTAGAGCAGGCCGAGGAAGGCAAAGGCTAATCCCGCAGCCAGAGGGTCCGCATACCTACATCTACCTGCAAGCCTAAGTCACACGTCTGCTAGAGTACACCCCGGGGCCTACAGGCCAAGTCTACTTAGACAAGCGGCCACAAAACGTCCCAGGTACGGACGCTACCGGTACGAGAACAGAGCCAGTGCCACGACAGTTCCACTCTGACAATCGAAGCTTCATTCGCCCTAGCTAGGAGCGCACCTGCTCGCTACCAATCGGGCTACAGAGTCCATCGCGAGCTTGCTAATCAAGGGTATAGCCCGGTAAGAGAGCGCTTAACGCAAGCGGGTCTAGCTACAGACGAAGAGCCTTGCCGGGCCACAGGGAGAGGCAAGGGTCATGGGCGCTTTACCTCGAATAGGGCCACGGCAATGCGAGAGACAGCGCCTCGAAGCAGGCACAGCTGCATCCCCCCCGGCAGCAAGACCTACCCTCCCCGTACGACAGGCTCGAGGGCTACTAAGCGCCCTAGTTCTACCTGAGGAGCACATGCGGACCCTACTAAACACGCATAAAGGCTAAGGAAGGGCCGGCTCAAACGGTCACCTACCGGCAGAGCGCCCACAGAAGGCCGGACGACGGTCCAGCTGCCCTTGCGGGCACCTCTCAACGCAGGACCCCCCGGAGGACCTCGCTTCCTAGCAACGAGGCAAGCCTACAGCGAACGCTAGGCTCTAAGCAGGAGCCAACAGCGATTACGTCGACCTAAAGACAAGCCCTAGGCCTTACAAGCGAGCGAGCACACGTCGCTGCGAGGGCACAGCCCCGTAAGCTCCCTCGTAAAGCCTCCCTTTAAGCTTCATACGAAGGCCCCTGAGCAGCCGACCTTCGTAGGGAGCCCCCACTAGGAGAGCTAGCTCCTAACGAAGCACGGAGCCCACCCTGAGCCCTCGTATCGGCTTACGCGAAAGGCACAGCCCCCCTAGCAGACACATCCGGCTAGGCCTTAAGAGACCCCCCCTAGAGGCCCACTCGCTCCTAACGTACGCGACCGGCGGACCTTAGCCTAAGAGGCCTAGCGTGACACACACGCACCCGTAG

AACCGCGCCGACACTGTGGTTAGAATGGGGGCCAGAGGGTTAGCCTCAAGGCCGCGGGAACTGTAACTCAAGAATGGCGGAGGAATTGTGCGATACGCCAGCATGAGACTGTGACCACGGAGTACAATAAGGGCGGGAGGAGACACCCAGCACTCCGCTGGAGTCAAATGTCAAACGTTAACCAACCCCACCAGTACGATCGGCCCGGTAGGTCGACTTCCACACTGACCGTGACCACAACTTGCACAACAGGTTTAAGGCAAAACACATAGGATGGATGGCAACGGGAAGCGAACCGCACTCGGAAAACAGGTCATACCATGGGCGATAGTGCGACAGCTACCAGGCGTGCCAGGCTACGCTGACCCGCAGGGCACCGGCTCAATGTGGAGTTGGACAGTGAACCCAAACCTCAGCGTACGATAGGGCGCCAGGAATCTTCAAAAGTCTAACATAGGGAACTCAGCAGCTCACCTTAACACGGAAAGCACATCAACAAATCGACGTCACAGCTGGGCTATAGTGGCACATTACCTACCAGAACTAGATCGAGGGATACTATCACCCCCCCAATGGCTAGAAGAGTGCGGAAGAACGCCTATGCTGTGCGCAATAGATCCACTCAATTCGAGCGATCAAAGAATCTGCGATTCCAGGGCGCCTCGACTATCCGAATTCAGTGGGTGCAAACCAAGACGCTAAGCGTTACAGATACAGGAAACCACTAATTGGAACAGGAGCCGAGAAGAAAGAGAATGGTAAAGGCGGCTGGAAGCATTAAAGGTGCCAGACGCAACACCGCCCCGAAGAACGTAGAGACAGCTAAGAGTTTCACTCTTCGATACAAACCTAGTAGGAAAGTGCGACGGAAGTTAACCTCCACTGATAAGTTCCGCACACATAGTGACTCTGCCCACAGGGCCCAAAGCAACGACCATTGGGCCCTACCGCTCAAACACCACCTAACCTTACTGGGAAAGGTTCGTGTAAATTCGAATACGCATATAGAAGGTACAGAAGCGCACACGGAGCCTTCCCGAGTCACCTAACAGAGACTCTCCACAGCCACGACTACGGATCCAGGGCAAGCGGACGTTGGCCACAAAATCGAGATCAAGCTAACCATTAAAGGGAAGCACGCTTCGCATAGAAATGCATCATTGGACAAACGCTCAAAAGTGGACGGCTATCAGCCTACCCATGGCCAGCCAAACAAGGACTGTCGCCCACAGACGGCACCTCAACCGTAGGTCGATTCCGCACGTGGACGAACCAGCCGACCAAGCGCACGTCCGAAACGAAAGGGGGACAGTCATGTCGGTAGCAGCCATACCCCTCCAAGTCCACATGTCCTCATACCCAAGAACTCCTTGCATGTGAGGAATAACACGACTTTACCGGGAGACTAGGAGCCTGTCCCCACCTCTATAATCACATCGGGTGACAACAGACACAATGCACTAACCACGCAAAGAGAACCCGAAGTCCCAGGTCACCTCACAAGCACCACAGGCCTGAAGCTGCAGGGGACAAGAGCAAGGAGCGGTATCATCAAGAAACCAGCACAATCGCACCAAACTGCAACACGCCAAGACAATACCAATAAGCTACCTAATGAAGAACGTGGATGACAAAGGCGCCACCTCTGCAACTCCTGGGGACACTTTGCTCCAGACTGGCAGCGGCCTCAGAGCGACAGCGGCACAAGCCGACCTAAGGTCACAAGACGGGAGAGTTCCAATAACGATTCGGCGATTCCGGCTCAGTGAAAGGAGGGAATCCGGTAGAATGAGCATAGACAGGTGGACCCCGCAATAGGTACAAGTGAACCGCCAGCGTAAAGTAGAAACAGGAGACGTCTAAAGACCTAAATCCCAAAACCTGAGGAGAAGAGTCGAGTTACACGAGGAAGTACTAAACAGAAGCATGCTCAGTAACAGTGTGCAGCAAACATGCAGATTAAGGTATATCCTGCTGCTAGCTAGAAGAGGGCTGCTCCGTCTCTGAGCAGGTGTACTAGAGACAAAGACATGAACTGGAACTAGCCACATCCGGCAACGTCAAAGGTGACTTATACTCCAACTGGGACACCCCATAAGACGCAACCATCGCCGCCAATCCGCACTACTAATGTTGCGCCACGCAGCAGAGACAGGTGGATAGGCATCCTAAATACGGCCAGTCCAGTACTCTAAATAGGAAATCTTCCCCCGCACCCTACATGTAAGGATCCCTGCCGGTAACCTGAGAACCTCTACATCTATGCGCCTGAGCAGGTCCCAGTTAGAGCTACCTGTATGCCCACAGAGAGTAGACCAGGCAAGATCGAGTGCAAGGCAGAAGGCACTTACCAAGGGCGGGTGAAGGCGAATTAGAAGTCGACCAACGCCGTAAATTACCGGTCAACTATTAGGAACAGGTGACTCCACAGAAGCACCCTTCACGACACGATAACTGTCCAGATTGAGTGAGCCACCCAGTAAGGCAAACACGAATCGGCCCCACAGACTTAGAGGATGAAACCAAAGCTACAGGTTAAGCTTGACAGCAACGCACATGCCGCCTGGCGTGAGACTACAGATTAAGACTTACCTCTACGACCCACTCCCAATACTAGAGGCAGGGGGAAAGAGGCTGCCAACCCTGACTATGAGAGGAAATCGGAGGATACGGAACCCTGTCACTGAGACACTGAAGCCGGGCAGACATGGCTACACACGAGCCCTCTTACAGAGGGGATACCTATGCAGGTAGCCTGCACACCTGCACCACAGTTGAAGCGTCACTCTACATGGGGAGAGAAGACCAAATCCCCTAACAAGCTCGTATGGACTACAAACACCAACGATCCCCTGCCGGGTCCATCTATAGCTAAGGCGCAGGGTAGGTTCAACTCAGCTAGTACATAGCAAGCATGAGGGATGACCAGCAGACGTGCTACAGGAGCCTTCACCTTTAAGGGAAAAAGGGATGGGACCGAACGAGGACCTGGCCATCACCGTACGAGTCGTAGCAGAAACTGCTACCCCAACCGAAAAGCCACGATTAAAGGAGATCTGGCACCTAATGAACAATGCCGGCGACACGTGACCCTGACCTGACGTGATACCTATCCGGCCACGGTGAACCTAGGGATTAGATTACCTCCTCGCAGGCATTGCCGTGTTAAACCTTGCAACCCTGGACAATAGCGCAGCCCCAAGGAACGTTCCCGTAGACGGCGAATGCACATAGAGCGAACCAGTACGTGTCAGAGCTAGAACCGTATCAAGACACGCTACCACCGATCCTACGTAAGCACCGAGCCCCAGCCAAGGCGAGTCCCTTAAGCAAAGGCCCGAGCGCAGCGATGCCCCTCCCTCTAGAACTCGCCCGTAGAGACTCCACTAGACTTAGCGAGGAAACGTCCGCTGCGAGGAAAAGAACACCGCCGACCGCCACGGCAGACAACAGTCACTCTCACCTCTCCAGGGAAGCTATAAACGCAGTGGCACCGACCCGTTATACGTAAGCAATAACTAGAGTAGGACACAACAACCCACGTTCCGCAAACGGGCCCTTGTACCATCCCTCACACTATTCAGCCATAGCTCACTGTGCAGTGACCAGAGCGAACCAAGAAGGTCATGACTTGGCAGGCTAGCCCCACCAGCAAGGACAGTCTAACTCGAGGCGCAAACACGCGACACCCTGCACGCTCCACAGGACAGCATCACAACCGTCTTACGCATCCGTTAGGGTCCAGTTACAGCGTACAGCAGGCAGCGCAGGAACACAGGCCTAGACACCAGGCGACCCCGGTCCATAGCAGCAAGAGCTTCACACAACGGTCTAGGGCAACCCCGGCAGCAGCAGCTGGGCCGAACGGTGATGTCCCATAGGCGTATAACCTACAACCGAAGGCCAGGCTGAATGCACCACAGCTAGCAAAGTCCCAAGGACGAGAGCACTCGGACCAGCACACAGACTTGCACGCTCAGATAGAACAGCGACCTCGCTGTACCGCGAAGGGATCTGCCCCACACCCTAGCCACCCAACCTTGAAGTTACCCTGGAGCCTACGGCCTAGGGCACGTCACAGCTGCCAGTGCCAGCACCGCCGGCGCGTCCCTCTGCCGCGCAGGTGCAATAGAGGATCGCGCAATATACGAAATCGTGCCCTCACTGAAGAGCCCTCAGACCCCCGCAGTATACACCCCTCTAAAGCATTAGACAGCTAGGCTGGACTTAGCTTAAGACAGCAATAGGACCTGAACGCTGACCTTCGCAGGAGAACCCACAGCCAGATGCCTGTACGCGAGCCCCCAGCAGCCCATGGCGCACAAGGGGACCAAACCGAGGCTCAAGTACAGGTTGAGGCATAGTGTCCCCATCAAGCTTAGACCTGGCCCCGCACGAATTCACACGTATACTGCCCCGAGACTCTAAAGTGTAGACGCAAAGGTCCTTTAACAGGCCAAAGCCCAGGGGCCTGCGAGCCCAAGCCCCAGGCACGCTCCCCCTTAAACTAGTGCCAACATCGACGACGACCCTTTCCAGCGAAAGAGCCTGCAGAAGCAGCCTATACGTAAGCCTTAGCCGTACCGCTAGGCTTGAGGCCACCCAGAGGGAGCAAGCACTACGCAGGGTACCAGGTGCCTAGCACTCGCAAACCCTAAGGGTGCTAACAGTCTGAGGAAGAGGTACACGTCTGCCCCCGCTAAACCTGAGCCACACAAGCTGCAATCAAAGTCGACCGCTACGGTAATTACGGAAGACAGCTCCACAGCGGGGCCAATCTAAAGGACTAGAGGCCGGCAGCCTACCATCGAGGCGGAAACGTGGGCCTCCAGGGACAATCGTATACGACAATCGCACTTAGAGACCACGATGCCCGGACTTCTAACCGTGGGCACAGCACCCTAAGGAGGCGAAACAAGCACCTGCCTCCCCCTGTTCGCACGCCTCTCCCTATAGCCCCTAACCGAGCCGCCAGCTTACAGTCCGCCCTCCCAAGGGAGCGCTAAGCGCCATACGCTCCGCCCCAGAAGGGCACGTGCAAACGATAGGGCCCACGCAAGCTTCGCTTTAAGCAAGACCGTAGCCTTAGGGTACAGGGGCACAACGACGAGTCTAGTCGCTGCAGCGCGCCGAGAGACAGGGCCGTTCAGGGTGCCCTAGCGTGCCAGGCAATCGCGACAGCTCCTTGCCAACGAGAGCCACAGAGAGGATAACCTACGCGGACCCCGTCAGGTTAACGAAGGCCCTAGCCCCTAACAGTCCGAGTACGCAAGCCTAGGAAGACCCCGCAGAGAAGCCCGGAGATAGCCAACGCTAAGCCTCCCAGGGGGCCCACCTAGAGAGGGCGCCCTAAACGTAACATGTAAGGGGAAGCACCTAGGCCTTAGCAGGGAGCACAGGGGCTTAAAGGCTCAAGCGCGTTTCCGAGCGAGCTTAAAGGCCCTCGGCGGAGCCGAGGCCAGGGTCCGACAGGCTTCCCCTCAGGAGCCAAAGCCTGAGCCCAGGAGCACCCGTATAGGGAAGCTCGACCCCAGAGCCACTACGCCCTTAAGCCTAAAGCCCCCAGCGCATGCGAGGCCCCGTACAAGGCCTCCTAAGGCTCTACGAAGCCTCCTAAAGACCGCCGGAAGCAGCAAGCGTACGACTCCTAGGCAGCCGGATAGCGAGCTCAGGACGTACGCACGAGGCCTAAGCCACACGACACAC

CCGATCGTTGAACAGCTCATCACAATGCAGAACAGAACGTCTCCGCACATGGAGCTCGTAGATACACCTGGACACCTCAAGTCCAGTAAGCGAGGCCCCATCAGAACAACAACACAGAAACAGCCAAACAGGAGGTTCCCGCAAACAGCGAGTGGGAGATAACTTCACGAGTTAATCAGGACACCACACTTATAATGACTGCGAAGTCATGACAACGAAACCCACAGAGCCCCAACTTGGGATCGCGTGTGAAAAACGGGAGCAAGGCCGATGTGCCACGGACGGGAAGACAAAAGAAGAAGCGGGCGTCCCCCACCAACATTCATATAGACCTGGACAGACCAAGTGCTTCTAACGGTCCCGGACGCTGCAAATAAGCGGTGAGCTTGAGTTCCAAGTTATAGACTCGCATCCACGGAGACATACCCTCAAATTATGGCACCAACATCATCTCCAACAAAGCTTACCACCAACATGTGACTAGTAGTTGCAAGTACGATCGGCACAGGTCCGAGCAGATCCAGAGGAGTTCAAGAGTGATAGCCAGAAGACAAGCGACTCGGAGATGCCACATGCGCGATAACTGCTTATAGAACTCTGCTATGCCGAGTCCACTGGGAACCAACACTCAAAGAGCCAATCAAGTAGGTGTTACATCTCACTTCAAAGCTTAACGTCATCACCCAAGTATCTAAACATCCATCAGCACTACAGTGGGAATCCTCAAATCGACACGGCCCCCACGTTAAAACCCTCGAACACACCGCGCATTACGATCGAATTACACTCGGCAGGACACCTAAACCCGAAGTTACACTTGAATGCGCACATGCAAGCAACAGGGTGCGTTGCTGAACAAGCCATGACCACAAGAACCACTCGCGTCCACGCTAAGACGACGCGTTAGTAACAACCACTACACAAACGGCAGGAGTAGAAGGAAGCTACAAGACAGTCTTAAGAAACCATATGAGTGGCACGTGCAAGAGGCTCAGAGGTGGATCCTAATAAGAATCCACAGCAACAGTTAACGCTGGAATGGCACTAGCCAACCTAGTAGGAGTGCTAACCTCCAAGGAAAAGTGAGGTAACAAACGGCCCCGGAAGACTCAGTGGAGAAAGAGCATAGAATGCACATAGGACTCCTGAGCAAACCGAAGAACCAAACCTGGGTAAATTGAGATACTGGCAGGAAAATGCCATGTCCTCCCAAACAGTCCCGAGCCACAACCAACCCTTCCCGCTTACATGCCACATCAGGGAGAACAAGGAAGGGAAACTTGCCATGGCAACATACCACCGAGATGGCGGATCACCCCAATGCGGATCCCACAACCACTGTTAAGCTAAGACTGACGGCAGCCTACCATTAGAACGCATAGGAGAAAGGTCCGCTACCGGTACAAGCTACCCAACCTAACAATGCTGCATAGACTGGAAACTAAAACATGTAGACGCCATCACGCCGCACCCAGAGTGATACCCCAAACTAGAAGTCACCATACCAACCGTAGGTTGGAGGAAGGCAACCACACCCACGAACACTGCGAACGAGCTCACGAGATCCCTGTCAACTCCGATTCATAGGCAACAGGCCTGGCAACTGTAAGAAGCTAAACAAAGCAGGAAACAGAGTCCCACCGCCATCTACAGCCCCCCACCCTAACCAGAGGGAAGGTGCATGGGATGCTACCAGGAAGAGTACAGGAAACACCCAGCTGGCTGCCAAGGATGCAATGCACACCTACGTCCAACCCGGCCTACCTTAAATAGAGAACGGTGACCTATAGCGCTGCGGTAAATCGCGACTCAAAGTCTCTCCAACTGACCTATCAAAGAGACCCCTTACAGAGAAAAGGCGCCACCGGCAGAACCTCTGGAGACCGTGCAACTCGGTCCAGACCTTCCAGCGGCTCGGCAACTATCAACCCAGACCTAAGGTCAAAAGCTCATAAGATGAGCCTGGACAGGTGGAAACGTCAGATCCGCCCCAACCTCAGCGCACGTAAAATAGCAAACCAGATGGAAAAGGCAAGTGTCGGTTCAAGGCAAACATGGGGCCCACCCCCCGGGACAATGCTCAGCTGACCAGCAAACGCTCATGCGCGAGAGAGATGCGACACACCAGGGGCCTAAGATACCGGCTACCTGCTCAAAGGGACCACAGATTGCATACACCACCCAGCAGAAAGCGCCAAGGACCTCTGCCAGGAGACTCCCACAGTAACCTTCTAGATACTCTGACATAACCCATAGATCCGAGCCGAAACACTAACCTCGTCTGCAGGTACATAACTAACTGAGGCTTCAATAGGAAAGAGAAGACCACAGTGAATACGGCCGCTCCCAGTCGCATCACCCAAGCTGCCCAGGCATCATGTAACGCTGCAAAGCCCTGCCAGAAGGCATTAGATACCCACAGCCGGTTAACTGTAAATCCACCACCAGTGTACACGATGCCCTTTAAGGACGCTCGCCCGTGGACCAGTAATTGCCAGTGACCTGATAGGACTAAGGCGACCACTAATCGAGCGCACCTACGGAAGCCAAGTCCTAAGCCACAGCAAGAATGGCACACATGCCCGACTGTCCGAGGGAGAACCCGATAGAGGCGTAGGCACCGAGCACCTGCACACGGGCATCGCCATGCCGCACTTCCCTTTCTAGTGACTGTTCCAACTCGGGCCAAGTTACAGTTAAAAGGGGCGAGCAGGGCAAAGCTCAGTACACGAATCCAATCGGGGCGAAGGGGCAAGCACTCCTCAGCAAGGCGCCAGAGCAGCACGAGCCCCTAAGACGAGACAGAGGGGACCCGTGTAAAAGAGCCACATCACGCAGAGTCCGCGGTAGGAATACCCTACAAATCCCGACATCGGGCCCACCTTAATGGTAGGTATAACGATCCACGACCGGGTCCTAAACAACAAGCTGTACAAGCTGACACAGGCGCTAGCCACAATCGTAGCTAGAACACGGAACCCCGCAGACAGGCCAAACACGCCGTCCCACAGCCGTTCCCTGGCCAGACTAAGCTAGCCAGACGTCGTAATGAAGCATTCACTAAGAGGTTACAGCCAGCTTTCCACCGTACAGACCCGCGGAACAACGACGTGAAGGGGGCTTAGAGTCCACGGTCACAGCATCGCTCCAACTCTCCAGCAGCAGGGGACCCGTGGATTAACACTGGACTGCAGGGGAACGATGCATTCGCCCGTACTAGAACCACAGACAGAGGGAAGAAACTGCAGGTTAATGCACCTCAAGGGTGTAAACGACACCGATCCTACGCCCCTCACTTCCCTGTGAAATAGGTAGCAAAGCACAAACGGGTCTAGAATTGCGTAGACAACTGGGCCCTCCCGGAAAGAGACAAAGGAGCCGCAGCCTATATGCTAAGAAGTAAGTACAGCTAAAATTGGGAGGTAGATGGGAACCTAAAAAGCGATGACGCACTCAAGGACTGTAGCAAATAGAACTCTAATAGGGAGACAGAGTCGCCGTAGCCTCTCACCTCTCCCATTCAGCACCTACCTAAAGCCTGTCTGAGAGTAACCGTCAAGAGCACACAGGCCGTTACGGGTAGTGAACGAACTCCCTTGCCTCAGCAGGGAGAGCGATCGGGCCGCGAAACCAGCCAAAGGTGAGACCGGAACACCTCGACTCCTAGCACTACATTGGAGTGAGGTCTAACAGTGCCTTTAAAGCCGACCTTCGCTCACCCCACACGGGAGACTGAGAACAACCCAAGCACCTAGGCCTGCAAGGGTAGGGACCGCGTCACTACTCGCGTACAGCAGGCTAAAGCCCCTAGAAGCAACACCGCGACCCCGGCACCGTAACAGTACCCAGGCAGGTCTACAGGTCATCCTAGATTCCGGCCGAACGACGGATCAAGTGGCAAACCCTCGTATAACCCACAGTCCCAACGTGGAAAGCCTATCCGAGAGCACTCCTCAGTTCGATTACGGCCAACCGGGAACAGTGCGCACACGGAGCAGTGTGACCAGCAGGGTCACGCTAAGCCGGCACGCACCAGCGCGTACACCTAGCCCCCCAGACCTCACTTAGGCACACCCTATCACTTACCGGTTAGCCGTAATGCCCGGCCTAACAGCAGCCTGAACCTTGAAGTGGACGGCTGCGTCCAGAGAGCAAGACAGGGCACAACGACACGTACACGTGGGCGGAGGTGCACTCCAGGGCTAAAAGGGACGCCTAGACATAACCCTGCCTTAACCTTCAATCGTGCAATAGCCCTCACTGGGACAACCCCACTAGCCGTGCAGCCTAAAAGCCGTACCAAGGCAGGAGCCACAGTCGCTGGTAGCAAACCTCTTACCCTTCAAGCTCACGCCACAACAGCCAAGGCGGGGCCTTAAGGTTCTAAGCAGCGACGCCGCGTAAACAGGGCACAAGAAACCGCTGGGCCATAGCCACCTACGAGTATCGTCAGCCGGAGTTAGAACTAGCAGCTTCGGGAACAGGAAGCACCCCCACATACTAGACCAAGCCCAGCACCTATCACGATTCACTATGCATTGCCCTAGACGCGCGGAGCTAGACCCCACCTACCCTGAGGGGTACGAGGACAGGCACGCAAGAGCTCCCACTAGTCTTATAGGGCGAACAGCTCGTACCGTAGACCCCCAGCCTCCCACCCTAGCCTCAGATTGATAAGCACTGCAGGGAACCAGCTATCGACCGCCCAGGGCAGGCGACAGCAGGTGCCCGGAGAACAGCAAGGGTGCCCACGGCTGACCTCCAGACTTACGACTAACCGCTAGATCGAGCCTGCTTTGCTAAGTACAGCCGGACCGACTTGCCCCAGAGCGCGACAGAGCCCCGAAGCCTCTACCTGTAAGCCCCGGGCTAGAGAGAGCAAGCCCGGCCACGTACCAGGGCAGGAACCCCGGACCTCGCAGCGAAGCACCCCCGTGACACATGATAGGCACAAGCACCTGCCTCCCCGCACGCCTATAGAGCCCACCGCCAATAGCCCCTCCGATGGCCCGGTAACTAGAGCAGGCCAGGTCCCACCGAAGCTCCCGTCGCCAAGGGCTTGCACAAGAGCATCGAACGAGGCTCCGCCCCTGACAAAGGCAATGGCCTCACAGGCTGAGGGCCGCCCGCAAGGCGAGGGCGCCTTACGGTCAACTAGGAGAGGCCCCCTGCAGCCCTGAAGCCCAGAGCAAGCCCAGCCGCGCTACAACCTAGGCTGCCCTAATCCTCTAACAGCTGGCTTTAAGGGACGCCTCCGGCACATAGGGACAGGACGCTACCAGAGTCCTACGCAACGGTCCGAGAACGAAGAGTAGGCTTAGCACTAGGAGGACCGAGCCCAAGGCCAGAGCTAAGCCGACCCCCCCTAACGGCTCACCTTAGGGTACCCTAAGCGCACGAAGCCTCAGGCTAAAGCCAATAACGCGCCAGATGGGCAAGGCTAACCGCGCTGTAACAAGGATTCGCCTAGGCCCCTAAGCCAGCGGATACCTCGCAGGCTTAAAGACCAAGTCGCAAGCGAGGCTCCGGGGAAGGCCCCGGTGCAGCGTGACGTAGGAAGGCCCGAGGCGGTTCAAGCACGCAGCCGCTTCCGAGGGCAGGGGCCCATGGGGCCCCCAGGGAAGGAGCCAGCGACCGCTAGTCCGACGCTTCCTGCTAGCTCTAAGCTTGGCGACAACGTTAAGCTTAAGAGGCCACGAGAATGCGCGCAACAGGAGGGAGCTCGCCCTACCCTAGAGCTGCCGTAGAAGACCCGCCTTAAGGCCTAGACCTGACGTAACACGCAGCGCGGCGAGCCCATCGCGCAGAGGAGCCACACAC

CAATGAGGGCCACCAACAGGAATAATATGCACGCTAACGCTCAAACCTCGAACCCGTACATGGCAACCTGTCCATATCGAAGGACACCAATCACAACTGCCCACTTCTATGGAGCGCGCCCTCGTAGAACGCGCCGTACTCCCCGCAGACAACGTACACGTCATGCTGAGCTAGCCAGACGATAGACCGCAACGGATAACAGCGAGTGGGCATCCGGAGTTAAACTGCCCAATACTGATACTTCTCCTTTCAATCTGGCTGCGAAGTCATGAAACCAACCGCAAAGCAAGGCCGCACGGACGGGAAAATGCAACGTGACATTAAAACAACGTGACACCTGACACATTCTCATAAACCCATACGGTCACCAGCCTCCCAAATCGTAGTGCAAACTGACTCATAGTTCCACACATGAATGGGGGTTAACCACGGTACACAACTAGGCCATTAGATGCAAGAAGCAACTATAAAGCTTAACCAAACTTGGTTGCACTGCCACCACTAATACCGATCGGCAGTGCCCAGTGAGCCAAAACTTCCGAAAACGTTTAACTGCACGACCAAAGCAGAAGGGGAAGTCAGATCCTCGTGCGATCCGGAGCAGCAGGGAGAGTCTAAGATACCCCGCAGGAGCACCACTGGAGTCACATACTCACACTCCCAATCAACCTCAAAGCGGCATCAATACAGTGCACAGAGGGATCAGCACAAGGACACAGAATGTAACGTCACACTATCAGACAAGTTAAAAAAGACGATCGAAGGTCACTCTTAGAAGTCCCCTTCCTCGGCGGGACATCCCCAGTATGAGATTCAGTGGTAACGCCTCTATACGTCAACGGACAACCTTGCAAGGACAAGGGAAACGATGCGAAAGCGCCCTCTGCACAAAGAACAGGCGACCACATCTGCAGGGCGCACTCGCGTCCATCTCCACTATCCGTTCTATGCAAACGCTAACTCTCCACACGCAGCCGACCTTCGGACACCCTCACAACGTGCGAGACATAGTGAGATAAACAGACAGTCCACGCATTAGTCACAAAAGCCCCGCCCGTTAACACAGACCCTTCCGCATAAAGAGATAAGGAAAAGTGCAGTGACCTGACCACTACTATACCCGACTAACACTGACCCCGGGAATCCGAGATACCCACCAGAAAGACCCCCAGCATAACTCTGACTGGAATGCCCAATCCACCTTTAAACCGACGACAGCTCCTCCACTCCCAGCACAATGGTGTGAGAAACCACATACGCCCGATAGGAACAACTGGGCGGAGCTGCGAACAGTCAAGGGAAGAGTCAACTTGCATGGGCCCATTCACTGCTAAGCGGATCCCAAAGCATACTGCCCCATCAACTGAGACAAGTCGGCAGCACCTACTTCGCCCATCCAAAGAGCTAACAGCTTTACTGGAAAGACGCCATCACCGTGTAGATCCCGCCGCACTTGGCCGGAGAACCAGTAGCAATATCCTACACGTGGGCGGAGATTACAGACTGCCGGCCACATGGGCATCCATTAAGCCTTTCGGCAACGGATCCAGAATGATGTAGCAGAGAGTCCGAATAACCAGAACAAGCCACCCGGCAAAGGCAGTAAACGGTTACGCTGCCGGAAGAGCGGACGCTAACGGAGAAGTGGGACTTGCCCACCGCACCACTAGTCCATCAAGACATGGACATCGGGGACGACCCACACGCGGCACAGAGCCTCCGAGTGGCAACCCGACGCCAAAGTCCTCTACAACGGTGCAGGACACAGCCAGCGCTATCGATGCGGTAACCGTCATGGCGCCATCGAAGCACGTAAGAAGTTACAGCCTACGAGTAACTCCTGGCAGACTTTGCATCAAGCAGTGCACCATCACTCGGGCGGCCCTCTGAAGCTTGAAAGGAAGTGATACCCAGGACTTACAGCTCCGATTCAGATCAGCAATACTTGTCCCTCCACCCCACCTCTACATAGACCATGCAGAAACAAAGAGAAAACAGAACCAGATCTAAGGGCAAAATGCTAGTGTCACTTATATAGTGGACATCGCTACCGGGCGAAGCTTACAGCAGATAGCCATAGTACACGAGACATACATGCTCGTGCTACTGAAGCTTAAGAGTGTGAAAAGCAGTAGGGACATAGTGCCAACTCTAGCTAGAGTGGCAAAAGGGTCCCGAAACCCCCCCAACCTCACCGATTGCATTCCCGGTGTAAACACACTAGCCAACTCCCGCTCCCCCCAGCATTGGCTCTGCGGCATAACTCCCCTCCAGCTCTTCAAGTACCGCAACGGTCACAACGCATCCGCACATGGGACACTACAAGAGGCCCACAAGCCAGTACTAAGTATCCACAGGCTGCAACTACTCAGACCACTAATCAGGTACCAGTACACACCTATGTGGCTATGACCCAAGTAGGAAAGACCTACTGCAGGAAACCGGGGCGGTAACGAACACTCTAGACCCTGCAGGGGGATTTAGAATGGACCAAAGAGAGGACACCCGAGTCTCGCAACACAAGCGGCGCCAGTACCAAACAGTAGGACGCTCGCCAAGCAGATTGCCCAGACCAGGACTAGGCGAGGGAACGACAACCGGCTAGCGGAATACGGATCGTAAACAGGAAGTAGCCTACGCACCCCAATGTGCAGAACGAGCAAGCCCATAGGGCACGCTTACACGACACGATAAGCCCGAAGCATCAGATCTAGTAAGGCAAACCGGCCCCTGGCAGGCTGACCATAAGAACCCCTTTAACCAGAGCAGGGGCAGATGACTTAAACCCGGACGGAGATGAGCAGCTAAAGCCATCACACCACCCACGCTAGCCCCCCAACCTATATGCGACGAGCACTACACCAAGCCAGAGCCCGCCGCCTCAGACTGCTCAACAGGCTGTTAGGTAGACGGTGCCACATATCCTCACCTCAGAAGGAGCTAACCCATAGAACAAGACCAGGCATAGCGCCGCGCCGTGAACTATAGCTATGCCCTTAGAGGTTCGCTGAAACCTCCACTCCGGGTACCCGGTAGCCAACCACCTCTCCGGAGGGTGGACGCAAGGGTTTAGCTATAACAACCTCACGACAAAGGCTATTCCAATGGCACCAGCGCACGGCGCTAACTCAGATCGTACTAGTACATAGCCCGCACGCTTGATAAGTAGCTGGAAGCCAACCACAAACCTACGAACCAGAGATCATCGGACTGGTAAGAAGGAAAAGGACTAGTCCTGGCCCACCCGGAGACCTTTCCCACTGCTAACGAACCTGCCAGCCGGGAGTATAAGGAGAGGCAATCGTCGGCGACGAGCCACCAGAAAGCGGGCCGAAGCTTACACAGGCACTGGGACTGTTCCTAGTCCATACAACACTGGCAGGAAGGAACAACGTTGACGGCGCTCTAAAACGAAGGACAAACCCTGACTCCACGTTAAGCGAACTACCAAGGTTACCCAGAAGAACCCCAGCACGTATCAGTGAGAGGGCAGAGAGCGCTGCAGCTTCACCTCACAAGAGCGTAGGAAACGGGCGCAGCAAAGGCCCTCCCAGCCGCAGACTCCTGAGAAGCCCAGGGGACAGGCAGCACCGACGCTGCCACAGCGGGTACCGAGCGGCTCACGGTGCACACCCCACGAGGCTCCGCGCTCAAAAGCCTGAGTAAAGGGATCCTGCCCAATAGGAGAGAGCCTGAAGCGATCGTTGCCCAGCCGGAGCCCAGCAAAACGGTAGCTGGTGCCCAATCACGCCTCGAACCGTGTAGGCAACAAGGATCCGGCGGACCCTCGAGGCAGTAACGGCAAGAGCTACCCCTAAGCTGAATGGCAGCTTCAACCTTCTGTACACACGAGGGACCCGCATCAAGGGGAAGGTGCTCTAAAGACACCAGCCACCCCTAACACCCACACCGACGTAGCAGCGCCTCGAACCCAGGAGCCAGCCACGCGACAGCATTAGGGGGGGACGTCTCAAGGGTCGTATAAGAGTCAGAGTGCACCGGCGCTCATAGCAAATCCCCAGGACCATTAGACCAGGAACTGGCAGGGCCGAGTGCCATGGCCCATGCAACAGCATAAGGCTGTAAACGTCAACTTAGGCACACCCAAGGAAAGGTACCCTACAGCCCCGGTTAAGACAGACGCATAAGCTAAGCACTCGCCTCAGCACCCAAGACGGAACCCAAGCAGAAGCAAGCAGGAAGCGTCACGTAAGTTCCGCCGACCCCCCGCGAGAGAGGGAGAGCTATCCACAGCTTAAAGGAGGAAGGAGGATTCGCCACTAGAGACCGTACCTACCCTAACCTAACGCCATAGCCCCCGCCAGCGGCTCACTAAAGCCTGAGACACAGGGCCACGGATTAGAAAGCCAGAAGAGGTGCAGAGACATCAGGCCGGTAGCCTCACCTGGACTAGAACCACTCGGAGCAACGCGCCAGCTACAGTCCATGCAGCAGCTGCCAAGCCCCAGCAGATAGGCCGGACTTCCAAATAGCCGGGACGCACGACAACGGCGGCTCAGATTACAGAGGACACGGCAAGGGCCCTCAATAGAGCGGTCAACGAAGCCCTCGGCCCCACCAGGGGCAAGAATAAGCGCTACAAAGACCATTGGCCGTACCGCGTTACAGTTAAGTACCAGTTGCCCCACGGGTCTAAAGCCGCTGCTACTGTCCCGTAAGACAGGGCACTTCGCAGGCCCTAGCCACTACCCGAGGAAGGCTGGCCCAGCAGCCCGCAGAGTCCTACATCGCCCTCTCCGACGAAGGCTACAGGTCACTGTCATACGGGCCCAACTACAGGCCTTAATGTACCCCGAGATGCGCACTGCGCAAGTGACCCTGAGTCTACTTAGACGATGCCTAAGAAAACGTCGTTTAGACCGACCCTGACCTCTAATCAGCCAACAGACGCACATCGCCAAGGTACAAGGCCCTCGCAGGAGCCACAAGCCTTCAAGCTGCACCCTCGAGTCCAAGCGACTGGGCCGAAAGCGGGCACAGGAGGCCACACACTAACTTCCCATGACGGCTTAAGGGCCCAAGCGCCATCGACACGGCCTAAACCCTATCAGGTAGCAGTAGCTAGGCGTAGCAAGGGACCCCTACCCTGCAGACCTCACAGTGACACGTCGCCCCCGTACGGTCCCAAAGGGCATAGCAAGGAAGCTTAGCCTGAGCAGCCCTCAAAGCGCTGTAAGAGCAACCCGCACCCGTATCTAGGCGCGCCGTGGCCAGGCCCAGGGACCTAGACTAGAGAAGCTTCTCTCAGCTTCCAGCACACCGTAGACCTCGGACTGCCCTTAAGGCTAAAGGCTGACTACGAGGGTCCTAGCAACGGACACGGCTGGGTTAATAGGCCGACACACAGCAACGCCCAGGTCGAAGCTCCGAATCAGGCCTAGAGGCCAGGGCGACGTAGCTCCAGTCTTACCCTCCAGGCCAGAGCTATCCTAAGGCCTAACAGCTAGGCCCGATGCCAGCCTGAAGGTCTAGGGAGAAGCCTAGCTAATAACGGCACCCGAGGGCGCCCTACCCGCGCGGCGAGTACGAGCCGGCACATCGAAGCCCAGGGGCCGCCTAGATCGCCTGTGCAGAGAGAGCGAGCGGTGAATAGGGAGGGTAACAAGCAGCAGCAGTACGCGTTAACCCTAGCACGCAACCGCAGCGTAAAGCGTAGGCCCCGCGACCCCCTTAAGGTCCACGCAAGCCTCCAGTTAGAGCCCCAGACCCCGAGCCGAAGGCCCGTACCGCTAGAGAGCGCACACGCGTTCCAGCCTCAGCGACAGCACGGAGCCCGGGCTACCTAGGAAGGCCGCTCCCCTCCTAACGTCCCGAGGCACGTCGAGTCGCACCTAGAGCGGACCGTTAAGCTCCCTAAGCAGGCTCCGTTAGGGCTACCAGAGCGACCTAGAGGCCGACGCCTCCGAAGAGACCAACCGGCCTAAGACATAGGCAAGCACCGAGACACAC

ACCTAACTACACGGGTACCAGATACATGGGGCAGAACCGCAACGGATAGTCGAAAGCATACTAAGAAAATGCAGTGGGATAGTATGCTAAGGACACCACAACGTTGTATAAAGAACACCTTCGAAACTTTAACGCCTAGATCGCGCCGACGTCCTAAAGAAGGGGTTAGACACAAGGCCGTACAGAACAGCCCGTCCCCTCCGAAGGCAAAACAACGTGACAACCATGCTTACAATTGTGACAATGTAGACAATTCGCATAGTCAACTCAACTTGCACTTTGGATTACGCCAGCCTCATACACCTGAATGGGAGACTCCTTGTCCCATACACCCAAACGGAGACGATGCATTCGCCCGGACCGGAATACACAGTGAAAGATGCACAGACACTGGTAGGGCAAATAACCCCTGCATAACCAAACTTGGGACTACATGAGCTGCCACCCAACAGTACGGCTACCACAAGTCCTAGAAGATCCAGAGGAAATCCACCTGAAGGGGTACAAGGGACATAAAACAGAAGCAGAATCTCCAAGTGAAACGGGAAGCGACGCAGCCCTCCAACTCCCGCGATATCCGGACAACTAACCCCATCAAGAAGTATGCAACACCGAAAGGAGCCAGGAACCAACTCTAACCCAAAGCATACTTCTAGCGTACGATAGATTGCCGGCGCAATCACCCAAGTAAGGACTATCCATGAAAGCATCCTAATCCCAAGTCTCTCCTCACACGGCCTCCGCACCCTCACCGCGCCGGTCGGGATAGGCCACCCAAGGATGGAACCCCCCCTCGGCTACCTACCCGAAAAACACAGTGAGGTCAACACATGGCTCCCCACCTACACGTTCCGATGACGCAAAACTTAACACCTCCCTGTCAGACTGCCACCACGAGAAGACTTACAGTCCAAGCCAACTGATAGTCCAAGCCGATCGGAAAGTCTGACAAAGAGTAGACAGACCCCCACGAAGACACTGTACGGTGCACTCACAATCCTGCATATGACGTGCCACTCAAGGCGGATTCAGATACCAGATTGCATAAAGATAAGAGCAACACGGCCAATATGCACACCGCAGCGCTCTCAACATTGCGAAGGCGATACAATTAGCCCGTACCCTCAAAACCATACTACTCACTGAACTTAGATAGAGAAGACTAATGAGACTCTGACATAGAGCTTCATGTGCATAGGCTCTAAAACGTAACGACAGCGCTCAGCCACCAGCAAAGATGTACACCACCAGATCCCGATATGGCCAACAGGGGAGTTACTAAAGAACAGTCCCGAGTCATCACACTGGATGCCAACCTGAGCCAACTGCACAAAGGAGCGACTACGGATCTACTGACTAATCAGCCAGCCATCACCATTAACCCTACATCCATATAGAAGGTATCACCTACTTCGCCTTCCAAAGCTACAGATGACTCAGACGGCTCGTGTAGCCGCAGTGATACCCCAAATGGCCCTGTCCCGGAGAAACAAGACTGTCAAGACCGAGACATCCAGAAAGCGTACGGATAGGTCGCACGTGGGCGGAACACTCCCAAAGGAGGAAAAAGGTGAGTACCGTCAGGCTCACCCCAGCCCTTCAGCGCACACCTGGAAGATCACCGTGAGATCTGGACAAAGGAGGCAATGGCCGGCAGTAGCACTATGAAAGGCAATTGGCGTAAACCAAATGGAACTCACCTGCCTTGCCCAGTCGGTGTTATTATAACCTCCCAAACCCAGACACGGACGACAGGAAAGACCTGAGGGACTACCAAAAAGCACCTCCCAGTTACACTAACCTCCGAGGAGACTCTCAGAGGCAGAAGGAGAGTGAACACAGACGTCCACGCCAAGCATGGAGTGCCAGGTCGCGGTAACAGTGGGTATAATGGCGCCATCGAACTGGCTTTTAACTTCCCTCCAACTATGCATTACAGTAAGACCTTTACGCCCAAGGGATCTAGTAGGATTACTGAGCCCTGTAATGAGGGTGTCAACCTCTCACCAGCCTTTCAAAGGAAGCGGCTCGGCAGGAACAACTCTCCTAGACAACCTAGTTAAAAAGGGTCAAGACCAGCTCCAACTCAATCCGTCAGGACTGGCCCCCCACCTTGCACTAGGACCACGACGTTTCTAAGGAAGGCCAAACACCAGCTAACTCCACCGCCTCCTTATCAAGGGGCTTGGCACGGCCAGGAATCTCAGCCACACCGTTATATATGCAGGCTGAAAGGAAAACCTTAACTAGAGATGCCCCGGCATGTCAGCACCATAAGCAGCTAGAACCCCCCCCCCAGTGGCATAGAGAAACCCCCGTAAGCTCTTAACAGGCATACACGGGTAAATGGGCTAGCCACCCCTCCACTACACCGGGCCGACACGCTCCCAAGGAGCAACCAAGGTGGCCAGACTCCAGACAGTACCGCCGACGATACGCCAACTCGCAGGGGAATCCGCAACACTACGCCACTCTGCAGTACTAGCTGCAGCAGCAGAACCAGCTTAAGTTGCAGACTGCAGACCAGGAAGAACCACTAGATAGTACCCATAGGCAGGGAGACCGCTCATCCAGCTGCCCGCTCTAAGAGCGAGGGAACCTGCCAGGACCCAGGGCACTGGGGGTTAAGTCCCAGGCAACAATTGGCAGGGAAAGTCGAGATCGCGATGCCCGAAACCACAACTGGAACTTTCCCAGGACAGTGACCAGGTAACCAACCTTCTCGGGAACGCGGAATCGTAAAGTAGCCTACGCCAGCAACACGGACGGGAACAGTGGCCCTCCGAAGCACCACAGAATGGCAGCCTGCGGCCCTCGAGAAGCTACATACAGGGCGTACTGCACACAGCAAGAGGGCATCACTTGCAATAGTGACCACGGAACCTGAGCCATCAGCCAAGGATGACCTATAGGAAGACCTCACCCACAGAGGTAACCAGAAGTACCCGGAACAATAGGGGCCCAAGCCTAAAAAGGACACTGGTGGTACGACAACAGAAGCTTTGCGGGTCACCCAAGCCAAGCCATCCCCTCTAACCAACCCCTACAAATCCCTAGATATCTACACAATCCCCAGGAGCTCAAGGGCCCGCTAACATCAGGAAAGGCCATACGGGTTTAACTATCCATCAGTAGCTAACTAGAAGGCTAAGGTCAAGGGTAGGCTCAGGACCACCCAGAATCGTACGTAGAGCTGCCGTATGACAGAACCTCTCCCTCCCACCAGTCCCTTGCAGCCAAAAGTCCCACGTCCGAGGCCTTCTAGTCGTAAATAAGCAGTAATAACTACTATCCACAGCGTAACGACCATAGCAGCCGACCACAAACCTCAAGGGCGTTAGAATGCAGCAGTGCGGCGACACCTTGCTACAGACTGAGGTTAACCCCATCAGACAGACCCGCATTGGACCTTGAATTAGGAGGGGACAAGAGGCAGGAACTACCCTATACCAGGCCAGCTTGCTGCAACCCGTAGGTCAACTAGAAACAGAGAACCCTATGTCCGACTCCCAATTGCAAGCAGCTGAACCTTACACCCACACCGATAAGTGGCAAGTGTCGCCAAAGCTGGACCCAGTAGGAGTGCAAAGGTGGCCTGGATCTAGAACTCGCAGTGTCCGTTACATAAGCGGCCAAAAGGACCGAGTCGGCACCCCTCAGATGCTCAAGCCCCCTGGCACTTGAGAAGCCAAGTGCAAGGTCACTCTAGCCCCCGTCTCAACGAGGCTGATCCTAACAAGAGTACTAGCACCCTTCTGTACAATCTGGCAGCTACCGTCAAGTGGCATCCGCAGCAATCAATAGAAAACGACCTTAGCCTCAAGCAGCGGAGACAGCGATGGACCCGAGGACCACGGGCGAATCGACAGACAGAGCACTGTGCCCTAACTTCCCCTAAACCCAGAGGCACTACACGCGCCGACGCATTGGGTAGACACGGCACCTTCGGAGCTCCTGGGACTAACCCGTTAGGCGTACCATAGCGCTGGACAACCGAGTAAGGATGGCACTGTAGCAAGACCCACCACGGTGAGGCCTGATATCCAAGGCAGAGTCAGAACCCCTCTCCAGACGAATAGCCATAGAGAGAGCAGGAGCAGCTGGAGCTGCACGCTCCACGCACACAAGGGTAGACCACTAACCGGTCCGCGACATAAGCCTATCCTCAGAAGGACACCCAGGACACGTAGCACTATCGAAAGCACCAACAGGCGCGCAAGCCACCAAAGGATATGGCACGTAGGGACAAAGGGACAGCACAACCGCAGGTACGCTCCACCCCCGGAGACCTACGAACTGAAGACGGTCACAGTCCTGGCACCCGCACGTGCCATAGGGCACAGGAGGCAGGAACACATAGCACACTGCAGTGTGGAGGGCGGTCGACCCTGACAGTCAACGCGCACCTTCACATGCAGAGCTAAGCCTGACGCCGCGAGCCTCTGACCTTCCGGGACCCACCCGCAGTAGGCAGTAAAGCAGCTCCTCCAACGCGCCGGAGGCGCCGCATGCCCGCGGCTGTGCCATGTACTAAGCACAGGACGGACAGCACGACACCCCAGCACACTGAGAGCTATAAGGTAGCGATTCAGGGGCCAGAGGCGCGCGGGATCCAAGCACAAAGCCTGCGCAAGCAACCAGGGGCCAGGGGCTCCCGCCACACAGCGGACCTAGGGGCGAACAGCTATCGACCGCTAACGTACCGGGGACAGCATCATAGCCCAGCGACCCCGAAGAAGGTAGGGACATGCGAGTAGGACTCCTCTGCAGGCATCACACAGACAAACGAGCTCAGATCCCCATTAGAACGCCAGAGCAAAGGCTGCAGCCACGACCCATCTACCAGCAAACGGCCGTTAAGCCTTACAGCAGCGAAGCGGGGCAACTAGGACCCTGAGAGACCTTAGACCCCAGACGGTACAAGCGCTCTGCACCGAAACTAAGACTGCCCTGGGCAAAGGGACCAGGCCAACGACCGGACGCTACCCTTAACAGGAGACGTGAAGCGGGGCTTCCAGAAGCCAGCCCCCGGCGGAACCCGCAAGCATGCCGGAGCTACCTCGCGCGGGAGTCCGACCGAGCAAGCTCACAAGCTAGCAAGACAGCATCGCGCTGTTCAGCTATCTATAGACACCCCGCGGCCCGCAGCGAGGAGAGCACGCTTACAACGTCCGCTGCAGGGTGAGCGCTACCGGCGCCTAACCAGCCGCCCCAAGGGGGAGGCTGAGACCCAGGGCCAGGGTCAAGGCGCAAGCCCCAGCGGACCTAAGGGACCACTCGAGCAAGGCCATAAGAGAGACACGCGGCCTAAGGTTCGCTGTACTCGAACGTGGCCCAGGCCCCCGGCTTGTACGTGACGCTCGAAAGAGCAGCCGCCCGTAGCGGAGCTGCGAAACCAGCACTGCTACGCCTTCCTAACGCTTAGGGCCAGCTTTAAACAGCAGCAGGGCACACGAACGAAGGGCACTAGGCCGGACCGGCTACCCTGAGGAGCCCAGTCCCGTGCTACCCTGCCCTAACGGCTTACTCCTACCGGAGGCAGGCCCCTTAAGCTAGCTGCTCAGCCCACGTTTACTGCGACTGCTAGGAGCCCTAGCCCCTCTAAGCTCCAACGCACATCGCCGTGTCCCTTAGCACAGCAGCCCCGAGTCCCTTAAGAGCCGGCGGAAGCCCGGGGCCTGAACCGAGCGCCCCGCTACAAAAGCGCACCGAGGCCCCGACCGAAGGTCCGATAGCCGGGCCGCGTTAAATCGGCCCCTACCCTAGAGGCTCCCTAGCGAGGCCGAGAGAACCGTACCCTCGAACCGTCTAGAGGCCCTACTTAGCACGCAGCCTACGAGGGAGAGCTTAAGAGCCGCCTCCCCTCACATTCGGAAGGCCGAGCGAGGTCTACATAGGTAGCGACACACGCGACCGCGTACAGCGTCCAGCCCTGTACGAAGCGACCCTAAGATACGCAGGCCCAGAGGCGACGTAAGCCTCACGCACCCGAGGTACGCACCTAGGACACAC

CGGACCCTCGAGGACGTAGCGCAAGGTTACAATGTCACCCGGAGCCCGGTGGGAAAGCAACCCTACGAGCGCGCTAGCACGTGGAGGTACATGGTACTATAAATCCTCCCATTCAACTGGCCAAAGACACCCGATAGCCGTAACTACGCAAAAGGAATGCCAGGAAGACGTCTCGATATCCAAGAGGCAGGACTCAAAACGAGCCTTTACGTACCAAGTGATGATCACGAGGACAACCTGGCTGAACATCCCGGACAACAACCCAGGTGAAGGCATCATACACCACTCATCCAAAGTGGAACCTTCATGTTCTTCCAAAGATTACGCTTCACAATCGTGAGATATGGAAGGGTCCAGACCGCCAACCTTCCAACGCTCCCGATCAACCTACGTACAGTAGGAACCACTAGATAGAGGAAACTCTTCCATCTCACTATGATCACAAGAGATGTAAGATGGCCACACACCGAACGCGCCGTAGGATTACCGGGCGCCTACACCTAAAAACAGAACGTACGAGGCAAAGACGCAACAACTCATCCGCAAGCCGGCGCGTCCGTCGAATTACAACATCCGCGTGGAAAGAGATCCTCACTGATACATAACCCAACCCACAGAAACTAGATGGGGAAGTGCACCTTACACGGACAGATCCCGAAGCGTCCCTAGAGAGATCCAATATAGCTACCCAGCATCATCAGAAACTTCAGCTCAATAGTCAAGCCAGCCATAGTTCCACTTGTCGGTTAACTGTGACCACGGACGATGCCTCGCAGGTAGGGATCAAAAGTGAATCTCGCCCACAAGGTCGACTACCTACTCATACCGAGGGACATCCAGAGGATAGTTCAAGGGGTAAATAGGCAAGGGGAAGACGTTTAACAGTGGATGATGACCTGAGGGCACCTTAAGGTAGAAACCACGAACGGGAGGAGAAGATGCACTGGGCAACTACTCCAGCCTTTCAGATCAGATACCCGAGTCCACCAGAACTCTCACTGGAGTCACAATCACCCATCCGAACCAACACTCATACACGGCTAAAACCTCCACCCATTAGAAATCTGAAACCAGAAGAAGACCTATATACTAGGGAAACACCCCAGTCTCCTCCGCCTTTGCGAACACCATTACCTTCCCAGGTCAGAAGTCCTAGTCCAAAGCCCACACGTACTACTGTCCACTCCACACAGGAACCTTAACTCCGTGGTAATAGACCCAGTCCAGAGATGCGCACATGCACTCCCCCGGGCCATGCTAATTCCCTCTGAACGAGAAAGGTGGTGTTAACGTCCAAAACTGAGCCGAAGTTGCAGACCTCATGTAAGGTTAACCCAGCCAGAAAGGCGGGTGTGAGATAACGTCCACAAACCCCAGTACCCGCCCGACCCAGCTGGAACACCGCCGTACCGCTAGAGTGTAGACCTCGGTAGACCCACCGATAGAAACAGCCGCTCAGAATCACCTTACCTTACATATACACACCACGAGGCAGGGTCAGGACCAATTCGAGACCCCCCTGTAATACGCGATTTACTAAAGAACCCCACAGGTCCCGAGGGTCACGCAGACAGTGTCCTGAGCCAACAGCGGAGCCACTAGCTGTCAAAGGAGATGGGCAGAGACCCACCGACCACCCGGATCGAAGTAACGTTGAGGGCAATAAGGCTGGGCATCTAAAGAGTCAGGACACATCCACGGCAGTGGCAAAACGAGACGCATCGCTACCTCTCCCCCAACAGACGCATCGAAGATCCCGCCGCAACATCTCAGAACCCCCAACCATGAACACAACACCTCCCGGCGTCCAGAAAGCGTACGGATGACGAACACCAAGTTGCAGCTAAACCTTCCGTCCAACCAGCCCAACACCACTGCCGTCAGAATGCTAGGCAAGCGCACCAATTGAGATCTAAGAGTCTCATCATCTAGCTGCTCAATAAGAGACCGCCGGCAAAGGCACTGACAAAGCTGCTACAACCTCACCATCTAATCCCCATATGGAGGGAATCCCCACATCGGAGAGTGCGCGGCGGAACCCAAGTGACCTCCCACTTATCAGCACAGTTCACGCCAAGTTCGAGACTCGGAGGAGTTCTAAGCGCTATCGATGGTATAAATCGCACCGTCCTCTAAAGCCAGACAGATGGGATAACTTACAGTGACCTGACCACTGCAACAAAGATACTCAGGGATCTAGTAAATGCCGCATTACCGGGACCTTAACCATCAAGTTAGGCGACAAAGGGTCAAGACCTCATACTGTAACGATTCACTCAGACTTAGAACACTATGAGCCCCCACCTGGACGACACCCAGGCGACCCCGCGTTTCCGCCAGCAGAGCATGGTCGGGCAAGGGTACATACAGGGGGGAAGGGTACGCCTCCTATCCGACATCGAAGGAAAAGGTCTAAACCCCCCCCATGCGCGGGGACACATGGGTGAACCCATCCCCCCAACTGTCAAGCTACTTCTCAACAGGAACTCGCCTATCACAGGCCACATACTTTAACGTGCCACTGGACCCACAACTGTACTCTCAATGTAGCAAGGAACTCCCGTCTCAACAGTAACACTGCAAGTCATGGCCAGGGGACATCGCCGCCACCTGGTAGCAAGAATAGGAATCAGGTCCTAACGACTCCTTGCCATAAAGTAGGAAACAAACAGGATCCCTCCACCCGGGCCTAACCCTGAAATAGGCATTACGCGTCTAATAACCGGAGACAGGCGAATTGGCACCGGACGCACCCGGCTACGTTGAGCGGAATCGTAACTGAACCAGCAAATGTTAGAAGCACCCATACAATGACCAACACTTTGAATGGGACGGCCCTCGAGAAGCTACCTGTGCAAAGGGACCTTGACGGGCATCGCCAGAGGGACGAAGTAGTGAAGCCATCTTGAAACGCAAGGGGACCTTAACAAGGGACAGCCCGAGCCAATCTACAGCTCCAGGGTGGCACACTACCTAGGTCTAATTGGGTAAGCACATGGCCTAACCACATGCGCCAGAATAGCGCGAGCCGCACGCGTCTAAAGCTATCAGAGGGGATACCAGGCAACTCCGGGTACCGCTGCACGGTAAGGAAACCTTATCATGCTGAGCACCCACGACCTAGACGCTATAAGCCCTAAGTGTCCAGCACTATTCCAGCTCCGCACGGCGCTAGGTCCAACGTCTAGCCAAGAAAGCGTGCACAAGTCCCACGTCCGTTCCGCCCGCAGACTGTAGGCAACAGTCGTACGACTGGCACCATGGAGTCTAACTGCTACCCCACCTAAAATAGCCATCAACCACCTATCGAAAAAGGGCGACCAAAGGTGCACGTGACTCCGATCAGGAACAAGGCTGGGACTGTTCGGTACAACCCGTCCGCTAGCATCCCCGAGGAAGGGGCTCACAGACAGCCATTCGACAGGGGCAGCACCCAAGCTGAAGACCCTAAAACGAAGCGAACAAGCACCAGTAAACTGCCCAATACTCTGACCCAGACTGTTAGCATGCAACGACGTCGGACCAGAGCCGTGAAGAGGAGACTGAGTGGCACAAGGCAGCACACCCGCCCAAGCCAAGCGACGCAGCCTCGGAGATGCCACTCGCATTGCGGGGAGAAAGAGGGTCCTAAGCCCATGCTAACAGTGAACCTGGAGGTTGCACCGAACTCCTGGAGCAGCACCAATACCCACAACTCTCCACCGCGAGCGTAGCGTCCCAACGAGGCACGGCGCTTTACACGCCGAGTTACAGGGACCCTTATAGCCACCCGAAAGTGGCGGGCTAGCATAAAAAACGAAGGCTACGCGGCATACCGCCTGACTCAGCCCAGACAACGATCGATGACGTTGCGCGAAATGCACACATTGCGCTTACGACTTACACGCGCTGCAACAGTGCGCAGTAAAACGTCCTGACAGCTTCACCTGCAGGCACCCTCAGGTTCGAGCGTACAGCTAGCAGAAGACGTAGGCCGCCGCAGGCCAACCGCGGCACCCCCGGCAGGTCTCTGCACTATTACAGGAACTTCTAAAAGCTACAAGTGCCACAAAGCATCACAGCAAGGCCAGGACTAAGGACACTGAGGGCACAAGCATGAGGAGGCAGTAAGGGCCAGCTACAAGTGTGGCTAACATCTGCACGCTAGTGCAAAGTGAGGACTGCCTGAGAACTGTGGCTGTACCACTAAGCGCGCCATTACTCGTAAGCACGGGAACACAGCCAAGCAGACGGATAAGGAAGCCTTGCAGCCCCGAGCAACACGAGACAAGCAAGCACGGACACACGCCCATAGAGACAGGACAGGGGAAGCAGCTCCTCCAGGCCCTCAAGCCACAGACTCTCAGAGCAATTCGCCCGGACCCCGCAACGGGGAACCACATAGGGAGCCTAGCCAGCAAAGCCATAGTGAGGCAGACACAGATCTCGCCTAAGCGCGAAAATACGCTCTTAGCTACCGCCTCAACAGCAGCCCAAACGTCGCAGCAGGCCTCCCTGGAATCCGGAAGGGGGCCCCAGCCATCGCAGCTGGAGAGCGAAGCCCCATAGAGGACGCTCGCCACACTAAGTCCACGATAGGCCGGAACCTCTACTAGCAATAGCGTCTGAAGTAGCCGGACACTTGGCATGCTCCCTTCACTCGGCAATCCGCAACGGCGGCTCGACGCAGGGTTAGAGCTACTTGCAATGGCACCCTGCCAGGTAACAGACGCCCCAGAGCTCGGCTCAGCTCCCGATCTACCTGGACGCTAACGTACCGACGACGCGTTAGAGACCCACTCCGAGTCCAGAAGGAGTACCCCCAGCCCAAGGCCCACGGCTCTACTCTACGAGCACACCCCTACGAGACGACCGCAATAGGACCTAAGCACTAGTAAGAGCTTGAGCTCGCCGGAGCGTTCACTCGCAACATAGGCTTAAGGCCAAATGAGGCGTTAACTACAGAAAGGCCCTCCCCGATCACCCTCAAGGCCAACTAGGACCCTGAGCAAGCAAGCGGAAGGCAGTGGGATCCCACTGCCCAGCTAAGGTGTAGGGACCCCAGGAAGTCGACGCGACCCTCTAGTGCTAAGGGGCCTCCTAACTCTGAGGACCCTTATACTCAGAGAACCCGATTACGCAAGCATACGACCGGAAGTCCGAAGCTGCACTCGAATGCGACCTACAGCACCCCAGCACTAAGGAAAGCTCAATCGGCGGTGCACAGTGAGGCTGCCAGGGTAGCAACTCTGCGGCCACCTATAGAGAACCCCGCCACGAGGAAGCGAGAGCGTCCGGTAGAGAGCTCGCTGCCCTAGAGCTCCACTGGCCCGGGTCCCCTGACTAGCACCTCTCGATGGCAAACGCAGACAGCCCAGGCAGTAGAGCAACCACGCACGGAAGGTAGCAAGGGCGATCACGGTAGACAACACCACAACGAACCGGGAGGCCACGTGCAGACACCCTGCCGGCCCAACCCGCACAGCTCAAAGGCTACGAGGAGCCCATAGGCTTAGAACCGATCTAAGCCTAAGATCGCGACAGGAGGGCTGAAGCCTGAGCCGCCCGTAGAGAGCCACCAGCGCTGCCATGCGGCGCTTAACCTACACAGAGAGGCTACCTTTAATAGCACCTGGCAGCAGGCACGTGGGGACAGCCTAACTACGCAGAACGGTTAACCTATCACCCTTCGAGAGAGGCGTAGCAGCCCCCCTCATAAGCATGGCGCACACGAGGCCCCTAGGAAGCGGCAGGCGCCCTGAGGCTTCCGAGGGCGCTAGACTGGTCAGAAGCAGGTCCCATATGCTAGAGACGGCCACCGAAAACCCTCAGCCGACAGCCACGGTCCGATACAACGCCGTCGACAGGCCTAGAGGCAACGCAAGGGAGATCGGCGGTCGAGGCTTAAAGAGCCAACGCACCTAGGAGCGAAGTCCCGCCCGACCCCCGACGTACCCGTGCGAGCCCATCGGGCATCAGCAGGGCCTAGGCAGGGCCGGGCCCACCGGCCCTGCACTGCTACCCTCGCCTGCGTAGGGACAGCGGACGCAGCCCTAAAAGCCCAGACCCGCGGCAAAGCCTAGGCTCAGGAGCAGCAGCGCCCTACCTAGGAGAGAGCGGTTACCTAGCCATAGCGCCCCCCGCACAAGCCTCAGCGTAGCCTTAGGCCCCAAGCGCACAGCGACCGTACCTTAGGCGCGCCGTTAGCCCCTACAGCGACGAGCAACACGCCCCTAG
ACACAC

CAAAAGAAAGACAACTACGGAGACAGTTTGGCAGAAGGACCCAACGGTCTCCAACCTTCATCTGCAAAGGATCGGCCCCGGACCCTCGAGGCGCAAGGTTACAAAGCCAAACGTCACATGACGAAGACATCAAGCTAAATCTAAGTCTTACCATGCAATGCTAGTATCAGGGTAATAAGCCGCATCGAGCGCGCGTCAGTTCGAATGTAGGCTCACCATGGAGTTTCAACTGGATGCCCATCAGAACAACCGCGACCCCGGCACCGTAACCACTAAAGGTAACCATCCCCTAACCATATACATAGGAAAGCTTTATAAAACCCAGCTGAACTGTTCACTCCGGACCCCATAAAGGTCGCATAGTGAAATTGGAAGACACGTTCAGCTAACATCTGCCTGTCCACGCTCCCGATCAATTAGCCCGTCGTATAAATAGATATACCAATGCAGACCAGGCTGCCCGAATTAACTTCTGAGGGAAATCAGAACCCCGTCTGAAGACAGAACACCACTGCGACTTCGCCGTCCACAACAAACAGGGCGTCCGTCGAAGTGTAACTCACCCCACCCAACCCTACATAGAAGAGAATAGTAAACTGCGGGTGATGCTAAAAGCACAGAACCCCATAGTCGAAAGAAACCAACCGCGACACACGGGAAACGTGAAGCGGGCGTCCCCCACAGATATAGGTGATACTTCTAACGGTCCCGGACCGATACAGCTCAACTAACAATCGTCGGTGACCATAAACTGAAAGACTCCATTGGATGAGCCCGGAAACCACAGCCCACACGTTACAAGCAGGGGGATAACCAACCAACGGACTAGCTTAAACTTGACTAACAGACAGAGCTACCGTCCAACTTCCAGCCAAAATCCAGCCGAGCAGATCCGTAATACCAGAAAACAGAGTAGAAGATGGCCTCGGACCATTCGACGCCGCGATACAACTATATAGAGTGCCAAAAGGAACCCCAAGAACTCCGCAGCCGCCACACCAGGGAACCAACTCTGGCTCAAAGCATAGGTTGATACACAGGCATAAAGAGAGCGTACGATAGGGCGCCAAGTAGACTAAGAACCAGCACCGACGCTGCAAGTCTAACATACTGAAGCTACAGATTACCGGTCAAAACCTGAATCGACAACTGAGACAACTTTGCAAGATCTAGGAAGGGATACTATCACCCCCCATTACAGTACTACCTAAACCCGAACACAGGAACCTTACACGGCTTTAAGGCACAAAGGGAAACGATCGATGAGCGCCCTAGAGAATATGGACCTTCAGGGAAAGACTGAACAAGGAGCAAAGGTGGATCACGCATCTAACATCCTGCAAAATCGACCGCTAACTGTAAGCGTTATAGTCAGAATACCACTGCGTAACACCTCACACGGCAAGCCGAGACACCTCGGAAAGTGTGAAGAGCAGTTAGAGTTGCGGAGTAAGACCTACTTGGAGGCAACCCACGCATGTACTGTACATCCTGAGTGGCAGATACAGGCGGCTTCACGTGTGAGCATTAAAGGTGAAGAGTCCTATCCAGTTCATATGCGACCCAGCTGGAACGAGTACGTAGCTCGAAACAGACCCGTACGTTATAAGCAGACCTGAACTGACCACCATCAGTGTAGAGGTAGCTTCAGAGGAATCTACAGAATGCCCTGGCAAGGGTGACTCCGCGAACCGACAGCGCTCATGGACATAGCTACCTTACATCAACGGGTAAGATGTACACCACAGGAAGCTCGTCACTGCACTGATCATACGCGCAGCACTCATACTCCCACTAAAGGCAGACGGGGCACGAACAACCAGCAGCTAGGTCAGAAGATGGAGTCTACAATCACGACTACGGATCCTTGCAAAGCGGACCCGACTATTCCAACCAGATGCACTAGAAAGCACAGACTGACGGCAGAACGAGACGCATAGCACGAATAGGCGCTACAATACTACAAACATACAGACTCAGAGATGCAGTTGGACGGCTGGATCACTTGGCCGGAGAAGTACCACTTTACCTGCCGGTCTAAAGCGTACGGATATTCCGCACGTGCCGGCCACACTCTAAGCACTCCACGTTGGAGAGCTACACGAAAGAGAAGAACCACAATTGACAGGCATCACCCCCGCAAGTCTGACCCTCCCAGTCTGACCAAGAAGGCCTCAATCCCCAATGGGGATCCACGTTACACAGAAGAGTCCAATAAGACAGGAACAGCAAAAAGGGGGTGACCTACCAAGAGGAACGTCCAACCCGGAGATAATTAGGAGTGAGGCCTGAGGCCGAAGCGCTATCGATGCGGTACTGGAAGCTGTAGGTATAACCATGCACTCCCTTTCCGCAGTAACTTACCTTCTCACTGAGCTAGTAACTCCTGGCAGACTGAACAAGCTTACCTCTACTATAAGTAAGACTCGGCCTTTCCAACAGGCACGAACCTGAAGCATCACAAGCACTCTCCAAGCCCCATGGAAGTGTGACTTAAATGAGCAACGGCGATTCCGGCTCGCACCCACTATGAGAACAGTATGAAGCTATAGTCCCCAAAGGGTATTACTCCCCAACCTCAGCGCACGCCAGTCCTCAAGGCCAAGGCACACAGAGACAAGTCACGAGGAAGCACTAGTCCACTCACCACACATAAGGAGTAACCTTAAGAACGCTAACTAGAGTAGGCGGGGACGTGGCGGACCAGCTAGACCCCCACTTAAAAACTCGCGTAAGCAAGGCGTGAGAACGGGGACTAGCAGGTGACCACCAGAGTGACGCAACTACACAACGATAATCCGAACACTAGCCTCCACCAGTGAGACAAACGGCATCCCACTTGCCTCTGAAACAGTCAGAGTACCCAAGACTACAACGCTGATGCTACAAATGAAGTGCAGGTCCCCAAAGGCAACAATAGGCTGATAAGTACCAAGGACGCCGAAACTCGCCACACCCAGTGATCAGCTCATTGCCAACACTAGGACTCAGAACCCCCAACCGTAACGCACCCGGCTACGTTGAACTGCTCACGGAGTTCTAGCTTACACACATGCACAATAAGGATCAGCAGAACCCAGCTTGGATAGAGGCGTAGAGCACAGCATACCTTCCCCTGCGAGGAACTGAGCAGAGCTCAGACCCCACACCTAAGAAACCCACCAGCGGGCTAGCACGAACACGCAAATCGGGCGAGCAATTAGCCTGGGCGGGGACAGGAGAACCCATGGTGCAAAGCCGATAGCGCTCAAGCAAACGGCTCCCCTATAGCTATGCACTGTCAACAACACCTCCACTGTGGGTACCAAGGACCGGTTCCTAGAGCAAGTCCTAAGCAGACGAAGCTCGCCGGAGGGTGGAAGGCCTATCAGGCATACGCATCGACGCAAGCGGGTCGCTATAAGGAGCACAACCAGGCGCAAGCTGCTTATAAATGGTACTCCCCGCACGGCGCTACTCCAGACAGCCCTCTGAGCCACACGTAGAACAGGAGCCAGCCCTTGCCAGATGCAGAGAAACGTAACGACTTAGGCAATCCTCCGGCGACTGGTAACTAGTCAGCTACTCAGAACAGCGGTTGCATAACGAGATCACGGCCACCAGCCGCTACTATAGGGAGAGGCAGTTAGACAGTGCCGCATACAGCTGCAGGCATCAGGAGCTACACAGCCCCCCATCGGATTACCTTGACATACAACCAGAAAACGGGCAACCCATTCGCCTCGCCGCTGACTATACCACATAAATAGCAGAGCCAGTAGCCCCGTACCGTTCACCACCAGCTGGCATTACCTTCCCGCATGCACACAGCAGGGCAGGTACACTGTACTCTAAAGGGCACTAATAACTTCCGAGAACCCCATAGATGCCACATGCCATAGAACTCGCCCGTAGTAGACAAGCCACCATCAGCACATCGGCCAAACTTAGACCGAGGGCACCGCACACATGCCCACCTGGAAAGCGGGAGCACGAGCGACTCTAAGTCGCCACCCCAGTGCCCTCTCAAGCCCCCCAACCCCGTCAAGGGATCAATAGACATGGCTAAGACAATCCCTGTGCCCCAAAAGGGCGCACTCGGAGATCACCGTGCTCTCCCCTCCCAAAGCACAGGAGAATGCCCAAGGGCTGCACCAGTGGGTAAGAAAGCCACTTGGAACACCGCTGGACTACGCACCACGCGCTGCAAAAGGCACTGGGAGGGGGCAGTAGAGAGGGACGACGATAGACCAGGGATAGCGACAGTCCACCTACAGGATACACAGCATCCCCCTCAGCACACCATCCTAAGGAGGACAGATCAAGGCACCAGCCGCGGCCACAGTGCGCACACGGAGCAGTCACACCTAGACGCTACACGCACGAACCCCAGTACTTACCACGTTGCCTCAGGGTAGAACACTGACCGGTCCCCGCACCCTAGCTCTACAAAGCCGGTTACTCGTAGCCGTATCCGAAACAGGGACACGTCCTGGAAGCCTGGCTCAAACGGACAGACGCGCCGCACCGCAACGGATACTCTGCAGCTTAAGCCAGCGTGGACCAGGCGTTGTAAGGTCGGGCGGACGCCTAGATCGCCCCCCGCTCCTCGCCTTATACGAACTGCTAGGTTTAAGGGTGCTTGTAAGAGTGCCTCTCATTCGCAGCCAAGTATACAGCCCAGCCCCCCCCCTCCCAGAGCCACGGATCTCGCGCGAAGTGTCAAGGTGCTGGCCAAGTACGATCGGCCCGGTAAGAGTCAAGCTCCATCCCGGCCCACAGTCAAAGACGAGAGCGCCACTCGATTCCGCCCAAACAGTAGTCCCACTTAGCGGCTACCCCAGCCAGACAAGTGTCAGGCGAGGGAACCCTGCAGCGGCAATGCTCAAGTCCACTATCCTAGACAGAACGGCGACCGCATCCGGTTAACTTAGAGGCTGAAGTGACCAGGCCATAGAGCGTAAACCCTCGAAGGGGAAGACCACATCGACGGCCACAGCTCGTACCAGAGACGTAGACCTGGCCCAGACCGCCTCAGCATCACAAGAGCACAGAGTCCACCACTTAACGAGAAGGCAGCTGAGACTAGCCCCCAGGAACGCCACGCAGAGAGCATAGCAACGCTTCAACGCAAGCTTCCTGCTCCCCTACCCTTTAAGGCTACCAGCAATACGGCGACTCCGAAGCCTGAGCACAGCACGAGGCACTAGGAGCTACAAGGAGGCAAGAACATACCCAAGGAGAGGCCCAGGACCCCACCATAGCCGAACGGCAGGAAATGGCCTGCAAAGAAGCAGCAGGCAGTTAAGGACCGCAAGCAGCACTACGCACCGTCTCCAGCAGCAGAGCGCGCACGTCCGAAAGGCTAGCGAAGAGGCCAGGAGGCTATGACAGCACAACAGCAATCGGCATTAGAGGCTGACCTGCAAGCAGGAGTCCCTAACCCGAGCCGCACGCGCTTGAGATAGCCGAAAGATAGCCATGGCCAAGCCCAGACCACAGGTCCCCTCCATAGTGGCTCCACTAGCACCCTTCGCTTCCAGGTTAGTCCTAAGGCCGCGTCGACCTTAAAGCGATACTGGCATGGGCAAGGCGCAGCCACCTCGAACCCCGCAGGACGGCCTAGGGTACACAACGATCGTCTCTAGACCCTCACTGCCACTGTTAAGGGAGGCCGCCAGGGGACCCCGGCCCTGAAACCGACGTGCCCGTATCCCGCCGAGCGTGCCAGGGCCTGACCTCGACAGAGCTACTACGAGCCCTAGGGTCGAGGGCAGCACCATCCGCCCGTTACACGTACTACGCGAACGAAGCAAGAAGAGGGCAGGCCACCTACCTAGAAGACCGGTAGCACCTGTACAGGGGCTGCAGGGAGCCCCTAGCCGCCGCCAGCGACCCCGAAGCATGGCTGCCACCCCCCATGGCCGTATACACACGAGCGGAAAGCTAAGGGACCTGGGACGGTCAACCCCTGCCCCACAGAGGGAGCCCCTAGGCAGCCTCCTAGGAGAGAGAAGCAGCGTGCTACGTTAACGTGCAGGGCCACGCAGCGACCTAGTGCGACACTAGCGTTTCGCCGGAAGCCTAACGTTCCCTCTAACTGCCCCCTGCGCGCGAGCGTACCGCTAGAGCTGCGAGACCGACAGCCACCGGACCCTGAGAGAGGAGAGCAAGCCTAGCCCGCCTGAGCCCTAAGCTTTACTCTTACCCCAGCCTACGATAGGGGGCTTACATCGGAGCGAGAGGCCCAAGGGCCGTAGCGAAGGCAGCTCCCGCGCGCCTTAGATAGCACTCCTAGGGCCCAGGGGCACGAGCAGGCTCGGCCCCACACGCACGTGCGAAGCCCCCTAGAGGGCCCCTAAGCCCCTACAACGCCCTAGGGCCCTACGAGAGAAGGCCCGGGACGGGCGAGCAGCCCATGCGACGCCAGCGAGCCACGCG
ACACAC

CTCAGACAAAGAGTTGCAAACTCTCAGAACCCCCAAAGATCCACTGCCACCTACATCTGACGGGGCAGCAGAAGGTATAAACCTATACCCAGAGAACCTCCAGATCTAAAGGTCAGTCGCGACCGCAAGAACGTCTCAGTCCCACAGTAGCCCAACCATCTCAGGAACCACGCCATAGCCGATCAAAAGTGGATAAGAAGGACGGGGCAAGTAGTAACCGACACTAGACGATCCCGGGTATACGTAGTGTTAATGAGGGGCAGACAAAGGCTTATAAACTACACTCCCGGAGACACAGGAACAGATGCTTACGACTTAGAGTCAAAGGATTATACAAGAACAGCATCAATCTAGACGAATATCCGGCGGACCCTATGAAGCCCGCCCTCGATGGTCCTGTACGTTTTAAGTATCATAAGCCGCATCCAAGTAGTTGGAATCCACCCATTCGTTTCAATGACCACATTGCAACCGCGGTCCCAGGTCATTCCAAACCTCTAAGGAATTCAGGAGTACTAGCGAAGCTATAGTGATGGGTAAAACCTGCTTGGCGAGACAGCTGAAGGTACCGGCATATCCCAAAACCTTGGTAAACCGGAGACTCTGAGAACTCGTGAGAAGTCTCGAACCCGTACAAGCAATTCACGAACCACTGAACCCGTATAAGATTAAACTGATAGTCCAGAATCCCCGCACGCTAGAACTGTACTAGAACACACCCTCGTAGCCGTAATTGGACATGCATAGTAAAAACAGACTTCGCACGTCGGGTACAGACTGCAGCAACCCATCACTGAGCTCCACAGGTTCGCCGGCGCGTCCCATTGCCTCACCAGCTTACTTGAAAACCCTAAGAGAGAGCAACAGGTACAACTCTAAAGAACACCTATTGTCCTGCGATCGAAAAGTCCCAACCGCGCCGACGTTAGACTGTAAATCCTGCCTTAAACGTGACCGAAGATAGAAACCATGCAAGTGCTATTCCTTCTATAGACAACTAACCCCAAACTGACAGCCATAGCCCCCGATTACAGTTTCCTTGTCGAAGTAGGTTAACCATACACGGAGCCACGGCGCTGAAGTTCAGAATCAAATGGTACGTTAAAGAGGGGACTAGACTACCAAGACCCCACACCTGTACTAACACAACCACTGTTAATTGGCCCACTAATCGGCGGTCGAGCTCAAAGAGTCCACTGAAACAGTGGATGACCACAAAGAAACATGTACGAAGACGGCAAAAGTGAATATGCAGAGTCCAACGGGGACGCCGTGCGAGTGCCACCTTCCGGGAGAGTCTAAGCTGACCGAAAGCGGGCAGGCACCGAGCACCAACGCGCCGGAGGCGCCGGCGCAAGACATTCTAAAATCCTAGAATGATAAGCAAATCGACACGGCCCCCACACTATCACCCTCCAATGCCCGGTCGCGACCCCAAGGAGGTCACTAGTCCAATGGCATACACCTAAACTGTCCGTTACAAAACACACGCCTCACTTCCGATGACGCAAACGGGCCCGTTGCACAGTAACCTTCACTTACTAATGACCACCAAGTTACGGTGTATATGGACTATTAAGGGCGCACTCGCCTCGACGTCCATCTCCAGAATTCCGCTAACGGCGCTAGTCAAGATAGGTAGACCCTCACACCAGAAGTAGACCCACGAGGTTAGTCTGAATGGGACTTCACATAACAGGTCCAGTCACACAGTGACTCAAGCAGTACCGAAGAAACATCACACCGATGGCACTAAGAGTGGGACGCTAGCCTCAAGACTCAGGGTGAACTACTAAGGCAAAGACTCCCACCCATGGACTGGTCTCTTAACACCGGCGACAGCTAAACCCTGACCACTCCAGGATGCCTTACCAAATGCTGAGATCCTCAAGGGGACTCAGCGCAGGAACTTCCCTCGTCCTTTGAGTTTAAACGAAAATATAGGGACACATGAGCACTGGGCTTCCCCATCAGCAAGGAATGTGGAGGGAACATGGCAGTGAGTACTGACTTGTAAAGTACCCATCATAGGAAAGGCTGCCATTACAAAGCCATCCATATAGAGCACCACACCTACCTACCACTCTACCAGAGCGGTACATGCATATGCTGACCTTGAACACTCAATGACGTGTATAGCCAACTGTCCTCCCCAGGACCCAAACCGGTCTAAAGCGTCACGTAGGGACACACCAACCGGCCACATGGCTCTGAACTTAAAGGAAGTACAGAGCGCACAAGAGTCAGATAAAGGACCACTCAGGCTGACAAGTCCACATGCAGTCGACTAAGACACGACACCGCAAGAGCACAACTGTGACAGGTGGAAGCTGGAGCGAGCCTCCGATCGCAACACTGTAGAGAGAGCCAAAGAAGGGAGGACCAGACATCGATGCAACAACAGTGGGTATACCAAACCCATCGAGCCAGCTATGCACTGCACAGACGCGCCCACGAGTAGCCACCGGGGACCTTTGCCTGAACATCAAGAAGCCAGCCAAACCGGGACGTGCAGCGGCCGGGGTAAGCTTGGCACGAGCGGCACACAGAAGCACACTAGACGTAGGAGTGCAAAAGGCGGTCAGAACAGCTGACCTAATGCACCAACGGAGATCAACCCACCTAAAGCCTAGACATAAGCAAGGGCTCTACATAGACATTGGGACCCCGCGCCCCAGCGCACGTAAACACCTCACAACCACCCATAAAGAGTCCCCAACATCGACAAGTAGCCACCTAATAGAGTTACACGAGGAAGCAAAAGGTCCACACACATACTAGCAACTTAAGCCAACCCATGCGCATAGACTTCCACTATACAATTGCGGCCAAGGTTTATGGCCAACCCCCCGTCTCAAGCTATCCCGATCAGCATGAGCAGATTGCCCATGCAGACAGGCTTGAGAGGCACACTACCTGTGACCACTCCCGCCGATGGCCCAACACAACGCAACACTAAGCGTGATCTGCCTACAACATATGTAACTACATCTAGCAGCATGCTAAACACCAATCACCGTGATAATCAGAAGCAACCCCAAGCCCCGCCTGCCCAGGCATGGAAACACTCACAGAGCGGATGGCAGGAGACCTCCCGAACACCAGCTGCGATGCCGTCTACAGACCAGGTGGATCCCCATAGAGAATAGCATCCTCATCGAGCGCACCCGTTGAGACCGAGCGGAATACGGATCAGAACTACGCGCCCAAAAAGCAAATGCCAGGCCGCAGTGCGTAAGAGTTCTAACGTATCTGCGCCTTAAAAATGGCAGTAAGCTAGGCAGTATGCTTGCAAGCTACCCCAGAAAAGCCGCTCCACAATCGCCTGCGATCTAAAGTACTGCATTACAGCGGACCACCACGCAACTCTCACTTAACCGCCGCGAGAGCCTGCCAAACAGGAGAAGGAGTACCAGTTGCAGCTCCACAAGCGGTGCAACTTGCGCAATAGGGTTAAACGGAACGAGAATGCTCGGGTCAAGGTAGCACCTGACAGACGATGCAGACCACCTCCTCCGGTAGCGGTTCAGGTTGATACACGCTTTAAAAAGCAGTAGGAGACGAAGCTCGATAGTGGGGCCCACCTTAGCTAACAAAGGCAAGCGCACGATCCATACGCATCGACGGGTCGAGTAAAGCATGCCCGTCAGGGTACTTAGCACTCAGAGCAAGCTAGTAACGTCTACACATCTTGGAAGCCAAGCATACAAAGGGACGACTGCCCGCTATCGAACTAGTACATCCACAGCGCACTGCCGATTACACAACCCATAGCAGCCGCCATCCCGCGGAGACCCCATGTGCCATGCCCGCATACTCCGATCAGGAGCTACACTGTTCGTTAACAGCTAACCGCTAATTAGGCCGAGGCATTCGACTACCTGATCAGGATCCGATAGACCAGGAGACGGCGGTCAACCAAGAGACTCCGGTGACCTTACCCCCTACAGAGCTCTCCCAAGGTCCAGAACCCAGGAACTATCAAGACACGCATGCAACGACATACTGCCGAGCAAGCTGAATAGGGCTTCAGACCCAAGGGTCGGCTTAAAGCGAAGCCTGCGTTACGGGGCACCCTCCCACTAGGAGGTACCTAACCCGCAGCAGCCAGGCTCACTCTGCTCCTAACAGAAGACCTAAAGAGGGCAGAGGACTAGCGAAAGCTCTGCACGAGCGATAGGGATGGTGACGAGGCGTCACCAGACAACCTGACAGTCAAGTGCCATCAGCCAGCTACCTTTACCGTCAAGGGATCAACCCCCAGTCCTCCAGAACGATAGCGATAGCCATAACGGTCACGGGCGAATCGCCAGCGTCATATAGGCAGCGCAACTTTAAAGCCGAAGCTTCCTTACAAACCCCGAGCGCGTTCGAACAGCAAAGGTGGCCAGAAGGGTGGCGTACACGTAGGCCGCCAGAAGCCGTAACTACGCACCACGCCAGCTCGCAAGAAGGGGGGTATGACCTGGCCACCAGACGAGCAGAGGAAAGCAGCTTTCCGATCACAGTAGCAATCCCCCAAAGAAGTGCTGCGAACTCTCCGAGTGCAAGGAGACGCTAACGCTCACACTCCACGCAACTGTGGCCTAAACTTAGAGCGCGACCCTAAGCTCACAAGAGCGCGCCCGGTTAGAACGCACAGGGGCCTACGGGCACGATGCCCGCCTCAGACGCCCGCAAGAAGGCCGCGCACTTTACGGAACCCCAGGCGCTGGACTGACCCTGGGCCCCCCCAACCGTACGCCCCAGCACGATCGCAACTGGGAGACCGAACGACTATAGCCCTCAACAGGCGCTGCAATAGTCCGTGCCACCCCTCACAGGGTACCAAAGCATACAGAGGGCCACCTAGGAATAGCAAGGTGCACACCCCTACTCATACCGGACACCAAGACGACGCTGGGAGCAACGTCGAGCTAGATGGGCGCGATAGGGACCGGCTACAACAGCAGCACTCTGGGAGCAAGCCACCCAAAGTAGTAGTGACTGCTCCTGTGCCTGAAGCTACAGCGGACAAGTGGCAAGTCCCCGAGACCTGCCGCACTATCGAGACTTAGAGAGCTAGCTGTAAGCCTCCGCCAGCAGGGGAGCACCAAGACCGCTAGCGGTACAACCTAGCCTGGAGCGTTAGACTGCAACGCGCCCCAGCAGGACACTCCTCTGCTACCCCCAAGGCGGCCTATAAGGAGCACGCCGCCAATCCGGCCACTAGCCACCTGCACGCAGGGCCCACTAGCAGGGATAAAGGGTAACTGCCCAGCCAGCCTAAAGGCCCCGCTCAGGATCCACAGCCGAGGCGCCTGACACCCCCGGATCCAAGCGAAAGCTGTCTTAAAGGGAAGTGTGCGTTTACCAACGCCGTAACCTTGCGAGAACACTATGCAGGAGCGTCCCCCTCTACCCTTCCTGCAAACTCTCAGAGCAATACGAAAGGGCACTGCTCAGAGACGAGCAACAGCCCGTGTCCCTGCACAGGGAGCAGGCGCGGACGCGAGAACGCGTCGCAGCATAGCGCTATCCCGAGGAAGCGTCAGGACTCGTCGCCAGTCCCGCAAGACCAGCTAGCTAGAGCTCAGGAGGAACGTGCAGAGCAGAGCCACTCGGAGCATCCCTCAGGGACCCAGATCTATTAGCCCATGGCAAGGCCTCTAAACGGCACCACGATCTAGACCCTGCCCCAGCAGCCCAACAGTCCCTACAGCCTCCCGTGGCCCCCGGCTACGACCCTGAAGTTAGCCCTAAAAGCTTCCTACGGCTCGAAGGCTCCCTTAGCCGTAGCGAACACTGGTACCTAGGGCACCCAGAGACGCTGCCAAGCCTAGCTGCCACATAAGCACGCTGAGCACCGCCCATCCCCTCGCCATCCGCCACGTGCACTGGAGTCTACTGGCCAAGCTCCGTCAGAGATGCCGGCCCCAGCAGGCAACCGGTTACGGCGTAGCAGCCCCCCTCAGTCACCTAGAGAGGCACACTAGGCGTTAGGAGCCCGGAGCCCCTCTCCATAGGCCCAGGAGGCAGCGGCAGCGGCCGCAGGGCAGAGGCCCAGGGGCGCTAGCTTCCAGACCTGCACACACATGCGCTCCCGTCGTAAAGGGGCAGGCAACACAGGAGAGAGCCTCACCCCTAACCTCTATTCGCCAGCCCGTAGCACGGTGAACGATGGCGGGAACCCTGCATAGCAGGCCCGTGCTAGGGCCAAGAGTGCCCTAGCCTAGCGCGAGCAGGCTAAGATCGGGCCTACGCTGCAGGGCAACATAGCGCGAGGCTATAAAACGCCTGCAGCTACACCACGCGAGGGACACGTGCAGACCCGCACGCCAAGCCATAGGCAGCAGCAGCAGGATACGCATCGGACTCCTAAGCGACGCTCTAAACGAGAGGCCACCGGCGGCCCTACCCGTAAAGGCTTAGGGAACGCGCAGCCCCAAGCCCAGCGGGCCTAAGCGGGGAAACTCGCACACGCTCGCACCAGCAAACGGCGCCTTACTAAGCGCCCCACTCGAACCTGAGAGCCCTGAGGCCCCCTTAGAAGCCAGGGCCGCGCGCAACGTTAGGGGCGGCCCCCGTAGCGAGGGCAGAGAGACGGTCAGGCCTCTCTTACGCACA
ACACAC

GCTGAAATACTCCCGTGCATTGGCCCAGACGCTTGAAGCAATGTACACTCGCGATCAGGAGATGCCAGCCGCATTGCGCCGTAGCGTTACACCTCGAGCGTGCTGGTAGATGGAAAATGGTCAAGAAGTATGCTGAACAAGGAGGGCACCTGCTAAGTGAGAGTCCAACAGAACATCCCAAGTACAAGATCCAGGTAGCTGGGAAGAGCGGACCAAGGAGCAACTGACAGAGAAGATGGCACTACGAGTCGCCGTAGCGACCGCATGAGCATTGTGGCTCAAATATCAATGGAGATTACAATGGCACACAGGGTAGTACGGGTATACGTAAGTCAACTTCCAGGGGGACAACCACCCCCAGCAGAAAGACCAGAGATAAGAGGACTAATAAACGGTAACTATGACCACTAAACAGAACTAAGGCAAGAACCAGTCAAATGTCAACCTAGAATCTAGACGAATGGCTGAGACGTAGGTTACCTCAACTTAGAAACGAAGCCCTCGGAACACAAAAGCACAACCGAGCTCATACACAATGCTAGTATCATGGAACAACAGCTTTCAGAGCGCGCGTCAGTTCGAGGTTCACAGCGGAAGAGTATGTAGACGTGGCCCTCCCACAAGAGTACCCAACCGCGTAACAAAGGAAGGTAAAAGCCGAGGGGAACCAAGCATATACTCAAAATTGACGAGTACTAGCGAAACGGAACGAGAATATGGCATCACAAGCATAGGATGAACCTGAGGTTAACGCAGAAGGACGTCGCACATACACCACACCAATAATAGATAAATTGGAACCTTCGCAGACGTTCACAGTAATATGGACAGGACACCTAGAGTCTCTGCACAACGCTCATTAGCCGTACAAGGCGCTCACGAACCACTCAAAAGAATAGACAAGGAACTTCTACCCTACACACCCGGTTACATGACAGCCAACAGGCGAGGAGACCGGGCCTCAGCGTGTCACACCTCAACGTAACTTCGCTGAAGGAATGAAAGTGGATGAGGGCCGGCAGCATACATTGCCATCCGATGTCCCGTGGAGAGGAAAGGTGGACACCACACAACTGGGAACACCTAAACCGCCGCCTAGCCGACACCTTAAATGCCCACGGACGGGAACAGAAGCCGAAGCTCCGACTTGTAATGGGAACGGTCACTAACATCATAATAGTCGTAGCAACTTTGAACATGCTCATACATTGGCCACGGACGATGCCCGGACGCTGACAGGAGCTCTACAAAGTGACCCAGACTAGGAGACTACAGACAACCACCATTCAGCGTGTCAAGCTACAGGAAACCAACCAAGACCTGCCAATCGGCGGTCGAAGAGTCGAGTGACCTGAAGGGGTACCCATAGAGTCCCTTAAGCTTATAAAGCGAACCGCACTCGGAGTCATAGACGCCGCGTAAGTGCGATCCGGAATTCTCCCTTCCGTCTAACAGCTGGATACCAAGGGGGATCAAAGAATGCCGCAGCGAAAGAGCTGAGCAAGCCTTTCCGGAAACCAACGCCGATAGACTAAGTAAGGACACCGACGCTGCAATGACCTTCTCATCACCCAAGTAGAGGGAACCTATCTATGAATGGTACCTGGACACAGAAGCACACACGGCACAAGGAGACAAAAGATCCCGGTCGCGACCTACCTATCCCCACCGTCAACTGAGCTCCAATGATCAGGACAAATAGACCATGCAACCTACAATTCGAGCGATGCGCCCATGCAGATTAAGCCTGTCATGCTAACAGGCGGTGTAGCCCAATGTTAAAGGGCGATCGACGCGTTAGTAACAGAGAACAGTTTCAGAGTACTCACCAGTTGCAGACCTCCCACGCACATAATCCTGAGATACCATTGAAAGAGAGATAACGTAAGATCACCAAGCTCAAGACACCCGCCCGTTAACCAGCGCGCCGCCCTAGCCGTGGGACAAGTGCGCTAGAGCAGACACTACCCGAGGACTTAGCCCACCCTTATCTCTACAAGCAAGACCCCCAAACGAGATATAATGTGCCAAGCAACGTAAAGCATCCTTACAAGGTGACCGATAGCTAGAATAGTAGAGTTAGGAACACTTGTCCCCGAGGGACACCCTCCCACTGGGCACTGGGCTTACGTGCACGAGTCATCTGAAGCACTACGGATCAGTGGAACCAAAAAGCGGACCCCAGGATACAAGTACAGGCTGGGCAGAAACGAGAGCACGAATAGGAAGTAGAGGTCAATGCATCAGATGATACAGCTGGAACTTGGCCAACTGAACTGTGAGCAACCAAGCGGTCTAGAACCCATTCCGCACGTAGTTGTAGGGACAGTGGCACAGTGAAGGAAGCACGAACCCGACCTTACCACCGTGCCCATCACTTGGAGACCGGCTGGAACCAGGACCAGAAATCCCGCCATAAAGCTGCCTTGCCCTCACCACCGCGCGAGACATCTACTAACCGTGTGATCTTAAAGATAGAATAGCCTCAAGACTGATGGACGAAGCTGGGATAGCCCTATACATTACACAATGACCTCCCCACGCTCAGCACTATCATACTCACTTAAAAACAGAGGCCGAATACTAAGCGCTATCGATGCGGTAGCTGTAAGAAACATGGCGCCCAAAATCCAGGGGATAAACATAAGAGACCTGTGACCTTTAACCATCCTAGAAAATGGCAGCGGCCAAGCCAAGGCGCGGAAGCCTAGCCAGCTCATAACGCAACGGAACACTATACTGAGGAACCTTAGACAAAGGAAACGTCTGCACCAGATCATAGCACTGAGAAGAAGGCAACCCGACGTCGGGCAAACCTTGGAGCGAATGGTGAAGCAGCTGTTACGAATAGCTACCACTCTGACCTGGAGCCACAAAGGTCCAGGAAGTGTGACTGCCAACGCTACACATGACTAACTCATCCGTGGCAGCCTGTAAGCAGGCCAAGGTTTAGCCTAACGTCTCAAAGGGATCGTGAACTCGCGTAAGTGAGCAGGAGGACCTATCGATTGCCACACGGATCACAAGACCGCAACCAAGGTGACCTTCGGATCAAGAGATCCGCCGACACTGCAAGTCACAGTGCATCGCTCCGCAACACTACAAGAGGGAGAACTGCAAGCAAGAGCTTCAATAGGACTTCACATCAGGAACGGCACAGTCGTGATAGTTTAAAGGGAAAGGACCCGAAGCAGGTCCAAGTCCGTCCCAACATCCGTTTGACAGTAGCTGTAAGAGCTAGGCTCAAGATCGAGTGCAACAGGTAAGGCAGACTCAGGGTGATCCCAAACCTGAAGGCGAGGGAACCCATTCATCGAGTCGTAACAGGTCCAGCTACTACGCCTACCACAGTCCCGATAAAGAAGCCGGCCCGAAGACCATACCGATAGAGGCGTAGGAACCACAGCAATGCCGTTGCAAACGGAGAAGGTAGGCTAAACTTACCCACCAAGAACCCTCTGCACCCACAGCCAGGCTAGCCGAGCACTACACCCCCGAAATCGGCGGTGCGGTGCATAGCAAAGTCATCATAGACCAGGCATAGCGCGACAAGCACGCCTTTGCGGACCCAGGTTCGGGTCACCTGCACCAAGGCACATCACTGTGAGTCCGACTCTATGCCCACCAAGAAAGCTTCGGCCGCCTACAACTGCAGCTTTACCATACATCAGCAAGCGCACCGGCCACGACCTAAACCCACAGATGGTCCTCGGCGCGCTAACTCAGCTCTGAATCGTACGTAGACTAGTAACGTCTGTGCTACGAGGCCAGTCAACGACTCGTTCCGCCCGCAGACTGCGGCGAGCATCACACTCAACCAGTATGTTCGCTTAAGTTGCACCTAAACTGTCCCTGACCAGAGTGCCATAGATAGAGTCGAAATCTGCAATGTACAACCTCGAGGCAGTTAGACCTCCAATCGTCTTCGAAAGCCATAGAGCAAGCTAAACCCGTGTCGACCACCTGGCATCCACAGGGCAGCAAAAGGGTCAATGCGGACTATAGTGAACCTCTAGTCCCCGTATCGTCGGAACATGTACAGACGCCTTACAAGGCTCTAGAAACTCCGAAGCAGAGGTACATGGCGGCTACCCACTCCCCCAAATGCCCGCCACACCTTCACAGTACCGCTTACCAATCCTTCTAACCTAAAACGTCAGTTAGACTAGCCGGCAGGCACCAACAAGCACAGCCCTTAACACCGCCCAGGCAACGAGGCGTCACCCACCCCTAGCAAGCACCACAGAGTAGCCACCGTTACGATCCCCTGCCGGAGACACATGGCTCACACCCAGAATAGTGCTTCCCAAGCACGACTTAATCACGCACTCGCCTCGAGCCAGCAGGCTACGGACCGCAGTAACGGCAGACACCGCTCCATACACAGCCCACACTCTCGGCCACCCTCAGAGGGTAGATTAACGCATCCGTTAGCTACTCGGTCCACTAAGCGCGTACCATGTCCAGAGGAGTCTACCCCTAACGTAGCTCGAAGCTATAAGGATCCGGCACGCTGCACCCTCACATCAGAGCTTGCTATTAGATATCAGAGGCACGAGCCTGGCAACAGCTCACATGATCCCCCTCTCAGACCCCCTATCCACTCCTACACCTGAGCCAGGCATAATAGCCAGCATGATATAGGGCAACCCCTTCACGCTAAGGTTGGTAGGACTAATCGACCTCCACTTCAGCGCGCCGCGAGATGCAAGTACTCACCCCGCAGGACTCGTAACGCATATCCCGCAGTGGGGGCACATGCTGAGACGCCGTGTAGCCGCACAGCCACCGCAACTCCCACTAAGAAGCTTACGCGCAGAGCACCCCTACCCTTACCTCCAGCTTGCAGAGACCCAGGGGATCTAACAGAGACCTTAACCTTAGAAAGGCCAATAGCGTGCCAACCACCTCCCCGCCCCCAGCCTACACCAGCCAAAGAGACTCCTAAAGACCCTCACCTGCAAGAGCCCCAGGAGGTGCCATCGGAAGAGGCCCACAGACAGCAGTACGCCGGTACAGTTCAACCCTACGCCACTGCCCGGCACAAAGTGCATACCCCAGCAGGCGAGCACCGTCAAACCGCTATGCCATAGCTGTACACCATCCAAAGCTAGCGGAAGCGTAATTGCCACTACACCGCGGAGACCCAACAGGGCACGACACCACAGAACGCTGCGCGTCACACCTCTCACACAGCGATTCAGTGACCAAGGGGGATCCCTTGCCAAAGCCTGCGCACCAGCACGCCAGCCTGAGAACACCAACACGCAATTGAGCCCACACAGCGGGTACCCAGTAAGGCACCAGTGCCGAAACCTCCTACGCTAAGGCTTATAGGGATAGGCAAGGCGGCTCTTAGAAACCATCCTCAGACGAGTCCTAAGTGCGCCCTTAAGATGCCCAGCCGGCCTACGACGAAGGTACCCGCTCCGTTAACTACAGCAGAGCACACTCCTAGAGGCCAGAAGTGGCCGATCAAGGGAGTAGACAAGGCCAACTGCGCGGACGAGCTAGCCTAACTAGAGAACATACCTCCTCGACCCACTACTACCGTAACGCACCAAGGTCAGTAGCCCCCTCACGCGAAGAGCCCCCTGACAGTTACCGGCGGCTCCCAGCACTCATAGGCGCGTACTAGGAACGAACACTCGAATGCGACTAGACACGTTAAGGCAGGGATTACAGGGAGCAGGCCTGTGCGCGGACGGCCCAGCTACACCCCAGCGCAGCGACTGCCTGGGCCGAGCCAAACCCAGCTATACCGAGCACTAAATGGCCAGGGTGGCCTGAAGGACTGCAGCAGAAGGCACCAGCCCTGGCAGCTACGGACCAAAACGCATAAGGAACCCCGCAGACCGTTGCACTGGCGACCTAAGGGACCTCTCCCGATTACAGCACAAGGGAGTCTTAGGCGACCTCAGACTGAGCGCTAACCACGAGGTACCAACGGGACCCCGGGGGGACGCAGCCCTACGAAGCTCCAACGACCCAGAGAGCAGCCCCGCCGGTCACACTCGCACTGCTCTGCTCAAGGCTACGCTGCAAAGCCGGGGCGATCTAAGTGCCACGGCTCACGTGAGGCATGAGTGCCTCGAGACCCCTAGCCTCCCTGCGCTTAGCCTGCAGCTGCTACATGGGCCCTAACGGTCCCCTGACCCATCGCCCTAGATGCTCCTATAGCCCCCCCTGGCCGGCCCCGAAGCCGCACCCGAGGGCAGCGCACCCAGCAGAGCTGTCGTAACATCGAAGCCCCCCTGCCTGCGAGATCGCACGTGAAGCGGGAGAGAGGAAAGCAGGGCAATTCGCATAGGGAACGCCCCAGGGCCTCTAAACGCAAGCTTCCTCTAACGTGCAAAGCTCAGGGTCCACGCACCCGGGGCCTCAACACGTGCCGGAAGGAGGTACGGAAGTAGGCAATCGGGAGCCGAGCCCGCCTCCCACTGCAGGCCCAGCCCTACACGCGGAGTACAGGGCGGGCCAACTATGGGGCCCATAGGCAGCAGGCATCCCGGGGCACACTAGACACCCACGTTGGCTCTAAGAGGGAGCTGCGCCCTAGCTTCCCCGGCAAGGCTCGAGAGCCAGCCCACGCGCAGGCCTGCATGCAGGGCCCGAATCGCTGCCCCTCGCGGGCTAAAGCCTCCTAAGACGGGCGAGGCCACGCGTAGCGTCCATACGCGCAAGAGCCCCGGGACCGAGAGAAGGAGCCTAGGCCGAGCGACGGCCACATAGCGCACAACGCACGCGTCCAAGGCCCGAGAGCAGGCCAGGGGCCCTAGGAAGGGCCGCGCG
ACACAC

CAACTGCTGATCTATGGAGAGTTAACCCGTCCCCCCAAAGTCGGTTAAACCATCAACCTTCCCCCGCGGGGAAGGACTAGATGGCTGCAGCTACGACAAACAATCGTGCAATTGTAGTAAGCTGAAGTATCAACGGGGCGTGCCGTATACACCAGGACCGATAGTGGACGTATCGCTCGAGTCGGACATTGGGAGAACCTGAAATCGCGAAGTGACAGTTGACACTTCACTCGCATTGCGCGTTACGCCCACAATCATCATTCAGCACCCATAGGAATGTGCGTATGAAACACACCCATCCGCTTAAGATCCCACCCAGAAACCAGAACTACGCTGAGAGCGCGGGGCAGACTGAGGTATAACCACCTCATAGTCCCACACGCCTATTAACTAGCAGGATAAACAACAATGGAGTCAGCACTCGCCACTGAGAACTGTACTAGAATCCGCTACGTAAAGTCAAGGCGAGGGAACCGAATCGATTGCAGAACGGACTTAACCTGGCCAAGACATAGAACAGTCCAATCAGCGCAATCACCAACCCGGCCCTCGAACAGTCGCATCCGTTAGGAGCGCGCTAGCAACTGAATCCTCCCCCGAGAAACAGTGCTACGTAACTACGCAAGGTAAACTGGGCCCTCAATGCCAAAGCCGTAAGCAGATTCCAACCAGACCAAGCTTGCCGTACCAACCTTGAACGGACAAACGCTTCGAATATGGAACCCAAAGCATAGTGATGATCACCAATAGCTGTTCACTCCGGGTACCACTACTGCATGCTAGATATCCCAAAAAGGGCGCTTCCCATCACATCTAACGCTCCCGATCAACCTACCCGTCAGGAAGATCCCATACCAACTTTGATATTGAATTAAGCCTTTCCCCCGCACTTCTAGGACACGCGCCGAACGCGCCGTACTGGAAGTGTCATACTCAAACGTAACTTCGCTACACCTGAAGCTCCACAAGTGGAGCTTGGCAACAAGTCTAGCCGGCGCGTCCTGTTAACTAAGAAAGTACGGGTGACAGGTAATCTGGACCCACAAGGGACACCTAAACCGCGATCGCATTTAGAACCATGCATGACTCAAGGGTTTACCTTAAACGTGACCCCCAAACAACGTGACAATATAGCAAGTGATTCGCCGATACACCAGCGCCATAAGTTTCAATGGGATTGAGACGGAGCCACGGGGCAACACGATGCCCGGAGCGGGAGGAGACCTGGACAAAGTGACATCACGTGTCAAGAGGCTACTCCAAGACCCCACCAGTACGATACCGATCGGCTCGCCAGGATGAATGTACCAACAGGGCAAAGACCAAAGTCAGCTTATAGATGGCCCATGGGCGATAGCGTAAACAGGGCATCAGGTCTAAGGCCAAAGTATGAAGGGGCTATGCGCAGTACGAAAGGGCACCGTGAGAAGGTTGAAGTAGACTAAGTAAGGAGATGGAATCTGAAACGTCAAGTCTTGCACAACTAGCACCTATATACTAGGTGACTGGGAAAGTCTCAATCGACGTCACCTCCGCTGGCAAGAACTAGCGACCGGCCACCCAAGGCTAGAATCCCCAAAACGCCCCGAAAAACACATGAGGGGAAGAACACGGACGCCTAGCCAAGCTGTACTTTACACCTACAATTCGCGATGATAGAGACACCTCAAGGAGGATCTAACTAGTACTGTGGACGACGCGTTAGGGGACCTCTCCATAGCCAATTGGAGTCCAATGACCACGGCACTCACCAGTTGCCCTTCAGAAGGACATGGGCCAGCCCTCACAGTGTGAGGTTCATGCTAACTGACAAAACCCACACCACACTTAATATGCAGGGTCAACATCACGAGTCTCGAAGTTTCAGTGGGAGGATTACGCTAGGCATAAGACTCACCTGAACAACCCAGTGTACTTCTCACTATGCCCAGCAGAAAGCTGAACACTCTGAAGGGTGACTCCCACCGGAAACCTCTCCTCCACTCCGATGTAATTGTCAGGTACATTCGACCATAAGTACACCTTGTCAAGGTACCACAACACTGGCCTACAACAGCAAGGGAAAACTTAAGATTGGACATACACCAGCAGCCACGACTACTTGCAACCCCAACGTTGGCCACAGATCCACTTTGCCTCCAAAGAGGAGACTGACCTACCCGGTACGTTAGAAGGTCACTGTGAACAAAGAAGCCAGCTCAAGCCGCAAACCTGTAGCCACTGTAACCGGCGAGACAGCATACCAAGCGTATTCCGCACGTACACCAAACACTCCTCTTCGTGGCAGAGACCGAGCTAGGTTGAGTCCTAGAGTACCCACCCCACGGGGAACGAAATGCTGGGAGAGTCCGAAACGAAAAGGACCTGCTCAGCCACATGTCGGACACAGCTGACGCTAACATCTGCGGCTTAACACGACACCGCAGCAACCCCGCCCCTTGAAAGGTGGCCAGACATCGGGGACGAAGAGTAGGTGGACGCGGCGGAACCCATTACACCTCCTGGACACCAATCGCAAGAATTAGGCAGGTCGTCACAAGACTCGGAGGAAGAGAAGCAGGAATGACAGGTATAATGGCGCCATCGCCCAAAATAAGCTACCTATACATATCGTCATCTGCAGACTACACAGGTGGGGTAAGCGGCCGGGACGGAACAAGCACAACAAGCATTAGCGTGCAAAGCCGGATTTCGATTCGGGACGCAACTTAGCCCCACCTAGGACGTTTCAGCGCACGGTCACTGAGAGACGTCCCTAAACTGTCCCTTAGCCAGGAAAGCAATCTACAGCTTATCAGGTTCCATGGCACGGCCACGTGGCAATCCAGTGGGCAGAGGAGGATAATAGTAGAAGCAGAAGTAAATAGGCCACACCATGCGCGAGAGCGTGGCCAGAGAACTCTAGCTAGACCAGAAAATGCGCCTGTCAACTCGAGTCACCCCAACCCTGGACACACGAAAGCACCGTGCATGGGCACCGGGCATCCCGACCCCACCAATGGCATAACCTTCCCTTCCAGAGATCGCAACATGATGAGGGGACTCGCATCGACAACAGACCGCCACCTGGTACGTGAGCTACAAAGTATCCCCTACGCTGCAGAGATCGGCAGAAGACCAAACGGCCCAGTCCCTTGCACTTCCATCACACCCAAGACACAAAGCAGAGGAGCAAAAGCTAGGGCACGATCACTGAGCCCTCAGCCTAACCCTGTAAGGTGGCATCCAATAGAGAATAGCATTGGCCCAACGCGCACCAAGCCTACTGCTGCCCAAAATGCCCGGGAACTGCGCAGGCAAAGCATCGAGTCACCATCCACGAATCACTCATCGAGACACAGAGTAGCAAGCTACAAGACTACATGGGAATGCATCGCCATGCCGCAATCGAGCCCGAACCCTAAAGGTTGAGCAACTTACCTCTACACAAGGATAGCACTCCCACATACAACGCAACTTAACACAGAGACTTTGAGGAGAGGTGAAAGTTAGAATCGGCGGTGCCAAACCAGTGTCGGGGCACACAGGGGTGCAACTTGCACCACGCAAGAGAACACCAGAGACCGAGCCGCACGCACTGTAACGAGAAGCTATACATACCTTCCACAAGCAGGATACTAGGAACCTCACACTAACAGTCCGCGGTTCAAGGTCCTCTAATGCCCAGTTTAAAGTAGGATAGTGCCGGAGCATCGAGAGTAAAGGAGCAAAGAGATGGTCACCACTAGCTGCACACAGGCGCTAGGCTCACTCCAGGGTCCAGGACCACCCTAACCGCACGCTTGACAACACGCTGGATGACCATCCAGACTCCCCGCCACCAGCTAGCCCGCGGTACGAGGCTGACTATCCCTCAGACTGACCCAGTGAAGTGTGCGTTTAGGAGTAAAGGGCCCCACGAGGATCCGCGGAACCCAGACAACGCGTCCCAGGGGGACACCCCCAGGCAATGGCCTTACAACTCTCAGCTCACGGCCAAATCGTAGGACCCGGTGAACCCGCCCGCTAGATTACGTTCCAACGGCGATTGCCCTAATCGTTCTAGACAGCAAGGCAGGATCCAGTAGCGACGGCACCCTACAATGCATGGGGCCCAGAGGTGTACCTTACATAAGACACCACCTGTTACCTACGACAAGTCCCCTCGCCTTAGAGAGCCCCATAGAGTCCAGCAGGAAGCGAGTTGTAAGTAGATCTTAAAACTCCCCACCAGAGGTAGAATCCGATGACCCGCCACCTATAGAGCACACAGTATTGCAACAGGCGCTCGACATACACATGACGCACCGAATTAGACGCGAGGCCCCCAGATAGAAAGCCGGGTCAACTACGAGTCGCCACCCCAGGATGACGAGGCAGACACTCTCACATGTAAGTTAAAAGCAGGTAGTACCTGCCAAGTCCAAGACCCTCTGACCACAGCGTTGCAACCTCGGACCCAACGGTAGCTGGCACGAAAAGCACAGGGCGCCAGAGAGGAGGGCCCCACCGACGCTCGAGGACGTACAAGGGGGATCATAGGGACTGCACGGGACAATGGCCCAGGGGAGGCACAGGCAGACGTGCACACATGCGTCAGCTTAAAGCCTGGCGCGAGCCGCCCTAGACCAACCGCGACCCCAGGCAGCTTCAACCACCACACTACTACTACAGCTGGGCCGAACGAGCCGCTCACCTCTCCACATGTAGCAAATCAGGGAAAGCCCAGGATCCTAAAGATGCGTCGCAACTCCTGAGCCACCACTCCGCACAGAGTGCAACATACAGGAGCAGCTAGCCTAACCCTGAAGTGCAACTGCCACCGGTAGCGCGACGCATAGCACGACACGTCCACGACAGTGGAGTGGCGCATACCTAACAGCTTTAGCAACCATGCTGCGCCTCACGGACAGACGCATCAGCAGGCATCACGAGCCTAGACTGATACACGTGACCTTAAGGCCGATCTAACTGCTACAGCTCCCGGACCAGACCAGGAACATGAGCACCCTCAGGCTGCGCGAAAGCGTGCAAGGCGCTACCAACCCCACGCCAAACTGCCTTAAGAGAACCGAACCCACAGCCACATGCGTCTTAGACGCCGCGAGCGTGCGACCCCAGATGCAGCAGTAGAGCCATCTGGGACTAGAGACCCATCAACGCCGATAGGTGTTAAAGCTTACCTCTATCCCCGACTAAAGACCCACTGGCCGGACACCTGGCGATCGACCCAGGGACCTCATAACGACTCAGAAAGGCCCCCTACTGGTCGCTCCACGCCAGGGGTACGAGCTCCCAGTACAGCGGGGTACAACAGCTCGTACCACTATACCCACAAGCAAGAGGGAGATCTACAATGGTGCTTCCCAAAGCGGTCTAGCCTCACTATTCGCAGCACTGCAAACGCCGCGACCGGCCAGCCACTACCGCTCCCAAAGGAGAGTCAAGCTCAACAGCCCAGCACCGCTCCTTGGCATACGCGAGGGACCCGGGTCTAGAAGACACACTGCGCGGACGACCGCTGCGCCAACAGCGCACTGCCTGCCACTGCCCCCATAGAGGGTACGCTACCTGGCCAAGCTACCGTCGAGCGGGAGTGCCAGCACCACGACAAGAAGCACGTACAGTACTGCCCTACAGGACAGCTTACTCTTACGCGTACCTCCCGAGCCCATACCCCGAGCAGCTATACCTCCAACGTTACTTCTAGAGGCATAGGCACCTGCAGGCACACCGAGCCCGTGACAGGGAAGCCTCGCAGGCCACATACCTTTAGCGGACGGGTTAAGCCCAAGACCTACCGAGCGAGGAGCTTACAGTCCCAAAGCGAGGGTGCGATCGACGATCTAGCTACCAAAGAGGCTACCCTTCAGAGGGCAGACGGCTGCCAGGTAGCAGTGCCGTCGACGTGCAACGTTCCCTAAGAGTACCACGACTCACGCACCTCTAAGCTTCACACCTACAGTGCTAAAGGCACACCCAGGGACTCCCGGCCTAGGCGACAGAGCACAGCGCGAAGCCACACTGGCATCCGTGCCACAGGCCACCCTGCCGTTCAGAGTGATGCACGCAAGCAAGCTGGAAGGCAGAAGGAGCCGCCACACCCAGCAGGCTCTACCCTGCCACCTGCCCTTAAGGGATCCGTTACGGGTAAACCGTATGCCCCTCTGCCGCCCGCAGCCCCTGGGCAGCTCCACAGGCCTTAGAACCCCTCCTGAGCCTGCGAAGAGCGGGACCCAGCACAAGGCCAGGCCAGATAGCCGGCACCGGTCCAACCCGCCCTAGGGGCACCGGCAGCTCCTAGGGCAAGGCCCACCCTCCCTCGTACAGAGCGCCTACAGCCAGAGAGCCCAGTACCAGCCGAGCATGCGCCTAAGGCTCGTCCACCAGGGCCTAGGCCTAGCCAACGCCAGCACTAGAGGCCATCGCAACGTGCACAGCAGCCCCCGCAGCCCTAGCGGCTACAAGGCTCCGCAGCGGGCAGGCTAAGCTACAACCTAGAAGTGCCACGGCGAGAGACGGGCCACTGCACGCTAAACCTCGAGGCGGGCGTACCATAGCCCTATCCCTTAGAGCGTCCCCCGGCATAGGATAGGCGCTCCCGCCCGCCTAAGCAAGCCCAGCCCTGATGCCGTAGACAGGCCCGCCTCCAGCGCTAGGGACGGCCCCAGAGCTAGGTCCGCACTAGGGCTAGGGCCCGCCTGAAGGGGCCGTAAGTCCGCAACATAGAGCCTAGAGGCCGGAGCCACCCCCGGGCCACTCGTCATCGCGACGCAGGAGGGCCCTAGGCGTAGCAGCAGCATCACGAGAGAGCGAGGCGCAGCCAGGCCTAGGGCCCACGCGACACGCACGCACGCGCACGCGCGCACACAC

AGCGACAAACATAAAGGACGTACGCAGACCCTCTTCAACACCACCTAAATACAGATCGTCTTCGAACGCATACCAGAAAGTGAGCATCAGCATGAGAAGAGTAAATGCGTAAGACACGAGAACTGATCTAAAACTCAAAATGCAAAAGTCCCTACAGCGCGCATGATAACTACCACTACACTACGAGAATGCAGGGTGCAATTGAACTGCGCTGAAAAGTCCCCGTGCCCACTAACCCAGAACGACAATGACACCGATATACTGCGTATCCATTGCCCATCATCGCGACTTTCCAGCAAGACATGGCCCGCCATATAGCACTTCCTGATACCGTAGCGTTACAAGTGTACCAGTAAGTATCATGGCCAAAGACTTCACGCATGACCTATAGGCACCGTGAAAATCAGGCAGATACCTGACAGCCAAATAAAGATATCGCGCTTACAGTTCCTTACACCCAAGTGCAAACTGGGAAGAGCGATCATAAGGTATAAACCTGTTCCAAAGAACCGTAGCAATCAGCACCCGAAGTGGATCAGCCCGAAACTCCTCACCACCACCGACCGATCCACTAAGCAAAAGCTTATAAAGTCAAGTTTGGCAGAAAGAGATAGGATACTAATAAGACTCCTTGAAAACGGTCGCCCGACGTATGAACTAGCTTACGAATACTCATGATCTGCAAAGGATATCTAGCGGACCTACTGATTAGAAACGAAGGTCTTAGTGGGAAAGCAAAGTATCGAGGAAGCGTCAGTTCGAACCTGAGCTAGCCTTAAAGCTCACCTATAAACTTTGGAAGCAACTTCCCAGCTAACCCCACAGCGACGACCCCAATGGATCCTAAAGTAGTACCCACGTGAAATATGGCTACAGATGCTAAATAACCAACTGATGTGGGGTACCCAACCCCAGTGAACATCCCCACACTAGTGACTTATCATGTTCAGACGAAGATTAAGCAGACAATCCCCGGAGCGCAGAGACATCAGAACTTAGGGATATGGACGTGAGGCCAACCGAACCAGTGTAAGTCCAATTCCCATACCAACTTAGCCCCGCCATAAGTGGCCAGAGGGAAGGACACTAGAACTCGTAGAACGCGATACAATTGGGCATGCAATTACACGAGGCCTACACGCAAACCCCATCCCAGACCCGCAAGGGTCAGTCGAACAAACAACAGCGCCACCCGAGCAAAGTGACCAGGTACAACTCAAAGAGCAGCCGCCTACCGACAACAACTAGGATCGCACCTTAAAACCCTACAGACATTAAAATGGCCTATTCATGGGAAGATCTACGGTCATTCGCACTAACAGGAAACGGTGAGGCTGAAGACCAGCTTGAAAAGCCCTCTCCTCACCAAATGGGGAAGTACCATACACCCAAAGGAACCCACGGACGATGCATTCGCCGGAACCTCGCGCGGGACTCTACCCTCAAAGCCACACTAGGATGAATACAAAGACGTTATAACTACCCAGACTAGTAGACTACCTACTCCAACCATCGCCAAGATCCCCACAACAAGGGCCCATAAAGGCAGTAGAAACCACGCCATTCGACCTACTGCAACAACACCTATGCCCGCAGGGAACCAATCACCCATCCGAGATCAGGTTGGCCGGAGGCGCCACCAAGACAGTCCATCCAATACTAAGAGACAACCTGCATTAGCGTCACACTATCGAACACCCGGTCGATCGAGCGACCTAAAGAAGGTCAGAAGTCCCCCCCCTCGGCGGGACACTGTCCCAGAAGAACTCCACGCCTACACCCAGAAAGATGCTGGCTGTACTCCCCCCACTCAACGATACAAACAATCCCACCTTCTAGATACCTGTCACTTACGAGGACAGCCATCTCCACATAAGCGATCTAATCTGCGGAATACACTCGATCGACCGGCGCGACGACGCGTTACAGGAAACCACTACTATAGAGAACGTAGACACGGCAAGCCGATCGGAAAAGGGCCCCACGCTTCCAACAAGCCACCTGCATGGGAGGTTAGAGACAGGTGGAGTCCACGCATTAATGTCACTTGGAACACCGCAAGCCACTCACGTTATAGGAGCAGGGTGAACTACTAAACGGGCACAAGACTAAATCATCGCAAGACCAGGCGATAGATCTACAACCCCCATGATCATGCCCAAGGGTATGTCCCCAATAAGAGTGAACCGAACGTAACACCGGCTAAACGTAGTAATCAACGGGTAAGATCACAGTAACCAATTCCTTTGAACTCCTCCTCAGATACGCCATGTCAACCCCAACAGTGCCAAAAGATTGAACATATCTCCAGGGGGAGTACCAGAAGACAAGCGGACGTTGATCCCAAAGCATTAGGAAACTCCACCATTAGATGCACACAACGAGCTCGCACCAACTCTAAACCTCCATTGGAGATGCATCGAAGATCCCCCAACACTACCCCCATGAAGACGGCCAAGACTGTAAAACCGTAAGCGTACGCCCCCGGCCGCTAAACTCCAGCCTTCCAAAGCTGGCAACAGGAAGGGATCCAGAATGCACGGGGACCAACCCAGCGATGGCCCAGTACACATCATCACCATGTCGCCGACCCCGGCAGACACAGCTGACACCAGATCCCAAAAGCTGCAAGTCGAACTCCCTTGCATGTGAATTGCCACACGACCCACCGTGTGAAGCTGAGGGAACCATCGGAAGAGACGCGGCCAAGTGCCACGCCTATCAATCGCAAGGTGAAAACACGTCACAGCCCAAAGCGCTATCGATCTTAACCACTCCAACACATACCTAATAGAGCAGACGCGCCCACCCTCAGGGGACCCAAGGCCGGGACTCAGAGCACGAGCGGCAGCCACAAACCCAGGTGCAATTCGGCAACGGCGGCTCACGTCAACCCACCCTAGAATGAGCCAATCATGCCCAACACGTGACGTCGGGTACAATGCTCGCCTCCATCACGGTCCAAGGTTCCTGTTAACGGCCAGTCGGATAGTGCGAAACCTGATCGCTGGACTCAGCAATAAGACATACATAAGGTAGCAAAGGTAGAGTAGGCGAGAGCGTGGCGGACCAACTGACGTGCCATAAGCAGGTTTAGCTAGAGGCTACGTGGCAACTGTCCTTGTACGTAAGCCAAGCGGAGGACCTGGAGGTGTAATACACCCATGCAGCACCCCCAAACGAGACATGGGCCCCACACTCTCACACTACAGCGCCCGCTCCATGTAGCTCAAGAGACACCCTTTCCATCGCCTACTACAAGAGACCTAGGTTAGACCTGCAGAACCAGCTTAAGTTGCACCTTACGAGATAGTCCAAACACCAAACGGCCGTTAACTCTAACTATGAAGGCATCAGACACGGGGCCGAAGCTCTAGACCGGGCATGCCACACTAGAAACCGAGCACAAACAGCCCTAACATCCACATTACGGCGCCAAACAAGCGTGGAGTGTTAAAGCACAGTTCCCGCACCCGGCTAGACCGAATTAGGAGTAGCCCTTAACTACCACCTTCAACGACAAGCATCGCACTAAGTAAGCGGCCCCATGCCACGTACATCGCCCGACCACCTGGCGACTCCAAGGTAAGCTAAAGACCCACAAGGATGCACAGAACCAGCCAGCTCCAAACTCGAAGTCCCCGCCGCCTGTCAAAGGGACTAGCAACTATGGGTAGACAGAGAAAAGTGACACTGAAGCCGTGCACACTAACCATGTTGACATGCGCAATAATGGGGGAGTACCGACAAGTCTAAACTGTACTTCTCCTATAGGGATACGCAGTAGGACCCATGGCACTGCCCCACTGGCATCCCACGCAGACTCCGGACTTAGCTGCAAGTCCGACACTCACTTCTAGACAGCGCTTCATAGGAGCTCAAGGATAAGCTAACTGCTAAAAGCGCACCGGCACTGGGTAGCCACTAGACGATCCAAGGCGCTCACGACACTGAAGATAGCGCACGACAGGAATCGTACATAGCACGTCTTCCACAACACGGAGGCAAAGTGCATACCGAAGACTAGCCACCCCACCACCATGGAGTCTAAGAAGGGGGAGAAGTGGGCATCCGCTGACCACACTACTGCGACAGGACCGCGGAATGCAGAGGTGCACAACGGATAGCCCTATCGATGGAAGCTCAAGGACCACCCGTCTAAAGCCAGCCCTAATCAAGGGGGCAACCGACAGCCTATACACTGTGACTCTGCAATGCCTTCCCCAGCACCAGTGGGACCCAAGGGTCACCGCAAAAGGCGGGGCATAGACAGATACCAAAGCAGGCACACAGAACGTATTAAGCATGAGGCCAGGCGCAATACCCCGCGAGCCTCCAGCCATAATGGTGCACAGAAGTCGCGTCTCAACCATGGTCCCACACGGCCTCCGCCTAACAAGGGACCCCTTCGGACACATAGGCCCTTTAAGGGATCCGTTACGGGTAAAGACCAAGGCTCCTGAAACGCGGCATACCGCCTGACTTGCCATGGACAGCGATCCACAGGCGAAACGTCCAGCAGGAACCGTGCCAGCAGCATCACTGTTCGCGCAAAATGCCATGGCCCACATAATGGTCATACTCAAGAGGAAGCTTGAGCGCAAGGTGACGTGGAGAGCCAAGCCAACGTAGCAGCGCAAAGGGACTGCAAGAAGCACCAGGCGGCACCACCCAGGCCGACCTCACAGTAGACGTATACGACAGCCTCTCAGAGCAAGGACTCCTGCCAACGTGCTCGTCGGCAGAATAGCCACCATAAGTGTCGCTACAAGTGTGCAGTCAAGGGGCGAGTGCACTTGCCATCTAACGCTAAACCTACGTACAATCCTCACTGCTACTGCCCCGCGACGACGCAGTACTACCCTAGCTCTACATGTAGCCGTAGTCTGAAACGAGACAGGGACCCCGCCACGAGCATACCTGTGCACATGTACGGACACGGCTGCCGCAGCAACAGCGTCCAACAGGCCCCAGATGACCGAAGGCCCCTACCACGTACCAATCGGCTAAAGGTACCGGGGACTGAACCTCCTAAGGCCGATGTGCGCCTTAAGCTATCGTCAGCTGCTAAGCTCCAACACTCTTCTACCAGGACACTCAGCTTCACGTGCCAGCTGGGAGGCACACAGGGGCTCACAGTCGAGGCTAGACCACCAGAGGAGTACGATCGGCGCAGACAACCCTACGCTGCAGCCAGCGATAAGGGGGCACAAGAGGGTACAGTAGGGCCAAAAAGGTCAGATCCACCTACAACGCAGGTGGAGTGGCATGCTCCATAGGCTGCGCGACCTCGCACCCGACGCAGGGTTACTTGCACTGAGCGCTCCAAGCGCACCTGCGCTTACCAGGCACATTGGCCGTACCCATGCGGGAGTAGATGCCGCTTCCGGTCTACCCTGAAAGCAGAGGCGGGAGCACCAAGGCATAGCACTCTTACAAACGGGGCAACTGAGAGTTAACCCCTAACTAGCCAGCAGGCCGAGGAAGGACCTCCCAACCTCTAGCTTGTACACACACGCCAGCTCGAGTGCGCCCTTAAGCCTACCTAAGGAGAGCATAGGGGCCCCCCGATCACCCTGCCAGCTGAGGAGGAGCTAGACCCTGCAGGGACGGATCCAAGCGCGATGCCTGCACAGGCTGACAGGCCCATAGCGTTTAGCCCCACGCTACACGCGACGAACGCGCGACCCCTCCACGTGAGCCCGAAGCAGCGCAAGCACTCCCCAGTACCGCTGACTGGACGGCCCCCGCGTAATGCGAGACCCCGGCATAAGGCAGGGTTACACCCCTCCGTGAGGTCACGCGGACATCGCGCGCAGCCTCGGAGCACGCGCCAGCCCAGAGCCTTAGAGACCTCGGGCACAGGAGCAATAGAAGGCCCGGTTCACACAGAGGTCCACTAGCGCCTCCCACCCCCCCCACAGCTACGCATGCCAGTGCGCGCCCGTGCACAGTACCCGTTCCAAGCTAACTCTCGAGCCAGCTTTAGTAGCAAGGAGCCCTCGAAACCGGCCTCCCCTTAGCGCTCCCAGAGTCAGCTTAAGAGCTGCCGCCCCGCTATATGCAGCATCCCCCCGGGCAGCAGCCTCACAAAGGAACGTTAGAGGGCTGGCCCCCTAGACAGCAGCTCGACAGGGGGTACACACACATCCGCCGCGCAACCAGGCAATAGACCTGCTCCACAGCACAGCCACTGGCGAGGGCCCCCTAGCTACCGAGACCCTACGCGATTGCAGGGCAAGCCTGACAGTGCTAGGCGACACCAGCCCGCCTGAGAGCTTCACCTGCGGGGTAGAGCCCTACGCACAGGTCCACTGCAGCCCACCCAGGACGAGCCTCTGCAACGGAGCCCACACAGCTCCTCTACAGGGCCGGACAACGCTCGGGCTAGACTGCCAGCTCGCGCTACCCCTCGGGATACAGAGCAAGAGCAGGGAGCTAGAGCTAAGACAGCAGCTGGGCCGCCTACTGCAGCCGGACCCAAAGGAGCTACTAGGAGAAGCCAGTGCCAAGCTCAGGGCCGAGTCCGACGCCGCAGGCTAGGCAAAAGCGCTGGCACCAACGCCAGGGGGCCACAGGCTCGCTGCCGAACCCCAGGCCACGCACGCCCTACACGCGCGCCACACGTGCCCCCCACGAGCCGCGCGAGCGTACGGGCCAAGAGAGACGAGTACCTCCCGCACACCTAGCCGACTAGGCCCAAAGTGCAGCTGCAGCCCCACCCGCACATAGGCACACGGGCACCAGCCCAGCCGCAGCACTACGTCGATGGCGAGCCCTAGCCTCCTAAGCCGAATCAAGCCTCGCGCGGGCCTAACAACCGGGACCCGTTAGGAGAGAACATCGGCCTAAGGAGCCCGCTGCACGAGGCTTAGACCTAGGAGGCCTGCCTACGCAGCCGAGGCCACCCTCCCTCCGCGTCGCCACACGAGCGGGAGAGGCGGGCCCACACGCAGGCCCACGCCACACGCAGCCCGCCGCGCA
ACACAC

CACGACCATCGACGCAAGTTACAAAATCAGTGTAAAATCTAAGAATCAAGTAACCATTTAGTACTACGCCCAATCGTATAGTGAAATGTGATATACCCAGTCACCATACGTCGACCTTCAACAATCGTGCACATATGGATATGCATGGGACCGAACGCCCGCCAAACCAACCTACGGAAGACATCTCCATGGGACCTAATAGTCCATATCGTAACATAACGACATAAGGTATTACCTCAAACTTCCACACTAAATCACACCCCGCGTTTCACCTAAAATGCTATACAGACAACGATCGTCGGCGACAAACACCGCCTCAATCCCACATGAAGGTTCCTTTAATGGACAGGAATATATGGAGAGTTAACCCGCACCCGTGATACACCACACAGAAGAAGATAGAGTAAGCTCACACAAATGATGGACCCCGTACATGTACTTAAAGATCCACCAATAAGAGTGACCAACGTCACACCGTGCCGAGACAACGACCCTACGCGGGAGATGCAGTCATCAAGTGTCACTCGCATTGCGCCGTAGAGTTCCAATACGCTGGTAAAGTATAAGGAGAAAGCAATAGGACTTCACAACTCTCCCATCCGCTTAATAAGGGGATACACTCTCAGAGCGAGGACAAGTCTGAACCATAAACCTACCTATGGTAACAACCACAGAGAAACTCTAATATTGACTACGAGTCGCGACCGCCTATCCAAACCGAAGGTACACGCCCTGGACAAGGTGTAATCAAACAAGAGGACGATGGCAGGAGTAGTAGTAGTGTTAGGGGGAACCAATCCAGAAAGACCAGTCCACGGAACAAACGGTCATTCCGATTGCTAAACAACGTATAGAACGCTGCGCAATACCGAGTCAGAATACCTGGAACACTACCGGCCCCTTAGAGGCCAACTATGAGACGTAGCGCAAAAACGTCTGCACCATTAGAGCCCGACATCAACAACCCCACAACGCATCCGTTAGGAGCGCGAGGAAGCGTCACAAGTAGGTCCACAGCGGGATGACGTTACAACGTGGTAGTCAATCCTCTCCACACATGAGCGACCCTACGCAGACTAACAGAGCCTGTGAATTAGGAAGCCGGGTGCATAAGCAGTTCTAACGAGCCAAACGCGTGAAGAGGACCTTGGCAAGAGGCAATAGAGCTACGTCGCAGACAGACAGTTAAATACTATCCAAAGTGGAAATTGGAACCTTGGTCACGCATTACAATCCCGCTTCACTCTGCCTCCAATCTGCGCCAACAGTCTCCTTCCAACGCTACGAACCCGTACACCCGTCACCACTAGAGGAAGGAAGGGGAGAATGCAACTTTGCCCTTCCCCCCGCACGTCTGTCTCACACACCCGGTTAGAACGCGCCGTAGCCTACAACACCGCCGGCAGCATAACAGCGATGTCCATCAGGAGTGAGCTTCTCGTTGTAACCCACCTGCGAAAAAGCAACCGCGCCGACCTGAACTCCCCAGCCAGACACGGACTGCAGCTCCGACCCCTAACAATGCTCCCAACACAAGCAAGACCATAACTGACAGCCATACACCTGTCACCAAATGGGAGGGAAGTGGGACAGACAACCAGTACCACCACGTTAAGCGAACGTGTCCTTACCATCATGGACTACGCTTTACCACTAGTAAACAGTACGGTCCAAGCTCAAAACAGTCCGAGCTCGCCAATCAGCCTAATACAATCAGGGGTATGAGCAACCTGACCCATACTTAAGATCTCCAAGATGCAAGAGCCATTCTCCCAAGACGCCGCGATAGCGTAATCCGGACTCCAGGCAGCAATGCCACTCTCAAGAGATAGGTAACCAAGCGCTGAACCAATCAGCGTACAACGCCACCCAGGCGCCATTGCCCATCTCGATTGAAACGTCACAGTCATCTAGGAAAGCATCCTAATGGTACACGGCAAAGACACCGCGGCGACCCAAGGCGTTTTACCAAGGCTCGGCCAAAGCGGGACAAAACGCAGGTGCGGTGAAATAGACAGATGGCTCCCCCTTTACAAGGGAAATTCGCGGGCCTCTGCAACAGTATGAACAATGCTACAAGTCAGACTGAGTTACGGTGTAATGGTGCTACAAAGGGCGAGTGGGATCGACCAGATAACTATAACCAGACATGGGGTCTTACATTCAGAGACAAGGCGGGTGTGAAGCTATACACCTCGGCCAGTTAACCCGTACGCATAACCTTTCGTGTCAACCATCGCAACCGGTAGATGCCAAGCACACAGACTCCTGGTCACGACCAAGCAACCCTACAGAACCAGCTGAGGGTAACTGAGAATACGCCCGATAGGACACAGGAACCTTCCCACCTAGACTTGCAGACAACACCAGCAGCCAAAGCGGGCCACAATCCCAAAATCGAAGCATAGGTAGACAAGTCACAACATCCATATCCCGTAAGGACGGTACCTGGCCGATCCCGTGCCAAAAAGGCCTAAAACAAGGCTGTAACACCTCAGGTGGCATACCAACCGTCACGTAAGGTTGATACACCAAATCGACAACCCCGACCGTCAGGAACGATACGAAAACTCCGATTCAACCGTGAGATCTGGACAAAGAACAAATAAGGCGGACAGAACTTGACCAGCGAGACATCTAAGCTCACTCAGCGGGTTACTGAAGCATGGACATCGGAAAGTGAGCTGGACATCCGAACTAAGCGAGTCAGCAATCGCACAGGTCACAGCAAGCGCTACAGTGCATTGCCCATCGCCCAAAAACACAAAGCACATAAGCAGTGCACAGACGCAGAGAAGCGGAACTCCTCCCAAGAATGCCGCAAACCTAAGCCTCTGAATCTACAGCGGCCGGGACGAATGCCACGCAGTCAGAATAACGATTCGGCAACGGGACGCAGCAATAACGTCACCTAGAAACACTGAGCAACAAAGGCCCCAACTCTACCAGGCGATTGGGCCACGACGCCCCCGGTCAGTAGAAAGCTAAACAGGAGACGTCCTGTCCGGGGCAGAGCGAGATCTAACAGAGAACCTGCACCAACGAATAGACATCGCTACCGGGCGAACATGGCTGTTCATAGCCCACGAGACATACCCCCCGACATGCCCCGGCGGACCAACTGACCTGCTAGGTTTAGGCTACCGTCTCCTCAACAAGCTAAACAGGCTCACCCCATGCGTATACCTAGCCAACGCCACCGGGACTAGCAGTCTACCGACAAAGACCATGGGGACTCCCGAGTGACTCCAAACCTTCAACGCACATCGCCTCGCAACCTCGCGTGAGCAAGCACATATGTGCACACTCAGATGCTAACCGCTCCGACTCCGTTAAATCACCAGATCCCAGTTCCTACCCACTGCAACCCTAGTCTGAACCTCTACCCTCATGCGCGAACACCCGGGCCATCAGGGTTAACACCCGCCAGACGATCAACCTGAAATAGGCAAGTCGACGGTAAAGGCAAAGCAGCTCCTCCCAGTAAGTCGACCGTAACAGCTAAGTAGCCATGCACTACGCAGGCCGAGATCACCAGCACAATGAGCTTACCTCCACGCCCGACTTACAGCACTAATGGAGCCACCCAGTATGCATGTCAAAGCCACGCACGTGAGACCTGCGACGGAGACTTACAACTGCAGTTCACTAGGAATAGCACCCCCAATGCGAGGGGACCGCCGCGAGGTACCCCGAACCCTGCAGTGAAGTACCCCTTGACGGTGCATGCCCACCAGCACTGAGCACAGGTCCAAATAGCAAATTCCCAGTCATGTGGCACTAACCAGAGACGTCATATACACACATAGAGAGTACACAGGGATAGCGCTATAGGGACCCGGGTCAGAGAACACCTCCAGCGTCCGGTAGCGGTTCAAGCTTAACTAGATGCTGAGACGAGCTCACGCTAACCACCCCCATACGCTAAACGCTATAAGCCCTAGGAGCCTTGTACACTCCTAGCTACTTATAAGTCCAGGAGCACGCACGGCGCTACAGTGGAGAGTAAGACCTACGCCTGTCCCACTTGGAGAAGCAGCTGGAACAGGTAGGACTAGGCAACACGTCGCCTGAACGACTATGGCCCCCCACGCCCACACTAGTGGCTGAACCCAAGAAGGCCTACTCACCGTACCATAGAGCAATTAGGGAGACCCCAACCGGGGCATAAGCGGGCAGGCATCAGGACAGCAGCCGCTAACGGCGGCCCAAGCGGGATGCCCACTGCAACTACGAGACGGCAGGTTAATGCATATGCACATTGGCGAGTGCACCGATCCCAGCCCTCACACGAAACGCAGCCCTGGAACCCATCGTTACAGGTCAAGTGTACACTAGCACATCGATACCACTATGACTGTCAAAGGGCCGCCACGAAAGGAGCACCCACTCGAAGTACATGACCTTCTAATACCCGCCAAAAAGGTCACCGCCCGTAGCACGAGGGAGGCAAGCACCACTAGGTGTACACCTACAGAGCCAAGGGATACCGACCCGTTACGACACTACGTAACCTTAACGCGGCCTTGCCTGCCAAGCAACCCAGGACGATGAGCGCCCAGCCATCGAATCAGGGGACACTCGCGTCCAAGGCTACGGACCCTCGAGACGGCACAGACCCACATAAGCATCCTGTACCACCACGGCCCCAGCTCCATGGGCCAGAAGCTCTAACAGAGGCCCCAGACACCGACGAGTATTGGAAGAAGCAGGATCCGGTCCCCTCCGGCACAACCCCTCGCTTCAAGGGGGCCTACCCAGCTGACCCCCAGCCCAGATATCACATAGCTGTTAAGCCAACTGGCAAGAGTCCGACAGAAGCTCACAGCTATCCCCAACGTGAATAGCAAGGACGGCACAAGAAGGGCATCCCGTGCAGGCAACCGCACAGCTACACCAGAGCCCTTCACGCTCCAAGCCCTAGAGGTGCAAACTGTGATGCTCGCTGTACCTCAGACCGGTCCGCGACGCGTCGCCACCATGTTGCTCGTAGCACCACTTCGCACACGTGAGTCCGATGCCAGCCTGCACTGGGCTGCCACGGCTATCGAACTACAGCGGATAGCGTCCAGGCATAGTTAGGGAACCAAGCGTAGGTACCGCCTAGATCGCCAACACTGATCAATGTGCAGGCACACCTGGGGAGGACTAGCACGATACCCGGCACCCTTAGCCCCCGCCAGCGGCTCAAACCCAGGCCACCCTAAGCACTGCCGCCACCAGGAAACACCCCCCACACCTGTAATCGGCAACCCCAACCCTGACTCCACGTCCGGGCTAACACATAGATGCCTCTGCAGCCAGAACAGCAGTCACCATAGCCTGGGACACCTATAGACAGCCGGAAGATACACTGGCAGAGCAACTGCCGATCGAGATGCACCCAGGAGGGGCCTAAGACCAGCCGGCAGAAAAGGCCTAACACTGAGCTGCGCACGTAAAAGGGTGCCTGAGACGGCCAGCTTAGCGTTACCAACCCCCGCCAACGCTGGTCTACCCAGAGACACACCACAGGCAGGAAACTCGCTCTTAGAAGTCAGGCAGCCTATCCCCTCCACGCCGCGCTAGAGCGCCAGCACTACGCAGGGTACCCATTGGCAGGAGAGCTCGGCCGAAAGTATCATAGGGGTACACCACATGGATGGCAGTGGCTCTAGAGAGAGACGGACGAACATACAGGGACGGATCCAAGCGACTAAGCTGCCCAGGGTCATGGTCCAGCCGAGGGTACTTGCCAAGGGGCGCTACGTTAGAGGTTCACTCTCCAGCAGCGCAAGCCCAAAGATGCCGCAGGGCCCCGGAACTGCTAGGATGGTCCGAGGGCAATAGGCAAGGAGGCCAGGCAGTAGGCAGCTCCAGCACAGCAAGGGGCACGACAGCACGCGTAAGCGACCCTCAAAGGGTCCTTAGCCGCAGCGAGGACGAGTCCCACGCACACTCCGCTGCAGCCACCGTCGCGGCCGAGGGCCCCCTGCCAAGCGCACCGGCCGGGTCCCCTGAGATAACCCCACCCGTAGAAGACCCGCAGACCGTTGCAGCTAGCCAGCGAAGCTGAGCTTCAGGGACGACCTCACTTAGACAGCCGCCTTACGTACGGGCCTAGGGTACCCTCCCACGTGCAGGACCCCCCCCACACTGGTGCTACGAGAGGAGCTAAGCTTGAGAGGGGCAGTACGCTCACGTGACACAGGCAAGTCCCGTGCCAAGCCCGCTCGAATTCGATCGCGAAGCACACTAGACAGCCGCCCTAGGCCTGCAGACTGCAGGGAGCTCGACGGCTAAACCTACAACACGCACAGCGCTCTACGGGGCAGCACGCCTCTACCCTGCAGGTCCCAGTAGGGGATAAGACACGCCTCCAGTGTGCAGGACCCCACGGCCTCAACGGATCACGTGCAGGCCGCTCCCCCTGTCGCTTCCGCTCCACTAGTACAGGGGCAGCGAAGCATGAAGTGCAGCTGCCCTAACCAGTCCCGTATACTATGCCTAAAGGGCTTACCTTTAAGGCCCCTCCTAGCATGCAGTGCCGCGGCAAAGGGCAGGCGCCGCGCCAGGCTGCCGCAAACCCCAACCCCTAGGCTCGAGAGCGCCTAAAGGGCACCCTAACATGGCCGCTCCCCAGGGCGCTGAAGAGCTGAAGCCCCTGGCCATAGGAGCAGGCTGCTCGAGGGCACCTGCAGCCTACGTGGCCTGGGCACGGGCAGGCCAAAGCCTAGCGTGCTAGGCGCGTACGGGCCACAGTACCCTCTCGCAACAGCCGCCAGCAGAGAGACCGCCCCAGCGAACACTTTGACACAGAGCCTCAAGGCTAGCGCGCGACGCGGCCCAGCTAGCAGAGCCCAGTGCGGGACCCTACACATAGTGCCGGAGGGAGCCACGCGCACGTCGAAGAGCCGCCAGGCTGCAGAACCCCGGGCAGGCACCCAGCCCGAGCCCCTGTGCACGTTCGCACCCCCTAGCAGCCCCCCCTAGGCACGCGTCTAACGTGTAGCAGCCCTTAGCGAGGCCCGAGGCCCCGCGGAGCTCAGAGAGGCAGGCAAGGCCACACGCAGGCCTAGAGGCGCCCTAGGCGCAAGGGCCGGCGTAGCGCACCACACGGCGCGC
ACACAC

GTTAAAATCACCACCTCAAAACTCAAAGGAAGTTGCATCTACAATCGGAGGATACTAATAGACTGAACACGAACGCGTATCGCGAGTCATATAGCGCTCAAGCTCCACCTCAACACTAACAGCGTCCACCCAAGATTGATCTGAATAAACGAGGAACGATCGGGCCGAACGGTGATGTAGCCATACACTAAACTGCACGCTCCAAAAAGGCACAGAAAGCGCACCGGCCACGACCGCAAGCGGGTCAAGATCTAGCTATATACACATTCCCATCTCCTATAATACCCATAGTGACGTCGAGCGGCCCAGTCAAAAGACAGGGAATACACAATGCTACCGAACCGTTCCTACCGATATCGACCAGCGCGGAAGAGGAATGTAGCAACCCCACTCCTAAGTGTAACATTGAGATCAACGTCAACCGTAAGCGACCACAACCCATAGATCCAGACTAGGCGTACGGTTTAAATGAACGGACAAAACCGGAAACACGAGTTAACCCGCCCGCTACTAGTCAACCCAAGTGATAGATAGAGTAAGCGGGGAGTCTAAGAAAGCCCCGTAATCGTGTCCCGACCTGTCATACTCATTGTAGTCACAACGGGGGTATACCAATACATACTGACCGATCCTACGGCTCGAGTCGGAGCCAGCGACTCATCGCGACCCATAGGATCATCATCACTTCTCAGACTAACTCGCATTGCGCGTTACAATACGACCAGTCTGGTAGATGGACATTGACTTCACGGTGGACAGAACCAGATAACTCTGAGGTAGATGTACATACTACACATAGTTCCACTTAACACTACGCGTAGCTGTTAAGAATTCTAAGAAAAACCGCCCAACGATCAAGGATAACTCTACAACAGCTGTACAATGGCAACTGAGGAGCAAATCCGCCGGGTAACTTGGCAATTAACAATGCTTATACAGGAAACTTATGCTGCAAGGCGACAACCACTGTTACCTTCCCAGCCAAGTAGCGGTCAAGATAACGTCCACGAAGGAAGCCAGCGAATCCGCCCGTACAGAACGTATCATTACCCGAGAACATCTTAGCAAGAATCAGAGTCAACGAATCTCGAGGACGTAGGTTACACTGTCGCTGTAACCCGGACGAAGAACAGTACAGGTCCACCACAACAGCGTTAGACCACACCTTACGGTTCACACCACATCCACTAGAGAAGAGAAACTGGACGGTCCCTGTGAAAGAAGAAGTAGTAAGTACGTCTCGTTCTAACGAGCTAGCGAAACGGACAATAGGCATAACAGTGACAGTTAAATCCCAACCTTTAACAACGTTCACAATGAGCTAACCGTGAGCCATGACGAACCCCCGTCCTAATCCTTTGCGGTAGAAACACTCCCCGCGTAAGAACGTCTCGCGCCCGGTTACTCGTAGAACGCGGATTACCGGGCGGGGAAACCTAAAACGTAACCATCCCGTCCGGGTACCCCATCCCGCAACGGATAGCGTCCACCAGAAAGAGAATCAGGACACCACACTTACAACTCATCTGGACACCTCGTTTACTACTACTGCGATCGAAAAAAAGCCGCCTAGATCGCGCCGACACCTTAGACATAGGGTTAGCATGAATAAGAACGTGAAACATCCTTGTACCAAACATTGTGACCCATAGATCTATTCGCCCGGACCACTCAGAGATACAAAGAGCCATACCAGAGAATGGGCAGATGGGTTGACCGGAACCTCGCCGCTGACAGAGACTAGGAAGGAAGCCAGTACGTGTCGTATCACTACTCGCTTAAGTTGCAACATGAATACCGATCGGCAACTGGAAGCTGACTTCCACTGCAAGGATCGACCAACTCGGAGTCATAGACGCCGTGCGATCTTAACAGCTAAGAGATGATACCCGAGGAAGGTAAGCTGAAAACCTCAACCAGACCAAGAAAGCGAACGTCCACCGATAAACAGGGAACCAAACCATTAGACAAGGAAATCGAACTATCGCTATAACCGCGCAATGCCCGGTCGCGACCCCAACACAAAGCTACCTAGTACTACCTAAATCCCCACCCGAAGAACTCATTGCAAGATGGAGCCAATGCGCACATGCACTTTACAATTCGAGCGATCGGGCCGCGCCCCACTTCCACCTCCACTAAACCTTCAGTACTACTTACATTAGGGACCACGCCCAAAGGGCGCGTCCAACATCCAGTGGGATCGACCGGCGCCTGTAAGACGACACTATAAGAGTACCTTCGCTCACCAACACAACAAGCCACCTGACCTGGCTCACAAAAGCTCTGGAAGGTCCAGCCTGAATGGGGACTGGCAGCTATCAGTACTCCACACACATGCAGTTCCGGCCAATATGCACGAGTCAGCGCAACCTAATTAGCACAGACCCGTACGTGTCAAGTTCAACTACTGACCTCAGAATGAAGGCACCCCGGCCCACCCTTATCCATAAGATGATCGATATAAAGGGTGACTCCCAGTGCAACTGCAACCGACCCTAGCGACAGTGGACAATGCACGCCACCCACTCCAGGATGGATGTACTCTCAAGTCAGATTCGACTGAAGAGAAGGGGAACAATGACAAACTATCGCACAATGCCAAGTAGGGGTACAGCACTACGACTACGGATCCTTGACAAGCGGACGTTGATCCCACTATTCACAAGTAGAGTCGAGCTCGTTCAACGGCAGCACCTAAATCACACTCTAGCTTGATAAGGAAAGGGGAAAGAGCTTTTAACGGCTGTGCCACCCTTCAACCTGCTTGGCCTCCCCCTGTTCCCAAGAAACCGTACGCCCGGGACACTCCAGCTCTGAGACAACATTCAGAGATCCGTCCTATCAGGACACGGGCAATTGAGTGTGCTGGGAGCATCAGGCTGACCACTAACTGTACAAGTCTCACCAATCTGCCTACAAGAGTCCGCGAGACCCGCCCCAGCAAAGGTGGTTACAAGTATGAGACACAGAGTGCCTATATGCTAACCACGCCCTCCGAGGAGACCAATCGCAAGAACGTCCATCGCAACATCAAGTTCGGAGTGCAATAGAGCGGTAGCAGCAATGGCGCTGCAACACGCCCAGGTAAGTGCACCTTTAAGCTACAGGTTACGCCCAAGACAGCTAGTAATTGGACCCTCATAGTCAAATGCCACTCGGCCACAAATGACCGGCTCAAAGAGGGCGACACAAGCCGGTGCAAAGCAACACAAGGAGGTAAATCCGCAACGGGCAATACTAAAGCTTGTCCCACGAACCTACCGGTCACGTAAAATAGCACATATACAACCCTAGACAAGGCAAAGTCGGGGGCGAACAAGGATGGGAATAGCCGAAGCAGCTGGACATAGACTTCCCGGCCAAGGCTACAAAGGGCCAAGCAGTCTGACAGCACTTTAAATGGGCCAAGTAGCAGAACATTGGAAGGACAAGACCGAGAACGGCATACCGCCGGAGACCGCCGAATCCGCACCTACCCAAGAGTCTGCATATGGAACCTCCACCTAGGAGACAACTCCACCGCTCACAGTCAGCAACCCCAAGATATCCCAGACACGGGGCGAGGACATACCCCTGAGAGATGGCAGTGGCATGCGCCCCGGGCCTCCCCGAAGCAGGGGGAAGTCCCAGCTGTGCCCAAAGTCGAGATCGCAAGCGAGGGATAGTGACACAGCTCAAAGGAATAGCACCGGAGACCGAACAGGAAGGCCGCCCTCCCCTTAAAGAACGACACATACGACAGGGCTAATAGTCCCTGGAATAGGGACCTTGAGCCCGAAAGGTGTGGGACCTCAAAGGGTCGACCCAGAGCCCCCCCCACCACACACCACCATGCGAGTAGGACTCAGAACTTTGAACAGGGAATCCAAAGTGCGGTGCGGCAGATGCACAGCAGGAAACACCGAGTACACAGGGAGCTTCCAGAAGACATACCAAGCAAGGTTCAGCTTAGTGAACAAGAGCGGTACCCATGGGACAGTACGCAGACCAGGAGCTCAAATCAGCACGATCCATACGCATCGAGGTTTACCACAGCTGTACACTAGAAGGCGCTCACGACACTGAAGGGTACAATGGAGTCCAAAGTGCGCGCTACAGTGGCCCAGACAACACGTCCCAAGCCTGCCAGTCCCTTGCCATCCAGGGGTAACTGCGCGAGGCCTGGCCATGGCCCCTCTACCATTCGTCGTAGCCCACGACCTACTATGACTGACCTAACGAACACTACAGACCCAGGACCCCACGCTGAACAGCAGAGACACAGCCTCACATGCCCAGAGGGAGCCACCGAAGCCCTGAACAGTGACTCTCGCTACAGATTGCAATCGTACCCGTCCCCCCCTGCTCAAGCAGCACTACGTGTTAAGCACTCCGAGGCCAGCCGAGCTACCCGGAGCGGGAAGGACAAGCTGGAGCGAAAGTATCCCCTACACCCACAGATACACCTCTTCGCCAAGGAGGGAGGGATATGCACGGGAGCCCGAGAGGTGGCGCAGCTCTACATCTAGAAGACTCCACTAGACTATGCGGGCAGAGCACAGTCACGTACCACCCCAACTCCAAGGCGCAGAAGCCACTAGCAAGGGAGCTCCCACCACTACCGCCACGAGGCACGGCCCTGAGAATGTGCATGTACCGTTAGTGGTACTTGCCACGTTCTCCCAAGGAGGAAACGGTGAACCACTAAACGCCCCAATCCGGGCGCAACAAGGGCTTGCACTATGCAGCCGAGGACCACTTACAACCCTCACCTGCATGGTCGCAAGCACGTGCCTTAGCCGCATCAGGGTGGCGTACAGCTAGCCCCTAGCCGCCAGTACCGCTTCACTGAGCGGGCAAACCCAGAGAGGGGTTAGACTCCCAAACCCTCTGGCAACGTAACACCGGGCCACAGATCACAGGACTGCTTCCCTCAGCAACGTGCAGACGCAGATCGAGAGCGTCGCAACTCCTCCACTCGGTTAACCCAAACTGTCCACGCTCCCGATCCACGCACCATGCCGTACAAGTGAGAGAGACAGCTGACTTACCAGTACACCTCAGATTGGCACCGGTCCGCGACGCGTCACCCTAATGTTGAGCCATCATGACGCCGTAGCACCAAACGAGAAGGTCGCATACAAGCTAGATGCCCGCCTCGCCGGCCAGGCAAGCCACCCTAGAGGACACACGGATCACGTGCAGGGACAGCACAACCGCAGGTACCTCTAACAGGGGCGTCAGCCTTCATGAGCAACGGTCATCTAGCCGTGCACCCCTCCCCTCCTCTCCCCTCACCGCGAACAAGGCACTGTGACACCCGACTTACCCCACGATAGCCCTGTAGCAGCCCCGGTACACATCGCAGACATGTCCACGCCAGTGCACCAGGTCAGAGCGAGGGGAAGAACCCCTCCAGCGAGCGCGTAAAGCTCACCATCGCTGGGCAGGGAGCATAGCAGGACGACCAGCCATGGCAGACGGCTAACCATTCGGCGGCCCGTATTAATGCCCCTAACAAAAGCCAGGCCAGGTCACCACCAGACTAGTGCTAGCCCTGACCGCTAAGGTATAAGCAAGGGCTTACCTACAAACGCTGCTCTAGGTCTACTCCTCAGCAATAGGCAGCGTGAAACCTGAACGCCGAGCATGGAACACCGCTCCAAGCCTACTCCGACCATGAGGTGCCCTGCCCCTCTCCGCCAACCCTTACATCTAGGCCTACCTGCACTGTGCAGGCTAAACGGCCGACTCATACGCCCGATAGCTAAAAACCCCAAGCCACCAGGGGCCTACCACGTCCAGTAGCGGACGAGTCTAGCGCCACTAAGACCACCCATGCTCAGACCAGGGTGAGTCTTAGGTGTAAGGCCCCAGCCGCGGCTATACGGATCGTAACGAACGGCTTTAAGCGGGAGGGACAGCATCATTGGGCACTGGAGGACCCCGGCCAGGCATACGCACCTAAGCCGCGTAACTGCTCACACGCTACACGGGGACCAGCTCGGCACACTGCAGAGTTAGAAGCTCGGCCACAAGCGAGACTGCGGCACCCTGCCACACTGCACACTCGCTCACAGCGCTAGTGTCGCCTAAAAGCACCTAGCCCGTGCAAGACCCATCGGAGCCCGCAGCACATAGCCAGTAGACCAGGAGCATCCCGACGTCGGCGACCCTAACAGAGCAATGCTGACACTGGCGCGCCGTGGCAGATGCAGACCTAACGTTCACAGGCTTAGAACCAACCGTATCGAACCCGTACACACATGGCACACCAGCGTGATGTGCACACGGACGCCTCCCAGGCGCTTACTCGACAAGGCTAGCTGCGGAGCAATCCCGAGAAGCGCCAGAAGACGCCGTGTAGCCGCAAGCACCGCCTCCAGCCTAAAGCGTACTCCCCAGGCCGGCCCAGAGGCACTGCGCACACAGCGGACCGGCGTAGCCCCCATGCAGCCTGCGAAGCCCGGGACCGCGTCACAGCGGACGTGGAGTCCCCACCCCCAGCGACCCCGAAAAGGCGGGGCAGCAGTACCTTAGCAGCAGGGGCCAACCCTGCCAGGCAGCAGCGAGGGCACATGCATAGACCAGAGCTAGGCAGCAACACCCCAGATACACCTCTGCGGAGCCAGCGAGAGGGCACCCTAAAACGCCACTGCCCTGCCCACAGGCGGTCGAAAGGGCCGATCACGTCTACCCAGCACACGTCGTTTCAGCTTGCAACGCGGCGCCACATAGGGCCCCCTAGCAAGGTCCGGACCCCGTGCCCCTCGACACGCGAGCCCTTAGGGAAGCCCAAGGCACAGGCGGAGGAGCACGTAGCGCTAGACGCTGATAGGCAGAGAGAGCGCGAGCACGCCTAAGCGCGCACCTAGGGCATCCCTACGAGCGCACCCCTGCCCAAAGCTGCTAAGGCTGACGCGCGCCTTAAGTGCCAGCTCCGCAGGCCCTGGCCAGCCCATAACGAGCAGGCAGGCGCACAGCGAGCGCAGAGGCCTAGGCGGGCACCGGCACACCCCCAGCCCCCGCTGCAGGGCCGCTGCCAGGCTCGCACACAGAGCTGGCAACCAGTCCGTGCTAAGCCTCCAGGGCCATAGGGCCCTAAAGGCCAGAGCCGACCCCGGCGAAGCACGCGGGCCCCGCACGAGGGGCGAAGGCGAGAGAAGGCCTACACGCACAGCCGAGGCCCCGGCACCTAGCAGCCGCCGTCGCCGCGCG
ACACAC

GTGACATAGGAAGTGAACTGGGAAACTACTCCATGCCGGTTCATCTGAATTAGGCCTAGACGATCGCGTCGCCTCATCGAAACAGATTCCACGGTGATGTAGATAGTGCCATACGATCCCCACGACCATACGCGCAAGGTTTGACGCCCAATCATGGACTACACAGGAGCTAGATAGTGAAATGTGACAGGTTACAGACGTCGATCCAGACAACAGGTGCACCCGAACTACCGAAGCCGGATAGTCAAAGTGAAAGAGCTGACAGAAGTCACCGTAAACTGGCCTCAAATTGGGGTTTAACGTACGCTTCCACACATCAGAGATCCTTTCTACATAATCGTCGGCGACCATGGACCAGAAACCTTGGAGCGACAGGAAACAGTAACTGGACATGAGATACCAAAATGCAGACGGAATGAGCTACAAATAGTACATCTAACCCGTCCGCTAAACCCAACCACTAACTAGCGGGGAGGTTGAGACATAATTAGAAACGTTCTACGACAAACAAATGCGCTTGTAAACCCTAAGCAAGGAAACGTCACAACGGGGGTATACCAATACACCGATCGTATCGCTCGAGTCGGAAGCAATCTCTCCGACTCATCGCGATCAGGACCCGCCATGACAATTAAGCAGGTACTTCTCAGTAGAAGACTAACTCGCAGCCGCAGGTCAACCTCGAGCGTGAAATGGAGTATGAATTAGATAGGAGGAACCGTATGACCCCAATTGCAACCCATCCTCGACACATACCCAATCAGGTAGAGTGAAAAGACGAGAGCGCTCATAAGTCGCCGTAGCTAACCAACCATGAGTGGGCAGTAGCTAACAGATCAAGGATAAAAGGTGGGGGAAATCTGGAGGACGCCGAAAACTGAGGAGCAAATCCGCATTGCCCAGCCAGTCCACCAACACCAGCAAAACGGTCGAATCGATTGCCTCCAACAATGCCCGAGACTGCGCACTGTGGAGATCCAAGACCACTACGCGCAAAGTCACCAAATGCATTAGAGCCCGAAAAGCCTGTACGTCTTAAACAGTACACAACGCATCCGTTAGGCGTCATCCCCAGTCAGAGGAGGAGCTGGAAGTTGGAAGATCATGACCCCCCGACGGTCCAGTTAGATCTACGGCAAAATCCTACATCAGAAGACTCACTAGAGGGGAGATATCCAGACAATTCAGACGAGCCGTATACAAACGCTTCGAATATGGAGTGATAGGATGGATCACATGCTAAACCTGAACTCCGCATAAGTACAACCTGAAACTCCGACCTCAACCATAAGCTCGCCGGAGCGTTCAGACATCTAAGAACGAACCCGTACACACCCAGGGAGAAAGTTAAGAGTATACCAAATGCAGTGGCCAAAAGGTACTGTACGGTTAGTATTACCGGGCGCATACATGCATAACGTACCGTCCCTACACATGCTGCAGATACTCCACTCCAAAAGCATACTAAGACCACCCACAAGACTTGAAAAGGGTCGTGGACTTCACAAACACCACTTAACCCACCCAACCCGTTTACTACTAGACAACAACCGCGATCGCGCCGACACTTTACGGGAAAAACCCATAAGACCGAAGCTCCGACCTGACCCACCAACATTCCAAGTGAGATCTCAATTCGCAAGAGCTTCAACTTGCACTTTGCATGTCACTGAACTAAAGAGGAACATGAGCCCACGGCCTCGCGGAGACCTGGACGGTATATCCACAACCCAGTCTGAAAAAGCTAAGGTCAAGAGGCCCAACCTGTTAATTGGCAGATTGATACCGGGTCGATCGCCAAGCACCCCCATAGAGTCCACGGGAAAGCGACCATTCGACCTACTGGAAGACGCCGCGAGCGCGATAGTGCGATCCGGACCTTCCACATTGGATACCCTATGCACTGTCACCGAGCACCAGCCTATACGGGCAAGCTGAAAGCAGGAACCATATGAAAAGCATACACTCGCTAAACAACGCCATCTCAAGCTTCTTCAAGGCGCACTGTGCAGGACTACTAGCCTCAGCCAAACCTCAGCACTTAACCACAGACTCCGCACTATCCTAGACGCTATAACCCTCCAATGGCCCGAAATAGACACATGGAGCAACCTTTACCTTAAATAGAGAACCTTCTTACAAACTTACATGGTGATCTGCGCCCAAGATGACAGGGCGATCACGCACTCGCCTCGACGCTAAGACGACACAACTGAATACATCTTAGACACCCATGGGACAGAGATGGTCCTCACAGACAGACTTAGCCTCAGAAGATACGTGTGAATCAGGAAAGCCCTATAGGCCGCCCTCTTCCCTTGAAACCTACAATAGCCGTACCGCTAGACAATGACCTCCGACTAAAGTTCCCCAGGCCCCCGGCCCAGCAAACGAACTCTGCATGACAACTGCCCAATACGACAGTGGACACTCCTCTAGCTAGGGTAAGATGTACACCACATCATAAGGTTCGGGTCACTCGTCATGGAGGCCAAACGGAGCCTTCCCTGCGAAGAGTCAACCACCCGACTACGGATCACCCGAATGCGGGGATACATGCAAAAACAGACTCCACACAGGACAAGTCCATTAGATGCAGGCAGATCAACACATCCAAAGGGAAAGTGTCGCTACCAGATGCCCCACATACAGCATAGAACGGACGCCGCACCCAGACAGAACACTAGAAAGCGTACGGATCTACTCGTCCAACAGTGACAAGTACACGAACCCGACCGTCAGGACCAAAGCTCCAGGCAAGCGCACGTCCGACCTGTCCTTACCAGGGGGCAACTAAGAACAGTATCAAGACCGATGTCGCTATGAGAAGCAAATCCCAGAAGCAAGCTGCAGTGGGCTAACCCAGTCGTGTTAACACGAGGCCACCGGGAGCTAACCACTAGGACCACACTCAAGCATCGGAGCTGGCGCGGCACATCCCATTACCTACCAGTGAGATCCTAACCACGCACTAACAACCCGGAGTGCATGATGGGCCGAGGAGCAGTCATAAGGAAGGTAAGAGCTGAAATAGAGAGCTACAGGTTAAGCGGAGCAAACCGTGCACCGGGATATCCACGGACAGGCTCAAGAGCTAAGGCGCCAGCGGACCACCAGCTACACAAGAGTGTAGAGGTACAACGGACTATGACTTAGAGCAGAAAACGTCAGATCACACGTACCCCGCGCCCCAAGTAGTAAGGAAGCGCACGCCAGCGGTCACGTAAAATAGCACTGAGAACCTAAGACGTCCCATGATAGACACTACAGCGAAACGCTACCGGGCGAACAAGGCACTGACATAGCCTGTTCCACGAGCTAGTCGGCTGAAACGCTCATGCGAACCTTCGTGGCGGACCACCCACCGCCTAAGAGGGAAAGCTAATCGTGAACCCCAACTCTGCTTTACGAGACACCGGGCGTCAAAAGGACATGGGGGGCATACGCAACATGGCAACACTAACCAGTCGCCACCATATGCCCTACGGTGGAAGACCAAACGGCATCACCAGATCCCTTTGCACTGCAAGGCATCAAAGCACCTGCCGATCAAAACCGCAGAAGAAGTCGCCTTTAACTAAGCAGACCAACACTAAGCACAGGCGACCACTAACCGGAGACCGATACGGAACTGCTCTGAACAGATGGAGAACGACTCTCCGGCCCCTTAGACATACCGGCGTAACGCACATCGCCATGCCGAGCTAAAGCCATGACACAATGCACAGAACCAAGGGGAGCCAGCCCCCAGGGGACGAGACAAAGCCAAGCTCAGTACACAGAAGGAATCGGACAGTGCGGTGCCACATATCCTCAGGTCTACTGGTCATGCCCACCAGCAAGCCGACCACGGCAGGAACCAGGGTCTAACCCCTCAACGGAAGACACACGCAGGCTGCAATACACCCACTCCGGCCGAGTAGGAATGGGAGACAGCGCAGACGCTTCAAGAGAGGGCCCATCAGCCGGGTCGGTTTATAGCCAAGGCGCAGGCTAAGTCCAATCGTACCTGTAGCTTGAACACGGCCAGAGCATGTACATTGGTGACCAAACACGACTTCGCACGTCCGAGGCACGACTCGTTCCATGGGCCCACCGGATCTACTGGCAACCGAACCAACATGAGCACACATGCGATTAGAACACAAGGAGCACCTATCTGCACACCAACAGGACAAAGCAGCATGAAGGTGCCCTCCAAACCGGACGTGAAGGCGGGGTCACGTTAACCAGGTCCATACAAACAGGGCCTCCAAGGTAGACAGCCATTCGCTATACCCCAAGACCCTAAGCTTCACGTTACTCTGAGGTGTACCCAAAGCATGCAACGACATACTGCCTACGAGGTACAGACCCAAGCTCAACATGGCCTTACTTTAACAGGAGATATAGCGCAGCAGTGTCCGTTACGTGCCAGACCTCGGCCAACCTAACCCGCCACGAGGACCCCAGACACCTAGCATGAACACCAAAGCGCGCTGCGGGTACAGGTATCGGCAGATACCCCGAGCGCGCGAGAGAGTGGACCGCCACGCCCAGTCACTGTCCAAACGCAGGGATACCGACCGATCCTACGTAGCCTGACAACCCACTCCCCTCCAGAGGGAGCCCTGAAACGATCGCAAACGGGCCGCGCCCAAAAGGGAGGACAACCAGCACGGGCATTCCCGCCCGCATGCCACATCTCTGATAACCGTGAAGGATCTAGAAGTAGACTAGGGAGGGACACACTGGCCTGGACACCGCGCAGACCAGAGAACAGCAAACCACCAAAGGAGAGCCCTCGAAAGCACAACAGACAGTAAGGCACAACCATAGCCCGGCACTGGGCCCTCACTGAGCACTCAGATGCCACCTTCAACCCCCAGAGGGAAGAGCGTTCTACAGGGACATGCAACGTAACGTGACCTCTCAGTCGCAGGTTAACCAAGCACGCTCCCTAGCCTAATCGGACTACCTCAGAGACCTAGCGCGCGCGTCAGTACTCAAGAGAGGACACACACCAGCACGAGTGGCCCAGACGCTCAAAGACGCCGGATAGCCGGCCGCGCAACCTCTCCTGCACCCCCCAGGTGGAGGTCGATTCCGCCTTACCCTCTACGAGAGGCAATAACCCTGAGGCCGCCTTAACCTTAGAAAGGCCCTCCCCTGGGACCTCTCGGTTACAGACTGGAGCCATGCCCACACTCCATGGCCCAGAGCAGAGACCCCACAACTCCTTGCTAAATCGGCACACCAGACTCCGGGCTAACGCTGCGGGGCCTTAAGAGCTAGGAACCCAGTCTAAAGGCCCACCCGTGTACACTCGCCAGCGTAGGCGCCGTTAGACCAGGAACTGGCCTGAAGGCTCACAGCGGCGACCCAAGGGTCATAAGGCCGGTCGCTTACAATCCGCGGCTCGCACCCCATTGCCAGAGGACGCCTCGCGCGCTTGCACTCCCAGACCCCTGCGCAAGTGCCCAGGGGCCCTCGCCTGCGCAGTGCATAAGCCAGCAGCAGTTACTGCCACAGCGACCTACACCCACGACAAGCTAGGCACTGCAGCTAGGACGTAAGGGGGTAAGGAGCACGCCGGGCTAACATCCCAACGCCGGTACCCCGAGGCCAAACGTCCCAGGCCCATAGCAACATCGCACATAGACATGCCACCTGGAAGCCCTAAACGCCACCCCCGTCGTAGCACCCGAGCCTGAGCCACACCGAAGCCATGGCGCTGACATTACGCAAGCGCGTCTACTCTGCCCAAGGCAGCCGCGGCTACCTTGCCGGTACGGTTCACTGGCCACGTGGATGTGCAGCGGGGCACACCTCCTAAGAGCAAGGACCGCTGTATAAGCACATAGGCGCTGACTAAGCCTCTTAACGAACACAGCCCCATCCCTCTAAGCAGGCGCGGACCCAGGGCATCACCTCCCCACGCGTATCGCGTGCACAAGGCCACTCGGAGATGCCAGATAGGCCAGCAGCTATGGCACCCCGCAGATAGCCGCACTATCCCAAAGGCCTGCCTCAACCGGCCACCCCCCCTTCAGGAGGCCTGGCGCTTCCCAGACGGATGGCCTAGCCCCCAGGGTGGTAGTCCTACAGGGCAGCACTGAGGCAAAGCCTGAGTACCTGCTCAGCGACCTCACCACAACGACGTGCCCCTGCGAGAGAAGCCACCACTGCACCCGCACAGTCGGACACCCAAAGACAGCTCCCCCGAGATGCGCAGCACCGTTCCCCTAGCCGTGCCGTGCCCTGCACGCTCCAAAGCCCAGTCCCAGGCTCGAGAGCAGCAGCAGCCTGCGCACACCTAGGACACAGGCTGCCGACTGCCAGCACACCCCAATATCGCAGTACCACCTCCTGCCCAGCTGCGCACCACCAGCACAGCTGAACAGCACGGCTATCGAACCGTTAACGCCCAGTAGCACACATCAGGCACTCGAGAGGCTGCAAGGGATAGGGACCCCTTACACAGGGACCGAGCGCGCTAGCCCATGGCACAGCGTGCTACCCTAAAGTACCCGACCCCGGCACGGGGCAACGCCAAAGTGCAGCAGGGCCCACATGCTCGCAAGCAAGGCAAGGGCAGGGCAAACCTAGACGCTACCTGCCATAACGCGCACGCCCTCCGCTCTAGCCCTACTCGTAAGGTCCCCCTTAAGCCTAACAGCGCTGGGCAGCCCAAGTGTGGGAGTACGCCTACCCCTACCACAGGGAGCCCAAGGCGCATCCGGTCCAGGCACAGCGGGACAGGCCCAGCTCCGCCAAACAGGCAGTACGCCGTGAAAGACCCACGCAGCGCCACTAGAGGGCCCCCGCCTCGATCGAGCGACCCTAGCAAGCATCACACCCACTGCCACACGCCCAGCCGCCCCCGAAGGCAGGCAGGCAGCCCACACGGCTCCCCTAGTAGAGGGCAGCCCTGCCCGCACGTTGGAGCTCCTTCGCCAGTCCGGCCTATATGCACGCATAAGAGGCCACGTACACGTGGGCAACAGGGTGGGGCACGAGGCCACGTCTCTGCTAACTGCGATGGCGAGGGACAGCCCCGCCCCACAGCCCACAGGGCTAGGCCAACCGGCAACAGAGCACTAGCGAGGGCCACAAGCCATACGGAGGCACGCGTCCATAGGCAAGGCTAGGGGCAGCCTCCGCGTACAGGCGAAGGGCGGACCCAGCGAGAGCGTCGAGCCCCCTAAGAGAGAGGCGGCAAGGGCCGCCTACCCGGCGAGGCCCACGCGCCACGCGGCACGCGCGCGC
ACACAC

AGAGGAAATCGGGAACACAGTTATACCTAGATCGCGAACATATGCACAAGTCATCCGCGCCGAGCCAACATCATCACACAAAGCCCTCCGAGTCCGCGGTTCATGCATACTTGGCGATCGCGTCGCCTATTAGGCCGAGAAGACAAGCGCACGATCCACGACCATACGCGCAAGCGGGTCCTAAACCATTCCCAGACGCGCCCAATGAGGCTGAAAGAGGGATAAGTAAAGGATACAGGTGCCAAATACAGACGTCGAACAATCATATGCATCGGAGCCCGCTATCGACAAACCAGCTAGAGCCGGATTTCGCCAGCGATCCTAACATCTATAGTCCAAGCACTGACAAGTGTAAGATCAGAATCCCGATTATAACGAATCCAGACTTCCCGTACGCGTTTCAACCTCCAGACCGATGTAGGCGACTTCGAACATGGAAGTGAGGAGCGAATGCCAACTGGATCCACACACGAGGTTTCAACCCGCCCGCTACCAACCAGTAAGCAAGAGACCTTAGGATCCAGATGGAACGTTCCCGTACCGTTCCTACGACTTAAAAAGTCCGCAAGCGGTGTACCGTGCGTATACACCAGGCCAGACATACTGAATGACCCTACGCACTGACATTGGAAAGCTTCGCGACTGACCCCCGCCACTATCACACATTCATCACCGTAGCGTTACTCTTAAAGGTCAAATACGACCTCGCGCCACGGTGGACAGATAATAGACCGCTTAGACCAAAGTCTGAGCAGAAGCTGAATCTTGCCTCCAGATCTACATGTCACCGCCACTACGCTTGTCCACCCGCTAACAATTGTGGATCAAGGGGAACCTTTAAGGACGCTCGCCATCCGCTACGTAAGGAATGTGGTAGGGGGAACCAATGCTTCAAATAGCACAGGAATAACACAACACGGAACAAACGGTCGAATCCGCCCGAAGGGAGAATACTCTGCATATACAAATTGCAATGGTGGCCAACTCGAGGCGCAATTAGAAAGTCACTCACCACAAACAACCCGGAGCCCGGAGCTCCCCTACGAGCGCGCGTCAGTTCGATGGGAATCCCCAAAGAGTATGTAGCCACAGGGGGACTAGTCAGTCAGAAACTGGACTTTGACTATACAGCGACAACCGCACTAAATCTACAAAGAGACTCAAGATTCCAAGTAGGAACTCCGTCTCACCAAGGCAATAACGAGCCGTATATAGCGAGTACCAAACGGAACGAGAAAGCTGGATCACAACACACACTGGGGAAACGACAGAGGCATACAGTTAACCTTCCCGGAGCGCTTCCGTTCAGGAGAACGTGAGGGTACAAGTCTCCTTCCAACGCTCATTAGCGTGCAACACCCACCCGTCTCACGACTAATCGAGGTACTCTTCACTTAGTATTAACCCAAGACTTAAATTAAGCACTTCACTACACTCCTCCATAAGATGGAGGTCTCACAGAACCGGTTAAACACCATAAACAACGTACACGTCCTACACCCCATCCTCCACGATAGAGCAGAAGCGTCCCTGATCAGTGACCTGATAAGAACCCAGCCGGACAACGAAACCAAGGCCAACCGCCTGAACAAAGCAGGGTTAAGGCCGATGTGCGCATGAATGGACCTTGACGTGATACTATTCACCCATCCGGACACACAATCTACAATTGAGAGGGAACTCACAGGTTGAACGATGCGCTGAGCGGGAGGAGACTGCCAAGGATCAGATGCAAGACTACAGACACTGGTAACGTTACCAGTATAACCAATCATGGCTTAAACTTGACCGGTAGGTCGAATCAAGACAAGTAGATCCAGGATACTAATAATGTACTACTGAACCGCACCATTCCCATGGGACGCCGTGCGATCCGGAAGAGATAGAACTGATACCGCTGACCTCAACCCGCCACGAGTCCGGGCACTAGAGAGCGTACAACGCGCCGGACATCTCTAAACAGGGAACCTTAACCTGAGAAGCTGGCTTTGCACCTGCGCGACCAAGTGTCTAGTCCAATGGCATACAACTCAGCCGTCACAGAAGCCCCAACCAGTCTGCGCAAATTCGACGTTCCGGGCCAACACGACTAGTGCCCAAGATGACATGAGAATCACGAGTGGGCGGCGCGACGACAAGCCACAGATGACGGCAAGTGTGAAGAGCTAGGGAGGTGCAGTGTGAGTCACACCTATCCCGCCCGTTAACCAGCGCACTCACAAGATGGGGAGAGCAACCCAGTGGGAATGCGCGAACTGAGCAATTGGGCCTTAAAGTGCAACGTAACACCGGCGTGACGCCACCAGGATGATACGCAGAAGGATAGTACTGCAAGGTCACACAGTGCCTGGACCCTCACATCAGCACTAGATGTAAGACATAAAACACCACCAGCGGATCACCCGAACGTTGACATTGTAGGAAACTGAGAGCTAAGGCAGAAGGACACCCTAAAGCACGTCCGAAAAGGTCCCAGAGGTTAGAAATACTAAGCTAATGCTGGCTCAAACGGCTAGACGCGATCCCATCAGCGAGTAATAGCCACTGTAAAGCAATTCCAGACATACCGGTTAAATAAAGGAGTACAGCCATCGTCAGGAACGAGTCCGAGAACCAGATGGCCTTACCAGATCTACAGTCATCACCATCTAGATTGTACAGTAGATCTTAATCTGCCAGTCGGCGAGAACCACACCTTGAGAGGACCCAGGACTGAAGAAAGTGATGGCACATGAGCGCGGCATCAGGAGCGAGAGGAGAACGTCCAACCCGAGCATGAGTTCGGAGTGCATGTTGGTCATACTAAGAACCAAAACCATGCCATCGCTGTGAATAGAGAACGTGCCCAGACTAGTACTGAGCCCTGTAAATGCCAGGGCAATGACCCCTTCCCCATCAAGTTAGCGGGACGAGACAGCACGACAGTCACTTACAAAGGCGCGGAAGACTGTGGACTTACCATAAAGATTGGAAAGCACTATGCTAAAGCCTAGACTTAGACATGACGACACCAAACGTGAGAGCTCTGAACGTAAACCTGAAGGGTACAGTGTCAGGGTACGCCTCCTACAGACGGCCCGAAACACTCTGACAAGGCCCTCCGCTGGAAGTAACAACGCTGACTAACGAGAGCGGGGACGTGGCCATAGAGTGCCAAACAGGCATAGGAACTCTGCAGACCCATGCCACATACGTGCCATGGGCGAGGCAAACGCCCCGACACCCCAGAGGTGACAAGGACTCCAAAAGTACACAGTACTCTGACCGCCGTACACACACAACCCATAGAGTCAGATCCGACATCGCCATGGGACAGACCTACTAACCAGTAGCGTGAGTATCGCCAACAGAGACTGCTAACACTTAATACGGCGACTCAGAACAACACCTATGTGGGCTGAACAGGAAGTCTGAATGCGCCCCGGGTCTAGACCGGGCGCATCCACTCCTACCGCTCAAGCGCGTCTACATTGCGCCACAAACACTCATCCACCAACGAGCCAAATTAGGCACAAGCGGGAAAGCCACCTGCGCCCCATAGAGTCCATTGGAACGACACTGTCCGTGTCACTGGGAACCATCGCAAACACGAATAGTATGAGCTACAGGTTACCCACCACCTTGCTCCAGATCTGGATCGCCCGACCACCCTCGACATAGATCTAACTTGGCAGACCCGCATTAAGCCAGCCCTGAATCGGGCGAGCAAGTCCCCTCTCACGCCGCACCAGACAGTGAAGTACCCGGTGCGGCGAAGGTCTAACTCCAAAGCCGTATGCATAAGCAAGGGGACATGGCCCTCAGACCACGATAGCGGTCTAACCTAAGACATACCTATAGGGATACACTGCCACTGTCCCATTAACGCAGCTCTAAGCAAGAAGACCAGAGATACAGAGCCTTATCCCCAACAGTAGGAGCTCGCCATACAGTGCCGCTAACAAAGGCCACCCCCATCGACTAGACAGGAGCTAGCTACAAAGGACTGATAGTCCAGCACCCACAGCCCGTAGAAAGCATACGCCTCTTTAAACAGAGCTTGCCAACAGTAGTGGCGGGGTAGTGCACACGACTTACCGAATGCTACTTCTAAGGGATGCATCAGTACGAATGGTGGACCTACTATCCCCCTTCAAAGCCCCTAAAACCGTAAGCGACGGCCACCCTACCTCGAAAAAGGGCCAGGACACATGGCCTCTCCAGAGGGAGCCACCCCCACGTCCCAGGGGGAGGCGGCCTGACGTAAGACGGTGACAGGTCCACAGAGTTCCAATGAGCGAGCTAAAGGCAACCCTGAGCTTGGCAGCCACCCTAAAACGACTAGAAATGTCCAGCGAAACAGGCAGACACACCTCTCGTATCGCTGCAACTGCAAGCAAGGACCCACAAGCCGTAGGAAACGGGAAGCGAGTTGTAACTCGCATTGCGAACTCCCCACCACACATCCTCAGACCTATAGAGCACCAGCCACCACTCCTGGTCATATCGCAGGCGACCTGGAGGTTGCTCCCCAAAGCGCACTCAAGACTGGGAGCAACTCTAATAGGGGCCATAGCCCCCAGCTTACTAGCAAGGGACAGACCTGGACACAGAGCAACCGACGTAGTAACTAGAGCATAAAAGACCCTTATAGCCTGACAACCCAGGGAGCGTTGCGGAGGAATAGTGCAGGTAAGGGCGCAAGACACACAGGCACTAACAGGGGTAGACCTATGAGACGTAGGACCAAGAGCTACCCTCAACCCCACGTGCAAGCTTCTAACCCGCATCCGTTAGGCCAGACTAAGCGTCCAAAGGTGGAGCACACGACCCACCACCCCCCGGCACCTACCTTCAACGGTGCCTCACAACCCTAAGGGTGACTCCCATGCACTCTTACACATGAGGACTCATCCCGTACACCCGGGAAGGAGGACTGGCCAACAGGCTACACCAAGCACCAGCCAGAGACATCTAACGCTAGCCTCACAGCTAGCCTAAATGCGGATGCTCCGCGTCGCACCAAGACAGCTAGCCTCAGCAACGCATCCATCCGCAGCAACACGTCACTACGATGCCGCTCCCGCCGGCAGCTTCCCCCCCAAGCACACGGATCACGTGCCTTACGGCTAACTGCACGCTCCAGAGACCCAGGGGCTGCTACAGCTCAGCTCCCAATAGACTCTCCCGACCACGGGGGGTTACCCTAACCCAAAGGGCTCAAGGCAGACTAGGCCAGCAGCCCACGACCACCATCGGGGACGACTGCCAGACAGCGCTAGATCCTAAGACTGACCAAGGCTGCCCACACTGCAGGCAAAGACGACGCTGACCCACCTGTACGCGAGCGCGTAACAGTCCAAACCGCAGCTGGGTCCAAACAGCGGGGCACGATAGGGCGCCTAAGGAAGAAGCAGAGTACCGCGGCATGCCCACCACGCTATACAATGCCCGGTCCTGTTCAGGACCGACGCACTCCCACGCCAGAGGGTGAGGCCACCTGAGGCCCCACAATTGCAGCGGGGTATAAACGCGCCCCGAGGGCACCATGCGGGAGTACCCCACGCTTCCACAAGCGGTTTAAAGCAGGCAGGACTTGTAATAGCAACCCCTACGCCGCGACCGCGCTAGGCCAGCACCGGGGGTACCACCCCAAGGCATGTCCCACAATCCAGACGAACGATAACGACCCCTAGGATGCACAGCCTAGTTGCACTGTGCACCACTCAGCACAACGGCCCGCTCGTAGCAGGCTGACCCAGCCACCTCACAGCAACTGCGGCTCACACCTCCACAGCGAGCCTGCCCACAGCTGCCATGGTCGTCTTAACACTACGTTTACTGCGACGGTACAAGGGGGACCTCACGCGAACGTGAGCCCGATCCCAACTCCTAAGCTCAAGCAGCACGTACATGCAGCTGGACACTGCTCCTCCCACTCGAGGGCAAGACCCCCCGAGCCTCTGCCACAGCATGGGGCCACACAAAGGGGGCACCCCACGCACACTCATACACCGGTAGCGCTGCCAGATCCTACTCGACACAGCAACAGAAGGCCACGGCGTACTAAGAGCCGTCCTAAGGCCCGCGCCCCAGGGACGTTCCGCTTTAGTGGCAAAGTGCACGGAGATGCCCAGCCGACCTTCGCTACCACGCCCCACTCCCAGCCCACATAGCCAGCAGCACTGCCCTGCCGCCGCCCCCAGGGGGACACCAGCCAGATGCCTGCAGGACGGCCTATGCCCCAAAGGGCTACTGGCAATGGCCAGCCGCCGGAGCCACACCGTTCTAAAGAGGGTATGACTGCTCACCTACCCTCTAAGGCTAGGGCCACACGCCAGGGTCCTAGGACGACACAGAGGGATTGCCCCCACGACGCCCAGTAGCCTGGCCCCTGTCCACTCCACATGCCCGAGGCCCGCACCGGCACGGACCGGCGTAGCTGTAAGCCTCAAGCCCACGTGGAGGCTCAAGCCTTGCCCACGGTCCGCTTGACAGTGCCACAGGACCCCCCAAGGCAGCAGGCAAACGGCATGCCAGGGCCGCAGAGGGCCCCAGGCCGCGGCAGACTGCAGGCGCCCAGGGCCGGCCTGGCCACAAGGGGAACGCCACGGGCCCTTACCCGCGAGTCTACCGCAACCACCCAAGGCTATACCCCTCCGAAGCATCCAGCCCCTAGGCAGCGCCGGGACCGGTTCACAGGAGTCCGCACCTGCAGCTTACCGTGCAGGCTTACACGCAGCAGGCCCGCAGACTAGCACCGCGAATGGCAGGGGCAGGTCCACGCACACGGGCGGAGCCGGACCCGCGTTAGAGGCCACACGCCTTAGCACGAGTAGAGCGAGCACTAGCGTCCCAGGCAGGCTGAGAGGCATAGGCCGACAGAGGCGACCCTGCAGGTGCGAAGCCTCGAGACCTAGCGCTAGCACAACGATCGAAAGCACCGGCTACACCCGTGAACCCCACGTAGAGAGACCCCTAACACCCCCCTAGGGCCCACCGTTACCCCTCTAGGCAGGCAACGCCTCCAGCTGCAGAGAGACAGCTCTGGGCAGTGCGGCCTTACCTTAGCGGCAGGGCACAACGGTCGGCCTAAGCCCTGAGCCCGTCCACCGCACAACGCGTGCACGCGCTCTAGAGGGCCGCTAAGCACACCACACGAACCGGGCCCTAGCGCGCCCTCGCAGGGCCGCGCACGGCCCCCGCGCACGCCTAACGCGCAGGCACCGCACGGCGCCAAGGCCTAGCCCCCGGGGCCGCGCGCACGCGCGAGGC
ACACAC

AGGATACGGTGCGGCGAAGTTCAACTGAGAAGTTATACACGAACGCGTATCGCGCTTAAGGTGTGAGCAATAGTTACACCGCGCCGACAAACTGAAAGCTATGATACCTGTTAAAGTCAAAAACCACACTAAAGCGTCCATTCACGATCGCGTCGCATGTAGCGCAAGTTACAAGTCTCATGTAAAAACAAGAAACAGCTTTCCAACTGTGAGCAAAATGGTGTTGTACATCTCAGCTACCAGACGCTTCAACTTTGAATCGTAACCATACGTCGACGTGCAAAAGACAGGGAAACGACTATCGGAATGCTACTTCTATACCGAAGATCTATTTCGCGGAAGAGATCACAAGGCCATTAAACCGTACGATTAAGGTAAGTAGACCCATCCCGTACGACCACACTTCCACATCCCGGACAAGATGTAAACCGGATCGTCAAACACCTACCCGTGATAGAGTTACATCTAACCCGCCCGCTAAATGCAACTGATCCCCCGCGAGAGCGGGGAGGTTGAATTAGAGGTTTACCCGTACCGTTCCATGTAATGGAAATGTCCCAATTGAGGAGACTATTCGCTGAATCCCCATACTCAACCAACGTATCACAGAAGGGAAACCCCTTCTGGGAACCGTGCCGAGACCGTGCCGTAAACACCAGGATACTGCCTACGGCTCGAATTGCATCGCGAAGAAGGAGCACAGGATCACGGGAGATGCAGCTGATAAGTAGAAGACTAAGTGTCAGCCGCACCTCGGTTGCAGTCCAAAACACAATAAAGATATCGCTCCCCACTGCCCTGCCCGATGCAGACCAAAGAGCGGCACCACCTCCAAAAGTAACCGCCCGTAGCTAACCAGTCCCACCACCCCTAACATATTAAATAGCCATATCACTAGGATCTGAAATAAGATCAGCAATAATGCCGAAACGGGTACTCATCCAATTAATAACAAAGCTCAATGGGCGAATCCGCCCGACAGATCCGAGACTACCAGAACTATATGCAGCTTACCTGTAACACAAAAAGGATAGTGAGACGAATCTTAGACGGACCCTCGAGGACGTACTCAACCCAAGCATCTAAAGTATCAAAAGGAGATGGGCGTCAGTTCGACAGTCAGGAGGACAGAGGATGACCCCCAAACGACCCCGGTCCGAGTGACCCTCACAGATGAATCTAAGTCAGAAGTAGGAACTCCGTCTCGTGGCACTGGGATGAGCAAGCAACGTACCAAGGCAGCATCACAAGCATAACCTGAGCAAGACAAGGAACTCCACTACTAAGGACACATCCCAGTTATAGATACCGGAGCGCTTCCGTTCAACAATCTAGGGAGATGGACGTGAGCAGACCACCTAGACGCTCATTAGCTGGCAACCCGTCCCAGCAACATGGAACACTACTACAACTGTACACACCCGGTTACTCGTAGCCGTAAGACAGATTACAAACGTAAAGAGCCCGTCCGGGTACAGACTGCAGCAAACTGAGATGGTGAGTCTAAACAGGGCCGGCGAAGGCACCAGAAAATGCCCAATACACAACACACCTCACCTACGTTTACTGCGATCGAAAGAAACCCGCCTAGACACATAGAGACCTTCAATGGCAGTGACAACGGTCAATCCTATAAGGGAGCTACCCGGAGCGGGAGGTATAAAAGCTAAGGTCGCTTCCGGACTAATGTGAGCTTAACATGAGCTGTTACAATACCCGGTACAGTGAAGAGTCATCAGCCCACAAGAGTAATAGCCACCAGAAAGAGTGAGGATCACGGGACTTATAATGTTGAAGCGACGCAGCATCCTCACTAATGCGTAAGTGCGATCCGGACTCTTCACCCCAAGAGATCCGCCACGAGTCCTATAACTCCTCAGGTTGGCTAAAGGCTAAAACGTCCGCTGCAGAACAATCACCTAAACAAGGACTCATCCACAAACCCTGAAGACGGAACATTAGGGTGACACGAGGCGTCACCCGGTCCTGTTCCCCAAGCAGTAACCAAGGGCAGAAAAACGCGGCAGAACTACCTGATCAGTGGAACACCAAAGCCAAAGCTCCACGTTCCGTTGCGCGCCCAACACGACAGTAACCTTCAGTACTACATCTCAAAGGACTAGTCGAGAAATCACGGACTTAATCGACCGCTAACGTACCGCGTTAACTTTGACTATAAATTGGAGAGGAACAAGCACAACCCTGTACAATGCTAGGCGGGATAACCTGGAAGGTTCAATTGACAGACCCAAGGTGGTAAGACCTATCCAGTACCACATGAGCTCAAGACACCAGTTCCCGCCCGTTAACAGGGTCCAGCGCGCCGCCCTCCAGGTAGGACCTTCCACTCACCACTACCCTGAAGGGTGAATACCCAAACGGGACGGAAAGCACGCTTCAGATAGACTTATCGAATGCATAGTGCAATCCGACATCGACTCCAATGCCTCTAAAAACCGATGGACAAGGGATTAGCTACTTACAAGGAAGATGATGAACTCTGTGAGACTCGTCCAGATCATACGCCCGATAGCAGCACACCCACTGCAACCCGAGAAAGGCGGGGCATAGACACTGAGCCGGAGCCTCTACCTGGACGTGCACATGTGGGCCAACGGTACAGCACTACGACTAAAAGTGGAAGACAAGCGGGTAGAAACTCCAAGCTAAATGAGGCTAGAACGGCAGCTACTAACGCATATCCCGAATAGGCGCTACCCCCACACCTTGGCCGCAAGACGGGGTCTAAAGAGGAACCGTAAGCGTACCCAGGGGACACTCTGAGGATCCGAAGTCCAGAGACCCGACCGTCAGATGGTAACCTGGACCGTGCCCATCATCTAGCCGGCAGGCTGACTTGGAGCTGGACTGACAAGTCTGCACATACAGTGGCCTCACCACCGCCCTTGAACCACTAGTCCAAAGGAGGGTGGAGATAGCACAGACAGCGAGCCTCCGGTCTGAAACCCGACGCCAGCATACAGACATACACTGCTATTAAGCTGCATACTACAAGAGCAGCCAAGCGCTATCGATGCGGTAGCTGTACTCTGCCCAGAGCCCTTACTGTGAAGTTCCAGCGGAATTGGATAGTCAATGCCAATGTGCCCGGGAGGGGTATCGGCAGCTATAGACCACATGCTGAGGTCAAACCACCCAAGACAACGGGGTAGATCAGGAAGCAGAATGAGCCTCACAAAGATGCTTGCAGTATTACAGGCGACACGTCCACGACGTTTCTAAGGAACCTACAGCGCACGCCAGCGGTCACACCTCATACAGCTTAGCCGCCTCGAGCGAGGGTCAGGGCGAACTCTGATCTGGAACGCTCATAGACCCGGCCCTGAGGCCTAAGAGGGACTGCTCAACCCCCCTGTCCCCAACCTCACCGGTGTAGTATACATGGGCCCCCTCGAGGCAAGTCATCGGCAAGAGAACAGCCAGGCCAGACCACCACCACTCAAACCCCTCAAGCGCAACACAGTGCAACACAACGCACGCCAACGCCACACAATGCAAGCAGTACTAGAGACACATTGACTACTCAGACCATAAGTAGGGAGAAGACTCCTATGAGTTTAAACCCTACAAAGCACACAAATGCGCCGAAGCGGTTAACCTCAGGTCACACCAGACATCCACCCTGTAACCGCTCTCGCCGTAGTAACTAAGATTGCCCCAGGACCATTCCCAACGGCGGAAACAGGACAGGTCCTACGCGTCCTACACGGAAGAACGGAAGCAACACATGCCCGAGAGTCACGGCCCCTGGCACCTGGAAGCTTGCCCAGAGGCGTAGCCATACATGTCCCTATAGGAACCATGCCGCTACAGAGATACAACCCTCCAGGGACTTACGCCTCAATCGGGCGAGCACGCCGCGTACACCCCCGAACTATGATGCCCCTGGTCTAAGCACTAACCATAGCGCGAGCCGTGCCACAAACGATGCTCGCAGTACACCTGCAAGTGAGCTTACTGATCCACCACCACATCACTGTGATAGTAGGTACCAAGCAGCGGTAACGGTAGCGGTTCATACACCTCTAACATGGGCGGCCGCCAACCAGACGAAGCTCGCGCAGACACGACCATCGAAAGATCCTTGTACACTCCAGGCGCTCACGAGCGCTAGGTCCACGTAGAAGCCACGAGACCACACGGATAGACACAGAGACAGGTAAAGGGCGTTCCTATCGAGAGGACCTGGCCACAGTCCCCGCGCACTCACTGGTAGCAACACATTGCCTATCCAGTGGGAAAGCCCATAGGGAACACGGAACACTGTCACTCTCACTGAACCGCGGAGCATGAACAACGCCTTAAAGCGGGGGTCACCACAGGCTGCACGCTGACCCCCCCGCCCAAGCATCCCATTCGTCCCAATACACACTACGAGACGGCCAGAGCAGCTGGACGTTACTTACCATGCACAGAACCCTTCCCACCCACGAGTGCAACGACACCGATCACTGACCGTGAAAGCTGACTGGCGGCCCAGCAAGACTCTTAAGTCTCCAAGCCAAGTGTCGTTACGACCTCAGTATGCGGGCACCCCAAAAGCCACGCTTACTCCAACATGCAACAGCTAGGCTGAAAGCGGGCGCAGTAGCAGGAGCAGGTAACCGAGCGGCTCACCACGGCCACGCCGCTCAACCTAAACTGTCCGAGCCACCCGAAGCCACCAGAGCACCGTTACGACACAGTAGGAAGGCTATGGACAGGGAGTGCACAGCCCTAAACGGTCACGAACACGGGGACTCACCTCGACTCTCCAGGACAATCCGGCAAGGGACACGCGGACCAAGAGCTCCACACAGCTTCGAGCTCCGTTAGACAGCAACGTGGCATAGCCTAAAGACACCGCTCGAAACAGGCGTGCTAGTGTCACAACCGGATGGCCCATAGAGGGGGACCCCCAGCCCAATGGGATAGCGACAGTCCAACTGCCACCGGCGCTCAGTGTTAAAGGCCATTCGAACATGCCTAGTAAGTAGCAAGGCACACTGCGGCATACCAGCCACTGTCGCTACAGCTAACACCAGCGACCCAACCATGACGCTAACACTCCGTACACCATGGCACAAGAGTGCACCTTTAAGACCTAGCGCGCCGCGACGACGCGAACGCTCCGAAACAGGGATAAGCCGCCCCAGTGGCGAGTCCGGGCACCAATGGGCTTTAGCAACCAGGGACGCTCCCAGACGCCGTGTAGCGTCCGTCGAACTAAGACCCTCCACCTCTAGCAGGCCCTACCCTAGAAAGACCCACGTACCTTACCAGACAAGGTACGATCGCATGGGGCTATACCTCAGCCCTCTCCGATACGCTGCACCCGCACCTAACCCAAAGGCCACAAGGAACACCCTCAGCGTGGGGCAACATATGACATAGCAACAGGGGCTACGGGGCGGCACAGCAGGAGCGAGCCCCCAGATGGCGAACAGCCCCAGCCCTACCCTAGAGCGATAGAGGTGGCCGCGGCATGCCCCCACCCACAGAAGGGCCACATACCTAGACGCCTGAAGGCAACTCGGCGGGTTACATAAGCCAGTCGACCCCTGCGCACTCAGACCTGCGAACACCCCTCTACAGCGGCCACTAACATCGACTCCCGACGACGGGGACGACTGCAACGCGCCCGCCCATGCGGGAGTACAGGGACTGCTAGGAGCCGAGCACGTCCACAACTCGCACTGGCGCTAGAACGCCACCGGGCGCTCCAAGTGCACTGCTTCGACAGCGAACATCTGCCTAAACAGCCTAGGCCAAGTGGTATGGCCACTAGTCCGATCATCTAGACGAGGCCACTAGCGGAAAAGGAGGACCTCCACGGTAGACACCCCACAGCATCCGGCTCCAAATAGCCTCCCACCTTGCGTTAGAACGCGACGAACGACTTAGGTCTAAACTCTCGAACCCATACTCCCTCGCCGCTGAAGCCATGTCCGAACTATCCGTGTCTAGGCACCTGCAGCACCCGCTACCCTGTGCACTGCAACCATCGTGGGACCCATAGGCTTAGAAGCCACCGCAAGCCTGGCCAGCCTATAGAGAGTACCCACACTGCCAATGGCCCCAATCAGGTCCACGGTGCCATACGTTCTAAGAAGCACCGGCCATACGCCCCCAAGCACTAGGGCAACTGACAGCTAGAAGGCGCCTAGCAGGGCGGCCCCCGGGAACAGCGACACGGCAAGAGACACACTACAGGACGGCCTAAGGCCAATGGTCACACAGAGGGTACTTGGCCACCAGGGCTCAACGTAGGGACACCCTACAACCCCTGGCAACAGGGTGGCAAGCAAGCCCACACCCAAGCTTGGTGCAAAGGGGACCAGTGCCCACAGCACGACTACGGGGCCACACCCGCAGCTGCAGTAGGAGAGACTAGCAAGTGCCGCTAGAAGGACGAGGTCGAGGCGACCTAAGGATTGCACGTATCAGGCAAGCCCGCCATGCGGCCACACTAGGCCAGGCGCTAGCAGGTGCGACCTAAGGCTCCACAGCGAGAGCGCTGCCCATGGCCCTGGCAGCATCCGTATACCATCGCTATGCCCCTGAGATGCCAGGCATCATACAACCACCGCGGCAAAGGGCAGCCCCCCTCCCGAGGGCAGATGCTGCCCACCGCAAAAGGGTAGGGGAGCCTCCACCTGCAGTGTGCTGCAGAATGGCCGTAAGAGGACCGTCTTAGGGACCCTCGCATCTGCACAGGGGACCACGAACGGGCCCGGGAAGCCTAGGCTACGATGCGACAGCCCTGCCAGGAGCGCAGCCCAACGCGCCGGACAGGAGCAGTGCCAGCAGGCGACCACGGGGCACTCGCACGCGGCCTACCTAGGCAGCATGCTAGCCACGCTGCCGAGGCAGCTCAGAGGGAGAGGCGGGCCCCACCCCCACACGACCCTGCAGCACCTAAGCGGCCCCACCGGTCGCGTCCCCTCGGCTCTACCCTAAAACGAGGCAGGCACTCCTACGCAGAGCCTCCCCCTACCCTAGAGGCACAGGCCTAGCAGCGCCTTAAGCACCATAGGCGCCCCACCCTGCGCATGCAGCGGCGGACCCCCAGCGCAGCCCCCTTAGGAGGCCCCCAGGACGGCCACAGCCAGGCCCGGCTACGGCACCCCTAGGCAGGGCCTCCTACAGGCCACGTGCACGGGCGCACGCCCACGCAAGCGCCGCACGACGCCTAGAGAGGCGCGCAGAGCCCGGCTCGAGCCCCTGGGCACGCACGCACACAGCCCTCGCGCACAGCCGCGTGGCCCGCAGGGCGCCCGCGCGAGCGCCAGGGGCCACGTGACGCGGCACGCACCCCGGACGCGCGCGCACCGCACA
ACACAC

CGATCAACAAAGAAGTCCGACTTAATGCCAAGTTCAAAAGACCGGACGGCTGACCAAAGAGCAGAAACCGCTCAAGCGCGATGCAACCCACTGCCACTGACCATTCCCGATGCAGGAAGAAGGTATAAGGGACCGTAACGCACCCGGCTAGACCGATACGGACAGCAAACGCGACGAACGCGCGACCCTTAACAGTAACTTACAACACAATGGTAACACCAAACGTACATACGAATGCCGCAATCGAGTGGACTGGACAATGCAGGGTAAGATCACGATGACACCACCACGAACGGGCAAGTTAAAAAAAGCATCTAGAAGCTCAATCGGCGGAACGGAGGACACCGCGCGAGACTAACCCATAGAGCCAGAATCCACGTTACAAGACTGATAGCGCGACAAAAACCCATAAGACAATAGACCCTATGGGAAAGCGAGCGGTAACGGTAGGAGTCACATTCACGATCGGGCCGAATCCTGGGTATAAAGCGCACCGGCACGATCCGCAAGTTACAATAGCTAAATGGTGTACTATGTGAAAACGTGCGCCCAGACAACATCGTAAAAGCACCAGTCTGACCAGCGGCCTCCAGACCTTCACAACAGAGGGAATACCGATATCGAAAGGCGATTAGCCCAGCGCGGAAGCCACCGACATCTGTAGCAAGTCTACAAGCAAAGTCAACTTTAGACCTCACGTCAAAGTACACCCCGACTAGGCGCCCCCGTACGTAAGGACATCCCAGAGATAATGCTATACAGAGTAATACAACGACTGGGGTGTAACAACTGTATGGACATCTAACCCGCAGTGATGTGTCAAACCTTCAAGAGCCCCCGGGTTGAACCTTAAGATGGAGCTTGACTACAAGAAAGTTAGAAAACGTTGAATGCACCAACGTATCAAGGATGAGGCATGGAAACCCGTGCCGTGCCCAATACAACGACACCGATAGCAATGACTCATCGCGAAGTCTCCTTCTCCCGTAGAGTTCCATAGAGAATACGCTGGTATAACTAATAGGAAATGCCTGCTAAGAAGTAATAGACATATCGCGCTTAATGCAACCAATCGGCTAAGAAACCATCTGAATCATAGGTAACCCCAACCATCTCGTGTGAGCTCAAATTAACGGGGAATGTACACCGAAACTCGCCAAGCAGACTCCAACTGAGACCGACCGGGTATACGTAACTAAGCTGTTACTCTGAAGACCAAGTAGCGACTGAGGAACAAGAATGCGCCCGAATAGGCCTATCGATTGCCTCCAAACGTATTAGCAAAATACCTCGAGAATCCGGCTGACAAGCCCGCTGTACTATAGACCTCAACGTTAGGTTCGAGTTGGACACCACAAGAGTGAAGCAGCTGGAGTTTAACCCAAAACATTGAGAAGGCGACCCCGGTCCTACGCAGGTGCAAGGGGATACCCAGTTCTAGCAATACGTATAAGTTTACAAACGCTTCGACTGCAACTTGGCGCTGAACATCCAATTAGAGAAAGCGTCGCACCACACGGCATAATCCAAAGATACTCCCAAAGACGAAGCAGACCGGAGCCTAAAACCTAGAACATACGAACCCGTACAACAACTCCCGTCGGGAGACTTTTACTCTTCAGAGTAACTTAGGAATCCCCAAGGCCGCACGAGGGACAAAGCCGCGCCGCCGTAGTATTAACAGAGCAGGCGACCTAAAACGTACCGTCCGCACAAGGGTACCGGATAGCGTCCGTCGAAACAGATATAGTACACAACCTTTCAACTTGGCTCATCGTTAGAGTCCTAGACACAATGTGCCGGGAACCAAACACCTCCACGGTCAGAGCAACTAACCGGTGACATGTCAGGGATAAAGCCCTCTCCCACATGGGTTAAAAGGTAGAGCTACCCGGACGCTGACTTGGAATAGCACGTGTCAAGAGGGTTGCAACTGGACATGAGGACAGAACAGGTAACTGGAGGATACAATCAGAGTAACTTGCATACTGACAGTCAGCGATAGTGCGAGTGCCAGTCTAAACCTCACCGCCACGAGGACACTGGAGGTAAAGTCACCCAAGCCACCCAGCCGGAGTGTTAGGCGCAAAGTCTATCACCACCTTGAAGCAACATCACCTTAACACGGAACATTAGATGTAACACGGCCGTCACCTGTTCGGGATACCCCCCCTAGAACAGCTCCCGTCATAAGTACTATACCCCCAAAAGGACAAGTGGACAACACGATGACGGGCCGCGCCCCTTAAATAGAGAAGGCCACACTAAAACACGGACCACCTACAAACTAGTAGGGCGATCACGCTATCCCGTACCACTGTACCAGAGTCATGAACTCATACGGCAGACACCTCGGAAGGAGTAAGGTTAACCCAGACGTGCGAGACAAGGCGGGGTGGAGATAACGCATTAATGGGGCATTCCACAATCTCCACAAGCTCAACACCTAGACAGCATTGCGAAGGCATTGGAGTAGGACCGTACCGCTAGGTGCTAAGTGACATACCCAAACGGCCGAGGGCAAACATGTGACATAAGTACACAATAGTGGCATGAACGACCGCGAACATTGGGAACTGCCCTTTAACGTAACGTGACAGAACCATGCACGCCACCCAGCACCTCGTCAACCACAGGTGACTGATCCCGATAAACAGTACGAAAATGAGCCAGAAGTAGACACAGAGGCGAACACTTCCCCGGAAACGACTACGGATCACCTCTAAGCGGACCCGAGGATACGTAGAAAAGGCTAGAGTCCATAACAGGACTAAGGTCAACCTCAGAGCTCGCTACCGGTACATGCATACCAAGCCCCACCTAACAGCTTTAACATGTCGTGTACTACAGGATCCCGCCGCACAGAACAGTACCACCAGTCCAAGACTGTAAAGGACCCTTATAAACCGTAAGCGTACGCCCCAACGAGGCGGAGTTGTACATACAGATTACGCTTAACCGGCCGAGTACGGATCCCCCGACCGTCAGTACGAAGAACCACCTGTCACCGTGCAGATACTGGCACAGCTGCAGTAGTAGATAATAGGGGCCATAGAGAACCCTTGCAGCAAGCAGTCGATTGCCAGCAACAAGAGCAAGGTGGGGAACGGGTTACTGAAGTGAGCAAGTATGCATCGGGTGACACGCGGCCAATGCGTCTGAAATTGGCAGTTCAGGAGACCTGGAAGTTCGGCATACACTCACACACTGAGTCAGAATGGGAGACTCCTTTAAATCGATGTCTCAATTGTGCCACCAGTTTGACAGACGCCCAGATCTGCAGACTACGGCAGAGGGGACTAGTCACTGAACAAGCCAGGAGACCCGGGACTCCAGCACCAGCCTGACCTCAGAGCACGAAGCATAAAGCATCAGCTAAGGTCAATAACGCAACGGACTCAGACTATGGGTAGACAAGGGCGTTTCGTGAACAGCGCAACTACTATCTAAGATCTACTTATCGGGTCACAACCAGAATTCCGAAACGCTACCACAAGTCACTGACATAGCACATGGGGCCCACACTCAAGAAGCAGCCATCTTAAGAACGCTCGTGGCACATGCATGTCAGGCCAAGGTTTAGATCCACGTAAGACCAGACTATTCACAGGCGTATACAACACAAACTCCAGCGCCCACATCCGCTCCCTGTGACCACTCATCCGATCCGCACATGGGCGCCACACTTTGCGTGAGGGTACACCTGCAGAACTCACACCACGTTAAACAGTCCCCAAGGCCTTAAAGACGCGGGGCCCGGGCCCTGTATGGCAAACGGTAAGATCGATTACGCGTCTAGTACCACTAAGAGTAGTAGGGTGACTTCCAAGGTGGACTCTGCCAACGATCGAGACAGGACTACGCAGGCCGCACGGAAGAACGCTGCGCGAGTCCCCACAGCCCTTCACGACAATGGTGGATGCCGCCCGACTGTCCCCATCCGGATGACATACCAGCTACAAAGGGGGCGTAACGGGCCGACCACCTTCCTTGCAACCTTTCACCCGGAGTACTAGAGTGCAACTCATATGCACGCAAACTCGACTACACAACAGGAGTTAGATCTACACCCATAAGCCGTATGCACAAGGCACCAGGCGTGAACTATAGCCAAAGACTGTGATACTCAGCGTCACTCTAGCTTCAGGCACAACTGCACTCAGCCGCAGACCATACGGGCCCAAAGGCATCAGCATCTGCCACGACCACTTACATACGCTGAGCAGCACAATGGTCCAAAGGAAGCTGGGAGCAGGCTCAGCTGCCACTCCTGCTAGAAGCCAACAGAGAGTTATAAGGCAAACTGCGCGTTCCGAGGACAGACTACCCGCGGACCTACTACTCATAGCCTCACCAACCTGCGAACACCCATAGAAGGAGCACCTACAGCCGCGTTTAACCACAAAGTAGCCCACGCGCGGAGCCTCAGGCGACGAGCCAAGCGGGAGGGGGGTCCACGGTCACCTACCCGCTACATGGACACTAGCCTGCACAACCCGTCCGCTACTAGTCCTCCTCAGTAAGACGATGCTGCCCGACTCCACATCAAGCTGGCTTACCCCACTACAGATGCCCGAGAACGGGACCGCACGCAGCAGTGTCATTGCGCCCTCAACCAGCGATACCCCGCAGGCCACAACACTCCCCACCATGACCAAGCCCCACCTCCTGGGACCATTACGCGAGGCTCACACCACTAGTCGCCGTAGCGACCGCAGTCCAACGAGGAGCTTACAGACAAGGGACAACAGCCAGGGACCATTCATCCGCCCGTTACAACCCACTCCCATGGACCGTTGCCACGAACACGGGCGTCCAGTCATAAGTGAGAGGACAGCATCAGACGTATGGCCACAGACCAGCATCAACCCCGCAGACAGGGTAAAGCTTCGCATCGAGCGCGCCGCCCAACCGCCTCCGCTAGGAGCTGCACCTCCAGCACCCCCCCGGAACACTTAAGCAAGAGGGCTTCTAAACCCTAAGGGTTAGCGACTCTTACGCTCACTAATAACCCACAGGGAGAGTCCCTCCTAAAGATGCGTACACACAGTAGGTGACCCAGCCCGTGCAACTCGGCTACCAACTGTCCTCACAAAGTGCGGGGCAGGCAACGAAGCCATACACAGCTGACCTAGCACTGCTCCAGTAAGATAGCTAATCACCGGTCACACCGAACGCAGCACGCCACGAAGGTCCCTGTGCATGCTGGCTCCCAGCACCAGCCAGAGCCACAGTATCACAAGCCAGGTACCAACCAACCGCAGGTACGCCGACCGAGAGCTCCTAAGCTATTAGGGAACTCTCATAGTCACGGGGGATAGCATCGGCACATAGATCGCAACGCCAGGGCTAAGAGCGCTATTAGCCCAAACGCGCGAACCCGTCTTACCAGGCACCCCAGGTCCAGGTTCAAGGACGCCTACCAGCGTAGGCGCCGCGGCAAGTCTGCTGTCACACAGAATGCTCGCGACCCCAGACGCAACAGCATCCCTTGCCGACCCCACAGACCTTTACCGCCAGAGCCCAGTGGGAATAAGCCAGCGGATTGGCAGTGGGCGGCGCGCGTTAAGAGACCACTGCCAACACGAGACCCACTCCCCCCGAGGCTTACCTCCCGCTTCCGGTCTACCCCCAGCAGGACCTATAGGAACCCCACAAACCCCTAGGAGCCCGCCCCCAGGACACTACCGTCAAACGCAGACAGCCCACGCCATGGCCCCCATCGCCCACCCTTACCACATACTAGGCATACGCCAGCAGGGACCCCCCAGCGCCTACAGACACACAGCAGCCTGAAGCTAGCCTAACACACATCTCTGCACATACCCCACAACTGGCACTGCCAGAGGCCAAGCCGGGACCAAGGGGACGTGGCCGTCGGCCTCCCCCTCCACAGGGCTATGCACCCCCCACCTGATGCAGCAGTACGCGGGAAGCATGCGCGTAAAGCCTCGAGCAGCTATACCTACATAGGCAGGCTGACTGCTACTCTAACGGTGCAGGCTGCCTGAGACGCGTATCGCGCATGCAGCAGCCCCCTAACCTTAGGGCACCACCGAGCCCCGCGCTCTACCACGCCCATGCACCCTGACAGCTCGTCGCCCTGCCAGCGCTGCGGTACCCTGACTAGCAAGGCACCCCCTCAGGAGGCCTGGCCCATGAGGACCACAGAGCGTGGTAAGGTAGAGCACTCAGTGCCGTCGAGACCCACCTCAGCCGAACACAGTGGTTCCACTAAAGCTGCTCAAGACCCTACTACTCCCCACCATGCTATCAACACAGAACCGGAGCCCTCAGGCACCACCCGCTGTACTCGAAACCACGACCATCCGGGGACCCGTACTACGAGACGGCGCAGTAGGCCACAGGGTGCGTATCGCCAGCCTCTCACAGCCAGAGAGCCGGGAGAAGCACCGTTACCAATGGCAGTCCCATGGCGACTGCACACGGAGGCAGCTCGACACCTACGTGGCAGCACCATCCGAACCTCTAAGGCTACCAGCAAGGGTCCCCTTAATAGGCAGTGTGGCCTAACTGGTCCCTAAGCAGGCCAACACCCGAATCGCTTACACCTGGCCTAGACGGACCAGTGGCAGCAGCGCTCCAAGCCTCACGAAGCCTGCGAGCTTCGAGCTCCCCTACGCGTCAGCTAGCCACCCCCGGCACGGTACCAGGGCAAAGGGCCTAAACAGCTCCACGCTCCCGATCCGCACGCGGCTCGACGCAGCGCTACTCGTAATGCCCCGAGGCAGCCTAATGTCCCGTGGACCCTGCACCCTCAGTAGGGAGGCAAGGCTCACACCCCCCAGGCCACGGCCGGAATGCCCAAACGCACCCCAGCCGTGACTGGGCGGGCCACAGTGGAGCCGGATGCGCGGCTACGAGCACGCGCCACAACGCAAAGCGCGCTGCGAGGGCACTAGCAGCTGCCAGCCCGCCCCAACCGGACTGGCCCTAGACAAGGCCCCTCTCATGGGCCTCGGCAAACGCCTCCCAAGCCTGCGCTAAGCAGCACTTAGCAGACCCCCCCTAAGGGCCACGTAGCATGCCACGCTGCTAGAGCATAGGCACACGGCCCGCGCAAGCCTTAGACTGCAGGAGGCCGGCCCCCAGGGGCAGGACATGGCAACGGCTGCCCTACCTACGCAGGAGCTGCACAGGTGCAGCAGGGGAGCCATGGCGCAGGGCAACGGTAGAGAGGCACACCCTCGCCACAGCGAGAGACCCATAGGGCACGCCCCCCAGGTCAGGCCCACGAGCACGCTACCGCTCAGGCCTAGTGCCGGCCTACCCTAGGCAGGCCACGTGGAGTGCGTGCACCCTAGGAGCGACCGCCTCAGCCCCAGCCGCAGCGTGCACTAGCGGCAGAGAGCCCCAGGGGCGCACCAGCGCCACGCAAGGCGCGCATGCCGCGCGGAGCCCACACGCAGGGGCCCCGGGCGCACACACGCGACACGTCGCGCAACGCACGCACGCGCGCGC
ACACAC

ACCTATGCACAACTCAAACAAGGACTTAACGAAGGAAATCCCGGATCATTAGAACAAGTCAACGCAACGATAAGTGCGATCCGACGCCAACTCGCAAAGGGTCACAAACATTCAAACCTCAAACCTAGGCAACCTTACCATGCCAAAGGACGACTCCGTTAAAGATCCAGTTTGAACCTGAGTGAAGAAACAATGCGCCGGACGACCGCTACGGTAAGATCGCGTCTAATAAGGAGAAGAACTTCTCCATTAAATGCTCCGTAAGACCGATCGTAAATTACCGGTCAAACTCAAGGTCCAAGTCAGGGTGACACGCGACCCAACCCGTCGCGCGACGAGAACATCAGCAGCAATATGTGGATTGCATAAACAATCTTCCAATCGCGACCAATTAACCTCTACAACCATTACAAAATCGGGCGAGCAAACGAACAGATAACATATAAACTCATATCCCACTGAAGTTGCAGAGGAAATCGGCGGTGCGGCGAACTTAAAACAAGCATATTGTAAAGAATTGAGCACCGCACGCGTATCGCGGCAATAATCCACCGACAAAACAACTGTTAATAGGAACTTTCACAACCCAGTCCGATACACGAGATAGTTGGACGATCGCGTCGCCTCATCATGGTAAGAACTACCGGCACGATCCACGACCTAAACATCTAAGTCAAAAAGGAGCATCTCAACGTGAGCTACCGTAGATAAGTAATACATTGCAAATACAGACGTCGACCTGGACCACAAGGGGTAATATGGTGCCAACAGTCAAGGGAAACGACTATCGGAATGGGACGTTCCTATCGACGGAAGATCCTACACTCACCATGGAGTGTACTTGAAACATTGGGTAGATCACCAACCGTAATCCAGAATCACATTGGGCGTACGCTCTTCGGACAAAACACCTACATAACAACGATCGTCACCTTGCCCTCATACCAACAACTGCTGATCGGAATACACGAGGAGTTAGCTGGAACCCGTCCGCTAAACCCACCTACAAACTAGGTCAACAGAGTAAGTTTAACCTTAGATAGAGAAAGCAATGCGCTTGTAATGTCCAAGCAACCAGTACCAATATACTCAGGTGTAGGAAACCCCAAAATTGGCAAGCTTAGGAAGAACGACACCGATGCTCGAGTCGGATCGCGACCCGCCCGGGAGATATAGTGGCAAAGTAGAACTCGCATAGAGCTCAGACATTGACTTCACTTGCAAAAGTGCGATGGCACTACGCTAAAGAGGAACTATTAAGCTGACAAGTGGATGGAGAGGACGCTCGCCACTGAGGAGCAAATCCGCAGTCAAAGGAATCAAAAGCTGTTAGCTTCAGCCTAAGGGAACAGAGATCATTCCCGAATCCGCCCGGATTGCTATGCACCTTCAGCACTAGCATCAGCGCAAATCATGAAACGTAGTCACCTGAGAAACAGTGAGCTCATAAGCACACAACAGCGGGTCAGAACTTCCCAGCTACACAAGCCCCGACGTAACCACTAACAGATGACCCAGATGATGGCCCAATACCCAATACAGAGCAACGTACCAAACGGACAAACGCTGCAAACAAAGACAAGGCAATAGGAGGCAGCTGAACATCCCAAACTGAGGTGAAGATACGCATTACGTTCAGACATCCGTGAGCTTCCAACGCTACGTACAAGAGACAGGTCACATACCCTTTTAGAGGTAATCCCACTCCTCCATAAGAAAGGTACTGTAGTCTCACTAGAACTCGTAGAACGCGCCGTACTGGAAAGACAGCAGGCGTCAGCAGCCTACACCTAAACTGCGAGTAAGCACGTCAGACTGAGAACAACATGTGATCCCAGTCTAGCCGGCCACTTACAACTCAAAAGCAGTCCCATACTGACTTGGAACCGCTCCCCAGACATACGGGAAAAACCCATGGACGGTTTAACGTGACGTCCCCCCCCAAGAAGGAATGGCGATCCAAGATCTCGATACCTCATAAGGGATCTCTCCCATTGGCTGTGAACGGAGATGAGCCTCACACGCTGAATGGCCAACACAAATGGTAAGGTCACGTTATAACTAAAGCTACTAACAGTAAACGGATAAAATAGTTGGACAAGGATAGCTCCATAGCAAAGCAGAAAGACCAGGATGATGTTGAAGCGAACCGCATCCCAAAGCTAAGACCTAACTCCCGCGAGCGCGATAAGCTGAGCCACAAAGCATGGCGCCAAGTAGGGCGCAGAGGGAATTAGAACGGAAGAAGTCCCAACAGGGACACCTAAACCCGAACTGGGACAGAGGACGCCTCCAGTCTGACCATGCGCATTATAACGATGACGGGCCTAGAGACACCTCCCTGTCACTTACACATCTATCTGCACTAGTGATGACCACTCGCGTCCAACTTTAAGTGGGGCGTTACCCATCAGATAGATCTGGCCTTCGAGGGAGAGTTAGCCCACGCATGTAACAACCAACATGACGTGCAGTCATAGGCGGGGTGGAAAGGTGAGCTATCGAAGAGACCCAACGAGTATGGCACCTTCCCGCTAGGACTCAAAACGGACCACAAATGGAAGTTCCACCATGCCAAACAATGTGAGCATAAATGGGCAATCCCTGAACAACAGCATGATCGTATTAGGGCCCAATGCCATGTGCGCATGATGAGCACCTTAATATCCATCTTAAAACCGACACCGGAGAACCCCTGACAGGTTCATTCGAGACCCCCTTTGAGCCTTACCGATAGCTAGACTTGTCCGGAGCCTTCCCGGTACAATAGCACCTAGACGACTAAAAGTGCTTGCAAAGCGGATGCGGACATACATGCTCCTCCAAGGAGGAAAGCTCAGGTATGCACCACGGCAGTCCGAAACTCTACGCTACATGCATATGTTAGTGATACAGAACAGACTAACTAGAACGCCCGACGAAGGCGGAGTTGTACCGGCCGCTAAAAGCCATTACGAAGGGAGAGCGCACCAATTGCCTCCAATAACCACCGTGATTCCCGGACTAGTATCAAGCCACCCGACCCCACTAGAAGCAACAGTAAGAAGCCTACAAATCTCGCCTCACGAGTCCGTGTTACAGGCAATGCTAGGGTTAAGTCCAAGTATGCATCGGCTACCAGAACTACCACGCGTCTGAACTAACCCAATCAACCCGACGCCAAAGTCCAAGGGCGTCATAGCAACACATTGCGTCTAAGGGATAATACCACTGACCCCACCACACTGGATACTCGCAAGCCACAGGGACTACGGGGACACCTCTACTCGGAGGACACAAAGCATCTACAAGAGGCGGACATCGGCAAGAGCTCGGCTCGACGCAACGTCAAAGGTACCCCAAATAGACCTGCACCGCCCCGCATAAACAGGAAGTGTCCTTAGCCTCCACGAGCGAACATCGACGTGGAGTCGGCGAAACCGAATAATAGCCACTTAAAATAGGCCCCCCGGACACCTGGCAAGCAAGCCAACCCCCCCGCGAGAGAGCCTGACATGCGGTGAAGGCTACCTCACCAGTCTGAGGTTGCCGTGCAGCTAGCACTACCCCAGAGCAACCGCCAGAGGCACAGGCATAGAGTGAACCTTCAAGAGCCCATAGTCCGCAAGCTTCACCAGTACCTAGATACGGCCGCTCAGACTCACCCTAAAGACGAGAGCGGAGGACCCTCTACGATCAGAACACCCAAAGCCATCAATGCTGCCAGACGTAGACCGATGCAAGGCACTTACCCAGACCGGGTGACAACAGATCCCCCATCCACCAACGCGCACCGCGGAATACGGACTACGCGTTCTACCACAGGCTTACACGACAGCCCGACTTCTACCATCCGGGCTATAAGGAACGAATGTAGCACAATCAGGCTGAGACAGCAACCACAGGTTACTGTGCATAGGGACATGGATACGAATCGCCCTCTGACATCACGGCTAAACCATAACCACCACGAACACGCAAATTAGCCTCTCAGTACACTACCTACACATAACACTGAAGCCGACGGGACAAGGCATGGGGATAGCGCTCTTACAAGCACACATCACGCAGAGCGTCCGGTAGAGACCAAGACGAATAGGAGCTCAAGACACCAAGCGCCGCAAGCATCTATAGCCAACTATCGCTATAATGCCAGTTAAACCCGTCTCACGACAAAGGCCAGCAGGGACCCTCCAGCTAGTAGTATGAACTCCTCCTGTAGTCCCAAGGACTGTTATAACCTACGCATACGAACCACCGTCCGTCACACCGAACGCCCGCGCCACCCCCACCCTAAGACTGACACATCCGAGTGACGTCCAAAGCGACACCCTCAAGGGACCTACCGGAGTACCTCTCAACCGGAGCGGGCCGAAGGTCCACCAAGGGGGCAGACTAGCCACCCGCATTAGGAAGCAGGACTGCAGGGGACCCGGACTATACACAGGGTGCCCAACTCTGAACTGCAGTGGATAAGCAACAGACCCGTGAATATGCAGCACACAAGCCAAAGGCATTGCGTAGACAACCAGCGACCTCAAAGGGCGAAAGCGAGGACCAAGCTAGTCACAGTGACGCTTACTCGACAACGTCCGAGCGACAGGTAAAGCCACCGCCCAGAGACCCCACCACGGCCTCCGCCACGCCAGTGCCCCCTTCCCATTCCCCTTACCATGACTGTCCGAGCCAAAACGCCCGTCAACCCCACGACACCGATCCGTAGTATACGTACATGAGAATTCGGCGCCCGGACCCCAGAGCCCCAGCCCCTAAAGGGCGCCTCGACCAGAGCCAAGGCACGCGCTGCTCATCCGGACGGCACATACACATTAGGCCCACGTCTTAAGGCACACACATCGTTAGGCGTCACTAAGCGCGTACCATAGCCCCTCCAGACACACGTAGCAGCGCCTGGACACCTCCCGGTCCTACGCACAGCTCCAGGTCCATCAGACACTATCTGCAACGACGCCATACGTGGCACAGACACGTGACACCCACAGAGCACGCCCACTCGTCGCATCCGGTTAAGGTCACCGTGCAGCTACAACAGCCGAGTGCACGCTCCTAGAGAAGCCTACGTTGGGATACACTATGAGTGCAACTGCCAGCGCGAAGCTGAGCACGACCCCGCCACGAAGGTCCGCTGCCACGGCTCTACAGGCGTCCCTTGGCCTCCCACGTGGACCAGGCAGTATCATTCCGCACCCAGATCGCGTGTGAGTCCTACTCCTACTGCAGCTATAGAGAGGGCTTACACCCTGCACTCTCACTACTCCGGACACAGTCATCACCCCGGCAACGGGGCACCAGAGGCAGGTGGGACAGGAGACAGAGCACAGACCTAAGCCACCCCATGGGACCTCGGGGCAAGACCACGGACCACCCACAGATAGCGCTACCATCGGCACATAGCCCTGAACTCACACGCGCCAGCAGGCAGGAAGGGGGCCATCGCTCTGCAGGGTAATGCAGCACCCGAGGCTCGCCCTAGCAGTAGGTTCAGAAGCCAAGGCTCACACCCCATGCACCCATCGATAGGCCGGAGTTAGATACACATAGTGAAGGTGGAGACCTCCGCGGCTACCCACCCCCAGTCTCAGCTGGCTAGACGTAGGAAGGTAGCATTACCCGGTCCTGTTCGATGCAACCTGGCGATTCACTGCAACTCAGTCGAGAACACGGACTGGGGCTGTAAGGGACCCCTCGGCTGCAATGGTGGGGTCAACAGCTCGGCGCACAGCACAACACGAGACCAGTACCCAGCCAGGTCTAAGCCAGGGTGCACCTATAAACTCGACCCCTACACCAACACCTGTTAACAGCTTGAGGTGCCTTATCAGGGCACGCAGACTAGCACATCGCAACCCTACGACCCACCTGAACAGGCGACGAGCTTAAACTGTCAAGGCCATACGCGCCATATGGCCAAGCCTCCACATGAACCCCCTAGTCCCCGGGGCAGACCGAGGCGCCTGAACTAGGCATGGCCAATGGCAGGGGACAGGCCAGGTACTGTACCTCAGCCTACTAACCAGGCGTTGAAGTAGCAAGGGGCGAACGCCTGAAGCAGCAAGCACCCTGGTCCCATAAAGCACTATGCCGTAGGGATCCTAACAGTACGAGCTAGGCAACGCGGGACAGGACCGCGTAACTGCTCTAGGAATACCCCTACACGAGGCCAGGAGGCCTGCAGGTTACCTCTAAACTGTGCCTGAGCCCCAGCTCCCCCTAACCCGCAGCCTCGGACACAGCGGAGACACCACTGTTACAGATACCGGCTCACCTCCGAGGGTGGGCCGACCTCCCCATACGTAGCTAAGGCTACCCCTCCAGACGGCCCCAAGGCATAGAGTGCAGTAGCCGGGACAGGGAATGGGCCCTAGCTAACGACCACGGAGGTACCACAACTGCACACATGACCACCTAGGCCTAATGGTCGGGTACGGCGACAGCCCACCTAACGCCGCCGGCCCACCACACCGGGGACCCCGGGTGCCAGACACACTGCTACTATGCCTGGCCCATAGGCAGCCCAAGCCCACACCCCCTACGCACCCCGATGCCACAGTGGGGGCACGTTACCAGTCCCCAGGGCAGTGCCTTGCCCATGCAAGGCCACCTGCCAGCTGCACGCATCTGAGCCGTGTAATAGGCCCTTTACCCCTACGGGTACACGTGATGCCCACCCTGAACGGTAGCTCCCCGAGGGCTTCCAGTGGCGCCCCCAGCCCGCCTGCGGGCCACGAGCGCGTTCGAAGGACCCGCCGCCTGCCACGGCACTCTAGAACGTCCCACTGCGGAGCATAGCGAGGCTTACAGGGCGCTTTACCTCAGGAGCACGCGGCACACTCCGCACCCCGCGCCCACCACCGGTCATAGGCAGTACGAAGGCTGACACTCCCTGGCGAAGGCAGGAGCCGTTTACATGCGCATGTCAACGCCACGGCGAGCGCCCAGGCCGTGCTACTGGGCCTTAGAGGGCCAGCGTAACAGCTGAGTGTGCGGGCAAGAGCCGCGCCAGCCTCAACACGTGCAGCCAGCGTAACTAGCGCTCTAAGCCTAAGTACTAGCAGGCGTGCCGCGTGAAGCCGACCAGGAACACAGCGGGGCCGGTAACAGTGGCCCTACGGCACCATCGTACCACTCAGGCCCCCTAGGGAGAGACACGTAGCAGGCAGGGTCCAGCACCCAGCCCACGGGCGTCAGCCGTTCCCTTAGGCGGACACCTGCCCGTAGCCCTAGAGCATGACAGCGGCCAGCGCATGCCTGCCCATGCACCGCCAGAGCAGCAGTAGGGGAGCCCCGCAGCGCTGCAGGCCTGCACACACGCTGCGAAGCAGCCCTCGCCTAGGGCACAGACCCACTACCCGCACAGCCTCCGCACGCCGCACGAGGGGCCCCGCGCGCTAACAGCCGGAACCCCCCAGGGAGAGCAGCCGCAGCGTGGAGCCCAACGCTCGCTCCGAGGGCACGAGCCGAACCAGAGAGGCTCCCAGGGCCAGAGGCGGCCCCAGCGGCCGCGCGAGTCGCCAACCGCGTGGCAGCCCCCTAGGCACGCACCACACGCACGCAACACGCGCGCGCCGCGCA

ACACAC

CGAAACACATCCAACGCGAATTGGATCCCAGAATCACAAACCAAAACGAGATGGATTCCAAATCATCCAGAAATCAAGTCAGGAGTAAGAAAAGAGACCTGACGACCGTCCTCACCTTGAGCTTGAATGGAAAACGCCCCGACACGTCAAAGTAAGGCAAACTGCCAAAGGTAAAACGCAATCCGACATCGCCGCCAAGCCGAAACATCAAATCACATACAAAGTATACATCTACGACGAAACGGCACAAGGCATGAAAGTGAACCCGAGCCCGGGACCCATTACTCACCAAGAGACAAAAGTTAACGGACGTCATGAGACAGACGATGCGCGCCACATTGCCTAAGACTCCTCAAATGGCTGATAGGGAACGAGTGACGCACCCGGCTACGTTGAGCGGAAGCATGAACGCGACCGTCGCGAACGATGTTACTTCCCCCAACAAGCATCCGGAGAACCAATAAGACTCTCATAATACGAATCGCCATGCCGCACTTCCCTTTCAATGACAGAATGCGCGTAATCAACGATCACGATGACAATACCACGAACACGCAAATCGGGCTATGACGGAACGAAGGAAATAGGACGCGTATCGCGATAGCGCCGCGCGTGACAACTACTAGTCCGAGATTGCTTATCCGATCGCGTCGCCTATTAGGCCGAACGGTGGAGACAATGTAGAGAAGGCAATCCCTTGCAACTCTGAGAACTGGTATACATCGACGCAAGCGGGTCCTAAACATCTAACTTCTCCAGACGATCATGATCGTACGTAGAATGAGGCTGAAAGAGGGAGAACTCAATGTGACTCGGCGTCGACGTGCACAACAGAAAGACACGACTATCCTCAGTCTATAACGACATAAGCATGACCCTACCCGTACGCAGACCGGCGACCATCAGACATGAGGTAAAACCCGCCCCCCCACTCAAAACCCACCAACCATGAAGCGGGGAGGCAACTGATCAGTCTAAATGGACCCCGTACCGTTCGACGGCGAATGCGTTTTAATCGTGATAACCCTTACCGGTGTAAAACTCATTGTCATTGGCGTAAACCCTAAAAAGCTTCCAGACAGCAATACATATAAAGCTTCGCGAGGCTTACGGGAGAGTAGAAAAGGTATTGCGCATGGGAAGAGGGTTGCAGGAACCCCTTAAGTGAGAATATCGCTCGACAGATCCACTTCAAGTCTGGATGGCATCATCCTGTCAAGTCGCAAACCGGTGGAAATAGCCCTCTACACAACAATGGAGATAAGACCGTTACGGGTACTCATCCTCTTCCTTTTAAGCCAGCATTCCAGAACGATTATGGATTGAAGAACAATCACCCGGCCCAATGGTGCAACCGTTTGACCTGTACAGGGGAAACAGGAACACAACAGTAGGTTGCCACAACGCATCGTTCGAGTTGGAAAGGGGAACTCAACTTCCCATGAGGTGCTACGACCCCGGCACATCTCCTGGACACAATGGCCCGGCAAGCCGATGATGGTTCTACTTGCCACGAGCCAGTCCCGTATAGTACCACTTCGACTGCAAGTACAAGGTACCACCTCAAGGTGACAGTTAGCATTAAGACGATAAGAAATCTGCCAGAGACTTCCACCGATCACAACTCCCGTCCTTTGCAACACTCGGTTACTCGTAGAGAACAGGAGAGTGTCAGCATACCCAGGAAACACCAACGTACGAGGCGCCTGACCCATCCCGCAAGCGTCCCGTGGAGGGTGAATCAGGTCCTAACACCTAGACAACACATCTGATCGCGCCGACGTTAGAATGGGGAACCATAAGTGCGACATACGGGAACTCAAGCAGAAGCAGATCAGCGGGCTTAAACTACCCCCGGACACTAACATCATAAACCACAAGGAGTCACCAAAGGATACGGAGATGAGCAGTACAGGTTGACCCGGAAGGTAGAGACTAACGTTACGTGTCGCTTCCGGGGGAGGACTACACCACCAATACAGTACGATACCGGGTCGAGCTCAAAGTGCCCAATCACTTAGAAACAGAAGCAGAAGTCAGACGGGAAAGACCCCATTCACTGGGGGGAGAACCGAGCCGCCACACCAGAGTCACATGTGGATACTCAAGCATCAACGCATTGCCAAAGCGAACGTCATCCCCAGACATAGGACTACCTATATACTAATGTAAGTCTCAGGTGACGCTATACCGGTCCTACCAGATCGAGCGACCGGGGAACCAAGGAGGTCACAAAGCCATACAATCCAAAAACGCCCCGAAACTCCAACACGGCTTTAAAAGGGACGATGAGCGAAAGCGCCCAACACGAATCCCACTTACGAGGACAGCCATGAGCAAGCCCAAATCACGCACTCGCGCTAACGGCGCCGTACCGAATACGTAACACCTCACACGGCATAGGGAAGTTGCCACATACATGTACACCTGACAACCACGTGCAGGCGGACCATAAGACCCAAACCCACACCACCTATCCAGTTCCTTGGAGAAGCAACACCGACGTAGCTCGAAGTTATAACCATCCCGAGGCACTGAGCAAGAGACATCCTGAACAACAGCACATAGACGACCGCGAACCAAGCAATAGGCAGTATCCCCTAGAGGGATTAGCTAAGGAAGAAAGGGATACTGACTCCTCCGATAGGAACACTTGTCAACTATGCAGACCGGAGCGCACTAAGCTAGCGGATCCAGCTACTTGACACCCGACCACAGATAAGGCTGTTAACAGCTATCACAAGTCTCATTAGACTTCGCCCACCAACTCTACGCTACCATATACTGTGAGCTTTACATAGAACGGACACGGCTAGACGCCATCACCGTGTAGCCGCACAGAACAACCTGACTGTCCACGTGACTCCCCCAAAGCAGTGATGTTAAGAAGTCCACGGGCAATTGAACTCCCCAGTAACCGTGAAGGACCCCGCACCGGCAACCAGGGGTTACACCTTCGCGGACAAGAGCAGCTCATCTCCACTTCACAGGATGTGCTAACCAATCACGTCCAACCCGAGCATGCAGGTCAATGGGGCGGTACTTAACCCCAAAGACTCACTATGCGTTTAACCAGAGAGTGCAAGGTTAAAAGGCAGCCTAAGCGGAACTGAGGACTACGATACAGGGGACATGCCACCCAAGTAGGAAAAGCCAATGACCACTGGCCGGACACACAGAAACCCTATGTCCGTCAGACCATGGATGCTGGACTTAGACCTCGTTCCACTGTAAAATCCGATTCGGCGGCTCGACGCAGTATGAAGTCCCCAAAGGAAACGTCGTAAAAACCAGACAGGAACCACCCTGTACAAGGCAGATCTAGGTTCAGGGTCACTTGGCACGTGGACTTGCCCTTCACTATCCGGGCGAAAGCTCCACGAGATCTGGTATGCACGAGAGCCATTAACCTTAGCCTCAAAGGTCGCTAGACGTCTCTAACCAAATGCGACGGGGCGAGACCGTGCCGTATACACAAAGCAAGTAGAGGCACAGCCAACTAGAAGTCATACCGGGGCTCACAAGGTGGCCAGACTCCAGACAGTACCTTCCCACAACCTACTAACCTCCCTCAGAGAGATCAGGAGGATACGGGTGATAGAAACCACTGCAGCTCTACAGACAAGAGCGAGGACACGGGGCGTCTGACACTCCCTGAGAATGCATCCATCAGCTGACTCCCCAATCCACCCTGAAACGGTAAGATCGCGTCTACCGAAAAAGCACAACTACAGGCGACCAACGCCGTAATACGGACTACGCACCCCAAGGCCACCAGCACATTACCTGCGCCCTGACACGACAGCCCGACTTCTACCATGACTGTCCCCATCCCCACCCACGAATGGCTGAGGCGTAACCTTGAGCATAACGGGCACGTACACCCGGAGATACCCACGGAAGGTAAGTACTCTGTTCATAAGCACCCACGACCCAGCTAGCCGCCGCCCCACACTGCCATCTGCAGGGATAAATCGGAGGATATACCTATAGACACCTGTCGGTCTAGGCCCAATCCTAACAGGCGTGGTAGTGGCAGCAGGAAGAGACGAGTACACTGTACAAACGGGCCAAGGACCCAGGTTCATGGCAACAGACGACCACCTAGAAACTGACGCAAGCCGGTAGATACACGGCACACGGCCGAGAGGCCATACGGGTTTAAGCACAGAAGCCTAGCCACTAGACATGGTCAGCTGAAGGCGCAGCCCACTCGGCGGACCACCCAGACTAGTAAGACCTACGTCTCAACACACAGGTCTTTACCCGTCCCAGTCAGTCACACGTTCCTACCGAGCCACCCTCCACGCATCAGTACGAACCAGTACTGCTACCCCCGAAGGCCACAAGAGTGGGACCGTAAGCGACCGATTACAGGTAACCCTCGGCCACCGTTTACCTCAGACATGGCCTCCACAGAGGGAGCCAACGTGACTCCGAAGGCTGCTACAGGGTCACGCTACACAGGGACCGCCCCTAGCCACCCGTCCGCTACTAGTCGGGACAAACAGGACGGCGGCATCCCATTCGCCTCGCAGCTTGAGTAGCCTACGAAGCTCCACAGAGAGCTTCGCTGAAATGCACAGAACCACCAACCCTACGCGTATCGTCGGAAGAGTCTAAGCAGATCCCATCCAGCCGTGACAGGAGAGGGTCACCGCACCCTCAGCTGGAGAGGTACATATGGATACCACTATGCCAAGCGGCTCACACTTAATGCTCAGTGATGGCTAACGCTGCATACCCCGTAGCGACCGCGTCCCACGTCACCTCCGCAGCTTAAGAGTAGGACACCCTACACCGTCACGACACTACGTAAACTAGGTGAACCTTATAGAACCCGACACAAGCAACCCCCCAAGCGATTGCACAAACCTCCTATTCCGAATCCCCAGCCCCTAAGCTTACCGTCCAATAGAGAGGCTACACGCGGCAGCAACAGTCGTAGACCGGACCGCGCAAAAAGCACAAGGGTCGGAAAGAGCTCCACACCACTGGCATTAGAGGCACGCGAGAACAGCAGCTTAAGCGCGAGCGTACCCCTCCAGGTGGAGACAGCAACCGCGGTCCTACGCAAGTACCCCCCTCCAGCTCACACTACGTGACAGGGAAGTGTTACACATGCTCTCACATCCCAACGTGCGCCCAGGAGGAGGTTAACCGGGAAGTGTCGCTAACACAGCCCGTGAGACCTAGACGCTCAAGCCTACCACTAGATAGACTTAGCCACTAATGCAGACCGGTCCGCGACGCGTCAGGGGAAAGCTGGCCGTAACGCATCCACGAAGGTCCCCCATACTAACAACATGTTACACACCCCAGCAGGCATGACCACGCGCACCTATACAGGGCCTGGGCACGGATAGGTCGCACCCAAACCGCAGGTACCTCTAAGCAATAACTACCAAGCAGCACGGAGAACGAAGAGGGGAACCAACCTGGACTCTCCAACCCCGATACACACAAAGACCGCCGTGCGCCAGCCATTGGAGACTGAGGCAGAGTGAGACAGTGATAGCACGCCACGCCCACCTACTCGACAGCATCGGCACACCTCCTGGACACATCACGCCAGGGCTAACACTGAGATGCGACGCCGCGAGCGTGCCACCATCGCTTAGCGGGACCCACCCGGGCTACGGTCCATGTACACCTTTACCATGCAGGCATGTAGTAAGAAGCGCATGCCCCACCACATACACTGCCCTCTCCAGACGGCCTGCCAAGTGTAGGTATCAACGGCCTAGACTGGCAGACCCCCGCCAGCCCTCGCCTGCGACCTAAGGGTACACCACACAGCGGCAGCGAGGGCACCCCGCCCCCCACAAGGGCACCCTAGGTGCATAGGCACTGCAGCCCTGAGGTGGAAACGGACTCAGCACGCCGGACCTAAGCGCCCGCTCCACCTCTACCATGACACAGCCTGGCAGCTCGCGCAGACGTTCAGTCCTAAGTGCGTCCGCACCTAGGAGAGTGTGCCCACCGCTCCGTTAAAGTCCAATACGCATGCGCCGATCATCTAGACTGAGCACTGTGACTGCGCACGTCAGCTACATGGTGCGACTACAAGCGACACATGCCACAACAGCGCTGCACAGACCACTGACCCCATAGCGCGACAGCCACCCGAAGCGTCCCAATGGCACAGGGGAGTGCCAATCGCAGGACCTAGGAGTCCGAAGCTGCCTACACACCCCTCGGTGCACCCAGGAGTCCACCTACAAGGGTCTATAGCCCCTACCTTAGGATAGCCCCCGCAGCGTCAGGCCTAGCGCTACCGGCCACGACACGAGGGAGCTCAGGGAGTGAGCACAGAGCATGTGCATGCTAGCCCGCCACACCCAAGCCCCAGCGATAGTCATAGGGCAAGGCCCTTACGGTAGAGGAGCACCAGGGCCTTCGCAATGCACCCCGCACAGCGGGCAAGAGACCACAACGCTGCCCGCTGTACATAGCAGGACCCTCCCAGCTGCACCTCTCCCAGGCAACTGCAGTGGCACACTCGCTCCAAACGACAGGCTCGGCCCCCTCGTCCAGTGGGTACACCGTTACAGAGCCCTGGTAGCCCCACATGGCCCTGAGCTGCTCGGATACCACCTCCTGGGAGCACCAAACGAGCCCTGCCTAACCGTGCAAAGACACGCCTAAATGCCCAGGGTGCTTAAGAGGGCAGCAGGCCAGCAGGACACCGCAACAAGAGCAAGGGTACGTTAGGAGCGCCTGCTACAGCACAAGGCCCATGCACACCCCGAGAGCAAGGCTCAGTGCCACAGGGGCCTACCTAACATGGCCAGTGTGGCAGTACGGCAGGATGCCCGCTTCCAGGCCAGCGGCGCGGCAAGCACCAGGGGGCGAACCCAGTAGGACTGCCATACCCTGGTCGAACGCAACCCCCTAGCAGTGCACCCCTTAGCTCCCGTCGTAGGCAGAAGGAGCAACGCTCGCCTAAGCCTGAGGTGCAACTCGCGTAAGCCACGCCACTCACTGGCCGTAGCAGCCATAAGCACTCCATACCCACTCACGATGCTCCTAGCTACCCGACTCTCGCCAAGCAGGCACTGCCGCAGCCACTAGCCGCAGCGGGCACTAGAGGGCGCCCATGCCCGAGCGCGCCTCCCTCCCGGGGCAAGCAGCACCAGCCCTAAGGCGTTAAGCCCTCCCACGACAAGCCCAGCCAGCGTGCTAGGCGCACGCGGGTTAAGCTATGTTAACCTCTGCACGCTGAAGCCCCCCCGGCAGCTGCCCTACCCTGCAGGCACCGCCTTACCTTGCGGGGTAATGGGCCCTAGCGCACCCAGGGACAAGCGTAGGCCGGCTGCCCAGTCGACTAGGAGCCGCCACTACCATCGGACACCCGAGGGCAGTAGGGGAGCCACCACGACGCGCACCCTGAGCCCCCCGCGGCTAAGCGAGAGAAAGGCGCAGCCCCGCCCCACCTGCGACGTCCCTCTACGTGGCCACGGCCGTACACAGTACAGCCTCAGGGCGAGAGAGACGGTCCTGTGCGCCCCCGGGCCCACGCCCCGCACGGCCTCCGCCTACGGGCCAGACGACACACGTCGCGGAGGCATAGAGCACACTACGACGCAGCGCACAAGGGGCCCCAGGACATGCGAGGCCCATGCGGCCGCCCACGCAAGGCCCGCACACAGGGCCACGCACCACACGGCCCTAGCAGCCCGCGCGGAGCCCGCGCACACACGCGCGCGC
ACACAC

CCATCAGCGGCAGTGATAACGGAACAGCAAACTATCGTAGGAGCTTACCAAGACAACTGAAGTGTAAAAAGGATAACGAAACTGCATAAGGGTTGACAGAACTACTGAAACATCATATACCAGGCGCTTCTCACCTAAAACACGGCAAGAGATCTAGAGTTACCTTTCGGCTTACCAACCAACGCTGTTTGACCTGTAAGAACACTTAAAGATTAACGTAAGCCACAAACGCCGCGGCCAACTTCAATTGGAGGACAACCGACACGGCAACAGCTAAGTAAGTAGATAGGATCAAGACAAACAGGACAAGTCAGCATAGGGATAAACGCAACGATACATCGCTCGACAACATCAAGTATAAAGTAGTAACTACTCAGACATATATGACAACAACTCATACTGCCGCTCACTGATAGTCCAAGACCTTGTAAAATGTCAATCTCCCCCGAGGACCACCGAAGCCGATCACCCTCATGTGAACGGACGAAGTCGAGATCGCGTCTAACTAAGATTGCCAAACAGCGGCAGGAGTGAGAAAGCATCGAGCGTTGAGCGGAATACGGATCGTAAATTACCAAAGCACCGTCGATGTTAAGGGAACAATGCCATTACCAGTAAACAGGGCGATAAGCCCGAGTTATAATGTGACCATAAACCAATCTTATACTTTAACATTGACCGGCCATACGAATCGCCCCTTCCCAGTTCATTAACCTGGACCACGAACACGGGCGCGTACTAGGAATCAACATGAAGCCAGAAAATACCACGAACATCGGGATGCGATAGTCAGGGGGAAAGCCAGCATCACGGAACGGCGAACCTTTAAGCAAGACGCGTGCCAACGCAATACCGCGCCCAGAGAGCTATGGCCAACTATAGGTGACAAAAGGGCACTAACAACCCCGGTAACGGTAGGAGTCAGAGATAGTGGAATCCCAACGATCGCTATTAGCCCAAACATGTCTGTCAAAGCGCACGATCCGCAAGCACTCCCAAAGGCAATGGCGCCCAACTGAGATCGTATAAGTACGTCGAATGGGACCGAACAACCTAAGCCGGATTAGCCGGAAGGTCAGAGACCTAATAGTCAAGACAGGTAGATCACCAAAGTACACCGTATAACGAACTTCCCCACGACGTACGCGTTTCCTTCCATCTCCAATACAGTACATAAACCGGCATGGAACCTTGCATGAGATACCAATTCACGTAAGACTGATCTCCACACACGAGACCCGCACCCGTAATGCAAAGCATCGAGAGGTCATACTGGAATGATCAGATAGAGGTTTAAACGTTAATGCGATCGTGGATCCAGCTGAAAAGTCCCAGAAGAAAACCGTATACCAATACCCATGAACCGATAGTGGACGTATCGTCGGAAGCAATAAACCACATTGCCAGATCTCGCGACCTCACTCAGGAACTCGCAATACGAGCGTGACTTGCAAGGAGGTTGCACGCTTAACATACAGAACTACTCACGACCAAAAGACGACTGACAAACCTGGTAACACTACGAGTCGCCTAACAATGGAGAAACCCATCTGGACTTGGACCCAAACATTAAGTTTGATAACAAGGATAGAAGGACATTCCCGCCCGGATTGCAACTATACGTATTAGCAACCTTCAGACTTACTTCTACATAGACCTAGACGGCCCCTTAGAATCATGACCCGGCCTGCGACAACCATGGTCGCCAAAGCTAAAAGTATCAGATGGCGCATCCAGCGGATCCACCTCTAAAGAAGCCAGCGACCCCGACGGTCCGACTAATCTAGAACTGGGATCCTACATCAGAATCACCTTTACAGCAACCTCTTAGCCACAAAGCTGACATATGGTACCGGAAACGGCATAGCATTAAGCTCGACTCTGACAATCGGAATACGTGAGATATGCAGTCTCGGGCTAAAGTGTTCACGAAGGAAGAGACATGACCTCAAGTTGCACCAAACTATGGAGGGCGTCTCACATGTACGGTTAGAACGCCATGACATTGGGAGGAGAAACGTACCGTCCCTGAAGGCGTCCGAATGCACCAGAACCGAAGAAACCCGCCTAGATCGCATGGGGGCCAGAAACCATACGTGACAAGTGGGAGGACTATTCATTCGCACTTTGGTTCCAAGACTCCTGTGAAAGGTAACGATGGCGGGACTCTACGCTGGAACCACAATAGCACAGACACTGGTAAAGAGGCCCAGAGACTACCCCAACGCTTTACTGTTAATTGGCAGTACGATACCGCCGGTAGCTACCGTCCAAACAAGTAACAGTACAGGTCAATCAGGGGTACTTGCATATGCACTTAAGGCAGGACGCAGCCATCAAGCGAGCGTGCCACGGGCAAGGTAACCAATCAGCGTAGGCGCCTAAGGAAAGCCCCACCGAATCTAGACCTATCTATGACAAGGCCTATCACAAAGCGTATGACAGAGGCTATACTGACCATGCGCAACATGGCATGCAAACGATACGTTCCGTTGCCACTTCTCTGCAATATGGAATCCCACCTTCAGCCATCCACCACTCCACATCACGCTATCCCGCTAAGACGACGCGTTACCCATCATGACCCCTTCGCTCACCCACATACTCACACTTAGCTACTCACTTCACGTGTGAGGTTCATGCTAACAGTGACCTATCACGTAGCAGCGCGCCGCCCTAAGAGATACACCGTACCGCTAGGTGTCAAGCAGAACCATCCCGAGGACTTAGAAACGAAATGGGCTGAACATGTCCAGCTTCCGACAGTAGCTACCTTACCTTACATATACAACTCCTATACGCGAGCCATGGCCACATGTCGAGGGAGGAACAATGAGCACCCATAGCTAGCACCAGGCAGAAGGGCAACGACTACGGATCGTACCAACCCGACTTGTAAACCCAGGATACCAACCAAAGGCTCATCCAAGGTATATCCCGTCCGAAAATAGGCGGTACATGCATAACACACGTGTAAACCTGTAGCCAGACAGAAGACGGATTGCAAACCGTACCCAGACGCCCGCATCCGAGACCATGTACCCCGACTACGAAATAACCAGGGGGATTCCCGTATCACAGTAGAACAGGCCACTAGGTTACACAGTAAAAGCCAGTCTGCATTAGCAGTGGGAACACAGCTCAAGCTGATCCCCAATGCTAGAGGACAATAGCGGGAACGGGTTAAGTATGAGAGTACAGGAACGCGGCGGAACCACCTCCCACTTAAGCGAGCCTCCGACACCTAGTTCGTAGGGATAGAGAAAGTGCATACTAATCGATATGGCGCCATCGCTCTGCCTCCAAGTTTAATACCTAAGCTACCAGAGAAGGCATAAGCTTCGTGCAACTCGGGCGGCCCCTTAAACTGGCAGTTAGAGCGGCCGGGACGCACGAGCGACAAAGGCGCCAGCGACATAGACAGCTCAACGGCCAAAGCTAAAGAAACGTACACGTGTGAACCGCCAGGACGTCGGGTACGTCTTACCTAAAAACATGATGGTGACATCGACGGCCAGTCGGCACTGACTGTTCCACTCACATACAAGTACAATGCTCAGTAGGCCCCCGCGGGGAAGATGCGTCAACCCTGAGAAGGTCGATACCCGTCTCACTGTCGTCCACCCAAGCGTGAGAGCTCAAAGGTTGAGGATGGATCACCCGTGCAACTCCACCGGGAGCGCCGACCCCCAGATGCCACTCCACAACCAACACGCCGAATCCGCACCTACCCGCCACGAGACAACTCCACTAATCAACGGCCGACTCACAGTCATCACCCTACCCATACCCATGCGCCCCGGGCCGGGCGTCCCAGCTGACCCTAACGCAACAGTAGACCGATGCAGTGCACTCGCCGACTCAAGGGATGCCACCAACACTATAGAGCCATTCCCGTAACGGCTAAGCCAAAAGCCTGCATGAGAACTAAGACTGACCTGGACGACACCATCCGCACTACTAGGCGGCTGAAACCACAGGTTAATAGGGGCCATACTTGGCGGCTAAACCATAGACACAATGCACAGAACCGACCCAGGGACACAAGGACTAGCACCTTGAAGCTCCCGGTGCTAGACAGGTCTAGTGGTACCTCAGACCACGGTGGCACTAACCCAAGAGAACACCCCTCCACGACAAGTCTAAACGAGACAAACGATAAGGCAAGCAAGGTTCCCATTAACAATGCACATCAAGGACAGCGTCATACACAAGGCAAAGCTAATGCTGAGACAGCGCTTCCGTTCAGACATAACCGGCATGGACCACGACATGCCAAGGAGCCTGTACCTTCCCAGGTCAACTCCCGCGCTAGCTTCCCCCTAAGCTAGAACGTCTACACATACGCCTATAGACCCTTGCCCTGGAGCATACACTGCGCGAGGCATCGGACGTTCCGCCCGCTACCGAAGACTAATCCTCCTGGCACCATGGGGGAGAACATCCCACCCACAGTTAAGCGACAAGCACGTGGGAAGATCCCAGCCGGGAGTAGCCCCAAAGGGCCGCGGAATGCAGACAACGTTCGAACTCCGACCCTGAAATGGCCCTGACCTACAGGGTCACGGCAGAGGTACACACTACACTACCTACACACCGTTCCTACGAGACGGCACGTTACTTACCAGGTCCGGACTAACCCACACCAGGCAGCACAGAGTCAGGTACCCGTGAAGACCCCCCGCCAAGAGCTCAGCACAAGCCCCGTAGGACAACCATCCCCCGCAGCGAAAGAGTCACGGGGACACACCAATCTGCGGCGCACACAGCAGTTGCCGAGCGCACAGACGTAGCAGGGACACTACAAACAGCCCCTTCACTAGGTGTACAGTACTACTGTCCCTCCTCACTAGACGACACAAGACCACGCGGGTCACAAGAGGAAACCAGACCAAGCTGACCGAGATCCTACACCTCCTAAGGAGGCTAGAAGGATGACGGACCGACGTAGCTCCACAGACCCAGGACATGTGGGCAAGCGAGCTCGCAGACACCTCTCTACTCGCTTAACACCACGCGCGAAGAGCCAGGTGGCAGCCACCCCTAACACCGACAGACTACGCAAGACCACCCCGGCCAGGCACGGTGGTTCTACATAGGCGTATAACGTAACGTGACAAGCAGAAGCTCGTGTTAAGTCCCATCCCCTCCTAAACCTCACTGGCCGGTGACAGCTGGGGTTAAGAGCTACGGAGCGCTACACAGTCAAGGGTCCCCACAACCTAGCCGATCAGAGACCTGAGACATATCAAGCGGATGCGGATCCCAAGCGCGCGACGCAGTACTACTTACCTCGTAAGTGGCCCCATAACAGCAGCAACCCGCCTCACGGCTAGACGCCCGCAACGGATACAGGCACCAGTCAGCCAGCCCTACCCCCCCCTAGTCACGGATCACGTACACGTGCAAGGGCTGCACCGTCAGAGAGGGCAGCTCACTCAGAAGGGGTAGGCACTGGGACCGGACCGATACAGACCGGCTTGACACAGGCCACGGACAGAGAGTGGGCCACCCAGGCTACGCGAAGGACCCAGGTGCACTGTGGATAGCGCAGCCGGTCGAAACCCCCCAAGGAACTGCCGGGGCACGCGCATGGGCAATCGCACCATGACCGTCACCCCACACAAGAGGGTACACCCGAGGGAGCACTGGACACTCCAACGCCTCAGCAGGCGAACCCCCACAAGGCCTCTCCGGCTCGACGCAGGGTAAGAAGGCGAACTCAAAGGCCCCCAACAGGCCCTTGCCCAGGTAGCTGTACCAGCACTCCCCCACCTCAGGCACGCTAGCCCCCTCAGCATCGGTATAACTCTCAACGCGGAGTCCCCTACACGGGAGCCCCACCCCACGACCCTAGCTCTACTAGTAGCAGCAACCCCTCGACCGGTTAACCTAGCCCCCAGGCCTAGCACTACTAAACGGGGCACACAGGAGCCTGCCGTCCTACGCCAATGAGCACGACGACCCGTCGGAGACCTCCAGGTAGCAGGACCAATGGTAGCTCACGCCTGACAAGCGGCGCCAACAGCGAGGCAGCTGCCCGGTGTAAGGACAAAGGGAACACTAACTCTAAGTAGCACACTGACGCGACGAACGCGCGACCTACCACGTCCCCCCCCACTGGTCATGCCCGTGCTAGAGTGCCATGGGAGAGCAGAACCCAGCAGCCAACAGGCTCCCACGGGCATGCCGAGGAACAGCTTACAGCAGTGCCCAATAAGCCCCAGCGTCCGACGAGCAACAGCCCCAGTAACCGTGGAGGCCAACCTCTCGCCAACAAGCGCGGACACTGCACTCCCAGTAGTAGGGCACATCGCGGGCCACAGCTTGACCGCACTGAGCACCACTCGAGCCAAGGGTCTCTCCCCACACAAGGCCAGTCCGACCAGTAAAGCGCCCTCCAGGGTGCGTCGCGGCCGAAGAGGCGCCTCAGGGGCACATACGCGGGTCCTAAACCCTGGCAACGTGGATGGCCCCGAACGTAGAAGAGTGAGCACTAGGGCACCACAGGGGCCACTCTCACCTCTAAGCATGACGTCAACACGCACGGCAGCCTTAGGGACCAGACACGAGCCCGACAGCACCTTACTATGCAACGACGAGGCACCCCAGGTACACCTAGACGCTATACCTTAGCACACCGCCCACCAGTCCTGCACAGGCACCGACTGCACTGCCTAAGCAGATGCAACGCTGAGAGCGAGCTGCGGAGCAGCACCAACTAGTTAACCACACGCCAGCCCAAGTGCCAAGGTGATAGGCCAGAGCCCCACCATGGCAAGCAGGAAGCGTGCTTCACTACGCGACGGAGGCTACAGCCCGAACCCTCTAGAGGCGTCAAGGCTCACTGCTGGCAACAGAGCTAGTACCGCCAGCCCTCCCACGTCCCAGGTCAGCCCTCACTGCCACTAGGGCCTAGAGTACGGCTCATAGCGAGCAGTAACACAGTAGTGACGCAGAGAAGCCCGTACACACCTGGCCGTAAGCGCAGTGCACCCCGCGCCATGCGGGCGAGCCTCCCTGGGCCCATAGCTACTAGAGAGAAACCGCCATGCCGCCTAAAGTGTCCAGGGAAACGCCCGCTCCACCCTGCCAGGAGGTGCAATGGCCAGTGCGCTCGCAACAGGCCTGCCAAGGCCACCCTAGCTCGGAAGCCTGCCCTGCGACGCCCGCTGCCGCGAGCGCACCAGCACACAGTGCCGTCACAGCCACCCCTTAACGTACCGACCAGGAGCCCGTGCCAGGGCGAGGTAGCACGCGGACACCGCCTACAGGCGGGCGTACCCGCCCATGTGCGATGCCACGACCCACCCCCCTGCAACCTGCCCTGTCACGACTCCCTCGCAGCCCGCAGGCCCAGCCACTAGCAGGCCGATAGCCCCTACGAGCCTCCACATGGAGAGCACCCTCCCAGGGAGCCGCAGGGGCCTGCTAACAGTGACCGCCCCGTTACACGCAAGGACCAGAGAGGCACCCGCTGCACGTGTCCGTTAGACCAGCACGTGGGGGCCCGCCCTAGGACACGCCCCCACATGCAGGCCCAGCACCAGCCCCCACGGCCCTAGGCAGGGGCAGTACCATGGCGGCCCACATACCGCATGCCTGCTCACACCCAGGCGCCATAGCAGTGTGCTGTGCCGCTGACAGGGCGAGCACCACCTACATGCGCTGCAGGAGCGCCCACGCACCTACAGCCTACCTAAGAGGCTGCGCGCAAGCGGGGCTGCCATCGGCCCGGTCAGGCCTCGCACAGCACACGGCCCCAGGGCCACGCTCCCGCCAACGAGGACGCAGGCGCGCACGCACGCACGCCACACGCGCACG
GCGCACCGCGCG

ACACAC

CTTCAACATTGAAAGAGACTGTAAGCAGACACGTCCAGTTCGATGAGAACGTCGAATCGCAATGTGCTTGGACGAGTAGCTAAAAGATACAGTGGACCGCGGAAGTCAAGCGGCGCACGAGCGGCAATTATAGTTAAAACACAACATATCGATTACATAACGGCCAGAACGCCTCTTTAAAACAACAACATCCTTGCCACAGACACCTAAAACACGATGACAACCAACGGACTAAGTCGGCGAAACGGGCGAAAATGCAGAATGCCAACCAACGCTAGGAAGAATGGTCCTGTACCTATCACGCCGCGAAGACGACCGATTGGACTCAAACAAGGACTTAACACATTGAACTAAAGCATAAACGCAATCCGACGCCAACTCGCATACAGAGGAATATACCTAAGTATAAAGTAGCGACGAGCTTAACGACTCCGTTAAAACCTGGACCAAGGACCCAAGATGATATAGGAGGAACCCGGGCGAAGCGACTTAAACCTTACCACACGGAAACGGACGCCTAACGGTGAAACCGCTCAAGCGCATTGCATAAGGACTAAGGTTGAAATTCCCGGGAACATTAGAAGTCGACCAACGATCGAGCCGTAACGTTGAAAGAGTACGCGACCGTCGCGAACGCGCGACCAATGCCGATAAAAAGTGCGGAGAACTAGAAGCAATCTCTTCACCCCCACGGGCACGTACATACGAATGCCGCACTTCAGGAACACTTACCGCGTACCATCAATGAAGAACCATACGAACACGCAAATCGGGATGCGAATCATCAACGAAACCGTGAAGTGTATCACCACCTCAATGACCGGCATAAGATGGACAAGTCACTGAAATCGGCTAATATCCTCACCTTTAGCTACAAGCAAGACAATAACACGAGCGAGAATCGCGAAGTAAACCCAACTGGAAGTTACACGACAAGATACCGTGAACCAACCCAGTCCGCGGTAACGATCGGGATGAATCCTGACGATCCATACGCATCGAGTCTCAGAGCAAAACACAGTACTACAGACGCGCCCAGACAGACTATAAATGGAGGAACTCCCGGGACGTCGAGCATTAAAACTGCAACAGATATGCATGCTAATGGGATACCGATATCGAGTAGGAATCCTCACATCTCAGCTAACATCCGACCTCAGATCAAATTGGCGATTAGTAGACGTTTAAACCCCGCGCCCCCGTACGCCTTTCCAGGAAACAGTACATGAGAGGTTCAGACGGTATGGAATCTGCCTACAAGAGTGAACAACTGGTTAACGAGAGAGGACTAGAGTAGGTTTACCCGTACAATTGAGGAGAAACTGCTAGTAATGGGAAGCCTGACCACTACCAGACCCTACGGTCGGAGCTTGAGCTATAAAGCACATTGCGACCTCGCGCCACCATTCAAACACTCAGATATCCCAACCTGACCGCTTACAGTTCCCCAGACTCACCACGCTGGATGGCAAGCTAAGTCGCGACCGCCCAAACCCCAACCTAACAAAGGTAATCAGCGTAATAAGGACGCCGAAAGGAGTAACCACCCCGTTACTTATAATCCCCCAACCAGCAAGATCTACACGCCCGCTTCTAGAGTCATGTCAACGGCCCCTATGAATCATGAGTCACATGTCACAAGCACGCATCCGTTAGGGTCCAGGTTCATCCCCAATGTAGACGTGGCTCTAAAGAAGCCAACCGCGGTCCTACGCACACTAAAAGGCTGACTAACAATGGTACATACAGATGAAGCCGAAGGAGCAGTCCCGTATAAACGGACAAACGATCAACAAGAGGCAATAGGCATAAGCTGAAGAAAGCCCACTCCAGTTAAATCCCAATCATCGCTTCCGTTCACGTGAGCCATGAGGTACACATCTACGAACCGTGCAATGGCAAAGGCGCAGGTCAAGACATATGCAAACTTAGGGTAGAACTACACCCCGCCCGCACACCCTAGCCCTAGAACGCGCCGTAGTCTGAAGCCAACCGGGCCCTCACATGCATAACGTAACCATCAGTAAGCCGTCCGCAAACCCCATCCTCCACAGTCTACCGCAACGGATAGCCGGCAAGAACTGTTAAGAATGCTGGTAACATCCGAAACACCTCATCAACTAGCGCCTAGATCGCAAGGTGGACATAGCATGACTCAAGCAGATCCTGCTACCTTAAACGTGACATTAACGTCCCCTCCGAAGAAGGAGGCAAACTCTCACGGTCATTCGCAAGCCAAAAGCCACGGAGGGTTGAACGATGCAGAGAGATGCAACATCAACGTTAAGCGAAATGTGACAAGACATACCGGGTCGACCGAGCCCGTGATCGCCATGGACAAGATCCCAATCACTTAAGAGTCAGAAGACCACCGCACCTAGCGCGAGCGCGTAAGTCTAAAGAGATGCAGTACGAAAGCGAGTCCCTATAATGTGGGGCTAAAACCTCCAACGCCGATAGATTGCCCATCTCAAAGCGGGCGCAACCTCTCATCCAATACTACTGAAGCTGTCACAGCAACACGGCAGCTGGCAACTGATGTTAGGGATACCAAGGCTCGGCCTAGAAACTCAGGTATGAGTCAACCAGAACTGACCAGCTGTAAAGTGGACAACAACCTACAGCGATCGATGACGCAAAGGAGGAAGACTGAACTGTACTAGTCACTCGCGTCCATCTCCAGCGTTAGCGTGAAGTCCATCGGAAAAGAGCAGTTAGAATGCTCTCACAAACAGACATATGAGGCGGGTCCACACCATACACTTAGAAACCGTGGGACGCTAGCCTCAACTGACCCCTCCAGACAGCAAGGCAGTCCCACTGAACATGTCCGACTCCTGTACAAACCGACGCTCAAGAACCAAACCTGGGTAAATTGTCCTGGGAAGGTACATACGCCCGATAAGTTTACTAAAGGGTCACCATCAGACCTGACAGTCAACCTTAAGTGAGCGGATCCTTAGACTTGCAACCCGACCACAGATCCCAGATCCAAAGTACCTATTCCCCAAAACTGACAGGTATCGGCAGACAGAGCCCTAAAACGAGGTTAGAATACAGACCTTGGATCCCGCCGCAAGACTACCGGCGAAGCGTATTCCGATGGTAGGGAGAGTCCGACACCCCGAACCAGGACAAATCTAGCACTCAAGCCACCCCGCACCGGCAGTAGCAGAAGCAACCAGGGCCATAAAGCTGCACATAGCGGACCTCCTCATATACCCAGTCGGCTTACACCGCCGGGAGGATGCCACCACTGGGTTAATTACCAGTATGGGACGAAGAGTGGATAGCCAAGTGTGCTAATGCCAACCACGCCTTCCCACTCACGTCACAAGGGGAAGGCCTCAAGAGGCAGGAGTTCTAGCAGAAAGCGCTCCACCAATAGAGAACGTGAGCGGATCGTCAGGATTAGGGGACAAGCTTATGTGCACAGGTGCGGCCCGGGACGACCCAACTATCCGGAAGACCCAGCAGTGACACAAGCAGACACGATTCACTATGCATAAGATACTGCGTAAAACCAAGACTACTACAACCCTGTCCGGGGGAACCCATCTTAGCGGGTCATCGCAAAGTGGGCACGAGAAAGGTAATAGGCATACAAAACCAAGTAGGTCACCAAAGGTCACTCTAACTGTCAACCCCAACAGGCCTGTCCGTAAGTGAGCAACCAGACTCTTAAGTCTGCGAGACGTATACAGCGCCCACATCCGCTCCCGGCAACGTCAAGAGAACGCAACCCTCCAGACCTTCCAAGTCCAACACCATCGCCTACTACCTAGGACCTAGGAAGCCACTGAGCTGCAAGCTTCAGGTGGAAGCAACAGACCTCAAAGCCATTAGATACCCGGTAACAAAGGCATGCGCTCTAGAAGAGCTACTGGGCCAAAGATGCCACTCCTAATGCTGGAGCTAGCTGACAGTCTCACTCCTTGCCCACAGGGACGTCTAGCGCCACTAAGAAGTGCAAACAGTGCCACCCAGCTCATAACCCTTACCCAGACCAGTTCCAGGCGACGCACCCGGCTACAGGTCATACCACTACGCCACCTCACGTATCCTTCAACGACAATGGTGGAGGGACATACCAAAGGGCACCAACATGTCCCAGAGCCCTCGCTCTACAGGATGCAGCGGACCTATACTCGACTACACCAAGCCGAGGTAGAGCCAACCCTGGGGGCACTGAGAATGCCCGGTGCATAGCAATATGCATAAGCAAGCAGAGTGGTAACCACGCAAGGCATAGCGACTGTACCCCTCAGCTTCAGCTATCGTGAAACATACGGATACAGGTAGCACCTGAGCTTAGACCACACGCAGACTCCGAACTGGCGGCCGGCTTTAATAGTGCCGGAGGCTCAAACTCTGAGAACTGCTAACCGCAAGTCCTAACTAGACTAGCTACTGTACGTCTTAAGGGTAGCTTCCATCGTACGTAGAGACTACCATAGCACGTCTTCCACAACACGGCATGTAATAGACCTCCCACCTTGCAACAGCGTTATAGCATACACCTGGCACGTCGAGGACCTGGCCAGCTAGCCTCTAAGAGGACCACCGGTACGAGTCGTACTGGCAGACCTAAAGCCTCACCCACCACCCAGTGACGGAACAACACTACTGCGAGAGGCAAACCGGAGCGGGCCGAAGAGGGGGAGCATCGATTGCCTGTTCCAGGGGCGGCCAGTTAACACCCGTCCCCCCCCGCTAAAGCAGGCACAACCTCGCGCGGGACTATACGCAGCACCAGGACCGTTCAACCCTCGTGTCGTGACAAACGACACCGATCGTATCGCTCGAGCCTTACCCGCCACACATATTAGCAGTGTCCGTTACAATGGGACCGAGCACCAGGGAACCCCAAGCACACCACAGGCGCAGTACCTCGACAGTACAAAGCATAGGTTGAACGTCCGAGCGGTGTAAACTACGCTCTCACCGTCAAGGGATATCCGCCGATCCTACGTAACGCGGGAACCCGGAGACCTCTGACCCTGAATGCAGCGTTGCGGAGCCAACCAGGCTTACATCACGCCTCGACTACAGAGCACTCACGCGACAAGGGCGCAAACGGCACCTTCGGGACCAAAACGTTACACACTGGTAGAGCTCCCTGGAGGCCACGAGCGCGTTCGAGTGTGACTACTCAGCTCCCAGAGGAGCCAGCGGCACCCTCCGGCTGCACATAACCCATAGCCCTCAAGACCAGCCCAAGGCCGAGTGGCAACGAGCTAGCGACCCTAGAAGCTCCCTTCCGGCAGAAGGAGGGGAGCATAGACAGGCAACGGGGTACCCACACAGAGCACGCTCCCAGTAACGTTGACATGGCCTCAGATTGGCCATTCCACCGGTCGACGCAGGACAAGCCATCGCGCCACGCATAGCACGCACTACCCCATAAACACCACGGACCCCCAGCTTGGCAGGCATCGTGGAGGCACCGCTGGAACAAGCCCTTACGTCCTAATGGGGCCCGACATCGTGACCTCCCCTGCCACGGGGCCGTGCCGTGCCAACCACCATGCAAGGCCAGGCTCAAGGTGACCTGAGCTAGGAACTAGGATAGCACGCGAAAGAGACAGTACGATCGGCCCCTTCGCCTCAACGCCACAGGCACATAGAATGGTCGCGATACACCCGAGGCTCGGCCAAGGCTACGCAAGCTCTGCAATACACGCCGGAGGCGCCAAGCCCCTAAGCAATAGCGCTCACGCGACAGGTGACAGAGCACTACCAAGGACCCAGGAGCGGCTCCCTAGACAAGGGGACCCCAGCCCTAGCGCACGCCAGAGCCCGCCTGCGGGGTACCTATCCAATGGCACAGCTAGAGGCCGCTAACACTGCAACGCGCAGCGACCTACACACAGAAGCAGCAGACAGCACTGGGTGTCACATCCCAACGCCAAGTGCGGTACCAGAGTCCCCACCATGGCCACGACCCCCTACGAGACACACAGGCCGCTCCCATGCGCCCCCGCTAGATGGCCAACTGTGATGGCAACTACCCGACTAAGATCGGACACCAGACCCACTGGCCAGCCGGGGACCCGCTACCACTCCCCCTCCCCCCCAAGTGCCACAGGGGCCCGACTGGTCGTGCTATAGCCACATGGGCCATAAGCTCCCATCGCCCCTGGCTAGGGAAGGGCACCCAGCAGGGAGACAGTCGCATCACTGCTCCCATCCGCTACCGGTTACCGGTGCGGCGAAACAGTGCAGCCAGAGTCCCTCTGCACGCGTAACGGGCGCAGCAAGGGTACATAGCTCTCCAGACACCCGCAGCCGCCACGAGGAATAGCCAGCGTCCGGTTCCTAGAGGCACTAATGACGGAGAGCCGTCGCACGGTGACTAGCGTTGCACTGCACGAAGGCCTAAACACCAGCAGCAGGCTAGTAACAGGAGCATGCCAGCTGCAGTAGGCACCACCTAAGCGTTCCAACCTACCAGCGGGCTGACAGTGGCCTGCAATAGGGAGCCCCCGTTTCACTCCCGACGTCGGGCAACCTCCCACGTGCCTACCCACACCGCAGCGCGCCGCCACACTGCGGGGACGTGGCAGATGCAACGTTGACGGCCATAGGAGTGGCCACCGGCGTGACACAGCAAGTCCCTCGCGACTGGGCCAGGTAAGCCGCCCGTAGCACCACCCCAGGCAGCAGACCCCAAAGCGGCAATCCCTCCCCAGGTTAAGGCCCCCAGCACTGAGCCGTAGCCATGCCCTGTGCAGGGCCAGCCCACTAGCACCTCTCCCCTTAGCCACACGACACAGAGGGAAGGGCCCCACGAGGTCGCCATACCGTCAGCTAGCCCTAGGCAGCTTGGGCGTAGGACACGAACACAGTACTGCATCCACACCCGGTCTACTCAGCGCTGCCCATGGCGCCTCCACCATGAGGCAGACCAGTATGCTCCTATGCGGGCACGGGACACGGACACCTAAATGCACAGGGCTAACAGGCGGTGTACACACCGCTCCAGTGCCACGAGGCAGTAGCAGCCTAACTGCAGCGTCCACGGCCGAGTGCACCCTCCATGCGAGCTGCGTACACAGCTCAATAGGCCCACACGCCAGCACGGCGGGCACAACTGCCAGGGTGAGTGCGGAGGCCAACGGCCGTGCAGGCCCACCAGGCAGTGTGAAGGGGGTACCAACACCTAGCGTATAGGCAGACTGCGAGCGAACCCCTCACGCCACACAGCAGGCCTGCGCACCTACCACACGCAGGCACGCGCGACCCCTACCGTACAGAGCGACGACGCTGCCACAGTGCAGCCTGCTCGCCATGCACGTGCACCACTAGGCCCGCATGGGCGACACACCATGGGGCCCCCACATGAGCGCGCAGGACAGGAGCGGCGACACGGCTAGACGCAGCACCAGTACCACGCCCCACGTACACGTGGAGACCAGGCCGCTACGAACCCACGCCTAAAGGCTAAGGTGCAGGTGGCTGCAGAGAGCCACGCGCACAGCCATGGCGGAGCCCCACCTACTGCCCGGGCCAAACGGTCAGCCCGACGCACCAGCCCGGACCCACAGCGAGAGACGAATACGGGCAACACTCCGCTGCGCAGGCCCGAGGAGGGTCAGCCTCGCCTACAGCCGAGTAGTACCCCACACGTAGGAGCACCAGGGCAGCATGGTGCGAGAGTACCAGCACAGGTCCCCAGGGAGAGAGAAGCGCAGCACACCGGTCCCCGTCGCAGCCACGACTACCTGCCACACGCGCCTCACCCGCAGGGACGCTCTAAAGGCCACATGCAGCGTGGCCCACACCGCCGCGCACACCGGGGCCCCACTAGTCAGGCTGGCACCCCCCTGCCCTTAGAGGGGCGGCCTAACTGCTGAGGGCCGCGCGCACGCAACACGTACGCACCGTACAGGGCCCGCACACGCACGCCGCACACGCACGCGCGCA
GCGCGC

ACACAC

ACTATAACGGACGCAACAATGACCACGCCCGACGAAGGCGGAAGTTCCCCTTTCCACGGACGGGAACCCGACTACGAAATCTCCATCATACCGACCCATGTCACTCCACATTAGATAGTGAAGGTAATCTCGATTAACCGCGAAACATCTCATCGGCATTGACACTAAAGTTCGTAGCAACTATTAACCACGATTGCAGGTAACAGTCTACCAAACGGAGAACTCAACATTCTGGCTGAAAAGGGAATACTCTCGTCAGTTAGAAGTGGACCGCGGAAGGAGACTCATCTGAAGGCACGATCGGCAGTGATACAGCAAACAATAACATAAAGTCATATAACGGACGCACTTTCCACACGGGGTTGAAGCGCACGTAAAATATGGAGCTAAGCAAGAACCAACATGAAGTCGCAAAAATGCAACGCGAACGCTGACATAATCATGAATGAGCTTGACAGTATGAAAGGGAACAGTAAAGCTTCTGAAGTGAGAACGCCGCCGCCCCGACCGGAGCAACGTCAAGGACAAACCTATGCACAACAGATGAAGGACGGATCAAACGCAGCCGAATCGACAACATCATACAGATACCTAAGTATACCAATAAGGCAAAAACCTCGACGACACCACCCGCTCAGATCCATGTACATGGAGATATAGCCTCCACCCGGGCCTCAAAACCTTCTGTAAAATGTGCGGACGGAATACGGTGAACATGGAACCGCTACGGTAAGATCGATAAGGGACTCATCCAGAACTGGACTGACCAGGAATTGCAAATGGACACGGCAGAATAGCAAACTGATCCATATTAGAATCGAGCGTTGAGAATGAGGTCCAACGCGACCGTCGCGAACGCGCGACATCTTACCTTAAAGTTTAAAACACAAGAGAATACGAATGCCGCGACCACACGGGCGCGTAGAAACCCCATCAACGCAAATCGGGATCATCTGGCAATAGTCAACCGTGCAGGAAGACCCCGCATCAACCTCAACTCAGACAAGTAGTTAGATCTACAACACTGAAGGAAATAGGGAACACACGCGTATAGCGCGAGCCCTCAAGGGAACATGTTAACAAGTGCCTCCGCGGTTCAAGCCCCAAGTAGTTGGACGATCGCAATCCTACTGACATACGAATGGTCAATGGAGCAGACAGACGGACAACATCGTAACAGGATAAGTAGTCCTACCGGGACGTCGAGCGGCCACAATCACGACTCCGAACCGTTCCAACCTAAGCCGGATTTCGCCAGCGCGGAAGAGCTTCGCAGAAAAGACAAAAGCCACTATGACCGTAGTGGGAGTTTAAAACTCCCGTACGCAGACCCATATAACAACGATCGTCAATCCCCTACCCACAAGGAGACGGGCTGGAAGGACCACCCGCACCCGTAGAAGCACTCAAATGATGAGATAGGGTTAAATGTGAGTCATACTGGAAGTCAACGGATCCGTCTAAATGGACAACGTTCATGTAATAACCCAGTAAAAGTCCCCAACACCGTGCCGTGCCAACGACCGTATCGCTCGATCGCGAATGACACTTCTCAAGTGTACCTCGCGCCACTGGTAAGCATGAGCTTAACCCCAAATAGACATGCAAGGCTAACTTACAGACCAAAAGACGACTGACCTTAACACCGCCCGTAGCAGACAAAGGAACGGGATAGCTCAACATGAAAACAAGACTGAGATCCGCCGACACCGATCCCGGGTATACGTAATTGCCATCCTGCTCTTCCTGTTAGGGAACGACTGACATTACACGAATCGGACCGACGTAGAAGACGGTTACAATGTCATGGTCAAACTAAGTTACCGCATCGCGTCATAGAGAAAGCCACTTGGACAGCTAGCCTTACAGCGACGACCCCGGTCCCATCAGAAGCCGGCCCAAGTTCTATCAGGACAAACGCGTGAACATCACATGCTAGCATAAACGCAGACTCCGAGGTGACATACAAGATACTAGTGAAATTGGTCTCCACCGGAGCGTTCACCATGATCAACACCGATCCGAACCAGGCGCAGTAACCACCAACATCTCCTCTGAACGTCTACTGTACTCGTAGCCGTACATGACACCTAACCGTCCATACATGGGTCAGTCGAAGTGTAAAGCATACATCCGCCAACCCTACTACGCCTAGCCAGAAGGCCGCAGAAGCCTTCAGTGACACTATTCACAATGACACAAATAGTCACTTGCAATGCTGATTACGAAGTAATGAGCACATACCTCACAACGATGCCTCGCGGTATAGATGCAAGACTACTTACCCTAACACAACCAGCCAAAACTGCAAGCAAGGCTCCACCCATAGAGTCCGTAGAAAACGGGATCCTCGTCAGAGACGCCGCGATAACCGAGCCGCCACGAGGACTATAACCATCCAAGCATCCAATCCGATAGGGCGCCAACGTCATACAGAGTAGCTAAGCAAGTCTCACTATCCTTTGCATGTTCCCGGTCGAACTACCCAAGCAAGGCCAATGACTAGTCCTAGAAGTACTACCGTCAAGTGAGCACATCCAGAACAGATGGCCTTGCAGCCAAACATGGAGGAAGCGATGACGCAAACACTTCAGGGAAAATGCACCCAAAATCACGCACTCGGACTTACATCTAATCGACCGGCGCCGTACCGACGACGCGTTAGTAACACAGTCCGCGTGAAGAGTATCGGAAAACACAAGTCTGATGAACCCCAGACTTCTAAAGAGGAGGCGGCAGACACAGTGACATTCCTCCTAACCAGACGTAAGAGTTAACACGAGTACGTAGCTCGAAGTAGGACAATAGCCGTACCGCTAGACTACTAGTAAGAGTGTAGATAGACATAAGAGACTCACTCTGAACCCTATGTGCCTAAACCCTGACAGGGATCTCTCAAACTGGAACCACACTCCTATACGCCCACAATCTAGAACTGGGCAACAGGCTTACGGGGGAGGATACCATAACGGCAGAAGAGCTCGCTACAGGTCCCATAGAAAGTGGACGGCTTAGCCAACTAGAGAACCCAGGTCGATTCCGCACGTAAGACTGCTACTCCTAGAGCCAAAGGAGCTACGTCAGGAACGAATGGTACTACACATCTAGATGTCGCCCGCACCGGCACCACTAGAAGCAACAGTAACCTTCTACCCAGCGGACGAGAACGCTAACGGCTTAACACGAAGCAACAAGAGCCTAACCATCCCCAGTAGAACTGATACATGAACTACAGGAACCACAGACTTGCAAAACCCGACTCACACACTGACGGTGAATCGCCTCTAAGGGTGAATAAGCCCTTTAAGCGGACGAGTAGACTACGTGGTAATGCCAACAGGTGGGGTAAGCGGCAGTTGCGCCACACTAGACGCTATAACCCCAAGGACTCAACGGCGATTCGAAAGCGAATCCCAAAGGCCACGACGTTTCAACCTCACCTACCGGTCACAACCCATCTAAGACGTCTATAGAACCCATCGCCTCACGGCCCGAATACTATCCGCTACCAGAGTCCACTGACTGTTCAAGCTGATGCAGCACGAGCAGTGGAGCTGACCATTAACTCTATGGCCACCCCCACCCTGAACTGTCTAACCACTTGTAAATGCGAACTCGCCAAGCGGAGGAATTCCCATCAGCCGAGACACCAGGAGCTAGAACGCCACCGGGCGCTCCCTCTCCAAGACCCTGTCAAAGTACCCGCCGCACAACAGGGGAAGTGCGCTCGCATCCGCAACACTACACCTACAAGAGAGCGTGATCTGCCGTGAGCAAGCACCCTACATAGGAGGTGGAATACGGCGACTCCCCCGCCCAAGGAGAGCGAGGATCAGGGGGCAGTAGTCCCCACCTGAAAAGTCGCAAGCGCGATGCAGTGCACCGAAATAGGGACAGTCAGGACTAATAGAGAGGCGACCAGGACGCACCACGTATAGACAGGCCCGACTGGGAGAGGGACACTCACACAGAGACAGCCTTGCACATACCATAGGGATCGCCCTTGTCACCCGGAGCCCGACATAGACGGAGTGAGCAGAGCTCCTGGACAAGGGGACCCACAGGGTCCTCCCACAGCGGGCTAGCACTCGAATGCGAGGGCAAAAGGCCAGTCCCCAAGCCGGGGACCGCCGCCTCAGAGGGAGAGACCTCAACAGGCCCCGAACTTAGACAAGCGGTCTAATGCCCACGGGAGTGTGAGGGTTAAACGGACTATAGGCAGTAAGGTTCCCTCACATACACACCTCTGACATCCCATACACCTTATGCTAAAAGCGCACCGGCCGCAAGCGGGTCTAGCTAGTCTTAAACCATGGACCACCTTCCCATTGGTGACCATCAGCACTGTGAGAACCACGAGGCTACCGACCATTCCGGCGAGTACGACTGGTAATGGTGAAGCCTGAGACAAGTGACAAGGCTCCCTAGCCTACCGTCTCAACCAAGCGCGGAACCCAGGATGGCCCTAGAGGCATAAGCCATAATGGCCTACAGAACCTGACTCTCCCTATCCTCATAGTGTCAACGGCGACTAAGCTCACCCCGAGGCTAATCGGCAACGCGGGACTGCAACTAGGACCCGTACTACGAGAATGCGCTCTAATAGCACAATTGCTCCAGCCAGTAATGTGGCAATGCATGGGGAGCTACAGAACCCTTCCCGGTGTAACCGATAGGTACACATGTCCGTGAAACATGAGGAGGGCTTCATATGCAGCTGTAAGAAGGACACATCGCAGCGATGCCAAAGGCAGATGCACTCGCATTGCGAGCCACCCACCACACTAGGAGGTAGGCTCACAGGCGCAGTACCGCTTACTCCCCAAAGCGGGGTACGCTCACAAGCTAGACCGCCACATGCTCCGCAAACGCCCGTTACCGGCCGGAGACCCTAAGCGGGCCCGTTGCGCCCTACCTCTAAAGCACCGTCCACTCCTACCCATCAGAACACTCGAGAGCCGACAGGACAACCCCAGGCATCACCGCGCGAGACCTCAGCGTTAGCAGAGACTAAGCAGGGTGGCGCGACATAGCTCCACACTAAAGACACCGCAGCGCGATACAAGCGAGACCATCCCCCTCCCCGGCGGCCGACGTCTCATGTCCCACCAGTAGCGACTCCTCAGGATGACAGCTCTCCACCGCCCAAGTGGGCCACCCCCCAGCAAGGCAACCACAGGCCAAAGCTGGACCATAAAGTGCCGGAGCGGTACAACGCTAAAGGCGACACTCATTAGCGATTGCAGTACTACCCTAAGGACAACCCCGAAGGTCAACACCGTCACAGCTTTAAGACGCCGTGTAGCCGCACTTGCCAGGTGGCAGGTAGGGACACCTACATCTGCAAACCGCGATCGCCGTGGCAGGGAGCTATACCAGCTCAGAGTGCCGGACCGATACAAGGGCACGGGGGTTCCATCACCACAGTCGCAGAGCCATGGGAGGTGCGACCACAGAGACGATAGCCCTGTAAAGCTCCTGTCCATCGCAATGCACACGCGCACGTCGATACCCCAGCAGACAGCCCAGCCAGCGAGCGTGCGAAGCTCAACCGTCCCATCGCACCCGGAGAGCAACAGCCACTGGAGTCACACCACTTAGACACACCCACCACAGAGACCTACTAGCCTCAGCCGGACACGGGACGCGGCAGACCCAAGGCAGGGTGACCCAGAGCCGAGACTACCACTCGGCCCACACATTCGGGAGTGCCGGCCCACGCCTTGCGCACCAGCACGCCAGCACCTCCCTGCGGCTGCAACAGTGAATGCCACATCGCGAAACGGGCGACCTGGACGCTAAAGAGCCCACTCCAGTACCCATGCGCTGCCCCCCACGCAGGGACTAGTAGCCTAAAAGCAGGCAGGAACAGGGAGCTATCCCTCCCAGTTCCCTTAGCCCTAACGGCAAAGCTTGAGGGCACGCTTCCTAGCACGCCAAAAGGGTGACTCCAGCACACATGCCCTGGCACTTGGCCCGATAGCCCCCCCTGAGATGCGCCCAGGGAGTGTCAACGTAATGGCAACTACCACCCTGCGACTAGAAGGCAGCTCCAGCCAGCTGCACCCCACAAGGTAGAGGCACGCCCCAACCGGACGGCTAGCGGAAGCCTCACAGTGCGCAGCACCCTTCCTATGCGGGCTAAGCAGGACAGAGAGAGGGACACCAGAGACCCGTGTCTCGCCAAACCAGGGCGAAGCAGGCGCTACAATCGCGGACTGCACACCCATGGCCAGCGTCGCCTGACGTCGCATGCTGAGCGCTACAGGCGTCCACAGGCTAAACGTGCGTAGAAGCGATTACACAGCCCGCGTGCAACCTAGCACACCTCTGACAGTGGCAGCCATAACGTCAGAGTACCTGGGCCGATTAAGCTGCGGAGCACCACGGCTCTACACGGCAACTAGGACTCCCCACATACTGTACGGCGACGCTCCCGCCACCAAGGTGGCCGCCCCGCTAGGACACCCAGGCCCCCGGCCGTTCCACAGGCTTAGACGCTCAACAGCAGCAAGCCAAGGGCCTACGGAGGCACCCCAGGTACACCAGGAGCGCAACCCTCCCACTGCTCAGCACCTCGACAGCATCCATGCAGAGGACCTGCCAACGCATAGCACGCTTCGCAGACCCCACCTGGGGCCAGTCCCACAGCTGAGCCCAAGGACGAGTGTGGACACAAAGCGTCACGTGATGGGCAGACCAGAAGCCCTACGCCAGGCCAGAGGCACTGTGGAGCCACAGGCAACAGTCAGACCGGTAGCAGCGCAAGACACCAGCCTCACGAAGAGTAGGGAGCGCCTGCTAGGTTTAACGTGGAGGCCACCTCTCCAACCGCGGCACCGTAACGCCAGCCCCTGCACGCCACAGGTCCCCACCACCCCCCCTGGCATGGCGACCAGTGGGCACACCTCCGGTCACACCACCCGCAGAAGTGCCACTGGCCGTACAAGAGCAGCACCCGGCCCACCGCACCAACACCGGTTAAGTGGCGCAGACGTGCACTAGGCAACAGCGCTGAGCCCATAGAGGAGCCAGCCGCGTTTACAGAGGAGACACAGCGGGCCCCTAACCATGCAGGGCCCACGCAGCGCCCACTACCTTAGCGCATCCAGGCCTATGCTCACTGCCGCACCACCTAGGAGTACGCCGGTAAGGGACCGTGCACAGGGGGCCTCCAGCCTGACATGCCCGCAGCGGGCAGAGCACCGTCTAGCGCCAGTACCACGCCCCCAACGCGGCCTAACCTAGGCTAGAAACTGCCTGGCCGATCGAGCGACCCCCTTAAGGGGCACGTACCCACTCGGAGCCAACACGGAGGCCATAGCCAGGCCCGGAGTACGGTGCGCCCACACGTGCGCGTACGTGCCACTCTGCCCCCACCCATGCGGGCCCGCGAACCCTGCACACACCAGGCTCGCTGCCGGCACAGGGGCAAGCCCTACCAGCACACAGCCACCGACGTTGGGCCCCACCGGTAGCGACCCCTCGCACAGCCCAGCCGACGGCCACCCCCCTGTCTGCACACATCCCCCCTCAACCCCTACCCTCACCTGCGGCCACAGCCGCCATAGGGGCACCAGCATGGCATACCTGCAGAGGCTGACTACGCTGCTCCCTAACCGTCCCGCACTATGCCCAACACGTACTAGTCATGGCCACTGCGGCTGATACGCACGGGGACCTGCCGAGAGAAGCACCCCCAGGCGCTGCCACGGCAGGGCCAGCCTAGGTGCAACGCTGGAACGCGCCTACAGGGCGGCGTCCAGCACTAGGGTAACGGTCGCAGCCGCATGCCAGCCCCTGGTCGCAACCGGTACCCACGACGGGACCGTGCTAATAGGCCACGTCCCATGGCTAGGCGAGCCCCACACGCTGTGCGGACCCAGAGAGAGCAGCGAGGGCGGCTACGCGCACACGCTCACGGGCAGCGCGAGCCCCACGTGAGCACACCGCACGCACGCACGGCTCGCACGCACACGCCGCACAACGCAC
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GACCTAAAGCGGACCCGACTAATCAGTCCATGCAAACCGCGACGACGCCGCGTCCAAAGCACTTACACTGACACGCATATCCCGCTTCGCCCGGGCATGCATGTGGAACCCAACGCTCAAGCCGCAATCAGCATTCACCGTGGAACATCACAGGTACTGATAAAGCGTACCCAGACGCCCAGGTCGAACCTTAAAGCTCTGAACACTACCCGGGAAGCATGACCCGACTACGAAGAGATCGTGAACAATGAGCATCAGATGTCACTTGTCAGAACTAAGCATCCTCAAATTAGACATATGACTGGAATGTTCATAAAGCAAACAGAGTGAAGTTCGGGCAAATAGCAAAGTCAGAATATGACGTCGTGGGAACTGGAAATAGATCCAAACTCCACAAGGTTATAGTGAAATGACCAAGTAAACAGGCGGACACGGGACGCGACAGCGGCAGCTTACGTATAACAACGGGGTAGAAGTGAGGGCAACCAGAACTGACCACAAGTGAGCGCAGTAGAAAACACGATCTAAAGGGAAATGAAGAATGGGACATCGCGAATACTCTTCCTTTGCCCAACCATCACAAGGAAGATCCTAGCCTAATAGAGAAAAGGGACATTCAACAGTCGTAAGTCTCCACGAAGAACTTCAGATACAAACTCCGATTCAACCGGGCGTCAACCTGAAAAGGATAGTAAGGCAAACCTGTCAGCTAACAAGTAGTAAGGAACCAAGCGACGAATACGGCGTTAAATCCAGAACCTGACAAGGAAAGCCAATGTCTCACCAAAGATGCCCGAGACAGAAACAAAGAAGTCCCTGTAAACTTGCCGGACGGAATACACCGCTAGATCGCGATGCCGTCTAGCGCCAAGTGATCTCCAACATCCAATTGTACGGCAGGAAAGCAGTCGAGACCGAGCGGAAACTGTATCAGAAACGCGACGCGACCTACCAACGACAGCCCGACCATGAAGAGAAAGATGAATGTGACTCATACCGGCCATACGACAATCGCAGTTCAATGCAACCACCACGCAAATCGGGATGCGAACTCATAGTTAGAATCGGAGGATACGGAACGACTGAGTTCAAACACGAGCGAGAACGCGTATCGCGCTTAAGATCCACCCGCGCCGACAACTATAGATGCAAACCCTAACAATGAGCGAGACTAACCGATCGCGTCGCGGATGAATGTAGCCATACGAAGACACCGGCACGATCCACGACCGGGTCAGACAAAGTAACAACGTGGACAACGGAAGAAGATACACCATAGCATTAGCGGCCGCAGACTGCCAAATGGGACCGAACTACCGATATCGACTCCTCCGGAAGGTGCAAAAGCCTGAGGTACGATTAACTTCCCGTACGCGTTTCGTTAGACACATCCATCCCAACCAGAATGCTACAACGAACCGGCGCATACTTGGCTATGGAATAGTACACGAGGAGTTAGAAGCCACCCGTAACCCAGTCATACTATACAACGTTCCGTTCCTACGAACAGAGCAATTGCAATGACAACTCACCAACGGACTAGTATCACCCAAAACGGGGCCGTGCCGTGCCCCTACGCGTATCATTCCAAAGCTGTCGCGAAGCAAGCCCGCCAGACTACGTTACATAGAGAGGTCACGCCACCTGGTAAGTATGCTCAGACATTGAGGAACCGTATGATGCTAAGTGAGAATCCCACGCTTACTTACAAGACATGACCAAAGAGCGGGTAACTCCAGAACCGCCACTACGTAACCATGTTAAAAACCGCACGCCCCTTTAACTGAGAACTGTATCCGCACTAAGGGGGGACTTATAGGGAACCTTGAAAACGGTCGCCCGACGTATAGAACGCCTTGATCATGAACGAATCGGCCCGACGTAGTTTGAAGGAGAACGAAGCCCTCGGCCAAACAAGCAGTTCGACCTTACGTTACAAAGCCACAGCTAAGTTGGACTATAAGAAGCATGACCCGTAACTACGCATACATAAAAGCACCCGGCATGATGTAAGCAAACCTCGCAATAGAGTACCTCTTACACTGAACGAGACATCACAAGAGGCAATAGATGTGGAGGACTGGACAAAAGGACACATCCACAGTACCGGAGCGCTTCCCATCAATCTGCCGTGAGCTACAAATATGCAGTCTCCTAAACCCCGTCTCACGAAGAGGAATTGCAACTATGACTTAGTAGGAACCTTTCCCGCACATGGAGCATGTACGCGCCCGGTTACTCGTACAGGCGGAGAACACCTAACACGTCCGAGGCAAGTGGAGCTTGAGGTTCCGGATAGTGTAACATCCGAAGGGTACATAGCTTCACGAGCAAAGTGACTCCTCAAAGGGACCTACACACCTACTACTACTAACCCACGGAAGCGGGCGTCCCCTACCCGGAGGAATTGTGACCCATAAACCAACGGTCATTCGCCCGGACATAGTCCCCTAAAACCACGCCATAACGGAGCGCTGACTCTACGGTATAACTAGGCCATTACATGGATAACTAGACTACCTAACAGCTTTACAACCAGGGGTACAGTCAACTAGACCCATACTCGGAAAAGGCCATAGAGCGAGCGCGATAGCGTAAGTCTAAGATACCAGCTGAGCTGAAAAGCAGCAACGCGGCGCCCATCTCAAAGCGAACTACATCTAGACTAGCACCTTGGTCTCAACGAGGCTCCGCGAACTAGCGACCAAGTGTCCCTTCTACCTAGCAGAAAACACTATGAGGAGCCAATGCGCAACGTTCAGCGATCGTTGCCCTAAGCACTAAATGCTAGAGGACATTAGGGATCTACTATTACACTCGCTATCCCCAAGACGCTAACGTACCCAGTTACCCATCCAGGAAAGCCGATACAGAAAGAGCTAGGGAAGTAGACTTCTACCAGAACAGACAATACCATACCAAGTCACACTCAAGCCTATCGATTGCCCGCCCGAAGCAACACCGCTAGCCCATTGCCTAAGACAAGCCCGCTAGGACTCAACTACTAAACGGGGGAGACCTCCAAGTTCCCCCCGGTCTACAAACCCTAATGCCCCTTAAACGTAACGTGACAGGGATAGGCTATATACAACCTCAAAATGCGTTTAACCGATAGTACACCTAAAGTCAGCAAGGAACCCTGGAATGCCACCTAACAGTCTACGACTACGGATCGTACCACAAGGGATGCGGACTCCAAGAGTCCTAGAAACACTAAATAGGAAGCTACGTGTACTACAGCCCAGACGGAGACAACTGAGACGGAGTCACAGGTGGAACCGTCAACGAGTTGCACACCTGCCTTCCGGTTAAGTGGCACACGAAAACATGAGGCAAATAACCACCGTGATCACCCCGACCCCACTCCCCCCAGCGGACCTTTACCATCTAAGCTCAGATGCCGTGTGAGGACGAGTGACAACAGACAGGATGCCTCCGGCTTCAACGCCAAGCTTCCAGGTCGCCCAAAACCATAAGGGCAGACTCGTTCTAATCGATGCAACAACAGTGCCATCGGGGTGAGTAAGACGCCCAAGACAGACTGGGGGCAGAACCATCCCGGGACTAAGCCCACAAAGTTGCGAATGCAAGGCGCAAGACAGAACCGTTCCAGACGCAACGTCACCTAGAATACTGCATGACATGTTAATTGGGACCTACCAACCCACAGGACTGTACTAGACACTTAGCCGCCTCAGTCGGATAGTGCGAAACAGTGGGACAAGTCTGTTCCCCCCCAGGTAGCGGGGAGTCAACGCCTCAGATATCCTTCTCAATGCGCCTGTCAACTCGCAAGGCACCAGAAGAGTGACAGGCCACCCAGTATACAACACATAGCCAGCTTGACGCTCCGCTCACAGCCAGAAGGTGGGCATAACTCCCCTCCAGCCGCCGCCATAGAGTGCGCATCGCCTCGCAGCCGAAGGGGAAACCTCGCAATGGACCTCCGTACTAACCTAGGCTTAAAGAACACCTTGCGCATCAAGAGTACGGGGCAGAAGGAAGTGCCATTAGGTCTGATCTAGATACTCACTCCTAACATGTACAGGTAGGACGCTCGCCGTAGTAATTGCCCAGACCACCTGACTCCCCCTACGCACCCCAAGGCCGCCCCACCCAGCACTTCCCCCTAAAGCACTACACTCACATGTCCCTATAGCTCCAAGCATAACGTACATCGCCATGCCGCTGTGACCTGCGCCACGGAGTACTAGACCCCTGGACCCACCAATAAGCACCCACGACCCACAGCGGCATACAACTCGACGAGCAGTAGGAAGGTGAGACCTCCAGCGACCTCTCCGGTGCGGCGAACGAGCCTCAGGACAGAAGCGTGAAGGATACCCTCACATACTCCGGTAAATACACACTCTAGCAAGAAGAGCTAGTGGACGCAGAAAGCGCCATCGACGCAAGTAGCTAAGGGTAGCGCTAGGACCACTCTGAGCCACAAGACCTACGTCTACGCCTTACCCAGTCCCAATAGACAGCAACCCTTCAACTGCGCCGTCCCGTTCCGCCCGCAGACTGCTGACACACAAGGAGACACACTGCCTGACCAGCGACCAGTGAGGGTAACCATCCCCCACGACACCCCCGCTAGATTACCACAGAACACTGGTGTCACACTACAGTCTGACGATGCCCGGACCTCGCGCGGGAAGTAGCCCCGTAGACGGCGGGCAACACTGGCCAGTACGTGTCCTTACCCAATGCGGTGTACTATCACACCACATTGGCACCAGGAAGGCCAGTCCCGCTCGATCGCCACTCTCCGCCTTATATGCAAAGCGAACCGCAAGTGTCATTGCGCCGTAGCATGGGACAGCAGATGACCCGCAGCATAAGGGGGACTAGTCAGGCTAAACAGCTCTGGGAGGCGCAACTCACATACCCCGCGAGATGGTACTTAACGGGTCACGTCACGTGGGAAACAGCGAGGCAAGCTATCCCTTAAAACGCCCCGAAGGGCTACGATCCAACTAGGAACCCGACACAGCCTGAGGAGACGGACCCGGAACAAGCTGGATCACGCGTCCACCAGAGCCAAGGCTATGACTCACCATGCTGAGCTAAATGGTCCACCGCCAGGCCCGCATCCGTTAGGCGTCAGGTCCACTCTAAGCCGCCATGAGCCTAGACCGACCCCGGCACAGTACCGCACAAGGTCTAAGCCCTGGCCGAGCTGACATGTCCCGTATATAGCGAGGTGGAAGCTACCAGACGGAGAGCGTCGCAGCATCCACTGTCGGGGCACGGAGCCCAAGCCCCTGAACGTTGATGCAGACCGGTCCCCGCGAGGGAAGCCATAGCACGTCCGAACCACGACGCCCCGAGTCCATACAGCCAGACACGGCTCCGCAAGCCGGCCCAGTCCTTGCCAGCTTACCCTCCGGCGGACTTAGACCTCTAAGTAGGCCCCCGATGGGGACCTTAAATGGCACTCTCAGAGCACGATACACAGTCCAGGACAGACCGGAACACCACTCCATAGCACGCGAACATCGGGATAGCGCTACCAGTACGCCGGTAAACCCCCAGGCAAGCAGAACCACGATGGGCCATACCACAACCCAGTCCAATCGCACCGTCCAGTAGGGCTACCACACCACACTCCTAGAGAGCGTACCGCGGAGCGGCGCACGAAGGGTCCCTGGCCCGGTCGGGACATCCCCAGAAGGCCACAGGCTCTCAAGACACCCTGAGCTCCACACTGTGATCGACGCGTTAAGAGACAGAGCCAGCATCATAGCCAACGCGGCGTGAGTAGACAGGGAGCAGCCACCTCCCGAACCACAGGGAGGTGCAACTCCTAGGTCCTCTGCACAACAGACGCCGCGACCGCCTTAGCCCAGGGCAGGCCTGTTAAACGCCAGCGCCGGAGCAACGCAGCATTGGGCAACCTACACAAGCTCGAACGCACGCCAATCGACAACCAGTGCGAACACATGCAGATGCAACTGCACCTGGACCACTAACGGCCCGCTCCGACTCACTGCACTAGTCGCATACAGGCCAACCACATGCACAAGACCACTGCCACAGCCGCCTACCCGTTTACCAGGACCAACGATCGAGCGCACCCGGCTACGCTACCGGTACGGTTCACCGTCGGCAGGAACGTGAAAGACCCCCACCGCAAGCAGCACTACACCACAGTACGAGCTACGCGTACCCTAGAAGGCTGACCCCACCATGGAGCCACCACTAAGCCTCCACATACATGCCACAAGCCATGCAAACGGGGGGTTAGGCCAACCCCTAACCGAGCCGCCACGGGCAGCTCTAAGGACAAGGCTCATGACGCGCTGCGGAGTACATACGCAGGGGGTCCACCTAGCACATTCCGCTTCCAAGGGGGATGGCAGGGGGCAGCTGATGTGCGATGCACGTCGAAGCCGGCCAGCGCCACCGCCTAGCCTAGGCACACCTAGTGCCCCCTACCCTCGAAATAGCCACATGAGGTACACAGCCGGTGACACCCCGAACACCGACGTCGGCACAGGGACCCCCTCACTGCCCACCTTCGCCAGAACGTAGATGGCAACCCGCGTGCTACGAGAGTGCCCACAGAGACAGAGCCTGGCCCATAGGTGAGCAAGTGGCAACCGACACCGGCTTGCACCCCTCACATGGACACATCGCAACGGTCACGCTACAGGTACACTACTCGGCACCCTACACACACGGATGCTCAGGAGCCCTGCCATGGTGCTGAGCACTAGTACTGGCCACCCGCCACAGAGACGCTGGCCACTAGGAGGCTCACGGGTAATCCCCAGGCGAAGGCGGCAGGAGCCCAGCAGCTCCCTCCCACTGTCCGAGTGCGTGCCACCGAGGGGCTGAGGTTACAGCAGCACCCCTAAACGTGCTGTACCTGTACAGCTCCCTGCAGCTAGCCATAGCCACCTCCACCCCCAACCGCGGTCCATCGCAAAGCCGCACTAGCCTGACAGTGTGATGGCGCTATGCGCAGTAACTGCCCTGGGCGGGCACAGTGCAGCACCAGGTACCACCTCTAGGGACGAGGCCACCCTGAGCACCGCTATACGTACACCAGGGCGGCTCAGCCACCAACACGAGACCCGGTCAGTGCACAGGCACAGCCTAGCTCCCGGGCGACCACCCACACAGACCCTCGGACACGTCCTAAGGTGCAGGGCAGCTGCAGTAGCAGCCCCCCGGCAAAGGCCTCTCACAAGGAGGGCCCACCAGCACCGTGCACAGTGGATGCGCCCATGGGAGCTCACTGCTGCAGCAATGCCCGACAGCCCATGCACACGTGCAGCCCGATAGGCCGGATAGGCAAAGCCCAAGCACCAGGGCCAGCCCGCCCCACGTTGACAGTGCCAGCAGAGCTAGCTCGGCAGAGGCCTCTGCGCCACCCGTGGCACGGGCAGCAGGCCCTGCACGGCAGACACCATGGCCCACCAGGGCCCAATAGGGGCGTACCAGAGGACGCTGAGCTGCAGCGTCAGAGGGCTGGTCGGGCCCAGCCTGCGCTCAACCTGCGGCCACCCTCAGCCAGCCCTGCTCAGCCCAAGGCATCTGGCAGACTGCCTGCAGGGCCCCAGCGCGAGGCTGAGCACAGTGGTAGCCAGCCCACACCACGGGCGTCAGCCAGGCCCGGCACTGCACCGCGGCACGTCCACGGTGCCCCAGACAGGGCTGCGAGCATGCAGGCAGAGGACCCCCACAGGCCTAGAGCGCAGCATGAACGCTAGGCCCGAGAGACACGGCGAGCCCTCCGCAGCCTCCCTCAGCATGCACGCTGCCGCGCCCCGAAGCACACGCGATCGCCACAGCAGGGGCAGCCCCCTGTGCAGAGAGAGCCCGGGGCCAAGGGCCGGGTACGACCACCCACGCCGCACGGAGGGCGAGCACCCCGCACCTAGGAGGGTGAGCGTGAGTCGCCATGCGCACGCGCATGGCCAGCGCGGAGCCGCCCTAGCGTCCCACGTACGCCTAGCACGCACCAGCCTGCTACACACGCGCCAGAGCCGCATAGGCGCACCCCACGTGGCACACACGCACCGCGCGCGAACGCACGCACGCGCAACGCGCACGTGCCGCACAGCGCGCGCGCAC
ACACAC

CAAACCCCCCGGCAAACAGACTCCCGACAGAGGATGTATACATGTCAAAACTACTGTTAAGACAGACTGAAACATTACATCTGGTGCGAAGGAGAACAGTCAAACATAGTCAGAATGCGGCTAATCACTGATTCACAACCGCGACGACGCACTTACTCCGAAAGTTACACTCTATAACCAACCAAGCTAACAGCTTTAAAGCCAACATGTATCGAAGATCCCGCCGCAGGAAGATAGCCAATTCACAAAGGGAGTTGCCAAAGGAGGGAAAACCGTACCCAGACGGATCACCCACTGAACGTCAACAGATGGGCATGAGTTTAACCCGACTACGAAAGGCAAGTGAACATGTCGCCCAAAGGTTACAAAGCCACGGAGTAAAGAAACCCACAGTCGAGTTCAAGTAGACGCGAATCTCAAAGTAACATTAGAGAAAGCGGACGAACAAGTCAGTTCGAAGGAGAGTGAACGTCCATCGCAACGCCAGGCAAAATGATGACCACGACGCGCACGTCGGGTAACTGGGAACTGGAAAGTCTAAATGGAATGGCGAAAGGTATGAATCGAGTACGGGACGCGACAGTAGGAAGGTCAATAACGATTCGGCTCAAGGAAGACAACATCCGGTCACGTAAAGTAGAAACCTAAAACACGATATGGAGCTAAACCAACGGACTAGATCTAACTAGTGTAAACACATCGAGTCGGGGGCGATCGCAAATAGTAAGTTTCATCCCAAGCAAGCCAACCCTTCCAAAAACGCTTGTAAACAGTAACTCGCCGCCCCGAAGACGACCGAGCGCCAAACGGACATTGCAGAAGGATAGACAAGTCAAACGAACGATAATCCGACGCCAATACAGACTACAATACCTAAGTATCAAGAGGCCTTCAACAACTGTTGCAAGATAGCCGCTCACTTCCATGTACACAAGGCAACTGACATCTCGAAGCTCTAGACAACTAAACCTTACTTGCCGGACGGAAGTAACGGTACGATGCCGTCTATCCAGAACTGGACATGAGACTTCTAGGAATCTGATAAAGGGAAAACTAACCGGAATCGAGCCGTAAGACCGATACGGAAGTCAGGGTGACACGCGACCGTCGCGCGACGAGAACCCTTAACAATGACCAACAGCCCGAACACAACACCAAATCAGGATACGAATCGCCATTAAGAGAGATCACTTAAGTACTCGCGTAGGGTAAAATACCACGAACACGCAAACTCGACAGGAAATTGTGAGAGGAGGCGAATCCTCACCCCAAATTCCAGCAATACGACAACTCCACCTTTGCCTCAACATCACACAAAGCCGGTAAAGGAGAGCTTCAATTAGGACGGTGCGATCGCAAGGAAAGCGCCATCGAGGGGAAAAGGAGGTTGTAAGGTTAATCATGATCGTAGACTACACAGGAACTCGGCGTCGAATCGGAAAGGCGCGGAAGATCCTAATCCTCCCATTCGACCTCAGATCAAAGTACACCGTACGATTAAACTGGCCTACCCTACTACCACGACGCCCCCGTACGTCTGAACAGACCCCTTCCAAAGGCCTACCCAAATGCCACGAGCCGCTAAATGCACCTACAAGTAGGCGAGAGCGGGGATGATCAAGAGTAATGGACAACGTTCTACGAAACCCTCTTACCATGTTCACATAAAAGTCCTACTCAATACTCGCCTGAACGGGGCCGTGCCGAGACCCATGAACCGATCGTATCGTCGGACTCTCATCGCGAAGTCTCCGTTACAATACGTCAAGATGGTAACTCAGACGCTTAAGCCAAGGATACAACAGGAAGACGCGTAGCAATGTGGATGAACCGAAAGGGAGAAACTGTGTAGTAATCCGCCCGTTACTCATCACCCAAAATAGCAGGCGAGCAGAAAGAGTCATTACCCCTATCGAACTACAAGACAGAACAAATGGTATCCGGCGGACCCTATGAGACGTAGCTTCCCCAAGCACCCGGAGCCCGAAAAGCAGGTTGCTTAGCGAGCGCTAGAGACATGGATCCACACTTCTCCAGCTACAGCGACGACCCCGGTCCCACTAAAAAGCACTGTGATACCCACCTAACAACCAGACGAGCTAGCGACAATAGCATCCACACATCCCTGAAACTACTAAGGACAGGTGAACCTTCTAGATAACCATATCATCAAGCTCGCGTTCAGACATCCAGTAAACTGGCCTAAACAACCTACGTACACATACCCATCTCATGCAAAGAGAACCCAAGAACACTACGTCTGCCCTAGCCGTACATGACCAGGCGGCATACCACGTCAATGAGAGGTTCGCCGGCGGGTCACTCACCCATCCGGACTCAATAGGACTTCACTGCTAACACATATCCTAACAGGTAAGAACCCAACTCGACAACCTAACCCGCCTAAGGCTCACGTGACGTCCCCAAGTGCTATTCATGGGAAGATCTATAGTCGCAAGACCTTTACTGACACTTGTCCATTGGGGTTAACCACGGCATTCGCCGGAACTAGGAGAAGCAAGACTAACTGACTCTCCAACGTTAGGGGGAATGTGACTAGTAAGTACGACAGGTTCGCCACTTAGACCAGAAACACTGACCTGATATGCAACGGGAACCAATGATGGCTCCCAAATCTAACATAGAGACCTAGCGATACATCAGCTGCAAGATACCAAGGCTACCGAGCGGGCACCTATAAGTCACCCAATCGGCTAACGATAGATGACGATCACCATGGAGCTGTCACATTAGAATCGAACGAGGCACGGCCGTCACACCGCGCCAAGGATTACACCCTTAGTACTAACTCCATGCGCAAACGATACGTTCCGTTGCGCGAAAAATCCCACAGTAATAAGCATCACGCCTCGAAGTCTGACTACAAAGGGCAGCTACATCCTGGGTCCAGTCACAAAGGTGCAGTGACATTCCACAATCTCACCAGACCCACAGCGCGTGCAACGCTAGGTGTCAACAATGCCGAGGAGAATGACTTAGGGTAGACCAAACACACATCACAGAAGAGTGACGTAACACCGGAACACCAATGGCCACTCCTAGCTAAGCTGACCTTACATACTGGTTTGAACCTCAATACGCCCGATACATGTCGAGTTACTAAAGCCCGAGAGTGTCCTGGACAACTAGACCTAGGACATAAAACACGGATGAAAGCCTATAAGGCAACCAACTGAGCGGCAGATCCCGAATAGGTAGCAAATACAGAACACAACTCAGACCTTGCGTGTACGGAGAAGTACCCTGGTACAACGAGCTTAACTCTGAGCATCCAAGCCCGGCAACAGTGGGCAGGCCAACATGGTCCGACCCATCCCGACCCCACTCATTGGCCAATACGCTAACTGACCAGAGTCCACACGAAGCAACCGGGAGAGTCATATGGGGGTTACATGAGCAAGCTGGCGCGGCCATGTAGTAACACAGGTCCTATTAAACCATGGAGGACTTAACCATTGCCTAAGAGAAGGCCCATCGGGGATAAGTGACCTCTCCCAGACGCGCCCATCGTCAATGAGGTAGGAAGCAAACGCACAAGGAGACGACAGCGGGGTACAACAGTCGGCAAGGGTCATATGCAGCATAACTATCCTAGACAAGGGTCTCATAGTTCCACGATTCCGGCTCACTATGCCAAAGCAAGGGCCTTAGCGTTTCGCATAAATAGCACCCTTCAGAAGGGGGCAAGTCTTACTGTCCCGCCTCAGCAATACGGCCAAGCTGCACTCACATGCGGGCCAAGGCTACCGTCTCACTGTCAATGCGATCGTGCTCTTAATACACGAGTAAACTGTAACTAGACACTACAACGCCACCGGGCGCTCCCGTCAAGTCTCAAACGCATCCGCATCGACAAGCTTCACACTACCTAGGCATATGGCCAACGGTACAGTTAGACGTTAACTCTAAGCCTTACCCCGCAGAGCGCTAGAAATACCCCGATCAGAACACAGGAAGTCCCCAACTCCTAGATCGCAAGCGGCGCCAAAGGCACTCCTCCGTGGACTGACCAGGACTCCGAGAGGCTTAACCTGGATGGTGCTTACACTTCTACCATCCACTCTCCCTAGAAGGGAGAGTGAGACCATCAGTATGCTTGCACCCAGAGGCGTAGAATGCCAATCGGTGAGACATCACCACTTCATGTCCAACTGCAGGCACCAGCGGCCCTGACATACAATCGGGATGCGACGAGCAAGTTAGAGCTCCACCCATTAAGCACAAGAGGTGTGAGAGTACCGAGCCGTCTAACTATGCAGGTAGGTGACAGGTACCAAGCAGAGTCCGCGGTAGAAGGTCGTGGAAATAGTGCCGGAGCCATACATCTGCACCGGCACTGGGCGGGTCAAGACCGCGCTACTCTTCGGACCACCCTAACGTAGAAGACCTCCGCACACACGGACGCCTCTTTACCCGTCCACGACTGCCCGCTATCGAAGCTAGCCACCACCACCGCCCGCGGTACGACTATCCCTACTCGCGTGACCTCAACGTTTATAAGGAGGCGACAGCCATAGGCGGGGTCACGTGATAAGCATCTCAGGAGGCAGAGATTGCCAGGGACGGCCAAACCACACCCGTCTAGTCACGGCGGCCCAAGTCGACACCAGAGCAACCGCGGGACTATACGGGAACACCCTACAGCAAAGCGAACCAGTAAGAGCTATGCATAACGACCCTACGGCTCGACCCATACTTAAGCAAGCCACAGCACATCCCGTCCTACCGCAGATGCCCACACCAAAGCATACACCTCAGAGGAGACTGATGTAGTCTGCAAGACAGACCGCCACTACGCACGCCCTAGCAAACAGCCAATGGGGACACACTAGGAGCCTACCGTCAACCGACCGACACCGATCCCGGGTATACGTACAACCCCTTGCCCCGGCCCCAGACCCTAAGGCGCCCAGAGACATGCTAGAGGACCACGGGCCCAGCCTTCCCAAGCACCGTCCAGTAGACGCGCAAAATGCCCCTTCGATGGCCATGTGGCTGAGAATGCTGACCAGTAACCCCATGGTCGAGCTCAGGCATCACCGCACCTCTCGTTAGGCGTCAGCCAGACTAAGCACGTGGGCGCGAGCGTACAGCGAGCCACGCCACAACAGCTTGGGCCGACCTCACAATGGGACGACGGCTGACATAGACCATAGGCTGTTACAAGGCCGTATAATTGCCCTCGTCCCAGGAAGATGCCTGAAGCCTGTAGTACACGTGCCATAGTGATAGACACCAGAGGCCTCACCAGCAGCCTAAACGTTGACATACCTGTAAGCTGTAGTCCACCGCGTCGATGCACGGTTAGAACGCAGGCCCCTTCGCCCGGGCCATGCCGGGGACGGAACAAGGGACAGACGCCTACAGCCTCCACAAGCAGGGTGACCTGCAGGGACAACTCCCCTCCAGACTACCCTATAGGAACCAACAGACAAGGGGCCCTCACCGGACGCATCACAGAACCACTAGGCTTGAAGACTCCCTGAGAGGAACATGAGCTGCCCACGCCACGATAGCGCTACCATACCGTCAGCAGACACAACATAGGGCCCAACTCACAGGACACAGAGAATGGGCGAACCCCTGTACCAGTCCGTCCCACACAAGAGCCAGGAAGCCCACTGGCCATAGATAGGCCTGGGAAGTGCAAGGACGCTCGCCAGCGGAGCCGGAGTGCTATACACAAAGCTTCCGCGGACAGAGCGGACAGCACGAGCGGCACTGCGCCTGTTCGCAACACACCTGAAGCTACTCCCACATGCAGAGACAAGCCTCCGCCAGGGCATAACCTCCCCCTCGCACCAGACAGGCCCTCTAGCTACAACCACACCACTACCACCCAGAGGCATCGACCGTACCGCGTTAGGTATAAACGCGCCCACAATGACCCCCGCCTAGGGAGGAGTATAGGCAACAGTCGGTGGAGGAACCATACCAAGCCACAGGAGCACGCCGCTAGCCACATGGCCGTACAGCTGCAGCACTCACACCCGCAGACTCGCAGCGAACCGACGAAGGCGCACCACTAGTCCCCGACTCCTGGCAGAGCCAGCTAGAGGACCCATGCCACGAGGCGCTCACAGGAGGACCGCTATGCTCGTGTTATGGACACCTTGCGGTTCACGAACGCCCTCCCCCCCACCCACCGCAAGCATGCCGCCCGGAACCACCACCGTGCCAGGCCTGCTCCCTGGAGGCACAACCCCTCCGTGACAGCCAACCTGCGGTGCAGGCCACATCGCGCAGACAAAGCGACGCAGCCCGCGCGGGTTAAGGTGCATGCACGCTGCACGGTTCACACAGAGGTCCGGCGCAGAGAGCGCTGGAAGGGGAATCGATGCGGTAACAGGGGCAGCACATACGCCCCACCTCCGCCACAGGGCTGCCAGGGGGGTGGTACAGCTGAGCACAAGCCGGCCAGCGAGGGCGACCCCAACAGTGAGCATGAGCGACACGGCAGACACCACACGTCTCCCCGACGTCGAGTGCCGCATAGCCACCCAGGCACATAGCCCACACAGAAGCCGTGGCCCGTTCCCTGTCCCCTAGAGCTCAGGTGTAACACTCCGTGCCGTATACACCAGGCCCCAGGACCCCCAGTGGACTGTGCACCCCAGCTATGCTATAAGCCTGACTCGCAGCCGCCATGGGGCCCACCTCGGCGCCCCAACTGCCGTGGCAGGAGCACTGAGCACCATGAGCCCATGGCCAGGCTCAAGACACCAGAGCGCAGGAGCCACACCCCTAGCAGACCCCACGACGCCCCGTCAGCAATGCCGGCCCCCGGCACTAGGCGTAGCACTCGAGCCTGCGAGCAGAGGGACCAGGACCCTGCTAACCCACACTAGCCACCTCCCTAGCCGGCACGCCAGCCCTCCCGGGGCAGGTCTAGTTCTAAGTGTGGTACCAAATCGCCACACGGCAGTAATGGCAGCACCAGTCGCACAGCCCAGACCCGGCCCCGCTCAAACCCTGCGTGAGCAGGACAGCCCCCCACAGCGAACCCCCGTCCTCACACTGCACGCTCCAGCCTACCTACACAGGCAGACTGCACCGCAACCCTGCATAGCCAGGTGGCAGTACCACCTAAACCGCGATCGCCAGGGCAGGGCAATAGGGGCCCCCCACATGGTGGGAGAGCTACACCACCAGCACCCGAGCCCTGGCGGGCACAGCAGGCACTGCATGCGCGCGAGCGTGCGAAGCCCTGAGGCACAGTAGCCCAGGGCAGGCCCGCCAGGCACCCTAGAGAGCGTAGGCCTACACCGACCAACGGACTGCAGTAGCCTTGGCCCGGTCCCTGACGCACCCAAACGCACGGGCAGAGGGATGCAGCCCCTCCTCAGCACTGCTCGGTGCCCAGCCACCTCGAGGGTAATAGCGGGGCCAAGAGCCCGGGGCGAGACCACAGCCCCATGCCAGCTCACCCCCATGTGCCAGTGCCCCTACGAGAGACACAGCAAGGCCGAGCACAGGGTGGCCTCCACCAGCGCACTACCATGGGGCTGACCTCTCACAGCTACCGGTCCAGGGACGCATAGCACGACATGCAGTGCCCCCCGACCTCAGCAGCAGGGGCTAAGGCCAACCCGCCACGTAAGCAGCGACGGCAGGCTGCTCTGCACGCAGGATGCCAGAGCACTGCCACTACCAAGTGGCAGCGCTACAGCGAACGTGCAGCCGGCTCTAAGCGGCAACGGTCACGCAACGTCAAGCGCACAGGGGGGGTACCTGTGCCGTGTCCTGGGCCAGGAGCATGGCAGGGGCCGCTGCAGGGCCAGACCAAGGCCTACGCTGGCCGCCACGGTCGCATGCGAGGCCCGGAGCACCCTCACGCGTGACGCCGCTCCCCTGCCCCGTCGCGGGCCCCTGCAGGGAGCCCCTGCCGTGCACCTGGCCACAACGTGCACAGCAGCCAGGCTAGAGGGCCTCCTAAGCGTGGACGCAGAGCCCAGCACCACGCGGAGAGAGAGCGCGCTGGTCACACCCACGGCTCCCGCAACGTGCCGTGCACACGTGGCGCACACGCTCGCACACGCACGCCGCACGACACGC
CACGCG
GCGCGCCGCACACGCGCACGCGCGACGCAC

ACACAC

ACGACGAGAGAAAGTATAAACCGACACCGGACTTCTAGGAATGTTTGATGTGAAAGGTGAATTACCGAATGAATATAGATCTGGCGAACACTCATCAAGCGGACCCGAATGCGGCACAAGATAACAGGATACAGCGCGCCCCGCCCGCGACGCGTCAACGAGATAAGCCCGGGCCATATAAAGTGGTGCCAAAGACGCGCAACAATGACCGATGAAAACTCTGTGAGAACAGAAACGGATCAACGAGACGAAATTCCAAGTTCCATCCAGCAACACCGGGAACCTGACGCATAAATCACCATAGTCCCGGCAAACCAAGCCATACTCATATCACCAAGGAACGAACACATCTCGATAGGAACATGACCAAGAATGGAGACAAGTATCGCAAAGCAAACTCAAAGTCAGAAGATGATTGCAAGATGCAATCGCATGGCGATTGTGAAGTACAGCGGAAGGTTGCCGCGGATGTGACTAAGCATGGTAGCACGAAACTGAGATTACATAACGAAACCCATGATCCATGACCCAGTCCAGGCGCGGTCAGTAGAAAACACCATATGGAGGGAATCATCAACTAGTAGTCGGCTATAAAACGCGCCCATAGGCTTACCAACCAGTACCATCACACAAACCAGGCGGAAAGGGAAGAGAAAAGCTATACCAGAGTACTTGCAACATTCCTCTCCAACAACACGGCCATCTCAAGGATTAAGACATATCCTCGAGCAACATCCCAACGCCACCTATACCATCAGTAAGAAACGGGCAACCAGAGGACAAGTCGAATGCAACAGAATTACAGGAGAACATCTACCTTCACGACGAACAACTATGAGGAACGGCCGTTAAAACTGGAATAAGCATCTCAACCTGATGTACAGACCTAGGATCTAATGAGAGGAAAAAGGCCCCGGGCGATCAACTGGGAACCTTCGGACGCAAAGAAAGTCGACGGTAAGATCGACTGGACTCCAATGCAAAATTCCCCTTCTCACCGGAAGTCGATCGTAAAGTAGCACTGTAGGTTCAAAGCTAAAGAGTACGCGACCCAACCGCGACAAGACACAGTAACCTAAACGGAGAGTAATAAGCAATCATACCTAAACAAAGACTGGAAACATACGAATGCCGCGACCACTAAAGAGTGGACAGTTCACTTACCGCGTAGGGCAAAAGTGTACAGTCAGGATACGGAACCGGTGCGGCGAATAGAGAACACGAACGCGTATCGCGGTTACACTAATCCTCAACCAATAGCCTGAACACTAACCTCCGAGTCCGATACACCGGTAAAAGGCAATTAGGCAAGTATCCCAACGATCGGGCCGAGAGACAGGATGAAATGGGAGAACTAAGCGCACGATCCATACGCGGGTCAGACAACAAAGGATCGTACTAGTATAAGTACGTCGATCCAGATGACAAACGACTCCGAACAAGGCGATTTCGGGTAGATAACGACTCTAACCTCAAACTTCCCCACGACGTACGGATTCACCTTCCAACCAGCAGGAACATCACAGACGGAACCCAACTGATCCCCCGGAGCTAAGAGTAACCTTAGTCTAAATTAGAACTACAGGTTTACCCGTACTACGACATGTACTTAAAGTCTGACTATTCCCAATATACTCACAACTCACCAACGTATCACTTTCAACGGGGCAATACCGTATCGCTCGATCGCGAGAGTCCCTGACCCTAGACAGTAGAATGGCCACTCGCATAGAGAGGTCAACCTCGCATTCACTACTCGTATGAATCAGGCCTTAAATATCGCTCGACCCAATCTAGGAAGACAGAAGACTGACTGACAAACTGGATGGCCAAGGACATGTCACCGCCGTCCCAGTGGAAGCTCAAGGGGAATAATCAAGGACGAGTGTGGGGAGACGATCCACCAATAGAGATCTGAAGAATAGGCCTATCGATTGCCCGAGACTATCAGAGTCAACATGCAGTGAGCTTAGACTATGACTCGAGCAAGGGCTTGCACATTAGACCCGGAGCCCGCCCTCGACAACCCTGTACACAGGTCCACAACGTTAGGTTCGACCTTACGATGACTCCACACTTGGACATGAGGATAGCAGAAGGCGACCCCGTAACAGTTGCGAGTGAAAGCCGAATCACGCCCAAATGAGAATGTTGACGAGCCGTATATAGCGACTGTTCGGTACCGAAAGCACATCCGTCGCACCACTCAATGACTCTGAAGGTCACACCATACGTTCAGACATCGCTAACGATGGAAAGGGCCAGACCCTTCCAGTAGGACCCGTCGAGGTACTCTGAACGTCTCAGAACCGCGCCCGGTTACTCGTAGCACAAGTCACAAGAACAGATCCCCCGCAACGGATAGCCGGCGCGTCCACCGAACATCCGAGTCTGAACTGCTGCTAAGTTGTACGTTTAGACAACACAGGAGCCGACGTTAGAAAAACGTCCCCAATGGGGAACCATGGAGCACACGGACAGATCATCCTGCCGAAGCCCTGACTACCCACGGTCCGATACCGGTGAGCTTGATCTACAATTGAGGAAGTACCATACATGCTCACGATGCCGGAACGCTGACTCTACGGTATAACCCAGAAGGTCACTCTAAGCGAAGACTACATCGGCCCGGTAGGTCGATACTGACAACAGACCTGACTTAAGACCACGAAGCGAGTCATAGACCTAACATTGCCTATAAGCTGAGCAAGCACACTCAACCTCGCCGGAAACGTCATGACGAACTACATCCCCAATAGCACCTTGCTCCGCGATCGAGGGATACTTCCCCTAGTCCAATGGAGGACAACACGGTACCCATGATCACACCAACGCAAAATGCAGATGCTAAACTGTCGGCGCGCGTTAAAGCCAGAGAACACGGCACCTTCGAACACAGGAGTACTTCTAAACATGCATATGAGTGGCGCCTAACTGGAAGCCTGACTGACACACTTACAGTACCCGCCCATATGCACACCGACGAGTCCGTACGTACAAGACTCAACCTCCACTACTAGTGTAACTATGATGTCCGACTCCAAAGCAAGCTTCGCATGAACGACCAGTATCGATCACAGTAACATGATGAGGTACCTGAGAGGAGACGTGTAAAACCACAGCTTAGTACACGTTCCACAGCAACTTGTCGCCAAACGGAGCGCTTACTGCGAAATGCCAAGATTGCAGCTAATGGACGTACCAGAAGACAGCCAGAGTACAAAGCATCCATCAGAGCTCCGGCAGATCCCGAGGAGACGCTACTAGCAAATACAGCATAGAACGGACACGGCTGCCGCACCCCAAGGCCAACTGTCCAGGACCAAGCGTCACGTAGGCGGACATACACCGGCCGCTAAAGGTTGAGCCCTAATGTAGAGGCAAGTCCGAGAGATCACCTGGAACTCCGGACTATCCTCACCTTGCTGACCAATTGCCGTGTTACACCGCGCGAGACCCGCCAGATAGCCTCTACATCGGAGAGTGGGTGACCGCGGCACAATGAGCGAGTCAGCAGCTTCAAGTTCGCAGGTCACGGTGAAGTGCAGCGCTATCGATGCGGTACACTCCAGTGACAACAGCAATGCAGCTGAACCTTTAAGCTACAGGTTAAACGTGAGGGATACTGAGAACAGTACTCGGAGTTTGCTAGAAAGTTAGGCGACAGCGGCAAGTCTCGCTATACAAGCCCGGAAGCCTAGCCAGCTCGACGCATGGGAAACTTAGACGTCAACCCACAGCTATATACTGCCATCCCGCCCCCGTAAAGACGTCAGTGTCACAGAGACGGCCATAGTGCAATCCACAAGGAGAGTCATAGCCCACGAGCCCCCCGGACCAGATACCTCCCGAAACAGGCGTAAGCAAGGCACCACAGCTTTACATGGAGGGTAACCCAAAAAGCCCAGTCTAACCGGGCCGACACGGCAACGTCAACATTGGACAGTAAGGGGAAGTGCGCTCGCACCTACCCCCTACGCCAACACCTAGGAAGCCAAGAGGCTGCAAGTTGCACACCACATACGGCCGCTCACACCTATGTGGAGGCATAAGACGATACCCACCTGCATGCATCATCAGCAGTTAAAGGAGTGTACACAGGCACAAGCGCGATGCGCGCCAAAGCAGAGTGATAATGCTAGGCGACGCACCGACCGACACTGACTACGCGGAACAATGTGCCCCCACACGTATCTGCGCAGCAAGAGGGAGAAACACCCCAGAGGCGTAATAGGGATCGCCACGGAGAGTACTGGCTAAGCAGAAAGAACCACTAGGGGGACAAAGGCCGTGCAACTCTCACGCCGCCTGTCACAGTGAAAGCTCCTAATAACTTGCGTGTGATACACAATAGCGCCGCGCACACAATCAGGACGTGAAATCCCACTATGCGGGTCAAGGTAGACTGTCAGTCACCCATTAGATGCACACATCCGGTAGCGGTTCAGTAGGAGACAGAGCTCGCGCAGACGCTTCGGTGGAACTCTGATCTGCCACGACCATCGAATGGTCCTTAGCCTCGGCAGTCCACCCTAACCTGTACCGCACCTTGCCAGCCAAACCTACCCGTCCGCCCGCGAGGACGTACGAAAGCCTGAAGGCCTATCCCCCTTCGCTTAAGTAACACCATGAACCGTACAGGTAACCCTCACACTACCCACGACATGGCTGAACGGCCTACGCGGAACAACGGGCGACAACCGGAGCCATAGCGGGCTCCGACCCCCACCGCTACTCCTCACGGCGGTCGACGCATCCCCGAGGGGGAACCCAAGGCCGTTCACATAGCGTGTCCTACCAAGAGCTAGGTCCACAGGCGGTGTAAGTCCCCCTACGCAGATGTGGCAAACCCATCATGGGCCACCACCTAACACCGAGCATAAGAATGGTGGGTACAGGACTGTAGCAAGCAGACTCCACCGCGAGCGTAGCAATCGAACGAGGCGTCACAGTGGGCAGACACAGTCACCTACACCGTCACGACACCGCCGAGAACCCACTCCCGGAGGAAACGGTCACGAACGCCCGACACTGACACAGGCCCCACTGTGAGTAGACTAGGGAGCTCCACAGTGGAGCATCACCAGTCAAGCACTGGGAGGGACCACCTCTCAGAGAAAGGGGGGTCCACAGAAGCCTGTCGCTGGAGCCGCCACTATCGTGCTAGTGTCATACGCACTAGGACCCCTCCCTCCACCATAGTACAGAGGTCTAACCACCAGGCCTCGTCTCATGGGAAAGGGTCAGGGATGAGCAGGCTCACACTCACTCTTACCCTAGCGCTCAAGGATGATGGTGCGCCCAACACCATCCTAACCACCCACTCCTCCCAGCAGCTGGCCGGGACATTACGGCAACCGAACCCGTACAACGTTGCTGTAAGTCCACACTGCCCCACTAACCGGTCGACGCGCCGTAACGCATTCCGAAGCCTACCTAACACGCCTCACATGTCTACAGCAGCCAATCAGCCTCACCAGCCCCCGTGGAAGCCACGAAGCAACAAGCAGGGCAAACCGTACGCCCAGGTCGCACGTGAGAAGCGGTGCAAACCGCGATCGCCGAGAGCGGGGAGTCCTAGAACGAAGGCACATCGTGTCTAGAATTCGCCCGGACAGACCGCCCGCAGGCTGACCGTGCCGTGCCGGTTACAGAGGCGGGCCCATGAGCGTGGGACCTAAGCGCGAAAGGCTACAGAGGCTCAGACTGCCAGCTAGAACGTCCAACCCGACTCACGGGCTACGGGGCAGCTAGACACATCCATTCGCGTAAATAGGCCCCTCCACCACTCACCTACAACGCACTAGCAGACCCGGGCCACGGACACACAGAAGGGCCGTCTCAACATACACCGCGCCGGTCGCGACCGACCTCCAACGGCGATTCGAGTGCGCACTACCTAGACGGCCCATGCCCATGGCAGACCCCCTCCCCAGCCTCAGCGCAGGCATACCTGCGAGCACCTAGCCAAATGCCCAGCGGGCTAGCGGGGACACTCTCCCCCGACGGGAGAACGCTCCCCAGACCCTATAAGCAATAGCAGGGGTAACGCCGCGACCGGTTAACCCTTAGCACCCAGCAGGCCCATGGAGCACTGACAGCAGCTTGAACCCTCTGGTACACCTGCAGCACCCAAGCGCCTTAATACGCCAGTCCGGACCCAACCCCCTCAAGCCCTCAAAGCTGGCTGACCACCAGGTCTTACGGCTAGCGGAACGGTACACGTGGCATAGCCCGTCGCGAACGCCTCACACGTGAGCTTCCAAGAGCGCAGTAACGGGCCAATCGCACAGGCGAGCAACAGCCAAGGCTCCAGTAGCATCAACCTCACCTGGAGGCACAACAGCACCGAGCGGAGCCGGCCCAATAGACCGTGAGGTAGTACCTCAGGATGCCAGCATAGCCAGACGAGCCAGACACCTATAGCCGCCACAGGCCCGTCGCCCTCCCCGCAAGTAGCTACCTCTCCAGACGCGTAGAGTGGTACACTACGCGGCCAGCGATCGTTGCGAGGCAGACCCAATGGGCCCAGCGCTGGCAACTGTGAGGGCGCTCCTACTCAGCAGCCTGCCACGGTCTGCAACTGCAACCCCGAGGCCAATCGTCGCTGTACAGCGCACCCGCGCCACAACAGACCCACACCTCACAACTACCACCCTGCTGCTAGACGGCCATAGGCACTGGCGACAGCGTGACAGCTCAGTATACACCAGGCCAGAGCTCTCCCCAGGACATTGCCTCTGCGAGCCACAGGAGCACCCCCGCAACACAGTGAGCCGCAGCGTGGGAACCCTACACACCCCACGCTTACTGCTCCATGCAAGCATGCACCTCAGAGCAAGCACGCTTCGCACTGGCAGGGTCAGGGACAGTGCCAAGGTGTGCCCACCCTTACCCACCGCCACCGCAGACCCGTTACGGGTACCTGGCAAGACCCCCGACAGGGTGGAACCAAGGAGGGACACCCACATGAGAGACAGGGTAATGCACCGCATCAGGCTCCAGCGACGGCACCCCGGCCTGAGCACGCCAAGCCCTACCAGCACCCCCAGAGGGCCCAGGAGGCCCGCACCAGCTGCACCGGAGGAGCACCAGGACGGTACAACGCTCCCAGGGGCACCCGCGCTATGGCCACACACCGAACGCCTCCCAGTGCACCACGTCACCGTGTAGGCAATGCTGGCTCCCCCACCGCCCGCGCAATGCCCATGCAGCAGGACAGGGCTGCGACGCCTAAGCTGCGACACAGCCTCAAGGCCGCTGCAGACACCCCCACAGCTCCAGTAGACACCAGCAAGCACACCAGCCAGGCAGGCGGGACCTAGGGCTACCCTGGGCACCGCAGACGCCCAGTAGCCGCAGCGGGCAACCGCTGGCGCCGCTACAACAGCTCGCTGCCATGCCCGAGCGCTGGCCCTAGCAGGCCACGCTCTAAGCCTACGTGGCCTATACACGCGGACGTACCGGGCCCCAGGCAGGCTGGCATACGCCCCCGCGCGAAGAGCCACCCCTCACTGCCACTAGCGTTCCCCTGAGAGGAGCCTGTGCGGCTACACCATGCACAGCCAGAGCACGCAGCAGCTGGCTGCCGGCAGAGAGAGCGGGGCACTGCACCCCCTACGAGGCGCCTCCAGCAGCAAGCACGACTGCCTAGAGAGCTCCCGTGCAAGCCCAACTGCTCCCACACCCGGACTGGACAGGGGGCCTGCAGAGCGCAGGTGCCGCAGCCCTGCCCTAGCCGCCAGCCGCTCCGCTCACCAGCAGGCAGCACAGGGGATGCGCGGCCCCCCCTGCCATGGCCACATACAGTGCGCAGGAGGGCACAGACCACAGGGCGAGCCCAGGTGGGTGGCACCACGCTGCGCAGGCACCACAGCGGTGCCAAGAGAGGAGAGAGACCACGCCCACCAGCCCCTGGTCCGCCAGACGCTGCTAGGCCACGGCCATGCGCACTCGCTGCCCAACGCAACGTGCGCGTCAGCAGCCGAGACCACACGTGAGGCCCAGCCGCCTCGCGAGGGCACGTCGGCATGCTGCACAGGACACAGGGGCACACGCGCACACCGCGCAGCACGCGCGCAC
CGCACG
ACGCAC
CGCGCG
CACACG
CACGCACACGCGCGCACAACGCGCGCGCGC
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CGACAGCGTGACTGTAAAAGAAGAGGGTAAGATCACAAGAGACTCGTCTGGAAATCATCAGAACTAAAGAAGACTTGCCATCTAGTCAGAAAGCGGACCCGACTTTAAACTGATACATTGAGATCAAGAGTATGCAAACCCCGCCGACGCCGCGTCGATGCACATGTAACTTACAGGTATAACGAGATCCCGCCATCCCTTCGCTCCGAACCGGGCATGCATGATGACACCAAGTAAACAGCCTGAAAGACAGGATAAACAACAAGACGCATCGAACGTGTAGATGAACCAAAAAAATGCAGTTGCGACTCAACGGATCATACAAAAGTGCTATACAATAGACGGGAATCAGGAAAACAGGTTTAATACGAATATCCAAATGAGCTTCTAATGTCGATTGTACTTATCCTCATAACGGAGAGTGATCCTCAACGCGAAAGTAACATCCACCATATGGGACGACAGTAACAAACAGACTGACCTAAAACGTCCATTGCAAGTCTAAATCGCCCATCGGGAGAAAAGTACAGAAGGCGAGTAGTTTCAGTTAGAAGATACCCGCGGAAGTCAGCATTATCCAGAAGCGGCCGGACAGAATGAAACCTAAATCCAGCTTACCTCGGCAATCCGGAGTCAGGTTAAAAACCCGTATGACAATCACTTAGAGTATTACAGGCGAGCGCAACAATGGGGTACAATGCAACCAACCGAGAAACATCGTCGCAAATAGCCAAGCCAGAGTTAATCTGGCCAACCCCCAAGAAAACGACCTTAAACTTGATCATGAAAGGGAACTCGCTCTTACGACCGATTGGAGATACAGGACAAAGCGCCCGGCAACAAAGGGACGGAAAGGCAACAGTAAACGCACATCGCCGCCAACTCGCAGCCGAATCCGCATCGACAAACCCTCATTCACAACTCCGACGACATGCCATTGTCGTGGTAAGATAGGTCCAACCGCTCCGACTCATCCAGCTTGGCCTTTGAACTACAGTCTGACCCGAGACAGAAACATCTATGCGCCGAAGCCGATCAAATGGATACTCAGACTTACGGACGACCGCTACGGTAAGATCGATTACGAACCCACTCCAAATTCCCACAACCCGCACCCGGCTAGACCGAGCGGAATCGTAATAACCAACGCGACCGTCGCGAACGCGCGACATGTTCAGGGAACTTGGACTTCCCGCCCGAAGTAGAAAACACACCAATATAGGACATGTCATCGCCCTAAAGCACTTCACACCAAAGGTACAACACCGCGTAACGCAAACTCGAATCGGGCGAGCAATCACCATTGTGATGACCAGAGTCAGTTAGCGGAACTAGAGACTGAGAGAACACGCGAGAGCCAACGGTACACATAGAGCAATAATAGCGATCCCAGATACCAAGAACGCATAAAGCGAGCGGTTCGCAAGACGATCGCTATTAAAGAGGACTAGCCTTGCAGAAGACCAAGGAGATCCCAGAACTCTGTCAATCCTGACGATCCGCAAGAGACAATATAGACATCTCCGCCCACCTTGAAACAGTGCCAAAACTCGGCGTCGAACTGGCCAACAGATCGGAGAGGACATTAGCCCACCGAACCAAGAATCCAGCGACCGATTATAACGACCTACCACTAGGCGCCCCCGTACGCGTTTCAATGCTGATGTAAAAGGCTACATAACAACGCGCATAAGTGAGCGCCTCGGGTCACTACAAACACAAGAGTGAAGGACCAATCCTCCCCCCGGATTAGGGACAAGTCAGGCACAACGAGAGGACATAAGATGGAGACCTAACGTTCCCGTAATCGTGCTTACCCTATTCATGTTAACGGGGCCGTGCGTATACCAATACCCATGAAGGAAGCCTACGCGTATCGTCGGACACTGAGCAACAAAGCTGCACCAATCGCGACCCATAAGTGACCTGACCCCCGCCACTATCAGCCGCAAAGCACTACTCGGAACCATCAGGCAGAACCGCTTAGGATACACCTACATCACAAAGACGCGGGGCAACCATCCTCCACTCAAACTTAACACCGCCCGTAGCGCTTTAGGGATAGCTGACGGGGAAATAGGCAGATGAGGAGTAATCCGCCGACACCGGGTACTCATCTACGTACAAGTGGTGTTAATGAGGATCCCCAATAGCAGTAGCAATGGGCGAATCACGTATTCTCAACGGCCCATCCGGAGTCACTCACCACGTTAGGTTCGAGTTGGACCATTCAACTGGACTGGACGTAACTACGCAATGTGACCCGGCAATCACTAAGGACGTCTCCAAGGCACGAGCCAAACGCGTGAACATCACCAATAGGTACAACATCCACACATCACTCCGCAACCCATGACAGCTAACACGCTAAATGTGTCACGACCAGAACTAATCGAGGTACTCTTCCCTTCCCCAAGGGAGGGACGGTTACATGACGAGAACGCATACGCCTACGTGGAAGTCACACAGCAACCCATCACTCCAAGGTTCCCGCAAGCCGGCGCGTCCGTGTAAAGTGGGATGTCCGGTGGACTGATAAGAACCCATAACACACTACTGCGAGCCCCACTAACCAAGGCCCGCCTAGCCGACTCAGAAGGAGCAATCATCAGCGGGCCGAAGCCTGACCCAAACATATAGACCTCCATTCGCCGATACAAGGAGGCTTGAGTTCCACAGATGCTGTGAAAGAGTCGCTGAGGAGACGGTATAAGACTAAAGGTCAGCGAACATGGACCCAGAAAACTCCAAGACCATGAGCTAACAGACAGACAACCACTGTTACCACTAAGTACGGGTCGACCGAGCCTCTAAAGAGGAGTTCAAGGATGAAGCAAGGACCAAGAGTCCCTCGGAGTGCGATCCGGAACTGCTAGTATGAGGTGACTCAACCCGCAGCCGCCACCTATAAGGTTGGCTAAAAGCGTAGCCGGAGGCGCCGGCGCAAGACATATACAGATGTAGCTGAAGCCATCAATTACCTGGGAAAGTCTCCTCCGCGCTATAAGGTCACTAGTCCAAAGCGATTCATGCGCAAAGGGACGATGACACTAAATGCTAAGACTGGAGCAACCTCTACAGGTCATCACGCACTCGCCTCGAGTTCTACGGCGCACTGTACAGTTAGCGTGAAGTCCACTCACCCCTTCACACATAACAAGCACCTGGATGGGAGGGACCGAGACAAGGCGGGATAACCTCAAGCAGTACCTATAGACGTAGGTGACAAGACAGGTGCAACGCTAGATACCCGGTAACAGTGTAGGTAGAAGCTTGTCTACATACACAAGCATAATAGTGACGACCCGCTCACTAAACAGGCTAACTCTCAGGTACGCTTCCCAAGAGATACGCTGGCCACTTGTCAGGAACCGAACATGCGAAATGTGGGCACTAAGCTAGATAGCAATCCTCCGACTACGGATCCAGCTAATGGACCAAGGGCAGGAAACCCTACACCTACGCTACCTGGAAGCTCAAACGGCTCCAACACGGAGAAGTACCGGGCTAACTAGAGGTCTACATACCAACCGTCCGGCCACACTCCCAAAGCCTTTCGGCAACGAAGTCCCCGACCGTCAGATGGTAGTCCGACAATTGACCGTGAGTGTGCCGACCATTGGCACCAGAACTCTGATTGCCAGCAACCGGGAGTCCCCAGTTACAATGGAGCTACCATGCCAATCCTAACTATCAAGGAGAACGCCAACTCACAAGTGCCAGACCAGACTCGTCATAGCGGTACAGCACCTAAGAAACAGCCAGGTAGTAAGATAGTGAAATGCCCTCAGAAGCCGGCGGAAGCAGTGAAGGACTCTGTAACAACGGCGGCTCACTATGAGTCCCACCCCGCTCCCCAAGTAGTCCTCAAACACCTCTCCAGTCTTACTACAGTCCCAAAAGGGGACGGCCACGTGGGGGCGATCCACAAAGCTCCACGAGAGCTGACTGACACCATTAACTGACGGCCAAGATATCCCCTAACTAGCCACCAGGCACTACACCGGGCATCCCAATCCCAAGAGCCGCAACATGATGACGATACGCCACGTACTAGCTTCAGTTGCAGACTGCCCTTACTGCTAAGAACTCCCAGTCCCTTGCCCCGGGGATTACAGGGGGACCATGCACTAGCCAGACCCTAACACTCCTCCTGTAGCGCCAGAAGGCACCTGAAGTCGACCAACGCCGTAATACGGAGTCCTAACCCCAAGGCCGGAAGCACTCCACACACATCTGTCCGTGTCAGAGTGCCTGGGAAACACATCGAGACACAGAGCCATAACCTTGACATGGGAATGCACCCGGACGAAGAGCCCGAGTACTGCCCTACTCTACCACCCACCCCAGATAAGCACGAACGAGGCCCGCCGCCATTCCAGCTCAGACCTCCAGCGACCCTTACCTGTCGGTGCAAGGGGAACCACGGAGTACCGAGCCGTCTAAAGGTAGACTGTCCTAGAAACTACTAGCGTCCGGTAAACCTTCAGACGACCGGAGGGGCCCCATACGGAAGCCCTAGACCATCAGACACCTCACTCCAGGCGCCTTAGCCAATGGACTCCCGGTCCACGTAGAGACTACACACGGATAGACTGACCAACAGGTTACAGAAGAAGCAGGCAAGAACCAACTGCGCACGTCCGTTCCTACCGACCCGCGCGGCGACACTCACTGGCACATTGCCACAAGAGCCAGACCGTAACCCTCAGCAATCAGCCGTAGGGACTGAACCGCGGAATGCAGACCCAGACCTCAGATGGCCCTTAACGTCCCCAGACAGTCCACCAACTGGATTGCTGGACACGGCCAACCTAGATTAGGAACAGGCCGAGGGAGCTACCCGGAGACGGCAGGGAGGGGCAAGGAGGACAATGCCATTACATGGGGGCCAGAGGTGTAGCTACCACTCGCATTGCGCCGTAGGGCTACCTTCACACATACATAAGGCTAGAGAACGTCAGAGGGCGGCAGTGAGCATCTGCACGCGAGACTCTAACCACTAGTCGCGACCGCAGGATGACGAGGAGCTTACTGATCCAGTCAAGGGACCAATGACCCTTCTGTACAACAGAGCGATCCAGTAGGAAGACCAAGGCTCACCTGCTCTGAACGTTCAGCGATCGTTGCGCGCCCGGACCCCACGGGCGTCCAGCAGGAGCCTCCATAGAGCCTAGAGCATCAGACGTAGCATGACCTTCGGACACCGGACCAAAGGGCGGGAGAAGCATCCTGGTAATGGTCGCAAGCAGGGTAAGGGTGGCGCGAATGGGCCATAGCACACCGACAGGACAACCGCGGTCCCCTCCGCCATAGGCACCCGACAGCCCCTCAGGGGGAACGACGAAGGGTAACTGCAGAGCACTCTCACCACCCGGCAGACCACTCGGTGACCCGGGAGCGGCCGGGCCACGGAGCCCAAGCATCTGCCGTGAGACGCTCAAGGCGCCCCCAATGCGGAGTGCAACCGGTAGCGCGCCGCGACTCGTAGAACGCACGCATACAGGGAGTGGCCTGCAAGGCTTAAAGCTAGCCGCAAGCAGAAGCTTCCTGTTCGGGTGAAAGCGTAGGTCGATTCCGCGGGGACAGAGAAGCTCCAATGGCCTTACACCTCTCAGACCGAGCTGGGGTTACAGAGGCAAGCATATGGTGTAAGCACATGGGAGCGTGCAGAAGACCATCACACCCGATAGCCCGGTACAGCCAGCAGAAAGATGCGCGATAATGGCGAAACCGCACCCGCTCGCCGCCACCATACACCAACGCACCTCTGCTCACGCGACAGCGGCAGACCCAACCCCCAGCACAATGCTCCAAGCCAGAACGCTGCGCGCGACCAGGCCCGGCTGAACGCCTTACTGACAGGCCATGGCAGCTGTAAACACGCACCAGACAGCTCTCCAGCGCTAACGTACCGCCTAACTGGACAGAGCTACAGTCAGGTCCATGCTGAACGGAACGCCGGGCTAACCCAGGGGTACCCATTGGCACGCCATGGCCCGCTTCCTGCTCCCCGTCATACGGGAGGCAACTCAGCCACCAACGTCTGCCCCCCACATGCCTGAGGACCACTCTAGAGCAGACTAGACAATGCCAACTACCCGATGCCACAACGGGAACCTACCCATGCCCTAGCCAGCAGTAGAACCCACGGGCACGTACGTGGCACATAGGAGCCATAGAGTGAAGCCTCCTCCCGGACACCTACACACCACCCGTGTCCCTGGAGGCATAAGGCAGCAGGGACATTAGGCTACAGTGGGAATCGCGAACGGGAGAGACCTGGGCGGGTTAAGCTATCTCTCCACCGAGCGAGGACGCGGCCGGGCACTGCCCGCTCTAGGCTCACCACGCACTAACCCATGCAAGCCCACCAGTACACTGCGTCGCGCCCAAGGCCGAACGGTGCTGCACGGGGCAAAGCGCCCCCACCACGGCCCCAGCCATGGCAGGCACAGCTACCAGACGAGCACTAGGCTGCTTGCCTCAGCAGGGGTAGTGCACAGGGTCCCGAACGCCCGCAAGCAGCTCCTCGTAGCACAAGCACAGAGGACAGTGATAGGGAGCACCGTAGACTGCACAACGGCAACTGCAGTCCCAACCACACAGGACGACGTCGTGTGAGGTTCACAGGCAGCTGGACAGCGCGTACCAGCCACAGCTGCACTCACAACATAGCACCGGCAGCCCAGGCATCGTGCCGCTCCAAACGACCCCCTCCAGTGGACTGTGCCTTAGCAGCTCCCTGCAACGTTGACGCTGAGGACACCCTCCACTAGTCCAGGCCTCCTACCACAGCTAGCAAGTGCCGCTAGAACATGTAGCCTAACAGACAGGTGGACGCCCCACGTACTCAGCCCAGGACCCTGACCTAAGAACGGTAGGCCTCCTATCACATGCCCCGCACCCTCGATCTCGCGCATCGAGCGCGCGTCACCAGCACAGCGGGCTAGCAGGTGCAGGCCAGTCTCAGCCTTACGACCCCGGCACCAGAGCAACCCGACAGCCCTCCCACGTATATAGCGAAGGAGGACTGCCGACCCCCTAGGACTGGCCCTAAGCCGCAGAGCACGACAGCTGCGCACGGACGCACCGCACCCAGAGCACCACCGCCAGTAGGCACACAGGCCCACCACACAGAGCCCTACCTGCGCAGCAAGGAGCACCCACCACCGCGGCCACCCTACAAACGCTGATCGCAGCCTGAGGCTCAGACACCCCCTACGTAAGCTGTACACGGCGCCGACAACGATGAGCCACGCCCACGTGCTACCAGTACCTAGGCCTCAGCCTCACCCCTAGAAGCGAACTGGGGTGCCACAGTAGGAGCCAGAGCACCAAGCGGACACACTGGTCGGTCACCCACGAGGCCTACAGGAGAGGGCACGAGCGCAGTGCCGTCACACGCGGCAATCGCGGGCCCACACCACAGGCGAGCCCGCGTTAAGCCCACAGGGGGGCCCAACCTCGCAGGGCACAGCAAGAGCCGCCGCCCCTGGCCCACACATGTGCCCCTACGCTCCCCCTGCCCCAGCCCTATGCACCAGCCTGCAGCTGCTAGCACCACAGTCCGCCAGCAGCATGAGACCAACCCGCACCCGTCACGTGGCAGCCTGCCCACTCTGCCCACGGAGTGTCAGCAGGCATGCACGAGGCACGCGCACGTCGAGCGCTCACTGGACCCTGGCATGCGCCTCACGTGCAACGTGACGGGACCACCCCCCCACAGCGGGAACCCCTACACGTGAGCTCCCGTGAAACGCGCATGCGAAGCACGGAGCCCGCTGCGCAGGCAGGGCCCACTGCGAGAGCAGAGCGCGCGCCAGCCTCACGTGCAACCGCCTACGCGGCACAGAGGGCGGCACCCCTGCGGAGACCAGACCCCTGAGCAGCTGCGTACACCGGTGCACGCGTCACAGCGACGCCGCGAGCGCATCCGGCCCCAGCCCCAGGGGCCCAGCGACAGCGCCCACGCTGCCAGAGAGACGCAGCCCCTGCCCATGGAGCAGCCGCTCCGCGCAACCCCGGCACCTCATGCACACGCAGCAGCAGAGCACGCCAGGGCTAGGCCTGTGCCCTAGCAGAGAGCGCACAGGGCACCGTACAGCTGCCCGTGGCCGCGCAGCACACCACGCAGCACGCCACACG
ACGCACACACGCGCGCACCACGCGGCGCGCCGCGCG

ACACAC

ACCGAGCGAGTCTACAGAGATATACACTTAAGGTTGAGAAGAAAAGAGGGCTAAGGAGAAACTTCAGATGTAAATAGACGAGCGCGCGAGCTTAACAAAGCCAATCGACTCCGCATAGTAAGATGAACGCGGCATACCAGTTTGATGGACCGCAAACGGGCCAAAGGTATCACGCAGATAAGCCGAACAACCAGGCATTAACTATCCCCACTCGAATGGCAAACAGATGACTAAATTCTCCAGAAAACGACGACTTCTATTCGACTCGTCCGAACACGGAGCACCCGAACATTGACCGGTCCCCGCCCGCGACGACGCCGCGTCAGGTATATCCCGATGAAGTAGTCAGATCCCTCAAGAAGTTAGCTGATAAACCGTACGGATCACGTAGGCGGACCTTCCGACAACGCAATATGATCACACGGAGTTTAAGAACGACAAGGACTTAAAGAACCATTCCAAATTCCCATAGTCATGTCGAACCACGCCCCCATGTCACATTAGGACATCACGGAGATGAGCAAGCATCCTCAAACAAACCGCGAAGTTACAGGACGACATCTCATGTTCGTTCAATATGCAACGTCGATACCCAATGGAAATCGCACCGTCCCATCGAGGTTAATACTCAGCGGAAGGGATATTGAGTAGTGACCGCGGACTCATCGGGACGTATGACATAAGCTTTCCACACGGAGCAACACCTAAATAACCCAATACCCACTAGTAAACACATCGCGAATAGGGCGAAACGCGGAATCATATACAAATGGTAACTAGCTTCCAAAAACGACCTTAATCAAGTAGAGACTTGTAGCCAAACTATTCAAGTGGCCGCCCCGACCGATTGGACCATTCAACGCCACCGGGGCAAACAAACGGAGATCAAATCCCGATAGATCCCAAAAACGAACGATACATCGCGGGGAAACATCAAGAACTGCTAACTACCTAAAGAGGCGACGAACAACTGCTTAATGGGAACTTCTAACCTTGCGACTCATCCAGCTCTAATGAACAGCATACCGGACGAAGTCGACCGCTACGGTACGTCTAGCGCCAAGTACAAACCCAATTGCCATCCCCAGTTCCACCGGACGTTGAATTACCAAGAGTGCATGAACGCGACGAACGCGCGACGAGAACAGGAAGAGGGAACGATAACGGAGATAGCCAATGTGACACCAAATAGGACCAAAGATACGACAATCGCGACCATCCTAAAATGACAGCCATCGCGTAGAAACCAGTTACCCAGAAGATGACAGTCTCACTCGAAATGAGATTGTGAGATGGACAAGTACCCCTCGGAACAATAGGACACGAATCGCGAGTCATCCCAAACTGGAAAAGCAAGTGACATCACAAAAAGGGAACTCTGTGAGACACTAACAACCCCGGTAGGAGGAACGATCGCGTCGCGGATGAATGTAGATAGTGACCGGCCACGACCATACGCGCAAGCTAAACGTACTACAGACGATCGTAGGAAGAAAAGCAAACAGTCGTCGAGGGGTAAGGCAATGCCAACAGTCAGCCCGCTACCGAAGCCGGAGTCTACTCCTAGACCTCGTAACAGGTAGAACCGTACGATTACGTACGACAACGGGCGACTTCGAAAACCGGCGCATAAAACACAGAATGATACCATGGACAACACAAGAAGGACCCCCCACCACTAGTCCACGAGAGGTCATAGGATCCGAAAGCACTTTGCCGTTCATCGTGAACTGCGGAAACCCGTGCCGAGACGTATACAGTCCCAACGACGTCGGACCATCATCGCGACCCATACCCGCCAGTAGAATTGCGCTGAACGTCCAAATCCCACGCTTAACATACCTTTGCCCAAGGAGGATCGACCAAACTGACACCTATGTTCCAAAGCTAGACCGCCTAAAGCTTGTCCACCCGTGTACAAGGACGGGGAGATACGTACTCTTCACATTCATAACACAACACGGCCCAACGTATCAATGCCATTACCCGAGACTGCGCACATCTGATTGAGACGTAGGTTACCAAATGACGAAGAGCCCGAGCTAAGAACACGCTAAAAGTTCAGTTGGAATCCACACGTGGAGGTACGTCAGAACTATACCCCGACGGCACAGTTGCATTAGGATCCTATAAGCAGTTCTAAACCAGTGACCAAAAGCTATACAGACGAGCCGTATACTCTTACACTGAAACGGAACGAGACATCACGGGTAAGATCACAACACACACATCCATCCCTCCAGAAGACGACAGTAATATGGACCATGACAGACCGGTACAACGCTAGTAGGAAATGTGAAGTGTCTAATCAGAGTAGAATCCCCCAAGACTACAAGACCTGTAAGACTGTCAGCTAGAATGGAGGAGGGACATGTACGGTTAATGATCAGCCAAATTGGGATGCATAACACCACCATCATGGTGGCCGGCGCGTCCGAAGGCACCAGAACCGAAAACCCTGACTCAGGGTGATCCTCAAGTGAGCATAACCAGTTCCCTACACTGCGAATACTGGATCGCGTCCTACCCCCAACGGTCATTCGCCCGGACCGGTGAGAGATACCTTGAGCCATATCTACAATGAGAAATGGGCAGATGCCTCGCGCGGGAGGTATATCCACAACTAGGAGACTAATAGCATCTCCAAGAAGCAAGGTCGGGGGACAGGAACTAACACTGTTACCGGTACCGTGACCTGAAAGCCCCGAAGACAGAGTGACGGGACCTCCACATAGAACTGGGGACGCCAAGCCTCACAAGGGAACCAGTTGGACTAAGAAGCTTAAAGCGATGACGGGCGCACTATGAATGGTAAACCTGACGGAAACTATCCAAGGCAGGTCAGAAGTCCTCGGCCCGTCACTTGCCACCTACGCGCCCGATGAAATCTGCCACTCGGACTTAATCGACCGCTAACGTACCACTGTAATAGCCATGACCACGGCATCGGAAGGAGTACCTTCAATGGTCGTCTGAGACAGATGGTAAAGGCGGGGCTGAACCATAAGACCCGCATTATCAGGAAGCTATCGAAGAGACCCAACGTAGCTCTGACCGTACAGTGACGGTAACAGTAAGCAGGTACTTCTCAAGCTGCTTATCCATGGAACCCCCAATGCCACGACCAGAACCTAGCTAAGGCTACTTACAACTCTCCTGAGAAGGTTCAGGTGAAGCTTAGTACACACAGGTTCAGCAAGGAACCCACAACTCTACCTTCCCAGTAGGACCACCCGACTAACCTCTAAGCGGACGTTGAGGTAGTAGGAAGAGCTCCTAGAAGACTGACGGCAGCCCTAAACGCATGCTTGAGTTAGAACCAAGAGATGCGCTCAACCCTTCCTGTCCACAAGGAGTACCCTGTAAAGGACCATTGCAACGCCCGACGAAAGACTGATACACACAGGAGGCAACGAGTACCACGAAATGTACCCCGACCGTCAGTACGAAAACATGGTCCGACAATTGGTATCAAGACCGAACAGGCCACTCGAAGCAGACACAACCTTCATAGGGCCAGTCATCTCGGAGTCCGCCAGAAATAGCGGGTTACTCAAGACTGATCATCGGACAGACAGGATGTGCTAAGCAAGACACCCAATCGCAACGCCAGGCCGAAAGTGCCAAGAGATCATCGCAACAGTCTCAATAAGCATGTGGCGCCCACGAGTAGTGGTACCTTAACAACAGAGCGGCCGGACAACATAGCAGTGAACAGCTCCAATAAGGACTCATCCAATAACGCAACGGGACGCAGAGTCAACGTCAAACACTCTTAGACTTGCAATGCCCACCCCGCTCCCCCGGTCAGTGTAACTATCCACGGCCCAATCCCGAAACAAGGAGACTCTGAGAGTCACATGGATGGGACACGAGCCAGGAGGGACACCAACCCTGACAAACGCTCATGCGCAGCAACCCCCGCCATTACCCGGCACTACCACCCTGTGGCCAAATGCGCCTGTCCGTAAGAGTCACAGTCTGAGGGACACTAGCCATTGGGACCCCCCACCAGAGTGACCGCCGAACGCAAGTGCGCGCCAAGCTACACTACTAACCTCGAAGCCAGCCAACCATCTAGCTTCACCGCTCCCTTGCGCTGAACTTTACGCCTTAAGAGCGGAGGACCCGGGCAGGGGGACCATGAGAGGAACATCCCACTAGGCTGACAGATCGCGATGCTAGGGACAAAGGACCAACAGGCGACCAACGCCGTAACGCACCCTGAAGCTACGCCGGGAAGGCTTACCTGACCTCCACCTATCAGGATTAACGACAGATGCCGTGTCAAGTGGGAACCTCCACTCAAGCAATAGCTACGCTGTAACGTACGACTCCGCAGAAACCACACAGCGGGCTAGCATGCGAGGGCAACCCATCCGCCGCCATGAGAGCTCACGGTGCGGCGAAACAAGCAGTCAGACCAGGATAGCGCGACAACGAGCCGGCCAACAAGCAGGATACCCTTAGCAAGTGAGCGTCAAGGCAGCTTTAAGACAGTCTCAACGTTCAGGTGGACCCTCACGGGTCCTGCAGCCCGTCACTCACAGGGTAGTTTGAACGTCTCAGAACATAGACAACCCCAACAGCAACACGCCGAACTAGGCACCTCTAATCACCATCCTCCCACCGCCCGCGCGGCGAACAGCGCTGACCAAGGCTAGCGACATAGAGCAGCCGAGCAGACGCGGAACCTCACTACCCAGCATCCTTGGCCATTCCCGGCCAACCTAGCCGCTAAAGCAGAGGGGACACCTGCATTCGCGCTGACTGGACAGCTTGCTGCAAGACGGCACCCTAAGCATAAGCTTCGGAGGACTACCACACCACCCGAGCACAATGACCTCCAGAAGGAACGGGACCCATACTCGCCCGTAGCATCAGAGTGTAGGCTACGAGACAAGCCCACCTAACCGGGCAGTACCACATGACCAGGCGATAAGGCACCGAGATGCACAGAGGACTCCTGGGTCAACTACGCCAGGCAGCCTCCACATGCAGAGAGTCCCAACGAGGCACGGCAGTGCAAAACGCAGCCTACCCGAAACCCCAATCCGCCGACACCGCCGAGAACCCGCCTCAACTGGAAGCTGGCGTCCACCAGCACTGTGACCTCCCGTAGACCGGACCCTCGAGCCTTCGAATGGCCTGGTAGGCCACCGTTAGCTACTCGCGCGAAGGTGCCAGCCAACACCGAGCCAGCGTAACAAAGGCCCATAGACTCAGATGCCACAGTAGAGGCCTAAGGGTTAGCGAAAGCTCCACTCCAGGGAGTCACCAGTCGCACCTGTAAGTAGCAGGAGCCTGGCCGGTGACCCCCACGCATCCGGTCACCCGGGAGCGGCCAGTGTCCGTGAGAGAGACGTCCACATTGGCAGCGCGCACACCCGCGCCGCCGTAACAGAGAGCACGCCATCCCCACGAAGCAAGCAATGGGGGGACGCAACCACGGCTCTACAGCTCACCCCCTACCTAGTCAAGCGTACCCAGATTCCGATGCTAACTCCCCGGGGAAGGCCGCTATAGAGAGGGAAGGGGCCGGCAGTAGCACCCTTAACGGGGCATGTCAGGCCAGGACCCAGCGTGGACCACGCACAAAGTACGGAATGCACGTCCAACCCGAGCATGGTGCACGACACCAAGGACCCCTGAACACATGCAGGAACAGCCGTCTTAAGAGCTCAGCTATCCGGAGGGACCGGTTCACACTGGCCAAGCCATAGCCCTACCCCATGCTAGACAGCATGCGTGCTAGGAGACGCTCACGCGGCAAGGAGAAGGGTCCACATAGCTATACCAGAGACCGCGCTGTTCCCTCTCACCTGGCTAACCGCACCAATTCGGCGGCTCCGGCCCACGCCTGAGGCAGAGCTACTGAGCCGCCAGGGCATACACCTCGCTGCACCAGTAAAGACCCCACCCAGAGGCCTCCAGCGGGAGAAGAGCAGGACACAGGGAGCATCAAGGTCCGATTGCCTCAGCACACCTACGCCGCGCTAGATGCAGCGCTCCCGGCAAAGCACTACGCAGGGTACCCAGAAGCCGGAGTCCGCACTCACAACCCACCAGGTCAAGGCCCTCTCAAATGCAACACTCATACGCCAGTCCCTAGAGGAGCCAGGAACAAAGCCCCCCGAGCCACACATGCGCCCCGGGGCAGACAACGTAACTGCGATGGCAAGGAGGATGGGCCAGGCCCTCCTCCTGCCACAAGCCCCTCAGCGGTACCCGTCGGCCCGACTGGTCGCAGTACTCAGAAGTACTTGAGCAACGATGGGCCCCCACGGGACTGCTCTAGGAGGCAGAGCGCACACGCAACGAGCAAACTCCCCCAGAACTGTGATAGGCCATGCCCTGTGCGACAGCGAAGCCCGCAGCCCGCGCGGCTCACCACGCCGGTAACGGTTCGCACTACGCTGCCCTAGAAGTGTGAGGGTGACACTGGTCACAACGGTGGGGGCAAAGCGCACGATCCGTCACCCCCTCAAGCACCTAGCCCACTACCAGCTGACGTTCAGCGATACTGGCAGGGCCCGTTCCCCAGCGCTGGGACCATGGCCTCGACCTGCAGTGGCAGAGGTAATCAGCCTCTCCGGAGCAGTGGGACAGGACCTGTACGGGTACCGCCTCCCCTCCACAGTCCATACAACATGCAACGTTCCCGTACCTGGCCTATGCAGCTCCACGTAACACCGGCGACAGCAAGGGCGTGCCACACCCCCAGACCCTACGGCCAGCGCTTCCCATTGCCAGTGGAGCCTGAGCCGCCGCCACTCTGCACTCGACGCTCTAGCTGGACACGCCGTGTGAATGCTGGCGTGACGGGTAGTGTTAAAGGGCAGGTGGAGCTAGCCCCAGCACAACCACCTAGTGCCACCGAGGCCCGCATACACACCTGAGCCTGCGACCTGCCAGTCGATGCACCCTGCCCGCATCGCGTCACATGCAGAGAGCCAGCGACGACCCTACGCAGGTCTAACCAGCGGTGCAAGCTGCCCCAGCCCCAGGATGGCGCCCTAGAGGGCACGCAGAGATGGCGCACGACTAGACACGCTCCCAGCCTGCCCAAGTGGCCAGCACGCCTACCCCACACAGACAACTGAGGCTCCCCATGGGGTACGACTGCTCCCTAAGACCCTCAACCGCGCCACAATGTGCCTGCTAGCCTAAAGCGGGAGCGAGCCTCCGCATGGCGCCACCAGCGCCAGGCAGGGTCCACCACGGATGCTCACTGCCCCTGGACAGAGCCGTGTCCACAGGCCTTACGCTACCCGTGCAAGCACCACTGCACTGCACACCACGACCGCAGCGAGCAGAGCAACACCAACAGTGGCAAGCCAGCCCGCCCCACCAGGGGCGACCAGGCTCGGACACGCACCCCCCACCTGCGCAATGCCGCGATGACGTTGCGGTGTACTACACGACGACCACTGCAGGCCCCCTCACCACCAGACGTGCCTGGCAGCGTACCTCCCAAGCCACCAGCGCAGACCACATAGGCACCCCGCCTCCGCTTACACAGCACTAGCACTCTGCCAGGGGCACAGAGAGCCCCAGCTCGCCGCACAGGCAACCAGTACCCGCACCCGTACAGGGCTTAGCACCGTGGGCACAGCTGCCAGCACAAGGCGCGCTCCAGGCACCGAGCACAGGCACCACGTCGGAGCCAGTGCCCTGGGCGACTGCCAGGAGAGCCCTATGGCCCTGCCCGGGCCACCTAGCGCGCAAAGCAGGAGCGCAGGCCTAGGGCTAGAGCGCCGTGGCGAGTGCCCGCCACCCCTACTCGCACAGGGCCTAAGCCAAGCGACACAGGGCGTAGCCCTACGTGACGCCCACCCACAGCAGTGCAGCGTACAACGCAGACGCCCCTGCCAGTACAGGGGCGGGCACGAGGGCAGGCTGGAGGCCCAGCAGCACAGCACAGGCACACGTAGACACCCGCAGACGCTGAGAGCCCCGACGGCACACTGCACACCCCGGGCAGCCCTAGGCCCCACGCGTACAAGAGAGACGGGCGCAGGCGGGCCCCCTAGGAGCAGCGAGACCCGATAGGAGAGAGCAGCAACGCGTAGCGCTACACGCACGCACCGCACG
CACGTG
CACGCA
CGCGCG
CGCACA
CACGCG
ACGCGCCACACGCGCGCAGCACGCGCGCGC

ACACAC

AACGATAGCGATCGCAAAAGGGAAATGCTACACTCGAATTGGAGCCGACCTTCGCTGTACAGTCATGCTTAAGGTTCAGGGTTAGTGTCAAGGTCAATGTGACCCGGCCAACTAAAGGGAGATAGATCTACAACGACGAGAGAAATGTCCACGTAACGTGACGAAGGAGATTCAAACTACAAGAGAGGACAATGTTAAGACTACCAAGTCAAGAAGGGGGTACGGAGCGATGGAACCTGACATCAAATCCTGGAAAGAAAGCGGACATTCCCCAAGTAGGAAACCGGTACTACACCCCGCAACGAGACGCATCTTCGCAAGTCCAACCAGGTGGAAGCCTGAGCCGCAGGAAGAATCTACACGCCCAGGTCGGGCGGACTCTTCTGATCAACTTCCTACAGAATCTCACCCGACTACATACAACCCCCGACCCCGGCAAGAACTTAAAGAAGTGATATCTCGCAGTCGTGAACACGCGAAAGTAACGTTACAATCCATACCACCGGGGGACATGAGGACTGAACGTCCAACCCGAGTTCGAACCATACCACGACGTCGGGTAACAATCGCACCGTCAATGTGACAGATTGTGAAACTTTCCCGCGGAAGGAGATGTAGACAATCATGGTAAGCGGCCGGACACGGGACGCACGATCGGCAAAGATCGCTTACATTCGGCGATTCCTTAGAATTCTAAAGACACAAGTGATATGGCTATCCACGGCCAGTCGGTCGCAAAGCTTACTGATCATAGCCATCCCACCCATATATACAAATGGTACTTGGGGTCTAACCTTAAATGAGAGTATGCTTAAAAACAGTAACTCGCAACAGCCTATCCAAATGCGACCGCGGCCAGATACAAACAAGCGGCAACGTCAACCTGAAAAACGGACAGTAGGATCACATCGCGGGGAAGGAGAATACCTACAACTCCGACGAACCTTGCGACTCCATCACAGACCTAGGATCCATACACGAAGCCGATCAACCCATAACCTTCTGTAAACGGTAAGATCGCGATGCAAGCATCTTTCCCTCCAAACTTCTAATAACATGGTCACTGACCGGCAGAGTCGAATCGAGCCGTAAGCGGAATCGTAAAGTAGCGAATGAAAAGCAACGCGACGCGACATGTTCGAACTACAGTAAACGACACGGAGAAAACACAGCAATACACAATGGTAAAGAAAGATACGAATCGCCCGACCACTTGTCTCCTAAATAAGCGATCACGAACCATCTCCAATCGGGATGCGACCCATCGACCCCGCATCAAGGTGAACTCATATGACAGGCGAAACCCAGTAGCAAATTCCAATCGCGCTTAAGATAGCGCCGCGCACTGAAACTGTCGCATAATGGGAAGTGAGAAGCGAGCAAGACAGTCCGGAGTCACGATCGCGTCGCATAGTGCAATCCCAAGGAGATCCCACCGGCATAACACGTAGACTAGTATCAGAAGCTAGAGTCCTAAGATACCCGGGACGTCGAGCGGCCAGGCAACCTTCAATCGGAGCCCGCTACCGATATCGACCATTCGTCAGAGGGAGAGCCCCCACGTCAACTTAGCTCTTACTACTATAGGGAACCCCGACTAGGCCACGAACCTAAATCTCCAACCGGACTGGGCGCCTCGAGCGAGTGTAACAACTGTGGACAGAGTTAGAGTGACCGCTAGGGACAATGAAGCCCCCGCGGGGAGTCAACAGAGTACCCGTAAATGCGCTTGTAATGTGGAGAACCACGGGGATTGGCCCATGAAAGCTTAACGACCCTACGATTGCACCATCATCGCGAATATAGCTGATATCATCAATTGCGCCGTAGAGTTCCAATACGACCTCGCTGAACCTACTCCCTATATTGCAAATCACAAGACATGACCAAAACCACCCATAACTCAAAAAGGTCAAGCTAACTACGAGTCGCGACCGCCATCTCGAGTAAAGGACGGTGACAATCCGCCGGGTAAGTTTGGCTTCACCAGAAGATAACAGAGGACTTGAAACGTATTCTCAACACTACTCGAGACGGACCGACGTAGGTTACGTAGAAAGCCCGATCAAGAAACAGAGCTAAAGGTTGAATGCTACTTACTATAGAAATGCAGTTCGACCTTACTCCCCAATCCACACCCCAGTTATAACATTGCAATGGAGGTAATCTAGACACTAGACCCCCAGTCAGCGTCTCACCAAGATTCAGCAAGGCTAGCGAAGCAACGTACCATGTAAACAAACGAAGCTGAACCCAGTGAACCTGTTCCATCCCTAGTGAAATCCCACCTTCGCTAACCGTGAGAAGGGCATGAACGCCAACACGCTAGTAGGAACCACTGACCTCACTATGTCACAAAGGACACGGTTAGCCGTAAACCCCAGCCAAGCATACAGGTCCAACACCAACGTAAGTAAGGATGTAAGCTAGAGAACAAACAGGCCGCAACGGATAGGGTCAAGTGGGATAGGACTTCACCAGTTCCTAACCGATCGCGCCGACAAGTGCAATGCCCACGGACCCCTAGGAGCCGTGATAACGGTCATTCGCCGATACAGCTCAATAGTCGCAAGACCCTAACCTTGAGATTACAAAGCCATGAGACCATACATAAGGCGCTGAGCGGGACCATTAAGGCCCAGCTTCGGGCAACAAGCACGTGTCAAGAGGACTGGAGACAGAATACCGGCTCAAACAGGTATCCAGCTCTAAAGGATATCCAGAGGATGACCACAAATGTACGAAGACAAGGCAACGGGAAGGATGAACGGGCTCGGATCCCAAGCGATATCCGGAACAGGGACTCTGCATCAGAAGGCTAGAATGCGAGTCAGCGTAACTAAGGGCGCAATCACCATACAGCATCCAATGGAGCCTGGACTGTCACAGCAAACGAGGGAACACCCGGTCCCCCCCCCAACACCCGAAACTGAGCTATACCCAGTCACATGGAATTCGACGTTCGCGCCCGATCTAATCTGCCTATTAGAAGCCCGCTAACGTACCGTAACACAGTCCACAGGAATGACCATCTGGTCGGAAAACACACACATACATGTACCCAGACTTCTAAGGGTACTCAGAAGGCGGTACTCAAGACCCATCAGGTGCTAACTGACACCAGACGCAACAATATGCACGTAGCTCGAAATTGGAATTAGCCCGTACACTCACAAGGATAGTGACATACCCGACGGAACCACAGTCCCACTTATCCATGGAAGCAAGAAACGAAATGGGAACCCTGACTCCACATCATGTACATATCCACCTTTACCTGACAGCTGAAGGCTAATGATGAGTCCCATTCGACTCGTCCCGATATGGCCACTCATAGGCATAATGAGCCCAACCACTTGCATAGCACGACTAAAGCCTATGGACCTTTGCCACAACGAAAGCCCACCAAACCTCGTTAGACAGATGCATAGAGGCCAACCGGCGCATACCAACCGTAAGCGTCAACGACTTCTCCTCCACGACAACAAGCCCCAGTGAGGATCCTCAGGATACGAAAGCTCCCACCCCCAGATAATTCCCATCTAGAGACCGCCACTCCCACTAAGTCTGAGAAGCCCCCCAGAACTCACACGAATCCCCACTGATGATAGCGAGGGACTACCACCAATCGGCTAAATCGCAGAGCCAACCTATCATTGCACCATGATGGCGTACCAAAACAGCAGGAAGATAGAGAGCTACCGCCCAAAAGGCAGGGATCCCTCAGGGGACTAGTCAAAGCCAAGTGGACCAAGGGGGCCAGCGACACTTACAGGAACAAGCCGGCGGAAGAACTGCCAACGGTACTGACCTTAGTAAGGACGCCAGCGGTCACGTAAAGACGTCAGGTTCACATCGGACATCGGGCGAACAAGGAGGAGAAAGCTCCTAGTCAGTACACTGAAGAGTGTGAGTAGGCGAGAGGATGCAATCGTGTCCCGATCAGCACCCAACCTAACAAGAGTGAGGGACCCGTGCGTATACACCAGGTAGCCACCCCTCCCAGAGAACGCCACCGGGCCGACAGCCAGACCTTCCCGCAACATGGCCCAACACAACGCACGCCACACCTCCAGTATCGGTGGAGTTGCAAGATAGCGTTAAACACCTCTATGAGCCTTAAGGCATAAGACGACGCTGCAAAGCACCCTCCCGGGCATGCATGCATCCATGCTGCAGAAGCGTGGACTGGAACAGCTCCCAGTACTTACCACTCAGAACACTGTTGTAGGGAACATCCTCACCGGACGTTGACGGGAACCGAGACTTCCCCCATCCAGGGAGATAGGGTCACCAATGCCGCAATCGCTCTGACACTTCACGAAGCCCTCGAAGGGTGCAGAAACGAACCGAGCACATTCCCAACCAACCAGACAGAGACATAAGCGGTGCGGGGCACTGGTCAGGGGAGTGGTAAAGGTGGAGTACGTCTAAACTGTACTCAAGCGTGAACTGCAAACTGCCCCTCACGACCACAAGAGCCACATCGGTACCAAGGACACTCTACGGCCGCCTACAGCTTTACGCAGACGCTTCCACGACCATCGACGCAAGACAACCAGCATGGTATGAACGTCTGCTTGAACGCCTGAAGCACTTGCCCACGTCCCGTCCCCTCTACCACCGATGGTGAGTCTACAGCTACTAAGACATCCGCTGACCACCGTAGCGTGATAACGAAAGCACACACTACTGCGAGAGGCAAGCAGAATGTGCGATGGCCCTCCAACAACGACGTGACAGACAAATGGCCAGCTGGGCAGAGATTGCAGGACCGGTACAACCCGCACGGCGCCGAGGGCACAACAAGAGGTTCTAAAGGGGCATTCGCCCGGACTGGACAGATGGCTACGAGACGGCACCCTAAGGGTGACCAACGCTACCAGAGTCTAAGCACTGTGACGGGAGACTCGCAGCCGCTCCACAACCAGCCATGACATACACCTCCCCATGGGACCTGTAACTAGCGCCATAAGACAGCGTAGCCTCCGCCAGTCACTAGCACCGTCACCGTTACAATAGACGCGGCGCCGACTCAGCCGTTGCAGCTGGCGCCCGGACTCAGGGTGAAGGGCGCCTCGAACCGTGTAGGCAGCACTAAGCACTCCGACGCTCGAGGGACCACACTGGGTCTTACACCGCGCGAGACTTAGCGGGACCACCTCTCGCATCGAGCAAGCGCGACATGTCACACCGATGGCAGCCGCCCGACCCTACGCACTAGGACCATAGCCCTGCCAGGTCATGCCACTGTTACGACAGCGCTCACTCCTCCTACCCAGACTGAGGACTAACGTGGTCGCAGGCAACAGGGTCACCTAGCCAGCGCTAGAGCTGAGAGCCTAAACCCGAAGGTAGAGCGCGCCGCGACGACGCCGCGTCAGTACTGCCTCCAGCCATCGCGCCGCACCAACAGAGCGTTTCGTCACAACGGACCTACAGTACCCAGCGTCCGAAGGCACAAGCCCTAGACACGTGGCCCCAAGGTACCGCCTAATGGGGAAGCAGAGGCCGAGCTATCGTCAGACCTGGACTCTCACAGTCGGTGTACACTCAACCCCTGTTCCACACCTGGGACCCCTGGTAGTTTGACCCCACCACTGACCCTTCGCAGACACGCCAGGGCTACGGGGCACATGCGACGCCGCGAGCAGGGGGAGCCAGGCCCTACTATGCGCTGACCATAGCATAGGCAGTGCACACCTAAGCGGACAACGCATTGCCGGAGACGTCTCAGGTGACACATACGTGCAACTCTCCTGAGCACCACACCGGCTCACACGGCAGGTAGAGACACCTGAGCCTGCGGGGTACGAGCTCAGCCCCGAGGACGCATGAGGACTAACTGTGGACGACAACGCGGTAGACCCCGCCAACGCTCCCAGCCCCACGCAGGGACGTAAGAGCCACCCCTCCACGCCGCCATGGGACCTAACAGCCCACAAGCTCCCAAGCATACCGGAGAGTGAGCGCCAACTCGCAACGACCAGATGCCCCTACCTCACCCTCTCAAGTCACCCAAGCCTAGGCCCGCACAGAAGGTAGACACCAGGCAGACACACTGCGCGAGGCCGGACGCACCAGACCGCTCAAGCGCTCTGCACAGCGGCTCCAACTGGCGACCCAAGGCACCCAACGCGCACCTGACCAACACTGGGTCCAACGTGGCCGTCGCGAACGAGCGGGCGTCCCGCTGGAATGCCCCTGTCCGCAGTACATGGGCTGGGACTCCTACAGCCCCCGGCCACGGGCACGTACAGGAACACGATGCGCGTATGCCCAGGCTGAAGGCAGGGTGCAGTAGTAACGCGTCCTCAGTGCACACTTGGCCACCTCCCAGGAGCCAGCCTATAGACACCCCGAGGAGGAACCACCCACGCCACACCTCCGAAGGCCCAGGCCCACCCAAGACCACGCTGCACGGTGCAAGGGAAGCGCCACTCCCCCTTAATCGTACCTAAGCGATGAACGACTCGTTCCAAGGCGCAAGCCGTGTTAACACCACCCCAGCGTCCACCTGCAAGCACCACACATAGCGACAGCCTGACGGCAAGAGACAAGACCCCTACCTCTGCACGTACGCATGCACAGACCAGGGGCGGCCCAACCCGTGTGCTACGTGGCACCCTGAGCTTGCCGTTCAGAGGGCAGAGCCCTGTCCAGAGGCAGTGGGGCTTACTAGACATGCAGACCAGTAGCGTGCTCGGCCACATGCATGGCCTACACCAGCACCCTTGCCGCTTAAGCATCCTGCCCAGCACGACCGCCCAGTAGCACGCCCTCACAGTGTGACCTCTCACGGCTGGCTCACCCACCGCCACCGGAGTACCTGGCACAGCAAGGTGGACTCCCATGGGCCCCTGAGAGACCCTACGCAGAGGCCTAGCCGCTCCCGAGTGCGTAGCAGACAGCAGTGGCGACACCGGCGTAGCTGTATACACAAGCCTCACACTCCCATGCCTGCTACAGCGGCACAGACCCACAACTGCAGAGCTAAGTACCCGGCACCCCGAGCCTCCCAGCCCACAGCCACATAGGGCCTCACAGGACACGCTCGGAGGAGTGGGAACAGGCGACGCACACACCGAACGCCACCACGTGCCAAGAGCTGCAGGCGCCTACAGGCTGGAATGCCTGAGCCAGTACGCTCACCAGCCGGACACAGTACACACAGTGGCTGCCCTGGCACGCTCCCCACGGATGCTCGCCCACGCTTCCCAGACGCTGCCAGGTCGACCGTGAAGCAGGCCACCCCCCGGGCCACAGGTGCGAACTGCTGGCACCAGGAGCGCCGGAGCTACAACAGCTGGCCTAGAGGGCAGCTGCCCAGCCCGAGCGCTGGCCAGCACACACGGCACCGCGCACGAGGCTCTAGCACCCAGCCTACACAGGGGCACACGGGCCACTCCTCGTGCCCCAGCAAGAGCACTGCACCCAGGGCGCTAGAGAGCGCGGTAGCCCCGGCACCCGGAGTCCGTGGCAAGGCCAATGCACAGGCTCGGCCACATACGCGGACACCTCCAGCGGCCCATGCGGCAGGGGCTGGGCAGGAGGGCTAGCCATTGGGCTGCAAGACGCCCCCGACCTGCCGAACCCACACAGCACGGGCACTGCCCCGCACAATGCCTGCAGACGCGCAGTGCCTCGTCACGACACCAGGCAAGCCCTCTGCTCCGTGCACTAAGCGAGAGCAGCGCAAGTGTCGAGCGCAGGTGCAGAGCCCAACCGCATGCGGATGCCCGCAGCAGGGCAGGCTACCGGGCAACGAGCGAGCCCACAGACGCAGGAAGGGCCCCGCTCACCTGCATGCGCCAGGAGCCCAGGGAGCACCCCTAGGAGGCCCAGCGAGACTGCGCGTAAACGTTGACGCAGGCAAGCCAGGGCCGTGTAGGAGCAGCGCTACCTAGCACACGTGCATGCAGGCCTCAGTGCCAGGCGCAGCAGGCAGCCGGTCACAGCGCCGCAGCAGAGAGAGCGGACGCGTACCAGCGCCCACGCGGGCACGGCCCCCACGTAGCACGCCACAGCCCGCAGCACACGAGCAGCAGTGCGGGGCCCCCTAGGAGAGAGCTGTGCGTGCACCACGCAACGTGCAGCGTCGCGCCA
CGCACA
ACGCAC
CGCACGACACGCGCACACGCGCACCGCGCACACGCGCGCGCG

GCGCGC
ACACAC

AACTAGAGTAGGCATGGAGTGGTAGAACTCACGCGGCGCCGACTTGACAACGATAATTCGCGATGACTTAAACCTTTCAAAGGTTGGACATGAACAATCACGTCATGAAGCTGACCGACGCATTAAAATTGGCAATCAACTCATACCAGAAGCCGACCTTCGTCGGAAAAACGTTATAGATAACTAAATGACAGTGGAGTTGCATACCAAGCGCGAACGAGTACGTAGCTCGAAGATACAAGTCAAGACCAACAACTAACGACGCCCCAACGTCTCGATATCGATCAACTCTTAAATAGCGACTACCAGATCGGTCAAAATCCCCATTACCGGAGCATCTGCACCCGACTTTAAACTGATAGAGTACCCAAGTAGGAAACCGGTCCGCGACGCGTCATCCCGTCCGAACCGGGCTAGTCAAAGACAACGGACGTAATAAACAAGCGTGGAAACTGTAACCGTATTCCGCAACGAGACGAAGGCGGAATCCAGCTGAACTGATCAACTTCCGGTGAAAGAGAAGCATAAACTACTATGTCGCCATAAGGTTACATAGGGGTTCCAAAGGTAACGGAGGAACACATCTCGCAGTCGACTAGGCGCGAAACTGGAATCAGGCAAACAATCGCAAACCCGAGTTCGATGATGACGTCGAATCGCACCGTCCCATCGAATGTGAGTCACCTTGGAATACTCAGGGATTCGTCAGCTAAAAAGCTTATGTGATCGGCAGAATGAAGAAAGCTCGGCATTCGGCAACGGCGATTCGACGCAAACACTTACTGAATGATCATAGACCGTAAAAACACCACCTAAGCTTCAACCAACGGACTAACTAGTCGAGAAACATCGCGAATAAGCTTACTGATCCAGTTAAGTTGGAACGCGATCACAACCTTATCAAGAATCCTGAGGCGGACATTCATAACAAAGAGAAACAGTCGTAAGGAAGTCAAAGAGACGCCGCGAAGACGACCGCTGAGAAACGCCACCGGGCCGACACGTCAACAGCTAGCAAACGAAGGAAACGCAATCCGACGCCAAGCCGAATCGACACTGGTACCATCCTACAGATATGGAAAGAGGCGACGAACTCCAATACAGATACGGATTCACCAACTGATTCTGATGTCAACGAAACCCGAGAAAGGCCGAAGCCGATCATGTGAAACTTGCTGAGAAACGGTACGATGCCGTCTAACATACTCCAGAACTAAGATGGTCACTGACAGTCGAACCGGACGGCTACGTTGAGGTTCACCGTCGCGAACGGCTTTACTATCACGATAAAAACACCTTATAAACTGACATGTCCTCTGAATCGCCATGCCGCTTGTCAGTACTACTTACAATGCACACGAAACGAACAACGAAACCGTGCAGATACAACCACTCACCAGTTGCAATCGGTATGCAAACAGAATCGCGACCTAGCCCAAAATAGCGCGAGCCTCAGGAACTGTCTCACAAGTACAACTAGAACCTGAAACTAACCGATCGCTCATCCTGTCACACGACCCCCCACTAAACAGACAAAAACAGAGCTAAGGGGAAAGTGAAAAATGGCATCTCAACGTGCGCCCAATCATGGACAACATCGTATCAGAAACTCGGCGTCGAGCATTACCTTCAAAAGACAGGGAAATCGGACCGAACCGTTCCTACCGAAGATCTAGCCGGGTAGGAGACCTAAGTCTACATATCACGTCAGTGGGACATGACCTACTAATTGGGCGTACGGTTTAAGTTAGACACATCAAGGACAACCGGGTGATAAATGAGCTACAACACGAGAGGACCATCCAACCCCCGCGGGGAGTCATAGAGCTAGATAGAGACGGCATCGTGAACCCTCAATGACAACTCAAACTCGTATACGTAAACACTGTAACCTCAAAAGCTGAGAACTCGCGAAGTCTCCGGGAGAGACTAACCCATAGTGTCCCGTAGAGTTCCACTCAGGCATGAAATGGCCTCGACGGATACTGCAAAAAGACGCGGGGCAAGTGCAGGTATCTCAAAACTCTAAGGGGGAGTCGCGACCGCAGTCATGTGGAAATTACACCCTTAATCTGGCCTTTAACCACCGAGCAACGGGTATACGTAATCCCCAGGCGAGCCTAAAATGGGCTACCAGAACTATAGCAAAATGGTCGGACCGCGCAAACCCGGACATCACCTCAACAACAGGCTAGCATGGTATCCACAAAGCCAATAATCACATTGCAACCGTACGCATCTAGAGAGTGACACTAGACCCCCACCAAGCCAGTCCGTATATAGCGAACCTTGCGTGAAAAGCTGCATTCACAATAGGTCGCAAGATACACCTTCACCATAAGCTCGCGCAGACGCTTCGCCAACCATCTACGAACCACAACTAGTAACTCACGAGAGGTAGGTAGAAGACCTCGGTTAGAACGCCTGGAACAGGCGCACCTCATGCATACTGCGACTTCGCGAGGCAGTAGAATGAGGATGGTGCCGCAAGCCGGCGTCGAAATGTCCAGTGACCAAAGGCAGGTACAGTTCAAGGCCAACCGCGATCGCATGGGGGGGTTACACGGACGGGAAGAAACAAGCGGGTAGAGAGTGACACTTCTAACAATGCCGGACGCAAGACATGGCAACCACCTAAAGCCTCGCGGAGACAGGTAGCGTGTCCTCAGACAGGAACTACTCCAATACCCGGTAAACTGGCTTAGAAATAGGGGCTTAGTAGAAAAGACCATCCTCCCATTCACTGGGGCGAGCGCGATAGCGTAAACTGCTACTCTGGTCTAAAAGCATAGCGTAGCCGGAGGCGCCAACGTCAACTACACCTATCTTGGCATCCCACGTCACAAGTGTCAGTAACCCCCCCCAACAGTACTACCCGAAAGCAATACACGGACCCTGAGCAACAGGAAGCGCAAACGGGCCTCTGCAATGCTAATTCCCATAAGCGCCCAAAGGGCGCTATCCCGGCGCGCGTTAATAGCCAGATAGGCGTGAATGACCGGAGTAAGTCTGCCCAGAGACAGAAGGGTACTTCACGGTCCAATACCAACACCAGCAACACCGCCCACACCGGCCGCCCTAAGACCGTACACCTCCCTGACCAAACGGACCATCAGTGTAGACCTCAGAATGCTTCTCAAGGCAATAGAGTGCCAAGTCCCAAGCTTGGAATGCAAGGGTTCTTAAACGTAACACCGGCGACAGTAGCTAGATCACAGCATCCAAGAGATTCGACTCGTCGACCCCATACGCCAGCAAATCTCCTAGACACGAACACTCTACCTGGACGCTTACAGCTAGCCACCGCGACTACGGATCACGTTGCTTGTACTTTGCAGAGTCACCCTACGGCAGCTTCGCAACCTCACAAGAAGGTCCAACCAGCCCAACACGGCTATCGAACGTGTAATCAGCCTACCCAACCTGCCATGAAGCCAAGGGCTAGAGACAAAGCGTCACTTCGGATCCCCCGACGAACGAAGGATCGTCCGAATCTAGAGACCGCCGACCCCGGCAACCAGGCTGACAGCTGACACAGTAACCCCTCACATAACCCTCCCTTGCTGACCAGTGTTAGAAGCCAGCTCACTAACCTCTCCACTCAAGGGTGGAACTACACCTATAATGGAGGAGGGACAATGCGTCTGATACTCAAGGGGACAGACCCCAGACCCATACAGCGCTCTTAACCTCTAAGGGTGATACCTAAGCTACGGGGACACCTCTGCACAACCGGGACCTTCCAGCGGCCGGGACGCGACAGCGGCAACCTGAACTCTCCTAGACAGTGATCCATGGATGCTGCAAGACCATCCACTCATACTGTAACCTAGAAGGAACCAGAACCAAGGGACCCCGTAAGGACGCCAGATAGCAGACGTCAGACTGCGCCTCCATCACAAGCAGACGTGGACAAGGCCCTCCCTGTTCGACTGAGTTCAACGAGAGATGGACAAAGGGAATGCGACCACAGCAGACAGGTTGACGGGGCTAGCCCCTTGACATGAGGCCAGCGAGGCAGCAGAAACTAGAACTAGCCCCCAGGTGTGACCACCACACCCCCTCGCAACCTCGCAAGCAGGTACAACTGAGTAGGCAGGGAGAAGACTCGCCTTAATGTACCCCCGCCATGTACCCGGGAGAGGAGTTTGACACCCGACTCCTCCTGTAGATCCCGTAGACATAGGCATTACGGTACCAAGGACGCTTACCAAGCACAATGCTCCACTATACGGATCGTAACACTGAAATGCCCCCATATCTCAAGCCCGAAGAAGCGCACTACTGGGAAACACAAGTGAGCGGCCCGGCTGAGCCATAACGGGCACGTACCAATCGCAGATGAGCCCGCCCTCGACATAGGAGCTCCACCCAACTGGCCAGCGGATGCGACGAGCAATACTGGTCTCAAGGTGAGTACACAACAGGCTGTTACAGCGACAGAGACGGAACACAAGCGGTCTAATGCCCAAGCCGCCTCAGTCCCCACCGCGCAGCTTCAACGGAAGCTATCCCCTAGTGTAACCAAGGCATCCCACGCAGACTCCGGGTACCAGCGTCAGTCCGCGGTTCCCTACAAGACGAATAGTGCTGAAGTAGCCAGCTATACACTCCCCCGTCAGGGAGAGGTCAAGCAAGACAGGACATAGCGCTTGATACCCAAACCCCATTGTGACAGGTTCAGCACCTGGAAACACGGAACCACACGTCGCCTGAACGACTCCTCTACGGCGAGTACGACACAAGCTCCTACCACCCACCGTATAACGACAGTGACACAACCCATAGAGGATGAAGGAGACACTACGCGGAATCCACATGCAGACCCAGATCGTCCGCATAGAGCCAGATAGCGTCCACGATTGCAGACGGACCCGTCATACAGGCAACCCCGGACCGGAAGCGGGAGGGAACCCCGTACTACGAGGTGACCCTGTCGGGCAAAGCTGGGCTGAAAAGGTGGGTGTAAGGCATTGGGAAATGGCAAACGACGTCGGATAAGCACCCCTCACATGTCCGAGCGTGGCAGAGTCCACACATGTGCAAAAGCGAACCGCACGTTACCCCTCACGAAAGCGGGCAAGGCAGCAGTACGGCTAAAGGCCAAGGCTGACTCACGGGTACAGGACTGGTAACCGCGAGAAGCTAACCGCCACTACGAGTCCAACCATGAGTGGGAGGGACTGTACAACAGAGCGGAGACCAACCAGCCTAACCCCAGCCACCACCGACATCCGCCGATCCCATACCCTTGCCCCGGCCACATGGCTTTACACGTTCCGTTGCGCGCCCCTCACACATTGCAACGGTCGAATCGACCACCCTCGACGTCCAGAGTCACCCATCCATTGGCTATGCGCTAGACAGGACCTTCCACTGTACGCGAGAGGGACCCGCATCCGTTAGGCCAGAAGCTCCAGCCAGCGGTCCCCTCCGGCACCCCCCCGGCATCAGGGGGGACAGACAAAGAGCCGTGACACCCACGGCCCAGAAAGCAGTAGCAGACCCCAAGCCAAGCGGAAGGCTCGACGCCCTATCCGCGCCCTCGTAGCCGTAAACGAGACAGGGACACGTCCACGACTGCAAGTCACAGCCGCACCCTACAGGTGGACGGATAGGTCGGAGGACCAGGGAGCCGACATGTGCCTATAGCAAGTGTGAGCACTCAGCGTGAACCTAGCACCCGCACCGTGCCGTGCCAGACCACTTCCCGGCAGACAATCCCCACGGATGGCCCATCGGGGACGAACTGTGCCCACAATACCGACACCTACGCTGAGCAGAAGAACCAGCCTGCATTCCAGATGCGTCTTAGACGCCGTGCGAAGTCCCATGGCGGGCTACGCAGTACACTGGAGAAGGGTGAGAACACTCCCATGCTACACACCGCGGCGGACAAGGAGAAGAGCAAGAACGCTCTCCCTGCGCGCGACCCCTCTCAGAGTGCAATGGAGGCCCCGGCTCCACTCACTCTCACTGGTCTGCGCAATGCCACACATGAGCGCACGGTCACAGGGGAGCCCCCTCCACGGCTCAGCTCCCGCTACAACCAATGGGTCAACGGCCCTCCAGGACTGCCAACACGGACACTAGGGAGATGCCAGGACACATGGGGCCTCAACAGTCGGAGCCACGAGACAAACGCATTAGCAGTCACCTTAGCGCTAGGTGTCACACTACCGGCAAAGCACTCTGTGAAGCCATCACACCCACGCCACACCCAACAGCCATCGCGGCCTACATGCCCAGGTCAACGGCCAGCTCCCAAGCCTGGCAAGGCTCGTAGCAAGCCTCTCACCACCTGAGGGGACAACAGCACGGACGACCGCTACAGCGGGAGGAAGGGTCACAACCGCACCACAGCCGCCTACCCTGCGACTTAGCGCCCCAATCGAGCTGGCCACGCGACGCGACCCTCACCCCTGACCTGACCCCGGCGCAAGCAGGAGCAGGGCACACGGGCACAGAAACTCCCCAGTAGGCATACCGTGAAGTGCAGCGGACACCTGCCGTGAGCTCCCCACCTACAGAGACCCCTGCCCACACAGCCCAGGCACCACAGACAGCGAGAGTGGCATGACGGGCGCACGTCGCCCTGCCGCTCCAAAGCGCCGCAAGACGAGGCCCCACAGGCTAGCTTCCGAGGGCGTCCTAGCAACCAGGCAACCAGCGGCCCCCAGCATGAGCACCCTGGGCAGGTACACGGCACTAGGAACAACGCTGAGCCTACAGAGAGCTCACCAGGAAGCACTAGTCGCATCAGGAACACCTCCAACATGCCAGGCCTCCCGAGCCTACATACACCCCTTCACCTGGAGCACACGCAACGGGGCAACTCGCAGCCGCCATATGACGCCTAGGAGGAGCTGCCAAGGCAGCACGCACCTGGCTCAAAGTGCCCAGAAGGCAGGACACAGGAGAGGGAAGGGCGACACAACGCCCACTCCCCCTCCCGAGACCAGACAGGCAGGCCAGGCAACAGGCGTGCCACCGAGGCTTGCAGGCGTAAGGCACAAGCCCATGCACCCTTACCTGCTACATGCACAGAGGCCTAGCCCAGCCGTGCTACCAGAGACGTCCACGCCACCAGGAGCCACAGATGCAGCTGCAAGCGGAGCATGCCAGGGCGGTCACGCACGACTGTCCACGCTCCAGTAGCCAGCAGAACCCAGCCACCTCCCACCCAGCCAGCACGCATACGACAGCAAGCCTGCGTCCCTATGAGGGCGAGAGTGCCACCGCAGGCCGACCAGCCTAGGCCTCCTCGGCCGAACGGTGCATTCGTGCCCAGCTGGACAGACGCAGCCACCCACCCATAGGACACTGACCACGGATGGCGCAGCAAGCCCTCCGCCACAAGCGGAAGGCGCGCCAACAGCTGGACCAAAAGCGGGAGCACAGCCCCGAGCGACAGCCGCTCACCCGGTCGGCCACACACAGGCTGCCCCTGGCCACCTACCCAGGCTACACACGCAACGCTAAGACGACCAGTCCACCACTCGGTGCCCCACGGCGTACCTGCCCCAGTGGCAGCTGCATACGCCCTAGCACCACGGAACCCGTAGAGAGAGCGCCCGCATGGGCCTCTGCCTAAGCAGCGCGCCAGGCAGCGACGCTCTAACGCATAGACACCCTAAGAGACGCAGAGGCCACGTACACGTGCAGTGCACAGTGCACTGCACTGCACGTCAGCCACAGCCGGAGCTGCACCCGCACCCACGCCTGTGCCCTGCAGCTGTACGTAGCGGGCCAGGACCCCTGCCAAGCAGGGAGGCCGCCTCCGCGTCAAGGTGCATGCTCGGGCACAGTGTGCGTGGCCCGCAGAGCGCCCGCTCCGGCACACGTACAGGTGCAAGAGCGAGAGCCACTGCCCCAACGCGCACCAGGGGCGCCCTACGCTCAGCCCACGCTACCGAGTACCAACGCGACACCCGGGTCAGGCGCTGGCCAAGGGTGAGGGCCCCTAGGGAGCCCCCAGGGGCATCCAGGCCTCTGCTCCAGAGCCTGCAGGGGCCCAGTGCGTGCACAGCAGCCACGACACAGCAGGAGCACAGCGTGGAGAGACACAGCGGCCCCACCCGCCAGGAGAGAGAGGCGCTAATGCGCCGCGTAACGCGTGCACGCAGCAGCCACGGCCCTGCGCGTGCAGTGCACACGTGCCCGCTCCGCAGCGAGCGCCGCGCGGCACAC
CACGCG
CACGCA
CATGCG
CGCTGCACACGCGCGCACCACACGACGCACCGCACGACGCGCGCGCGCCGCGCACGCACA

ACACAC

GTGAGACACTTAATTGGGACCTAACGAGCGAATCGACGTCACATTCAGCCTTTAATTGAGACGCGGCGCCGAAACGATCGTTGCGCGAAAAGAATGAGAACTAAAGTGCCTCGAACATCCCCAAGAGAATACCAGTTACTTAGAAAAGCATACTGACATGAAAAACAGATCTAATAAAGAACAATAACCTCTACGTGGGCGCGACTATAACTTGGACTCGAAGCCGCCATGTACAGTGAACAAACCAAGGGAACGACGACGTAACACCGGAGAACCATTATGGAAGGAGGGTAATGTCAAATCATGATTCGAAATCCCCTACCACGAACATGCGAACAAAGAACAACTATGCGGATCCCAACATTGTAGGAACCGCGACGACGCCTAGAAAGGTATAACGAGCTTCGCTCCGAAATAAGCAACCAGAAGGATTGCCAAATCGAAAGTTGCCTTTCCACTAGAAAGACCCTGATAAGGTCGATTCCGATCTGACTATACCACGGATAGAGAAATACCCTTCTAATTCCCATCACCATCTAGCCCAAAAACCACCCAGAAATCTCGACAAGACTAAACTGAACACGCGAAATTAGACATCGGGGACGAAAGAGAGCTAGACAACCATCCTAAGACTGAACGTCCACGCCATAGCAAAGCAATAAGAAGACGGGAACGTCGTGGGAACACCAAGAACAAAGTCTAAATTGCACCGTCCACTTCTGTGAAATCTTCTAGTGACCGCGGTAAGAAACGGAAGTAGGAACACAAAATCCTCAAGACGATTACATAACGCGGCTCCCTAGAAACACTTACCCAGTGACACCAGTCGTAGAAAACACCATGACATATAGAAATGCAGTATCACGAGAAGGGTCAGTAAACACATCGAGTCGGCGAAACTCGCAAAACGCGCCCATATCACAAAACTAGATGAACACCTTAAATGAGTCAAGAAGAACAAGGCGGGATCCAAAAGCTGATACAAGATCAGATAGAAACAGAGGGATACGCCAAGCCGAAATTACAGGAATATACCTACATTCACAACTCCGACGAAACGGCCGACTCCGTTAACATGTAATCTCCACCCATGCATACTACTCACATCAGAAGGAGCCTAACGGTGAACATGGAGCGCCACCATTAACAACCAAGGTCGGTCAAGGGAAACAGCAAACGCGACGAACGCGCGACAATGGCAGTTTAGCCCGAATGTGGTGGTAACCATAAACCAATCATACCCTCATAACATGGACGTACATTAAGAGTTACAACCATACGAACATCGGGAACGAACAGGAACTATGAATGACCGGCATAACCCCTAGTTAGAGTCTGAATCGGGGCGAAAGCCAAGCCAACACGCGTAGTCATCATAGAGCAATAATAGCGCCGCGCCAGATGACCCTACCTCCGAGCGTCAGTCCGCGGTTCATGCATCGATCGCTATTAGGCCGAGGATGAATAGTGCAATCCGAAGACGATCCCATGGTAAGGCTAGTTGTAGTACTACATCTCAACGTGCGTAGAAATGGAGGAAGATACAGACGTCGAGGGGTAGACCCAAGGGAAATCGGAATGGGACCGAACCGTTCCAAGGCGAGCCGGACTATGAATGTCTAACGACATAAGCTCTAACGTACGCACATCAAGGACGAGCGACATGAGCTACCCGTGATATACCAAACCCGCCCCCCCAGATAGAGTAGGCGGGGAACTACCGGATCCAACGTTAGCATACCCGTACCGTTCATCGTGAACCCTCTTACCCAATGAACGGGGCCCTAAAAGCTTAACGACGTCGGAATTCCACTAAGATCGCGAAGTGACAGACTAATTGCGAGCCATAGCGTGCCTGAAACTTGCAAAGGGATAGGAAATGCCGTATGACCCCAATTGCAAATAGACCGCTTACCCAAGCCAAGGAAGTGAATACCCCATGTCCTAAAGCTTGTCAAACCGAAGGTGACAACACTCAAGGGGCAACGACACGTAGTAGTGTTACTTCCAGTGGTAAGGCGAGCCTAAACATTCGATAACGGAACAAGACTCCATTCCAGAACGGCTTACCCTTGAACCTGGCACTCAGGCCAAGGTTACCTGACATCACCAACGAAGCCTGCGATACACAAGCCCCCACCAAGTTCAGTTGGAGCTAGCATGTAGGTCAGAACCCCAATTCTGAGTACCCGACCCCGTAACGACTAAAAAGGCGAGTGAGGTCTAAAGCCGAGGGGACGTCTCCTTGCCCAAGGCACGAGAAGCTATCTGCAAAACCTGGTACAAACTCCGCAACCCAGGTGAGTCGCATCCCAACGCAGACGCTTCACTCTGTAGGGACCCTTCCGTGAGATATGCCCGATCAGGCGCAGTGTAACTGATACTTAGGGTAGAATCACAGCCGTAGTGTCAAACGTAAGTAAGCCGTCCCTGAAGACATGTGCGTCCGTCGAAACATAGCGTGGAGAGCAAAACTGCTAATGACAGTTCCGTTTATCGAAACTAACCAACCGCGATCGCGCCGACGGGTTAAGGCCGCGGGAACCTGACGTCCCACGATACATAGTCAAGCCAAAAGCCCTCTACGAAGCACTGGTAACCACCGGGGGAACCAACAAACTCGTTGCACTAACAAAGACTAGTACGATCGGCAGTGCCCCGAGCTCGCCAAGATCCAAGCTGATCAGCCCACAACAAGGGTATGCAAGTCAGAGGATGAACGGGAAGCGACCATTCACTCCCGCGTAATCCGGAAAGCCTCTCTGAAGTATGCTATGCCCGCCACGAAAGCGAGTCCCTATAAGTTGGATACTCCAACGCCGATAGAACGTCATGACGAGTGGAATCCCCATGGAGCTGTCAACGAGGGCTATAGAACACACCGCGGATCGAGGGGAACTATCACTAGTCTCCCCAAAACGCCCCGAACCGTCAAACTCCACACGGCAGAACCCTTGCAGTTTGACGTTCCGGGCCGCGCCCATATGGCCTCTAATCTGCCTACAAATCACGCGTCCAAGTGGGCGGCGCCGTACCGTAGACAGCCGACCTTCGGGAGTAAGTAGAAGGCAACCAAAGAGGTTAAATGCTATCCTGGAGACAGGTGGAGTCCACGGTTCAGCATTACCAGACCCTATCCGGCCACCGTACCGCTAGGGGTGAGCAAACATAGAGAGCAAGAAACGAAATGGGACGACCTGTACAAGTATCCGTGACTGGACAATGATGAATGGTCTCGTCACCTCAGTTCCAGAGGGACCCGAGCACTAGACCTAGCCACCGTCTCCAGCAGAAAGTGATACTCCAAGAGTCCACCTAATCCCGACTCTAGCTTGACGGTACAAGGGGCAGCTCCCCAACACTCAGGCTCAACAGTAAACGGACCGTGTAGGATCACCATGACAAAGGCCGGCGAACCGTAAGCGTAGACTGGACAACGGCAACCACGAACACGGGCGTCAGAGGATCCAATTGGATGGCACCGTGATGTCGGCTGGAACCAGAACTGTACACATAGCGGACGGAGAATGACCAACACATCATGGGAGAGTACATTGACTTCACCGCGGCACAATGTCAGCAAACCCGGTCACAACGGTGCAGACCAGCGCTCTTAACGGTATAGTCTCAAATCGCCCATCGAGGAAGCCCAGACGAGTACTAGTAGACTACGACAGACTTTGCATGCCAAACAGTCCGGGATCCAGAACTGGCCCATCACGGACACTCAGAGCACGAGCGACAAGCATCCTTACAAGTCTCACTCTCCGGAAGAAGTGTAATCCGATTCGGGACGCAAGGAACCGTTTCGCATAACGGTCAGGGTACGTCTTACCACCCCAACTGCACGAGACATACCCTACAGCCTCACTGCTAACCCCCCTTGTACGTAAGAGCTCAGATCACCCGTGCCAAGTAACTAGCCACTACCCGACACGTCAAGCCAGACCTCACATGGCCCAACACAACGCACTCGCACAAGAGCGCCACCAAGCAGGTACAGAACCACCTTACAGGTACCACTGGCAGTACGCATCAGCCTTATCCTCACGATCAACTGGGACCATGCACCCGGAGCTAGCAACAACCGCTACGGTACGATGCGTACCAAGGGATCAGGTAGGGAACCCACTAATCCTCCCGTAACGCACCGCGGAACTACGCCACAAGGCCCAAAGGCCAGGTGACAGATGGTCCACACAATGCAAGACAAGACAGCAATCACCCACCGGCGTACTCTTCACGGGCATCGCCATGCCGCCTTCCCATCACACCCGGAGCCCGCTTGGCAGAGTGACTAGGATAGCAACCCACGATGACCCCTGAACGCAAATGCGACGCCGCAAGAGGAGGAGAGAGGTAAACAGGCAGCGAACAGTGCGGAACTAGACAGTCATACGAGCCCCTAAGAGTACAGGACCCAGGTAGATGGCAAGTCACCGGTAGAGACCACGGCCGTCTACACCGGAGCGTTCAACGATCCACGACCATCGACTAGACTAGCTACTGTACAACATGAACACAAGTCCAAAGCATTGGCCACCCTCCACGCCTAGGACTGCCTACCAACAGCAGTCAAGAGGAGTCGTAGACCTACAGCTACTCCTAAGCCAGCATAGGCTACTCGCTTAAGTAACACTGTCCATAGCCCCATAGACCACACGCGGACAGAAGACAACGATCGTCAACCGGACCTTGACGTGACGTCCCCCCCCAGATAGCATGAGGACCCGTGTCGACATTGCCCTCAAACGCTGACTGGACCTACGAGACGGCGCTCTAAGGGTGCCTGTCAGCTGGAGCGAAAGCTACCTTCCCGCTACCGCTCGAAAGCTCGAGTCCCCCGCCCGGGAGAAGAGCACCGCACTCGGAAGATGCCCCTCAGACCTCCATCCCCACTCCACACCACCTTCACCATGCGTTTGAGAAGCCACCTATGGTGCAAGGTTCAAGCTAACCGCCCTCCGCCCTGAGGCTTTACTAGCATCAGGAATAGGCCGGAGAACTGAGCCGTTAGGCAGAGAACCCCGATGACGCAAATAAGGAGAGGACAAGCACCACTCGCTTCTCCTGTAACCCATCGCCCCACCGACGACAAGGGCGCAAGCATGACACTGAATGGTCCACCGCGCGTCAGTTCGAGGTCCAACACCGCGGCACCGGTCCACCAGGAGCGAGCCACGCCTAGGACCCCTCGCTTCACACCCACCCGGCGACAGCAGGGGGCCCCGGCAGGTCACCCAGCCTACCGAGAACCAGGGAGGCTCACAGTCCAAGCAGCACATGAAGGCCAGTCCCCTCTCAATGGTGCAGACGGACCCCCTATCCAGTAGCGTGCCAAGTGTCCGGAGCGAGTGCCTGTGAACGCTAAGGTTGCGAACCGTGCAAAGAGACACTGCTAACAGCAAGCGGACCGGTGATTGCAGTACTCGCGCCCTCGTAGAACGCCTAGCCCCACGACGCCCCGGCCTAGGCTTACGCCTCAGACGCGCCGCACCGCAACATTGCTAGCCACCTCCACTGACCCAACGACACCACAGGGAGGTCCTATGATCACTATAGCTCAGCACCTCCCTGGGACCGGACACAGTCGCAAGACCCTTAAAGGCAGCCATAGCCCCCCACCAGACGGAGACCTGCGCCCACGACCACCTCTTAGACTCCATCGCAAGGACAAAGTGCCAGAGAGACGCCCTTAGCGGGACCCAGTAGGATACCGCCCTAGCAGTACCTCCCGCCGGAACTACAGGAGACAGCTTCCAAGGAAGCGGCGCGGCATCGGCAAGTGGCGCCTGAGCGACCCAATGGCTCGGCCAACGGGAAGGCAGTGAGGCTCCAAGCCCTAGCCTCCCCTCGCCAGTAGCCACAACTGTGCAGGCACCATACGCGTGAGAGACCAACGCTCCCACGACAGAGACTCCTAGAGCTCACAGAACAGGTGAGTACATGCTGCAAACGAGGCAGACGCCGCGACCGAGGCTGCCATGGCCTAGCCCTCAGACCGGGAGCGCCCGCTCCGGTACCAGCAGGACAGTACACGCCACACCCGCTAACCCATCCTGAGCAAGCCTAGCCACCCTCACCCATGCCCCGCTCCTAGGCATACGCATAGGGCTAGAGGAGCCAGTACACCATGCACCAGGCCGGACGCGGATCAGACCCCCCACAAGGGCCAGGGTCCCAACGGACCGACGCTACGGGAGACCGTCGCAGAGGCTCCGAACAGGGACGACAGGGCTACGGTGACCGGCCAGAGGGATGCAGATGAGCCATTCGCCTCGCACTCACGGACACAAGGCTTAGGCAGGCTGACCACTCGCTACAACTGCAGCACAAACCCTCATCGCGCACCTCAGCTTGCAGACAGTGTGACCAGGACTCCACAGGTGCAGCCCATCTGCACCTTAGAGACCTGGAACCACAGACACACTCCCGGGCACCAGTCGTCGCCTTGCACATACGCGGGTCCACCCCCCCCACCACGGCACCAGCCCCAGCGAGCTCCTCACAAGGTGGGACCAATGCCCACGCCCAAGGCATGCATGCACTGCCCAGGGCATGTGCGATGCAGCTGACCCTGGAAGGCCCTACACAGCCCGCAGCACAAGCTAGCCAGCGACACCTAGGAGCGTGGCAACGTCAACCGTAAGCGACCACAACCTGGTCAGAAGGGGCGACCTACAGCAGTGAGCTGTACTGTTCCCGCTACTCCCAAGTGTGACCACGCCCCCGCGAGAGAGCTCCAGAGGCGGAGGACGACAGACAGCAGGTGTACCTACGCAGGGGCTCCAGCTGGGCCTGGCACGCAACGGTCACGATGCCCCGTAGGGGGCACACACCACCTCGCAGCACCTGCTCCTCCCCAAGACGAGCTGCAGCCACCGTAGCGACCGCCCAGCCCCACAGAGGGACCAAGCCACGGCTACCGACCGATCCCGGGTACAGGACGACACACACGTGCATACAATGGGCACAGGAAACGGTAGGCCTCTGCGCGCTCCCATCCGGGAATGCAGCAGACCCTACCCTGCACGCATCCAGCGGGGGGACCAGCCACCCCAGACGAGCATGGCGATGCTCGAGGCAGCACCAACTACTGCTGCAGCAAGCTCGTCAAGCCTGAGGGCACTAAGCAGACGAAGCACTCGTACAGCGCTAGCTTCCCTCCTCCCTGTAGAGGGCCTCTCCGCAGACAGCGCACTGCCAACTGTCCCCGCGACACTGCTGAGCGCAGGAGCCTCCCTGCGAAGCGGGCCGAAGGACACCATTCGCCCAGCAAGCAACCCACACGGGACACCAGGGGTGGGAGGCACAACACAGGCACTACCTGGCGGCCCAACATGCGCGAGCCAGCTGCCGCAGCGAGGACGGGCAGAGCACCAAGCGAGAGCAGGCGCCCGCTGCGGCGCACTGTGCGGAGCAGGCCCCCGCGAGGACTGCCTGCCCAGAAGCGAGAGCAGGTCCACAGGCCGAGCAGAGGCCACGGCAAAGGGCACAAGCGTAGCAGCGTACCAGCGCGTGCTAAAGCGCACCGGCAGGACGCATGGCCCTCTCCAGCCCAGGCACACGCATAGCACGCTGGCCGCACCCAGAGCCGGCTACAGGACCCACCTGACCCTGGCTCACCTACACCCCTGCCACAGGCAGTGGCTGCACGCAACCCCTGCCCCGCACACTGCGGGAGCCAGGAGGAGCAGCAGTGCACAGCCGCCCAGGCGGGACAAGGGTATGCCCACCACTCAGAGCCTCTGCCACAGCGACGTCCCAGAGGAGCGCACGGCCTGCACACCGTGAACAGCCTACGCACGTGGCCAGGCCGGCACCCCCTAGAGCACCACAGCTAGTGCGCCTAGGAGCATGAGAGCGCGGGGCCTCGCCGGGCACACGTAGGCCAGCCGGTGCGTGCGAGCAGCAAGACACCCCCTAGCATCCCAGTGCACGCAGGCAGGCCGCAAGCTGCAGGGGCCAGAGCCCGACGACGGCCACATGCACCGTGCCCAGGAGCGCAGCCGCCAGGAGAGACCACGGGCAGCCAGCCCCGCTGCCAGGCTCAGGGCGAGGGGCCAGCAGTCCGCAGTGCACATGCGCAGCGCGCGCGTCGGGCCCACGCTGAGCGGACACTGCAGCCGCCATAGCAGAGAGCGCACGCGCGTAACGCTCACGGTCACACGTACGTGCCATGCGTGCGCA
CGTGCA
GCACAC
CACACG
ACACGCGCACGCCACGCACGCGCGCGCACACGCGCAACGCACACGCGCCACGCGGCGCGCGCGCAC

ACACAC

ATGATCCAGTTCAACGTCGGCGCAAAACTGACGAGGGAGTTACCTCAACCTAAACCCGAAACGCGGACAAGACTTGACGGTTTACGCAAAGCGAAAAAAGGTTGAACAGACTTACACTCGCGTCCACCGACGGTAGACACGGCAAGCCGAAAAGGAATGGTCAATGACGGGTTAAAACCCAACAACAACATCACGTAGGGATTACTTGAAGACCAAACTCAGCCCCGGGATAGAACGACGAGAGAAACATAGCTCTTAAGTCCCATCATGATTCGAAATCCTCTAGTAACTTGAGGCATAATGACACATCTAATGCGGACATTCATCACATCACAACCGCGACGACGCCGCGTCGATGCACATGTATCCGAATAACCATCTTAAACGGACATGACCATCTACAACTGTGTGAGAAGGGAAAAGCGTACGGATATTCCGCAACGAGACAACAGAGATAAAGTGCTGAACCAACACAAAGGCCTATGACTGACAAGTTCACGCGAACATCGGCATCTCGGTGGAACATGAATGGAGACAAGTTGGACAAACCCGACGCCAAATAGGATTAGGGGTAACAGTCTAAATGCTCCAAACAATGTGGGCCAAACTGTCCATAACGCTGAAAGGTTAAGCGGAAGGTTGTAGTGAACTCATATGGTACGGACAACTATCGCTTACCTCGGCGATTACAGATTGATAACGGAGTCAGGTAGAAGGTGAATATGGATAACCGTATCAAAACTCACTAGTAGGTTCCCACTAGTAAACACATCGAGTCGGCGAAACCGAATATCGCAACAGTTAGTAACAACTTTGCCTTTCCCAACCCCCAAGAGGAAGAAAAGCAACTAGCTTCCATAGAGAACCTGACGACCGGGCTAAAACGCCCGTCAAAAGGATGACGGAGCAAACCTGTGACAAGGACTGTCAAAACGAAGACTAGGGATAACGATAAGTGCGGCTAACATCTGCCTACAAGGAATATACCTAAAGTAGAAGAGGCGACGAATACGGCGACTCCGTTAAAACCTGCTTTGACAGATCAAAGCCATGTCATCACCACCCGAGCGATCAACCCATACAAAGCGGACGGCGCCACTAAGAATAAGGCTCCAACTGACCATAGAGACCGGAATCGAGTACGGAGGTTCAAAGAGTAGTCAGGGTGACACGCGACGCGACCTATCACCAACACGGAGAGAGTAACTTATACATTGAAAGAGAGGAAACATACGACACGAAATCAACGGGTAAGAACCAATCGGGATGCGACGAGCAAATGAGTGGCAACTGTTACGGAACCATTAGAGGGATCTTAAGACCTAGTCTTCAGCAATAATGGGGATCCACCTTTGCGATACCCAAAGCCGGTAGCGGTTCCATTCAGTTGGACGTCGCGGATGAGGCCGAAATGGGTACTGAACAACAACCGGCCATCGACGGGTCTAGCTATATAGAAATGGTTACCCAACCATAAGACCCCGTCGAGCGGCCCTTTACGGGGTAACAATCGACCCACGTTCCAGCTAGAAGGCGCGGAAGACCCCAAGTGTAAGCGACCCTACCAATCACACCCCGCGCCCCCGTACGAACCAGACCAAGAAGGACACAACGGGCGACCTGATCAGAGGACCCCCCCCGCTACTAGTCATTGGAACAGAACATACAAAGCATAGTGATGCATCCAGTAGGCTGGAAACTACCGACATAAGATGGGTCTAAACTACACCGTTCCTACGATCCCGAAACTGCTGGGAAACCCACGTATACACCGATGCTCGAGCTTGACATTGGCATTGCACCTCACACCAAGACTCAGGCTTAAGTGACGCTATATCATCAAACACTCTTCACCCTATAGGAACCGGAAGACAGAACAACACACACTTAATAGACCGCTTACTTACAAGAGCGACCTATATACCCCTTAACAAGCTAAATGGAACCGCCACTACGAGTCGCCGTAGCGTCTCACTATCCCACCCGCTAACACACGCCAAGACACTCAAGCTCGCCAAGCAGACTCCAACTAGACGGGTACTCATCATGAGGCAACCACCTTCCAGTAGCGTTCAAAACGGTAAGGGAATGGGAAGATGCCCTAGAAGAACAACAGTCCGGCCCCTTAGACTTGCAAAACGTAGTCACTCCTCAATAAGCACACAAGCGTCAGTTCGAGCTAGCCTATAAGTCAGAAACTGGATCCAGCATGGAGCCTTACATGAGGTGCTACGACCCAAAGAGCCCGGCGTTCTAGAAGTCAACGGAACGAGAAGAAGATGCAAAAGCAAGCAACTGCAATAGATGTGGCCTGAAACAGTATCTCCATCCAGAAGACGAAGCTCGCGCTTCCAGTAAGGTGAATAGGGAAGGGTCCCATGAATGAACACGCTCCCGATCAACCTAAGGCGCAGTAACCCCGTCAGACATATCCCAATGCAAATACCAGGACCACTCTGACACTTCACCAGGCCCCGCCCGCACACCCTACGCGCCCTCGTAAACCCCGTCTGACCGGGCGTGTCAAACGTAACCATCCCGTCCCTGAAGGGGTACACATGTGCCGGCGGGTCAGTCGAAAAACACCACAACAACCGCCGCCTAGCCGACAGGCCGCGGGAAAGCGGGCGTCCCCTTCTAACAATGACGGTCCCGGACCGATACCCATACCAGATGACGGAGGCGGGAAGGTAGACTAGGGGGCAAAAGGTCACGTTAACTCTAAGCGAAGTTGCAACTGGACCCAACAACAGTATCAGCGACTGAACTTCCCAGTCATAGCAACCCATAAAGGCACTCGGACCTCCAGTCATAGCGATAGCGTAATCCGGAACTCTGAATTGCATGCCAAGAATGATACTCCAACGCTAAGGAAAAGCGAGTGGAATCCCCATCACCAGGACTACTAGCACCCCTTAAGCAACGGAACTAGACACCGCGCATTACGATCGAGGGGAAAAACGCGTATGACAGAAGATTGCACCAGTCCTCCCCACGTTCAGCGATCGATGACCTAAGAAGGAGATGCTAAGCCATCCACCAGAGCAAGGTGTACAAAGGGATGACCCTCGACGGCGCCTGTAAGACGACGCGTTAACTGTAAAGCCACAGGAAAGAGTATACAGAAGACCTAGGCAACACATAAACAGAATCCTGGACAGACCCTGAGGTCCATGCTAATCAGGACATTCCGTAAGAGATTGCCCGCCCCGAAGAGCCGCCGTGACAACTCACCAACCCAAACGGATGTGAAAGCACGCTTCACTTCTCAGCATAGAATGCCAATCCCCCACACATGACATGTCCCATAGGATAGGCTGTACAAATGGCGACCCCCCTCAGCCGATAGTTCCAATCTCCCCACAAATGGGCAGGCATAAGCGGACCCGAAGTACAAAGTACCCATCAAGAGTCAATGCAAGGTATACACTAATCCCGATACAGCAATGAACGGCTGTGATATAGCCAAGTACCCTGGTACCAAGCCCGGCGGGTCTAGACGAAACCCAGGGGACACTACTCCCGGCCAAGCCCATGGTGAGGATCGTCCGACCAGTACCGGCAGGTTACAGTCTGGAACTCCAGTCGACACATCTAACCAATAGCAGCTGGGATAGCCTCCTACTTCCCACTAACCTCTCAGAGTGAACACTGTCTACAAGCGCTACCGTCCCATCGCCCTTAACAGGTGCACAACCGGGACTCTTCACTGGCCAACAGGCGACAGCGGCATCGGCAGGACCCAAGGGTGACTCCGGGAGAAGAACCAATCCGCGATTCGAATACATTGTCAGGAACCTCTACGACACCCAGGCGCTAGGACGTAAAGACGTCCTGTCCAGACTGTAGACAGAGCGAGTGTAAACGGCCAGCTGACATGCGGGAGTAGTCAACCCCATCATGGACGAGGGACGTCTCCCTGGAAGAGTGGCTCAAATACACGATCACAGACAGACCGGGCACATCCATCCCGGACAAATGTAGGAGAACGGATCAAACGCACATCGCTCGACACACCTAGCCAACACTGAGCTGCAACCTTACGGCAGACACCACACCACTACACCACCTTGCCTACCCTAGGAACGGGGCGCCTGAGAAGGAAGTCTCGTTACAAGATCGCGATGCCGTCTACCGAAAGTGTTACAGACCCAGGTACCAACGCGGCTACAGGTCCAGCAAGGAACAATGTGCCACGGAGCATGATCCACAACCTGGAGAAGCAGTGAGTCAGCAGGCTGACATGCCGCTGTAACGGGCATGCCGCCCTCGAGCTAACTGGACCACCCAGCAGAAATAGCAACGCAAGGGGACGGGGGACTCAGAGAGGTACAGCGACTAGCAACCAGAAGTTGCAAGCTCCTGAGAAGCCTAAAGCCGACGGGAACATGCTCCCCAGCCAGACCGCGCCGACAAAGCTATGCAGTACACCTGAGCTTAGTGAACAGCGTCCATGGGCGGCCGACCTTCGCTTTACGTTCACGCAAGTCCTAACTTGTACTTAGCGCGCTAGCTAGAACCATGCACCTCAACACGCACGTCCCAGACCCACCGCCATTCCCCGCGACCAGTACCGTAGAACACGTGGGACTACTACCATCCGCCCCAACATGGCGCGGACGCATACTCCGAAGGCGGGGTACAACCCGTAGTAAGGGCAACCCCGGACCTCGCCGCTGACTCAGCGGATCCTCCCAACCAAGGAACGTTCAATTGCAATGCATGCACGGACTACCTACGAGGTACCACTGAACAGACCCGAGCCCGTGAAAGCTGGCAAGACCTCACCGGGAGGTGCAAAGGTGGGTTGTACATCAGGAAGCAGGCACCCAGCCAGTACCAATGCCCACATACGCTTCCGTTTGAACTGCCATGACGGTAGCAAAGTGCCGAGCGCGCGAGATAGGGGACCGCCACATGCACCCCCGTCACAGTGGGATTGTGGAGCCAATCCGCAAGGCTGAACCCCCAGCCGCAACACGCCCGTGCCCAGGGTGACTTGGCACAAGGCTGTTCGAAGACCCTTCGTGGCCAACAACCACGTGCAAGCTTAAGGTGCTAAGCGCTGGACAGCGCCTCGAACAACCGCCTCCGAGGTCACCATAGAGGGGGACCACCCCCACCGAGGCCACCCCCAGACTCGTGGCACAGACAAACCCTCAGGGAACGAGCGAGTACCACTCACACCGGCGACAGCGCTCACGTGACAGGATACACTCCCATAGACCTGTATGCGAACAGAGAGTCCCAAGCCGGCAAGCCCGAACCCTAGAGAGCAATAACAGCGGATACACCGGTAGTACTGCTCTAGAGACAGCCGTAAGCACGCTTCGCGGAGACAGAGCTCACTACAGGTCCGAGTCCCGTGTAGATCCCCGGATAAACAGGCTTGCCTGACCACCCTCCAGCAACAAGACCCCACACCCTCTAAGCACAGAGACCGTCCTACGTCAGCTATAGAGAGGGAAGGGCCTGGCAAGGATGCACTAGCCTGCCAGACCGCCGACCCCGTGCGTGGTACCTGAGCTCCACCACAGAAGTTTGACCTCGCGCCACGGACGACCCCACAGTACGATCGGCCCGGTAAACTCCCCCTTCACACCTGCAGACAGTTCGGGGCTATATGCAGCCCAAGGAGCAACCACGACGTCGCAGCTAGACGCCCAGCTGCTGGGAGCCACCTCTGCATACACAACCAGCACCTCTCCGCGGCATGGCGCACGACTACCAGCGACCCAATGGGACCTCCAACGGGAGTGCGAGCTACAGGCCAGCGCACGCCAGCGGTCAACGAAGAGCCCGGGTCACAATGCCACCACAACTGTGCAGCGGCGCTAACGTACCACTCTCAACGCGGCGTGACCCCGAAGTGTGAAGAGCAACGCTAGGACAAGCCAGCAAGGCCCTATCACCCTCCCGTACCGCTAGAGCGCCCACAAGCCACTCCTCCCAATGGCCCCGGAGCTCGCAGCCGAAACGACCTGAGCAGGCCTACCAGCAAAGGCCAGGCTCACGTCTATACGCGCCATAAGAAGGAGCAGAGATGGCAGGAGACCCGGGCGAAGCCCCAGCCCAGGCCAAGACCAGTAGAGCTACCCTAACAGAGACACCTCCACGGTACAAGCGCCACCCCCTGTCAGACCAAGAGGCCGGCAGCCCCTCCCGTCGACGTGAACAGGGACGACACTATGCACAGGAATGAGCATCCTCCGCGTAGGACACACGAACCAAGCAGCATCAAGGCAGCTCACCCGGTGCGGCGAAGCGGACGGTGCAGCGAGAATCGCGAGGCCAACCGCACGCAGCCCCCTAACACTCCTCCAGACGGTGCGATCGATGCTGCAAGAGGGGCCCGCCTCACAGTCCAAGCGCCATACGCACGGCAGGGAGCTCACACAGACGCGTAGAGACTACATGCTCAGGGCACGGGCCGCGCCCGGGCCAAGGGCCGAGGACAGCTTCCCATGGGACCTAAAGCCTCCCTACAGGGCGATCACGAGCATGAGCCTCCCACGGACAGCCACACGTATCGTCAACCGGCCTCCCGGGACCCAGTGACAGCAGCACCAGAGGACCACACCGATGGCAACCCGCACAGCTCCCCCGCGGGGACCCCCACCACAGGCATACACAGCAAGCTCACAGCCCCCATGCACACCCAACGACCTCTCCCCCCAGTCGCGAGGGCACAAGGGGCCTTAGCCGTAGAGCGTGCAGCTCACACGGACGTTGCCTGACACGCTGAGCTGCAACGAGAGGCTACCCTCACCTCTCGAGGGCAGACGCCTACAGGCCGCACGACACGGCGGAACTCCCCTACGCAGGCCTCTAGCCCCCAGGGCACTAAGCACTACAGGCGTGCCACCCGCAGGCTACAGTGGCCCCAGAGCCCCCCTGCACGCTCCAGTCACACGCATCCGTTAGGAGCGCCGCCGCGAGAGCCGGCACCGTAACCAGAGCACAAGCATCGCAAGCCCTAGGGGAAGCATCCAAACGCATCACCAGGCAGGTACCGATGCCGTCGCACTGGCCCGCAGAAGCGGCAGCCCCAGCTCCGCTGACCGGCTCACTCCTCCAGGAACTGCGCACAGCCTACACTAGGCAGACAGCGTACGACCGCAAGCGTCCGAAGGCGGGCGAATAGCCGCCTCCAGGAGCCACCGCGACCACGATCGCGCCACAGACACAGGAGCCGTCCACAGAGCACTGTACAGTGCACGCTCCGCAACCGGCACAACGATGCATAGCTCCGCAGCACCAGAAGCCGCTACCTCGCCACTGGGCCAAGGGCAGTGGCCCTAGGCAGGACCCTGCCTGAGCGTGCGAGAGGCACCGCCACGAGGACGGGCAACCGCTCTGGTCACAGTGAGCTTGGCCGGAGACTGCGACCGAGCGGAACAGTGCCCGGTCGGCCACGCCCGACGCCGAACCCTGGGGGCACTGCTAAGGGTGCGTTGCATGCAGACTGCACTCCTCACTGCTAGCCCACAGGGGGGCCCAACAGAGAGGGACGGCTCACAGGGCGCGCGAGCGTACAGAGCCAGCCACCTGCCACCTGCAACCTGCAGTGTCGCTACAGCCCGCGTGTGACCTGCGCCAGGGACGCATGCACCCAGCCTGAGTGCCACGCCCAGGTCGAGCAGCCACGGGAGGGTACACAGGCCAGAGACTCGCCAGAGGGAGCACCCTACAACGTCCGCCTACAGGCCCCACTGGAGCACCAGGAGGGCTGCCGCGCAAGTACACCGTGTCAGGTGCCACACCTACGCACTGCCCCGAGAGCCCACGCCGCAGACGCCGCCGAGGCTCTGCCTCCGCGAGCCCAACGGCCCGCTCATGCGCCTGCTCCGCACCCATGCACGAACGCTGCAGAGAACGGCAGCAGCTCACCTAGGCAGGCACCGGAGCGGAGGACAGGACAGCGTAGCAGGCAGCAGGCACGTAGCCAGCCGTGCACCAGCGCCTGGCCAGCACGCCCTACAGGAGCGTGAGTGCACAGAGCTCCACTGCAGGCTGAGACACACACAGGCCCACGACGCAGCTCCCCCTAGCCTGCGCACCGTGGCAAGCCCTAGGCGGTCCCCACGCGCTGCACACACGGAGAGAACGCAGCAGTACGCAGCCACAGCGGGCCCCCGAGCCCTGTGCAGAGAGGCATGCACGCACCGTGGCGCGAGCCAGCCGAGCGCGCGCTGCAGGGGCACACGCGTGCAC
CACGTG
ACGCGT
TGCGCA
GCACACACGCGCCGCACGCACGCACGCGCAGCACGCCACGCGCGCACACGCGCGGCGCACGCGCGC

ACACAC

ATTCCCACCAACGTAAACGCATTAACAATCATATGCGGCTTACTTAAGCCCGCCGTAGGAAAGCGACTCGGATGGTAAACTATGATGAAGAAAGGGCATTGACCTATACGAAAGGTATTACACTTAACTTTGATTGGGGGCTAACACCGAGGCGCAAGACATATGTAGATTAGACGAGCGATGGTACTTAACAGGTTCCAATGACAGTAACCCTTACCCGAAACCTTAACGCGGCGCCGAAACGATCGATGACGCAAACGGGCCCGTTGCGATCCATGAACATCCCAAACATCTCGTCCAACATCCATGTTGAATGAGCCAAGACCGACGACTCATCTTCAAAAACGTAGACTAAGTCATAAGAGTACGAGTGTGACAGACCAAAAGATGAGTAAGCCCGGCTAAGCACAAACACGTCTCGGTATAAACCGAACGTAACAACTCGGGTAAGTGTTAAATGGTGATTCAAATAGCAAGAACCTCGTCCAACAAAACAGTGAACTACGAACACCATGGCAGCTAAAGCGGATGCGGCTAATCCCGCGACGACGCCTAGAAACTGACATCCCGTAGTCAGGATAAACAACAACGGACAACAAGATCTACCAGGTAACAGAAAACCGTAGGTCGATTCCGCTCTAAGTCAACAAACAGCGTCAGGAACGAGAGATCGCATAACCTGAACATCAGAGACCGATTGTACCGACCGACATCCTGTGACAGTCGATCCATCATTCAATAGGACTGTTAATCAGGGAGGGAACGCCAAGTTCGATGATGCTATTAACGGGAACGTCGGTTCTAAGTCTAACCGTCGTCTAACTTGAAAGTCACTGTACACCTTTACCTACCTCGTCACAGATAAATGACCCGCGGTCCAGAGCACGACTAGACGATTACATTCGGCGATTCGAGTCAGCACTAAGTGAGAACACGAGGGAATCAGAACCTCTAGGACTACGAGAAAGTCGGCGAAACAACGCGACCCAGCCAGAAAGAACAGGAACCGAGTACGTTAACTTACAAGGATTAAGCGCCCGTCAAAGAGAACTGTCAACAGTAAGACAAACGATAATCCGACGCCAAGCCGAATCGACAATGTCCGCTAACATCTGCAAGCAAAGTATCCGACGAACTCCAAGATAGGTCCAAAACGGCCCGCTCATCCAGATGAGAACTACACGATCATCTAGAATGCCATGTGAAGCGCCAAAATCGCCATTAACAACCCGTTGAGACCGAGCGGAATACGGATCGTAAAGTCAGCCCAACCCGTCGCGCGACCTAACAGAGAACCTTCCCGAGTAAACTAGAATGTGATAAACACATGTCGTTCCAGGAAACTGCTAACTAAAGACTTACAAATGCCGCGTAAACCATACGCAAACTCGAATCGGGACTATAAGGTGAAGATGGAATCGGAGGATACGGAACGGCGAAGTTCAATCATCAAGCCAATAGCAATATGCAGCCAACGGTACAATCGCGCTGGAACGACAAGGGTTACTCAAGCTCCACATGCAACTTTGCTAGGAAGTACAAACCCTAACTAACCGGTAGGCTTCACCTAGAGAGGAAGTGGAACGATCGCGTCGCATAGTGCCATACCAAGGAAGAACTCATACGCGCAAGAGCTAAACATTCATCATGGACTACCCTTGATACAGACGTCGAGCGGCCACGACTCCGAACCGTTCCCTTCTATACCGACGGAAGCCATTCACATCATCACCAAGCGACATGCCCACACTACCACGATAAGGACTTCCACTCTGAATCTCCCATGCCGGCGACAACCGGCATGGACGCATACAGGAAGGGTCACAACTGCTGATCCTTGGAGATACACCACCAACCATCAACCTTCCCCCGGGTTGAAGAGTAAACGTTCTACGAGACGGCTCCCGAATGTTCGCTGAAGTATCAAGGATGTGGGAAAGTCCCACCGATAGCAATCATTGCCAGATCTCGCGAACCCATCATATGAGTATGCTTCACGCATGAATAGACATCCCACGCTTACAGTTCCTTACAACCTATGGTAACAAGGTCCTATCCCACCCGGGGGAAATTACAGTAGTACCGTTAACTTGGATGAGGAGTTTGGAAGGAAGACTCCATTCCCTACCAGCTTACCTATCACATAGAGGATGAATCCGGCTCGAGGACGTAGCGCAAGTTTGATGCCAAGTAGAAAGCCCGAGTTCACGTTAGACCACACCTTACGTTACAAAGAGAGATAGCCAGCGACGTAACCACTAAGCCCAATACCCAATACAGACGAGCCGTATAACCTTGAACGGAAGGACTGGACAAGTCGCAGTAACAAGACGACCGGAGGGTGAAACGCTACGAACCAGGCGCACCACTCATCTCACATGGCCCAAGCACTTCAACAGAACGTCTGTCTCACGCGCCCGGTTAGCCGTACATGACAACCCCACCTAAACTTCGACTGAGCCGCAAGCGTCCACAGCGACCGAACGTGGAAGAACCCCAACCGACAACCTAACCCGCCTACTGAACAATGCCCAGAAGCCCTGACTTGTAATTCGCCCGGACCGATACCGGTGAACGGAGCCGGAAGGATCATCTCCAACAAAGGGAGAACAAGCAGCTTCCGCTTTACCACTAAAGACAAGTACGATACCGCCGGTAGGTCGAAGGGACATCAGCCCACAAGGGGTACTTGCACCCATAGAGTCCAAGACCCAAGAGAACGGGACCGCAGATGCCGACGCCGCGATATCCGGAACTCTGGGGAGACGAGTCATGTGGATGACAAATACCAGGTTGAGCGTACGATAGACTAAGAACGTCATCCTACTTGGCAGTCTCCCCCACACCGCGGCGACCTCACAACTCTTACTAGTCCCAACACCGTCAAAACACAACACTGGAAGACTATACACAAGAAGCGATCCTAAGGAGCAAAGTTACGACTTACGTACCGCGTTAACTGTAGAATACAGTCCAAGCCGATCGGAACTCATCCCTTCACATGTAGCCTCAATGGGAGTCCACGGTCCAACCATAATGGGGCAGTACTCCACACCGCCCGACCCAATTGGACCTTCCGTGAACCACTACCCGAGGGCACAACCTCCAAAGGCAGGTAGAACCATGGTCCCATCTACACATAAGAATGGGCCCTACTGGACAAACACCAGGGATGACCCCAACCACAGCTTACCGATATGGCCAATGGAGCTTGTCAAAGGCCACTAGGACATACCTAACCCACCGATGGACGAAGTACTATTCATCACACACAACCGGCAGCACCTAAACGAGACGCATGGCCCAACTCTAAAGCCAAGTTGGCGTGTACTACCCCCATGAGACAGAACTGTCCCGGCGCTTATAAAGAGGAGGTGGGAACCCAAGCGTACGGATCACGTGCTTCTCCCGGCCATGGTGGGATCCCCCGACAGGCAACCTGTCACCTGGCCAGTACCCATCCCGGCAAACAGGGGTTACGCCATAATCCTGCCCCCACCAGTCGCGAGAACTAGGGGTGACCGCGGCCAAGTGCACCCAACGTCCAACCCGATCGATGCGGTAATGGCGCCATCGGACTCAAACAGCATAAGCAAGGGAAGCTACAGCGGACGAGTAAAGCTTCCAAGGACAGGTCCTGACCAACAGCTCAGAGCGACAGCGGCAGGAACAGCTATAAAGGGTCAAGACACCCCACGGCTCGACGCAACGTCAAAGGCCCAGGCGCGGTCACTGAGAACTACTATGGTCGACGTCGGGCAACCTCAGTAGACAATTGCAAACCTGGCTACCAAGGAGAGAGTCAGCCATCTGACACAGCAAAAAGCCGATGCAGCCTAAACCAGAGGTGTAACGGGGCTAGCCGCTTGAAACGCCCACATCCGGCAAAAGGTGCTCTTCCACCCCCCGCCGCCATAGAGTGCGACCAGTACCTCGCGCCACGAGACAGCAAGAGGTGGAATACGGCGACTCCGTTAAAGGTACGCCTTAGAAACCAAGACGAGAGCGGAGGACTCAGGACCGGGCCCCTCACTCCTAGGCAACCTCGCCAAGCATCAAAGGATCCCCAAACTCATTGGCACCGGAATCGAGCGCACCCGGCTACAGGTCAGCTGAAGCTGGCCGAGAAGACTGGAAGCAAATGGCACGACACTGGGACATACCGGCGTAATAGGGGAATGCATCGCCATGCCGCGACCAGTGAGAACATAGATGAGCGTGGGAGCCCTAGCAGAAAAGGGGGCTAGCCATACAACCACCACGAACCGCCGCAGTGTACAACCACTCACCAGTACCAGTCTGACAAGCACCAGCAAGCCGACCACGAGATGCGCCAGACGAGCCAGCTATCGTGAAACAATGGGTACCAGCGTCAGTCCGCTAGAGCTGTAACCACTCAGTAGGAGCTCGCAATCCCGCTTCAAGCGCACACCACACGACCGGGTCCTGAGCCCCGTCAGGTCACAATGGCCCTAAATCGTACTAGTAGCCAGCACACGGGAACTCGCTGGATCAGCACATCCAGTGCTAACCTACCACCTCCCGTCCCGAGGCAGAGGAGTACGAGTCGTAACCCCCCATCCGACCCCTACCGTACAGTGACAGCCGTAGGGAAGGATCTCCCCATTCGAACGTCCCCTCCGAACAAGGACTCTCCGGCCAAGGAAGGGGACAGTCGACAAACGGCCTCGCCGCTGAGCGGGACTCTACCCCGTACCGTTCATAGCACTTACCATGCATCCCAGAAGACACACCCACATGCTGACCTCTGCTCGACACTGAGATCCCCCGTGATCGCCACTCTCCCAAGGCAGGGTCGGGCACAGAAGGGTGCAAGTTGTACCTGGAATTGCGCCGTAGCATCCCTCCTCAACTCAGACCGAGACACCTACACTCACTAGCAAGTGCTCTGCACGCGAGAAGCTAACCGCCACTACGCGTAGCCGTCACCAGACAATTGTGCAGTCACCCTTCAAGCCTCCTTAGAGTGTGAAACGCCGGGTAGTCACACAACCCACTCCCGGAGACGCAACACACGGGCGCCCGAGTGACGGGTGAATCACGCCTCGATAGGCAAAGGATGTAGACATGTGCCCTTCGGGACCAGCTAGAACCCTCGAACACAGCAAGAGGCATGTTCGACAGAGAGTTGCAGCGTACCCATCACCCTCCACACCCACACCGGCCGCCCTGGACACAGGAACCTCCCAACCGCGGCACTACGCAACCAGGCCACGCGATGGCGACAGCAGGGGGGGCCGAACGACGAGGCCTGCTGACGTGGCAAAGAGCCAGTCCCATGGGGATCACGGGAACAGGACCGGCAGAGAGCCAGTGCCACCGGGAGCTACACCAAGCTGCCCAACTGGAACGCTCAGCCGGCCAGCGCCGATCGACCTAACGTTGCGCGTCAGGACACTGGTCAGGTCCACAGCAGGGGACCGCCTCAGACGCGCCGCACAGCCAGCCGGCCCCCAGAGCTTCCTGACCCACGTAGACGAAATGCTAATAGAGCAAGGGGATCGCGCCGACCGTGGCAACACAAAGCAGAGGCCGTACGAAAGAGGGAGAGTGACAGTCCAGACCAGACCAAGGCCACTCTCACACATGGTACCAAGGCAGTAGCTAGGACCCAGCGTGGCCCACGGGGGAAGAGACATCGGCAAGCTGGACTCCATCGCAGACACCGGGCTACGGGGCAGCAGAACACATACCTTCACAGGGGGCTACGGTTCACACTGGCATAGCATACACAGTGTCGCCGGAAGGGCACTAAGCACTGGCCATCACAGCGGCCACAGACACATAAGTACAATGCTCCAAGCCCAATGCGCCTGACTCGGCGACCTCCACCTGGGCTGAACGCCTACCCTGCTCCCATGACCAACAGACCGCCAGGGCATAACGAAGCCTGAGTAGCCACAGCGGACATCGACGGCCGGGCGACCACCCCTCCAGAGCATCCCCACACGGGAGAACGCTGGAGTAGCATCAGATTGCAGCCACACGCCGCCGTACACTCACGTGTCACCTAGCCCGACAAAGCTCCCCACCCAGGGCTACACACACGCCCGCAGAAACGCACTCGCATCCGCAAACCCTGCGAACAACTGCCTCACAAGGCTACACCACGTGGTACACTCAGTAGCACAGGCAAGACCTATACGCCCATGCGTGTGAAGGAGAACTGTGCAGCTGCAGTAGCGGACGCGACTACTTAGACGTCTAAGTGGGAGCCTGAGCCAGAGGCTGAAGCACCTGTACCTCAGCAGGGTAGGGACCCCTTGCAGTAGCCGCTACGAGGTACGAACGGCCTCCGCTCAACTGCAACTGTCCCGGAGACTATGCAGAGCAAGCTCAACAGAGACGTACGCATCCGAGCTACACACCCACAGGATACCCCTACACCGAGCAAAGGCTCCTACAATGACCCCGAGCACCTGCGAAGCCCCGCGCCATGAGCCCCGCCGAGGAGGCTCAAGCGAGCCTCCGAGTGATACACTGACGGTGCCAGACGAAGACAGAAGCCCTGCCACGAGGCAGACGCCCAGGCCTGTACCAGGCAGGTAGAGCACTGCAACCAGCAACGCGCCCGGGCCAGCCCGCAGCTAGATGGGCAAGGCGCCAGAGTAACGAACTGCAACCCCGCGTACGACAACGACTGGGCTGCCCGAGCGACTACAGGTGATACACCAGAGGGAGACCCGCACCCGTCCCCCCGCCACAACAGCTCCAGCCCGAGAGCCCCGGCAGGCCCTGCTAGCAGTACCACAGAATGCGAGTGGCCGCTCAAGGTGCCAGAGGCGTGCCGGTGCAACTCCTAGCACACGCAACCCTCCCACTCGCAGCCGCACCTAGCCCAGCACTGCTCATGCAACGCTGACAGCCAGTCGCCCTCTCCTAGGAATAGGCGGCACAAGCCTAGCCACCATCCGCCGACACGGCGGAGAGGCACACTCCCGGACCAGCTTGATGCAGACCCGGAAGCCCCTTAGCGCGTCAAGAGCTGCCCCACGACCCCGGTCCCCCGAGCATTGGAGACAGGACACAAACTCCCTGTTCACGCAGAAGGACCTGGCCGGTCACGGCACCAGCACCCGTGAGGGAGGACAACGGCCGCACCCCCTCCTCCCCGCAGACCTGCCACACGTCACCGTGGCTCCCCCCGCGCACTGCATAGCCGGACACGACCACAGCATGGCTGTACACGGAAGCGGGACAGTGACGGTCCTGGCAAGTGCACCACGGCAGCTCATGGCCCATCGCCGTGTCCGCCCAAGTGCCAAGGGCAGCCCCCCTCACGCTCCACCCTGCCACAAGGAGACCCGGGCACAAGCGCGATGCGAAGGCAGGAGCGGCCTAGGAGCACCAACGGACTGCCACGGCCTCCGCCCACACAGGGTGAGTACTCCGTGCAGGGGAAGGGCGCGGCGCGAGGCCGCAGCAGCGTGAACGTGGGCCCCCGCGCGAAGAGCCATGGCACAGTGGCCTGGCGGGCCCCAGGGACGACAGCAGCACGTACACGGGGCACGGAGCGTGCACCTGCAGCTCTGCGGAGCCACCGGTAGCGCGCCCTCGCCTGCGGCTCTAGCACCACTTCGCCAGGACCGGTACACGGCTGCAGGACTTGCCCGCGAACCAGCACATGGCACACAGACTGCCGCATACACTGCGACATGCAGCGCTGACCGCCTGGGCAACGTGCTCCTCGCAAGCCAGCAGCGTGCAAGCCCAGGCCCCCAGGGGGGGTACGGCCACAGCTGCAGCCCTCCAGGGCCGCCAGAGCACCCCTAGCAGCCCCGCTGCGCAGGCACCGGGCACAGCCCAGGAACGTTCATGCGCCGAAGCAGCTCCACGGCACTACGCACGCGACTGCGCGAGTGCGCTGCACTAGGCGAGCTCATGCACATGCGAAGGCTCCTAGCACGGTGCACGCGTTGCACAATCCTCCCTGCAAGCACGAGCCTCTGAGCACCGGTCAGCAGGGCAGCCGCTGCCTGCGCAAGGGCCGAGAGCACAGGCCCCGCACCCACGAGGAGGACGATGGCATGCCCCCTAGCACCCAGCGCAAGGCACAGGCCCCTGCTCCACCGCACGTGCGAGCCCGCTCACCAGCGCAGCAGCCAGAGCCAGGAGAGGGGCCGTACAACGGGCGAACGCGCCTACCTGTGCGAGAGACTGCACCGCAGCCAGTGCAGGACGCAACGCAGAGGCCGACCGCGCTCCGAGCGCGAGGGCCCGCAGCCTAGGAGAGAGACACGTCACGCA
CACACG
CATGCG
CGCACGGCACACACACGCACGCAC

GCGCACGCACGCCGCGCACGCACAACGCGCCACGCGCGCGCG
GCGCGCACACAC

GTCGTAAGAAAGAAGAACTGTTAACAGCCGCGTTTAACCAAGCGCGGAAAAGCACCTTAAGTGATATCATCACCTATCAACCACATTAGGATCCAAGTCGACAAGGTACATTCGCCCGGACCGGAATAGGAACTAGAAACAAAGACGTTAAGTATCGTAAACAGAGTCTCGCCAAACTGTCATATCCAATAATCAAGAACTATGATGAAGCTCAACCATAAGGAAACCACTTCAAAAGCGAACGTCCATCCAAACCATAATGTCAATCGAAAGACACCTCAAGGAAGACATGGATACCCAATTGCACATGAGGGTTTAAATTCGAGCGATCGCAAATGAACAAGGGAACTATTCAGAATGCCTCGACCAAGACAGATACCGACGCAATCATACTGAGTAGAAATCTAAACGAGTCTCGAAATTGGAAAGTGTAAGACTATGAGAACGACGCGTCTCGATCAAGAATCAATTGCCAATGGTATACTGCTCGTCGAAACAGGTGACCTACCAAAGAAGTAGACATGCGAACTCATCAAGTCTCATCTAAGATAGACGTTGATGCGGATAAGGACATTGATGCAACCGCGACGACGCCGCGTCAACGAGATCCCGTCCGAATAGTAAAACCTCGCTTTATAGTCAAAGTGGATCGAACTTTCCAAGACCCCCCCCGTTGTAACGGATCACGGACGGGAAGATTGAGCATCAACCCCTCTCATAGTTCCATCCTCAATCTCGAGTTCAATAGCACGCGAACTCAGAACATGAATCGCAAATAGGGGCAAAGATTCCAGTCAGACGGGAACGTCGGTTCTACATAGAAATCGCATAGGCTCGTCAGTTAGAAGATACGTTGGAGCATTAACCAGAACAATCAGCGGCGCGACATCGGCACTACCCCTAGACGTAGGAACACAAAGTGTACAACGGACTTAGAAACCCACCTCACTTACCTATAGAAGACTGGTATCAATGGTGGTGTAACCACTAGCGTGAATCTGGGGCTTACTTTGCCTTCCAAATGAGCTTGACAAAGGGGGAACCCATTCCGTAAGAGTTAACGCTTGACGGCAAATACTAACCATCAGAGAACTTAACGATAGAATCCGATCGACAGCTAACCCATCCCAACTCCGACGAATCCAGCTCTAAAACCTGATGGAGATCTCCCCCGAGAAAGGCCCTCCATCTAGAGTGGGAACCCATACTTGCCCTAACGAAGTAAAGTCGACGGTACGTCTACTAAGAGACACCAAGCATACTAAGAAACAGAACTACATCCCCATGGTCCGGCAGACCGGAATCGAGGACCGAGCGGAATCGTAAAAGGTCGAATGAAAGAGTCCGTCGCGAACGCGCGACCATTACGCTCAACCAACAGAGTAACCGGCCACGGGCATCGCCCGACCAAGAGATCACGAACGCGTACCATCAACGAACAACGAAATTGTGAGTTGCGGCGAAGAAGGACATTAGCACCGCGCGAGAATCGCGGCAATAAAGGTGCCGCGCCGACAACGAGCCGATACCCCAAGCCACTAAACTACTCGGTTCGCAAGAGCTTCACGATCGCGTCGCCTTAGACCATACACAACAACCGGCGTCTCATATACAGTTTGAAAGTGAGACTACTGCAAAACTCGGGACCCAATCGGATACCGATATCGACGGAAGGTCAGAAAAGCCACGTCATCACCAAAGTACCTCTTATAACGAATGATCCTACTAATTGGGCGTACGCGTTTCCACATCAATGCTGATGTAAACCGGATCGTCGAGCGACATCACAGGTTCAGACGGATCTGCCTACAAGATACAAGAAGACCTACAGCACAAACTGATCGAGAGGGCAACACTACAATGGACAACGTTTAGAGAAATGCGTCCCGAAAGGGTACATAGGTCTGAAAGCAAACCAACCGAGACAAGCTTCCAGACCACTGATCGCGACCCATACAGGTAATTGCGAATACGACCTCGAAGAGAAACTCTTGCTAACTCGACAGTACAAGGTAGGGTAACAGCTGAACTCTAAAGCTAACCGCCAGTCGCGACCGCCCCAACGCTGACTAGCCAATCCGCACCAATACAAGAACAGGACGAATCGAACTAGCTTACCTAGCCGACTTACTATCAGAATACAGAACAATCACCCGGACCCTCGAGGCGCAACCCTCGACAACCAGGTTGAGGGTATCCCCAAGGTACATGGTACCAAAGCAGCTAAGTTGGATGACCAGATCAAGTACCCGTAACTACGCAGCCCAAAACCAGCATGCCACGAGCCAGTCCAGAGTGACGAGAAGTGATCAACTGATGTGGAGGACTGGACAAGTCGCAAGTGGAAATCCCTCCAGAAGCTCGATAGTGCCGGAGGACATCCCATGACAGACCACGCTACGTACAAGGCTAGAACCCACGTCTACTGTACAGAACGAACGCAACCCCAGCCAACCGGGCGCCTACAAGAGCACTCCAACTGAGACTCATCGGATAGTCGAAGAATGCCTGATCAGTTTGCTCCAAAAACACTCCTAACAGTTCAGTCATCGCCTAGCCGACAGGCCGTACAGACCGAAGCGTCCCCCTGACACAATGATTCGCCCGGACCGATACACTAACATAGGGCATGTCAATGGGGGTTGAACTGACAGGAAGAAAGCTAAGAGGAAACTCACTGGACAATACGAGTCAATCGGCCCGTGAGACTGAGGATGACAGTCATATGCAACCACGACCGCACGCAGCGCGATAGTGCGAACTCTGGGGAGAGGCCAAAAGGGGACCGAGCGAGGAGCTGAAGAGATCCGATAGGATGGAATGACGACAGTCATGTAGCAGCAAACGGAAATCCCACTGAGAATTCACCCGGTCGATCGATACCTAGCAGAAAAACGCATCCACCCGTCAAACACTACACGGACTACCAGATGGAAGGACAGCAACAAGGGAACGTTCCGATGAGAGCAACTCCACATAAGCGATCTAGGAGAAGATGACCGTCCATCTCCACGGCGCCGTACCGACGACCTGTGACACATAGTCTTAGAGACAAGACCCGCCTGAGTCACAATGGGGCCGCCCGCTGGAACACCGACGTAGAACCTAGTGCAACTCTGACAATAGGTGAACACCACAGAGGTAAGTTCCCCCCGGTGCCAATCTACACTGAACAATGCCACGACCAACTGCCGACAGTGGACAAATGGCAGGGATATGATGGTGAGACAAGAGGCCTTAAGGTGACTGAAGCTTGTCCCACAAGCTACAAGGCATACCTTACCACCGAGTCTACGACTAATCACACCCAAGTCACAACCATTAAGTCTCCACCTACTTCGCCGCTACAGGTCAATGCATACCTTGCAATGAACATGTACGGACAGACGCCTACAGATCAGCCTTGGCACCAGTCAACGAGGCGGACTTCTCGATTACCTACTCGTTGCAGTCCTATACGAACCTTCAATGGGAACCGTGGGACTAAAGGCAACCAGGCCCCCAGCGGACCAGTCGGTGTTAACACGAAGTAGCAGAGTACAGGAAAGACCTACATCCGAGGGACATGTAAGCGAGAACCCGAGCTTCAGTTCGCAAGGACACCACAGCGCTGCAACACTGTCACCATCGCACTCCCTATGCGGGTGAAACAGCGGGGAAAATGCACCCTTAAGCTACCAGACGCCCAGAATACTCGTGGTACGGACACGGGACAGCCGGCTGGGAGACTCCCTGTAAATAACGGACGCAATGAGCATGCCCATAGACAAACGTCGGTCAAACACCGACGTCGGTCCACTGTTAACATCGACGGCCAAGCTGCTTCTACACGAGGGAGTACCCCCGCGTGGCCCCGGCCCCACCGGCTACCATAGGTCAGCAAACTCGAGTCACAGTGAGAGTCTGATACACCCCTAAACGGGGAACGCCACCGGGCGTCAACCTCACGAGTGAGGATCACCGCCGCGCAACCCATAGATGGCAGTGACACAACACAGTGCGCATCGCCGCCAAACACTACCTACCCTGGTAACCTCCCCCTACGAAGCCGAACCAAACGGCCGACTCTGACCACAGTACAGACTCCCCCGCAAGACGACCTCTCCTCTACGATCAACCATGGAGCTACCTGTATGGCAACAAGCGGCGCCAGTACCACATTGCACACCCCGTGGAGACTCACAAAGGAGGCGACCAACGTACGGAAGAACGCAATGCAAGGCTAGCAAGCAAGACGATGCCAACACAAGTGGGCTGGCAAGCAATCAAGGGCATACCCTGACAATACAGCCTATAACAGCAAGCATAATGCCGCCTTCCACGGAGGCCCTACTCTACCACCCACCCTGAGGGACAACGCAAACTCGAATCGGGATGCGAGACCTCCAGCGACCCCGACAGTGAAAGCTCGGTCTATAGCAATAAGCACAAGGCGCCAGAGTCTAAAATCCTACATACCTATAGCAAGCACACCTGGACCACAGCGTCAGTCCGCGGTAACGGTAGTGCCCATAACCACGCAAGCTTGTACTTCCCCACCAGAGTCCAACTCCCGCGCTAGGACCAATCGTACGTAGACTAGTAGACAGACCAGTCCCTTGCCTTGCCCTTTACGGGGTACGAGGCACGACTGCCCGCCTGGCCACCCCAACAGCGCACAACAGTGTGCTGCGATAGGGAACATGGGGCCTAGACCCCGCATGAACAACGCCTAGAAGGCGGTCAGGAATGAGGGCCAACGGTACAACCCGCCCGCTAACGGCGCCGAGGGACGGAACGATGCGCTGACTGGACCCAAGGACCCTACCGTTCGACGGCACCACCCTCTTCAGCGAACTCCCAACCCACATGCTGAACGACGTCGGAGGGCCACCCGCCCGGGAGCAAGCCAGGTGGCTCGGAACTCGCCGTTACGGGGCACATGGGATGCCACCACCAGGTAGACGAGTCGGGGACAAGCCACGCTTAACACCTACACTCCCATGCGGCTAAGATGCAGGGTACCGAGCGACGAGGGGGATAGTACTACACAAGGCCACCCGATCCCGGGTAGAACTCACGCGGCGCCGACCTAAGCGGGCCCGTTGCGCGCCCCAATCCCACGGGCTGACCAGGGCGCAAAGCACAAGGCTGCAAGACGTAACGGCAATGGCCGGCCACACACATGTTCGACAGAGAGTTACAAGGGTGGCGTACCACAGAAGGAACAGGATCCAACCGCGACCCACTGGGCAGGTCACCCAGGGGGGAACCCCCAACCCTTGAGCAACCTACAACCGACGCTCACACCTCGGCTGAAAGCAGCACATGAAGGCCGGGAACCCACCCACAGTAACCTTCACAGGTACTCACGCGGCCAAGTGCCGGAGCACCAGCCGTGAGAAGGAGACGCTCCTAGAGGACCTAACCACTGCCTAAAAGCGGAGGGGAAGCCATCATGACGCCGTAACGCATCCACGAAGGAGAGGAGACTAAGGACAATGGCGCCTCGCCGCACCGCAAAACAGGAGCCAGAAGCGTCACGTACATACAATAGAGGCCCCAAGTAGGCGGGGACCCGACCCTTAGAGGCAAATCGTGACCTGGACTCTCCAACCCACGGTCCACTCACACTAGCCGACCCCGGCACCGTGCGCCCCCGAGAACACCCTCGGACCCAGCGTGGGGCAAGTGTCACATCGGGCTAGAAGCTTGCCGGTAACACCACATCCCCTGTCCACGCCAACGTCCACACTGAGCTAGATACCCCAGCCACTGTACAGTCCCACAGGGGTGCCAATGGCGGCAGTACATAGCCCCTCCGAAGCAAGCGGACTACACGCCGGAGGCGCCAGAAGCCCACAGCCGCGGACTAGCAGCTGGCTGTTCGCGACCAGGACCGCACCAGCACCCAGGATGGGGTAACTCAAGCAGAAGCTTGCAGGATCCCCCTCAAGGCCACCTGAGACCCGGACGAAGAGGCACACAGTGGGGTCACAGCGGGCTAGCGGGCGACTCCTAAGCTTACTCCAGGTAGACGAGTCCAGAAGGAGGGAGCCCACGCCCTTCGTGGCAGTCCACCAACAGACGCCGCGACCGCCAGAGGACAGCCCTGCCCACGCCAGACGAGCGAACCCCGTCCCGCTCGAGGCACCGCACTGGCCACCACACAGTGGCCGAAGCAGTGTCAGACACCATCAGCGGACGAGAGACGGCTCACGATGCACTGCCACAGCTCTGCCCACAGGCAAGCACAGGGTCCGCACCCCCCTCCCCCACACGCGAACGACACGGTGACTTCACCCAGCAGAGACCAAGGGCCACACCCTAAGCGGCAGAAACTCCCCTGGAGCTACCACTCAGCCGAGCCGGTGCAGGCTGACTGCAACGCGTACCTAGCCTCAGAAGCGAGACTGCCTGAGCAGGTGCACTGTCACAGAGCCACGCCCTCCGACCCTGAAGCCCGCACTAAGACCACGCTGCGGCGCACCTGTCAGGCCTGCAGGAGCTCCACACCCCGAAGGCCCCAGCAGCTCAAACGTGGCTGCCCGTCGACAGGGAGAGGACCGTTCCGAGCCACTAGGCACTGTGATCACGCTCTGCGCCATACCAGGAAGCGACCCTTCGCAGGCGCTAGGACGCCCCGCCGCCACCCGTGCCACAGGACACGGAACACCAGGCGCATACCACCGGCGTGACGGTGTAAGCACAATGCAGTACACACTCGGCATGTGCACGCCTAGCAGAAGGTCCCACCCGCTCACAAGTGCCCGTGTAAGGACGCTCGCCACAGACCACGTGCTGGTCCTACGCGGCCCAGATTGCCTGGGCAGACAGACATGCCACTACCGGCCCAGACCGGTAGCAACTCCTAGCCTCGAGCTCCTTAGCACTAGGCGCATCCATGCAATCCTCCCTAGCCGCCGCAAGCCTCCCACACTGCCACGGCACAGAGGAGCCAGCACAAGCAGAGGGAGCCCAAGCATCCCCTAGATGCTCGACACAGCCTCAACGCAGACTGGCGCGGCACAGCTGCGGCTCGCTCTAAGATGCCCTCTCACTGCGCAGACACCCGCGGCCGGCCCTGGCCTCACCCAGTGGACCTGCGAACACAACCGCGTGTGAGCTGTACTCTCACACTGGACAGCCCTGCTACAGGGCCATGGCAGTGCACCCAGGAGCGCCCCGACAGCATCCCCACGGCCACTCCTCAGCAGCCACCTCGCATCCGCACGTGTCAGCTATCAGAGGAACGGGAGCCTGCCTCCCCCCGGGAGCCCTCCGCAGGGCACCAGGCAGCAACGCTAGGCACAGCCCATGCACACCGCGGAGTACAGGACAACGTACAGCAGGCACTCGCGAGCAAGGCCCAGCCGAGCGCGACGGCCACCCCTACAGCGCACGCTGGCAGCCCCTGCACAGCACAGCTCCCGAACAGAGTGCCTGCACACCGGTAGCGCGAGCACTCATTGGAGGGACACGGCTGCCCACGGGCTAAGCAGCAGGGCCACACAGCGTCAGGGGACCGATGGCGGAGGAAGGAGGCCTACGAGGCTCCGCAGAACTGCTGCAACCGAGGGCCCAGCCCTGCAGACGGTGCAGAGCCGTAGCCATCCGCTCCTCGCAAGCTCTGCACGACACAGGGCAACGTGACCAGGGGCACGAAACGGTCGCCCGCCAGCGGGTGCACCTCGCACACGTCTCCCCCGCCAGCCCCAGGCCTCCCGTTAGGAGCGCACGTGGTGCACAAGAGGCAACGCGTAGCTAGGGCACCAGGACGCTTCCCCCTGCGGAGCCCGTGCCGGCACACTAGCACAGGGGAGAGCGCGCGCCAGAGCTGGCCCCGCGTCCACCGCTGATAGCGATCGCCAGTGCCTGCGCGCTCACGCAGACCTCTCCAGCCCGCCTGCGAGGAGCAGCATGAGCTGCGAGGCCCAGGCCCACAGCAGGGGGAGAGCAACTCCGGGTACCGCAGGCAAGCGCCGGGTCAGCCCCCAGCTCGGAGCACAGGCAGTGCTACCGTCCGCAGCAATGGGCGTACGACTGTGCCGCATAAGCCTACACAGGCAGGAGAGCCGCCCGTAGCGCGAGCTCCGCCGCTCCCTGCTCAACGCAACGTGCGAGCACCGGTCCGCTGCAATGCGCGTACACGGTCACAGGGGCAGCACGCACGTCGAGAGACAGCAGGGGCCCGCGGGACATACGAGAGAGAGTACGGCTCCCGCATGCCACTGCTGCGCAAGCGCAAGCACCGAGAGCAGAGCCCACGGCGTGCACAACGCTGAGCCC
CCCGCA
ACACGC
CCTAGG
CGTGCAGCACGCCATGCGGCACACCACGCAGCGCACCACACGACGCACCGCACACACGCGACGCGCCGCACGCGCGCA

CGCGCGACACACGCGCGC

CTATGACTCAGACTTGAACATAACAGTTCCCTACTAGTTAGAACCAAGCGCGGAACCTTGCCGAAGAATGGCACATTCGATGGAAGACGGAATCGTCGGTGACCTTGAGATTACACGGCGAAGGATAAGGTACCCGGAGGTGAATCACAAACAAAGAGCGAACTTACCATTGTACTGTTACCGTGAGGCTTAAACCTAACCGCAAATTGCGAGGTAACTTAGGAATCCGGTGGACGAGTCATTGGGGGCTAAAACGTCCACCGACAAGTAACCTATATTAGACGAGCGCTGACACTTAACTCACCAAATCGAACGAGGAAACGCCCCGAACATACCCGCCGAATATACAACGATAGCGATCGGGCCCCCTAAGACTTACGTCCACAAGACAATGAGACTGAAGAATACCCGACGCCTAGATCAGAATTCCAAAGCCGAATGAACAAACAGCCATCAAACAACAAGATGAGTAAGTCTGAACAAACCCAACTAAGACCACCCCGGAATGGAACGACGAAGGGTACATAGAAGCAAAACCGAACGTAAGAAGGATGGGAAAAGTCACACATCCTAGTACAGATCATTACCCCAAAGAACAGTGCCAAACAAGTCCTCATCACTTGCCATCTAGACCTAATCCTGAAGCGGCTAATCATCACACGACGCCCATTAAGGTATCTTCGCAGTTACATAAGCACTCTATAAGGAATACAGCCCAACCTAACAATCGAACATCACCTAAGAAAGACCCTAGTCAACCGTACGGATAGGTCGGACAACGCAATATGATCAAGGCCGTACGAAAATCAGGTCTCACAATAGATGCCACCGACCGGTTACCATTAGATAGTGGGGGGATGGTAACTTCACCCAAGATCCTAAACAAGTCACTAAAACCCCGACTGAATCGCAAACCCGAGTTCGAGTGAAATTAGGTAGCAAAAGTGCCACCAAATGGCGACTGTCGCTGAAAGGTTAAGGTTGAAGCTTGCATTAATGTAGCGGACAGCGACATCGGCAGTGATATCAACAACACAAACAATAATAACGATTCGGCAACGGGCCAGACCCCAACTTGCACAGGCGCGCCAGCGGTCACGTAAACCAGTAAAACTCCGAGAACCACTAAGAAGAAGTCGGAAATGCCTGATCCTCTTCGAGTTAAACGCGCCAACCCCAGAACCACAAGAAGTCTCAGGACCTATCCGAAGACGACCGGGATTAAACAAGGAGCAAAACGCCCGGCAAGACGGACTGTCAAATCCCTCCCAATCGACAGGAGAAAACCTCAGTATCCGACGAATGGGAATACTGCCGCTCACTGATAGTCCAAACCTGCCCGAGCCCGGGCGGACGACGGTAAGATCGATTACGCGTCTAGCGCCAAAATCGAGTACAATTGCCCAGGTAAGTCGAGACCGATACGGACTGAAGGGTTCACGAACGCAATGCCATTACACGACAGCCCGACTTACACAATTCACTAGAATGTGGGAACCCGGAAACACGTACATACGACACTTCCGCGTAGGGCAATAGGCAAGGTCAGGCATAAGATGGACCAGAAGTCTGCGGAACTCATCACACATATCCTCAATTCCAACGCGTATCGCGGGTACAATAGCGCTCCACATCCCAATAAGACTATAGAACTCTCCAAGGCTAGAAAGCGTCCGGTAACGGTAGTCTACACGATCGCGTCGCGGATGAAGAACTACCGGCACGATCCATCGACGCAAGATTACACGCCCACGTAGAGACTACGAACTCCCAGTCCGTCGATCCAGAAGCAACCTTTACCGTTCCTACCGAAAGGCGCCACCGACCGTATAACGACAGCAAAACTGGCTCTAAATGATCCGTACGCGTTTCGGCCTAAAAGGCATCGTCCATGGAACAGTACATGAGGTGTAACAACTGATAGTACTTGGACCTACAAGTCAGAGATAGAACTAGCATCCAGTCAACGTCTAACCCGTACCGTTCCTATTCGGACTAGTATACCAATACACCCAGAACGACGCTCGAATTGCAGAGAACTCGCGAAGTGACAGTCTCGCTATAACACATTGGCAAAAGTGTCATGGGAAAGCAAAAGGGCCCATCACACCACTCGACTGTGAAGATGCAAAGACGACGCTGCGGGGCATACCCAGAGAACAAGGAACCGCCAGTGGGATGAGCCTCAAGGTGACAACTCCAGTAGTAACCGACCGGGTATACGTAATGAGGAGGTGGCAGGAAAGGCGAGCCTAAGCAGAAAGTAGCAACGGTCGAATCCTCCAACCGAGACTACCAGAACTAAAGGGAGCAACCATCCGGCGGACCCTCGAGGACGTACAAGGGTGCCAAATCATGGCTGTAAGTCACCCAAGCCTGTACGTCTTACCACCACGTTAGGAGCGCCAGAAGGTCAGACCCCGACGGTCCTACGCAAGTTGCGGTCTAATCCTAAAGAAGGCCCAAAACCAGCGTATACTCTTAATCAACACAAGGAGCTACACTCCGACCTCAAGATACACCTTCGGTCACAGACCCAAGACAAGCTCGGCTAACCGTGAGACGCTACCGATCAGTGTAACTCAGAGAGTAGCCCTACAGAACCTCGTAGCCGTACATGACGGGGAAATGCATGTGGAAAGAACAACATGTGCAACAAGTCTACATCCGCATTGATGAACACACAACCGTTTAAGTAGGGATCGCGCCGACAACCATGGGTTACGGGAAGCATGACTTGACACGGTCATTCGCCCGGACAATGCTCTTGTCCCATACATAAGGCATTCGCCGGAACTCTACAGGTAGAAGGTCACGTTACAACCAGAGTCAATCGGCCCGAGCCAATCAGAAGACCTTAAGACGGGAAGGATGAAGCGACTCGGAGACGCCGATACCCCGCAGCGAGGACGGGCATTGCAAATACTCAACCCAAGCGTAAAGCCCATGACGATCCCCCAAAGCGGGACAGTGGTAACACGGAGCCAACGCAAACGTTGCCCTGTCAAAGGTCCTCGACTGTAACAGATGATGACCAATCCTACGGCAAGTTAGACAAGCACCTGGACAACCATGGTCAAGTCCTACTCACCAGACAGCTATCAGTTCACACCGGATACACGCTAGGTGTCAAAACGGACCACAATAGAGGGTAGAGAGGAAGATAGAACCCCCACTCTGATGCCCAACCCTACGACCGCGAACCGTGACAACACCCAACTCAGGTACCTGAGAGTTTGACATCTCCTCATATCAGCACTTCCCCATCAGGCCAACGCACTAATGGGCCGACTAACCCGAACGTTGCTTGTAGGATACAAGTACACCCTAACACTAAAGAGAACGGACGGATCACCAACACTTGGCCCATGAGACAGAACGCCCATTCCGCATACAACATGGCTCTGAGTCCAACCAGCCAGATCCGGCAACCACGAACACGGGCAGAGACGTCAGGAACGACCTTCAGTCCGAGAACCACAATTGCTTCTAACCAACACAGTCATGTCGCAATGGCCGGCATCCACACCACTCGCGGACCAGTCGCCCATACATTCCCACCGCCCCGCCAGCTGAAAGGTGATGGGGATGCTAAGTATGGATAGCCAAGTGATCAGGTGCTAACATGTAGTAACAAGCGAGACGCCAAGCTTCTAGGGAAATGGGGTTCTAATCGATCATTGCAATGCAAGGAAGAACGTGAGCGGATCGTCAACTGAGAGGCATAAGCCACCGGGACCTTAAACTGGCGCGGCAGCCACAAAGCATGTAGGAGGTGCAAACTGCAACCACAGAACCGTTCCAGTGAACAGCGCAACCACCGACGTCAGACTGAGTGTCCTACAGATGGTGAAGGGGAGGCAACATAGCCGGGGAACTACCACTGACGCACCAGCTAGATAGAGAATCGTGTCCCGAAACTCGGTCCACGCTCAAATACACGATCACCACCCAACGGGGCCGTGCCGAGACCGTGCCACTGTAACTAGCCATCCCCCGACATGGACAGAGTGACCGCCGCGCAACCATCGCCGCCAACTCGCACCTACCAGCGTGCGCCACGTACTACTGCAAGCAAGAGCTTCAGACTGCCCTTACACCACTTACCCACTCCCAAACGGCCAGACAACCCTCAGGTCCAAACCGCAGTAGGCCTGAGGTTGACCTAACGATCCCAAGTCGCTCGCCAAGGGCCAACAGCAAAGGCAGTCACGCACCCGGCTAGCGGAATCGTAAAAGCTGGATTCCACGTATAGCAAGCAATGAAGTGAGCACTCAGCCATACATGTCCCAGAGATGCCGACCCGGCCACGGACGCAAATGCGAAAGGCCAGCTCAATCTACAGCCTATATGCATAAGCAAAGGAGCTAACCACCAGGCCGCGCCTTCTCCTTCGAGCAGTACCCAAGCCTCACCAACCCGGTACCCCATGCAGTGGACCAGGAAAGCGCCACTCCTAGCTAAGGCTACCCGTCTCACGACACTGAACTCCCGGTCCAAGACCTGTATGACCTGTATGGCCAACGTCTCCGCACCAACACACAGCTGAAGCATACAGACTGTGAAGGACTACCTACAACACGCCGTCCCCTCTACCCGCGGTCGTAGGGAGAACCCCACACAAGAAGAGGCCACCCTGAGCAATAGCCCCATAGAGCAATCAGGACCCCTGACGTCCCCTCCGACCGCCCCGGCCACTAGCCACCCGCCCGCTAAAGCAGGTCGACGCATCCGCAGGAGAGCTAGCGGGAAAGGCACTTTGCCTATACGGATCCAACGTTGACGGCACCCACGCTACCATGGCACCCCTCCAAGCCACTCGCGGGGCATAGACAAACTCCGTCCTAGATGACGGAACCGGGGACACATACAGGCCACACCTCAAAGCGACTCACCGGCAGCGCGAGCCTCCAAGACAGACTACGGTCCCACTCCGCGCTTTACACGCCAGTGCCAACAGCATCAGCCCCTTAACTAGGAGGTGACAGCTACCGTCACCGTTACGACACCCCACAGGAGACAGAGACCCCAGATGCCCAGCTTACAGGGGAATGTGCAGCTAAACACGACTGGGAGGGACCTCCCCAAGGGTGGCGCGAAGCTAGGCTGGAACACCCACGTAGACAGACCTGGACGTGAGAAGGATCAGCAGACAACCGGATGGCCCCGGCCCCTCATCTCCATCTGCAGGCCGAGAATGCCGTCTCGACTCCCATAGGCTCCAGGTGGGAAGATGCGTCGCAACACCTACAGGTAGGGTCAGCCGGCCAGCGCGAACCATTGGCACCGGTAGCGCGCCCCGCCCGCGACACCCCGAGGGAGAGACACGCGCCAACGAGCCACGAAGGAGACCTGGACAGTGAGAGTCCCGCCTCCGTGTAGCCGGCGCGTCCAGCCAGGACTCAGGCACCACCTCTCACGAGGGGTGACACGTACCCCCGACATCCCTCCTCCACGGACCCGACAGAAGGACTGGGCTAGCAAGACCGATAGGGACCCCTCACCTGAGACTCAGGAACGAACACAAGAGCCGCGAAGGACCCGTGGCAGACCACCTACTCGTTGCAAGAGTCAGCATAACGTCCCAGGTCAAGGACAGAGCGACCACGACGTCGAAGCCTGTGCGAAGTCCCCCATCGAGGGTAATCTGCAAGGCTAGCCATCACACCATAGGCCCCAGCCACCTACGAGTATAGTGAAGGGCAAATAGCCAAGCACTACCCGGAACAGTGCAAGTCACAGGCAGAGGCTGACTGACCCCCCTATGACCAGACCCCAGGGACGAGCCAAGCCCGCCCTCGGGGTACTAGCCAACCTAGCTATCCACGGCCGGGCGAACTCTCGAAAGCAGTACCCGGGAGGATGCCCCCCACCTGCTAGCATCACCCCCAAGGCGGCTAGGACAAGGCGAGTACGGGGTACGTGAAGATTGCACGCCGCCATGGACCGGGAGCGCCCGCTCCAGCTGGAGAGGACCCACCAGCTTGAACGCAATGCACAGGGATCACCACCCTTCCCCTAAGATACGCAAAGCCCCTGAGCTCCCCCGAAGCCGATCAGCATACACTGCGCACCAGACCGCTATGCTCCTCAGCCGCTACACGCGACGCGACAGCCACCCCTCCACGTGACAGCCCCCGGCGAGAGGGATCGCCCCTCGCCAGACCATCCTCAGCTTACACAGAAACACACGAGCACGTGTCACCGTGGAGGCCCTGGCAAACAGGCGGTGCTGTACAGCTACAGCACAAGCCACCGCGAGACATTGGCCGCCAACCTCCCCACGCCCTCCGACACTCCGGTTCAGTGGCAGTGTGACACTGAGCGCTCAGTCCCACGACCGGGTCCGTCACCCCTTCCAGACGGGACCAACAGGAACTGCCGCTGACGCAGACGGGCCACCTGACAGCATCACGACTGCCCGCCAGCCAAGGGCGCACTCGGACCTCAGCGACGTAGACCTGGTCCCTTCGGACACCCCATCCCATGCCACAACGAGGACAGGGTCACTGTTCACGAGTCCACACAGAAGCACAGGGCTATGCCAGGGAAGAGTGGCCTACCACCGGGCTCCAGGGCTAGCTTCCAGCCGCCGTTACCGAACACGGAGCAGCCTCCATGGCCAGTGCCAGGCAAGCATGAGGCCCCTGCCAACAGCCAGAGCTCTGAGCAGGGGGCGTAGCGACCGCAGGGCCATGCTGACGGCTAGACGCGCGTGAGGCTCACAAGAGGCCTCCATCCGCCGATCCGACACAGACGAAGGCGGAGGGAACCCCCAGCTACGCCTGGCCGGTGACCTCTCACCGAGGGTAGCAAGGCTGGGCGTACACATGCCTGCGGGCCACCTTAGCGAAGGCGCGTCAGCTAGCCCACAGACGTGGCGCCGCCTCACACAGCGACCTCTCCGACCCCGGCACACAGCAACCAGCAGCAGGACGAGCGTACCAACCGTCAGGCAGAGACACCTCCTACTAAGCACAGTGCCGGAGCGCAGAGGGCCCCAGGCCACCCTGAGCACACGGAGAACGCTCCGTACAAAGCTCCGGCTCGCGCTAGGTGTACCGGCCCCGGGCCACGTCAGGAGGACTGCTCCGCAACTAGAGCCTGGCACATCGCTCACCCCCTGCGAGTGCCTGGGCCAGTACGCTCACCCTCAGAACGCTCATGCGGGAGTAGTGTGAGTACACCCAGGCGCTGCAAGTGCACACTACACGGTGACGGAGACGATGCGCTGACTGCCCATGGCCAGTGCGGCCCACCCCTACATGCAGCAGCACCACAGCCCCTAGCACTGCAGCCTGCACTAGCAGCTGGGCTACACGTCACAAGCGGCAAGCCGATAGGGCGCAAAGCACGGAGCAGAGCGACACGGCGCGACCACAGAGGCACCCAGGGGCGCTGCCACGCCTACGCGGCATGCAACGGGCCAGTGGAGCTCCACGAACATCGGGGCCAGCGCTTGACGGCGCCGTACCGACGACGCGTTACTCTCCCTGCACGGCGAAGCCTCACGAGCCGCGTACGAGACCGCAGCCAGAGGCCGCTCACCTTGCCTTGCCCCTCCCAGGTGCGAGGACCCTAGCATGCGGGGAGGACGCGTCCACAGGGAGCTCCAGCGGCAGCTCACATGCCAGGAGGTGCCAACTGTGCCTGCAACCCGTAAGCCGCACTGGCTAGGCCCTACGCAATCCACCTGCCCGTAGCCAGCACCCAGGCAGGGGCCTGCCGGCCCAACAGCGCAGCCGCTGCGAGCCCCAAGCCCTCAGGGCCCGCGGACAGGCGACAGCAGCGGGCGGGACGCACGAAGCACTGCGCAATACACACTGTCCCGCATCAGCTGCCGTGGCGAGGCACAGAGGTCCGCATGCACAAGCAGCGCTCTAAGGACCAGGGAGAGCCCAAGGACGCCGTCGAGAACGGCCGCCGGAGCCGGCACAACACAGGTGCTAAGAGCACGGCCCCGACAGGCAGCAACGCATACTGCAAGCCCCAGGAGCAGGCGCCCTAGGCCCACGCCTTAGAGGCACCGCAGCCGCTGCGCCCCCGGACACAGGCTCCTGCGCCTGCTCGAGGGCGAAGCCGGCCCCCGCGGCGCTCCCAGCACCACGCAGGAGAGCACTCCTCGTGCAAAGCGTCAGAGCCCCGCACTCTGCCCAGGGGAGAGAGGGCACGCGAGCAGAGCCCTACACCAGCAGCCGGTCAGGCCTCTGCAGACGTGCGAGCACCGCTTAATGCGCAGCACGCTGTGCAGAGAGGCAGGCGAGCCCGCGCCCGCACACACACGTCAGCGCTGCGCA
CGCACG
GAACGC
GCATGC
CACACG
CACGTG
ACGCGCGTGCACACACGCCACGCACACGCGACGCACGCACGCCGCACACGCGCAGCGCAC

ACACACCGCGCGGCGCGC

GCTAGAAGCCAATACTCAGAGATCCCGTCCAAAGACATGTGAGATTGACCATTCCGGCGAACCGAAACAGATATGGAAAATCACATCCACCGCGGACCAGAACCGAAGATGACAAAGTCTAATCGTAATCCTATTAGGCAACAAGATTACGTCGACATGAGAATCCCACATTCGCCGGAACCTCGCATCACACCCAAGCAATTGGGGCAAATAACCGTTGAAAGGTTAATTCCCACCAACCCGAGCTCGCCAGACTGAACTTCCAATAGGAACGGGAAGCGACTCAACCCTAACAACTCTATCAGGATGATCCAGTTCAGAAAGAAAGCGAACGTCCGAGCGATGGTAGTCTCAAATCGAAGACAAATTGTGCCCGAAGAACTCCGCCGAAGCAACACGTTCCGCAAACGGGCCCGTTGCCTTGTAATGATGCCGACGTCAGAAACTCATACCAGACCTTCGTCGGAAGGATCAAAACGTATGTGGCTGAGACATTCACCTGGATAACTAAGTGGAGCTTAAGCGCGAGGGTTAACGAGTAGTGAACAAGTGAGGTCACAAACCGAGATACAGAACATGTCCAAGCAACTCTTAACGTAACACCGGCGTGACGGGTAACACATCAATAGCCTCGTCAACTGAGAACTATAAGAAGGAGAAACCTGAACCTAGGAAGTAACCCGAACGTTGTAGGAATGCAAAAGCGCGCCGCGACGACGCCTAGAAATCCCGAAGTAGGTGGAAACCTTGAAGACAGCTCAAAAGTGGCGTGTAATGACCGAGTAAGTAATACAACTGAGTTGCGAGCAAACCAATCAGGTAAACCGTCAACGAGACGAAAATGCCCCCGACCCTTCAATCTCCGTGAACCTTCTAATGTCGCCGACCCCGGCAGCCATACTTATCCTCATACTAAAGCTTGTCCAGTCGCATCCACATGGGAATACTATAGGACTGTTACCAAGAAAAGAGACGTCCACGCCAGAAACCACGTCGAAGATGCATAGAAGTCTAATGGCGATTAAGATAGGCAGTGCAATACTCATTGAGCCGCGGGTTGGACTGAAGAGTCTGCTAGACCTCGGCATAACGCAACGGCGATTCACTTAGGGTAGAATGGGGGGATGAGGTTGAATAGACCGTAAAAACACCGATGTATAACAAGATCTAAATTCCCTATCCACGGCCCGAAACCGAATAAACGCGATCTGGTATACATGTCAAAATGGTGATGCCACCTTAATGGACAAAGGGAAGAGAGAAGTCATTGGAGATACAGGATTAAGACATCGTCAAACCATCGCAACCCTTAACAGCATAACGATACATCGCTCCGCAAACCCTCTGGTACGACGAGTTGCAATACAGACTGATATACGGCGACTCCATCACATCCAGCATGTAGTCTGACCCGAGACCCATGCATACACTTGCCGGACGCATGGAACCGCTAGATCGGTACCAAACTACACAACCATGGTCAGTCGAGCGGAATACGGATCGTAAGGCAAAGGTCAATAACCAACGCGACCCAACCCGTCGCGAACGCTACCACTGCAAATTGCAAACCACCTTATAACCCCCTGCTAAACGTACATCGCCCACTTAAAAGGTACTTACCTTCCACGCGTAATCAACACGCAAGTCCCACGGAACGATGGAAGGGATATCGCGCTAACCAGACTGCGACAATCAGGAGGCCAAGATACCAGTCAACAATAGACTAACAGTCCGCGGTAACGATCGATGTAGATAGTGACGATCCATACGCTAAACCAAAGGCATCTCAACGTGCGCCCAGACAACATCGTACCTGTATACCCAGCATTATCCAGACAGTCAATGCTAATGGGAGTCAGAATAGTCTAACGAGTAGACACTAGGCCACGACGTACGATCGTCAACCGGACTGGGGAGCGAAATCCCACAGTAACCTTCAGACGGGAGTTAAGAACAACCCGCACCCGTGTGTCACCAACCAGGGGACCCCCGGGATCCGTCTAAAGAACCCCAACAAACGACACCGATCGTATCGTCGGACTAAGAAAAGCTAGTCTCACACATACCAGTACCTCGCGCCACAGTATGAAAGCAGGTGGAGTATGAGTGAGACCCCAAAAGACGAAGGTCCATGTCACCGCCCGTAGCAACAGCTGTACAACTGAGACCGACCGACACTACGTAATGAGGATCCTGAGGCGAGCCTAAAAGCTCAGGATAGAAGGAGGTGACAATGGGCGAATCAACAGACTAGCCGACTTACTGTAACACTACATCACCTCGAGACAATCACTCGAGGCGCAAATCATGCATTAGAACAGTACACTCAATGCTAATGCAGTTACAAGGTACCATAGCCTCTAATCCACACGGCACAAAGGCTCTAGACTATTAGCCCAAAACCTCAAGGAGAACCAGCGTATATAGCGAACGAGACGTGAAAAGCTGAGTGATGATCACAAGAGGACGCAGCAACCCACCTCAGCCAACCCGATCCGTACAGAGGTAGAATCCTCACAAACTACACTGTCAATGGAGCAAAGCAGCCATCTCGTAAGACAGGAGAACATTGGGCCGGGCGCAGACATGCATAACGTAACTGCGACTTCGAGTAGAACTCCAACATGTCGGATAGTCGAACATCCGAAGGGTCTCCAATGAACAAGTTCCCTCATCCTGAACCACGGACGGGAAAGCGGGCTCCGAAGAAGGGTGACACCTGACGATCCACATTCCCGGTGAATAGGGCCAAAGATGTCATCACCAAGGGAAACGGAGAGGAACGGTATAGATGCACAGACAACGTTAACTCTACCCAGAGTATCAAAACTCCATGAGAGTACGGGTCGAAGAGTCATCAGCTAGCCAGAAGACCCCATAGGCTTAACCGCACTCGGACCTCCAATCCTCCCATGGGACCTACCCTCAGCGATAGTGCGACTCTGACATCAGAGAGATACTGTCCGAGTCCACCAGCCATCCAGGTTGGGCGCCATTGCCAGAGAAAACCTGCACGGCACTATCGCGACCCCGTCAGTGGTAACGCCTCTATACTGACCAACATGGAACGATCGATGAGCGAAAAACACGGGTGTAATCTGCCACTCGCGTCCATCTCCACGGCGCCGTACCACAACTCTGTGAAGAGTACCCACGCATATGCTTCACGGTTCAGCCTGACTGACAAAGAGTAAAGCCCTCAAGCAGCGCGCCGCCCATTGCCCGTACAAGTGCGGGTGAGGTAACCCGAGGCACTGAGACCTCAAACGAATGCCCACGACCCAAGCAAGTAACAGGTTCGGGTCAGAACAAAGCTTACCGATACAGAAGCAACAGCGAACAGCTGAAGAGTCATAGAGACCAAGGCACAACACACTACACCTAACGCATCGGTACTATGCAAAGCTAAGATGCAGACGCCTTGGCAGCAATCCGGCGATCCTAACGGATGGGACACTACTCGTCCGACCAGTACCACTAACTAAGGTGTTACCCACCCATCGGGAGGGACATTACTGCCAAAGCGAGAGGAGAAACCCGAGTTCGGCCTACGGCCGAACGGTGGCGGTAACCGTCCCCTTACAGACGAGCGGACGAGTATAGTGAACAGGTAGCGGCCCAGCGACCCAGAACTGCCACAAGTGGGAAAAGGCCCCTTAGGACACCACCCCGCGTTTCCGGTCAATAGCAACCACCCCATGACAACCAAGGCAAAGTCGGGACATCAGTGGGACAAGGCTGATCACCTGGAGGTAGAACGCTGGAGTACAGCAAAACTAGCGGGGACCCGGCCTGGAAACTGACTCCCGAAACAGGGTCCACGCTTTACGAGACACCAGGAGCTAGACTGTACGGCAAGACCCCCAGATGAGGTGATGGACACCACTCCCGCCGCGCAACGAGACCAACGCACGCCAAAAGGGACCTACCCCCTACGGCAGAAGACCAAACGGCCGTTAACCAGTCGCATCAACCCCTTCCTCACGAAGCAGGAAGGGCAACGCTGACAAGCATCTTACCCAGACCAGTGACCCAACGCGCACCCGGCTAGTCCTAAGGCCGAGAACGCAAGACCCCTTCCTTACACCTAGAGGCTGAGAACCCCTACAGCCACCAAAGGGGACCCACAGGGTCCAGCGGCATACAACTCGAATGCGAGTAGGACTCAGAAAGCCAGGGATAACTATGAGCACTTAAGCATCCCCAGCCAGAGAGTACACATACAGTACAAGTCACCGGTAGGGACACGCAAGAGCTTCAAAGGCAAAGCCCAGCTCGCCAGGAAGGCCTAAGCGCCACGACCATCGAGCTATAATGCCAAGGCGCAGGCTAACCACTAGGGTAAGGTGGCAATGGGGTCCAAGCAAGCCCTAAAGTGAGCGTAGAGTGCTAAGGCCACACCTCGAACCATATCGACCCGCGGTCGTACTGGCAGCAACACAGCTACTATGAGGGAGAGGTTACACCCCACACCCAATAGCCCTGACCAGAGTGGCGTGAGAACACCAAGGAATAGAGCTGCGATAGGGAGACCAACATGCCACAACGGGCATAAGGCGGCAGTAGCAAGGGCCTATCGAGTGAGTTCCACTCACCCAAGAGATGAGCATCCCCACGATGCGCTGAACTACCCAGTCCCTCTACCTGGACCTAGGAAACGTTCCCGTAGACGGCACCCTAGGAGGAAGCGAACGTGTCCCTTCCCAATGCACCTCTGATCCCCCGTGAGACCCACCCGCCAAGAGCTCTACAACTCGCAGCCGCCCGTAGAGTGTAACTCAGAGAAGCACCGAGATGACGGGCGCAACAAGCCTCCACCGCGAGGTGTAAACGAGGAGCTATACCACAAAACGCATCCGCCGATCCAGTAGGCATACCCTTGCCAGCGATGCGCCCCAACACGCCCTAGACAGAAGTCAGAGGGCGCCCATCGCATGAGCTCCAGAGCTCCGTTAGGTTCGAAGGGCAACGTGGGCGTACACACCGATGGCACTCGAACGGTCCGATGGCCCATAGAGGGGGACGACGCCATACGTTCTACACTCAACCTACCGACAGAAGCAGGGGAACACACCACCACCCGTCGCACCCAGCCCAGCCACTCACAGACCCCCTCCCGAGCTACGGAGCTGCGAAGGTACAACCATGACGCTAAAGGCGCTAGAGGAGGAACCCCCAGCTGTACCTCAGACGTCAACACTGATTGGCGCTCACACCGGTCCCCGCCGCGTCGCCACCCACCCCGAACGCACACGTCAGTGGAGGTCCGGAACAACGGCTCTCCCAGCTGGACACATACCCCCCCTAGTCAAGCGTATTCCGGGCTAACCTACACGTGGCGAACGATACGAAACAGACCTCAGCACCTCCACGGTCACAGTCGTAGCAGCCCCCAGACTCGGGCCCACAGCTCCTAAGATGGCCCCAGCAGGACCCCAAGGCGGACGAGCACAAGAGACAACACCCCTGCCACAGTACCATCCCGACTCCCTTCTCGGCCCACAGGTCCAGGCAAGGATCATGCACATGGGCGCGAGCTCCGGACTCTTCAGCTCACCATCGCACCCGCAGCTGCTGGGACTCGCCTCGTCAAGGCATAGTGTCTAAGGAAAGCTTCATGGCACTAGCAGCTTCACAGGAGCACGAGCGACAGTGCAAACCGCGCCGGTCCTGTTCCTTCCCATTCGGGCACTAGCATCCCCCCTAAGAGGATGCCCAAGCTGAAGCCCTAGGGACCGCCAGAGCTCCAGGGTGCCCTCGCCTGCGCCTCTAACTAGTGGGCGAGACGACAGGACTGAAAGCCAGCGAGGGCACCTTTGCCGGGAGGTGGCAGCAGGAGGAACCCGTAAGTCTGCACAAACGCGACCGCGGCCAACCTGCCGCTAGCCTAGCAACGCCACCGGGCACACCCGTTCAACTCTGAGTGCGCTCGCAGCTAACGCGAACGTGCCACCCGTCAGTCCCAGACCTATACGCCCGCACAGCCTCTCAGCAGTCACAAGCTACCAGCCAAAGTCGACGGTACAAGCGGCGCCAGACTCAGGGCCAAGGCTGAAGCACCGGCAGGGGACCCGTTGAAGTAGCCCAGAGGTTAGAATGTGCAGCTGGCGCGACCTAACAAGCCACCTGTCCCGGAGAACTCTCGGGCTAAGAGGGCAGTGACCCGGACAGGACCCCTAGACTGCTATACCCCTACACAACTCCAAGGCTTAGGCAAGGAGGCCAGGCCACATGCTCCCCAGCTTGGAATGCATAGCGCGAGCCGCTTGAAGACACCATTGGCGCGGCGATAGCAGCGTCACCCTGAGTGGCAGTGTGCGTCGCCCAGACAGCGCTCACAGACGGGTCCCCTGAACCAGCCACTCCCACTGGGGACCATGAGCATGGCCAAGGATGCGTCGAGGGGTAATGCAGACGACTCGTTCCAGCACAAGCCGGGACCACCCACGGCTGTACCGCATACTACCCAAGGTGACGTAGCTCACACTGCTAGCAGTAATCGTGCCATGCCCGTGCCCTACGCTCTCATCGCGATACACAATTGCGGCTACACCTAGGGCACCCGTGGGACACCACAAGCCTCGCTTAACACCTACTGCAAGAGCGCTTCGCGACCGCCACGCCCCACAGAGCCCAGCCGCAAAGGACAGGACGAGCCTAAAGGGCCACGTAGGCGGAACTCCCGGAGACCTACGCCAGGCCCCCCACCGTCAGCCGCCCACTGTGACAGTGCGGCCCAGACCGGACAGCCGGACCGCTTCCAGCCCGCCTGCCGCTAGCAGGACAAGGTGCCCCTCCGCCTTACCCCGACTCCTCTACGCAAGCATGGGCCTACATAGGACGAGCGCCACAGCCCACATGCTCCTATGCCTCCTACTGGCCGGTCACACTGGCAGAGGCGGGGGAGCGGCACGTGAGACGCTCCAGCTCCTGCCCCCCCTCCACGGGCATGCACAGGGGCACGTCCGAGGCCCACCGGTACGACCGCAACGTGGAGCCTCCACCCTCGGCCACGGCTCAGATCGCGCCTCAACAGCCACAGAGCCTTGCCCACACACGGCGCGCTCCCCTGAGGGTGCAGAAGCCCACAGGCCCACAATGCTGAGCACCAGCCCCAGCAGAACCACGAGCCTGACATGCCTGAGCGACGCCAGGCACACAGGGGAGGCACGGGCAGGCACCCGATGCCGTCTAGACACACTGGTCATACACCGCCCCAGCGTAGCCGGACACCTGGAGGGCAGAGACCGTCACGCTCTAACGACAAGCATCCCCCAGCTGGGCCTCCAGAGTACTGAGGACAGGCAGCAGGGACGAGCAGCGTTAGCACCACTTGCAACGGCAGCATGCCTAGGCCAGAGAGTGTGACAGAGCGAAGCAGAAGGCCCAAGCAGCCAGCGGTTCCCCCGGCGCAAGGGGTACAGGCTCGCAAGCCTAAGCGCTACCACCGTAACGAAGAGCGACAGGCCCAGAGCTCCTGGCAGAGCCCCTGCACCCAGGAGCAGCGCCCCACAGCACACAGCACCGTTCACTCCTCCTGTCGGTACCCAATCCCGCTTCGCGGACCGCGAAGGGGCACAGAGGGAGGCCAGAGCAACGTCTCCTCCGGAGCCAACTACGCTGCTCGGCCCCACAGGCACGTGACGCCCGCGGCTCGACGCACAGGCGCTCTCCGCGTCAGAGTCCACTGCCGAGTGCCCGCCAACGCCGCGTGCCAGCGCCCTCCGCCTAGCAGGGGACCCTCTCGCAGCACAAGCCCCGCTCACACAGCGGGGCGGAGCAAGGACCCCCGGGGCCGGCGCGTCCACGTGCCTGCGCCCTCACGCTTACAGGGGCACGGGCGCTGCCCAGCAGAGCTGCGTACACCGGTGCAGGGAGACGCGTTGCACACCGCGCCCACGCCAACGCGGCACACAGGGCCTGCACCTGCAGAGGAGCGGAGCCCACAGCGCCCGCCGCTAAGCAGGCCGAGAGGCGGGACCAGGGCTTAGCGAGCCCAGTCGCAGTGCCGCAGCCACGCGGCCGGCCGACTGCCAGCCCGCCAGCCAGGAGCAGTGCGAGCGCGAGAGCCGCAGAAGGGCCGAGAGAGATTGCCGCGCCACAGCGCCCTGCCCCGCAAGCAGGGCTCCCACGCTGCGCAGCGGCTACGAGCACCACTGCACACGGAGAGAGGCTGCACTGTGCCGCCTCCACGAGATGCGCCAGCCGAGCGTGCACACGCGCTGCCTCTGCAGCGCACATGCGGCACAC
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CGCGCAACACACCGCGCGGCGCGC

GCGCTACCCAAACTTCAACCACAATACTCAGAGATCAAGACTCGGCGAGTACGAAGAAAGCATAACTAAGGATCAGAAGTTAGAACCTCACCAGAACCGAAGGATAACCAACTGAGACGGCCATAAGATTACCTCATAACGGCGGTCGACAAGTCAAACACAACATCAAGCGAACAATACCCACTAAGATACCCGAGCATCCAGAACTGTAAAGGCGACCTCGATACCCCGCCAAAGGAAAACTCTGTATTAATGATCCACTTATCCTAAAACCCAAAGCATATTGGGATGGGAATGACGAGAGAAATGGTAATGTAAAAGATCCAGTAAGGGGAAAAACGCCCTGAAACCTTAACGCGGAATTCGAGCGATCGATGACGCAAAAAAGGTTGGACATCCCAACAGTTACCGACGCAATCAGACACCACAGAAAAACGTAGCTAAGTCCAACTTGGAAACAACACACCGGGATTAAGTGAAGTTATAGACCAAACCATCAATGGAAGCATAACGACGGATATCGGTATAAACCGACACCGGGATCACATACTGAGTGGGATTACCAACAGTGCCAAAATCTGGTGCGAAGACCTAAGATAGACTGATAGCGCGCCGCGACGACGCAATGCAAGGTATAACGAGAATCACATCCCGTCCGAAAAGGTCAACCTCGATGACAAGGATGTGGAATAGTCAACCTTGGCAACATCAAGAATGACCGACTCAAGTTAGAGTTGCGAGCAACTGATAATTCCGAACCTTAAAGCTCTATACAGATGGGAACGAACCTGGCAATTCATCATAATGTCGATATCCCTAAAGCATTAGGACATCACGGAGAGAACTATCTCGAGTTTGTGAACAATCCACGTTACACATCGGGGACGACTGTTAGTTCAAAGTTCGTATGCAGATTCCATGAGAAATCGCATTGTGACACTACGAGTACAGATACCGCGGATGTGAACAATCCTGAAGCGGACAATTAGCAGTGTAATTCGGCCAAAGAAACACGAACTCGGCAACCAGAACTACTGACCAGTCCGGTCACGTAAAATCTAAATGACACCAGTAAAAGCAATGGTGGGGTCAGTGTAAAATGGGCTATCCAGTCGGTCGCAACACTGAGAGTTACCTTTCAACGCGAGAATGCTTGACGTCCACCTCTTACATTCCCCTATCACGCCGCGAAGACTGAGAGGCTAAGATTCAGCTTGACGTCAAGGACAAAGATCAGAAGGAAGACAAAACAGAAGTGCGGCCGAATCCGCACTGGTACCCTTATACCTAAAGTAGAGTATCCGACGAGTTGCAGTGGTAAAAGCCCCCGGGCGATCAACCCATCAACTAAAAGACACTTGCCGGACGCCAGACCATGGAACCGCTCGATGCGCGCCAACAGATACTAAGCAGGTACCATTAACAACCAGTTCCATTAGAACCGGACGGCTAGCGGAATACGGAACGCGACCGTCGCGAACGCGCGACGCTTTATCCACACATTACAAGACACCTGACCGATAAGCCCGACGGAGAAGATGAATAGGACTCTTCATGCCGCAATCGAGTACTATTTGCAGGATGGAACCAACGAACACTCGATGGCAAAACGAAAAACTCCCCCAAGCGAGAATCGCGATTGACCGACAACGAGCCAGCTATATGGCAAAGAACTGTTAAGCATAACACTAACCTCCGAGTCCGCGGTAACGGTTCCGATCGCGTCGCCTCAGACTTAGAACAACAGATCCCCACGACGTCTCACTAAACAGCTGAGTACTAAACGTGGCTAGATAGTGACGTCGAGCGGCCCCTTCATGCCAAATATGCACGACTCCGAACCCAGCGCGGAAGGTGCAAATCCTACCACCGCTGACAACCCCACACAAGGAGGTAACTATGACTTAGACCGTACCTCAACCACGACGTACGCGTTTCATGAACCATCCCCCTTCCAACCAGATCTCCTTCGAAGAGCGAACCTTCATTCACGTAAGAAATCCTAGAACAACCCGCACCCGTATTGGACCCCCCACTCAACCACCAGCACAACGAGAGCTGGAAACTACCGACATAGGATCCGTCTAAAATGCGATCGTGTCCCGAGTATCATGGGAACCCTAACGAGACGTATACTCGCGACCCATAGGGTGAAGTCTCCGGGAGATTGCGAGCCATAATACGAAAGGGCCCATCATATCGCGCTTAAGCCAAGGATACAGGATCAACCACACCGCCTAACCACACCCGTGTACAATCCGCCCGTTAATTGCCGTGTTAATGAGGAAGACCATCCCCGCCTAAAGTAGCTCTACAACGTATCTATCACTGTAATAGGCAGAATACTCGAGACTCGAGGCTGTAGTCTTAGTTCGAAGGTACAACTGGAAGAGACAGCGAAGTACCCGACCCCGGCACATGCCAAAGCCGGCCCAAAGTCAGGTTCTAACCAAGATACAGTAGCGAAGCAACTCAGGACAAACGCTTCGACCTCTACATCCAAGGTTAGGTACCGGAAACGTAACAAGTGGAACAGTACCATCAGCCAACCTTCCACGAACCGGGCTACCCGTCACATGGGAATCCAGACCTATGGAGCTAGAACATGACACTGCGCACGTCCCGTCCAGTAGAGGCAGAAGGTTCCGGATAGTCGAACATTGCCATCCGAACAAGAGCTTAAACTGCCTGACCTGCTAAACACCAAAGCACCTTCTCAAGGGACGTTTAGACAACCTCATCAAGTGCCAGAAGTACAGACAGATCACGTGACTCCGAGTGACAGTGATAACGGTCCGATACAATCGTCGGTGAGGTTAAAGGGAAAAGAGTGTGGGACATTCGCCGGAAATAGCAACTGACCTTACCCATTCACAGGAAGCTTAAAGTACGATACCGATCGGCCCGGTATCGCCAAGATCCAGGATAACTAGAACCACGACGGGAGATGGCGTCAGAGCGAGCTCCGGAACTCTGCATCAGGGCCAACCGCAGCGAAAGCGAGGAGTGAGACCAATCGGCCTAAAAGCGAACGTCCACCGAACCTCTGAGGAAACAGTCGGGAACCTATGAGAAAGCCTCCGCGAACACCTGTTCAGGACACAAAGCCCCGAACCGTCAACACGGTGATCACACATCCTTTACGCGCCCAGACTGATAAGCGGTGTACGTCCACCACCCATCGACCCAAGACGCTAAGAGAACCTCACCACAAGCAATGCTAAGAGGAGTCATAGAAGAGGTCCAAGACCCGCCTGAGTCACAAAGGTGCTATAGCGGCCAGAAGCACTCGAACTAGCCCCTTGACGCTAGGTGAACGTGCTAGTGTCAACCTCCGCAAACGGTAGAAGCAAGCTGAACATGCCCACGTAACGACAGCGTGACAACACCGTAGTAACCCACGCCTTACCTGTATGGCCAGAGGGAGGCATACGGAGCAGTAGGACCTAGGCACTAAGGCATAGTCTACGACTAAAGCGGACCCGATAGAGAACATACAGTGATCTTTGCAGGTAGCACAACACCCTAGACTGACCTACCACGCATCGCTACCGGTACAGGTCACATAGACCCTTCCTTGGCATGGCCACTGTCCAAAGGCCGGCGACGGATAGGTCGCAACGAGACGAAGGCGGAGGGACATAAGCACAACACAGGAAGATGTAGCACGAAAGGCAACAATTGATTCCCATCACCAAGGACCAATGGATAGGGGCCATAACTGTACCCCTCTACCCAACACGAAGAGTAGGTGACACTGGACGCGGCGTCTGAACGTCCATCGCAACGCCAGCAGAAAGCGCTACCGTCATAGAGCCCAGAAGCGGAACTCCAAAGCTTCCCAAGAAGCCAACAGGTACTCGGCCGGGAGGGGTAAATGGCAGCGGCGCACGAGCGACAAGGGTCAAGGGTGACTCCCCATGGAAGCCTGGGAGACAGACACGGCTCCTTGTCCGCCCCTCTCCAATGGTCCATGCCCGCCTCCTACAGGGTTCACAATCCGGGCGACTAGTCGGCTGAAGTAACCCAACCCCCCCGCGGGGAATCCTGACCCCCATACACCTAGAGGGGTAAATGGGCTAGCCACCGACAGCAACCCGCAACCCATAGCATCGCACCTCGCGCCACGGTACAGAGACACCGCTCATCCCACCTTGCACACCTATGCTACCTCCAGCATCCGCTGACTGCCCAACGGTAAGGACGGCCACCAGTGACGGAGACCGTTGAGACCGATCGTAACAGCTAGTCCTACACGGACTACCAGGCTTAGCTTACCCATCCCTGGGACGGCCCCATACCGGCGTACATGTCGAATGCACGTACATACGAATCGCCCATCACAGGAACACTTACACTAGGGGAAGAGCTAGCACGCAAATGCGACAAGGAGGCGAAGAGTGAAGTGTCCTAACCGCCAGAATAGCGCCGCGCCGTGAACTATGCGATGCAACTACTCCATGCACTCTAGGACACCATGGGCGGCCGAATCCCAGACTCAGACGACGCAGAATCAGCAAGCGCACCGGCCACCCCCATACGCATCGACGCAAGTAGCTAAGCATGTCACGAGGAGGAGGGACCCTCTGAACAGGAAAGCAAGACAGACCGCACCCCTCCGTCCCATCCAGAAACACGAGCTAGGTCGTACACTCAACATCCTAACGAGGAACACTGCGAGCATGAACAACGGGCGACCGCATACCTAGAACACCCAGGCGGCTGCCAACTGAGCACAGACACTACAGTAAGAAGGGGAGTCTGGAGCTACGCTGAGCGGGAGTCAACCCCGTACCGTTCCTACGAACATAGAGGAGACGTGTCCCCTACGGGGGAAGAGCTCTCAAGCCTTACAGTGAGCCGTGAAAGCTCCTGTGACAAGGCAGAAGGAGACCACAAGCCCTCGGAACATGCAGATGCCGTTACGTGCCAGCTGGACCTAACGGCACCCCACTCCACTCCCCTCAGGTACCACAGTTCGGGTACGTAGCATGAGCACGAGCGCGCGAGACCACTAAGCTAGACCGCCACGCCACAGTGGAACCCCTTGCCTGACCACATGAGCCCCCAAAGGCAAACGATCGGGCCCGTTGCAACGGTACACTGGAGTCACCAAGGGCATCAGACGTAAATGCCACGGCACCTTCGCTTACAACCAGTCTGTACGAGCTCACACATCGTTAGGAGCGCGCGTCAGCGTACCAGTGACCCCTAGCCGCCATGAGCATGTACCTCTACCTGGACCGGTCCCCACGCGCTTCACACCCACCCGGCACTCAGACCCAGACGGTGCGTCTCAACCCTCTGTCACGCTCAGGCCCACACATGAGGACTCAGACGGACCCCAGGTGAAGCTGGCAATGCACTGGCCAACAGGGAGTAGACCCAAAGGCGACACTCCCTAGCACCGGTTCCCCAAGCTCAACAGGGCTGCAAGATGCCACGGACCGTGTAGCCGCAAACAGGACAAGGCGTGGAAGCTTCAGAGGACACGAGCACGTACACGTGAGAAGCGGATGAACTCCCGATCGCGCTCCACTCCTAAGGCCGATGTGCACTCTCATTCGCAGACCGCCGGCAGGTTACCACCAGCATTGGTCCTCAGCCACAGAGCCAAGACAGCGCGAAGGACCCACCACCCTTCACGGTGGAGCAGACGTGCACCAGTCACGGGGCACGTCGAGGGGGCAGTCCAAGGCCATGGCGAGGGTAAAGGCTATAGGCCGGGACGCGGCAGTAGGAAGAACGCCGAGAGCGACCCTTCCCAGGCCCGACGCACTAACAACAGACACCCGGAGCCCGAGCCCCTCAGCAAGGCCTGCGTTAATAGCCGCGTGAAACGCTCCCCAGCCTCCCAAGGGCGGAACCGAGTACACGAGAGGGCAAATCCTCGGCCACAACGCCAGCGCCCGGCAAAGGTGGCGCTTCAACAGCAACGCACTCGCAGCTAACGCGAACCCTAGGAGGGATAGGCTACAGGTCAGTCCCATACGGCTCTCACTCCAGCTAGGCACGTCTATACGCGAGGGCAAGCCCACAGAGCCCGAGATGCGCAGGGAGGCCTACACTGTGCGAGGCAAGCTGAGATCGCAAGCGCTTGCAAGGGTGCAGCCGACCAGGCCAACGATCGAGACGTGGGAGGACCTACCCACGACACTGGTCCATAGGCCTCGCAGGGCACGCGTACTAGGAATACCCCTAGACGGGGACGAGGCACCTACAACCGTGCAGCTCCGGTGCGGTGCAACGCGTGAAGCCAAGCGAACCGCAACCACAATGGGGCTCCACCCGGGCACAGCTACTAGCCCTGTCATGCTGAGAGCAGCGGTACGGGTCCACGGCCTAGCAAAGGAGCACTGGCGCCCACGTAGAAGCAATAAGAGCAGAGTGCAGTAGAGGCTGACGTTCCCTAAGCGTTCCAAGCAGGCTCAAAGTGCCATCACGGTGGCAGCCCCCACTCACCACCACAGCGACAGCCGACAGGCGCATGCACACCTCGACGTCAACCGGCCCTCAAGTGCAACGAGTACGTAGCATACACTCCCAAGGGGACCCACCCTGCTAGACGGCCCTGGCCCCTGACCTGGAACAGCACAGCCCACGGGGGCTCACAGCACACTGGCACCCGCCCCGCCGGGGGCAACTCGCCACACCCCCAGCCTACTCATGCGGCAGTACAGCTACGCTCTAGCACCAAGCACGCTTCGCAGTCGCCCAGCCAACTCCGCCTCCCGATCCGACACACTCAGCGCTACCACCCTGCGTCAGACACAGCTGTCCAGGCAGTCTGCAGCGCAATACACACCAAGCCAGGGGCCTGAGACCCTCCAGTCGCTTAGCCGCATCCCAGGCCGCCGCGATAGCACTGCATACGCAGCCAGCCCAGAGCATGGCAGCATCCAAGAGGCAGGAGTGTGACAGCCACCATCGAGCCAGAGACACACTGCCGTTCCAGCCTCACCCCACCCGGAGGGGCCACAGAGAAGCTCCCGTACAAGCCTCGACTGCAGGCGCACAGGCGGACCAATGCAGCCCCGCGAGACCGCCCTACTACACAGCCTAAGGAGGCCGCAAGAAGGCACCCCTACTGGGCTGGGCGACCACAACCGCCGCCTAGCCGACGTACACCCGGACACCAGCCCCAGGCACCTGACGATGCATAGCCCCACATAGGGACAGACCAGAGTCCGACTCAGCACCCCCTAGCAGAGGAGCCGGCGCAGCAGTGGCCCACAGCAGCTGGCAGTAGGCTCAAGCTTGAGCGTAGGCGCACTAAGCAGAGACCCAGGAGCCCCACTCACACAGGCACGTCACCCAGGGCCTCTCCACAGGCGCCGACAGGCCAGCAGATGCGCAACGGGCGCTTCCAGCCTGCGTGCCCCTCACAGGACCCAAGGGAGCCCTAGTGTGCAGGACGCCCACGCATACCAGAGCGCGCGACCGCCCAGGGCCCCTTAGCCGTACAGAGCGGGAGCACGGTAGCCCCGGCAGTGGGAGTCCCCACACCAGGGACAAGCAATGCACAGGCGACGTGAGCACTAGGAGTGCACGTTGAGCCACCGCGTCCCTGCGCGGCAGCTCCTCCCAGCACCTGCACCGCTAACTCCTAGCCCACCTACGGCTCGACTGCCCCCACGGACCTGCACTGCTCACCGCCCGTAGAGGAGCCTCCCCAGGCCAACAGCCAGAGGCGGTCACAGGGACGACAGCCCTGCCGCACCCACACGTCGCCAGCAGCAGAGAGCCCCCACGGGCTACGGAGCCCGACCGCGCTCCCCGAGGGTCGCAGCTACACACTGCGCAAGCGGCCCCCTCTCCGCGTCCATGCTCCGCACCCTACGCGCAGGCAGAGGGGCATGCCAGGAGCACGGGGCTGCCCAGCGGAGCACTGACGCCAGGTGCCAGTGCACGCAGCAGCACAGCGTCCAACGCGGCACAAGACGCCTGAGCACGCCCTGCACAGAGGCCGCAGCAGCCCGCCTGGCCCCCGCAGCTGCACGCGGACCCTGCAGCGGGCGTCCCCTGCACCGTGGCCTGCAGAGGTCCCCGTGCAGGGGCGGGCACAGCCGCCACAGCCGTAGCACGAGGCAGGGCAGCAGGGGGCCCGAGAGCAGGGCGCTGCTCCGGACCGAGCCCCGAAGCACGCCTAGCTGCGATTGCAAGCGTAGGCACAGGCTCCGGGCAGAGCACCTGCGCCTCTGCACGGCCCGTACCGACGACAGCAGCCAGCGCCCCGCGACAGCGCTGTGCAGCGTGACGCTGACGCTCGAGAGAGCTCCCGCAGCCGCCGGA
AGAGAG
AGCGCA
CATGCGACGTGCCGTGCAACACGCCACGCACACACGCGCACAGCACACCGCACGGCACGCACGCACGCGCACACGCGCCACGCGCGCGCGCGCGCA

ACACACGCGCGC

AGACTCAGCTCGGCTAACGGAGAATGTCAAGCGCTAAGAAGATAGTAAAAGTCCCGAGGCACCTGACGGCGAGTCGTAATCTAGGATCTAACCGAACTTGAACATAACCTGCGACGCGGAAGGTGACCTCCAGCCTAACTCCGAGATAACGTGATATAACAACGGTGAATTAGGCATGTCACGGCGATCCAAGTCGACATGAGAAAGTTCCCCGGACCTCGCTAGGAATGTAAAAGCGAACTTACCAGTATCAGGTTAACCAACGTATCAAGGTACCCGAGCAGGATACTAATAAATAGGCTTTAACTCGGACCCTCAGAATCCGGTGGACCGCAGAAGAGATACAGACATGACCACTTATCCTAATGACAAAGGTTGAAAGAGCACCCAATGTAGCGAGCGCGCGAGGTGTAAAATCGAACGAGGCGTCACCTAGCAATAGTAGTACTACCATGACCTTTACCCGAAACGCGGCGCCGACTTGACAGCAACAACGATAATTCGACGTTCCGATGAATTAAGCCTTTCATATGGGACTTAATCACGACATCCCCGACGGGATGAAAAGCAACGGCACCTTCGTCGGAAGGATCACAAATGATGTGGCTTCCAATCTTCACAACCGTCTTACTAACCGCGCGAGGGTTAACACCGACGAGTACTAACCCCCGGAATGGGACGACGCCATACCACCGGACTAAGAACTACAACAGAATTACCGGTCAAGTACACAACAGTCTACCACCACAAACCCATACTTGCCATCTAGTCAGAACGTTGAAACTCAGATCAGGATACACCGGTCCGCGACGCGTCAGTTACCCGGGCAACCTCATGCATTAACCATAGTCAACGGACCAGGTAACGGATAGGTCGCAACGACATACAGTTGTAAAAGCTATTCAGACTACCGGTGAAAATGCCCCCGACCGTCAGTACGAAAGGCAAGAACCAGAGATCAGACAAAGATCTAGACCGATGTCGCCGACCGCCATACTAAAGGACATCACGGAGGTGGGACAGTCGAGTTTGCTAGGAATCCACCATCTCACTGGACATGAGCAACCAATGGAGACAAGTACACCTATCGCAAGTTCGAGTGAAACGGGAATCATCACATGCGAACAAACATGGCCATCGACTGTCCTTGGAGGAAACTAGTGAGAGGAAGCATTAAGAGAAAAAGGAACACAAGAGGTAATAACGCAACGGCGATTCAAGGTGGGAAGAACACGGATAAGACAGGCGCTTTACAGCTAAATAACCGGACTACTATCCACATCGACGGCCCAGTTAGTAACAGAGTTAAACGCGGCGTGAGAATCATATACAATGAACAATGAGATCCTGCCTATACGTAAGGAGTACCGAAGACGACCGCGGCCAAGACATCCATTCGTGTCAAACGCCACCGGGCCGACACGTCAAACCTATATACTAGACGGACAGATGCTTAACGAAGGAAATCCCGGGATATCCGCAAAGGGTATGTCCAATCACCCCTTAAACCAGCGACGAGTGGTAATACTGCGACTCAACACAAGTGTCTGTGAACCCAGAGAATACTCATGACCAGACACGGTAATTACGACATACATTCCCGATGCAATGGTCACTGACAAGGGAAATAGCACCGGAAGTCGACCGTAACGGCTAGCGGAAGAATGAGGTTCACGAACGCTAACAGAGAACATTGCAACCAATCTCATATGCTAACAATCGAATGACACTTACATTAACAAGTGCACGCAAACTCGAAAGCCAGACCCCATTGTGACCCCTCGGAACTCATCACATTAGGAACACAGGGATAGCCAAACGCGTGTTACACCGCGCAATTGCCAAGTGGTACAAACCCTAACTACTCAAGACAGTCCGCGGTAAGTGGAACGATCGCGTCGCGATTCCGGCCGACTTAGACAATCCACAACAACATGTGTAGAAAACAAGTAGCTAAACTGTCATTCCGACTACGCTAGAGAACTCCCAGTCCGTCGATCCAGAATGGGATACCGAAGCCGGCAAGCCCCAGCGCGGAAGCCATGGCCAAGACTGAAGACCGTATAACGACCATAGAACTGGATCCAGCCATCCAGTTCACGTACGGTTAGAAAAGGCAACCGGATACCAATTCACCAACTGATCTGCACCCGTCTAGTCGATACAACCATCGCAAACATGTGACATCCAGGATCCACTACAAACGTTAGCATAAATGCGCTTGTAACATAGTACTCACAACTCATTGGCCCTAAAAACGACACCGATGCTCGAGTCGGAGCAACACATTGCCCATCAGACTCATCGCGACCCATAACACATATTGCGCTGAACACTCAGATGTGCGTTGCAGTATGATCCCAAATCCCAACAAAGGACCAAACTACGGACCGCGTCTCAGCTTTAAGGAACTGTACAATAGCAACTAGAATTGCCACCCAAGCTTCAGCAGAACAACACGGAACAACGTATAGAACGTAGCAAACCTGGACGAATTCGAGAATCCGGGACGTAGCGCAAGAAGACCTGACATCACCAACCCGGCGTTAGGTTCGAAATCCTCAGCGGGCTAGCACGTGGGATAGCCAGCGACCCCGACGGTCCCACTAAAGTTGCAGGTAAGGTCTACAGGTCATCCTAACCCCCACGAGCTAGCGAAACGGAAGCTATCCTCTAGGTACCATAGTGCGCAGACAGTAAGGAATAGGTACAAGTCTCACGCTCCCGATCTGGCAAAGGTCAACTTAGATCACAAACACTCATAAGACGTCTCGCGCCCGGTTAGAACGCAACCCCCTGGAAAACGTAACTGCGCCCATCAACAGGCCGCAACTAAGACATCCGAGCTTACTGACCCTGATACACAACCAGTTCAGTTCCCGTTTACTACTAAACCGCGCCGACCGGGAACCCCCAGTGACACTTACAACGGTCAATCGTAGTACAACGATGCATTCGAGGTAGCCATTAAAGCTACCCAACAAGACACAGTGAATCAGCCAATCACTTGCATACTGAAGGATCGGCTTAGATGGCCATAGAGACCTACAGCTACATCAGCACAAGGCAGTAACCGAGAGTCACGGCTAAAGCGTACAACGCGCCGGAGGCGCCGTGTTATAGGCAAAAGCGATCACCCATGCCGGGAACACCTTGGAAAGCGCTATAGCGACCGAAGTCCCCCCCGGACAATGACCAAGCGATAGTACTAATGCACCACCAGAGCAAATGGTGCCTCGATCTCCACCACCCGTTCTACGGCGCCGTACCGCGTTAAGTTAGCTCATCCACATAACAAGCCCAAAGAATGCTCTGGCAAGGCGGACATTCGTCACAATGGGGACACCACCTATCCTATAGCCGCCCATGGCACTCGAAGCCGCCCTAGCCGTAGGAAGTGACCAACCCAGTAAGGCAACCGGTAGACCCACCAGCAAGACGACCGCGAACATAGGCCGACAGCCTGACGAGTGAAGTAACAGGAAGGCCTTACGAACACGGAGCCAAGGAAGGGAAAGTAGGAGTCTACGACTAAAGCCTAGTGGAATGAGGAGGACAACACTACCTACCTCCGAAAAGGTCCGCTACCGGTACAGACTAGACAGACCGGCGCATACCGGCGGACTACTCCCGGCCCTCTGAGAACGACAATTGAACTCCAGGGGGATAGGGCCCCTCTACCCAAGCTCAAGTCCAACTCACCAGGACAGCGCTGCGGTAACCGTCGTCCCAGCTGAACGCCCAAGCGGATCGTCAGGATTAAGGCATCTTTGCAAGCTTGCGGCCCGGACACGGGACTCGGCACAGTCAGAATGCAAGCATAAGGCGATGCTGACCCCAAGTGTAAGAACCGTTCCAATTCGGCTTGTCCTGGACCGCCAGGACGTCAGACTGGAGCGACCTTCACGAAACCGAATAGGGCGAAAGGAGCTGATCCATAGCCTGTTCAAGCTCGACTGACACGAGCACTCATATGCACCTACAGGCCAAGTGGCACTTCTCGTCCACCTCACCGTGAGAAGGGACATACACCGCTCCCGGCAAAAGACCAAGAGCCGCAACAGTCAGAGTGCGGCCGAAGGGGAAACCTCGCGCCACACCTAGACTCCAACTGAGGCAAGACTTCACCCGCTCACAGTCCTATGAAGAAGGACCTCTCCCGGGTCTAGAAGGTCCCTCCTACCTAACGTAGACAGATCGGAAGGCACAGGTAAGCAGCGTGGACAAAGGATCCCCAGGACTCAGAACCCAACGATCGAGCGTTGAGACCGATACGGAGCATGAGATGCCAGTGGGCGGCCCACGTACCATCACACGAAGAACCCTAGCCATGACCCAACCACCACGAACGGGCAAGTGCAAGGGGGAAGTCTGGGCGAAAAGCCGGGACCCCCAAGGCACCACACCTCCGCACCACGGTAGACTCTACTCTAACCACTCACAGTACTTATCAGACAGAGACGACCGGAGCGCTTCCGTTCAGACACCGGGCCCAGCTGAAGGCGCGCACCCCGTAGAAGACCTGAAGCACTGTGAGTGCTAGCCTACCAACAGCCGTCCCTTCTAGAGGACCCCGCGGCATCAGTACGACTGGTAGGCTGAGGTTACATAGCCACAACGATCGTCGGCGACGAGCCAACGTGACCCTGACTGCCACTACCCGCTGACAGACGGAACCACCCGCTACACTACCCGAGGCAAGAGATGAGCCCGGAACGCTGAGAGCTAGGCAACAGCTTGCCGTTCCAGCAAGGTGACCCTGTCAGCTGGCAGGAAGGTGTACTATCACCTTACCTGTTAAGTCCCTCGCCAAGACCCGGCCCAGAGGGACCCGCCAAGCGACCTCCCCCGTAGCGTTACATGCCACACATCCATCCCTCCTCAGATACCGATGACCGAGGACGAGTCCCTCAGGCCACACGCTTACTAGAGGGCGCAAGAGGGCGGCAGTCTGCAGCCCCCACCCAGACCACTAGTCGCCTCCGCATCCTCCAATGGTAGCCAAAACGCCCGTCAGCCACCGGGCTAACCGACCCGTTACGGGTAAAGCAAGGAGACCCTTCCCGTTGCACTCTGGGGTGAACACTGCGTCCAGAGTCACATTGGCGGACCTACACAAAGGGCAAGAGGCGCATCGCGTCAGGTCCACTAAGCTCCACAAAAGGGACTGCACTAGACACAGACAGAAGCACAGGACGACCCTACGCAAGCGAGAGTACCCCTCCGCCCGGCCACCTATAAGCAGACTCCCTGTCACATGGGTCAGGACGCTCACACCTCAGGATGGATCACAACGTGCTCGTCAGATGCACCACACCAGCCTAGACATGCGAACCAAGCAGGGTCCATGGCCGAACCATGCTCAAGGCTAGCGCGCGACGCCACTGAGCTCTAAAGCTGATGCCCTCAGCAAGCACGCTTCGCACCCCGAGGAGAACGGCTAGACGCCGTGTACTACAGGATCCCGCTGGACCTAGAAACCGTCAAGGGGACAACCGCCTAGCTCCAGCCAGAAGGCCGCACGGACAGAGAAGACACCCTTAGGGAGGATAGGGAACTCTCCAGACCCCGGCAGTAGCAAGCCTACACCAGCTCTCACACATGGTACCACTCCACCTCTACCGCGAAGGACGACTCAGACCTGTAGGTCGACAGTACAGCAATACGTCGGAACCCGTGCGACTGCAAAGCCAGGGCTACAGTGCAAGCTACCGAGTACTACACCGATAGTAAGGAAGAGTAGCATGCCTCAGCCATGTAGGCCCCGCGACACACCCCAGAGCAAAGGCACCGAGACCGGTCGCTTACCTCGGCGGCAGAACCCTGCTCCCAAGAGGACTTGCCATAGAGGGTCACACTAGTGGGTCAACCAGGAGCAGAGGACACAGTGTGGCTTCCGACACAAACTCGCTTCGAGATTGCCCCTCCGTTAACCACTGGCCGTACAGCGCCTCCCCAAGTGAGACCAGTGGCCTAGAGACATCACGAACCCACAAGGCCCTGGGACTCTTCGGACCAACAAGGCCATGCAGCCTCGGGACAACTGTGCACTAGCGGACGCAGCCACAAGCGCTGAGAAGTAGCAGGGGACAGAAGACGCGACCGTCGCGCGACAGCCACCGTCCCAATGGCCTTCCCCCCTTCAGCATCCTGTCCGCTGTACACCTGATCGCCGAGACCGCGGGAGCCCTACGCGTACGAGCACGTGTCGGGGACGTAAGACCTGGACCGTGAGCTACAACCCTCCACCGCCATGCAATCGCGACCTACACCGCAACTGGGCCAGAGAACTGCACACCCATGCACCGCGGCGGAACCACAGAGCCACGCAGCGTCCGGTTCACTAGCAGGCCTGCCTCACACAGAACGATCCACGACCACTCCAGGGAGCTCACAATCGTACGGGCCACGACTCCACCGCTAGGCGACCTCCAAGGCAGCCGAAGAGACCTGTACGGGTACCTTAGCCCCACACTTGGCCAGGCACTCAAGACGTAGGAAGCCACCCGCACCACGCCCCCGCCAGGCTGCCCACCCGTAGACGGCAGCTCCCCACAGCCAGTAAGAGTGCGTGACAGGTGCGGGAGAACGGGGCCCTAACCGTGCAGCACTAGGCACCCGCCGAAGCACATGGCCAGCTTCAGCGTGGCCCACACACAGCAGTCCGGCACCCTCCCCCCCAAGAGCATGAACGAGCCCACGTGAGCACACGTGCCACACATGGGCAGGCGAGTCCTACAGGCCAACGGTCAGCCCCAATGCCCCGCACTCGAGGCCTGAATGCAGAGCCCGCCTGCGGAGCTCAAGCCCCGCCGCACTGCTGCCCCACAACCGGCTTGAGGGGCACTGAGCACGTCCACGCCAACAGCACACAGGCCTGGCCGTCTCCAGACACATAGGCGTATAACAGGGCGTGAAGAGTCCGAGGCAACAGTGGCACGAGCGGCAAGGGTGACGCTACAGCTGGACTGCCCAGCACCTGAGCACACCCTGGTCGTGCCAAGCGCAACCGTGAAGGGGACACTCCCTAAGACCTGCGGCCACGATCGCACAGCCCAGAGGAGCGGGCCGGACAGACCACCCAGGAGGGTAGGGACCACGGTGCCCAGCGGTGCAAACGCACAAGCACAGACGCCGGTAGGGCCACCTCACGGGCACATGCGCCGAAGCTCCGGACTCCAGCTATGCCGGGCAAGGCTAGCGCCACCACGACGCCCCCGCACCCCCCACAACAGCGCCCGAAGGGGCAGAGCTCGAGAGCGTGGCTGCGCAGCGCCCCAGGGAAGGCCCAGGACCGGAGTACGGTGCAGTGGCACAGCTAGGGCACAGAGCACTGGCCCCCTAACTCCCCTGCCCCGCTAGGACAGCCAGTGGCACCCGAGCCTGAAGCGCACCGGCCGCAAGCCCTACCCCTAGAGGACGCTCGCCAGGTGGTGGCCAACAGGCCCCGAGAGCCCTGCCCGCGAGTGCCCTAGCCGGATCCTGCTAGAGGCCCAGGGGGCTACCCTGGCCCTCTCCGCCGCAAGCACCAGCCCCAGGCCAACGCCCACTCCTCAGTAGGGCACACCTACGCGTATCGCTGCCCCTTGCAGCCGCCTGCACGAGCACAGAGTCACTGCCGCATACAGGCTGCACGTCAGCTAGGCAGGAGCCTCCCCCCAGACCGCCCACGCCGCTCAAAGTGCCCAGGAGGCAAGCCGACACGCAGGCCCGCGGGGGGTACCAGGGGCTCACAGCGGCAGGGCCGACCACGACGCAGCATCCACACGTGCTCCCCCTCTCAGAGGCAGCTGCCGGGGAAGCACAACGCCGAGCAGGCTCCTCAGGCAGCCTAGGCCAGGAAGGAGCCCCCGCAGAGCGAGAGCCCACTCGAGCCCAGCGTCCGGCTCAACCGCTGTGTGACAGTGCCACAGCCGGGAGGCACTACCTGCCCCCTCGCCACGGCTCTGCCTGGGCAGGCTCCAGCTCGCAGCAAAGCGGCACTGCAGGAGGACCGCGAAGCGTACGCCTTGCACACCTGCAACCAGCGCAGCCACGCTGGGAGCACGTAGCCAGGGCCTGCGCGCGGACGCGTACCAGCGCAGCAGCCGGCACCTGTGCCGATGCCAGCACCGTACAACGGGCGAGGGCACGCATACAGCGCTGCAGGGAGCCGCCAGCCAGCAGCATACGGAGCCCGACGCCCGCTGCCTACGCCACGGCGCAGACAACGCTCATGCGACGCAGGCTGCAGAGAGCATACGCGTGCACCGTGCCCAGCCGGAGCGCCACGTACACGGGATGCGACTGCTCCCCTGCCGCCTC
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ACTATACCCCGAACCCATGGCAAAATCCTAAAGCCGATTCCAAACAGAGTCATAATTGACGTCTAAACGAGACTTCGACTATAGCAAGTGCAATAGGCATAAACTCCGCGGCCGTAACCACCCAACAAAAGCAGATGGTGGCAATAGCTATCACGAAAGACCGTTTGACATCTCATAGACCCACAAGAGATCAACGTAACTTCGAGCAAACCATTCCCCGCGCGGCGAGTCGTAATGGTGCAGCTACATCCGCTCCAAAAGTACAGTTCCCGTTTAAAGTAGAAAGCAAGAATCAATGGAATTCACCAACTGCCTATCAATCCTGTCGACAAGGTAATGCAAACCAACGTAAACACAACATCGCCAATCCAGTCCAGATTACAACTTTAAAAGCGACAAAGAATGGGAAGCATGTGCAAAAACGTCACCTATCGCGAGCTTAACAAATGCACGAGGCTGATCGAGTTACCGTCAAGGGATACTCCAATTGAGACCCAAACTGGAACAAGAATGGACAATTCGACGTTCCGATGACGCAAACCTTTCATGCTACACTCGCGTCCACAGTTACCGACGCAGATGACCAGAAGTCTGAGACTAGTAGAATCCTCACTTCCAATGGTCAATGCTTAACTAAAACCCCCATCAAGATCCCTTGGAACGTAGCTCGAAATTGGAGTGTCAAAGTGTACAGATATGTGAGATAGAAATGGGAGACTCAGAGAAGGTATAGAATCAATTGCCAATGGTAATAGCGACCCCAACTCAATCAAGATATAGCGAACATGCGAACTATCAATCTGCACAACTATGCGGACATACCGACGCGTCTGAAATCACATAAGCTAGTAAATGCATAAGTCCCATATACTAACATAGTCAACGGACAGACGCCGTGTACTACAGGATCCCCTGATAACGGATGACAACAGACATCAACACGCAATACACGGACGGGAAACTACTATCATAAGACCGCCCGCAAGAACTCAGTCGAGTAGACGCGAAGATAGCATCAGGCAATGACAGTAAACAAGTAACCCGAGTTCGTAGCAATATGCAAGTCAGACGTCGAAGATGATACCCATTGCAATCATCACCATGACCGTCGGAGAACGAGTAAGGCATAAGCTTAGATACAATGACATGTAGCTGAAGCGGGACGCGACATCGGCAATATGCAACCTAAGTGTACAACGGGGTTAAGGTTGACGGTCACGTAAAACCTAAATGACACGAGAAGGGTCACTATCCCGAATAAACGCGATCCCACCCATAGGAGTAAACTAGATGAACGGTCTAGTCCACTTGCAACGACCGCCGACACGGCAACGTCAAACCATCAAACGGCACAAGACAGTAATCCGACATCGCTCCGCACAACTCCGACGAATTGTCACCTTGAACGGCAGGTACATACGGCGTTAAATGGAGAGGATCACGAAACCCAGACGGACGTCATGAGCAGAAGAAGTAATTACGAGTACAGACTCAACTAAGAGGAATAAGGGAATCGAGCGGCTAGCGGAACCGTCGCGAACGCGCGACGCTTTAAATGGCCTTACACTTATATGCTAAACGTACCGACCACTAAAGCACTTAATGAGCAGTACTCACGAAGATCACAAGTGCTCAACAACGAACACGCAAGGGCAAAACAGGCGGAACTCATCAGAAGGAACGCGTATCGCGACCTAGCATAGACTGGAAATAGCGGATACCCTCAACGGAACACCCAAGAAAGGGCTAGAACAACCCCAAGACAGAAGACTTATCCTAAACCGTAGACCTGTACGTCGAGCATTACCTTCAACCTGACCGAACCGTTCCAAGAGAAAGGCGCCACCGGTCAGAATAGGGCCAAGACTGTAAAAAGCCGAATCCTCACCACATAAGAACTGGCATGACCCTCAAACCCCGTAAGGAGGACAAATACAGGGCGACTTCGAAGTGATATCCACATGGACACTACAAACCCGCACCCGTACCACTAGTAAGACTGATCGAGAGGAAAGCCTGCAAACTACAAACGTTCCGTTCAGCATAAATGCGAAGGGTAAGCAATGGGAAAACGACGTCGGAAGGTGATCGCGAGGCTTAACATGGAGTCTCACTATCAGCCGCAATACGACCTCGACTTGCATAGGACAGAACAGCCAACCAATCAGGTAGCCATTAAAGACGACTACGAGTCATCACCCGAAGTGGACCGACCCGTTACGACACCGATCCTACGTAGTGTTAAGGTGGCAACCAGGGAACGATAACAGAATGACGTATGAATACGGATGACGGACCGAAGACGGTTACTGCCAAAACAGTCAGAAGATCCTCAGAAGGCGGCACAAGGCTAGTTGCGACTAAGAGTGACCCGGCTAAGCACGTCTCAACCAGACGAGCCGTATAAACGGACAAACGCTCAGAGGTACCACATCCGTCGCAAGACGACCGGAGCGTTCAACTGGCTAGGGAACGCTCCCGATCCGAACCAGAGACAGGTCAAGTCCAACTTAGGAGGGACGCGCCGAACGCAGACAAAACCCCGCATACAAGAGCCACGTCAGAACAAGTCTAGCCGGCCACATAAGTGAGCAGGTACCATAGCCAACCCCTACCCGCCTAGTCCTAAAGGTGAATGCCATCCTGACCTGGATTCGCCCGGACACACAACCTTGAGCCATACCAAAGCTTGTCATAAGGACGATGATAGCAAACACAAAGGTCACGTTAGAGACATCAGGAGTATCAGCTTAAATACCGATCGGCCCGAGCAGCACCCTTAGACAGTCAATCTCCAACGGGACCGCAAAAGGCTCCCAAAGATGCGCGAGCACCCCACCGCCACGAAAGCGAGGACGAGTCGCTGAAGAACCACACCCATCTTCAACCAAGAAAGCGCATCACGGTCAACATTAGGTCTCACCGGTCATCACACTCTTACTCGGCCAAAGCATCCACACTACCTGATCACATCCCCCCCAACATGCAAGCGATCGTTGCGCGAAACACCTCAACACGATCACGCCTCGACCACCCCGGCGCCGTACCACTGTACAGGAATCGGAAAGACCTCATGGGGACACACTGTACACCCAGCTTAGCGCCAGACTGACACATTCCGTTAACGCCGCCGTGGGACCGTACCGCTAGGTGCTAGGGTGAGAGGTAGACAGCGAATGCGGGCCCACATAGATGTCCGCATGAACGACCGCGAACTGTACAAACTGCCGACAGAGGATGAGTCCCAGGTTCAGCTTACCGATAGGAAGACAAGGAAGGGAACGGAAACCTAACACCACCACCTCTAAGCGGACCCGACTTGTAATGAGGGACTGAACACTAATCCCGCGCTACAAGCTAACGGCTATCAGCGAGTAAGACAGAACTGTCACCAGTAGTCACCATACCAACCGTAAGCGTACGCCCAGGTCGATTCCGCAACGAGGCGGACCATGCAGTGGGCCCGACCTACACATTCCCCTCATCACCCCTCTGAGAGCGGACGAGAACGCTAACCCTCACGCGAGAACCACATCTCCACATCGGCGCGGCGGAACCGGCTAAACCTCATAGAGAGATTCCCCAGACGCAACACTGTCAATGGCGCCATCGAGTGACATAGAGAGCGGATCGTCACTAGTAGACTACCTGAACCCGGGAACAAGCGTAGGACCATGGAGGACTGTTCCAATTCGGCGATTCACTCAGGGTAGAACGTCACACCTGCCTAGAAACAAGAGCTATCCACGACGTTTCACAACCGACGTCCTGTCCCCTCAGGGGGCATAGACAAGGCAAACATCGACGGCCAGTCGGATAGCCGGGACACTTAAGCCTACAAACGCTCGTGGCACTGACGGCCAAGCTAGACTTCTCATCGTGCATAGGAGTGCCGGGTAACCCTAAACGGGGGAGGAACATGAGGCAACCCCACCAGGCATAAATCCCATGGCAAACGCACGCCAACGCCACCAATGGGGTACACAGTTCATGTGGACCCTAGACCAAAGGACAGGTAACGATGGCTCTAGAAGGGGGAGGTCCGCATCCGTCCCAGCCTGAAAGGAGGTAGACACCGCTAGATCGCGATGCACAGGTGCCACACCGAAAACACCCCCACTAACCGGATACGGAACAGGAAAGCCTGCCCAACTTCCCGCTTACGAGTCAGCACAATCAGCACCCACCCACCAAGGCGTAATACGAATGCCGGTGAGAAGTGTGACCCGGAGGAACCTCTACACAAGGCACACCAGAACCACCCACCAGCGGAGGAAGCCCATCCGCCGCAAGAGGAAGCCACTGTTAATGACCCAGCGAAAGCTCAGTGTCAGCCTAACTGAGACCACGTACACACCGCGCAGCTTCCTATGCACCTCCAGTCCGGCAAGAGCTTCAAGTGGAACCTTCCTGGGAAGCTCGCAATCCCGCTTCCTTCACAAGCGCACGATCCACGACCAGCAACGGGTCGTCTTAAGCTGAAGGCTAAGTAACCACTGAGCGCTACTCTTCATCGTATGGCCAAGCCACACACATACACGGGCTGGACCAGTCTGACCAAGGAGAACCTACGGATCAACGACTGCCCGCAATGCAGCCACCCAGCCAACCCCCCTAAGACTCCTAGTCCAACGATTAAAGCACCACAACCTGCGACCATCCGGCCTACGCGGAGGGGAAATCGTCGCCTAACGTCCCAGGCGGCTTGGCAGACGGCGAAGAAGGACCCGGTGACCGCTAACGGCGCCTGAAGACGGACATTCGCCGGAACTGGACAGCTTGCCAGGAAGGGTGGACTCCGGTGACCGTGTCATGGGGGGTGTATAGTGAACCGATCGTATCGCTCGAAGAGTCGGCCCACAAGGCAGCAAGAGACCACCCGAGACTCGCCCGTAGCGTTACAACTCCCATATGTCCTAACAGTACCGCTTAAGTGATACACTCAAGCCCCACCGAGATGCAAGCAGAAGACTGGACCGCCAGAGACAACAGCGTCACGCTCAAGTACTACCTTAGCGGGTAGAACTCACGCGGCGCCGAGAACCCGTCACAAGCAACCGGGCCGCGCCCAGGGGAACCGTGATGTGCACGGCAAGCCGACCTTCGGACACCCCTGACCCTAGGCGCATCGTTCGAGAGCAACCCCTAGAAGCAACGAGTACCAGGAGTACCCCCCTCCCCTCACAGGTCCATCAGCAGTAGGGCCGACCATACGTGGCAAACCGAACGTAACACCGGCGTGACCTCCAGATACTGCATCCAAGCTACCGCCCAAAGGACACACCTGATTACGGCACACCCCACGCGGCCCTACCACCCTTCGTGCAACCAGTAAACAGCGACCTCACCGGTAGCGCGCCCCGCCCGCGACGCGTCCACCCCAAGCTGAGCCATCGGTTACTAGCCCTTCGCCGCCCCACTCTACACTACAGCACTGGGGACGATGCCCTCCCACCTCCACGTGGACTAGTCGGACACCCTTACCCTCTAGTAACATACGAATCCCGAACAGACAGAGTGACTGGGCTAGCAACGGTCGCATCAAAGGGCCACTAGCGAGACGTATACCTGTGAATCTCGCACAGACTAGGAAGACAGGGGGGAGCTACCACACCAGCCTCAACGTCCCCAAGGCCCCCACCCTGAACTCACACGCTGCGGGGCACGGGAATGGGCGACGCCTCCGGAAATCGCAGCCAGGGTCCAATAGGCAGGACGCTCGCCAAGCAGGCAAGCCCTCCCCTAGAGGCCGGAGGCGCCCAAAGGATCCCCCCGCGGAGTAGCGCACGAAAGGCACTGTTCCGGCTCCTCACAACGCCTATGCCCGGATCCGTGACAGCTGTAAGCCCGGAGGACACAGGCGCTACAAAGGGGGGGCGAGACGACCCCACACAGGACACACTGAGTATGACAGTCGGTGGAATGCTGACGCCGAGGCTGCCAGAGACCGGGCATTGGCCGAGGGGGAGAACACAGCACGCCAGTGCGCTCGCAGCCGAACTGGTACCCTACAGTGCAGAAGCCAAGGCCCGACTCATACACCCGCACACAGAGGACCACAGGGAGCCCAGCCATGGCCTCCACCGACTACGGATCGCGCCAACTGCCACAGCTAGGCACCGGCAGGCCCCACGGTACCAAGAGGCTTCCCTGGTCAGAGGGATGCAGTGAGCACCTCGCTGCCCAACTCGAAGCGAATAGGCAGAGGCCCACTCACCGTGAGGTCACACTGTGGGAGCCGGAGGAACCTGCCGTGAGGGGCACCGCAGCACATGCTCCCCACTCAAGAGACACCACCAGGGCACCCTGCCACCAAGCATGGCCGCCCACAGCTCCCGATCGCGTCGCACGGTGACTAGCCTACTCGCGGTACAGTCCCATACGCATTGCCTCCGCGATTGCCCTGGCAGCTCACAGACGAGAGGAATGCTCAGCAATCTTGCCACTCGGAGACCCAGGGTCAGCTAGAGCCGGGAGCCACCTAGCGACCTAGGCTGAAGGGCGGCCCCCCACATGAGCGACACGGAGCTCACCGCCTTATCTGCACGTACGCAGACCAGGCCAGGGTACAACCGGCGCCTCACTCTGACACCGAGAAGCCCCCCGGGCAACCCCCGGCTACGAGACGGCGCTCCAGCTTGACTAAGCCAGACACGGGAGCGGAGCAGCGTGAGGAGGCTCGACGCTCTAAGAGCGGCACCAACCGCCGTGTGAAGGGACCCACTCCCTGGAATCCGCGGCAGACCCACGCTCAGCAGGCGACCTAAGCCCCAGCTACGCCAGGCCAACGGTCGCCCGCAATGCCCGCCCCACCTAGTGCCACGGCCCCCGGCAGTAGCAAGTGGCCCCTCGCCTGCGCTACCCCAAGCAAGGGTACGTTAGCTGCTAGCTAGCACGTGGTACGCAACGCCAACCAGCAGCATCGCCTCCCCCTAGCGTGAAGAGTCCGAGGCACAGCCCCTGGCAGACCCACCAGGCCTAGACCAAGCCCGTACACAGAGGCCTGTCCCCGTCCAGCTCGACGCAGCACCCCCGGCCGGACCAACTCCTGAGACCCAGGCGCACCACCGAGGCGTACGACCGCAAACCCTCAGTAGGCACTGGAGCGGGACAGTGAACGCCAGCGCCGGGACCGTAGTAAGCCTCAGGCCTGAGCTACGCTGACACTCCACGATAAGCTGGCTTACCCTCCCCGCACTAGGGCCACTTGCAAGGGCCCAGGGGCGAAGCACTCCCCTCTCAGGCTACACGGTACAACGCGGCGCACATGCCCGAGCGCAGGCAGGCCACACGACAGCCCGACAGTGAGCTGCCACCCTGACGGGCACAGGGCCAGCCACGTGCGCCTACGCGCGAGCGTACAGAGCCCCCTCCCCACAGCAGTGGACGACGGCTGACCCACACACTCTCGCAGGAAGGTGCCTGCTCGAGTGCAGCCCAGACTGCGGCTCAACGTTGGGCCCCGAGCTCCGCATAGGACCCCCAGCAAGCCCCAGAGCACACGTACAGCACGAGTACACAGCACGTCAGACGCAGCCTCTCCCTACGAGGCTCCGCAGACACCGCAGCACACAAGGGAGGCGCAGGGGCACTGCGCCGTCCCCTGCAAGAGGCCAGAGCGCAGCAGAAGGCGCAGTAACTGCACTCTCCCAGGGAGGAGACCGGACAGCGGCAGGTGCAATGCACGACGTAGCGGGACAGCTGGGGCTAGAGCGCCTCCTCCATAGCCTGAGCCCAGGGCCGTGCCGTGCCCGCTGCGCCAGCCACGGCAGGCAGGCTGCAAAACGCAGGAGCAGCCTGCCTGCCAGGGCAATGCGCCGTCTAACGCGATGCACACAGCGCGAGGGCCTAGGCCTGCACCACGGGCGCGTAGGAGCACGAGCAGAGAGCCACTGCAGGCCCCCTCCGACGCATAGCGTACCTGAGGCTCACCGCAAGCTGCAGAGCCCTCACAGGGCAGACCTGGCCACTGCTACAGCGCAGCCGCGGGGACCTTGCATACGCCAGCAGAGCGGCAGCAGGCCGCAGAGCGCACTGGGCGCAGGCGCCCTACCCAGGCGCTCCCAGTGCACAGCCGTGCACGCGTCACCCTGCAGCGCTCAAGCGGTACACGCATGCCAGGGCGCGTGACCAGCGAGCACGAGAGCTCACAGCGCTCCCCACGAGCGAGCCCTGCCCAGCGTCCGGTTCCTGTGCCGGGCAGAGAGACTCTGCCCACGCACACGTCCGCTCAGCTGCACGTGACAGGAGGCAGCCCGTGCACCACGGAGCAGC
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AGGTATCCAAGACTAACACAAGTCATCTGCGTTAAATATACAGCGCTACATGAACCGCACAACGTAAAAGACAGAACACGGCGAGTACGAGATCTACTCCAACCATAGAATCACCGCGGAAAAGCACCTTAAAGCGGGCGTCCCCTCCGAACATTCATTCACTCTCAAACGGCGGATTCCGCCCAAGTCGACAAGGTAGGCAACGGTGAATAGGAACAATTGACGTTAAGCGAAGTAAACACAACATCGCCAGATGAAATATGCATCTCCGTGCCAGATACCCGAGTCCCTATATTGCAATGACAAAACGTCCACCGACATCCAATTAGAAAATGCGAGTTACAATGACCTCAACCAACATACCTACCATGACCTAAACCGTCACATGGAGTGGTACCTGAAACCTTACTTTACAACGATAATTCGACGTTCCGATGAGCGAAAAGCCATTAATGACCGACGCAGATGTAGGGAAAACGTAGACTACACATAGCGCGAATAAGAACGAGTCTCGAAGTTTCAACAATGAGTAAGATCCTAAACACTTCTACAACGACGCAGAACCGTCTCGATATCAACCGACGACAGAGAAGAACTAAGATACTGGGACAATGTGAAACCTCAACTTGAAATCCCTCCAGAGAACTAAGTGTCTGCGAAATCCTCACAACTCCATGGAGATAGACTGATATAAGGAAGGCTACCGGTCCCCGCCCGCGACGACGCCGCGTCAGTTACAAGGTCAAGCTAAAGGATTGCCAAGAGTAAAAGACCCAACGAGACGAAATAGAGCAACACGCAATACGGGAACCCGACTAGAGAGTCTCAAGACAAGCATAAAATGAGCTTCTAGGGGAAATTACACTTCCACCGACCAACCACGCCCCCAGTGATAGTTCACGCGAAATAGGAGGTGGACAGTAAAACCCCACGTCCATCGCACTATTAACCACGACGTCGATACCCAATCGCACCATGCACTTCGGCCAAGTAGTAAGATACCCGCGGATGGTAGCACGAGCGACAGCGGCAGTGATAGCTATATGGCAAATTCGGGAGTCAGAATCCGGTAGAGGTTAACATAAGACACGGGAAGACAGCCAAACCTACCGTAAAATGCTAACTAGTATTGGCACATCGGGGCGACAAACCGATAACCTATTCCCACAAGTAAGACCTATCCGACCGCCCAAACCCTAACCTTGAGTCAGACGCTCCCGGCAAAAACGGGACGGAAAGGACACAGTAACCTTCACGATAGCCGAATCCGCAGCTAACCTACAAGGAATAAGTATCAACCAGCGACGAATGAGGAAAGGAAACGGCCATCTCCAGATCGACCAAGTCTGATCAGCAAAAGGCCGATCACGGACGCCTAACACCGCTACGGTACTAAGAAAGCATGGGTGAACAACCATGGTCGGGAACACCGGAATCGAGCCAACGCGGCTACGTTGAGACCGAGCGGAAATTACCACTGTATAACCAACGCGACCGTCGCGCGACATCAGCACTAGAAGCAATGAACCCCATGTCATCAGGCGACCACTTGTCATAAGCATCAACATGAAGGATGACGAACCAACGAACAGTTAGAATCGGCGGAACGGCGAAACACGACCGCGCCAAGACCGGTTCGTGGAACGATCGCGTCGCCTCATCTACTGACATCGACGCAAGCGGGTCGTACTAAGCTACCAGACGCTTTGAATCGTACGTAGACCTGTAGACAGAATGGAGGAACTCCGTCGAACGACTATGGGACGTTCCCCATTCCCACCGAGTGTAACGTCAAAGTACACCGTAAGCGACCGATTAAGGTAACTCTAAACTAGGATTGGGCCACGACGTACGAACCTCATCGTCAACCGGAAGAGTATAGTACACGAGACCATCTCCTCAGACATAGGATCCCTGCAAATGGACCCGTTCCTACGAATCGTGGATCCACTTACCCGAGACGTATACCCACTAAACGACACCTCTGAGGAATCGCGACCCATAACATGGAGTCTCTCATCAATGGCCTAGACAAGCCGCCGCCACAGTATGCTCAGAGTCCAACAGATATCCTAAATCCCAATATCGACATACAGTACACAGTTCATGCAAGGCTAACTTACAAGGGAACGGGGCCTAAAGAAACCGGCCAGACCCTTACCTTTAATAGCATAGCCAAGGACGCTCGCCCCGTTATACGTAGTGTTAACTCCCCTGTTAGGAGAAACAAGTGGTGACCATTCCCGAATCCGCCCGCAGAGAACGTATCCGAGATAGCAAGAATACGCACTAATCACCCTTAGAGCAACCATCCGGCGGACCGCGCAACATTAGGTCTTAAATGCTAAGCAACCCTACCGTTAGGTTACATAGTCAGATAGCATGACCAGTACCCGACCCAAGCCGAGTCAGTAGCGACGTGAACATTCACCTCTACACATCGGTACCGTCGCAGCATTAAGACGACGCTTCACAATCCCCTTCGTGAGACAGGAAACGCTACGAACCAGTCCAACTTAGATCACACCTTTCAGGAATGCCGTAGGATTAGAGAACGCATACAACACCACTCCACCGCAATGGTAAACCAGAACAAGAAGTCTGTGCTAACAACTCGGACACGTTGTAAGTTCCACCCACCACCTACAGCCGCTAACCAACCGCCGCCTACACGGATACAGACTTGACGTGACACTACCCACCTCCGGAAGACGATACCACATGCATTGGATGAGCATGCTCCATTCGGCGGGAGATGCAGAAGCATCTCCAACCAACGGACTAGCTTAAGCTTTACAATACAGTACGCCGGTACCGAGCGGATGAGGGGTAATGATGAGGATCGAGTCCCTTAAGAACGGGGTCATAGACCTATCCGGAAAGCCTGTCTAAACCCCAACTGTCACCGAGCGAAAGGGAACCACCAAGAAAGCGAGGACTAATAGCCCTGGACTGTCACTGAGAACCGCGCCGGTCGATCGACTAGTCATCCACCCCGAAGTATGAACTACCCGCAAACGGGCCAATGCAGGTGTAAGGGCGATCACGCGTCCACGGCGCGACGACGTAACACCCATCACAGGAAACAGGCCTTCGAACACAAGACCTCCTTCACCAAAGATCCTGAGGGTAAGGCGGGGTTCAAAGGTGATGGGGCTGACAGCAACAGCCGCCCAAGTGGACTCAGTGTCAAAGTGCAAGCACCAGGTAGCAAGACCCCGGGTCCCACTTATCGACATCCTGAACACTCTGAACCCTACATAGCATAGGACGACCGCGAACTGTACACGCTCATGGACAAGAACCAGGGATAGTAACAGGTACATTCGAAGGTGACTGATCATACGCCCGATAAGGAACCAGAAGACCCATCGAACAGCTGAACAGTCAGGTACAACCTAGCCTAGAGCAGAACAGCTAGAAGTAAAGCGGCTTTGCACCCTACAAAGCAAGGGACGGCAGAACGAGATCCCGCTTCGCCGCTACCATCACCGTGTAGAGCAACAAAGGCCGGCGACCAATAGGTGGAACCGTAAGCGTACGGATAGGTCGATTCCGGGCGGAACCCAGGTTGCACCGGCCTAAGCAGACAACCAGACACACGAAATAGGGACCCCTGCGGACGTGGGACCCACCACCACACATGGGCATCGGCCCCTACTTCACACTGGAAAGAGAAGGATGACTAACCACCCAAGTTCGGAGCCAGGCCGAACGGTGAGACTCAGCGCTATGGCGCCATCGCCACCACTGTGACGAGTATCGTCAATGCCAAATGGCCCATCAAAGAGGTCGGCAAGCATCGGACCCCTAGACAACCCAGTAGGAAGCCGGCGATTCCGGCTCCTCTACCATGACATAGACAGCGCAGAGCGAATGGTGATTGCAAGGTTCACTTGCCATGGCACGGCCTCGCAACACTGACTTGGAACTGCCAACGCTGGAGTAAGGAAGCAGCAAAGTAGGAGATGCACTGACACTCTAGCTAGAACCCCCTCCCGAAACTCGCGTAAGATTCCCAGCTAGAACTCCCATGAGAGTCATACCGGGCATCCCCTCTGAGGTCACCATCGCCGCCAACCTACCAGCGTGGCCCACCTACTCCCTTACCACCACAGACCACGTTAATGACCAACAGTCCTATGAACTACAAAGACGAGAGCGTCTAGACATCAGCACCCGGAGCTACAAGCGCGTCTAGCGCCAAACAGTAGGTCAACACCCATTGCCCAACAGAGGCGAAGTCGATCGTAACTGAAGCTACGCGGAACAAGCTGAATGTGCAGACTGAGACAGACACATAGTGGGGCACAAGTAGCACCCAGAAGCTTGGGCGTATCACCAACGGGCATGCCGACCCGGACGAAGTAGTGAGACTCCAACTGCCTAGGAAGCCAGCTCCCACATACAACTCGAATCGGGATGCGACGAGCAAGTCCCGTACACACTCATACGGGACAAGAGCCTCCAAGCTATCAAACGCTATGCGCAGTACACCTGAGTCACGACCACACGCAGAGTAGACGGTAACCATGCGCTTCACGGCCGAGCTCGACCGGCCATACGCCCTCAACACCTCCCGTCGACTACGAGACCTACCCAAGAAGCAGCAACGTGCTAAGGCCATACTCAAACACGCCGTCCGCCTGACTGGCCATGGGCCCAGACGGCTGACTATCCGGTTACGAGACAACAGCGACCGAACATCCGAGCCTCAGAGTGGAACACCGTTTACTACTACCATCCTCCCCAGACCCCGATGGCGGCGACGCCTAAGGCATACCTGACGTCCACCTTGCACTTGGCCTGTTCCGGCCAACCCGCCCCCCCAAGGGGATCCCCACGATGCCGGAACCCAAGAACGTTACCACCCCTTCCCAATGCACCGATAGTGGACGTATCGCTCGAAGAGTCGATCCCGTGGCACCCGAGAAGCGACCGTAGCGTTACAAGGAGCGAGGACGGGCAGGCACCGGCACACCAAGCACACCAAGGCAACAGTACCGCTTAATACACACTCACGGGTACGCACCACGAGCGACAGGTGGGTCAAGTCGCACGAGGCCACCCAGCTTAGAGGCACAATGGCGGAGAACTGAGCGATCCACGCGGCGCCGAGACACAACTACTCAACCCGGAGACCTCAGCGCGCCCCTTGTAGAGGACCACACCAACGGTCAATCCTGCCCACATGCCGCTTACCACTCGTAGGCACCAAGGCTCGAGCAAGGGCTGTACGCAGACCTTAGCCGCATCGTTCGAACGTGGGCGTACAGCCACACACCGACGTAGCAGCGCCTGGACTACGCAACCAGGACTGGGCCATACGAGTACCACTCACCCTAGCGTGACCACCTCATGCACCTTCTCAACGTGACATGCATAGCCAGCTGGGCATCCCCGGGACTGTCCGAGTGCACGCTCCCGATCACACTCCGGAAGCGTACAAGAGACGCCTCAACCACTATGCGGGGATACAGAGTAAGGTAGAGGACACTCGTAGAACGCCGTTTCCAGTGAAGGTCCAGCCTGAAGCCAACGGACACGGCTAGACGCGCCGCAGCGTCCACAAGCACGCCCCACGTGCCACACGATCGCCGGGGAAGGCCGGCCTTATACGAAAGAAGGACTCTCCTAGCACCGGACGCATCAAAGGGCAGACCGCCCGCAACGGGGAAGGCACCACGGACAGAGCAGTCGCCTCACAGTGAGGGCCACTAGCTAGGGCAAACTGTGCCCCACTGGCCAGACACCCCCCCACCACTCAGCTCAACAGGGACCGTCATGCTGGGTCCACACAACCTACACAGCGTACAACGCCGATAGGCCGGAGGCGCCGGAGGACAAGCACTCACCACTGGCCAAGGAAGTGGCACAAGGAGAACGAGGACCCTTCCCCCTCAGACCTGGGACGCACATTGCGAAGGCCTCACAACGCCTAGTGACCCAGTCCCTTGCGCTGTACGGTCAAGGGTGCCTGTCCGAAACCGTACCAACGCGGTAGACCACTCCCCTACACCCGCCGAGTGACTGCTAGATTGCACGCCGCCTTAGCTAGCCCCGTACCCGACAACTCCGCCGAGGCACAAGGACTGACCGGAGGTCCTAAACAGCCTCGCAAGTGCAAGGCGCAGGCTAAAGGCCCTGGGACGACTCCTACAGCTGGCAGGACCACCCGGGCACGTCGCCACAGGGCCACTGACCGACCCACTGCGAAGTAGCGACCTCCGAACGCATAGCACGTGAAGGGACACGACAGCCCGACTGGTCGGGCTACACTGGCTCTTCATACGACAGACCCTAAGCAGCATGCGCGTAAGCTTCGAGGGACCAGTAACAGCAACTCAGCCGTGACAGGGAATAGGCAAGCAGCCCCAGGGCTTACACCGCACGCGTATCGCGACCGCAGATGCCGTGTGAAGGTGCGGGACACCTCCGCCGGGCATGACGGGCGCAGCTGGAGGGGCACACGGCCGTCACCGTGGAAAACGCAGGCATCAGTAGAGCACTGCTGACAGGCCCAGGGTCGCCCGCGGTCTAAAGCTGAGTGCCGGGAGAGCCATAAGCACCACGGCAACACGTCTCCCCGGGGGACCTCCCGCCACCCTCAAGAGAGCTAGAGGAACCCGTCCGCTAGATCACCCTACGAGGCACACTCCTTCAGGAAAGAGCCAGGTCACCAGTTCTGCAGCCCCACCTGCACAGTGCGCATGACTTGCCGCTCTAACGCATCTCCTAGTGCAAAGTGTGGGCAGAACAGCTCCAGAGCTCCAGCCAGGACCTAAGGGCCCAAGCAAGCACTACCGGCCCGCTTCCGCTCCAGAATGCCCCTCGACCTGCCTAGAGAAGCCCCGCCGCCCCACACAACCGCGGTCCCCCGGCCAGTGGAGACCCACCCTGAGCGGCCGGGACCGTGAGCACAGATCACGAAAGCTCGCACCCATGCAGCTCCTCCCCCTCCGCGCCCACGGGCAGGCGAGGAGACAGGGGCCCAGCCAGCACGCCTACACTGCGCGAGGCACCGTGCCCGCGGTCGTAACTGCTGCCGGCAGAGGGACACTGAGGGGAACCCTCGCTCACGCGAGACACCAGCATGCGCTCTCACCACAGATGGCAACCAGCCTAGGCCGGTGAACGGAGCCTCGCCGCTGATACACACGTGTCCAGCCACTGCCAATCGGCGCTCAACAGGACCCGCTCCCTGGCAGCCCCCGGGAGCCAGCGGCAGGAGCCTCCCGAAGCCCTAGCCTGAGCGCGTAAAGGGGGCCCAGGCCGCCACGATGCGTACCACCAGCAATGCCCACAGTGCCCTGACGCTGCAGACACACAGACCGCGAGGACTGCCGCCTCCTCCGCCCCTCCCCTCTCAGCCTACTGGGCCAGGCCACGTACAGTACTCCGTGCCGTGCCCCTCGAACGCAAGCGTTAGCGTGACGAGCCAGGAGCCCTGAGAGCAGACGGTAGGCAGCCGGGCCCTGAGCACATGCAAAGCGCCACCGGAGCAGGAGAGCAAGGCTCCCAGCCCACTAGGAAGCCGGCTCAAGGCAGAGCGCGCACAGGAGCACGCAGCGGGTCACAACAACGCGCATACAGGAGGGCTACACAGCCAGACGGCTCCACCAAGCCGCCCTAGACGGCGGGACCACTCGCCAGCTCACGTCTAGGCCTACCGCCACTACGCACGCCACTGCACGACACCCGAAGAGGGCCAAGGCGGGTGCACTCGGCGGCCTAAGGGAGGACGTCGCTCCCGGAGCACGGCACAGCCCTAGCTCCCCGCAGACTAGCCTCTCCCTCTGCCAGGCAAGTGCGCGTTGCCCCTGCAGCACACAGAGGAGGCTGCGCACCAGGAGGCAGTCCGAGGGCACGGTCGACAGCCCAGGCAGCAGCGAGCACGCATGCAGCCCGCCTGCGGAGCTCACAGGCGCGAGCAGCGTCCTGCACCACGACGGAGCCCACGTAACACAGCGCCCAGCTTGAGGGGACCAGCCCTGCACACGAGAGGCAGCACTGCCCCTGCAGCCCGTAGCAAGCAGGGGCCAGGGCAGGGCACGCCAGCCAGGGAGAGGCAGCCCAGCCAGCCCTGCCGCGTCAGGCCCCCAGCGACAGCAGCAAGGCGCTACCCGCAGACAGAGCCACAGCGCTGCCCGGTGCAGCTGCCGTCAGCGCAACCTGCTCACGCCAGGGCACCGCAGCGACGCCCAGCTGAGCGGAGAGGCCGCAGGCCCACGCGCTGCAAGAGCCAGCGCCCGGAGCGTGCACCGTGGCCTGTGCCTGCGCAGAGAG
CACTGC
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GATTCAGGACAAACTCCGCCAAGAAAGCTTCGGCCGAATGACACAGTACTTATCCCCAACCTAACAGGTAAAATAGTGGGAATAGCTATAGAATCAACAACTCCCGTCTCACGAAAGAGTACTTGACATGTAGCCAAAAATACCAACGTACCGTCCACCTGACGGCGAGTCAGAGTCGTAGCAACAAGTCTATACTAACACAACCGTTTAAGTGAAATCCACCGCGGAATCCTGCCGAAGCTCCGAACATTCATGACAATCAGACATGTCGTTCCAACTTCTGTCGACCTTGTCATCCCACCGGAAGAAGAAACCAACACTTATATTGTACAACCAATTGGCCAATACTAGTGAAGGTACCCGTGAGACTGAACAATCAACAAGAACAGAATCTCCCCCGCCAAGCGAACCGCATCTAGACATCAGTCAAGAGAATCCACTGTCCGAGGACGAGTCCCTATAAAGGAATCCTAATGCAAAAACGTCATGACGGGCGCAGAGGAAGTTGGACGAGCGATTGTGCAATGAAGTTCAAAACGCATTGAGACGCGGCGCCGAAGATGGAACGATCGATGACGGGCCGCGAAACACTTCAGAGATCTTGTAGAATACCCGACGAGAACACATCTCGGATCAAAAGGAAAACGTAGACTATCCTCAAGCTAACTGGTAAGGGTACTCAGAGTCCAACCATCAGCAAACACGACGAACCGACGTGACGAAGGAAAGAACATTCGAATTACCCAGCAACGAACACTACAAACTTGGATCCTCCCATTCAGATAGACCCCAGGATACACTACAAGCGCGCCGCGACGACGCCGCGTCAGGTAAACCCTAAAGCTGATCCCGCTTCGCAAGTCCACCAAGTAGTCAACGGACGGAAGAATGACCCATTGCCAACTGCTTTCCAACTGTACTAGAAAGCGTAGGTCGAAAGCAAGGCCGCACGGACGGGAACCCGACGAACGAAATGGCGTACAACCAGAACAATCCCAGATGCCTCAACGCGAAAGTAACCATATGGGACGAAGGATAATTAGGAGTCAGATACCCAATCGCCCATCGATAGGCAGGTTAAGGGATCCGCGGACCATAGCATTATCCAGACAAAGAGTGATAGGAACAACTATCATAACGCGGCTCACTATGATGGGGGTATGATACTGAAGTCAAAGCAACCGTAAAACCTAAGGGTACCGAGAAGTGTAACCACTAAGACTCAGAAGATCGCAAAACGCGAGAATGAGTACCATCACAAGTAGGACCTTAGCCTAAAAGAGAAACAGTAACTCTCATTCCCCTATCCGACCGCCAATCGATACAAGCGCCCGGCAAAAGCCTCAGCTAAGAGAAAGATCAGGGATAACGATACGCCAAACATAGCTGGAAAGTATCCGACGAACCTTGATACTGAACTGGAACCTGAGGATCCATACAAACACACGGACGCCTAACAAGTCGAGATCGGTCTTAAATGCTACCGGAATCGAGCGGCTACGTTGATCGTAAGGCAAACTGAAGGGTCCAACGCGACCGTCGCGCGACCATAGCCCAACAAGCATCCGATAAAGTAGAGTGCTAGCTGAAACATGGCCAAAGATCGCCATGCCGCGACCAAGTACTCAGTTCAAAGAGCTGGACCACGGGCGCGTAAAGAAGGAACCAACGCAAACTCGAATCGGGATGCGAAACACTCAGAACGCTACAGATGGATAGCAAACACGAGCCAACATCGCGCTTAAGGTTACAATAGCGCGACAACGAGCCAATTGCCTCAACCCCAAGAAAGGGCAAAGCCCTGAACGGTAACACCCAATCTGGCAAGTACGATCGCGTCGCGAAGACACTCTGCATCGACGCAAGTAGCTACGCCCAATCGTACGTAGAATGAGGTCAGCACGTCGACTTTACGGGGTACCTTCAACCTGGATGCTACCGAACCTTCTATACCGAACATCAACATCTATAGTCGCCATAGAATGAATCCAGATGATCACTTCCACACGTACCCCGCGTTTCAAGTAGCTTCCAATACAGGGCGACCATGGACGCATATATGGAACCCGCAAGCATAGTGATCCACCAACCACTCGGGGACATCCACTATACCCCACCCTTGACAACGTTCTACGAAGCATATAGAGAAATGCGTCCCGAAACCCTCTTACCATACTCGGTGTACGAGACCGTGCCACCGATCGTATCACTGTAATTGCAGAGAACTCGCGATCAGGATGGCAATCATCAATGGCCACCCATTAGACAACTCGCATTGCGCGTTACATAGAGACCTCGGGTGGAATAGACATATCGATAAGGACACCTCTTACAAGGTAGAAGACGAAGTGCGATGGCATCATCCTGTCAAAGCTAGTCTCAAACAGCGCCAGAATGGAGTACCTACCTTTACGACACCGGGTAACAATGCCCCCATCTACAGGTGACAACGGTCGCCCGCTCCAACCGAGACTACCAGACTTAAATACACTGTAAACAGTCATCACCGGCCAACTATGAACCCCTCCTGTATCACCAAAGCAACCACAAACACAACGTTAGGAGCGCACCACATCCCCAGATGACAAGCCACATGAGCGACCCTACGCAAGTTGCGACTAACCCGGCATCCTAAAGCCGAACCAGGCAATACGTATAAACGGAACGAGAAGGCATAGACGAGGAGAACCCTTCACCTAGATTAGCCGTACAGTAGGAAGAGACGGGCTAAGCAATACTGATTGGCCAGCCCTAGAACGCGTCTGACACCTCACCATCACTTCGCCCATCACAACAGATCCCCGGATAGCCGGCACCAGAACCGAAAAGGGTCAGGTACCATAGAACCGCCGCCTAGATCGCGCCGACATGTGCAATGCACGTCCCACGGTCCGATACAGACCAACAGAAATGAGAAGGGAAACATACACGATGCCTCGCTCCACACGTGTCAAGAGGGGACTAGTAAACCCGGTAGGTCGACCTAGAAGATCCCTTAGAGGATGATATGCAACGGGAAGGATGAACGGGCTCGGAAAAGGCAGATGCGACCTAGCGTAAGTGCCAAGTATGACCGAGAGTCACCCATCCGGCTAAAACCTCAGCGTACGATAGACTAAGGTGTTATAAGGAAGTGGAGGGAACCTTAACCTCCGCCCGGTCGCGACCCAGTAACCCCCCCAATGGACTCAGCCCGAACCGTCAACACGGGAACTCCCCCAAAGCGATAATCCCACCTTCAAGGAGATAAGCATGGTGCCTCGAACATCCGACGACGTAGACAGCCGAAGTTAGAGTCTGGACAGACTGGCAATCAGGAAAGCCCGGCCAACACCGCTCGAAGCCGCCCTCTTCCGCTAGGTGAACACTACTCAACCCAAGCACCCCCGGGGTAGAAAGACTACCATGTCCCAAGAATGCGCATGAGCGAACCTAAACTGGACAAACACCCCTGACGAGTGAAGCTGAGTAGTAGGGTAACTCATAAGGAACATGCCACAAGGAACTTGCGCACTAAGCTAGATAGCACTGCTAGGGGGAACGTTGATGCGGCTATTCAGAGTCAGGACACTACTAAACGAGAGGTCATAACCAATGCTGAGACGCAGCCAACGGAGAACCAGTCAAAGGAGGTGGGGGACAGATTACCTCTGAGACAACGAGCTAAGCCATGGATCCCACGAATACGAAGTCCGACCAGTAAGACCGATGTCGCCACTCAAGGCACACATATGACCAGCGAGAAAGAGCACTAGGCAGAAGCGCGGCCACTAAAGGTGAGCCCAAGGCCGACAGGACGCAGAAAGCGCTACCGTCATGGCGGTCCCACTATGCCCCTTAAGCTACTCGTCAACTCCAACTGAGGACTACGCACAAAGCGGCCGGACAGCGACATCGGCAGCCACAGACTCCCCATGGATTCGGGAGTCATCATGAACGTCACCTTAGCGCCCCACCTACCGCCAGCGGTCAAGAAGGACAACCATGGTCAGTGTCCTCCACCATCACACGTGGAGGCAAGGGCGACCACCCCTCATCCCCCCGCGAGAGCATAGACACATGGGACCAATGGACCTTCTCAACCCCCCTGTCAACTCGCGTAAGGTGAGAGATTGCACACTCCTAGCCGAGTAATAGCCAACTGGACCGACAAAGGACGCCGAAAAGGGACAAGTGACACTAACCTCCGTACTACTTCACCTACTCCAGTGACCGCTCCAGTACGCATCAAATGGGTCTCCACTGAGAATGCGCCGAAGCCCGGGCGCATCCGCCTGAGGCAACACCGCTACGGTACGTCTAGTACCACGTGGACAACAGCAGTCAGTATCAAGGACTAGGCGAGACCGAGCGGAATACGGAAGTAGCAGAACGGCTGGAACGACAGAGTGCACTCTCAGTGGGTCGAGAAACCACCCCAGAACGGGCAGCCCGGCTAGCAGGAAGACGAACACCTCAGACCTCGAGGTAGTACACCTGTTATCTGCACATGACCCGCGCCTCTTACAAACGAGTACAAGACACCTATAGAGCTTACGGTTCACTCTACTGGGAAGCTCGCGCAGAGACACCATCAGCACGATCCACGACCATACGCGGGTCAAGACCAATGGTGCGCTAGGTTCAAGACCTGCTAGAACGTCTCAACACGAGGGACATTGGACAGGTCAGAGAATCGGACCAGACCCTCTACCACCGCCTGGCCATCCGCATTAGACCGTAAGCGACGTGGGACCTACCCTGCGACAGACCGACCCCCATGCCAGGTGCAACCGGACGTGAAGCGGGACACCCGCTGACCCGCCCAGGACCCGGTGAACCCGTCAGGTCCACTACGACGGACCCGGACGCTGACTTTGCATGTCCACCACCAGCGAACCCTACCAGGAACCTTACGCTACCATGGCAGCTCGACCGAGCGTGGCAGCCTTAGCAAGAGCTGTACAAGCCAGCCGCCCGTAGATGCCCCTCGACCACCGAGATGCAGTAGCACGCGAGACCGCCAGTCGCGACCGCCAGACACTCTCAACCGACCCGTTACGATCCGTCACAACTCCCCCGGCCCCTTCCCGTTGCGAGACCGGACCCCCCTAAGCTTACATCACGGTCATAAGTGAGCTGCAAATCCGGGCGCAACTCACCTAGGGAAGCTTCAGCAAGACCTCTGCGCGAGCGTACAGCCACGTGACAAGACAGCTCTACGACCAACGGTCCCGTAACCCTCCAAGGAGAAGCTTGTAAGCAGATTCCACGGTGCCATACCACCAGCATAGGACGAGCGAGTACCATGGGCACCGGCTACCCATTGCCGGGGAACATCCCAATAGCCTCGTCCTAGTAGTCGCAATAGCCACTCGGACAGTGCCTCCCCCAAGCGCTAACTGCCCAGGAGTACTGTCCCCCACAGGTACACCATGCCGAACCCGGAAGCTAGAGGACACACCCTGAAGTCCAGTCCACACCGGTAGGGGACACTGACGCGCCCTCGTAGCCGTAGCACCAACAGGGGCATACACGGCTATCGAACGTGTACTACAGAGCAGAGCGTCCCTTGGCCTCCCACTGTTCGAGGACCACCACGCCCCAACAGGAACCCTGACAGACAGAGTGCTAGCAATTCGCAGCCCTAAGGGCCACTCAGTATACAGACTGCCACGGATGAGCCAGTCGCTAGGACGCCACGGGCAACTGGCCAGTACGATCGGCACGTCCAGTTCGGGCCCAAGAGCGCGGGGCACGTCGGGTAACACCCACGCGAGCCACCCGAGCGGACAACGCGCCGGAGGCGCCACTAGCAACAGGGACCCAGTGCAAACCGCGAGACGGCTGTGACCTCAGGACGCAGGCTGACTGACCGGGTGACAAGGGAGCGCAGGCATAACGAAGCAGCGGACGGCCCGCTAACGTACCGCGTTACCTCACGGCTTACCTACACGGGAGCCCCAGACAAGCGGTCTAGGTGCAGGCACCGGAGGAACACCAACGCCGGAGCAAAACGCCAGCACTGGGAGAGACAGCAAGGCTCACGCCCCGGAGAGTGCGACGACCCCAGCCGGCCTAGAGACAGCCACCGGCAGAGTGGTAATACGGCGACTCAGAGTACTGACAATACACATACGCCCGCACGCAGACCCCTCACACTAGCATGGCCGATGCCCACAGAGACCCGACTCAAGGGTCACTGACCAGCCGCCTTGCCACTCCGCCTCACGAACGGAAGCAGCCCGACTCCTAACGTACCTAAAGCGTCTCCAAGGCTGAGCACATTCGGCGGGAGGCCCCCTAGACGAGCCAGCGGACGAACACGAGTCCGATGCCGACTGCACAAGGACTGGGCCAGAGCCACACCCCCTACCGCCACGGGCAGATAGCACAGAGCCTCCGAGCGTCCGGTAGACACAGCGCTGCCCCTCCAGGGTGAGGCCTGCTTAACAAGAGAGAAGCACGAGGCACGGCAGGCTAAGGGAGGCTTCCAACGTGAGAGGAAGGGGGCCAGTCCCGGGAGCGGCCGCAACCCCTAAGACTGGCACGACTCGTTCCCCAGCGACTGCTAGGGACCGTCCACTCAGCACGGCACCTTCGCGTACGCTTAGCCGCCTCCCCAGCAAGCTCTAGGCACACGAGGGAGACGCTTCAACATGCACCCCCCCCGTACCGTTCGACGGCCCTACGCCAGGAGAACCCAGCCAGCACCCCAGTGACCGCAACCTTCCCTGCGAAGCACCCCAGTCCCTTGCCATGCTCCCAAGGAGCACGCGTAGCCTCACAGCTCAAACACTGGCCGCAGCGTGAAGTGCAAGGACGGGCACAAGTGTGAAGCAGACCCAGACGCCCCACGTAGTTGTACACTGGCTACGCCCCCACGAGGCACGTCAGGACCACAGCTCACTGCGCAGCTCCACAGGCCCGAGGCGGCCCCGGACCACCAGGCTTGCAAGTGGCCCCCTCACTCCTCCTGAGACCCTCCGCATCCATCGGCCTAGCACTGCACCTGGAAATGCCATCGCAACGCCAGCCCACCGGCAGACTGTGCGCTTCCGGGACGCGGCAGAAGCCCCAGGCACGCTCCCTGCCCCAGCACAGGGACAACGGATGCAGCAGGCGCCTCTCCACGTCATGGGCCCCGCGGTACGACAGCCAAGGCTGCCGCAAGGGTCAAGAGGGCTGAGCCAGTGGGGACACAGCATGCACAGAAACGCTACTCACAGGCTCCCACGCACCGGGACGGCGCGCTCCGGGACCACTGCCTACACACTCGCATCCGCACCTAGGAGAGCTAGTGCCGGGCCAGCAGGACGCAGCGTGCGACTCCAGGGCTACGAAGGCGCGCCAAAAGCGATCCCCCTAAGCACAGCCACCTGCCCAGGGAGTCCCACCAGCACGTTCGCGCCCAGGCCAGGAGCCACGGGGCCGTGCAGGGCGCACTCGCTACACCTGTACAGCTGGGCATGCACGTGCAGGCGGACAGCTCAGCCCGGGCCCCTCGCCCACACCCCCGAGGGGGCACGGAGCTGCACAGCTCCAAGCCTCGTGTGAACGCATGCTTGACGCTACAGGTCCGGGGACCAAGCACAACGAAAGCCCATGCACCTGGTCCCCGCACCGGCAAAGGCCGCTGCCGGGCACCACAAGCAGGCAAGGCGCGAGCACCATGCACTCCCCCGAGGCGGAGCAAGGCCCAGAGGCGCGGTACACTGCGCTCTAGCTCACGCACGAAGCACAAGGAGGCACCTGCTCGAGCCACGACAGAGCCAGTAGGAGCTCAGAGCCCACAGGAGGCAGCGTGGCCCCTAGAGCACCAGCCCCCCCAGGCTCTCCCGTCACAACGCACATCGCGCCTCCCAGGGGCTGCCCGCTCCCCTGCTCCAGCTCCTGCCACGCACCCTCAAGACGTAGCAGCGCGCAGGCGCAGCCGCCCCCCAGAGGACGGAGCAGCAGCGCTCACGAGCAACCGTGCACCGCGACGCCGCAGTAACAGCAGGTACCCTGGGCAAGCGCACCGGCACGCCTTGCGCACTCCTCCCTGCACGGCGCAGGGCAGGTCACAGCCTAAGCCTGAGGAGCGGCTCAAGGCACCAGCACGAGGGCAGCAGGCCGCAGCAGGCCGAGGCCGCCAGCAGGGCCGGCCACGCGTCAAGCGAGCCCGGGCAGCTGCAAGCGCGACAGAGAGCAAGCAGCGCTGCACACAGCGCAAGCACAGCGCACGTGCTAGGCAGGGGCCAGGAGCTGCAGCAGGGCCCTGCGCAGTGCCGTGAGCTGTGCCATGCGCCCACGCAGACGAGCCCAACGCAGACTACGCTCTGCGCAGCACCCTGCGAGAGACTGCACACGCGT
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ATCTACATTCCAAGTCATAAAGCTGCAATAAACGGACTTCGAACATACAGTACAAGTCAACAAGTGCAATAGGTACAAGTGAACACAATGACTACTGGTACCACTCTAAAGCTTAATGACATAGTGCAATCCCGTTCACCATCAAGATGGGGAGAAACTATCTAGCTAAAGAAGGTTTGAGCGCTACCCCAAGTCTGATAGTAATACTCAAACGTACCGTCCAATGAGCCCGCGCGGCGAGTACGAGTCAGAGTCGTACATTCAACCGAAAATCCATACTAACTCCAACAGGTAGAACACAAGGGACGTTTATCGAAAAGTGAACGCGGAAAAGCAAATGCCAAGATGACCTTGACGTGACCGAAGCTCCGAGATAACATTAGGACGGCGCTATTAGATTCCGTCGACATGAGAAGGAATACGATGCAAACACTTACCACCAACCAACCAACAACATCGCCAGCATTAAGGATAGTAGGAAGTATGTGGTAAATGAAGCCTAACCGAAAGCCTATACATAAGTTGCAAAAAGCGATGACGATTAGAATCATCCGAGCGAAAGCCAGCTTAAAGACAGGGATATCAGGAATTACACCCGAAGTGGTACCTGAACGCCGAGAACCCCTTGACGGTTTACGTTGCCTTGTAGATCCAACTCAAATCACGCACTCGACATCCGAACAACCCATCCCGACGAGCCGATCGGAACAAATGGTAGAAATGTGGAGTGGAGGTTCAGTCCAAAAACCCGACCAAAAGTGAACTAACATTCTCAGCATAGATCAAAACCCTACATAGCATAGGGGTATAGAAGTCACGTAACGACAGGAATCATATACATGTCAAATCCCCTGTGAAATTCGACTCGTCCACAAAACTTGAGGTCAAACAGTAATATAGTCATCAACCCATTGCGAACAAAGACTAATCAAGCGGATGCAAAGGTAGTAGGAATCACAATGCAAACATTCCACCGGTAGCGCGCCGCGACGACGCCGCGTCCAAAGCACTTACCTTCGCTCCGAAATAAGCAAGCTATAACCACTAACAACGCCCGGCGGAAGTTCCGTCCTAGTCAACCCCGACATCTCCATCATAATAGTCCTATGACTGACAATGTCAATCTCGCAGTCGACTAGGCATCGGAAGCTCGACTGAAGTTCGACGTCGATACCCTGGGAAGTCATAAGTCTAACCGTCATGGCGGTCTAACACTTCTCCACAACACTACCTACCATACTCCGAGTATAGTGACCGCGGACCATAAGGTCAACTTAGCTTAGAACGCCTGAACTCCATGACACCTCACGGTCAGGGTACAATGGGAGTCGGGTAACAAACGCGATGGACAGGCGGAACTCGCCTATCCCGCCCCGACCGGGATTAAACGCCATACTACATTGGAAACGGGTCTCATGCCAATCTTCAACGATAGCCGAATCCGCACTGGTACCCTTATACCTAAGTATACCTTCAAGAACCCGACGAAACGGCCGTTAACATCACAACTGGATCCAGACTACACCCGAGAAAGGCCGAAGCCGATCAACTTGCGGTGAAAAGTCGACCGCTAGATCGATTACGCTAAGAATTCCCAATGCTAATAGCAGTCGACGGCTAGCGGAATACGGATCGTAAATGATGCTGAACGGTCCAAAGAGTAGTCAGACGCGACCGTCGCGAACGCGCGACCATAGCGAACTACAATGAGCCCGAAGCATCCTTACAAGTAGAAGAGAACGGAGAACTAGAACACAAACCAATGGTGGAATCAGGTGCTAAACGTACATACGAATCGCCCAATCGCGACCACTAAAGCAGTTCCGCGTAGATCACATCGGGCGAGCATGGCAAATCACCACCATGAGAGTCAATCGGCGGAACGGCGAAAGGGATACCTAGAAGGTGATGGGGCGAGCCGTGCCACAGATGAGTCCGACTTGGCGATCGCGTCGCGGCCGAGAAGACCATACGAGTAACCAATGGAACAGTTACAGACGTCGACCACAAATCGGACTTCTATACCGATATCGAATTAGCACCCCAGACCTCGAGGTAGGTAGAAGCGACCAGCAACTACTATAAGGAATGAACACCAAGTTCGAATGGACACTGTTCCACGAGACCCGCACCCGTGATTACAGTAGGCGAGAGGGATCCAGACCTATCGTGGGACTACCCTAACAATACGTAAACACCAGGAACGACCACCAATCGCGACCCATAAGTCTCGGATCACTAGACTAGACAACTCGCATTGCGACCAGTAAGAGAGTATGAGGAAGACCTTAAATAGACATCCCACTCGACCTAGAAACTGACCACATAACAGCCAAGGTCCTTAACCTGTCAGACCGCCACCCGCCCAACAGGGACTGTACATAGCCACTCGCCGGAGTAATCCGCCGATCCCGGGTAACTCCCGCAGAACTGAAGGGAACAAGACTCAGAACGCCGAGACTGTAAATGGGACACTCCTAGGCAGACGTAAGTCACCCAAGCAGCCCGAGCTAAGTCTTAACAGGTGCTAAACGCATCCGTTAGGTTCGACCTTACTAGTCAATCCTCCTCTAAACATGACCCACACAACCGCGACCCCGTAACAGTTGCCAAGAGGTTCTAATACAGCGTATATAGCGACTCTTAAAGCATGCTGAAGACCCCGTCGCAACCTCTACCTTCCTTATCGGTAAAAGACGAAGCTCGCGCAGAATCTGCACGCTACGAACCACTCAGCAGAACCGGTTAAACCCCATGCATAACACCCACGTCGCAAACATGAGGAACAGGAGGTTCCGGATAACAGCGCATCCGCGTGGAGAGTTATCCTAACACAACGACAACCTCATCAACCGCGATCGCAGGCCGAGCGGGGTGACACGGTGAAACCACGTTCCAAGGGAACATTCGCCCGGAAGACTAATAGCAAACACAAGCGAACGTGTCGAGACACAAGACCACCACGAGTCAAGTACGATACCGCCGTGAATCAGCATGTACCAACAGAAGCGACTCGGACATAGAGCGTAAGGCTACCCGCCAAGGTTGCACCCAGCCGGAGGCGCCGTGTTACACCGACAAGTACATGCCAGGACTATGGAGCTCCGCACCGCGCCGGTCGATCGAGCGACCGGGGAACCCCCCCTCGGCCCATGACCGTCATAAGTATACCCATGATCAGGACAATGCGCAACATGGGCGAAACGGCGCCGTACCGACGACGAGAACCCTTCGACAACCCTATAGACACCTCGAAGACGGCCAACGTAGCTCGAAGCCGCCCATTGCCTCTTCGTGGGACACTACGGTAACCCTCCAAAGCTGATAGAGGAATCCCATGGAATGCCCGCATGAACGACCAACTGCCCTGACGTAGTAACTCTCATACTGCTGAGACATCTCACTTCCAGGTGAATACGCCCGATAGGCATACTGCAACTTGTCCGAACACTTCCCGGGCAACGGATCCAGCTACTTTGCGGATACCTATTCACTCCAACTGAGCCAAGGAGGTAACCACCACGGTACAACCAGCTGGAACGTGTACTACAGGATCCCCCAACACTACCCGTGATAAGCCAAGAGCAAAGACGGTCCAGAACGGATCAACGAGACGAAGTTGTAGGGACACTAGAGCTCCACCTCTGACAACACCCACCCCACGGGGTCCGAAACTCCAAGGACCACTCACTGGCAGACACAGGTTACATAGGGTCACCAGCTAACCTACAAGCGAGACTAACCCTCAGCGCCAGAACCACTATGCTAACACCCCGCGGCCAGTTACCTCCGGAAGGAGCTTCAATCGCACAAGGAGCGGTAGTCCCAGACTCACTAGCAAGCTACAACGTGCCCAGAAGCGGAGACTACGGGGACCCGGGAAGCGGCCGGACACGGGACCTCAGAGCGGCACAGTCAGCTATAGTGCAACCATTCATGCTGCATGTCATAACGCAACGGACGTCAAAGGTAATGAGCCAAGGGCCATCCCCACGATCTCCAATGGTCGACGTCCAGGAAGGGTCACTGTTACTATCCACGGCCGACATCTCGCAAAACGCTACACATACTACCGCACCAGCTAGAGCCTAAGATACCCCTCAACGTCTCCGTAAGAGAGTGAGTCTGGGTGTAAGGATGACGGGGCCGTGCAAGCCCATGGGCCGGCAACGCAACCCATAGAATACGACCTCGAGTATCGGTACAGAACCAGAGATCCTACTCATACGGAGGTACACAGTCAGGCATAAGACGAAGTGCAGGACCCATTAGATGCGCCCCGGGAAGTCCGGCAACATAGGCCGTCTAGTACCAGGGTGAAGGTGGCTTCTCAGGCGAGAAAGCACCGGAATCGAGCCGTAAGACCGACTACGCATGTGCCGGGAACTACCACAGTCCACCTGGCCTAGAAGTGGGACCATCCGGCCCAGCAATCATACCGGCGTAGGAACCGACAGACCTTCCACGAAGGACTCCACGGAGAGGAACCTTGGCGGCTAACAGCCAGCTAGCCATACAACGAACACTCGACAAGCCCGCCGCAAGAGGACCAGACAGTGAAGAGGACGGTGCGGTCTAAAGGAGACCACGCAGACAAGCTATAGACACGTGTAAGATGCAGACCACAAGAGCCAACCCCGGTAAGCAAGACATGGGGAGGAAGCTTTACTGGGACGCTTCCCATACCATCGAAGCTGACCCGTCAGGAAGAGTCCAAGAGTAATCGTAACAGGAACGTCTCCAGTCCCTGGAAGTGGCAGCAACACCTACGCATACACTGCGACGACTCGTTCCGAGGACATGGCCGCCACCAGCTAGCCAGACAGAACACCCACCCCATGGCACAAGGGAGACCTGACCCACCTATAGGGAGGCGACAACCGGGAGCCACGTCCCCCCTGAGGATGAGATAGCCTTGCAGCTACAAGACAGCAGGTCACTAAGCCGAGGGCAACCGCGGGAAAGGCACCCAAGAACGTTGACGGCGAATGCGCTCTAACTCTGAGCTTCGGTGACAGCTGGATTGGCGTCGGATAAGCAAGTGAGACAGACGTGGCACTGTGAAGGGTCCTTAAGCCCGCCAACGGGCGCAGCTCCTCAACTGTCCCTCAGAGGCAAAAGCCAATACACATGACCGTAGCAACTAGCTGAGCACGCGAGCGTAGCCTGATCAGCACCCCTACAACGCGGCTTGCCCATGAGCCCCCAAGCGATCCTAAGGAAGGCCGAATCCGCCCGCCTCTAAGTGACCCTCGACGTCCAAGAAGGACAAGGGCATCAGTAGACCTCGAGGCGCAAGAGCGCGTTGCATCCCCAACGTGGACACCGACGAGTGTGCTAGTGTCACGGTCCCCCTCACATCAGACCCAGGGGGGAACGGTGACGACGCAAGGCCACCGGCGCTCAAGACTGATGGTGCACATCCAGACGAGATGCGTACACAGCATGGCATCCGAGCTACTGTCCACGCTCAGCCGGAACAGCACCCGAATGCGGCCACTACCCCGCCTCGTAGCCGTAAACGAGACGCATATCCCGCCGGGCGTCACACGCCTCACGGACCCGCAACACGTGAGAAGCCCCCCGCGTGGCCCTTAGTCCCGACCTGTCATGCCACAGGACCGAGACCGTGCCAGCCTACACATGCGCGAAGGACCCGAGGCCGGACGATGGCCACCGGTACACTGACAGTACTCAGCACATCCCACGTCCGGGCTAAGCAAGAGAGCGAGGACACGGGGCCCACTCGATGGCCTGTACCCATCGGGCCAAAGCCATTCGTCAAGTAGCGACGCAACTGCACACCTGACGAATACACGGCGCCAGCCCTCGACCACACAGCGGACATCGCTCCTAGCGTTAGGCTTAGATGCCAGCCTGACACTGCCCTTCCTCTACGGCACCGGGGTAACCACCAGGAGCACGCCGCTAGCCCAGAGACCAGAGACCGGGCCGACACGCTCCACTCCGCAAAGGGCACAACAGAAGCCGGAGAACGCAAGTGCGCCTCTCCTCGCAGCGAACCCTAGGAGTGCACCAGCCGGCCTAAGGCGCGCCCAAGAGGGACTAGTCCTCCCCAGTGTCAGGGGGCACCTCACTGTGATGGCACGGACGACCCTGCAGGGACGATGCGCGCCAAGACCACTGCCCCAGCCGAGGGTACCAACGGCCCCAAAGGGGCCCCACCCGGCGCCGGCCACCCCCATGCCGCCTGGCAAGGGCCTGGACCACACCTGCCCAATGCGAACGTTAGAGGCACCTGAGAGTAAGCTCCCAACCCTCCACCGCACGCGTACCGCACGACAAACCGAGCCGCAGACCTCCCCACGCAAGGCCAGTCCCCCATGCCGGTAGCAGGCCAGGTCCGCTTAACTGGCCACCGGCCACGACCGTCACCCCAGCCATGGCCGCCCACCAGGCGCGCCCACACCACAAGCAAGGGCGGGGAGAACTCACCTGGTCGCCTTAACCCCGCGTACGCAGACCGTGAGAACAACGATCGTCCGCATAACTGGGCTGCCAGCTGTAGCTGGAGAGTGAGAAGCCGGCCCACCGCTACCACACACAGCTACGGGAGCCTCCACCCCTACAGGGCCGTTCGCAGTAGGAGCCCCAGTACGTGACACACTCCGTATCCCCCTCCCCCAGAGCACTCAGTGGCCTGTAAGCCGCCATGCAACTGCCAAGGCTCTCACCAGAGCAAGGCCCAGTCGCGGGCCACAGTAGGCTGACAGACGCCACAGGATTGCCGCCTCAAAGCGTATTCCGCACGTAGCTACCCAATGCAGGGTGAGGAGGGCACTAAGCACAAGCTTGACTCCTCAGGGGAGAGACGCGTCACTGCTAAAGCACCTCACAAGAGCTCGGCACACAGCACACTAGGGTGCACCCTAGGCCACACGGCCGAGACCCGGCCCCAGTGCCGCACGAGCGACACGTGAGCGTACACGGCTCCTCCAGCCTCCCCCGCACGCCCTAGAAGCAACAGAGGCTCCAAGCGCAGCCTGACCACCGAGGGAGAAGCCTCTGCGAAGCAGAGTCCACCCGGACACCAGCAGGAGATGACCACCACGGGGCACACCTCGCAGCCACCATCGCGCCCACGCTTACCACAGACCGCTCGAGTCCAGGGGAAAGGCGGACCTAGTGCGAGGAGGAAGTGTGCGGGCACACCAGACGGTACCAGCAAGGCAGGACAGCAAGCAGACAGTGCAACGCCTCAAGAGGCTGCGCTGCGGCTGACAGCCCGAGCGACACGCCCCCTCCAGGCTCGGACACGCACCCCGGGGAAGGTGCCCTTGCAGAGGGCCACAGCGATGACGGGCCATGCAGGCCAGCGCGTGAAGCCCTACTGCTCAGGCAAGCGTGCGCCACAGGCACGGGACCGCGCGAACTGGCCCCCTAACGCTGAGCGTCGCTCACCGCAAGCTCCTCCTCTCACCTGCCGGACCACGTAGACTATGCCTGCGCCCTCACACGTTGAGCCAGATGCTCGAGCTCGCTTGAACGGCTGCCGCATACACACCAGGAACAAGCAAGCCGGACCCAGCAGGAGAGACCACACAGGCAGCACACGAACGTCAGCACTGGCTAGGCTCTGCAACACGACGGGAGAGGCTACCGTAGGAGGGCCGCTTAGCCTACGCTTCCGCAAGCCCCAGGGGCAGAGCGGCCCTAAGCCCAGGGAGGGCCCACCCCAACGGTAGCTCAACACGTCGCCCCCAGCTGACCTGCAGCAGCCAGAGGTACGCAGCCCCCCAGGGCAGGGCAAGGGGCGAGTGCACGAGCCAGTGCAGCCCCGGCGCAAGCAGGCACGGCATGCACCACTGCCGCGCCGAACGCGGAGCACAAGCGACGGCAACATGCACAGGCCGGCAGCCTAGCCACGGAGGGCACCAGCGCACGACACCTGCAATTCGCGCAGACCTGCACGCATGCCTGAGCCTCTGCAGCCCAAGCTCCATCGCGGACGCCCCGCGCAGCGTACAGAGCGGGCCCAAGCGCCAGCTCCAGGAGGTGCACCGAGGCCACAGCGCCCGCGTGTGACCAGCGGGGGCAGGCCACGACTGCGCTCAACGCTGAAGAGCCCCCTACCCTACGGCTCGACTCTCCAGAGGCGAGCACGGGCGAAGGACGGGTCACGCGTACGCTCCCCCCCGGAGCTGCCAGCACCTGGGCCCCACGTGCACAGCTGCACTACACGCGTCCGAGAGCCTGCAGACGGTCAGGCCACTGCTCGCAGGCGCGAGCGGCTCACTGTGCCTACGACCTGCGAGGCCTCATGCGACGTGCAGCGCCAGCCTCCGTTGACAGGCGCAGCAG
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CATAACACACTACGCTACGATGAACAAATACCGGCGGGTTGATGACAAACCTGGCACATCCAATACGTAAACCTGACAGGAAGAGCGGACAGTTCAAAGTCAGATAGCGTCTGAAGATAATACTCACCAGACATCGATGAACAAAGTTTACCAGAAGACTCAGGGATACTGATAATAGAGAGCAAAAGTGGACCTTAAAATGGCATTCCAGAATACCTAAAGAAGGTAAGCCAAGTCTTACTGTTAAATAGGAAACCTCTCATCACTAATCATAGAAATTGCCATGAAAGGTTGCCTTGAAAGGATAAGTTCCTTGAAGGCATAACAGATCACCCCCCGCCGCGCAACCAATGGCTAATCAACTGGATGCATATGCCAAGTGATCTTTCCAAACCAAAACTCATGATAATTAGAGAAAGCAATACTTACCAAAAAGCACAGTAACCTAAAGTGTCAAACACAACCATCTCAAGATGTGAAGGCGTAAACTCTGAATGCATGTCCAACTGCAGACATACAGAACGCCGCACTCCAAACAGAATGGGGGTCTAAAACAACACTCTAGCTTCACGGCCGTAACCACTAACAAGACTCGAGTAACTAGACGTCAAAACCAATAATGGTAAGAAGGCGCTAAGTAAAAACAGTACAGGTGCCAAACCACAAAAAGTCCAACAGACCTGACCCGCGCGGCGAATCTAGATAGCCGAAAGAGGAGTACGCGGAAAGTGAAGAATCAACCTGATTCACCCTATCGATGGACATACAGGGACAACGGCGACTTCTGATTCCGTCGACGGATCCGGTGAAAGTATCACCATAGCATTATTACAAAACTGTAGGGTCAACCTAGTATAAGAATCCCATTGAATCAGGTCCTAAACACCTCAGTTCATGGGATGCAAAAACACCAAACTGCCAACCCATGGACCTGAAACCCAAACGCGGGAACCCGACATAATGGACCCTTTCGGCAAAATGATGCAAGACCCGACGCATTGGCTTAGACAAGGGCATCTCTCAGCAGCGCGAGGGTTACAAACCAACACTCAGGAAACGACGCAGAACCCATACGAAGTCATCCCCCACAAACCACTCCTATCAACTGATATAACAAGAGTAACCGGTCGACGCCGCGTCAGTTACATAAGCCCGGGCAAGTAATAGTCAACTATAAGTTAGAGTTGCAGTTCCAAGGAAATCCAGCTCTAACTGAACGCAATAACTACCCTATACACTTCCAGGCCGGTCTCACAATTCGGGGAAATTACAAACCACATAGTGCAATCCGACATCCAGATGACGGAGAACCCACGCGAAACCACCCATATGGGGGGAACATCTATTTAGCAACCAAACCCCCTAATAGACTGATAGCAATATGCAACCACGACGTCGATTGCAGGTAACCACCAAACATGCATTAAGCTCAACAAGAGTCCAAGCCACCTACTAGAGAGGAATCCCATCCCGCGGGTTGGAGGCAACATGACACCAGTAATGCTAGCAAGAAGATGAGAGATAACCAACCGAGAAACATCCCTCCTACAGTTAAACGCGAGAATGCCCATAAGTACCTAGGGAATCACACCAAGGACTTGAAGAACACAGACAAAGAGAGAGTACTCAGGAACGCCGCGACCGATTGGAAACAAGATCCTCCCATTCGTCAGACAGCTAACCTATATACTAGCAAACGACGGACACAAGTCCCAAAGCATAACATAGTACAGACCAATACTGGAATAAGGAAACCAGCCTTCAAGAACCCGACGAACCTTGCAGATCATGGAGATGTCAATATAGGTGGGAACCCATTAGACAGACTTACGGACGCATGAGATGGTCGCACCAAGGGTAACTGTAAGTCAGACGCGACAAGAGCCCAACCCGTCGCGAACGCGCGACAGGGAAAAGAGCATCAGCAGAGAACGGAGACATGGGGACTAAACACAAATCTTCATAGGACCGGCCCACTTACACGGGCGCGTAGATCACAAGTGCGAGATCACCATGGTCCCAATTGTGCTATGACATTAGGAACACGGTACAATCGCGATCCACCTCCACATGGTGCACTAACCTCCGAGAAGAAGGAGAGAGTCACGATCGCGTCGCGCCCAAGGCCGAGAGACACTTGCAGAAGACATCTAAAGAAAGGTCCTAAGATACTAGTGACGTCGAGCGGCCAGTTTGGGGCCAAGCCGGATTAGCCGGAAGGTAGGAACATCACTAGGCATAGGGCTGTAAACGTCAACTATGCTGAAGAGCTGGATGATCACCCCGCGTACGGGACAACGCCTCGAGCGAGTGTAAAGCTTAAATGAGGGAATAATCTGCATAGTAGAAGGAAGTAGGAGGACTCTTGACCTATGCATCGTGGATCCATCCCGACAATGAAAGTCCCAGAAGCGAGACCGTGCCAAACAGAGACTAAGCCATAATACGACCAGTACCTCGCGCCACAGAGACAATGCCGTTGCAGTCCAAATAGACGGATACCTTACAAACAGGTCACAAAGTCATATGCTGCCGAAAATGGCACAAGTGCAAAGGCTTCCAACCTCCACTTATACAAGTAATGGGCAATGCCTACCAAGATGCACGAATTCGAGAGGTTACATCATGCCTGCGAAGCAAACTTACCCTCAACAGTCAGCTAGCCCAAAGACATTGTGGACAAAAGAGTCTAGAGAGTGAAAGCCGATACAGGTACCACAAACGCTTCGACATCACCAATAGGTACAAGTGAACATGTGGGTAACACTTATCCGCTTCCCATCATGGCAACACCCACCCGTCATTCCCACTCAGAGAGATACGTCTGCTAGACCCCAACAGGCGGATACAAACGTAAGTAGACAGCAAAGCTTGAGTCTAACAGCGACCGAACATCCGGGTGGATGCTAACTGAGAACCCACCTGCGACTAACCAGTCCCCCAAGAACGTGACCAAACCTACCCAACAGCGATTACAGGGATACATACATGCTCCCTCGCTGCCAAACTGACAGCGAAGGACTAATGTGAGACAGACCTAGATCGCCAGAGTCCGATGCCAGAACTCAACACCGGGCACCTATACCAATCTAGGCACTCCGCCTTTGCCCCAAGCCCCCCCTAGTCCAAAGCCTAGAACCCTTAGTCAACACATGGAGCGATCGATGAGGACCCATTAGGCCTCGACGTCCAGTTCTAACAGGACTGTGAAGCCGACCTTCGGACACCTCGGAAACCAGAAGGCAAACAACCCTGTACCATTCACTTAGCAAAGCCCATAGCACGTAGCAGCGCCTCGAACTCTGACAGGTAGGTAGAACATGACATGACATAGGCAACCGAACCTAAGGGTAAGGGTCAACTCCTCCTCAGCGAACACTCTACTGCGAAATAGCACCACCGGGTTTAAAGCGGCTTGTAACTGAGAGGTAAAGAGTCGCTCTAAGTCTCAACGAGAAGTAGAGGTCAACCAAGACATGTATCGAAGGATCACCCAGAACAAGGACTGTCACGGATATTCCGCAACGACACGTACTTCTCGACAACAGTGGGACCCTGCCCGACAGCCACATGTCGCCGACCGTAGCAAAGGCAGAACTCGCTAACCAGTCGCATTCCAGAAGGAGCAACACTAGGAACTACGGGAACCTTCACGAGGGAACGTCCATCGCAGCCTACAGGTGACAGACCCACGCCGTAAGAATCTCCAAAGGCTCGTCACATCAGAAGCTTGAGGAACTCTTCATGACCCTCAGAGCGACAACAAGCAAGGGTCAACTCATTCGGCAACGGGTATGAAGCTATCCCCACCCTTAGTGCCCAACCTACAGCGCAACTACTACGTGGCGAATAGGCTGAAACGCTAGGAAGCCCGGCGGACCAAAGGTCGCCTAACGTCTCAACTCGCGTAAGGTCCACGTGAGACTCTTAAGCTAGTAGCCAAACTCCCACTACACTAGCCAAGGAGCAACCAAGGTGACTCCCAATCCCACCTTCATGAAGAGACACCAAGTCCACAACTCCAGAAACGCACATCGCTCCGCAGAACCAAACGGCAGGTACTCTCCAAGACCTCCCCGCCATGTAAGGACCACCTCTCGAAGCCACTAGGTAGACAAGTCGACGGTAAGATCGCGATGCCTAAGACGTGGACTTACCGTATCACCACTAACCGGACCGTAACGCACCCGGCTAGACCGAGCGGAATACGGACACGGAGCTGGAGGAGGAACTCTCCCCACCGGAACCATACGAATCGCCCCTTCCCTACAGAGTGTGAGAGTGAGGATGCCCAGCACTCGAATCGGGATGCGACTACACGTGCAAAAGAGGGAGGTATCTGCAGGCGAATACCTATCCTCAACGGGATCCCCAATAGCGGAGAACCACCTGCCTCACCTGATCCGGTTCCTGGGAATGGTAACACCAACCGGCACGGAACATACGCTGCTAAAGCTGGGTTCAAGCAAGCGTAGAGACTACGCTTGAACACATACAGCTTGACCAGCTTAACCCTAGCGATTAGCGTGAACCACAGGCCTAATCGTCCGCATAACTGGACCCACACAGTAGGCTCCAGCTACAGTTAACACCTAGACCCGCAGTAAGGACAGCAGAGCCAGTAGCCCCGTACTACGAGACGGCAAACGAACTCTGAACCCTGACTCCGGTGACCACTGGGGTGTAAGGCATGCTCGATCTACAATTGCGCCGTAGCATCCCAAGGACGGGGACCGCTTAAGAGGGGGGTACGAAGCCCGGCAGTGAGCAAAGCTAACCGCCCGTAGCGACCGCAGTCCAATCCGCCCGTTAAAGACCATCCTGAACGGTCTGACCGGGTGAGCTTACGCACTAAGGCTAGCATCACTGTTCATCCGGCACTGAAAGGAGAGCTTCACACGACACCGCGCGAGACGCATCCGTTAGGTTCGACTAAGCGAGCAAATGGGCCTTGTCACACCCCGGTCCCGTAACCTAGGACAGGTCACCCAGCTGTCACAGTCCAACGTGCCAGGGGTCGCAAGTCACCTGTCCAGCTGAAGTGTAAGTGCAAGGGGAGATTGCAGTACTCGCGCCGCCGTAACAGGGGCATACAATGCTGGAACACAGCCAGCCGGCCTTGCCCCTCCAAGCCAGTCCACAAGTCTGGGCACCCACGAGGAAGCAGGACACGGCTAACCTCTAAACCGCCGAGAGACAAAGAAGGGGCGATACACGGGGGTATACGTGGCAGCCCACCCACCACCGGTAGACCAAAGAGCGAAGCCACTTAAGCAGAGAACAGTACATACCAGCCTGAAGCCTGACGCCGCGTAAGTGCGATCCGGAGCCCTAAAGGCTACCACTCTCGCCCCATCCCAACGCACCAGCACTACACATGCCCTTGGCCACCACACGTATAGGTAGAGACAGGAGTGCGAAGGCATGAGGAAGCACGCTGTATGCGCATCACCAAGCTCCACGAAGAGCCCGCCTGTCCACCAGCAGTGAATGTGCGCATGAGGAGAACAGCGGAGGCCTCGGCGCAGCATCGACTGCCCCCGACCAGGCCCCGCCCATGTCACCCTAATGAGCCTGGACACAGTCATCACCGCCTCCCACAGAGGGCAACCGTACCGCTAGAGAAGCATGCAGCACTTCGCTGAAGGGAGACTCCCAAGACGAAGCTCGACGACCGTGCCAGGCCAAATACACATACGCCCATGCTGGCCAACTGCGCACGTCCCGTCCCGAGGCACAGACTGATCACCACAGCCACCCAGACCCAGGCACCCTACCCGTTTACGGTACGTTAGACAGAGGAGCGGGCCCCCACTCCGAATACTCGAGCTACCCGGAGTCCGAACGTTAACTGTGTGTACACGTGAGGGGCACAACGGGAAGCGAACCGCACCCTCACTGAGCCTCAGCAGTATGATGCACCTATCCCGCGGCCCGCAGCTGCCACTTCCCCTGGTAGGCGCAGCCTGAGTCACAGCGGTAGGGGCAACGAGGCGTCACACCAGGGAGCTCAGTGACGCCCCAAGGGCAGCGCCCCACACCGGTCTAGACCACAGGGACCAGTGGCACTCGAGCACCCCAGAGACTCACAGCCCCGGAGCAACAGCCGCCTTACACCTCGGGACCAAGCTCACACCGAGACCAACCCTCCCCTGAGGCCACGGCAGACAGGGACGCTCAAAGCCCGGGCTAGACCCCCCTGTACTCCAGGGTCACCGGAGCCACATGAGAGGAGCCAACACGCCTATGCGGCCAGTCAGCTACTAAGCAAACACGCAAGGCAGCACGATCCCGACTAGTAGGTCCAGGGCCGCCGCACCTGGCCACGTGCGTCAGTACGAACCGCCCAGGGTGAGGCAGCCGAGGCCCGCACCGGCAGGCTACAGTGGCGCAACAGGGGTAAAGGCCAGGACAAGGCCACATCGGGGACGAGCATCCAGACTGAGTGTCCACTGCGCAGAAACAGAGACCGTCATGGCGGCAGTAACTGCCAGTGAGAGCGGAGAGCACGATGGCGCACGAGCGGCACACTCCTAGCTAAGCCTCGGCCCACTTAACCTAGCACGTAAAGTGCACACCGTGGTACGAACACTCACATCGACGGCCGGGCGAACCCCAACCCCTCCTAAGGCAGGAAGCAGAGTACACCCACGCCCAGCACCTTGCCCACACAAGCAGCTCCTCAGCGCCACGGTGGAGGACAGGAGGCCAGGACCTGGAGGTGCACTCGCACAGGCACCCTACCCTTACCCGCTCACCCCCCCGGGACATAGGACTGGCGACCCACGGGAGCAAGCCCCAGCGCTCACCCAAGCGGCGCCAGACACAATGCCCAGAGCACCACGACTGGCAAGGGAGCGAGCGCGCGAGAGAGGCGCCACCCGCCGACAAGCACTGCAGACGGGCAGGAACCAGCACACACTGCGAGCAACTGGGACAGTGCGGTGCAGTGCCGCCATAGCCCCCGCGTACCCTCTCACGCTGCGGGGCCGGTAGCAGCTCAGGGGGCCCTTCCACCCGGCTGACCATGCAAAGCGCCATCGAAGGACGCACAGCACCTGCCTCACAAGGTGCGCCCGCCGGCCCCCTGAGAGCGACCAGCCCGGCGACAGCATGCATTGCCCTAGGGAGGCAGAGCCACTGCAAGCTTCCGGAGACCCCCAGCCTACGCACAGGCCACGGAGAGCTAGCCGCCTCCCCAGGTGGCCAGCCAGGCCCATACCCCAGCCGATGGCCCTGCTCACAGGCAGCTCAAGCACTGCTGCCCTCAAGACAGCAACGATGCTCGAGGCGCAAGCGGGAGCGTCACAGGAGGGGCCCCCGTGAGGCTTACGGCACCAGGACCCCACGCCCTGCAGCCCTAGGCGGCGAGGAGCCACAAGGCTGCTGCACGCAAGCCTGGTCGGCCCCGCCTCAAGGGCGCATGGCCTCTCCGCACCCCCTACAACGTGCCCATGGGATCGCGGTCCAGTGCTAACTGCAGCATGCCAGAGCAGCACAATACCGCCCAGGACGTTGACGCATAGCGTAGGCGCCAGACGCCCTCCCACCGCGAAGCGTACGCCCCAGACGGCAGCAGTGTGAAGACCGGACGACGCTGCAGATGCAAGCCTACCCTCCAGGAGCGGCTCAGCTCACCGTGGCCACTCACTGGGCGGAGCCGAGACCCCGTGCGCCAGCTCGCGAAGCGGCCGGGACCCTGCCCGGCTCGACGCACAGGCCCGAAACCAGCTGCATGCGCCCCTCCTGCGCCTAGCCGGCACACCCTCGAGCTGCACTGCTCAGCGAACACAGACGCAGCCTGCACAGGGGCCGCACCGGCCAGACGTCACGAACGAGGCCCTGGCCTGCACACGAGCCCCCCTACATTCGCACGACTACACACGTTCCCGCAGCCTCTCAAGCCCACGCTGCCTACGCCACGGCGCAGCCGAGGGC
GCAGAC
GAGAGC
CGTTAC
CCCCGG
AGGGGC
GCTCAA
GCTCCC
GCAGGC
CTGTGC
ACGGCT
GACGAA
AGGCTC
CAGTGC
ACGCTC
CAGGGC
GCGTCC
AGAGAG
CTGCCC
CGGACA
CGGTCA
AGCAGC
CGCTCC
AGCGCG
CCGCGA
GAGCCC
CAGCAG
GAGAGA
AGCAGG
CTCTGC
CGGGCC
CGTTGC
CGCAAGCGACAGACAACGAGCGCTCGCAGAAGGCGCACGCGTTACGCACGTGTCCCCCCGGTCGTACGTGCACACACGACGCGCACGCACGCACACCACGCAACACGCGCGCACCGCACGCGCACACACGCGGCACGCCGCGCAACACAC

CGCGCGGCGCGC

ATCTACATTCCAAGTCATAAAGCTGCAATAAACGGACTTCGAACATACAGTACAAGTCAACAAGTGCAATAGGTACAAGTGAACACAATGACTACTGGTACCACTCTAAAGCTTAATGACATAGTGCAATCCCGTTCACCATCAAGATGGGGAGAAACTATCTAGCTAAAGAAGGTTTGAGCGCTACCCCAAGTCTGATAGTAATACTCAAACGTACCGTCCAATGAGCCCGCGCGGCGAGTACGAGTCAGAGTCGTACATTCAACCGAAAATCCATACTAACTCCAACAGGTAGAACACAAGGGACGTTTATCGAAAAGTGAACGCGGAAAAGCAAATGCCAAGATGACCTTGACGTGACCGAAGCTCCGAGATAACATTAGGACGGCGCTATTAGATTCCGTCGACATGAGAAGGAATACGATGCAAACACTTACCACCAACCAACCAACAACATCGCCAGCATTAAGGATAGTAGGAAGTATGTGGTAAATGAAGCCTAACCGAAAGCCTATACATAAGTTGCAAAAAGCGATGACGATTAGAATCATCCGAGCGAAAGCCAGCTTAAAGACAGGGATATCAGGAATTACACCCGAAGTGGTACCTGAACGCCGAGAACCCCTTGACGGTTTACGTTGCCTTGTAGATCCAACTCAAATCACGCACTCGACATCCGAACAACCCATCCCGACGAGCCGATCGGAACAAATGGTAGAAATGTGGAGTGGAGGTTCAGTCCAAAAACCCGACCAAAAGTGAACTAACATTCTCAGCATAGATCAAAACCCTACATAGCATAGGGGTATAGAAGTCACGTAACGACAGGAATCATATACATGTCAAATCCCCTGTGAAATTCGACTCGTCCACAAAACTTGAGGTCAAACAGTAATATAGTCATCAACCCATTGCGAACAAAGACTAATCAAGCGGATGCAAAGGTAGTAGGAATCACAATGCAAACATTCCACCGGTAGCGCGCCGCGACGACGCCGCGTCCAAAGCACTTACCTTCGCTCCGAAATAAGCAAGCTATAACCACTAACAACGCCCGGCGGAAGTTCCGTCCTAGTCAACCCCGACATCTCCATCATAATAGTCCTATGACTGACAATGTCAATCTCGCAGTCGACTAGGCATCGGAAGCTCGACTGAAGTTCGACGTCGATACCCTGGGAAGTCATAAGTCTAACCGTCATGGCGGTCTAACACTTCTCCACAACACTACCTACCATACTCCGAGTATAGTGACCGCGGACCATAAGGTCAACTTAGCTTAGAACGCCTGAACTCCATGACACCTCACGGTCAGGGTACAATGGGAGTCGGGTAACAAACGCGATGGACAGGCGGAACTCGCCTATCCCGCCCCGACCGGGATTAAACGCCATACTACATTGGAAACGGGTCTCATGCCAATCTTCAACGATAGCCGAATCCGCACTGGTACCCTTATACCTAAGTATACCTTCAAGAACCCGACGAAACGGCCGTTAACATCACAACTGGATCCAGACTACACCCGAGAAAGGCCGAAGCCGATCAACTTGCGGTGAAAAGTCGACCGCTAGATCGATTACGCTAAGAATTCCCAATGCTAATAGCAGTCGACGGCTAGCGGAATACGGATCGTAAATGATGCTGAACGGTCCAAAGAGTAGTCAGACGCGACCGTCGCGAACGCGCGACCATAGCGAACTACAATGAGCCCGAAGCATCCTTACAAGTAGAAGAGAACGGAGAACTAGAACACAAACCAATGGTGGAATCAGGTGCTAAACGTACATACGAATCGCCCAATCGCGACCACTAAAGCAGTTCCGCGTAGATCACATCGGGCGAGCATGGCAAATCACCACCATGAGAGTCAATCGGCGGAACGGCGAAAGGGATACCTAGAAGGTGATGGGGCGAGCCGTGCCACAGATGAGTCCGACTTGGCGATCGCGTCGCGGCCGAGAAGACCATACGAGTAACCAATGGAACAGTTACAGACGTCGACCACAAATCGGACTTCTATACCGATATCGAATTAGCACCCCAGACCTCGAGGTAGGTAGAAGCGACCAGCAACTACTATAAGGAATGAACACCAAGTTCGAATGGACACTGTTCCACGAGACCCGCACCCGTGATTACAGTAGGCGAGAGGGATCCAGACCTATCGTGGGACTACCCTAACAATACGTAAACACCAGGAACGACCACCAATCGCGACCCATAAGTCTCGGATCACTAGACTAGACAACTCGCATTGCGACCAGTAAGAGAGTATGAGGAAGACCTTAAATAGACATCCCACTCGACCTAGAAACTGACCACATAACAGCCAAGGTCCTTAACCTGTCAGACCGCCACCCGCCCAACAGGGACTGTACATAGCCACTCGCCGGAGTAATCCGCCGATCCCGGGTAACTCCCGCAGAACTGAAGGGAACAAGACTCAGAACGCCGAGACTGTAAATGGGACACTCCTAGGCAGACGTAAGTCACCCAAGCAGCCCGAGCTAAGTCTTAACAGGTGCTAAACGCATCCGTTAGGTTCGACCTTACTAGTCAATCCTCCTCTAAACATGACCCACACAACCGCGACCCCGTAACAGTTGCCAAGAGGTTCTAATACAGCGTATATAGCGACTCTTAAAGCATGCTGAAGACCCCGTCGCAACCTCTACCTTCCTTATCGGTAAAAGACGAAGCTCGCGCAGAATCTGCACGCTACGAACCACTCAGCAGAACCGGTTAAACCCCATGCATAACACCCACGTCGCAAACATGAGGAACAGGAGGTTCCGGATAACAGCGCATCCGCGTGGAGAGTTATCCTAACACAACGACAACCTCATCAACCGCGATCGCAGGCCGAGCGGGGTGACACGGTGAAACCACGTTCCAAGGGAACATTCGCCCGGAAGACTAATAGCAAACACAAGCGAACGTGTCGAGACACAAGACCACCACGAGTCAAGTACGATACCGCCGTGAATCAGCATGTACCAACAGAAGCGACTCGGACATAGAGCGTAAGGCTACCCGCCAAGGTTGCACCCAGCCGGAGGCGCCGTGTTACACCGACAAGTACATGCCAGGACTATGGAGCTCCGCACCGCGCCGGTCGATCGAGCGACCGGGGAACCCCCCCTCGGCCCATGACCGTCATAAGTATACCCATGATCAGGACAATGCGCAACATGGGCGAAACGGCGCCGTACCGACGACGAGAACCCTTCGACAACCCTATAGACACCTCGAAGACGGCCAACGTAGCTCGAAGCCGCCCATTGCCTCTTCGTGGGACACTACGGTAACCCTCCAAAGCTGATAGAGGAATCCCATGGAATGCCCGCATGAACGACCAACTGCCCTGACGTAGTAACTCTCATACTGCTGAGACATCTCACTTCCAGGTGAATACGCCCGATAGGCATACTGCAACTTGTCCGAACACTTCCCGGGCAACGGATCCAGCTACTTTGCGGATACCTATTCACTCCAACTGAGCCAAGGAGGTAACCACCACGGTACAACCAGCTGGAACGTGTACTACAGGATCCCCCAACACTACCCGTGATAAGCCAAGAGCAAAGACGGTCCAGAACGGATCAACGAGACGAAGTTGTAGGGACACTAGAGCTCCACCTCTGACAACACCCACCCCACGGGGTCCGAAACTCCAAGGACCACTCACTGGCAGACACAGGTTACATAGGGTCACCAGCTAACCTACAAGCGAGACTAACCCTCAGCGCCAGAACCACTATGCTAACACCCCGCGGCCAGTTACCTCCGGAAGGAGCTTCAATCGCACAAGGAGCGGTAGTCCCAGACTCACTAGCAAGCTACAACGTGCCCAGAAGCGGAGACTACGGGGACCCGGGAAGCGGCCGGACACGGGACCTCAGAGCGGCACAGTCAGCTATAGTGCAACCATTCATGCTGCATGTCATAACGCAACGGACGTCAAAGGTAATGAGCCAAGGGCCATCCCCACGATCTCCAATGGTCGACGTCCAGGAAGGGTCACTGTTACTATCCACGGCCGACATCTCGCAAAACGCTACACATACTACCGCACCAGCTAGAGCCTAAGATACCCCTCAACGTCTCCGTAAGAGAGTGAGTCTGGGTGTAAGGATGACGGGGCCGTGCAAGCCCATGGGCCGGCAACGCAACCCATAGAATACGACCTCGAGTATCGGTACAGAACCAGAGATCCTACTCATACGGAGGTACACAGTCAGGCATAAGACGAAGTGCAGGACCCATTAGATGCGCCCCGGGAAGTCCGGCAACATAGGCCGTCTAGTACCAGGGTGAAGGTGGCTTCTCAGGCGAGAAAGCACCGGAATCGAGCCGTAAGACCGACTACGCATGTGCCGGGAACTACCACAGTCCACCTGGCCTAGAAGTGGGACCATCCGGCCCAGCAATCATACCGGCGTAGGAACCGACAGACCTTCCACGAAGGACTCCACGGAGAGGAACCTTGGCGGCTAACAGCCAGCTAGCCATACAACGAACACTCGACAAGCCCGCCGCAAGAGGACCAGACAGTGAAGAGGACGGTGCGGTCTAAAGGAGACCACGCAGACAAGCTATAGACACGTGTAAGATGCAGACCACAAGAGCCAACCCCGGTAAGCAAGACATGGGGAGGAAGCTTTACTGGGACGCTTCCCATACCATCGAAGCTGACCCGTCAGGAAGAGTCCAAGAGTAATCGTAACAGGAACGTCTCCAGTCCCTGGAAGTGGCAGCAACACCTACGCATACACTGCGACGACTCGTTCCGAGGACATGGCCGCCACCAGCTAGCCAGACAGAACACCCACCCCATGGCACAAGGGAGACCTGACCCACCTATAGGGAGGCGACAACCGGGAGCCACGTCCCCCCTGAGGATGAGATAGCCTTGCAGCTACAAGACAGCAGGTCACTAAGCCGAGGGCAACCGCGGGAAAGGCACCCAAGAACGTTGACGGCGAATGCGCTCTAACTCTGAGCTTCGGTGACAGCTGGATTGGCGTCGGATAAGCAAGTGAGACAGACGTGGCACTGTGAAGGGTCCTTAAGCCCGCCAACGGGCGCAGCTCCTCAACTGTCCCTCAGAGGCAAAAGCCAATACACATGACCGTAGCAACTAGCTGAGCACGCGAGCGTAGCCTGATCAGCACCCCTACAACGCGGCTTGCCCATGAGCCCCCAAGCGATCCTAAGGAAGGCCGAATCCGCCCGCCTCTAAGTGACCCTCGACGTCCAAGAAGGACAAGGGCATCAGTAGACCTCGAGGCGCAAGAGCGCGTTGCATCCCCAACGTGGACACCGACGAGTGTGCTAGTGTCACGGTCCCCCTCACATCAGACCCAGGGGGGAACGGTGACGACGCAAGGCCACCGGCGCTCAAGACTGATGGTGCACATCCAGACGAGATGCGTACACAGCATGGCATCCGAGCTACTGTCCACGCTCAGCCGGAACAGCACCCGAATGCGGCCACTACCCCGCCTCGTAGCCGTAAACGAGACGCATATCCCGCCGGGCGTCACACGCCTCACGGACCCGCAACACGTGAGAAGCCCCCCGCGTGGCCCTTAGTCCCGACCTGTCATGCCACAGGACCGAGACCGTGCCAGCCTACACATGCGCGAAGGACCCGAGGCCGGACGATGGCCACCGGTACACTGACAGTACTCAGCACATCCCACGTCCGGGCTAAGCAAGAGAGCGAGGACACGGGGCCCACTCGATGGCCTGTACCCATCGGGCCAAAGCCATTCGTCAAGTAGCGACGCAACTGCACACCTGACGAATACACGGCGCCAGCCCTCGACCACACAGCGGACATCGCTCCTAGCGTTAGGCTTAGATGCCAGCCTGACACTGCCCTTCCTCTACGGCACCGGGGTAACCACCAGGAGCACGCCGCTAGCCCAGAGACCAGAGACCGGGCCGACACGCTCCACTCCGCAAAGGGCACAACAGAAGCCGGAGAACGCAAGTGCGCCTCTCCTCGCAGCGAACCCTAGGAGTGCACCAGCCGGCCTAAGGCGCGCCCAAGAGGGACTAGTCCTCCCCAGTGTCAGGGGGCACCTCACTGTGATGGCACGGACGACCCTGCAGGGACGATGCGCGCCAAGACCACTGCCCCAGCCGAGGGTACCAACGGCCCCAAAGGGGCCCCACCCGGCGCCGGCCACCCCCATGCCGCCTGGCAAGGGCCTGGACCACACCTGCCCAATGCGAACGTTAGAGGCACCTGAGAGTAAGCTCCCAACCCTCCACCGCACGCGTACCGCACGACAAACCGAGCCGCAGACCTCCCCACGCAAGGCCAGTCCCCCATGCCGGTAGCAGGCCAGGTCCGCTTAACTGGCCACCGGCCACGACCGTCACCCCAGCCATGGCCGCCCACCAGGCGCGCCCACACCACAAGCAAGGGCGGGGAGAACTCACCTGGTCGCCTTAACCCCGCGTACGCAGACCGTGAGAACAACGATCGTCCGCATAACTGGGCTGCCAGCTGTAGCTGGAGAGTGAGAAGCCGGCCCACCGCTACCACACACAGCTACGGGAGCCTCCACCCCTACAGGGCCGTTCGCAGTAGGAGCCCCAGTACGTGACACACTCCGTATCCCCCTCCCCCAGAGCACTCAGTGGCCTGTAAGCCGCCATGCAACTGCCAAGGCTCTCACCAGAGCAAGGCCCAGTCGCGGGCCACAGTAGGCTGACAGACGCCACAGGATTGCCGCCTCAAAGCGTATTCCGCACGTAGCTACCCAATGCAGGGTGAGGAGGGCACTAAGCACAAGCTTGACTCCTCAGGGGAGAGACGCGTCACTGCTAAAGCACCTCACAAGAGCTCGGCACACAGCACACTAGGGTGCACCCTAGGCCACACGGCCGAGACCCGGCCCCAGTGCCGCACGAGCGACACGTGAGCGTACACGGCTCCTCCAGCCTCCCCCGCACGCCCTAGAAGCAACAGAGGCTCCAAGCGCAGCCTGACCACCGAGGGAGAAGCCTCTGCGAAGCAGAGTCCACCCGGACACCAGCAGGAGATGACCACCACGGGGCACACCTCGCAGCCACCATCGCGCCCACGCTTACCACAGACCGCTCGAGTCCAGGGGAAAGGCGGACCTAGTGCGAGGAGGAAGTGTGCGGGCACACCAGACGGTACCAGCAAGGCAGGACAGCAAGCAGACAGTGCAACGCCTCAAGAGGCTGCGCTGCGGCTGACAGCCCGAGCGACACGCCCCCTCCAGGCTCGGACACGCACCCCGGGGAAGGTGCCCTTGCAGAGGGCCACAGCGATGACGGGCCATGCAGGCCAGCGCGTGAAGCCCTACTGCTCAGGCAAGCGTGCGCCACAGGCACGGGACCGCGCGAACTGGCCCCCTAACGCTGAGCGTCGCTCACCGCAAGCTCCTCCTCTCACCTGCCGGACCACGTAGACTATGCCTGCGCCCTCACACGTTGAGCCAGATGCTCGAGCTCGCTTGAACGGCTGCCGCATACACACCAGGAACAAGCAAGCCGGACCCAGCAGGAGAGACCACACAGGCAGCACACGAACGTCAGCACTGGCTAGGCTCTGCAACACGACGGGAGAGGCTACCGTAGGAGGGCCGCTTAGCCTACGCTTCCGCAAGCCCCAGGGGCAGAGCGGCCCTAAGCCCAGGGAGGGCCCACCCCAACGGTAGCTCAACACGTCGCCCCCAGCTGACCTGCAGCAGCCAGAGGTACGCAGCCCCCCAGGGCAGGGCAAGGGGCGAGTGCACGAGCCAGTGCAGCCCCGGCGCAAGCAGGCACGGCATGCACCACTGCCGCGCCGAACGCGGAGCACAAGCGACGGCAACATGCACAGGCCGGCAGCCTAGCCACGGAGGGCACCAGCGCACGACACCTGCAATTCGCGCAGACCTGCACGCATGCCTGAGCCTCTGCAGCCCAAGCTCCATCGCGGACGCCCCGCGCAGCGTACAGAGCGGGCCCAAGCGCCAGCTCCAGGAGGTGCACCGAGGCCACAGCGCCCGCGTGTGACCAGCGGGGGCAGGCCACGACTGCGCTCAACGCTGAAGAGCCCCCTACCCTACGGCTCGACTCTCCAGAGGCGAGCACGGGCGAAGGACGGGTCACGCGTACGCTCCCCCCCGGAGCTGCCAGCACCTGGGCCCCACGTGCACAGCTGCACTACACGCGTCCGAGAGCCTGCAGACGGTCAGGCCACTGCTCGCAGGCGCGAGCGGCTCACTGTGCCTACGACCTGCGAGGCCTCATGCGACGTGCAGCGCCAGCCTCCGTTGACAGGCGCAGCAG
AGAGAG
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GATTCAGGACAAACTCCGCCAAGAAAGCTTCGGCCGAATGACACAGTACTTATCCCCAACCTAACAGGTAAAATAGTGGGAATAGCTATAGAATCAACAACTCCCGTCTCACGAAAGAGTACTTGACATGTAGCCAAAAATACCAACGTACCGTCCACCTGACGGCGAGTCAGAGTCGTAGCAACAAGTCTATACTAACACAACCGTTTAAGTGAAATCCACCGCGGAATCCTGCCGAAGCTCCGAACATTCATGACAATCAGACATGTCGTTCCAACTTCTGTCGACCTTGTCATCCCACCGGAAGAAGAAACCAACACTTATATTGTACAACCAATTGGCCAATACTAGTGAAGGTACCCGTGAGACTGAACAATCAACAAGAACAGAATCTCCCCCGCCAAGCGAACCGCATCTAGACATCAGTCAAGAGAATCCACTGTCCGAGGACGAGTCCCTATAAAGGAATCCTAATGCAAAAACGTCATGACGGGCGCAGAGGAAGTTGGACGAGCGATTGTGCAATGAAGTTCAAAACGCATTGAGACGCGGCGCCGAAGATGGAACGATCGATGACGGGCCGCGAAACACTTCAGAGATCTTGTAGAATACCCGACGAGAACACATCTCGGATCAAAAGGAAAACGTAGACTATCCTCAAGCTAACTGGTAAGGGTACTCAGAGTCCAACCATCAGCAAACACGACGAACCGACGTGACGAAGGAAAGAACATTCGAATTACCCAGCAACGAACACTACAAACTTGGATCCTCCCATTCAGATAGACCCCAGGATACACTACAAGCGCGCCGCGACGACGCCGCGTCAGGTAAACCCTAAAGCTGATCCCGCTTCGCAAGTCCACCAAGTAGTCAACGGACGGAAGAATGACCCATTGCCAACTGCTTTCCAACTGTACTAGAAAGCGTAGGTCGAAAGCAAGGCCGCACGGACGGGAACCCGACGAACGAAATGGCGTACAACCAGAACAATCCCAGATGCCTCAACGCGAAAGTAACCATATGGGACGAAGGATAATTAGGAGTCAGATACCCAATCGCCCATCGATAGGCAGGTTAAGGGATCCGCGGACCATAGCATTATCCAGACAAAGAGTGATAGGAACAACTATCATAACGCGGCTCACTATGATGGGGGTATGATACTGAAGTCAAAGCAACCGTAAAACCTAAGGGTACCGAGAAGTGTAACCACTAAGACTCAGAAGATCGCAAAACGCGAGAATGAGTACCATCACAAGTAGGACCTTAGCCTAAAAGAGAAACAGTAACTCTCATTCCCCTATCCGACCGCCAATCGATACAAGCGCCCGGCAAAAGCCTCAGCTAAGAGAAAGATCAGGGATAACGATACGCCAAACATAGCTGGAAAGTATCCGACGAACCTTGATACTGAACTGGAACCTGAGGATCCATACAAACACACGGACGCCTAACAAGTCGAGATCGGTCTTAAATGCTACCGGAATCGAGCGGCTACGTTGATCGTAAGGCAAACTGAAGGGTCCAACGCGACCGTCGCGCGACCATAGCCCAACAAGCATCCGATAAAGTAGAGTGCTAGCTGAAACATGGCCAAAGATCGCCATGCCGCGACCAAGTACTCAGTTCAAAGAGCTGGACCACGGGCGCGTAAAGAAGGAACCAACGCAAACTCGAATCGGGATGCGAAACACTCAGAACGCTACAGATGGATAGCAAACACGAGCCAACATCGCGCTTAAGGTTACAATAGCGCGACAACGAGCCAATTGCCTCAACCCCAAGAAAGGGCAAAGCCCTGAACGGTAACACCCAATCTGGCAAGTACGATCGCGTCGCGAAGACACTCTGCATCGACGCAAGTAGCTACGCCCAATCGTACGTAGAATGAGGTCAGCACGTCGACTTTACGGGGTACCTTCAACCTGGATGCTACCGAACCTTCTATACCGAACATCAACATCTATAGTCGCCATAGAATGAATCCAGATGATCACTTCCACACGTACCCCGCGTTTCAAGTAGCTTCCAATACAGGGCGACCATGGACGCATATATGGAACCCGCAAGCATAGTGATCCACCAACCACTCGGGGACATCCACTATACCCCACCCTTGACAACGTTCTACGAAGCATATAGAGAAATGCGTCCCGAAACCCTCTTACCATACTCGGTGTACGAGACCGTGCCACCGATCGTATCACTGTAATTGCAGAGAACTCGCGATCAGGATGGCAATCATCAATGGCCACCCATTAGACAACTCGCATTGCGCGTTACATAGAGACCTCGGGTGGAATAGACATATCGATAAGGACACCTCTTACAAGGTAGAAGACGAAGTGCGATGGCATCATCCTGTCAAAGCTAGTCTCAAACAGCGCCAGAATGGAGTACCTACCTTTACGACACCGGGTAACAATGCCCCCATCTACAGGTGACAACGGTCGCCCGCTCCAACCGAGACTACCAGACTTAAATACACTGTAAACAGTCATCACCGGCCAACTATGAACCCCTCCTGTATCACCAAAGCAACCACAAACACAACGTTAGGAGCGCACCACATCCCCAGATGACAAGCCACATGAGCGACCCTACGCAAGTTGCGACTAACCCGGCATCCTAAAGCCGAACCAGGCAATACGTATAAACGGAACGAGAAGGCATAGACGAGGAGAACCCTTCACCTAGATTAGCCGTACAGTAGGAAGAGACGGGCTAAGCAATACTGATTGGCCAGCCCTAGAACGCGTCTGACACCTCACCATCACTTCGCCCATCACAACAGATCCCCGGATAGCCGGCACCAGAACCGAAAAGGGTCAGGTACCATAGAACCGCCGCCTAGATCGCGCCGACATGTGCAATGCACGTCCCACGGTCCGATACAGACCAACAGAAATGAGAAGGGAAACATACACGATGCCTCGCTCCACACGTGTCAAGAGGGGACTAGTAAACCCGGTAGGTCGACCTAGAAGATCCCTTAGAGGATGATATGCAACGGGAAGGATGAACGGGCTCGGAAAAGGCAGATGCGACCTAGCGTAAGTGCCAAGTATGACCGAGAGTCACCCATCCGGCTAAAACCTCAGCGTACGATAGACTAAGGTGTTATAAGGAAGTGGAGGGAACCTTAACCTCCGCCCGGTCGCGACCCAGTAACCCCCCCAATGGACTCAGCCCGAACCGTCAACACGGGAACTCCCCCAAAGCGATAATCCCACCTTCAAGGAGATAAGCATGGTGCCTCGAACATCCGACGACGTAGACAGCCGAAGTTAGAGTCTGGACAGACTGGCAATCAGGAAAGCCCGGCCAACACCGCTCGAAGCCGCCCTCTTCCGCTAGGTGAACACTACTCAACCCAAGCACCCCCGGGGTAGAAAGACTACCATGTCCCAAGAATGCGCATGAGCGAACCTAAACTGGACAAACACCCCTGACGAGTGAAGCTGAGTAGTAGGGTAACTCATAAGGAACATGCCACAAGGAACTTGCGCACTAAGCTAGATAGCACTGCTAGGGGGAACGTTGATGCGGCTATTCAGAGTCAGGACACTACTAAACGAGAGGTCATAACCAATGCTGAGACGCAGCCAACGGAGAACCAGTCAAAGGAGGTGGGGGACAGATTACCTCTGAGACAACGAGCTAAGCCATGGATCCCACGAATACGAAGTCCGACCAGTAAGACCGATGTCGCCACTCAAGGCACACATATGACCAGCGAGAAAGAGCACTAGGCAGAAGCGCGGCCACTAAAGGTGAGCCCAAGGCCGACAGGACGCAGAAAGCGCTACCGTCATGGCGGTCCCACTATGCCCCTTAAGCTACTCGTCAACTCCAACTGAGGACTACGCACAAAGCGGCCGGACAGCGACATCGGCAGCCACAGACTCCCCATGGATTCGGGAGTCATCATGAACGTCACCTTAGCGCCCCACCTACCGCCAGCGGTCAAGAAGGACAACCATGGTCAGTGTCCTCCACCATCACACGTGGAGGCAAGGGCGACCACCCCTCATCCCCCCGCGAGAGCATAGACACATGGGACCAATGGACCTTCTCAACCCCCCTGTCAACTCGCGTAAGGTGAGAGATTGCACACTCCTAGCCGAGTAATAGCCAACTGGACCGACAAAGGACGCCGAAAAGGGACAAGTGACACTAACCTCCGTACTACTTCACCTACTCCAGTGACCGCTCCAGTACGCATCAAATGGGTCTCCACTGAGAATGCGCCGAAGCCCGGGCGCATCCGCCTGAGGCAACACCGCTACGGTACGTCTAGTACCACGTGGACAACAGCAGTCAGTATCAAGGACTAGGCGAGACCGAGCGGAATACGGAAGTAGCAGAACGGCTGGAACGACAGAGTGCACTCTCAGTGGGTCGAGAAACCACCCCAGAACGGGCAGCCCGGCTAGCAGGAAGACGAACACCTCAGACCTCGAGGTAGTACACCTGTTATCTGCACATGACCCGCGCCTCTTACAAACGAGTACAAGACACCTATAGAGCTTACGGTTCACTCTACTGGGAAGCTCGCGCAGAGACACCATCAGCACGATCCACGACCATACGCGGGTCAAGACCAATGGTGCGCTAGGTTCAAGACCTGCTAGAACGTCTCAACACGAGGGACATTGGACAGGTCAGAGAATCGGACCAGACCCTCTACCACCGCCTGGCCATCCGCATTAGACCGTAAGCGACGTGGGACCTACCCTGCGACAGACCGACCCCCATGCCAGGTGCAACCGGACGTGAAGCGGGACACCCGCTGACCCGCCCAGGACCCGGTGAACCCGTCAGGTCCACTACGACGGACCCGGACGCTGACTTTGCATGTCCACCACCAGCGAACCCTACCAGGAACCTTACGCTACCATGGCAGCTCGACCGAGCGTGGCAGCCTTAGCAAGAGCTGTACAAGCCAGCCGCCCGTAGATGCCCCTCGACCACCGAGATGCAGTAGCACGCGAGACCGCCAGTCGCGACCGCCAGACACTCTCAACCGACCCGTTACGATCCGTCACAACTCCCCCGGCCCCTTCCCGTTGCGAGACCGGACCCCCCTAAGCTTACATCACGGTCATAAGTGAGCTGCAAATCCGGGCGCAACTCACCTAGGGAAGCTTCAGCAAGACCTCTGCGCGAGCGTACAGCCACGTGACAAGACAGCTCTACGACCAACGGTCCCGTAACCCTCCAAGGAGAAGCTTGTAAGCAGATTCCACGGTGCCATACCACCAGCATAGGACGAGCGAGTACCATGGGCACCGGCTACCCATTGCCGGGGAACATCCCAATAGCCTCGTCCTAGTAGTCGCAATAGCCACTCGGACAGTGCCTCCCCCAAGCGCTAACTGCCCAGGAGTACTGTCCCCCACAGGTACACCATGCCGAACCCGGAAGCTAGAGGACACACCCTGAAGTCCAGTCCACACCGGTAGGGGACACTGACGCGCCCTCGTAGCCGTAGCACCAACAGGGGCATACACGGCTATCGAACGTGTACTACAGAGCAGAGCGTCCCTTGGCCTCCCACTGTTCGAGGACCACCACGCCCCAACAGGAACCCTGACAGACAGAGTGCTAGCAATTCGCAGCCCTAAGGGCCACTCAGTATACAGACTGCCACGGATGAGCCAGTCGCTAGGACGCCACGGGCAACTGGCCAGTACGATCGGCACGTCCAGTTCGGGCCCAAGAGCGCGGGGCACGTCGGGTAACACCCACGCGAGCCACCCGAGCGGACAACGCGCCGGAGGCGCCACTAGCAACAGGGACCCAGTGCAAACCGCGAGACGGCTGTGACCTCAGGACGCAGGCTGACTGACCGGGTGACAAGGGAGCGCAGGCATAACGAAGCAGCGGACGGCCCGCTAACGTACCGCGTTACCTCACGGCTTACCTACACGGGAGCCCCAGACAAGCGGTCTAGGTGCAGGCACCGGAGGAACACCAACGCCGGAGCAAAACGCCAGCACTGGGAGAGACAGCAAGGCTCACGCCCCGGAGAGTGCGACGACCCCAGCCGGCCTAGAGACAGCCACCGGCAGAGTGGTAATACGGCGACTCAGAGTACTGACAATACACATACGCCCGCACGCAGACCCCTCACACTAGCATGGCCGATGCCCACAGAGACCCGACTCAAGGGTCACTGACCAGCCGCCTTGCCACTCCGCCTCACGAACGGAAGCAGCCCGACTCCTAACGTACCTAAAGCGTCTCCAAGGCTGAGCACATTCGGCGGGAGGCCCCCTAGACGAGCCAGCGGACGAACACGAGTCCGATGCCGACTGCACAAGGACTGGGCCAGAGCCACACCCCCTACCGCCACGGGCAGATAGCACAGAGCCTCCGAGCGTCCGGTAGACACAGCGCTGCCCCTCCAGGGTGAGGCCTGCTTAACAAGAGAGAAGCACGAGGCACGGCAGGCTAAGGGAGGCTTCCAACGTGAGAGGAAGGGGGCCAGTCCCGGGAGCGGCCGCAACCCCTAAGACTGGCACGACTCGTTCCCCAGCGACTGCTAGGGACCGTCCACTCAGCACGGCACCTTCGCGTACGCTTAGCCGCCTCCCCAGCAAGCTCTAGGCACACGAGGGAGACGCTTCAACATGCACCCCCCCCGTACCGTTCGACGGCCCTACGCCAGGAGAACCCAGCCAGCACCCCAGTGACCGCAACCTTCCCTGCGAAGCACCCCAGTCCCTTGCCATGCTCCCAAGGAGCACGCGTAGCCTCACAGCTCAAACACTGGCCGCAGCGTGAAGTGCAAGGACGGGCACAAGTGTGAAGCAGACCCAGACGCCCCACGTAGTTGTACACTGGCTACGCCCCCACGAGGCACGTCAGGACCACAGCTCACTGCGCAGCTCCACAGGCCCGAGGCGGCCCCGGACCACCAGGCTTGCAAGTGGCCCCCTCACTCCTCCTGAGACCCTCCGCATCCATCGGCCTAGCACTGCACCTGGAAATGCCATCGCAACGCCAGCCCACCGGCAGACTGTGCGCTTCCGGGACGCGGCAGAAGCCCCAGGCACGCTCCCTGCCCCAGCACAGGGACAACGGATGCAGCAGGCGCCTCTCCACGTCATGGGCCCCGCGGTACGACAGCCAAGGCTGCCGCAAGGGTCAAGAGGGCTGAGCCAGTGGGGACACAGCATGCACAGAAACGCTACTCACAGGCTCCCACGCACCGGGACGGCGCGCTCCGGGACCACTGCCTACACACTCGCATCCGCACCTAGGAGAGCTAGTGCCGGGCCAGCAGGACGCAGCGTGCGACTCCAGGGCTACGAAGGCGCGCCAAAAGCGATCCCCCTAAGCACAGCCACCTGCCCAGGGAGTCCCACCAGCACGTTCGCGCCCAGGCCAGGAGCCACGGGGCCGTGCAGGGCGCACTCGCTACACCTGTACAGCTGGGCATGCACGTGCAGGCGGACAGCTCAGCCCGGGCCCCTCGCCCACACCCCCGAGGGGGCACGGAGCTGCACAGCTCCAAGCCTCGTGTGAACGCATGCTTGACGCTACAGGTCCGGGGACCAAGCACAACGAAAGCCCATGCACCTGGTCCCCGCACCGGCAAAGGCCGCTGCCGGGCACCACAAGCAGGCAAGGCGCGAGCACCATGCACTCCCCCGAGGCGGAGCAAGGCCCAGAGGCGCGGTACACTGCGCTCTAGCTCACGCACGAAGCACAAGGAGGCACCTGCTCGAGCCACGACAGAGCCAGTAGGAGCTCAGAGCCCACAGGAGGCAGCGTGGCCCCTAGAGCACCAGCCCCCCCAGGCTCTCCCGTCACAACGCACATCGCGCCTCCCAGGGGCTGCCCGCTCCCCTGCTCCAGCTCCTGCCACGCACCCTCAAGACGTAGCAGCGCGCAGGCGCAGCCGCCCCCCAGAGGACGGAGCAGCAGCGCTCACGAGCAACCGTGCACCGCGACGCCGCAGTAACAGCAGGTACCCTGGGCAAGCGCACCGGCACGCCTTGCGCACTCCTCCCTGCACGGCGCAGGGCAGGTCACAGCCTAAGCCTGAGGAGCGGCTCAAGGCACCAGCACGAGGGCAGCAGGCCGCAGCAGGCCGAGGCCGCCAGCAGGGCCGGCCACGCGTCAAGCGAGCCCGGGCAGCTGCAAGCGCGACAGAGAGCAAGCAGCGCTGCACACAGCGCAAGCACAGCGCACGTGCTAGGCAGGGGCCAGGAGCTGCAGCAGGGCCCTGCGCAGTGCCGTGAGCTGTGCCATGCGCCCACGCAGACGAGCCCAACGCAGACTACGCTCTGCGCAGCACCCTGCGAGAGACTGCACACGCGT
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AGGTATCCAAGACTAACACAAGTCATCTGCGTTAAATATACAGCGCTACATGAACCGCACAACGTAAAAGACAGAACACGGCGAGTACGAGATCTACTCCAACCATAGAATCACCGCGGAAAAGCACCTTAAAGCGGGCGTCCCCTCCGAACATTCATTCACTCTCAAACGGCGGATTCCGCCCAAGTCGACAAGGTAGGCAACGGTGAATAGGAACAATTGACGTTAAGCGAAGTAAACACAACATCGCCAGATGAAATATGCATCTCCGTGCCAGATACCCGAGTCCCTATATTGCAATGACAAAACGTCCACCGACATCCAATTAGAAAATGCGAGTTACAATGACCTCAACCAACATACCTACCATGACCTAAACCGTCACATGGAGTGGTACCTGAAACCTTACTTTACAACGATAATTCGACGTTCCGATGAGCGAAAAGCCATTAATGACCGACGCAGATGTAGGGAAAACGTAGACTACACATAGCGCGAATAAGAACGAGTCTCGAAGTTTCAACAATGAGTAAGATCCTAAACACTTCTACAACGACGCAGAACCGTCTCGATATCAACCGACGACAGAGAAGAACTAAGATACTGGGACAATGTGAAACCTCAACTTGAAATCCCTCCAGAGAACTAAGTGTCTGCGAAATCCTCACAACTCCATGGAGATAGACTGATATAAGGAAGGCTACCGGTCCCCGCCCGCGACGACGCCGCGTCAGTTACAAGGTCAAGCTAAAGGATTGCCAAGAGTAAAAGACCCAACGAGACGAAATAGAGCAACACGCAATACGGGAACCCGACTAGAGAGTCTCAAGACAAGCATAAAATGAGCTTCTAGGGGAAATTACACTTCCACCGACCAACCACGCCCCCAGTGATAGTTCACGCGAAATAGGAGGTGGACAGTAAAACCCCACGTCCATCGCACTATTAACCACGACGTCGATACCCAATCGCACCATGCACTTCGGCCAAGTAGTAAGATACCCGCGGATGGTAGCACGAGCGACAGCGGCAGTGATAGCTATATGGCAAATTCGGGAGTCAGAATCCGGTAGAGGTTAACATAAGACACGGGAAGACAGCCAAACCTACCGTAAAATGCTAACTAGTATTGGCACATCGGGGCGACAAACCGATAACCTATTCCCACAAGTAAGACCTATCCGACCGCCCAAACCCTAACCTTGAGTCAGACGCTCCCGGCAAAAACGGGACGGAAAGGACACAGTAACCTTCACGATAGCCGAATCCGCAGCTAACCTACAAGGAATAAGTATCAACCAGCGACGAATGAGGAAAGGAAACGGCCATCTCCAGATCGACCAAGTCTGATCAGCAAAAGGCCGATCACGGACGCCTAACACCGCTACGGTACTAAGAAAGCATGGGTGAACAACCATGGTCGGGAACACCGGAATCGAGCCAACGCGGCTACGTTGAGACCGAGCGGAAATTACCACTGTATAACCAACGCGACCGTCGCGCGACATCAGCACTAGAAGCAATGAACCCCATGTCATCAGGCGACCACTTGTCATAAGCATCAACATGAAGGATGACGAACCAACGAACAGTTAGAATCGGCGGAACGGCGAAACACGACCGCGCCAAGACCGGTTCGTGGAACGATCGCGTCGCCTCATCTACTGACATCGACGCAAGCGGGTCGTACTAAGCTACCAGACGCTTTGAATCGTACGTAGACCTGTAGACAGAATGGAGGAACTCCGTCGAACGACTATGGGACGTTCCCCATTCCCACCGAGTGTAACGTCAAAGTACACCGTAAGCGACCGATTAAGGTAACTCTAAACTAGGATTGGGCCACGACGTACGAACCTCATCGTCAACCGGAAGAGTATAGTACACGAGACCATCTCCTCAGACATAGGATCCCTGCAAATGGACCCGTTCCTACGAATCGTGGATCCACTTACCCGAGACGTATACCCACTAAACGACACCTCTGAGGAATCGCGACCCATAACATGGAGTCTCTCATCAATGGCCTAGACAAGCCGCCGCCACAGTATGCTCAGAGTCCAACAGATATCCTAAATCCCAATATCGACATACAGTACACAGTTCATGCAAGGCTAACTTACAAGGGAACGGGGCCTAAAGAAACCGGCCAGACCCTTACCTTTAATAGCATAGCCAAGGACGCTCGCCCCGTTATACGTAGTGTTAACTCCCCTGTTAGGAGAAACAAGTGGTGACCATTCCCGAATCCGCCCGCAGAGAACGTATCCGAGATAGCAAGAATACGCACTAATCACCCTTAGAGCAACCATCCGGCGGACCGCGCAACATTAGGTCTTAAATGCTAAGCAACCCTACCGTTAGGTTACATAGTCAGATAGCATGACCAGTACCCGACCCAAGCCGAGTCAGTAGCGACGTGAACATTCACCTCTACACATCGGTACCGTCGCAGCATTAAGACGACGCTTCACAATCCCCTTCGTGAGACAGGAAACGCTACGAACCAGTCCAACTTAGATCACACCTTTCAGGAATGCCGTAGGATTAGAGAACGCATACAACACCACTCCACCGCAATGGTAAACCAGAACAAGAAGTCTGTGCTAACAACTCGGACACGTTGTAAGTTCCACCCACCACCTACAGCCGCTAACCAACCGCCGCCTACACGGATACAGACTTGACGTGACACTACCCACCTCCGGAAGACGATACCACATGCATTGGATGAGCATGCTCCATTCGGCGGGAGATGCAGAAGCATCTCCAACCAACGGACTAGCTTAAGCTTTACAATACAGTACGCCGGTACCGAGCGGATGAGGGGTAATGATGAGGATCGAGTCCCTTAAGAACGGGGTCATAGACCTATCCGGAAAGCCTGTCTAAACCCCAACTGTCACCGAGCGAAAGGGAACCACCAAGAAAGCGAGGACTAATAGCCCTGGACTGTCACTGAGAACCGCGCCGGTCGATCGACTAGTCATCCACCCCGAAGTATGAACTACCCGCAAACGGGCCAATGCAGGTGTAAGGGCGATCACGCGTCCACGGCGCGACGACGTAACACCCATCACAGGAAACAGGCCTTCGAACACAAGACCTCCTTCACCAAAGATCCTGAGGGTAAGGCGGGGTTCAAAGGTGATGGGGCTGACAGCAACAGCCGCCCAAGTGGACTCAGTGTCAAAGTGCAAGCACCAGGTAGCAAGACCCCGGGTCCCACTTATCGACATCCTGAACACTCTGAACCCTACATAGCATAGGACGACCGCGAACTGTACACGCTCATGGACAAGAACCAGGGATAGTAACAGGTACATTCGAAGGTGACTGATCATACGCCCGATAAGGAACCAGAAGACCCATCGAACAGCTGAACAGTCAGGTACAACCTAGCCTAGAGCAGAACAGCTAGAAGTAAAGCGGCTTTGCACCCTACAAAGCAAGGGACGGCAGAACGAGATCCCGCTTCGCCGCTACCATCACCGTGTAGAGCAACAAAGGCCGGCGACCAATAGGTGGAACCGTAAGCGTACGGATAGGTCGATTCCGGGCGGAACCCAGGTTGCACCGGCCTAAGCAGACAACCAGACACACGAAATAGGGACCCCTGCGGACGTGGGACCCACCACCACACATGGGCATCGGCCCCTACTTCACACTGGAAAGAGAAGGATGACTAACCACCCAAGTTCGGAGCCAGGCCGAACGGTGAGACTCAGCGCTATGGCGCCATCGCCACCACTGTGACGAGTATCGTCAATGCCAAATGGCCCATCAAAGAGGTCGGCAAGCATCGGACCCCTAGACAACCCAGTAGGAAGCCGGCGATTCCGGCTCCTCTACCATGACATAGACAGCGCAGAGCGAATGGTGATTGCAAGGTTCACTTGCCATGGCACGGCCTCGCAACACTGACTTGGAACTGCCAACGCTGGAGTAAGGAAGCAGCAAAGTAGGAGATGCACTGACACTCTAGCTAGAACCCCCTCCCGAAACTCGCGTAAGATTCCCAGCTAGAACTCCCATGAGAGTCATACCGGGCATCCCCTCTGAGGTCACCATCGCCGCCAACCTACCAGCGTGGCCCACCTACTCCCTTACCACCACAGACCACGTTAATGACCAACAGTCCTATGAACTACAAAGACGAGAGCGTCTAGACATCAGCACCCGGAGCTACAAGCGCGTCTAGCGCCAAACAGTAGGTCAACACCCATTGCCCAACAGAGGCGAAGTCGATCGTAACTGAAGCTACGCGGAACAAGCTGAATGTGCAGACTGAGACAGACACATAGTGGGGCACAAGTAGCACCCAGAAGCTTGGGCGTATCACCAACGGGCATGCCGACCCGGACGAAGTAGTGAGACTCCAACTGCCTAGGAAGCCAGCTCCCACATACAACTCGAATCGGGATGCGACGAGCAAGTCCCGTACACACTCATACGGGACAAGAGCCTCCAAGCTATCAAACGCTATGCGCAGTACACCTGAGTCACGACCACACGCAGAGTAGACGGTAACCATGCGCTTCACGGCCGAGCTCGACCGGCCATACGCCCTCAACACCTCCCGTCGACTACGAGACCTACCCAAGAAGCAGCAACGTGCTAAGGCCATACTCAAACACGCCGTCCGCCTGACTGGCCATGGGCCCAGACGGCTGACTATCCGGTTACGAGACAACAGCGACCGAACATCCGAGCCTCAGAGTGGAACACCGTTTACTACTACCATCCTCCCCAGACCCCGATGGCGGCGACGCCTAAGGCATACCTGACGTCCACCTTGCACTTGGCCTGTTCCGGCCAACCCGCCCCCCCAAGGGGATCCCCACGATGCCGGAACCCAAGAACGTTACCACCCCTTCCCAATGCACCGATAGTGGACGTATCGCTCGAAGAGTCGATCCCGTGGCACCCGAGAAGCGACCGTAGCGTTACAAGGAGCGAGGACGGGCAGGCACCGGCACACCAAGCACACCAAGGCAACAGTACCGCTTAATACACACTCACGGGTACGCACCACGAGCGACAGGTGGGTCAAGTCGCACGAGGCCACCCAGCTTAGAGGCACAATGGCGGAGAACTGAGCGATCCACGCGGCGCCGAGACACAACTACTCAACCCGGAGACCTCAGCGCGCCCCTTGTAGAGGACCACACCAACGGTCAATCCTGCCCACATGCCGCTTACCACTCGTAGGCACCAAGGCTCGAGCAAGGGCTGTACGCAGACCTTAGCCGCATCGTTCGAACGTGGGCGTACAGCCACACACCGACGTAGCAGCGCCTGGACTACGCAACCAGGACTGGGCCATACGAGTACCACTCACCCTAGCGTGACCACCTCATGCACCTTCTCAACGTGACATGCATAGCCAGCTGGGCATCCCCGGGACTGTCCGAGTGCACGCTCCCGATCACACTCCGGAAGCGTACAAGAGACGCCTCAACCACTATGCGGGGATACAGAGTAAGGTAGAGGACACTCGTAGAACGCCGTTTCCAGTGAAGGTCCAGCCTGAAGCCAACGGACACGGCTAGACGCGCCGCAGCGTCCACAAGCACGCCCCACGTGCCACACGATCGCCGGGGAAGGCCGGCCTTATACGAAAGAAGGACTCTCCTAGCACCGGACGCATCAAAGGGCAGACCGCCCGCAACGGGGAAGGCACCACGGACAGAGCAGTCGCCTCACAGTGAGGGCCACTAGCTAGGGCAAACTGTGCCCCACTGGCCAGACACCCCCCCACCACTCAGCTCAACAGGGACCGTCATGCTGGGTCCACACAACCTACACAGCGTACAACGCCGATAGGCCGGAGGCGCCGGAGGACAAGCACTCACCACTGGCCAAGGAAGTGGCACAAGGAGAACGAGGACCCTTCCCCCTCAGACCTGGGACGCACATTGCGAAGGCCTCACAACGCCTAGTGACCCAGTCCCTTGCGCTGTACGGTCAAGGGTGCCTGTCCGAAACCGTACCAACGCGGTAGACCACTCCCCTACACCCGCCGAGTGACTGCTAGATTGCACGCCGCCTTAGCTAGCCCCGTACCCGACAACTCCGCCGAGGCACAAGGACTGACCGGAGGTCCTAAACAGCCTCGCAAGTGCAAGGCGCAGGCTAAAGGCCCTGGGACGACTCCTACAGCTGGCAGGACCACCCGGGCACGTCGCCACAGGGCCACTGACCGACCCACTGCGAAGTAGCGACCTCCGAACGCATAGCACGTGAAGGGACACGACAGCCCGACTGGTCGGGCTACACTGGCTCTTCATACGACAGACCCTAAGCAGCATGCGCGTAAGCTTCGAGGGACCAGTAACAGCAACTCAGCCGTGACAGGGAATAGGCAAGCAGCCCCAGGGCTTACACCGCACGCGTATCGCGACCGCAGATGCCGTGTGAAGGTGCGGGACACCTCCGCCGGGCATGACGGGCGCAGCTGGAGGGGCACACGGCCGTCACCGTGGAAAACGCAGGCATCAGTAGAGCACTGCTGACAGGCCCAGGGTCGCCCGCGGTCTAAAGCTGAGTGCCGGGAGAGCCATAAGCACCACGGCAACACGTCTCCCCGGGGGACCTCCCGCCACCCTCAAGAGAGCTAGAGGAACCCGTCCGCTAGATCACCCTACGAGGCACACTCCTTCAGGAAAGAGCCAGGTCACCAGTTCTGCAGCCCCACCTGCACAGTGCGCATGACTTGCCGCTCTAACGCATCTCCTAGTGCAAAGTGTGGGCAGAACAGCTCCAGAGCTCCAGCCAGGACCTAAGGGCCCAAGCAAGCACTACCGGCCCGCTTCCGCTCCAGAATGCCCCTCGACCTGCCTAGAGAAGCCCCGCCGCCCCACACAACCGCGGTCCCCCGGCCAGTGGAGACCCACCCTGAGCGGCCGGGACCGTGAGCACAGATCACGAAAGCTCGCACCCATGCAGCTCCTCCCCCTCCGCGCCCACGGGCAGGCGAGGAGACAGGGGCCCAGCCAGCACGCCTACACTGCGCGAGGCACCGTGCCCGCGGTCGTAACTGCTGCCGGCAGAGGGACACTGAGGGGAACCCTCGCTCACGCGAGACACCAGCATGCGCTCTCACCACAGATGGCAACCAGCCTAGGCCGGTGAACGGAGCCTCGCCGCTGATACACACGTGTCCAGCCACTGCCAATCGGCGCTCAACAGGACCCGCTCCCTGGCAGCCCCCGGGAGCCAGCGGCAGGAGCCTCCCGAAGCCCTAGCCTGAGCGCGTAAAGGGGGCCCAGGCCGCCACGATGCGTACCACCAGCAATGCCCACAGTGCCCTGACGCTGCAGACACACAGACCGCGAGGACTGCCGCCTCCTCCGCCCCTCCCCTCTCAGCCTACTGGGCCAGGCCACGTACAGTACTCCGTGCCGTGCCCCTCGAACGCAAGCGTTAGCGTGACGAGCCAGGAGCCCTGAGAGCAGACGGTAGGCAGCCGGGCCCTGAGCACATGCAAAGCGCCACCGGAGCAGGAGAGCAAGGCTCCCAGCCCACTAGGAAGCCGGCTCAAGGCAGAGCGCGCACAGGAGCACGCAGCGGGTCACAACAACGCGCATACAGGAGGGCTACACAGCCAGACGGCTCCACCAAGCCGCCCTAGACGGCGGGACCACTCGCCAGCTCACGTCTAGGCCTACCGCCACTACGCACGCCACTGCACGACACCCGAAGAGGGCCAAGGCGGGTGCACTCGGCGGCCTAAGGGAGGACGTCGCTCCCGGAGCACGGCACAGCCCTAGCTCCCCGCAGACTAGCCTCTCCCTCTGCCAGGCAAGTGCGCGTTGCCCCTGCAGCACACAGAGGAGGCTGCGCACCAGGAGGCAGTCCGAGGGCACGGTCGACAGCCCAGGCAGCAGCGAGCACGCATGCAGCCCGCCTGCGGAGCTCACAGGCGCGAGCAGCGTCCTGCACCACGACGGAGCCCACGTAACACAGCGCCCAGCTTGAGGGGACCAGCCCTGCACACGAGAGGCAGCACTGCCCCTGCAGCCCGTAGCAAGCAGGGGCCAGGGCAGGGCACGCCAGCCAGGGAGAGGCAGCCCAGCCAGCCCTGCCGCGTCAGGCCCCCAGCGACAGCAGCAAGGCGCTACCCGCAGACAGAGCCACAGCGCTGCCCGGTGCAGCTGCCGTCAGCGCAACCTGCTCACGCCAGGGCACCGCAGCGACGCCCAGCTGAGCGGAGAGGCCGCAGGCCCACGCGCTGCAAGAGCCAGCGCCCGGAGCGTGCACCGTGGCCTGTGCCTGCGCAGAGAG
CACTGC
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ACTATACCCCGAACCCATGGCAAAATCCTAAAGCCGATTCCAAACAGAGTCATAATTGACGTCTAAACGAGACTTCGACTATAGCAAGTGCAATAGGCATAAACTCCGCGGCCGTAACCACCCAACAAAAGCAGATGGTGGCAATAGCTATCACGAAAGACCGTTTGACATCTCATAGACCCACAAGAGATCAACGTAACTTCGAGCAAACCATTCCCCGCGCGGCGAGTCGTAATGGTGCAGCTACATCCGCTCCAAAAGTACAGTTCCCGTTTAAAGTAGAAAGCAAGAATCAATGGAATTCACCAACTGCCTATCAATCCTGTCGACAAGGTAATGCAAACCAACGTAAACACAACATCGCCAATCCAGTCCAGATTACAACTTTAAAAGCGACAAAGAATGGGAAGCATGTGCAAAAACGTCACCTATCGCGAGCTTAACAAATGCACGAGGCTGATCGAGTTACCGTCAAGGGATACTCCAATTGAGACCCAAACTGGAACAAGAATGGACAATTCGACGTTCCGATGACGCAAACCTTTCATGCTACACTCGCGTCCACAGTTACCGACGCAGATGACCAGAAGTCTGAGACTAGTAGAATCCTCACTTCCAATGGTCAATGCTTAACTAAAACCCCCATCAAGATCCCTTGGAACGTAGCTCGAAATTGGAGTGTCAAAGTGTACAGATATGTGAGATAGAAATGGGAGACTCAGAGAAGGTATAGAATCAATTGCCAATGGTAATAGCGACCCCAACTCAATCAAGATATAGCGAACATGCGAACTATCAATCTGCACAACTATGCGGACATACCGACGCGTCTGAAATCACATAAGCTAGTAAATGCATAAGTCCCATATACTAACATAGTCAACGGACAGACGCCGTGTACTACAGGATCCCCTGATAACGGATGACAACAGACATCAACACGCAATACACGGACGGGAAACTACTATCATAAGACCGCCCGCAAGAACTCAGTCGAGTAGACGCGAAGATAGCATCAGGCAATGACAGTAAACAAGTAACCCGAGTTCGTAGCAATATGCAAGTCAGACGTCGAAGATGATACCCATTGCAATCATCACCATGACCGTCGGAGAACGAGTAAGGCATAAGCTTAGATACAATGACATGTAGCTGAAGCGGGACGCGACATCGGCAATATGCAACCTAAGTGTACAACGGGGTTAAGGTTGACGGTCACGTAAAACCTAAATGACACGAGAAGGGTCACTATCCCGAATAAACGCGATCCCACCCATAGGAGTAAACTAGATGAACGGTCTAGTCCACTTGCAACGACCGCCGACACGGCAACGTCAAACCATCAAACGGCACAAGACAGTAATCCGACATCGCTCCGCACAACTCCGACGAATTGTCACCTTGAACGGCAGGTACATACGGCGTTAAATGGAGAGGATCACGAAACCCAGACGGACGTCATGAGCAGAAGAAGTAATTACGAGTACAGACTCAACTAAGAGGAATAAGGGAATCGAGCGGCTAGCGGAACCGTCGCGAACGCGCGACGCTTTAAATGGCCTTACACTTATATGCTAAACGTACCGACCACTAAAGCACTTAATGAGCAGTACTCACGAAGATCACAAGTGCTCAACAACGAACACGCAAGGGCAAAACAGGCGGAACTCATCAGAAGGAACGCGTATCGCGACCTAGCATAGACTGGAAATAGCGGATACCCTCAACGGAACACCCAAGAAAGGGCTAGAACAACCCCAAGACAGAAGACTTATCCTAAACCGTAGACCTGTACGTCGAGCATTACCTTCAACCTGACCGAACCGTTCCAAGAGAAAGGCGCCACCGGTCAGAATAGGGCCAAGACTGTAAAAAGCCGAATCCTCACCACATAAGAACTGGCATGACCCTCAAACCCCGTAAGGAGGACAAATACAGGGCGACTTCGAAGTGATATCCACATGGACACTACAAACCCGCACCCGTACCACTAGTAAGACTGATCGAGAGGAAAGCCTGCAAACTACAAACGTTCCGTTCAGCATAAATGCGAAGGGTAAGCAATGGGAAAACGACGTCGGAAGGTGATCGCGAGGCTTAACATGGAGTCTCACTATCAGCCGCAATACGACCTCGACTTGCATAGGACAGAACAGCCAACCAATCAGGTAGCCATTAAAGACGACTACGAGTCATCACCCGAAGTGGACCGACCCGTTACGACACCGATCCTACGTAGTGTTAAGGTGGCAACCAGGGAACGATAACAGAATGACGTATGAATACGGATGACGGACCGAAGACGGTTACTGCCAAAACAGTCAGAAGATCCTCAGAAGGCGGCACAAGGCTAGTTGCGACTAAGAGTGACCCGGCTAAGCACGTCTCAACCAGACGAGCCGTATAAACGGACAAACGCTCAGAGGTACCACATCCGTCGCAAGACGACCGGAGCGTTCAACTGGCTAGGGAACGCTCCCGATCCGAACCAGAGACAGGTCAAGTCCAACTTAGGAGGGACGCGCCGAACGCAGACAAAACCCCGCATACAAGAGCCACGTCAGAACAAGTCTAGCCGGCCACATAAGTGAGCAGGTACCATAGCCAACCCCTACCCGCCTAGTCCTAAAGGTGAATGCCATCCTGACCTGGATTCGCCCGGACACACAACCTTGAGCCATACCAAAGCTTGTCATAAGGACGATGATAGCAAACACAAAGGTCACGTTAGAGACATCAGGAGTATCAGCTTAAATACCGATCGGCCCGAGCAGCACCCTTAGACAGTCAATCTCCAACGGGACCGCAAAAGGCTCCCAAAGATGCGCGAGCACCCCACCGCCACGAAAGCGAGGACGAGTCGCTGAAGAACCACACCCATCTTCAACCAAGAAAGCGCATCACGGTCAACATTAGGTCTCACCGGTCATCACACTCTTACTCGGCCAAAGCATCCACACTACCTGATCACATCCCCCCCAACATGCAAGCGATCGTTGCGCGAAACACCTCAACACGATCACGCCTCGACCACCCCGGCGCCGTACCACTGTACAGGAATCGGAAAGACCTCATGGGGACACACTGTACACCCAGCTTAGCGCCAGACTGACACATTCCGTTAACGCCGCCGTGGGACCGTACCGCTAGGTGCTAGGGTGAGAGGTAGACAGCGAATGCGGGCCCACATAGATGTCCGCATGAACGACCGCGAACTGTACAAACTGCCGACAGAGGATGAGTCCCAGGTTCAGCTTACCGATAGGAAGACAAGGAAGGGAACGGAAACCTAACACCACCACCTCTAAGCGGACCCGACTTGTAATGAGGGACTGAACACTAATCCCGCGCTACAAGCTAACGGCTATCAGCGAGTAAGACAGAACTGTCACCAGTAGTCACCATACCAACCGTAAGCGTACGCCCAGGTCGATTCCGCAACGAGGCGGACCATGCAGTGGGCCCGACCTACACATTCCCCTCATCACCCCTCTGAGAGCGGACGAGAACGCTAACCCTCACGCGAGAACCACATCTCCACATCGGCGCGGCGGAACCGGCTAAACCTCATAGAGAGATTCCCCAGACGCAACACTGTCAATGGCGCCATCGAGTGACATAGAGAGCGGATCGTCACTAGTAGACTACCTGAACCCGGGAACAAGCGTAGGACCATGGAGGACTGTTCCAATTCGGCGATTCACTCAGGGTAGAACGTCACACCTGCCTAGAAACAAGAGCTATCCACGACGTTTCACAACCGACGTCCTGTCCCCTCAGGGGGCATAGACAAGGCAAACATCGACGGCCAGTCGGATAGCCGGGACACTTAAGCCTACAAACGCTCGTGGCACTGACGGCCAAGCTAGACTTCTCATCGTGCATAGGAGTGCCGGGTAACCCTAAACGGGGGAGGAACATGAGGCAACCCCACCAGGCATAAATCCCATGGCAAACGCACGCCAACGCCACCAATGGGGTACACAGTTCATGTGGACCCTAGACCAAAGGACAGGTAACGATGGCTCTAGAAGGGGGAGGTCCGCATCCGTCCCAGCCTGAAAGGAGGTAGACACCGCTAGATCGCGATGCACAGGTGCCACACCGAAAACACCCCCACTAACCGGATACGGAACAGGAAAGCCTGCCCAACTTCCCGCTTACGAGTCAGCACAATCAGCACCCACCCACCAAGGCGTAATACGAATGCCGGTGAGAAGTGTGACCCGGAGGAACCTCTACACAAGGCACACCAGAACCACCCACCAGCGGAGGAAGCCCATCCGCCGCAAGAGGAAGCCACTGTTAATGACCCAGCGAAAGCTCAGTGTCAGCCTAACTGAGACCACGTACACACCGCGCAGCTTCCTATGCACCTCCAGTCCGGCAAGAGCTTCAAGTGGAACCTTCCTGGGAAGCTCGCAATCCCGCTTCCTTCACAAGCGCACGATCCACGACCAGCAACGGGTCGTCTTAAGCTGAAGGCTAAGTAACCACTGAGCGCTACTCTTCATCGTATGGCCAAGCCACACACATACACGGGCTGGACCAGTCTGACCAAGGAGAACCTACGGATCAACGACTGCCCGCAATGCAGCCACCCAGCCAACCCCCCTAAGACTCCTAGTCCAACGATTAAAGCACCACAACCTGCGACCATCCGGCCTACGCGGAGGGGAAATCGTCGCCTAACGTCCCAGGCGGCTTGGCAGACGGCGAAGAAGGACCCGGTGACCGCTAACGGCGCCTGAAGACGGACATTCGCCGGAACTGGACAGCTTGCCAGGAAGGGTGGACTCCGGTGACCGTGTCATGGGGGGTGTATAGTGAACCGATCGTATCGCTCGAAGAGTCGGCCCACAAGGCAGCAAGAGACCACCCGAGACTCGCCCGTAGCGTTACAACTCCCATATGTCCTAACAGTACCGCTTAAGTGATACACTCAAGCCCCACCGAGATGCAAGCAGAAGACTGGACCGCCAGAGACAACAGCGTCACGCTCAAGTACTACCTTAGCGGGTAGAACTCACGCGGCGCCGAGAACCCGTCACAAGCAACCGGGCCGCGCCCAGGGGAACCGTGATGTGCACGGCAAGCCGACCTTCGGACACCCCTGACCCTAGGCGCATCGTTCGAGAGCAACCCCTAGAAGCAACGAGTACCAGGAGTACCCCCCTCCCCTCACAGGTCCATCAGCAGTAGGGCCGACCATACGTGGCAAACCGAACGTAACACCGGCGTGACCTCCAGATACTGCATCCAAGCTACCGCCCAAAGGACACACCTGATTACGGCACACCCCACGCGGCCCTACCACCCTTCGTGCAACCAGTAAACAGCGACCTCACCGGTAGCGCGCCCCGCCCGCGACGCGTCCACCCCAAGCTGAGCCATCGGTTACTAGCCCTTCGCCGCCCCACTCTACACTACAGCACTGGGGACGATGCCCTCCCACCTCCACGTGGACTAGTCGGACACCCTTACCCTCTAGTAACATACGAATCCCGAACAGACAGAGTGACTGGGCTAGCAACGGTCGCATCAAAGGGCCACTAGCGAGACGTATACCTGTGAATCTCGCACAGACTAGGAAGACAGGGGGGAGCTACCACACCAGCCTCAACGTCCCCAAGGCCCCCACCCTGAACTCACACGCTGCGGGGCACGGGAATGGGCGACGCCTCCGGAAATCGCAGCCAGGGTCCAATAGGCAGGACGCTCGCCAAGCAGGCAAGCCCTCCCCTAGAGGCCGGAGGCGCCCAAAGGATCCCCCCGCGGAGTAGCGCACGAAAGGCACTGTTCCGGCTCCTCACAACGCCTATGCCCGGATCCGTGACAGCTGTAAGCCCGGAGGACACAGGCGCTACAAAGGGGGGGCGAGACGACCCCACACAGGACACACTGAGTATGACAGTCGGTGGAATGCTGACGCCGAGGCTGCCAGAGACCGGGCATTGGCCGAGGGGGAGAACACAGCACGCCAGTGCGCTCGCAGCCGAACTGGTACCCTACAGTGCAGAAGCCAAGGCCCGACTCATACACCCGCACACAGAGGACCACAGGGAGCCCAGCCATGGCCTCCACCGACTACGGATCGCGCCAACTGCCACAGCTAGGCACCGGCAGGCCCCACGGTACCAAGAGGCTTCCCTGGTCAGAGGGATGCAGTGAGCACCTCGCTGCCCAACTCGAAGCGAATAGGCAGAGGCCCACTCACCGTGAGGTCACACTGTGGGAGCCGGAGGAACCTGCCGTGAGGGGCACCGCAGCACATGCTCCCCACTCAAGAGACACCACCAGGGCACCCTGCCACCAAGCATGGCCGCCCACAGCTCCCGATCGCGTCGCACGGTGACTAGCCTACTCGCGGTACAGTCCCATACGCATTGCCTCCGCGATTGCCCTGGCAGCTCACAGACGAGAGGAATGCTCAGCAATCTTGCCACTCGGAGACCCAGGGTCAGCTAGAGCCGGGAGCCACCTAGCGACCTAGGCTGAAGGGCGGCCCCCCACATGAGCGACACGGAGCTCACCGCCTTATCTGCACGTACGCAGACCAGGCCAGGGTACAACCGGCGCCTCACTCTGACACCGAGAAGCCCCCCGGGCAACCCCCGGCTACGAGACGGCGCTCCAGCTTGACTAAGCCAGACACGGGAGCGGAGCAGCGTGAGGAGGCTCGACGCTCTAAGAGCGGCACCAACCGCCGTGTGAAGGGACCCACTCCCTGGAATCCGCGGCAGACCCACGCTCAGCAGGCGACCTAAGCCCCAGCTACGCCAGGCCAACGGTCGCCCGCAATGCCCGCCCCACCTAGTGCCACGGCCCCCGGCAGTAGCAAGTGGCCCCTCGCCTGCGCTACCCCAAGCAAGGGTACGTTAGCTGCTAGCTAGCACGTGGTACGCAACGCCAACCAGCAGCATCGCCTCCCCCTAGCGTGAAGAGTCCGAGGCACAGCCCCTGGCAGACCCACCAGGCCTAGACCAAGCCCGTACACAGAGGCCTGTCCCCGTCCAGCTCGACGCAGCACCCCCGGCCGGACCAACTCCTGAGACCCAGGCGCACCACCGAGGCGTACGACCGCAAACCCTCAGTAGGCACTGGAGCGGGACAGTGAACGCCAGCGCCGGGACCGTAGTAAGCCTCAGGCCTGAGCTACGCTGACACTCCACGATAAGCTGGCTTACCCTCCCCGCACTAGGGCCACTTGCAAGGGCCCAGGGGCGAAGCACTCCCCTCTCAGGCTACACGGTACAACGCGGCGCACATGCCCGAGCGCAGGCAGGCCACACGACAGCCCGACAGTGAGCTGCCACCCTGACGGGCACAGGGCCAGCCACGTGCGCCTACGCGCGAGCGTACAGAGCCCCCTCCCCACAGCAGTGGACGACGGCTGACCCACACACTCTCGCAGGAAGGTGCCTGCTCGAGTGCAGCCCAGACTGCGGCTCAACGTTGGGCCCCGAGCTCCGCATAGGACCCCCAGCAAGCCCCAGAGCACACGTACAGCACGAGTACACAGCACGTCAGACGCAGCCTCTCCCTACGAGGCTCCGCAGACACCGCAGCACACAAGGGAGGCGCAGGGGCACTGCGCCGTCCCCTGCAAGAGGCCAGAGCGCAGCAGAAGGCGCAGTAACTGCACTCTCCCAGGGAGGAGACCGGACAGCGGCAGGTGCAATGCACGACGTAGCGGGACAGCTGGGGCTAGAGCGCCTCCTCCATAGCCTGAGCCCAGGGCCGTGCCGTGCCCGCTGCGCCAGCCACGGCAGGCAGGCTGCAAAACGCAGGAGCAGCCTGCCTGCCAGGGCAATGCGCCGTCTAACGCGATGCACACAGCGCGAGGGCCTAGGCCTGCACCACGGGCGCGTAGGAGCACGAGCAGAGAGCCACTGCAGGCCCCCTCCGACGCATAGCGTACCTGAGGCTCACCGCAAGCTGCAGAGCCCTCACAGGGCAGACCTGGCCACTGCTACAGCGCAGCCGCGGGGACCTTGCATACGCCAGCAGAGCGGCAGCAGGCCGCAGAGCGCACTGGGCGCAGGCGCCCTACCCAGGCGCTCCCAGTGCACAGCCGTGCACGCGTCACCCTGCAGCGCTCAAGCGGTACACGCATGCCAGGGCGCGTGACCAGCGAGCACGAGAGCTCACAGCGCTCCCCACGAGCGAGCCCTGCCCAGCGTCCGGTTCCTGTGCCGGGCAGAGAGACTCTGCCCACGCACACGTCCGCTCAGCTGCACGTGACAGGAGGCAGCCCGTGCACCACGGAGCAGC
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AGACTCAGCTCGGCTAACGGAGAATGTCAAGCGCTAAGAAGATAGTAAAAGTCCCGAGGCACCTGACGGCGAGTCGTAATCTAGGATCTAACCGAACTTGAACATAACCTGCGACGCGGAAGGTGACCTCCAGCCTAACTCCGAGATAACGTGATATAACAACGGTGAATTAGGCATGTCACGGCGATCCAAGTCGACATGAGAAAGTTCCCCGGACCTCGCTAGGAATGTAAAAGCGAACTTACCAGTATCAGGTTAACCAACGTATCAAGGTACCCGAGCAGGATACTAATAAATAGGCTTTAACTCGGACCCTCAGAATCCGGTGGACCGCAGAAGAGATACAGACATGACCACTTATCCTAATGACAAAGGTTGAAAGAGCACCCAATGTAGCGAGCGCGCGAGGTGTAAAATCGAACGAGGCGTCACCTAGCAATAGTAGTACTACCATGACCTTTACCCGAAACGCGGCGCCGACTTGACAGCAACAACGATAATTCGACGTTCCGATGAATTAAGCCTTTCATATGGGACTTAATCACGACATCCCCGACGGGATGAAAAGCAACGGCACCTTCGTCGGAAGGATCACAAATGATGTGGCTTCCAATCTTCACAACCGTCTTACTAACCGCGCGAGGGTTAACACCGACGAGTACTAACCCCCGGAATGGGACGACGCCATACCACCGGACTAAGAACTACAACAGAATTACCGGTCAAGTACACAACAGTCTACCACCACAAACCCATACTTGCCATCTAGTCAGAACGTTGAAACTCAGATCAGGATACACCGGTCCGCGACGCGTCAGTTACCCGGGCAACCTCATGCATTAACCATAGTCAACGGACCAGGTAACGGATAGGTCGCAACGACATACAGTTGTAAAAGCTATTCAGACTACCGGTGAAAATGCCCCCGACCGTCAGTACGAAAGGCAAGAACCAGAGATCAGACAAAGATCTAGACCGATGTCGCCGACCGCCATACTAAAGGACATCACGGAGGTGGGACAGTCGAGTTTGCTAGGAATCCACCATCTCACTGGACATGAGCAACCAATGGAGACAAGTACACCTATCGCAAGTTCGAGTGAAACGGGAATCATCACATGCGAACAAACATGGCCATCGACTGTCCTTGGAGGAAACTAGTGAGAGGAAGCATTAAGAGAAAAAGGAACACAAGAGGTAATAACGCAACGGCGATTCAAGGTGGGAAGAACACGGATAAGACAGGCGCTTTACAGCTAAATAACCGGACTACTATCCACATCGACGGCCCAGTTAGTAACAGAGTTAAACGCGGCGTGAGAATCATATACAATGAACAATGAGATCCTGCCTATACGTAAGGAGTACCGAAGACGACCGCGGCCAAGACATCCATTCGTGTCAAACGCCACCGGGCCGACACGTCAAACCTATATACTAGACGGACAGATGCTTAACGAAGGAAATCCCGGGATATCCGCAAAGGGTATGTCCAATCACCCCTTAAACCAGCGACGAGTGGTAATACTGCGACTCAACACAAGTGTCTGTGAACCCAGAGAATACTCATGACCAGACACGGTAATTACGACATACATTCCCGATGCAATGGTCACTGACAAGGGAAATAGCACCGGAAGTCGACCGTAACGGCTAGCGGAAGAATGAGGTTCACGAACGCTAACAGAGAACATTGCAACCAATCTCATATGCTAACAATCGAATGACACTTACATTAACAAGTGCACGCAAACTCGAAAGCCAGACCCCATTGTGACCCCTCGGAACTCATCACATTAGGAACACAGGGATAGCCAAACGCGTGTTACACCGCGCAATTGCCAAGTGGTACAAACCCTAACTACTCAAGACAGTCCGCGGTAAGTGGAACGATCGCGTCGCGATTCCGGCCGACTTAGACAATCCACAACAACATGTGTAGAAAACAAGTAGCTAAACTGTCATTCCGACTACGCTAGAGAACTCCCAGTCCGTCGATCCAGAATGGGATACCGAAGCCGGCAAGCCCCAGCGCGGAAGCCATGGCCAAGACTGAAGACCGTATAACGACCATAGAACTGGATCCAGCCATCCAGTTCACGTACGGTTAGAAAAGGCAACCGGATACCAATTCACCAACTGATCTGCACCCGTCTAGTCGATACAACCATCGCAAACATGTGACATCCAGGATCCACTACAAACGTTAGCATAAATGCGCTTGTAACATAGTACTCACAACTCATTGGCCCTAAAAACGACACCGATGCTCGAGTCGGAGCAACACATTGCCCATCAGACTCATCGCGACCCATAACACATATTGCGCTGAACACTCAGATGTGCGTTGCAGTATGATCCCAAATCCCAACAAAGGACCAAACTACGGACCGCGTCTCAGCTTTAAGGAACTGTACAATAGCAACTAGAATTGCCACCCAAGCTTCAGCAGAACAACACGGAACAACGTATAGAACGTAGCAAACCTGGACGAATTCGAGAATCCGGGACGTAGCGCAAGAAGACCTGACATCACCAACCCGGCGTTAGGTTCGAAATCCTCAGCGGGCTAGCACGTGGGATAGCCAGCGACCCCGACGGTCCCACTAAAGTTGCAGGTAAGGTCTACAGGTCATCCTAACCCCCACGAGCTAGCGAAACGGAAGCTATCCTCTAGGTACCATAGTGCGCAGACAGTAAGGAATAGGTACAAGTCTCACGCTCCCGATCTGGCAAAGGTCAACTTAGATCACAAACACTCATAAGACGTCTCGCGCCCGGTTAGAACGCAACCCCCTGGAAAACGTAACTGCGCCCATCAACAGGCCGCAACTAAGACATCCGAGCTTACTGACCCTGATACACAACCAGTTCAGTTCCCGTTTACTACTAAACCGCGCCGACCGGGAACCCCCAGTGACACTTACAACGGTCAATCGTAGTACAACGATGCATTCGAGGTAGCCATTAAAGCTACCCAACAAGACACAGTGAATCAGCCAATCACTTGCATACTGAAGGATCGGCTTAGATGGCCATAGAGACCTACAGCTACATCAGCACAAGGCAGTAACCGAGAGTCACGGCTAAAGCGTACAACGCGCCGGAGGCGCCGTGTTATAGGCAAAAGCGATCACCCATGCCGGGAACACCTTGGAAAGCGCTATAGCGACCGAAGTCCCCCCCGGACAATGACCAAGCGATAGTACTAATGCACCACCAGAGCAAATGGTGCCTCGATCTCCACCACCCGTTCTACGGCGCCGTACCGCGTTAAGTTAGCTCATCCACATAACAAGCCCAAAGAATGCTCTGGCAAGGCGGACATTCGTCACAATGGGGACACCACCTATCCTATAGCCGCCCATGGCACTCGAAGCCGCCCTAGCCGTAGGAAGTGACCAACCCAGTAAGGCAACCGGTAGACCCACCAGCAAGACGACCGCGAACATAGGCCGACAGCCTGACGAGTGAAGTAACAGGAAGGCCTTACGAACACGGAGCCAAGGAAGGGAAAGTAGGAGTCTACGACTAAAGCCTAGTGGAATGAGGAGGACAACACTACCTACCTCCGAAAAGGTCCGCTACCGGTACAGACTAGACAGACCGGCGCATACCGGCGGACTACTCCCGGCCCTCTGAGAACGACAATTGAACTCCAGGGGGATAGGGCCCCTCTACCCAAGCTCAAGTCCAACTCACCAGGACAGCGCTGCGGTAACCGTCGTCCCAGCTGAACGCCCAAGCGGATCGTCAGGATTAAGGCATCTTTGCAAGCTTGCGGCCCGGACACGGGACTCGGCACAGTCAGAATGCAAGCATAAGGCGATGCTGACCCCAAGTGTAAGAACCGTTCCAATTCGGCTTGTCCTGGACCGCCAGGACGTCAGACTGGAGCGACCTTCACGAAACCGAATAGGGCGAAAGGAGCTGATCCATAGCCTGTTCAAGCTCGACTGACACGAGCACTCATATGCACCTACAGGCCAAGTGGCACTTCTCGTCCACCTCACCGTGAGAAGGGACATACACCGCTCCCGGCAAAAGACCAAGAGCCGCAACAGTCAGAGTGCGGCCGAAGGGGAAACCTCGCGCCACACCTAGACTCCAACTGAGGCAAGACTTCACCCGCTCACAGTCCTATGAAGAAGGACCTCTCCCGGGTCTAGAAGGTCCCTCCTACCTAACGTAGACAGATCGGAAGGCACAGGTAAGCAGCGTGGACAAAGGATCCCCAGGACTCAGAACCCAACGATCGAGCGTTGAGACCGATACGGAGCATGAGATGCCAGTGGGCGGCCCACGTACCATCACACGAAGAACCCTAGCCATGACCCAACCACCACGAACGGGCAAGTGCAAGGGGGAAGTCTGGGCGAAAAGCCGGGACCCCCAAGGCACCACACCTCCGCACCACGGTAGACTCTACTCTAACCACTCACAGTACTTATCAGACAGAGACGACCGGAGCGCTTCCGTTCAGACACCGGGCCCAGCTGAAGGCGCGCACCCCGTAGAAGACCTGAAGCACTGTGAGTGCTAGCCTACCAACAGCCGTCCCTTCTAGAGGACCCCGCGGCATCAGTACGACTGGTAGGCTGAGGTTACATAGCCACAACGATCGTCGGCGACGAGCCAACGTGACCCTGACTGCCACTACCCGCTGACAGACGGAACCACCCGCTACACTACCCGAGGCAAGAGATGAGCCCGGAACGCTGAGAGCTAGGCAACAGCTTGCCGTTCCAGCAAGGTGACCCTGTCAGCTGGCAGGAAGGTGTACTATCACCTTACCTGTTAAGTCCCTCGCCAAGACCCGGCCCAGAGGGACCCGCCAAGCGACCTCCCCCGTAGCGTTACATGCCACACATCCATCCCTCCTCAGATACCGATGACCGAGGACGAGTCCCTCAGGCCACACGCTTACTAGAGGGCGCAAGAGGGCGGCAGTCTGCAGCCCCCACCCAGACCACTAGTCGCCTCCGCATCCTCCAATGGTAGCCAAAACGCCCGTCAGCCACCGGGCTAACCGACCCGTTACGGGTAAAGCAAGGAGACCCTTCCCGTTGCACTCTGGGGTGAACACTGCGTCCAGAGTCACATTGGCGGACCTACACAAAGGGCAAGAGGCGCATCGCGTCAGGTCCACTAAGCTCCACAAAAGGGACTGCACTAGACACAGACAGAAGCACAGGACGACCCTACGCAAGCGAGAGTACCCCTCCGCCCGGCCACCTATAAGCAGACTCCCTGTCACATGGGTCAGGACGCTCACACCTCAGGATGGATCACAACGTGCTCGTCAGATGCACCACACCAGCCTAGACATGCGAACCAAGCAGGGTCCATGGCCGAACCATGCTCAAGGCTAGCGCGCGACGCCACTGAGCTCTAAAGCTGATGCCCTCAGCAAGCACGCTTCGCACCCCGAGGAGAACGGCTAGACGCCGTGTACTACAGGATCCCGCTGGACCTAGAAACCGTCAAGGGGACAACCGCCTAGCTCCAGCCAGAAGGCCGCACGGACAGAGAAGACACCCTTAGGGAGGATAGGGAACTCTCCAGACCCCGGCAGTAGCAAGCCTACACCAGCTCTCACACATGGTACCACTCCACCTCTACCGCGAAGGACGACTCAGACCTGTAGGTCGACAGTACAGCAATACGTCGGAACCCGTGCGACTGCAAAGCCAGGGCTACAGTGCAAGCTACCGAGTACTACACCGATAGTAAGGAAGAGTAGCATGCCTCAGCCATGTAGGCCCCGCGACACACCCCAGAGCAAAGGCACCGAGACCGGTCGCTTACCTCGGCGGCAGAACCCTGCTCCCAAGAGGACTTGCCATAGAGGGTCACACTAGTGGGTCAACCAGGAGCAGAGGACACAGTGTGGCTTCCGACACAAACTCGCTTCGAGATTGCCCCTCCGTTAACCACTGGCCGTACAGCGCCTCCCCAAGTGAGACCAGTGGCCTAGAGACATCACGAACCCACAAGGCCCTGGGACTCTTCGGACCAACAAGGCCATGCAGCCTCGGGACAACTGTGCACTAGCGGACGCAGCCACAAGCGCTGAGAAGTAGCAGGGGACAGAAGACGCGACCGTCGCGCGACAGCCACCGTCCCAATGGCCTTCCCCCCTTCAGCATCCTGTCCGCTGTACACCTGATCGCCGAGACCGCGGGAGCCCTACGCGTACGAGCACGTGTCGGGGACGTAAGACCTGGACCGTGAGCTACAACCCTCCACCGCCATGCAATCGCGACCTACACCGCAACTGGGCCAGAGAACTGCACACCCATGCACCGCGGCGGAACCACAGAGCCACGCAGCGTCCGGTTCACTAGCAGGCCTGCCTCACACAGAACGATCCACGACCACTCCAGGGAGCTCACAATCGTACGGGCCACGACTCCACCGCTAGGCGACCTCCAAGGCAGCCGAAGAGACCTGTACGGGTACCTTAGCCCCACACTTGGCCAGGCACTCAAGACGTAGGAAGCCACCCGCACCACGCCCCCGCCAGGCTGCCCACCCGTAGACGGCAGCTCCCCACAGCCAGTAAGAGTGCGTGACAGGTGCGGGAGAACGGGGCCCTAACCGTGCAGCACTAGGCACCCGCCGAAGCACATGGCCAGCTTCAGCGTGGCCCACACACAGCAGTCCGGCACCCTCCCCCCCAAGAGCATGAACGAGCCCACGTGAGCACACGTGCCACACATGGGCAGGCGAGTCCTACAGGCCAACGGTCAGCCCCAATGCCCCGCACTCGAGGCCTGAATGCAGAGCCCGCCTGCGGAGCTCAAGCCCCGCCGCACTGCTGCCCCACAACCGGCTTGAGGGGCACTGAGCACGTCCACGCCAACAGCACACAGGCCTGGCCGTCTCCAGACACATAGGCGTATAACAGGGCGTGAAGAGTCCGAGGCAACAGTGGCACGAGCGGCAAGGGTGACGCTACAGCTGGACTGCCCAGCACCTGAGCACACCCTGGTCGTGCCAAGCGCAACCGTGAAGGGGACACTCCCTAAGACCTGCGGCCACGATCGCACAGCCCAGAGGAGCGGGCCGGACAGACCACCCAGGAGGGTAGGGACCACGGTGCCCAGCGGTGCAAACGCACAAGCACAGACGCCGGTAGGGCCACCTCACGGGCACATGCGCCGAAGCTCCGGACTCCAGCTATGCCGGGCAAGGCTAGCGCCACCACGACGCCCCCGCACCCCCCACAACAGCGCCCGAAGGGGCAGAGCTCGAGAGCGTGGCTGCGCAGCGCCCCAGGGAAGGCCCAGGACCGGAGTACGGTGCAGTGGCACAGCTAGGGCACAGAGCACTGGCCCCCTAACTCCCCTGCCCCGCTAGGACAGCCAGTGGCACCCGAGCCTGAAGCGCACCGGCCGCAAGCCCTACCCCTAGAGGACGCTCGCCAGGTGGTGGCCAACAGGCCCCGAGAGCCCTGCCCGCGAGTGCCCTAGCCGGATCCTGCTAGAGGCCCAGGGGGCTACCCTGGCCCTCTCCGCCGCAAGCACCAGCCCCAGGCCAACGCCCACTCCTCAGTAGGGCACACCTACGCGTATCGCTGCCCCTTGCAGCCGCCTGCACGAGCACAGAGTCACTGCCGCATACAGGCTGCACGTCAGCTAGGCAGGAGCCTCCCCCCAGACCGCCCACGCCGCTCAAAGTGCCCAGGAGGCAAGCCGACACGCAGGCCCGCGGGGGGTACCAGGGGCTCACAGCGGCAGGGCCGACCACGACGCAGCATCCACACGTGCTCCCCCTCTCAGAGGCAGCTGCCGGGGAAGCACAACGCCGAGCAGGCTCCTCAGGCAGCCTAGGCCAGGAAGGAGCCCCCGCAGAGCGAGAGCCCACTCGAGCCCAGCGTCCGGCTCAACCGCTGTGTGACAGTGCCACAGCCGGGAGGCACTACCTGCCCCCTCGCCACGGCTCTGCCTGGGCAGGCTCCAGCTCGCAGCAAAGCGGCACTGCAGGAGGACCGCGAAGCGTACGCCTTGCACACCTGCAACCAGCGCAGCCACGCTGGGAGCACGTAGCCAGGGCCTGCGCGCGGACGCGTACCAGCGCAGCAGCCGGCACCTGTGCCGATGCCAGCACCGTACAACGGGCGAGGGCACGCATACAGCGCTGCAGGGAGCCGCCAGCCAGCAGCATACGGAGCCCGACGCCCGCTGCCTACGCCACGGCGCAGACAACGCTCATGCGACGCAGGCTGCAGAGAGCATACGCGTGCACCGTGCCCAGCCGGAGCGCCACGTACACGGGATGCGACTGCTCCCCTGCCGCCTC
CGTGAG
GAGAGA
CGCAGC
AGAGAG
AGGGCG
ACGTGC
CGTGCA
GCACACACACGCACGCACCACGCAACGCGCCACACGGCACGCCGCACGCGCACACACGCGCGCGCA

GCGCACCGCGCGACACACGCGCGC

GCGCTACCCAAACTTCAACCACAATACTCAGAGATCAAGACTCGGCGAGTACGAAGAAAGCATAACTAAGGATCAGAAGTTAGAACCTCACCAGAACCGAAGGATAACCAACTGAGACGGCCATAAGATTACCTCATAACGGCGGTCGACAAGTCAAACACAACATCAAGCGAACAATACCCACTAAGATACCCGAGCATCCAGAACTGTAAAGGCGACCTCGATACCCCGCCAAAGGAAAACTCTGTATTAATGATCCACTTATCCTAAAACCCAAAGCATATTGGGATGGGAATGACGAGAGAAATGGTAATGTAAAAGATCCAGTAAGGGGAAAAACGCCCTGAAACCTTAACGCGGAATTCGAGCGATCGATGACGCAAAAAAGGTTGGACATCCCAACAGTTACCGACGCAATCAGACACCACAGAAAAACGTAGCTAAGTCCAACTTGGAAACAACACACCGGGATTAAGTGAAGTTATAGACCAAACCATCAATGGAAGCATAACGACGGATATCGGTATAAACCGACACCGGGATCACATACTGAGTGGGATTACCAACAGTGCCAAAATCTGGTGCGAAGACCTAAGATAGACTGATAGCGCGCCGCGACGACGCAATGCAAGGTATAACGAGAATCACATCCCGTCCGAAAAGGTCAACCTCGATGACAAGGATGTGGAATAGTCAACCTTGGCAACATCAAGAATGACCGACTCAAGTTAGAGTTGCGAGCAACTGATAATTCCGAACCTTAAAGCTCTATACAGATGGGAACGAACCTGGCAATTCATCATAATGTCGATATCCCTAAAGCATTAGGACATCACGGAGAGAACTATCTCGAGTTTGTGAACAATCCACGTTACACATCGGGGACGACTGTTAGTTCAAAGTTCGTATGCAGATTCCATGAGAAATCGCATTGTGACACTACGAGTACAGATACCGCGGATGTGAACAATCCTGAAGCGGACAATTAGCAGTGTAATTCGGCCAAAGAAACACGAACTCGGCAACCAGAACTACTGACCAGTCCGGTCACGTAAAATCTAAATGACACCAGTAAAAGCAATGGTGGGGTCAGTGTAAAATGGGCTATCCAGTCGGTCGCAACACTGAGAGTTACCTTTCAACGCGAGAATGCTTGACGTCCACCTCTTACATTCCCCTATCACGCCGCGAAGACTGAGAGGCTAAGATTCAGCTTGACGTCAAGGACAAAGATCAGAAGGAAGACAAAACAGAAGTGCGGCCGAATCCGCACTGGTACCCTTATACCTAAAGTAGAGTATCCGACGAGTTGCAGTGGTAAAAGCCCCCGGGCGATCAACCCATCAACTAAAAGACACTTGCCGGACGCCAGACCATGGAACCGCTCGATGCGCGCCAACAGATACTAAGCAGGTACCATTAACAACCAGTTCCATTAGAACCGGACGGCTAGCGGAATACGGAACGCGACCGTCGCGAACGCGCGACGCTTTATCCACACATTACAAGACACCTGACCGATAAGCCCGACGGAGAAGATGAATAGGACTCTTCATGCCGCAATCGAGTACTATTTGCAGGATGGAACCAACGAACACTCGATGGCAAAACGAAAAACTCCCCCAAGCGAGAATCGCGATTGACCGACAACGAGCCAGCTATATGGCAAAGAACTGTTAAGCATAACACTAACCTCCGAGTCCGCGGTAACGGTTCCGATCGCGTCGCCTCAGACTTAGAACAACAGATCCCCACGACGTCTCACTAAACAGCTGAGTACTAAACGTGGCTAGATAGTGACGTCGAGCGGCCCCTTCATGCCAAATATGCACGACTCCGAACCCAGCGCGGAAGGTGCAAATCCTACCACCGCTGACAACCCCACACAAGGAGGTAACTATGACTTAGACCGTACCTCAACCACGACGTACGCGTTTCATGAACCATCCCCCTTCCAACCAGATCTCCTTCGAAGAGCGAACCTTCATTCACGTAAGAAATCCTAGAACAACCCGCACCCGTATTGGACCCCCCACTCAACCACCAGCACAACGAGAGCTGGAAACTACCGACATAGGATCCGTCTAAAATGCGATCGTGTCCCGAGTATCATGGGAACCCTAACGAGACGTATACTCGCGACCCATAGGGTGAAGTCTCCGGGAGATTGCGAGCCATAATACGAAAGGGCCCATCATATCGCGCTTAAGCCAAGGATACAGGATCAACCACACCGCCTAACCACACCCGTGTACAATCCGCCCGTTAATTGCCGTGTTAATGAGGAAGACCATCCCCGCCTAAAGTAGCTCTACAACGTATCTATCACTGTAATAGGCAGAATACTCGAGACTCGAGGCTGTAGTCTTAGTTCGAAGGTACAACTGGAAGAGACAGCGAAGTACCCGACCCCGGCACATGCCAAAGCCGGCCCAAAGTCAGGTTCTAACCAAGATACAGTAGCGAAGCAACTCAGGACAAACGCTTCGACCTCTACATCCAAGGTTAGGTACCGGAAACGTAACAAGTGGAACAGTACCATCAGCCAACCTTCCACGAACCGGGCTACCCGTCACATGGGAATCCAGACCTATGGAGCTAGAACATGACACTGCGCACGTCCCGTCCAGTAGAGGCAGAAGGTTCCGGATAGTCGAACATTGCCATCCGAACAAGAGCTTAAACTGCCTGACCTGCTAAACACCAAAGCACCTTCTCAAGGGACGTTTAGACAACCTCATCAAGTGCCAGAAGTACAGACAGATCACGTGACTCCGAGTGACAGTGATAACGGTCCGATACAATCGTCGGTGAGGTTAAAGGGAAAAGAGTGTGGGACATTCGCCGGAAATAGCAACTGACCTTACCCATTCACAGGAAGCTTAAAGTACGATACCGATCGGCCCGGTATCGCCAAGATCCAGGATAACTAGAACCACGACGGGAGATGGCGTCAGAGCGAGCTCCGGAACTCTGCATCAGGGCCAACCGCAGCGAAAGCGAGGAGTGAGACCAATCGGCCTAAAAGCGAACGTCCACCGAACCTCTGAGGAAACAGTCGGGAACCTATGAGAAAGCCTCCGCGAACACCTGTTCAGGACACAAAGCCCCGAACCGTCAACACGGTGATCACACATCCTTTACGCGCCCAGACTGATAAGCGGTGTACGTCCACCACCCATCGACCCAAGACGCTAAGAGAACCTCACCACAAGCAATGCTAAGAGGAGTCATAGAAGAGGTCCAAGACCCGCCTGAGTCACAAAGGTGCTATAGCGGCCAGAAGCACTCGAACTAGCCCCTTGACGCTAGGTGAACGTGCTAGTGTCAACCTCCGCAAACGGTAGAAGCAAGCTGAACATGCCCACGTAACGACAGCGTGACAACACCGTAGTAACCCACGCCTTACCTGTATGGCCAGAGGGAGGCATACGGAGCAGTAGGACCTAGGCACTAAGGCATAGTCTACGACTAAAGCGGACCCGATAGAGAACATACAGTGATCTTTGCAGGTAGCACAACACCCTAGACTGACCTACCACGCATCGCTACCGGTACAGGTCACATAGACCCTTCCTTGGCATGGCCACTGTCCAAAGGCCGGCGACGGATAGGTCGCAACGAGACGAAGGCGGAGGGACATAAGCACAACACAGGAAGATGTAGCACGAAAGGCAACAATTGATTCCCATCACCAAGGACCAATGGATAGGGGCCATAACTGTACCCCTCTACCCAACACGAAGAGTAGGTGACACTGGACGCGGCGTCTGAACGTCCATCGCAACGCCAGCAGAAAGCGCTACCGTCATAGAGCCCAGAAGCGGAACTCCAAAGCTTCCCAAGAAGCCAACAGGTACTCGGCCGGGAGGGGTAAATGGCAGCGGCGCACGAGCGACAAGGGTCAAGGGTGACTCCCCATGGAAGCCTGGGAGACAGACACGGCTCCTTGTCCGCCCCTCTCCAATGGTCCATGCCCGCCTCCTACAGGGTTCACAATCCGGGCGACTAGTCGGCTGAAGTAACCCAACCCCCCCGCGGGGAATCCTGACCCCCATACACCTAGAGGGGTAAATGGGCTAGCCACCGACAGCAACCCGCAACCCATAGCATCGCACCTCGCGCCACGGTACAGAGACACCGCTCATCCCACCTTGCACACCTATGCTACCTCCAGCATCCGCTGACTGCCCAACGGTAAGGACGGCCACCAGTGACGGAGACCGTTGAGACCGATCGTAACAGCTAGTCCTACACGGACTACCAGGCTTAGCTTACCCATCCCTGGGACGGCCCCATACCGGCGTACATGTCGAATGCACGTACATACGAATCGCCCATCACAGGAACACTTACACTAGGGGAAGAGCTAGCACGCAAATGCGACAAGGAGGCGAAGAGTGAAGTGTCCTAACCGCCAGAATAGCGCCGCGCCGTGAACTATGCGATGCAACTACTCCATGCACTCTAGGACACCATGGGCGGCCGAATCCCAGACTCAGACGACGCAGAATCAGCAAGCGCACCGGCCACCCCCATACGCATCGACGCAAGTAGCTAAGCATGTCACGAGGAGGAGGGACCCTCTGAACAGGAAAGCAAGACAGACCGCACCCCTCCGTCCCATCCAGAAACACGAGCTAGGTCGTACACTCAACATCCTAACGAGGAACACTGCGAGCATGAACAACGGGCGACCGCATACCTAGAACACCCAGGCGGCTGCCAACTGAGCACAGACACTACAGTAAGAAGGGGAGTCTGGAGCTACGCTGAGCGGGAGTCAACCCCGTACCGTTCCTACGAACATAGAGGAGACGTGTCCCCTACGGGGGAAGAGCTCTCAAGCCTTACAGTGAGCCGTGAAAGCTCCTGTGACAAGGCAGAAGGAGACCACAAGCCCTCGGAACATGCAGATGCCGTTACGTGCCAGCTGGACCTAACGGCACCCCACTCCACTCCCCTCAGGTACCACAGTTCGGGTACGTAGCATGAGCACGAGCGCGCGAGACCACTAAGCTAGACCGCCACGCCACAGTGGAACCCCTTGCCTGACCACATGAGCCCCCAAAGGCAAACGATCGGGCCCGTTGCAACGGTACACTGGAGTCACCAAGGGCATCAGACGTAAATGCCACGGCACCTTCGCTTACAACCAGTCTGTACGAGCTCACACATCGTTAGGAGCGCGCGTCAGCGTACCAGTGACCCCTAGCCGCCATGAGCATGTACCTCTACCTGGACCGGTCCCCACGCGCTTCACACCCACCCGGCACTCAGACCCAGACGGTGCGTCTCAACCCTCTGTCACGCTCAGGCCCACACATGAGGACTCAGACGGACCCCAGGTGAAGCTGGCAATGCACTGGCCAACAGGGAGTAGACCCAAAGGCGACACTCCCTAGCACCGGTTCCCCAAGCTCAACAGGGCTGCAAGATGCCACGGACCGTGTAGCCGCAAACAGGACAAGGCGTGGAAGCTTCAGAGGACACGAGCACGTACACGTGAGAAGCGGATGAACTCCCGATCGCGCTCCACTCCTAAGGCCGATGTGCACTCTCATTCGCAGACCGCCGGCAGGTTACCACCAGCATTGGTCCTCAGCCACAGAGCCAAGACAGCGCGAAGGACCCACCACCCTTCACGGTGGAGCAGACGTGCACCAGTCACGGGGCACGTCGAGGGGGCAGTCCAAGGCCATGGCGAGGGTAAAGGCTATAGGCCGGGACGCGGCAGTAGGAAGAACGCCGAGAGCGACCCTTCCCAGGCCCGACGCACTAACAACAGACACCCGGAGCCCGAGCCCCTCAGCAAGGCCTGCGTTAATAGCCGCGTGAAACGCTCCCCAGCCTCCCAAGGGCGGAACCGAGTACACGAGAGGGCAAATCCTCGGCCACAACGCCAGCGCCCGGCAAAGGTGGCGCTTCAACAGCAACGCACTCGCAGCTAACGCGAACCCTAGGAGGGATAGGCTACAGGTCAGTCCCATACGGCTCTCACTCCAGCTAGGCACGTCTATACGCGAGGGCAAGCCCACAGAGCCCGAGATGCGCAGGGAGGCCTACACTGTGCGAGGCAAGCTGAGATCGCAAGCGCTTGCAAGGGTGCAGCCGACCAGGCCAACGATCGAGACGTGGGAGGACCTACCCACGACACTGGTCCATAGGCCTCGCAGGGCACGCGTACTAGGAATACCCCTAGACGGGGACGAGGCACCTACAACCGTGCAGCTCCGGTGCGGTGCAACGCGTGAAGCCAAGCGAACCGCAACCACAATGGGGCTCCACCCGGGCACAGCTACTAGCCCTGTCATGCTGAGAGCAGCGGTACGGGTCCACGGCCTAGCAAAGGAGCACTGGCGCCCACGTAGAAGCAATAAGAGCAGAGTGCAGTAGAGGCTGACGTTCCCTAAGCGTTCCAAGCAGGCTCAAAGTGCCATCACGGTGGCAGCCCCCACTCACCACCACAGCGACAGCCGACAGGCGCATGCACACCTCGACGTCAACCGGCCCTCAAGTGCAACGAGTACGTAGCATACACTCCCAAGGGGACCCACCCTGCTAGACGGCCCTGGCCCCTGACCTGGAACAGCACAGCCCACGGGGGCTCACAGCACACTGGCACCCGCCCCGCCGGGGGCAACTCGCCACACCCCCAGCCTACTCATGCGGCAGTACAGCTACGCTCTAGCACCAAGCACGCTTCGCAGTCGCCCAGCCAACTCCGCCTCCCGATCCGACACACTCAGCGCTACCACCCTGCGTCAGACACAGCTGTCCAGGCAGTCTGCAGCGCAATACACACCAAGCCAGGGGCCTGAGACCCTCCAGTCGCTTAGCCGCATCCCAGGCCGCCGCGATAGCACTGCATACGCAGCCAGCCCAGAGCATGGCAGCATCCAAGAGGCAGGAGTGTGACAGCCACCATCGAGCCAGAGACACACTGCCGTTCCAGCCTCACCCCACCCGGAGGGGCCACAGAGAAGCTCCCGTACAAGCCTCGACTGCAGGCGCACAGGCGGACCAATGCAGCCCCGCGAGACCGCCCTACTACACAGCCTAAGGAGGCCGCAAGAAGGCACCCCTACTGGGCTGGGCGACCACAACCGCCGCCTAGCCGACGTACACCCGGACACCAGCCCCAGGCACCTGACGATGCATAGCCCCACATAGGGACAGACCAGAGTCCGACTCAGCACCCCCTAGCAGAGGAGCCGGCGCAGCAGTGGCCCACAGCAGCTGGCAGTAGGCTCAAGCTTGAGCGTAGGCGCACTAAGCAGAGACCCAGGAGCCCCACTCACACAGGCACGTCACCCAGGGCCTCTCCACAGGCGCCGACAGGCCAGCAGATGCGCAACGGGCGCTTCCAGCCTGCGTGCCCCTCACAGGACCCAAGGGAGCCCTAGTGTGCAGGACGCCCACGCATACCAGAGCGCGCGACCGCCCAGGGCCCCTTAGCCGTACAGAGCGGGAGCACGGTAGCCCCGGCAGTGGGAGTCCCCACACCAGGGACAAGCAATGCACAGGCGACGTGAGCACTAGGAGTGCACGTTGAGCCACCGCGTCCCTGCGCGGCAGCTCCTCCCAGCACCTGCACCGCTAACTCCTAGCCCACCTACGGCTCGACTGCCCCCACGGACCTGCACTGCTCACCGCCCGTAGAGGAGCCTCCCCAGGCCAACAGCCAGAGGCGGTCACAGGGACGACAGCCCTGCCGCACCCACACGTCGCCAGCAGCAGAGAGCCCCCACGGGCTACGGAGCCCGACCGCGCTCCCCGAGGGTCGCAGCTACACACTGCGCAAGCGGCCCCCTCTCCGCGTCCATGCTCCGCACCCTACGCGCAGGCAGAGGGGCATGCCAGGAGCACGGGGCTGCCCAGCGGAGCACTGACGCCAGGTGCCAGTGCACGCAGCAGCACAGCGTCCAACGCGGCACAAGACGCCTGAGCACGCCCTGCACAGAGGCCGCAGCAGCCCGCCTGGCCCCCGCAGCTGCACGCGGACCCTGCAGCGGGCGTCCCCTGCACCGTGGCCTGCAGAGGTCCCCGTGCAGGGGCGGGCACAGCCGCCACAGCCGTAGCACGAGGCAGGGCAGCAGGGGGCCCGAGAGCAGGGCGCTGCTCCGGACCGAGCCCCGAAGCACGCCTAGCTGCGATTGCAAGCGTAGGCACAGGCTCCGGGCAGAGCACCTGCGCCTCTGCACGGCCCGTACCGACGACAGCAGCCAGCGCCCCGCGACAGCGCTGTGCAGCGTGACGCTGACGCTCGAGAGAGCTCCCGCAGCCGCCGGA
AGAGAG
AGCGCA
CATGCGACGTGCCGTGCAACACGCCACGCACACACGCGCACAGCACACCGCACGGCACGCACGCACGCGCACACGCGCCACGCGCGCGCGCGCGCA

ACACACGCGCGC

GCTAGAAGCCAATACTCAGAGATCCCGTCCAAAGACATGTGAGATTGACCATTCCGGCGAACCGAAACAGATATGGAAAATCACATCCACCGCGGACCAGAACCGAAGATGACAAAGTCTAATCGTAATCCTATTAGGCAACAAGATTACGTCGACATGAGAATCCCACATTCGCCGGAACCTCGCATCACACCCAAGCAATTGGGGCAAATAACCGTTGAAAGGTTAATTCCCACCAACCCGAGCTCGCCAGACTGAACTTCCAATAGGAACGGGAAGCGACTCAACCCTAACAACTCTATCAGGATGATCCAGTTCAGAAAGAAAGCGAACGTCCGAGCGATGGTAGTCTCAAATCGAAGACAAATTGTGCCCGAAGAACTCCGCCGAAGCAACACGTTCCGCAAACGGGCCCGTTGCCTTGTAATGATGCCGACGTCAGAAACTCATACCAGACCTTCGTCGGAAGGATCAAAACGTATGTGGCTGAGACATTCACCTGGATAACTAAGTGGAGCTTAAGCGCGAGGGTTAACGAGTAGTGAACAAGTGAGGTCACAAACCGAGATACAGAACATGTCCAAGCAACTCTTAACGTAACACCGGCGTGACGGGTAACACATCAATAGCCTCGTCAACTGAGAACTATAAGAAGGAGAAACCTGAACCTAGGAAGTAACCCGAACGTTGTAGGAATGCAAAAGCGCGCCGCGACGACGCCTAGAAATCCCGAAGTAGGTGGAAACCTTGAAGACAGCTCAAAAGTGGCGTGTAATGACCGAGTAAGTAATACAACTGAGTTGCGAGCAAACCAATCAGGTAAACCGTCAACGAGACGAAAATGCCCCCGACCCTTCAATCTCCGTGAACCTTCTAATGTCGCCGACCCCGGCAGCCATACTTATCCTCATACTAAAGCTTGTCCAGTCGCATCCACATGGGAATACTATAGGACTGTTACCAAGAAAAGAGACGTCCACGCCAGAAACCACGTCGAAGATGCATAGAAGTCTAATGGCGATTAAGATAGGCAGTGCAATACTCATTGAGCCGCGGGTTGGACTGAAGAGTCTGCTAGACCTCGGCATAACGCAACGGCGATTCACTTAGGGTAGAATGGGGGGATGAGGTTGAATAGACCGTAAAAACACCGATGTATAACAAGATCTAAATTCCCTATCCACGGCCCGAAACCGAATAAACGCGATCTGGTATACATGTCAAAATGGTGATGCCACCTTAATGGACAAAGGGAAGAGAGAAGTCATTGGAGATACAGGATTAAGACATCGTCAAACCATCGCAACCCTTAACAGCATAACGATACATCGCTCCGCAAACCCTCTGGTACGACGAGTTGCAATACAGACTGATATACGGCGACTCCATCACATCCAGCATGTAGTCTGACCCGAGACCCATGCATACACTTGCCGGACGCATGGAACCGCTAGATCGGTACCAAACTACACAACCATGGTCAGTCGAGCGGAATACGGATCGTAAGGCAAAGGTCAATAACCAACGCGACCCAACCCGTCGCGAACGCTACCACTGCAAATTGCAAACCACCTTATAACCCCCTGCTAAACGTACATCGCCCACTTAAAAGGTACTTACCTTCCACGCGTAATCAACACGCAAGTCCCACGGAACGATGGAAGGGATATCGCGCTAACCAGACTGCGACAATCAGGAGGCCAAGATACCAGTCAACAATAGACTAACAGTCCGCGGTAACGATCGATGTAGATAGTGACGATCCATACGCTAAACCAAAGGCATCTCAACGTGCGCCCAGACAACATCGTACCTGTATACCCAGCATTATCCAGACAGTCAATGCTAATGGGAGTCAGAATAGTCTAACGAGTAGACACTAGGCCACGACGTACGATCGTCAACCGGACTGGGGAGCGAAATCCCACAGTAACCTTCAGACGGGAGTTAAGAACAACCCGCACCCGTGTGTCACCAACCAGGGGACCCCCGGGATCCGTCTAAAGAACCCCAACAAACGACACCGATCGTATCGTCGGACTAAGAAAAGCTAGTCTCACACATACCAGTACCTCGCGCCACAGTATGAAAGCAGGTGGAGTATGAGTGAGACCCCAAAAGACGAAGGTCCATGTCACCGCCCGTAGCAACAGCTGTACAACTGAGACCGACCGACACTACGTAATGAGGATCCTGAGGCGAGCCTAAAAGCTCAGGATAGAAGGAGGTGACAATGGGCGAATCAACAGACTAGCCGACTTACTGTAACACTACATCACCTCGAGACAATCACTCGAGGCGCAAATCATGCATTAGAACAGTACACTCAATGCTAATGCAGTTACAAGGTACCATAGCCTCTAATCCACACGGCACAAAGGCTCTAGACTATTAGCCCAAAACCTCAAGGAGAACCAGCGTATATAGCGAACGAGACGTGAAAAGCTGAGTGATGATCACAAGAGGACGCAGCAACCCACCTCAGCCAACCCGATCCGTACAGAGGTAGAATCCTCACAAACTACACTGTCAATGGAGCAAAGCAGCCATCTCGTAAGACAGGAGAACATTGGGCCGGGCGCAGACATGCATAACGTAACTGCGACTTCGAGTAGAACTCCAACATGTCGGATAGTCGAACATCCGAAGGGTCTCCAATGAACAAGTTCCCTCATCCTGAACCACGGACGGGAAAGCGGGCTCCGAAGAAGGGTGACACCTGACGATCCACATTCCCGGTGAATAGGGCCAAAGATGTCATCACCAAGGGAAACGGAGAGGAACGGTATAGATGCACAGACAACGTTAACTCTACCCAGAGTATCAAAACTCCATGAGAGTACGGGTCGAAGAGTCATCAGCTAGCCAGAAGACCCCATAGGCTTAACCGCACTCGGACCTCCAATCCTCCCATGGGACCTACCCTCAGCGATAGTGCGACTCTGACATCAGAGAGATACTGTCCGAGTCCACCAGCCATCCAGGTTGGGCGCCATTGCCAGAGAAAACCTGCACGGCACTATCGCGACCCCGTCAGTGGTAACGCCTCTATACTGACCAACATGGAACGATCGATGAGCGAAAAACACGGGTGTAATCTGCCACTCGCGTCCATCTCCACGGCGCCGTACCACAACTCTGTGAAGAGTACCCACGCATATGCTTCACGGTTCAGCCTGACTGACAAAGAGTAAAGCCCTCAAGCAGCGCGCCGCCCATTGCCCGTACAAGTGCGGGTGAGGTAACCCGAGGCACTGAGACCTCAAACGAATGCCCACGACCCAAGCAAGTAACAGGTTCGGGTCAGAACAAAGCTTACCGATACAGAAGCAACAGCGAACAGCTGAAGAGTCATAGAGACCAAGGCACAACACACTACACCTAACGCATCGGTACTATGCAAAGCTAAGATGCAGACGCCTTGGCAGCAATCCGGCGATCCTAACGGATGGGACACTACTCGTCCGACCAGTACCACTAACTAAGGTGTTACCCACCCATCGGGAGGGACATTACTGCCAAAGCGAGAGGAGAAACCCGAGTTCGGCCTACGGCCGAACGGTGGCGGTAACCGTCCCCTTACAGACGAGCGGACGAGTATAGTGAACAGGTAGCGGCCCAGCGACCCAGAACTGCCACAAGTGGGAAAAGGCCCCTTAGGACACCACCCCGCGTTTCCGGTCAATAGCAACCACCCCATGACAACCAAGGCAAAGTCGGGACATCAGTGGGACAAGGCTGATCACCTGGAGGTAGAACGCTGGAGTACAGCAAAACTAGCGGGGACCCGGCCTGGAAACTGACTCCCGAAACAGGGTCCACGCTTTACGAGACACCAGGAGCTAGACTGTACGGCAAGACCCCCAGATGAGGTGATGGACACCACTCCCGCCGCGCAACGAGACCAACGCACGCCAAAAGGGACCTACCCCCTACGGCAGAAGACCAAACGGCCGTTAACCAGTCGCATCAACCCCTTCCTCACGAAGCAGGAAGGGCAACGCTGACAAGCATCTTACCCAGACCAGTGACCCAACGCGCACCCGGCTAGTCCTAAGGCCGAGAACGCAAGACCCCTTCCTTACACCTAGAGGCTGAGAACCCCTACAGCCACCAAAGGGGACCCACAGGGTCCAGCGGCATACAACTCGAATGCGAGTAGGACTCAGAAAGCCAGGGATAACTATGAGCACTTAAGCATCCCCAGCCAGAGAGTACACATACAGTACAAGTCACCGGTAGGGACACGCAAGAGCTTCAAAGGCAAAGCCCAGCTCGCCAGGAAGGCCTAAGCGCCACGACCATCGAGCTATAATGCCAAGGCGCAGGCTAACCACTAGGGTAAGGTGGCAATGGGGTCCAAGCAAGCCCTAAAGTGAGCGTAGAGTGCTAAGGCCACACCTCGAACCATATCGACCCGCGGTCGTACTGGCAGCAACACAGCTACTATGAGGGAGAGGTTACACCCCACACCCAATAGCCCTGACCAGAGTGGCGTGAGAACACCAAGGAATAGAGCTGCGATAGGGAGACCAACATGCCACAACGGGCATAAGGCGGCAGTAGCAAGGGCCTATCGAGTGAGTTCCACTCACCCAAGAGATGAGCATCCCCACGATGCGCTGAACTACCCAGTCCCTCTACCTGGACCTAGGAAACGTTCCCGTAGACGGCACCCTAGGAGGAAGCGAACGTGTCCCTTCCCAATGCACCTCTGATCCCCCGTGAGACCCACCCGCCAAGAGCTCTACAACTCGCAGCCGCCCGTAGAGTGTAACTCAGAGAAGCACCGAGATGACGGGCGCAACAAGCCTCCACCGCGAGGTGTAAACGAGGAGCTATACCACAAAACGCATCCGCCGATCCAGTAGGCATACCCTTGCCAGCGATGCGCCCCAACACGCCCTAGACAGAAGTCAGAGGGCGCCCATCGCATGAGCTCCAGAGCTCCGTTAGGTTCGAAGGGCAACGTGGGCGTACACACCGATGGCACTCGAACGGTCCGATGGCCCATAGAGGGGGACGACGCCATACGTTCTACACTCAACCTACCGACAGAAGCAGGGGAACACACCACCACCCGTCGCACCCAGCCCAGCCACTCACAGACCCCCTCCCGAGCTACGGAGCTGCGAAGGTACAACCATGACGCTAAAGGCGCTAGAGGAGGAACCCCCAGCTGTACCTCAGACGTCAACACTGATTGGCGCTCACACCGGTCCCCGCCGCGTCGCCACCCACCCCGAACGCACACGTCAGTGGAGGTCCGGAACAACGGCTCTCCCAGCTGGACACATACCCCCCCTAGTCAAGCGTATTCCGGGCTAACCTACACGTGGCGAACGATACGAAACAGACCTCAGCACCTCCACGGTCACAGTCGTAGCAGCCCCCAGACTCGGGCCCACAGCTCCTAAGATGGCCCCAGCAGGACCCCAAGGCGGACGAGCACAAGAGACAACACCCCTGCCACAGTACCATCCCGACTCCCTTCTCGGCCCACAGGTCCAGGCAAGGATCATGCACATGGGCGCGAGCTCCGGACTCTTCAGCTCACCATCGCACCCGCAGCTGCTGGGACTCGCCTCGTCAAGGCATAGTGTCTAAGGAAAGCTTCATGGCACTAGCAGCTTCACAGGAGCACGAGCGACAGTGCAAACCGCGCCGGTCCTGTTCCTTCCCATTCGGGCACTAGCATCCCCCCTAAGAGGATGCCCAAGCTGAAGCCCTAGGGACCGCCAGAGCTCCAGGGTGCCCTCGCCTGCGCCTCTAACTAGTGGGCGAGACGACAGGACTGAAAGCCAGCGAGGGCACCTTTGCCGGGAGGTGGCAGCAGGAGGAACCCGTAAGTCTGCACAAACGCGACCGCGGCCAACCTGCCGCTAGCCTAGCAACGCCACCGGGCACACCCGTTCAACTCTGAGTGCGCTCGCAGCTAACGCGAACGTGCCACCCGTCAGTCCCAGACCTATACGCCCGCACAGCCTCTCAGCAGTCACAAGCTACCAGCCAAAGTCGACGGTACAAGCGGCGCCAGACTCAGGGCCAAGGCTGAAGCACCGGCAGGGGACCCGTTGAAGTAGCCCAGAGGTTAGAATGTGCAGCTGGCGCGACCTAACAAGCCACCTGTCCCGGAGAACTCTCGGGCTAAGAGGGCAGTGACCCGGACAGGACCCCTAGACTGCTATACCCCTACACAACTCCAAGGCTTAGGCAAGGAGGCCAGGCCACATGCTCCCCAGCTTGGAATGCATAGCGCGAGCCGCTTGAAGACACCATTGGCGCGGCGATAGCAGCGTCACCCTGAGTGGCAGTGTGCGTCGCCCAGACAGCGCTCACAGACGGGTCCCCTGAACCAGCCACTCCCACTGGGGACCATGAGCATGGCCAAGGATGCGTCGAGGGGTAATGCAGACGACTCGTTCCAGCACAAGCCGGGACCACCCACGGCTGTACCGCATACTACCCAAGGTGACGTAGCTCACACTGCTAGCAGTAATCGTGCCATGCCCGTGCCCTACGCTCTCATCGCGATACACAATTGCGGCTACACCTAGGGCACCCGTGGGACACCACAAGCCTCGCTTAACACCTACTGCAAGAGCGCTTCGCGACCGCCACGCCCCACAGAGCCCAGCCGCAAAGGACAGGACGAGCCTAAAGGGCCACGTAGGCGGAACTCCCGGAGACCTACGCCAGGCCCCCCACCGTCAGCCGCCCACTGTGACAGTGCGGCCCAGACCGGACAGCCGGACCGCTTCCAGCCCGCCTGCCGCTAGCAGGACAAGGTGCCCCTCCGCCTTACCCCGACTCCTCTACGCAAGCATGGGCCTACATAGGACGAGCGCCACAGCCCACATGCTCCTATGCCTCCTACTGGCCGGTCACACTGGCAGAGGCGGGGGAGCGGCACGTGAGACGCTCCAGCTCCTGCCCCCCCTCCACGGGCATGCACAGGGGCACGTCCGAGGCCCACCGGTACGACCGCAACGTGGAGCCTCCACCCTCGGCCACGGCTCAGATCGCGCCTCAACAGCCACAGAGCCTTGCCCACACACGGCGCGCTCCCCTGAGGGTGCAGAAGCCCACAGGCCCACAATGCTGAGCACCAGCCCCAGCAGAACCACGAGCCTGACATGCCTGAGCGACGCCAGGCACACAGGGGAGGCACGGGCAGGCACCCGATGCCGTCTAGACACACTGGTCATACACCGCCCCAGCGTAGCCGGACACCTGGAGGGCAGAGACCGTCACGCTCTAACGACAAGCATCCCCCAGCTGGGCCTCCAGAGTACTGAGGACAGGCAGCAGGGACGAGCAGCGTTAGCACCACTTGCAACGGCAGCATGCCTAGGCCAGAGAGTGTGACAGAGCGAAGCAGAAGGCCCAAGCAGCCAGCGGTTCCCCCGGCGCAAGGGGTACAGGCTCGCAAGCCTAAGCGCTACCACCGTAACGAAGAGCGACAGGCCCAGAGCTCCTGGCAGAGCCCCTGCACCCAGGAGCAGCGCCCCACAGCACACAGCACCGTTCACTCCTCCTGTCGGTACCCAATCCCGCTTCGCGGACCGCGAAGGGGCACAGAGGGAGGCCAGAGCAACGTCTCCTCCGGAGCCAACTACGCTGCTCGGCCCCACAGGCACGTGACGCCCGCGGCTCGACGCACAGGCGCTCTCCGCGTCAGAGTCCACTGCCGAGTGCCCGCCAACGCCGCGTGCCAGCGCCCTCCGCCTAGCAGGGGACCCTCTCGCAGCACAAGCCCCGCTCACACAGCGGGGCGGAGCAAGGACCCCCGGGGCCGGCGCGTCCACGTGCCTGCGCCCTCACGCTTACAGGGGCACGGGCGCTGCCCAGCAGAGCTGCGTACACCGGTGCAGGGAGACGCGTTGCACACCGCGCCCACGCCAACGCGGCACACAGGGCCTGCACCTGCAGAGGAGCGGAGCCCACAGCGCCCGCCGCTAAGCAGGCCGAGAGGCGGGACCAGGGCTTAGCGAGCCCAGTCGCAGTGCCGCAGCCACGCGGCCGGCCGACTGCCAGCCCGCCAGCCAGGAGCAGTGCGAGCGCGAGAGCCGCAGAAGGGCCGAGAGAGATTGCCGCGCCACAGCGCCCTGCCCCGCAAGCAGGGCTCCCACGCTGCGCAGCGGCTACGAGCACCACTGCACACGGAGAGAGGCTGCACTGTGCCGCCTCCACGAGATGCGCCAGCCGAGCGTGCACACGCGCTGCCTCTGCAGCGCACATGCGGCACAC
GGCGTA
CCGCAG
CGAGGA
CGTGCA
GTGCAC
AGCACG
TGCGCA
CACGCGCACGTGACGCACGCACGCACGCGCCACGCAACACGCCGCACACGCACGGCGCAC

CGCGCAACACACCGCGCGGCGCGC

CTATGACTCAGACTTGAACATAACAGTTCCCTACTAGTTAGAACCAAGCGCGGAACCTTGCCGAAGAATGGCACATTCGATGGAAGACGGAATCGTCGGTGACCTTGAGATTACACGGCGAAGGATAAGGTACCCGGAGGTGAATCACAAACAAAGAGCGAACTTACCATTGTACTGTTACCGTGAGGCTTAAACCTAACCGCAAATTGCGAGGTAACTTAGGAATCCGGTGGACGAGTCATTGGGGGCTAAAACGTCCACCGACAAGTAACCTATATTAGACGAGCGCTGACACTTAACTCACCAAATCGAACGAGGAAACGCCCCGAACATACCCGCCGAATATACAACGATAGCGATCGGGCCCCCTAAGACTTACGTCCACAAGACAATGAGACTGAAGAATACCCGACGCCTAGATCAGAATTCCAAAGCCGAATGAACAAACAGCCATCAAACAACAAGATGAGTAAGTCTGAACAAACCCAACTAAGACCACCCCGGAATGGAACGACGAAGGGTACATAGAAGCAAAACCGAACGTAAGAAGGATGGGAAAAGTCACACATCCTAGTACAGATCATTACCCCAAAGAACAGTGCCAAACAAGTCCTCATCACTTGCCATCTAGACCTAATCCTGAAGCGGCTAATCATCACACGACGCCCATTAAGGTATCTTCGCAGTTACATAAGCACTCTATAAGGAATACAGCCCAACCTAACAATCGAACATCACCTAAGAAAGACCCTAGTCAACCGTACGGATAGGTCGGACAACGCAATATGATCAAGGCCGTACGAAAATCAGGTCTCACAATAGATGCCACCGACCGGTTACCATTAGATAGTGGGGGGATGGTAACTTCACCCAAGATCCTAAACAAGTCACTAAAACCCCGACTGAATCGCAAACCCGAGTTCGAGTGAAATTAGGTAGCAAAAGTGCCACCAAATGGCGACTGTCGCTGAAAGGTTAAGGTTGAAGCTTGCATTAATGTAGCGGACAGCGACATCGGCAGTGATATCAACAACACAAACAATAATAACGATTCGGCAACGGGCCAGACCCCAACTTGCACAGGCGCGCCAGCGGTCACGTAAACCAGTAAAACTCCGAGAACCACTAAGAAGAAGTCGGAAATGCCTGATCCTCTTCGAGTTAAACGCGCCAACCCCAGAACCACAAGAAGTCTCAGGACCTATCCGAAGACGACCGGGATTAAACAAGGAGCAAAACGCCCGGCAAGACGGACTGTCAAATCCCTCCCAATCGACAGGAGAAAACCTCAGTATCCGACGAATGGGAATACTGCCGCTCACTGATAGTCCAAACCTGCCCGAGCCCGGGCGGACGACGGTAAGATCGATTACGCGTCTAGCGCCAAAATCGAGTACAATTGCCCAGGTAAGTCGAGACCGATACGGACTGAAGGGTTCACGAACGCAATGCCATTACACGACAGCCCGACTTACACAATTCACTAGAATGTGGGAACCCGGAAACACGTACATACGACACTTCCGCGTAGGGCAATAGGCAAGGTCAGGCATAAGATGGACCAGAAGTCTGCGGAACTCATCACACATATCCTCAATTCCAACGCGTATCGCGGGTACAATAGCGCTCCACATCCCAATAAGACTATAGAACTCTCCAAGGCTAGAAAGCGTCCGGTAACGGTAGTCTACACGATCGCGTCGCGGATGAAGAACTACCGGCACGATCCATCGACGCAAGATTACACGCCCACGTAGAGACTACGAACTCCCAGTCCGTCGATCCAGAAGCAACCTTTACCGTTCCTACCGAAAGGCGCCACCGACCGTATAACGACAGCAAAACTGGCTCTAAATGATCCGTACGCGTTTCGGCCTAAAAGGCATCGTCCATGGAACAGTACATGAGGTGTAACAACTGATAGTACTTGGACCTACAAGTCAGAGATAGAACTAGCATCCAGTCAACGTCTAACCCGTACCGTTCCTATTCGGACTAGTATACCAATACACCCAGAACGACGCTCGAATTGCAGAGAACTCGCGAAGTGACAGTCTCGCTATAACACATTGGCAAAAGTGTCATGGGAAAGCAAAAGGGCCCATCACACCACTCGACTGTGAAGATGCAAAGACGACGCTGCGGGGCATACCCAGAGAACAAGGAACCGCCAGTGGGATGAGCCTCAAGGTGACAACTCCAGTAGTAACCGACCGGGTATACGTAATGAGGAGGTGGCAGGAAAGGCGAGCCTAAGCAGAAAGTAGCAACGGTCGAATCCTCCAACCGAGACTACCAGAACTAAAGGGAGCAACCATCCGGCGGACCCTCGAGGACGTACAAGGGTGCCAAATCATGGCTGTAAGTCACCCAAGCCTGTACGTCTTACCACCACGTTAGGAGCGCCAGAAGGTCAGACCCCGACGGTCCTACGCAAGTTGCGGTCTAATCCTAAAGAAGGCCCAAAACCAGCGTATACTCTTAATCAACACAAGGAGCTACACTCCGACCTCAAGATACACCTTCGGTCACAGACCCAAGACAAGCTCGGCTAACCGTGAGACGCTACCGATCAGTGTAACTCAGAGAGTAGCCCTACAGAACCTCGTAGCCGTACATGACGGGGAAATGCATGTGGAAAGAACAACATGTGCAACAAGTCTACATCCGCATTGATGAACACACAACCGTTTAAGTAGGGATCGCGCCGACAACCATGGGTTACGGGAAGCATGACTTGACACGGTCATTCGCCCGGACAATGCTCTTGTCCCATACATAAGGCATTCGCCGGAACTCTACAGGTAGAAGGTCACGTTACAACCAGAGTCAATCGGCCCGAGCCAATCAGAAGACCTTAAGACGGGAAGGATGAAGCGACTCGGAGACGCCGATACCCCGCAGCGAGGACGGGCATTGCAAATACTCAACCCAAGCGTAAAGCCCATGACGATCCCCCAAAGCGGGACAGTGGTAACACGGAGCCAACGCAAACGTTGCCCTGTCAAAGGTCCTCGACTGTAACAGATGATGACCAATCCTACGGCAAGTTAGACAAGCACCTGGACAACCATGGTCAAGTCCTACTCACCAGACAGCTATCAGTTCACACCGGATACACGCTAGGTGTCAAAACGGACCACAATAGAGGGTAGAGAGGAAGATAGAACCCCCACTCTGATGCCCAACCCTACGACCGCGAACCGTGACAACACCCAACTCAGGTACCTGAGAGTTTGACATCTCCTCATATCAGCACTTCCCCATCAGGCCAACGCACTAATGGGCCGACTAACCCGAACGTTGCTTGTAGGATACAAGTACACCCTAACACTAAAGAGAACGGACGGATCACCAACACTTGGCCCATGAGACAGAACGCCCATTCCGCATACAACATGGCTCTGAGTCCAACCAGCCAGATCCGGCAACCACGAACACGGGCAGAGACGTCAGGAACGACCTTCAGTCCGAGAACCACAATTGCTTCTAACCAACACAGTCATGTCGCAATGGCCGGCATCCACACCACTCGCGGACCAGTCGCCCATACATTCCCACCGCCCCGCCAGCTGAAAGGTGATGGGGATGCTAAGTATGGATAGCCAAGTGATCAGGTGCTAACATGTAGTAACAAGCGAGACGCCAAGCTTCTAGGGAAATGGGGTTCTAATCGATCATTGCAATGCAAGGAAGAACGTGAGCGGATCGTCAACTGAGAGGCATAAGCCACCGGGACCTTAAACTGGCGCGGCAGCCACAAAGCATGTAGGAGGTGCAAACTGCAACCACAGAACCGTTCCAGTGAACAGCGCAACCACCGACGTCAGACTGAGTGTCCTACAGATGGTGAAGGGGAGGCAACATAGCCGGGGAACTACCACTGACGCACCAGCTAGATAGAGAATCGTGTCCCGAAACTCGGTCCACGCTCAAATACACGATCACCACCCAACGGGGCCGTGCCGAGACCGTGCCACTGTAACTAGCCATCCCCCGACATGGACAGAGTGACCGCCGCGCAACCATCGCCGCCAACTCGCACCTACCAGCGTGCGCCACGTACTACTGCAAGCAAGAGCTTCAGACTGCCCTTACACCACTTACCCACTCCCAAACGGCCAGACAACCCTCAGGTCCAAACCGCAGTAGGCCTGAGGTTGACCTAACGATCCCAAGTCGCTCGCCAAGGGCCAACAGCAAAGGCAGTCACGCACCCGGCTAGCGGAATCGTAAAAGCTGGATTCCACGTATAGCAAGCAATGAAGTGAGCACTCAGCCATACATGTCCCAGAGATGCCGACCCGGCCACGGACGCAAATGCGAAAGGCCAGCTCAATCTACAGCCTATATGCATAAGCAAAGGAGCTAACCACCAGGCCGCGCCTTCTCCTTCGAGCAGTACCCAAGCCTCACCAACCCGGTACCCCATGCAGTGGACCAGGAAAGCGCCACTCCTAGCTAAGGCTACCCGTCTCACGACACTGAACTCCCGGTCCAAGACCTGTATGACCTGTATGGCCAACGTCTCCGCACCAACACACAGCTGAAGCATACAGACTGTGAAGGACTACCTACAACACGCCGTCCCCTCTACCCGCGGTCGTAGGGAGAACCCCACACAAGAAGAGGCCACCCTGAGCAATAGCCCCATAGAGCAATCAGGACCCCTGACGTCCCCTCCGACCGCCCCGGCCACTAGCCACCCGCCCGCTAAAGCAGGTCGACGCATCCGCAGGAGAGCTAGCGGGAAAGGCACTTTGCCTATACGGATCCAACGTTGACGGCACCCACGCTACCATGGCACCCCTCCAAGCCACTCGCGGGGCATAGACAAACTCCGTCCTAGATGACGGAACCGGGGACACATACAGGCCACACCTCAAAGCGACTCACCGGCAGCGCGAGCCTCCAAGACAGACTACGGTCCCACTCCGCGCTTTACACGCCAGTGCCAACAGCATCAGCCCCTTAACTAGGAGGTGACAGCTACCGTCACCGTTACGACACCCCACAGGAGACAGAGACCCCAGATGCCCAGCTTACAGGGGAATGTGCAGCTAAACACGACTGGGAGGGACCTCCCCAAGGGTGGCGCGAAGCTAGGCTGGAACACCCACGTAGACAGACCTGGACGTGAGAAGGATCAGCAGACAACCGGATGGCCCCGGCCCCTCATCTCCATCTGCAGGCCGAGAATGCCGTCTCGACTCCCATAGGCTCCAGGTGGGAAGATGCGTCGCAACACCTACAGGTAGGGTCAGCCGGCCAGCGCGAACCATTGGCACCGGTAGCGCGCCCCGCCCGCGACACCCCGAGGGAGAGACACGCGCCAACGAGCCACGAAGGAGACCTGGACAGTGAGAGTCCCGCCTCCGTGTAGCCGGCGCGTCCAGCCAGGACTCAGGCACCACCTCTCACGAGGGGTGACACGTACCCCCGACATCCCTCCTCCACGGACCCGACAGAAGGACTGGGCTAGCAAGACCGATAGGGACCCCTCACCTGAGACTCAGGAACGAACACAAGAGCCGCGAAGGACCCGTGGCAGACCACCTACTCGTTGCAAGAGTCAGCATAACGTCCCAGGTCAAGGACAGAGCGACCACGACGTCGAAGCCTGTGCGAAGTCCCCCATCGAGGGTAATCTGCAAGGCTAGCCATCACACCATAGGCCCCAGCCACCTACGAGTATAGTGAAGGGCAAATAGCCAAGCACTACCCGGAACAGTGCAAGTCACAGGCAGAGGCTGACTGACCCCCCTATGACCAGACCCCAGGGACGAGCCAAGCCCGCCCTCGGGGTACTAGCCAACCTAGCTATCCACGGCCGGGCGAACTCTCGAAAGCAGTACCCGGGAGGATGCCCCCCACCTGCTAGCATCACCCCCAAGGCGGCTAGGACAAGGCGAGTACGGGGTACGTGAAGATTGCACGCCGCCATGGACCGGGAGCGCCCGCTCCAGCTGGAGAGGACCCACCAGCTTGAACGCAATGCACAGGGATCACCACCCTTCCCCTAAGATACGCAAAGCCCCTGAGCTCCCCCGAAGCCGATCAGCATACACTGCGCACCAGACCGCTATGCTCCTCAGCCGCTACACGCGACGCGACAGCCACCCCTCCACGTGACAGCCCCCGGCGAGAGGGATCGCCCCTCGCCAGACCATCCTCAGCTTACACAGAAACACACGAGCACGTGTCACCGTGGAGGCCCTGGCAAACAGGCGGTGCTGTACAGCTACAGCACAAGCCACCGCGAGACATTGGCCGCCAACCTCCCCACGCCCTCCGACACTCCGGTTCAGTGGCAGTGTGACACTGAGCGCTCAGTCCCACGACCGGGTCCGTCACCCCTTCCAGACGGGACCAACAGGAACTGCCGCTGACGCAGACGGGCCACCTGACAGCATCACGACTGCCCGCCAGCCAAGGGCGCACTCGGACCTCAGCGACGTAGACCTGGTCCCTTCGGACACCCCATCCCATGCCACAACGAGGACAGGGTCACTGTTCACGAGTCCACACAGAAGCACAGGGCTATGCCAGGGAAGAGTGGCCTACCACCGGGCTCCAGGGCTAGCTTCCAGCCGCCGTTACCGAACACGGAGCAGCCTCCATGGCCAGTGCCAGGCAAGCATGAGGCCCCTGCCAACAGCCAGAGCTCTGAGCAGGGGGCGTAGCGACCGCAGGGCCATGCTGACGGCTAGACGCGCGTGAGGCTCACAAGAGGCCTCCATCCGCCGATCCGACACAGACGAAGGCGGAGGGAACCCCCAGCTACGCCTGGCCGGTGACCTCTCACCGAGGGTAGCAAGGCTGGGCGTACACATGCCTGCGGGCCACCTTAGCGAAGGCGCGTCAGCTAGCCCACAGACGTGGCGCCGCCTCACACAGCGACCTCTCCGACCCCGGCACACAGCAACCAGCAGCAGGACGAGCGTACCAACCGTCAGGCAGAGACACCTCCTACTAAGCACAGTGCCGGAGCGCAGAGGGCCCCAGGCCACCCTGAGCACACGGAGAACGCTCCGTACAAAGCTCCGGCTCGCGCTAGGTGTACCGGCCCCGGGCCACGTCAGGAGGACTGCTCCGCAACTAGAGCCTGGCACATCGCTCACCCCCTGCGAGTGCCTGGGCCAGTACGCTCACCCTCAGAACGCTCATGCGGGAGTAGTGTGAGTACACCCAGGCGCTGCAAGTGCACACTACACGGTGACGGAGACGATGCGCTGACTGCCCATGGCCAGTGCGGCCCACCCCTACATGCAGCAGCACCACAGCCCCTAGCACTGCAGCCTGCACTAGCAGCTGGGCTACACGTCACAAGCGGCAAGCCGATAGGGCGCAAAGCACGGAGCAGAGCGACACGGCGCGACCACAGAGGCACCCAGGGGCGCTGCCACGCCTACGCGGCATGCAACGGGCCAGTGGAGCTCCACGAACATCGGGGCCAGCGCTTGACGGCGCCGTACCGACGACGCGTTACTCTCCCTGCACGGCGAAGCCTCACGAGCCGCGTACGAGACCGCAGCCAGAGGCCGCTCACCTTGCCTTGCCCCTCCCAGGTGCGAGGACCCTAGCATGCGGGGAGGACGCGTCCACAGGGAGCTCCAGCGGCAGCTCACATGCCAGGAGGTGCCAACTGTGCCTGCAACCCGTAAGCCGCACTGGCTAGGCCCTACGCAATCCACCTGCCCGTAGCCAGCACCCAGGCAGGGGCCTGCCGGCCCAACAGCGCAGCCGCTGCGAGCCCCAAGCCCTCAGGGCCCGCGGACAGGCGACAGCAGCGGGCGGGACGCACGAAGCACTGCGCAATACACACTGTCCCGCATCAGCTGCCGTGGCGAGGCACAGAGGTCCGCATGCACAAGCAGCGCTCTAAGGACCAGGGAGAGCCCAAGGACGCCGTCGAGAACGGCCGCCGGAGCCGGCACAACACAGGTGCTAAGAGCACGGCCCCGACAGGCAGCAACGCATACTGCAAGCCCCAGGAGCAGGCGCCCTAGGCCCACGCCTTAGAGGCACCGCAGCCGCTGCGCCCCCGGACACAGGCTCCTGCGCCTGCTCGAGGGCGAAGCCGGCCCCCGCGGCGCTCCCAGCACCACGCAGGAGAGCACTCCTCGTGCAAAGCGTCAGAGCCCCGCACTCTGCCCAGGGGAGAGAGGGCACGCGAGCAGAGCCCTACACCAGCAGCCGGTCAGGCCTCTGCAGACGTGCGAGCACCGCTTAATGCGCAGCACGCTGTGCAGAGAGGCAGGCGAGCCCGCGCCCGCACACACACGTCAGCGCTGCGCA
CGCACG
GAACGC
GCATGC
CACACG
CACGTG
ACGCGCGTGCACACACGCCACGCACACGCGACGCACGCACGCCGCACACGCGCAGCGCAC

ACACACCGCGCGGCGCGC

GTCGTAAGAAAGAAGAACTGTTAACAGCCGCGTTTAACCAAGCGCGGAAAAGCACCTTAAGTGATATCATCACCTATCAACCACATTAGGATCCAAGTCGACAAGGTACATTCGCCCGGACCGGAATAGGAACTAGAAACAAAGACGTTAAGTATCGTAAACAGAGTCTCGCCAAACTGTCATATCCAATAATCAAGAACTATGATGAAGCTCAACCATAAGGAAACCACTTCAAAAGCGAACGTCCATCCAAACCATAATGTCAATCGAAAGACACCTCAAGGAAGACATGGATACCCAATTGCACATGAGGGTTTAAATTCGAGCGATCGCAAATGAACAAGGGAACTATTCAGAATGCCTCGACCAAGACAGATACCGACGCAATCATACTGAGTAGAAATCTAAACGAGTCTCGAAATTGGAAAGTGTAAGACTATGAGAACGACGCGTCTCGATCAAGAATCAATTGCCAATGGTATACTGCTCGTCGAAACAGGTGACCTACCAAAGAAGTAGACATGCGAACTCATCAAGTCTCATCTAAGATAGACGTTGATGCGGATAAGGACATTGATGCAACCGCGACGACGCCGCGTCAACGAGATCCCGTCCGAATAGTAAAACCTCGCTTTATAGTCAAAGTGGATCGAACTTTCCAAGACCCCCCCCGTTGTAACGGATCACGGACGGGAAGATTGAGCATCAACCCCTCTCATAGTTCCATCCTCAATCTCGAGTTCAATAGCACGCGAACTCAGAACATGAATCGCAAATAGGGGCAAAGATTCCAGTCAGACGGGAACGTCGGTTCTACATAGAAATCGCATAGGCTCGTCAGTTAGAAGATACGTTGGAGCATTAACCAGAACAATCAGCGGCGCGACATCGGCACTACCCCTAGACGTAGGAACACAAAGTGTACAACGGACTTAGAAACCCACCTCACTTACCTATAGAAGACTGGTATCAATGGTGGTGTAACCACTAGCGTGAATCTGGGGCTTACTTTGCCTTCCAAATGAGCTTGACAAAGGGGGAACCCATTCCGTAAGAGTTAACGCTTGACGGCAAATACTAACCATCAGAGAACTTAACGATAGAATCCGATCGACAGCTAACCCATCCCAACTCCGACGAATCCAGCTCTAAAACCTGATGGAGATCTCCCCCGAGAAAGGCCCTCCATCTAGAGTGGGAACCCATACTTGCCCTAACGAAGTAAAGTCGACGGTACGTCTACTAAGAGACACCAAGCATACTAAGAAACAGAACTACATCCCCATGGTCCGGCAGACCGGAATCGAGGACCGAGCGGAATCGTAAAAGGTCGAATGAAAGAGTCCGTCGCGAACGCGCGACCATTACGCTCAACCAACAGAGTAACCGGCCACGGGCATCGCCCGACCAAGAGATCACGAACGCGTACCATCAACGAACAACGAAATTGTGAGTTGCGGCGAAGAAGGACATTAGCACCGCGCGAGAATCGCGGCAATAAAGGTGCCGCGCCGACAACGAGCCGATACCCCAAGCCACTAAACTACTCGGTTCGCAAGAGCTTCACGATCGCGTCGCCTTAGACCATACACAACAACCGGCGTCTCATATACAGTTTGAAAGTGAGACTACTGCAAAACTCGGGACCCAATCGGATACCGATATCGACGGAAGGTCAGAAAAGCCACGTCATCACCAAAGTACCTCTTATAACGAATGATCCTACTAATTGGGCGTACGCGTTTCCACATCAATGCTGATGTAAACCGGATCGTCGAGCGACATCACAGGTTCAGACGGATCTGCCTACAAGATACAAGAAGACCTACAGCACAAACTGATCGAGAGGGCAACACTACAATGGACAACGTTTAGAGAAATGCGTCCCGAAAGGGTACATAGGTCTGAAAGCAAACCAACCGAGACAAGCTTCCAGACCACTGATCGCGACCCATACAGGTAATTGCGAATACGACCTCGAAGAGAAACTCTTGCTAACTCGACAGTACAAGGTAGGGTAACAGCTGAACTCTAAAGCTAACCGCCAGTCGCGACCGCCCCAACGCTGACTAGCCAATCCGCACCAATACAAGAACAGGACGAATCGAACTAGCTTACCTAGCCGACTTACTATCAGAATACAGAACAATCACCCGGACCCTCGAGGCGCAACCCTCGACAACCAGGTTGAGGGTATCCCCAAGGTACATGGTACCAAAGCAGCTAAGTTGGATGACCAGATCAAGTACCCGTAACTACGCAGCCCAAAACCAGCATGCCACGAGCCAGTCCAGAGTGACGAGAAGTGATCAACTGATGTGGAGGACTGGACAAGTCGCAAGTGGAAATCCCTCCAGAAGCTCGATAGTGCCGGAGGACATCCCATGACAGACCACGCTACGTACAAGGCTAGAACCCACGTCTACTGTACAGAACGAACGCAACCCCAGCCAACCGGGCGCCTACAAGAGCACTCCAACTGAGACTCATCGGATAGTCGAAGAATGCCTGATCAGTTTGCTCCAAAAACACTCCTAACAGTTCAGTCATCGCCTAGCCGACAGGCCGTACAGACCGAAGCGTCCCCCTGACACAATGATTCGCCCGGACCGATACACTAACATAGGGCATGTCAATGGGGGTTGAACTGACAGGAAGAAAGCTAAGAGGAAACTCACTGGACAATACGAGTCAATCGGCCCGTGAGACTGAGGATGACAGTCATATGCAACCACGACCGCACGCAGCGCGATAGTGCGAACTCTGGGGAGAGGCCAAAAGGGGACCGAGCGAGGAGCTGAAGAGATCCGATAGGATGGAATGACGACAGTCATGTAGCAGCAAACGGAAATCCCACTGAGAATTCACCCGGTCGATCGATACCTAGCAGAAAAACGCATCCACCCGTCAAACACTACACGGACTACCAGATGGAAGGACAGCAACAAGGGAACGTTCCGATGAGAGCAACTCCACATAAGCGATCTAGGAGAAGATGACCGTCCATCTCCACGGCGCCGTACCGACGACCTGTGACACATAGTCTTAGAGACAAGACCCGCCTGAGTCACAATGGGGCCGCCCGCTGGAACACCGACGTAGAACCTAGTGCAACTCTGACAATAGGTGAACACCACAGAGGTAAGTTCCCCCCGGTGCCAATCTACACTGAACAATGCCACGACCAACTGCCGACAGTGGACAAATGGCAGGGATATGATGGTGAGACAAGAGGCCTTAAGGTGACTGAAGCTTGTCCCACAAGCTACAAGGCATACCTTACCACCGAGTCTACGACTAATCACACCCAAGTCACAACCATTAAGTCTCCACCTACTTCGCCGCTACAGGTCAATGCATACCTTGCAATGAACATGTACGGACAGACGCCTACAGATCAGCCTTGGCACCAGTCAACGAGGCGGACTTCTCGATTACCTACTCGTTGCAGTCCTATACGAACCTTCAATGGGAACCGTGGGACTAAAGGCAACCAGGCCCCCAGCGGACCAGTCGGTGTTAACACGAAGTAGCAGAGTACAGGAAAGACCTACATCCGAGGGACATGTAAGCGAGAACCCGAGCTTCAGTTCGCAAGGACACCACAGCGCTGCAACACTGTCACCATCGCACTCCCTATGCGGGTGAAACAGCGGGGAAAATGCACCCTTAAGCTACCAGACGCCCAGAATACTCGTGGTACGGACACGGGACAGCCGGCTGGGAGACTCCCTGTAAATAACGGACGCAATGAGCATGCCCATAGACAAACGTCGGTCAAACACCGACGTCGGTCCACTGTTAACATCGACGGCCAAGCTGCTTCTACACGAGGGAGTACCCCCGCGTGGCCCCGGCCCCACCGGCTACCATAGGTCAGCAAACTCGAGTCACAGTGAGAGTCTGATACACCCCTAAACGGGGAACGCCACCGGGCGTCAACCTCACGAGTGAGGATCACCGCCGCGCAACCCATAGATGGCAGTGACACAACACAGTGCGCATCGCCGCCAAACACTACCTACCCTGGTAACCTCCCCCTACGAAGCCGAACCAAACGGCCGACTCTGACCACAGTACAGACTCCCCCGCAAGACGACCTCTCCTCTACGATCAACCATGGAGCTACCTGTATGGCAACAAGCGGCGCCAGTACCACATTGCACACCCCGTGGAGACTCACAAAGGAGGCGACCAACGTACGGAAGAACGCAATGCAAGGCTAGCAAGCAAGACGATGCCAACACAAGTGGGCTGGCAAGCAATCAAGGGCATACCCTGACAATACAGCCTATAACAGCAAGCATAATGCCGCCTTCCACGGAGGCCCTACTCTACCACCCACCCTGAGGGACAACGCAAACTCGAATCGGGATGCGAGACCTCCAGCGACCCCGACAGTGAAAGCTCGGTCTATAGCAATAAGCACAAGGCGCCAGAGTCTAAAATCCTACATACCTATAGCAAGCACACCTGGACCACAGCGTCAGTCCGCGGTAACGGTAGTGCCCATAACCACGCAAGCTTGTACTTCCCCACCAGAGTCCAACTCCCGCGCTAGGACCAATCGTACGTAGACTAGTAGACAGACCAGTCCCTTGCCTTGCCCTTTACGGGGTACGAGGCACGACTGCCCGCCTGGCCACCCCAACAGCGCACAACAGTGTGCTGCGATAGGGAACATGGGGCCTAGACCCCGCATGAACAACGCCTAGAAGGCGGTCAGGAATGAGGGCCAACGGTACAACCCGCCCGCTAACGGCGCCGAGGGACGGAACGATGCGCTGACTGGACCCAAGGACCCTACCGTTCGACGGCACCACCCTCTTCAGCGAACTCCCAACCCACATGCTGAACGACGTCGGAGGGCCACCCGCCCGGGAGCAAGCCAGGTGGCTCGGAACTCGCCGTTACGGGGCACATGGGATGCCACCACCAGGTAGACGAGTCGGGGACAAGCCACGCTTAACACCTACACTCCCATGCGGCTAAGATGCAGGGTACCGAGCGACGAGGGGGATAGTACTACACAAGGCCACCCGATCCCGGGTAGAACTCACGCGGCGCCGACCTAAGCGGGCCCGTTGCGCGCCCCAATCCCACGGGCTGACCAGGGCGCAAAGCACAAGGCTGCAAGACGTAACGGCAATGGCCGGCCACACACATGTTCGACAGAGAGTTACAAGGGTGGCGTACCACAGAAGGAACAGGATCCAACCGCGACCCACTGGGCAGGTCACCCAGGGGGGAACCCCCAACCCTTGAGCAACCTACAACCGACGCTCACACCTCGGCTGAAAGCAGCACATGAAGGCCGGGAACCCACCCACAGTAACCTTCACAGGTACTCACGCGGCCAAGTGCCGGAGCACCAGCCGTGAGAAGGAGACGCTCCTAGAGGACCTAACCACTGCCTAAAAGCGGAGGGGAAGCCATCATGACGCCGTAACGCATCCACGAAGGAGAGGAGACTAAGGACAATGGCGCCTCGCCGCACCGCAAAACAGGAGCCAGAAGCGTCACGTACATACAATAGAGGCCCCAAGTAGGCGGGGACCCGACCCTTAGAGGCAAATCGTGACCTGGACTCTCCAACCCACGGTCCACTCACACTAGCCGACCCCGGCACCGTGCGCCCCCGAGAACACCCTCGGACCCAGCGTGGGGCAAGTGTCACATCGGGCTAGAAGCTTGCCGGTAACACCACATCCCCTGTCCACGCCAACGTCCACACTGAGCTAGATACCCCAGCCACTGTACAGTCCCACAGGGGTGCCAATGGCGGCAGTACATAGCCCCTCCGAAGCAAGCGGACTACACGCCGGAGGCGCCAGAAGCCCACAGCCGCGGACTAGCAGCTGGCTGTTCGCGACCAGGACCGCACCAGCACCCAGGATGGGGTAACTCAAGCAGAAGCTTGCAGGATCCCCCTCAAGGCCACCTGAGACCCGGACGAAGAGGCACACAGTGGGGTCACAGCGGGCTAGCGGGCGACTCCTAAGCTTACTCCAGGTAGACGAGTCCAGAAGGAGGGAGCCCACGCCCTTCGTGGCAGTCCACCAACAGACGCCGCGACCGCCAGAGGACAGCCCTGCCCACGCCAGACGAGCGAACCCCGTCCCGCTCGAGGCACCGCACTGGCCACCACACAGTGGCCGAAGCAGTGTCAGACACCATCAGCGGACGAGAGACGGCTCACGATGCACTGCCACAGCTCTGCCCACAGGCAAGCACAGGGTCCGCACCCCCCTCCCCCACACGCGAACGACACGGTGACTTCACCCAGCAGAGACCAAGGGCCACACCCTAAGCGGCAGAAACTCCCCTGGAGCTACCACTCAGCCGAGCCGGTGCAGGCTGACTGCAACGCGTACCTAGCCTCAGAAGCGAGACTGCCTGAGCAGGTGCACTGTCACAGAGCCACGCCCTCCGACCCTGAAGCCCGCACTAAGACCACGCTGCGGCGCACCTGTCAGGCCTGCAGGAGCTCCACACCCCGAAGGCCCCAGCAGCTCAAACGTGGCTGCCCGTCGACAGGGAGAGGACCGTTCCGAGCCACTAGGCACTGTGATCACGCTCTGCGCCATACCAGGAAGCGACCCTTCGCAGGCGCTAGGACGCCCCGCCGCCACCCGTGCCACAGGACACGGAACACCAGGCGCATACCACCGGCGTGACGGTGTAAGCACAATGCAGTACACACTCGGCATGTGCACGCCTAGCAGAAGGTCCCACCCGCTCACAAGTGCCCGTGTAAGGACGCTCGCCACAGACCACGTGCTGGTCCTACGCGGCCCAGATTGCCTGGGCAGACAGACATGCCACTACCGGCCCAGACCGGTAGCAACTCCTAGCCTCGAGCTCCTTAGCACTAGGCGCATCCATGCAATCCTCCCTAGCCGCCGCAAGCCTCCCACACTGCCACGGCACAGAGGAGCCAGCACAAGCAGAGGGAGCCCAAGCATCCCCTAGATGCTCGACACAGCCTCAACGCAGACTGGCGCGGCACAGCTGCGGCTCGCTCTAAGATGCCCTCTCACTGCGCAGACACCCGCGGCCGGCCCTGGCCTCACCCAGTGGACCTGCGAACACAACCGCGTGTGAGCTGTACTCTCACACTGGACAGCCCTGCTACAGGGCCATGGCAGTGCACCCAGGAGCGCCCCGACAGCATCCCCACGGCCACTCCTCAGCAGCCACCTCGCATCCGCACGTGTCAGCTATCAGAGGAACGGGAGCCTGCCTCCCCCCGGGAGCCCTCCGCAGGGCACCAGGCAGCAACGCTAGGCACAGCCCATGCACACCGCGGAGTACAGGACAACGTACAGCAGGCACTCGCGAGCAAGGCCCAGCCGAGCGCGACGGCCACCCCTACAGCGCACGCTGGCAGCCCCTGCACAGCACAGCTCCCGAACAGAGTGCCTGCACACCGGTAGCGCGAGCACTCATTGGAGGGACACGGCTGCCCACGGGCTAAGCAGCAGGGCCACACAGCGTCAGGGGACCGATGGCGGAGGAAGGAGGCCTACGAGGCTCCGCAGAACTGCTGCAACCGAGGGCCCAGCCCTGCAGACGGTGCAGAGCCGTAGCCATCCGCTCCTCGCAAGCTCTGCACGACACAGGGCAACGTGACCAGGGGCACGAAACGGTCGCCCGCCAGCGGGTGCACCTCGCACACGTCTCCCCCGCCAGCCCCAGGCCTCCCGTTAGGAGCGCACGTGGTGCACAAGAGGCAACGCGTAGCTAGGGCACCAGGACGCTTCCCCCTGCGGAGCCCGTGCCGGCACACTAGCACAGGGGAGAGCGCGCGCCAGAGCTGGCCCCGCGTCCACCGCTGATAGCGATCGCCAGTGCCTGCGCGCTCACGCAGACCTCTCCAGCCCGCCTGCGAGGAGCAGCATGAGCTGCGAGGCCCAGGCCCACAGCAGGGGGAGAGCAACTCCGGGTACCGCAGGCAAGCGCCGGGTCAGCCCCCAGCTCGGAGCACAGGCAGTGCTACCGTCCGCAGCAATGGGCGTACGACTGTGCCGCATAAGCCTACACAGGCAGGAGAGCCGCCCGTAGCGCGAGCTCCGCCGCTCCCTGCTCAACGCAACGTGCGAGCACCGGTCCGCTGCAATGCGCGTACACGGTCACAGGGGCAGCACGCACGTCGAGAGACAGCAGGGGCCCGCGGGACATACGAGAGAGAGTACGGCTCCCGCATGCCACTGCTGCGCAAGCGCAAGCACCGAGAGCAGAGCCCACGGCGTGCACAACGCTGAGCCC
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ATTCCCACCAACGTAAACGCATTAACAATCATATGCGGCTTACTTAAGCCCGCCGTAGGAAAGCGACTCGGATGGTAAACTATGATGAAGAAAGGGCATTGACCTATACGAAAGGTATTACACTTAACTTTGATTGGGGGCTAACACCGAGGCGCAAGACATATGTAGATTAGACGAGCGATGGTACTTAACAGGTTCCAATGACAGTAACCCTTACCCGAAACCTTAACGCGGCGCCGAAACGATCGATGACGCAAACGGGCCCGTTGCGATCCATGAACATCCCAAACATCTCGTCCAACATCCATGTTGAATGAGCCAAGACCGACGACTCATCTTCAAAAACGTAGACTAAGTCATAAGAGTACGAGTGTGACAGACCAAAAGATGAGTAAGCCCGGCTAAGCACAAACACGTCTCGGTATAAACCGAACGTAACAACTCGGGTAAGTGTTAAATGGTGATTCAAATAGCAAGAACCTCGTCCAACAAAACAGTGAACTACGAACACCATGGCAGCTAAAGCGGATGCGGCTAATCCCGCGACGACGCCTAGAAACTGACATCCCGTAGTCAGGATAAACAACAACGGACAACAAGATCTACCAGGTAACAGAAAACCGTAGGTCGATTCCGCTCTAAGTCAACAAACAGCGTCAGGAACGAGAGATCGCATAACCTGAACATCAGAGACCGATTGTACCGACCGACATCCTGTGACAGTCGATCCATCATTCAATAGGACTGTTAATCAGGGAGGGAACGCCAAGTTCGATGATGCTATTAACGGGAACGTCGGTTCTAAGTCTAACCGTCGTCTAACTTGAAAGTCACTGTACACCTTTACCTACCTCGTCACAGATAAATGACCCGCGGTCCAGAGCACGACTAGACGATTACATTCGGCGATTCGAGTCAGCACTAAGTGAGAACACGAGGGAATCAGAACCTCTAGGACTACGAGAAAGTCGGCGAAACAACGCGACCCAGCCAGAAAGAACAGGAACCGAGTACGTTAACTTACAAGGATTAAGCGCCCGTCAAAGAGAACTGTCAACAGTAAGACAAACGATAATCCGACGCCAAGCCGAATCGACAATGTCCGCTAACATCTGCAAGCAAAGTATCCGACGAACTCCAAGATAGGTCCAAAACGGCCCGCTCATCCAGATGAGAACTACACGATCATCTAGAATGCCATGTGAAGCGCCAAAATCGCCATTAACAACCCGTTGAGACCGAGCGGAATACGGATCGTAAAGTCAGCCCAACCCGTCGCGCGACCTAACAGAGAACCTTCCCGAGTAAACTAGAATGTGATAAACACATGTCGTTCCAGGAAACTGCTAACTAAAGACTTACAAATGCCGCGTAAACCATACGCAAACTCGAATCGGGACTATAAGGTGAAGATGGAATCGGAGGATACGGAACGGCGAAGTTCAATCATCAAGCCAATAGCAATATGCAGCCAACGGTACAATCGCGCTGGAACGACAAGGGTTACTCAAGCTCCACATGCAACTTTGCTAGGAAGTACAAACCCTAACTAACCGGTAGGCTTCACCTAGAGAGGAAGTGGAACGATCGCGTCGCATAGTGCCATACCAAGGAAGAACTCATACGCGCAAGAGCTAAACATTCATCATGGACTACCCTTGATACAGACGTCGAGCGGCCACGACTCCGAACCGTTCCCTTCTATACCGACGGAAGCCATTCACATCATCACCAAGCGACATGCCCACACTACCACGATAAGGACTTCCACTCTGAATCTCCCATGCCGGCGACAACCGGCATGGACGCATACAGGAAGGGTCACAACTGCTGATCCTTGGAGATACACCACCAACCATCAACCTTCCCCCGGGTTGAAGAGTAAACGTTCTACGAGACGGCTCCCGAATGTTCGCTGAAGTATCAAGGATGTGGGAAAGTCCCACCGATAGCAATCATTGCCAGATCTCGCGAACCCATCATATGAGTATGCTTCACGCATGAATAGACATCCCACGCTTACAGTTCCTTACAACCTATGGTAACAAGGTCCTATCCCACCCGGGGGAAATTACAGTAGTACCGTTAACTTGGATGAGGAGTTTGGAAGGAAGACTCCATTCCCTACCAGCTTACCTATCACATAGAGGATGAATCCGGCTCGAGGACGTAGCGCAAGTTTGATGCCAAGTAGAAAGCCCGAGTTCACGTTAGACCACACCTTACGTTACAAAGAGAGATAGCCAGCGACGTAACCACTAAGCCCAATACCCAATACAGACGAGCCGTATAACCTTGAACGGAAGGACTGGACAAGTCGCAGTAACAAGACGACCGGAGGGTGAAACGCTACGAACCAGGCGCACCACTCATCTCACATGGCCCAAGCACTTCAACAGAACGTCTGTCTCACGCGCCCGGTTAGCCGTACATGACAACCCCACCTAAACTTCGACTGAGCCGCAAGCGTCCACAGCGACCGAACGTGGAAGAACCCCAACCGACAACCTAACCCGCCTACTGAACAATGCCCAGAAGCCCTGACTTGTAATTCGCCCGGACCGATACCGGTGAACGGAGCCGGAAGGATCATCTCCAACAAAGGGAGAACAAGCAGCTTCCGCTTTACCACTAAAGACAAGTACGATACCGCCGGTAGGTCGAAGGGACATCAGCCCACAAGGGGTACTTGCACCCATAGAGTCCAAGACCCAAGAGAACGGGACCGCAGATGCCGACGCCGCGATATCCGGAACTCTGGGGAGACGAGTCATGTGGATGACAAATACCAGGTTGAGCGTACGATAGACTAAGAACGTCATCCTACTTGGCAGTCTCCCCCACACCGCGGCGACCTCACAACTCTTACTAGTCCCAACACCGTCAAAACACAACACTGGAAGACTATACACAAGAAGCGATCCTAAGGAGCAAAGTTACGACTTACGTACCGCGTTAACTGTAGAATACAGTCCAAGCCGATCGGAACTCATCCCTTCACATGTAGCCTCAATGGGAGTCCACGGTCCAACCATAATGGGGCAGTACTCCACACCGCCCGACCCAATTGGACCTTCCGTGAACCACTACCCGAGGGCACAACCTCCAAAGGCAGGTAGAACCATGGTCCCATCTACACATAAGAATGGGCCCTACTGGACAAACACCAGGGATGACCCCAACCACAGCTTACCGATATGGCCAATGGAGCTTGTCAAAGGCCACTAGGACATACCTAACCCACCGATGGACGAAGTACTATTCATCACACACAACCGGCAGCACCTAAACGAGACGCATGGCCCAACTCTAAAGCCAAGTTGGCGTGTACTACCCCCATGAGACAGAACTGTCCCGGCGCTTATAAAGAGGAGGTGGGAACCCAAGCGTACGGATCACGTGCTTCTCCCGGCCATGGTGGGATCCCCCGACAGGCAACCTGTCACCTGGCCAGTACCCATCCCGGCAAACAGGGGTTACGCCATAATCCTGCCCCCACCAGTCGCGAGAACTAGGGGTGACCGCGGCCAAGTGCACCCAACGTCCAACCCGATCGATGCGGTAATGGCGCCATCGGACTCAAACAGCATAAGCAAGGGAAGCTACAGCGGACGAGTAAAGCTTCCAAGGACAGGTCCTGACCAACAGCTCAGAGCGACAGCGGCAGGAACAGCTATAAAGGGTCAAGACACCCCACGGCTCGACGCAACGTCAAAGGCCCAGGCGCGGTCACTGAGAACTACTATGGTCGACGTCGGGCAACCTCAGTAGACAATTGCAAACCTGGCTACCAAGGAGAGAGTCAGCCATCTGACACAGCAAAAAGCCGATGCAGCCTAAACCAGAGGTGTAACGGGGCTAGCCGCTTGAAACGCCCACATCCGGCAAAAGGTGCTCTTCCACCCCCCGCCGCCATAGAGTGCGACCAGTACCTCGCGCCACGAGACAGCAAGAGGTGGAATACGGCGACTCCGTTAAAGGTACGCCTTAGAAACCAAGACGAGAGCGGAGGACTCAGGACCGGGCCCCTCACTCCTAGGCAACCTCGCCAAGCATCAAAGGATCCCCAAACTCATTGGCACCGGAATCGAGCGCACCCGGCTACAGGTCAGCTGAAGCTGGCCGAGAAGACTGGAAGCAAATGGCACGACACTGGGACATACCGGCGTAATAGGGGAATGCATCGCCATGCCGCGACCAGTGAGAACATAGATGAGCGTGGGAGCCCTAGCAGAAAAGGGGGCTAGCCATACAACCACCACGAACCGCCGCAGTGTACAACCACTCACCAGTACCAGTCTGACAAGCACCAGCAAGCCGACCACGAGATGCGCCAGACGAGCCAGCTATCGTGAAACAATGGGTACCAGCGTCAGTCCGCTAGAGCTGTAACCACTCAGTAGGAGCTCGCAATCCCGCTTCAAGCGCACACCACACGACCGGGTCCTGAGCCCCGTCAGGTCACAATGGCCCTAAATCGTACTAGTAGCCAGCACACGGGAACTCGCTGGATCAGCACATCCAGTGCTAACCTACCACCTCCCGTCCCGAGGCAGAGGAGTACGAGTCGTAACCCCCCATCCGACCCCTACCGTACAGTGACAGCCGTAGGGAAGGATCTCCCCATTCGAACGTCCCCTCCGAACAAGGACTCTCCGGCCAAGGAAGGGGACAGTCGACAAACGGCCTCGCCGCTGAGCGGGACTCTACCCCGTACCGTTCATAGCACTTACCATGCATCCCAGAAGACACACCCACATGCTGACCTCTGCTCGACACTGAGATCCCCCGTGATCGCCACTCTCCCAAGGCAGGGTCGGGCACAGAAGGGTGCAAGTTGTACCTGGAATTGCGCCGTAGCATCCCTCCTCAACTCAGACCGAGACACCTACACTCACTAGCAAGTGCTCTGCACGCGAGAAGCTAACCGCCACTACGCGTAGCCGTCACCAGACAATTGTGCAGTCACCCTTCAAGCCTCCTTAGAGTGTGAAACGCCGGGTAGTCACACAACCCACTCCCGGAGACGCAACACACGGGCGCCCGAGTGACGGGTGAATCACGCCTCGATAGGCAAAGGATGTAGACATGTGCCCTTCGGGACCAGCTAGAACCCTCGAACACAGCAAGAGGCATGTTCGACAGAGAGTTGCAGCGTACCCATCACCCTCCACACCCACACCGGCCGCCCTGGACACAGGAACCTCCCAACCGCGGCACTACGCAACCAGGCCACGCGATGGCGACAGCAGGGGGGGCCGAACGACGAGGCCTGCTGACGTGGCAAAGAGCCAGTCCCATGGGGATCACGGGAACAGGACCGGCAGAGAGCCAGTGCCACCGGGAGCTACACCAAGCTGCCCAACTGGAACGCTCAGCCGGCCAGCGCCGATCGACCTAACGTTGCGCGTCAGGACACTGGTCAGGTCCACAGCAGGGGACCGCCTCAGACGCGCCGCACAGCCAGCCGGCCCCCAGAGCTTCCTGACCCACGTAGACGAAATGCTAATAGAGCAAGGGGATCGCGCCGACCGTGGCAACACAAAGCAGAGGCCGTACGAAAGAGGGAGAGTGACAGTCCAGACCAGACCAAGGCCACTCTCACACATGGTACCAAGGCAGTAGCTAGGACCCAGCGTGGCCCACGGGGGAAGAGACATCGGCAAGCTGGACTCCATCGCAGACACCGGGCTACGGGGCAGCAGAACACATACCTTCACAGGGGGCTACGGTTCACACTGGCATAGCATACACAGTGTCGCCGGAAGGGCACTAAGCACTGGCCATCACAGCGGCCACAGACACATAAGTACAATGCTCCAAGCCCAATGCGCCTGACTCGGCGACCTCCACCTGGGCTGAACGCCTACCCTGCTCCCATGACCAACAGACCGCCAGGGCATAACGAAGCCTGAGTAGCCACAGCGGACATCGACGGCCGGGCGACCACCCCTCCAGAGCATCCCCACACGGGAGAACGCTGGAGTAGCATCAGATTGCAGCCACACGCCGCCGTACACTCACGTGTCACCTAGCCCGACAAAGCTCCCCACCCAGGGCTACACACACGCCCGCAGAAACGCACTCGCATCCGCAAACCCTGCGAACAACTGCCTCACAAGGCTACACCACGTGGTACACTCAGTAGCACAGGCAAGACCTATACGCCCATGCGTGTGAAGGAGAACTGTGCAGCTGCAGTAGCGGACGCGACTACTTAGACGTCTAAGTGGGAGCCTGAGCCAGAGGCTGAAGCACCTGTACCTCAGCAGGGTAGGGACCCCTTGCAGTAGCCGCTACGAGGTACGAACGGCCTCCGCTCAACTGCAACTGTCCCGGAGACTATGCAGAGCAAGCTCAACAGAGACGTACGCATCCGAGCTACACACCCACAGGATACCCCTACACCGAGCAAAGGCTCCTACAATGACCCCGAGCACCTGCGAAGCCCCGCGCCATGAGCCCCGCCGAGGAGGCTCAAGCGAGCCTCCGAGTGATACACTGACGGTGCCAGACGAAGACAGAAGCCCTGCCACGAGGCAGACGCCCAGGCCTGTACCAGGCAGGTAGAGCACTGCAACCAGCAACGCGCCCGGGCCAGCCCGCAGCTAGATGGGCAAGGCGCCAGAGTAACGAACTGCAACCCCGCGTACGACAACGACTGGGCTGCCCGAGCGACTACAGGTGATACACCAGAGGGAGACCCGCACCCGTCCCCCCGCCACAACAGCTCCAGCCCGAGAGCCCCGGCAGGCCCTGCTAGCAGTACCACAGAATGCGAGTGGCCGCTCAAGGTGCCAGAGGCGTGCCGGTGCAACTCCTAGCACACGCAACCCTCCCACTCGCAGCCGCACCTAGCCCAGCACTGCTCATGCAACGCTGACAGCCAGTCGCCCTCTCCTAGGAATAGGCGGCACAAGCCTAGCCACCATCCGCCGACACGGCGGAGAGGCACACTCCCGGACCAGCTTGATGCAGACCCGGAAGCCCCTTAGCGCGTCAAGAGCTGCCCCACGACCCCGGTCCCCCGAGCATTGGAGACAGGACACAAACTCCCTGTTCACGCAGAAGGACCTGGCCGGTCACGGCACCAGCACCCGTGAGGGAGGACAACGGCCGCACCCCCTCCTCCCCGCAGACCTGCCACACGTCACCGTGGCTCCCCCCGCGCACTGCATAGCCGGACACGACCACAGCATGGCTGTACACGGAAGCGGGACAGTGACGGTCCTGGCAAGTGCACCACGGCAGCTCATGGCCCATCGCCGTGTCCGCCCAAGTGCCAAGGGCAGCCCCCCTCACGCTCCACCCTGCCACAAGGAGACCCGGGCACAAGCGCGATGCGAAGGCAGGAGCGGCCTAGGAGCACCAACGGACTGCCACGGCCTCCGCCCACACAGGGTGAGTACTCCGTGCAGGGGAAGGGCGCGGCGCGAGGCCGCAGCAGCGTGAACGTGGGCCCCCGCGCGAAGAGCCATGGCACAGTGGCCTGGCGGGCCCCAGGGACGACAGCAGCACGTACACGGGGCACGGAGCGTGCACCTGCAGCTCTGCGGAGCCACCGGTAGCGCGCCCTCGCCTGCGGCTCTAGCACCACTTCGCCAGGACCGGTACACGGCTGCAGGACTTGCCCGCGAACCAGCACATGGCACACAGACTGCCGCATACACTGCGACATGCAGCGCTGACCGCCTGGGCAACGTGCTCCTCGCAAGCCAGCAGCGTGCAAGCCCAGGCCCCCAGGGGGGGTACGGCCACAGCTGCAGCCCTCCAGGGCCGCCAGAGCACCCCTAGCAGCCCCGCTGCGCAGGCACCGGGCACAGCCCAGGAACGTTCATGCGCCGAAGCAGCTCCACGGCACTACGCACGCGACTGCGCGAGTGCGCTGCACTAGGCGAGCTCATGCACATGCGAAGGCTCCTAGCACGGTGCACGCGTTGCACAATCCTCCCTGCAAGCACGAGCCTCTGAGCACCGGTCAGCAGGGCAGCCGCTGCCTGCGCAAGGGCCGAGAGCACAGGCCCCGCACCCACGAGGAGGACGATGGCATGCCCCCTAGCACCCAGCGCAAGGCACAGGCCCCTGCTCCACCGCACGTGCGAGCCCGCTCACCAGCGCAGCAGCCAGAGCCAGGAGAGGGGCCGTACAACGGGCGAACGCGCCTACCTGTGCGAGAGACTGCACCGCAGCCAGTGCAGGACGCAACGCAGAGGCCGACCGCGCTCCGAGCGCGAGGGCCCGCAGCCTAGGAGAGAGACACGTCACGCA
CACACG
CATGCG
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ATGATCCAGTTCAACGTCGGCGCAAAACTGACGAGGGAGTTACCTCAACCTAAACCCGAAACGCGGACAAGACTTGACGGTTTACGCAAAGCGAAAAAAGGTTGAACAGACTTACACTCGCGTCCACCGACGGTAGACACGGCAAGCCGAAAAGGAATGGTCAATGACGGGTTAAAACCCAACAACAACATCACGTAGGGATTACTTGAAGACCAAACTCAGCCCCGGGATAGAACGACGAGAGAAACATAGCTCTTAAGTCCCATCATGATTCGAAATCCTCTAGTAACTTGAGGCATAATGACACATCTAATGCGGACATTCATCACATCACAACCGCGACGACGCCGCGTCGATGCACATGTATCCGAATAACCATCTTAAACGGACATGACCATCTACAACTGTGTGAGAAGGGAAAAGCGTACGGATATTCCGCAACGAGACAACAGAGATAAAGTGCTGAACCAACACAAAGGCCTATGACTGACAAGTTCACGCGAACATCGGCATCTCGGTGGAACATGAATGGAGACAAGTTGGACAAACCCGACGCCAAATAGGATTAGGGGTAACAGTCTAAATGCTCCAAACAATGTGGGCCAAACTGTCCATAACGCTGAAAGGTTAAGCGGAAGGTTGTAGTGAACTCATATGGTACGGACAACTATCGCTTACCTCGGCGATTACAGATTGATAACGGAGTCAGGTAGAAGGTGAATATGGATAACCGTATCAAAACTCACTAGTAGGTTCCCACTAGTAAACACATCGAGTCGGCGAAACCGAATATCGCAACAGTTAGTAACAACTTTGCCTTTCCCAACCCCCAAGAGGAAGAAAAGCAACTAGCTTCCATAGAGAACCTGACGACCGGGCTAAAACGCCCGTCAAAAGGATGACGGAGCAAACCTGTGACAAGGACTGTCAAAACGAAGACTAGGGATAACGATAAGTGCGGCTAACATCTGCCTACAAGGAATATACCTAAAGTAGAAGAGGCGACGAATACGGCGACTCCGTTAAAACCTGCTTTGACAGATCAAAGCCATGTCATCACCACCCGAGCGATCAACCCATACAAAGCGGACGGCGCCACTAAGAATAAGGCTCCAACTGACCATAGAGACCGGAATCGAGTACGGAGGTTCAAAGAGTAGTCAGGGTGACACGCGACGCGACCTATCACCAACACGGAGAGAGTAACTTATACATTGAAAGAGAGGAAACATACGACACGAAATCAACGGGTAAGAACCAATCGGGATGCGACGAGCAAATGAGTGGCAACTGTTACGGAACCATTAGAGGGATCTTAAGACCTAGTCTTCAGCAATAATGGGGATCCACCTTTGCGATACCCAAAGCCGGTAGCGGTTCCATTCAGTTGGACGTCGCGGATGAGGCCGAAATGGGTACTGAACAACAACCGGCCATCGACGGGTCTAGCTATATAGAAATGGTTACCCAACCATAAGACCCCGTCGAGCGGCCCTTTACGGGGTAACAATCGACCCACGTTCCAGCTAGAAGGCGCGGAAGACCCCAAGTGTAAGCGACCCTACCAATCACACCCCGCGCCCCCGTACGAACCAGACCAAGAAGGACACAACGGGCGACCTGATCAGAGGACCCCCCCCGCTACTAGTCATTGGAACAGAACATACAAAGCATAGTGATGCATCCAGTAGGCTGGAAACTACCGACATAAGATGGGTCTAAACTACACCGTTCCTACGATCCCGAAACTGCTGGGAAACCCACGTATACACCGATGCTCGAGCTTGACATTGGCATTGCACCTCACACCAAGACTCAGGCTTAAGTGACGCTATATCATCAAACACTCTTCACCCTATAGGAACCGGAAGACAGAACAACACACACTTAATAGACCGCTTACTTACAAGAGCGACCTATATACCCCTTAACAAGCTAAATGGAACCGCCACTACGAGTCGCCGTAGCGTCTCACTATCCCACCCGCTAACACACGCCAAGACACTCAAGCTCGCCAAGCAGACTCCAACTAGACGGGTACTCATCATGAGGCAACCACCTTCCAGTAGCGTTCAAAACGGTAAGGGAATGGGAAGATGCCCTAGAAGAACAACAGTCCGGCCCCTTAGACTTGCAAAACGTAGTCACTCCTCAATAAGCACACAAGCGTCAGTTCGAGCTAGCCTATAAGTCAGAAACTGGATCCAGCATGGAGCCTTACATGAGGTGCTACGACCCAAAGAGCCCGGCGTTCTAGAAGTCAACGGAACGAGAAGAAGATGCAAAAGCAAGCAACTGCAATAGATGTGGCCTGAAACAGTATCTCCATCCAGAAGACGAAGCTCGCGCTTCCAGTAAGGTGAATAGGGAAGGGTCCCATGAATGAACACGCTCCCGATCAACCTAAGGCGCAGTAACCCCGTCAGACATATCCCAATGCAAATACCAGGACCACTCTGACACTTCACCAGGCCCCGCCCGCACACCCTACGCGCCCTCGTAAACCCCGTCTGACCGGGCGTGTCAAACGTAACCATCCCGTCCCTGAAGGGGTACACATGTGCCGGCGGGTCAGTCGAAAAACACCACAACAACCGCCGCCTAGCCGACAGGCCGCGGGAAAGCGGGCGTCCCCTTCTAACAATGACGGTCCCGGACCGATACCCATACCAGATGACGGAGGCGGGAAGGTAGACTAGGGGGCAAAAGGTCACGTTAACTCTAAGCGAAGTTGCAACTGGACCCAACAACAGTATCAGCGACTGAACTTCCCAGTCATAGCAACCCATAAAGGCACTCGGACCTCCAGTCATAGCGATAGCGTAATCCGGAACTCTGAATTGCATGCCAAGAATGATACTCCAACGCTAAGGAAAAGCGAGTGGAATCCCCATCACCAGGACTACTAGCACCCCTTAAGCAACGGAACTAGACACCGCGCATTACGATCGAGGGGAAAAACGCGTATGACAGAAGATTGCACCAGTCCTCCCCACGTTCAGCGATCGATGACCTAAGAAGGAGATGCTAAGCCATCCACCAGAGCAAGGTGTACAAAGGGATGACCCTCGACGGCGCCTGTAAGACGACGCGTTAACTGTAAAGCCACAGGAAAGAGTATACAGAAGACCTAGGCAACACATAAACAGAATCCTGGACAGACCCTGAGGTCCATGCTAATCAGGACATTCCGTAAGAGATTGCCCGCCCCGAAGAGCCGCCGTGACAACTCACCAACCCAAACGGATGTGAAAGCACGCTTCACTTCTCAGCATAGAATGCCAATCCCCCACACATGACATGTCCCATAGGATAGGCTGTACAAATGGCGACCCCCCTCAGCCGATAGTTCCAATCTCCCCACAAATGGGCAGGCATAAGCGGACCCGAAGTACAAAGTACCCATCAAGAGTCAATGCAAGGTATACACTAATCCCGATACAGCAATGAACGGCTGTGATATAGCCAAGTACCCTGGTACCAAGCCCGGCGGGTCTAGACGAAACCCAGGGGACACTACTCCCGGCCAAGCCCATGGTGAGGATCGTCCGACCAGTACCGGCAGGTTACAGTCTGGAACTCCAGTCGACACATCTAACCAATAGCAGCTGGGATAGCCTCCTACTTCCCACTAACCTCTCAGAGTGAACACTGTCTACAAGCGCTACCGTCCCATCGCCCTTAACAGGTGCACAACCGGGACTCTTCACTGGCCAACAGGCGACAGCGGCATCGGCAGGACCCAAGGGTGACTCCGGGAGAAGAACCAATCCGCGATTCGAATACATTGTCAGGAACCTCTACGACACCCAGGCGCTAGGACGTAAAGACGTCCTGTCCAGACTGTAGACAGAGCGAGTGTAAACGGCCAGCTGACATGCGGGAGTAGTCAACCCCATCATGGACGAGGGACGTCTCCCTGGAAGAGTGGCTCAAATACACGATCACAGACAGACCGGGCACATCCATCCCGGACAAATGTAGGAGAACGGATCAAACGCACATCGCTCGACACACCTAGCCAACACTGAGCTGCAACCTTACGGCAGACACCACACCACTACACCACCTTGCCTACCCTAGGAACGGGGCGCCTGAGAAGGAAGTCTCGTTACAAGATCGCGATGCCGTCTACCGAAAGTGTTACAGACCCAGGTACCAACGCGGCTACAGGTCCAGCAAGGAACAATGTGCCACGGAGCATGATCCACAACCTGGAGAAGCAGTGAGTCAGCAGGCTGACATGCCGCTGTAACGGGCATGCCGCCCTCGAGCTAACTGGACCACCCAGCAGAAATAGCAACGCAAGGGGACGGGGGACTCAGAGAGGTACAGCGACTAGCAACCAGAAGTTGCAAGCTCCTGAGAAGCCTAAAGCCGACGGGAACATGCTCCCCAGCCAGACCGCGCCGACAAAGCTATGCAGTACACCTGAGCTTAGTGAACAGCGTCCATGGGCGGCCGACCTTCGCTTTACGTTCACGCAAGTCCTAACTTGTACTTAGCGCGCTAGCTAGAACCATGCACCTCAACACGCACGTCCCAGACCCACCGCCATTCCCCGCGACCAGTACCGTAGAACACGTGGGACTACTACCATCCGCCCCAACATGGCGCGGACGCATACTCCGAAGGCGGGGTACAACCCGTAGTAAGGGCAACCCCGGACCTCGCCGCTGACTCAGCGGATCCTCCCAACCAAGGAACGTTCAATTGCAATGCATGCACGGACTACCTACGAGGTACCACTGAACAGACCCGAGCCCGTGAAAGCTGGCAAGACCTCACCGGGAGGTGCAAAGGTGGGTTGTACATCAGGAAGCAGGCACCCAGCCAGTACCAATGCCCACATACGCTTCCGTTTGAACTGCCATGACGGTAGCAAAGTGCCGAGCGCGCGAGATAGGGGACCGCCACATGCACCCCCGTCACAGTGGGATTGTGGAGCCAATCCGCAAGGCTGAACCCCCAGCCGCAACACGCCCGTGCCCAGGGTGACTTGGCACAAGGCTGTTCGAAGACCCTTCGTGGCCAACAACCACGTGCAAGCTTAAGGTGCTAAGCGCTGGACAGCGCCTCGAACAACCGCCTCCGAGGTCACCATAGAGGGGGACCACCCCCACCGAGGCCACCCCCAGACTCGTGGCACAGACAAACCCTCAGGGAACGAGCGAGTACCACTCACACCGGCGACAGCGCTCACGTGACAGGATACACTCCCATAGACCTGTATGCGAACAGAGAGTCCCAAGCCGGCAAGCCCGAACCCTAGAGAGCAATAACAGCGGATACACCGGTAGTACTGCTCTAGAGACAGCCGTAAGCACGCTTCGCGGAGACAGAGCTCACTACAGGTCCGAGTCCCGTGTAGATCCCCGGATAAACAGGCTTGCCTGACCACCCTCCAGCAACAAGACCCCACACCCTCTAAGCACAGAGACCGTCCTACGTCAGCTATAGAGAGGGAAGGGCCTGGCAAGGATGCACTAGCCTGCCAGACCGCCGACCCCGTGCGTGGTACCTGAGCTCCACCACAGAAGTTTGACCTCGCGCCACGGACGACCCCACAGTACGATCGGCCCGGTAAACTCCCCCTTCACACCTGCAGACAGTTCGGGGCTATATGCAGCCCAAGGAGCAACCACGACGTCGCAGCTAGACGCCCAGCTGCTGGGAGCCACCTCTGCATACACAACCAGCACCTCTCCGCGGCATGGCGCACGACTACCAGCGACCCAATGGGACCTCCAACGGGAGTGCGAGCTACAGGCCAGCGCACGCCAGCGGTCAACGAAGAGCCCGGGTCACAATGCCACCACAACTGTGCAGCGGCGCTAACGTACCACTCTCAACGCGGCGTGACCCCGAAGTGTGAAGAGCAACGCTAGGACAAGCCAGCAAGGCCCTATCACCCTCCCGTACCGCTAGAGCGCCCACAAGCCACTCCTCCCAATGGCCCCGGAGCTCGCAGCCGAAACGACCTGAGCAGGCCTACCAGCAAAGGCCAGGCTCACGTCTATACGCGCCATAAGAAGGAGCAGAGATGGCAGGAGACCCGGGCGAAGCCCCAGCCCAGGCCAAGACCAGTAGAGCTACCCTAACAGAGACACCTCCACGGTACAAGCGCCACCCCCTGTCAGACCAAGAGGCCGGCAGCCCCTCCCGTCGACGTGAACAGGGACGACACTATGCACAGGAATGAGCATCCTCCGCGTAGGACACACGAACCAAGCAGCATCAAGGCAGCTCACCCGGTGCGGCGAAGCGGACGGTGCAGCGAGAATCGCGAGGCCAACCGCACGCAGCCCCCTAACACTCCTCCAGACGGTGCGATCGATGCTGCAAGAGGGGCCCGCCTCACAGTCCAAGCGCCATACGCACGGCAGGGAGCTCACACAGACGCGTAGAGACTACATGCTCAGGGCACGGGCCGCGCCCGGGCCAAGGGCCGAGGACAGCTTCCCATGGGACCTAAAGCCTCCCTACAGGGCGATCACGAGCATGAGCCTCCCACGGACAGCCACACGTATCGTCAACCGGCCTCCCGGGACCCAGTGACAGCAGCACCAGAGGACCACACCGATGGCAACCCGCACAGCTCCCCCGCGGGGACCCCCACCACAGGCATACACAGCAAGCTCACAGCCCCCATGCACACCCAACGACCTCTCCCCCCAGTCGCGAGGGCACAAGGGGCCTTAGCCGTAGAGCGTGCAGCTCACACGGACGTTGCCTGACACGCTGAGCTGCAACGAGAGGCTACCCTCACCTCTCGAGGGCAGACGCCTACAGGCCGCACGACACGGCGGAACTCCCCTACGCAGGCCTCTAGCCCCCAGGGCACTAAGCACTACAGGCGTGCCACCCGCAGGCTACAGTGGCCCCAGAGCCCCCCTGCACGCTCCAGTCACACGCATCCGTTAGGAGCGCCGCCGCGAGAGCCGGCACCGTAACCAGAGCACAAGCATCGCAAGCCCTAGGGGAAGCATCCAAACGCATCACCAGGCAGGTACCGATGCCGTCGCACTGGCCCGCAGAAGCGGCAGCCCCAGCTCCGCTGACCGGCTCACTCCTCCAGGAACTGCGCACAGCCTACACTAGGCAGACAGCGTACGACCGCAAGCGTCCGAAGGCGGGCGAATAGCCGCCTCCAGGAGCCACCGCGACCACGATCGCGCCACAGACACAGGAGCCGTCCACAGAGCACTGTACAGTGCACGCTCCGCAACCGGCACAACGATGCATAGCTCCGCAGCACCAGAAGCCGCTACCTCGCCACTGGGCCAAGGGCAGTGGCCCTAGGCAGGACCCTGCCTGAGCGTGCGAGAGGCACCGCCACGAGGACGGGCAACCGCTCTGGTCACAGTGAGCTTGGCCGGAGACTGCGACCGAGCGGAACAGTGCCCGGTCGGCCACGCCCGACGCCGAACCCTGGGGGCACTGCTAAGGGTGCGTTGCATGCAGACTGCACTCCTCACTGCTAGCCCACAGGGGGGCCCAACAGAGAGGGACGGCTCACAGGGCGCGCGAGCGTACAGAGCCAGCCACCTGCCACCTGCAACCTGCAGTGTCGCTACAGCCCGCGTGTGACCTGCGCCAGGGACGCATGCACCCAGCCTGAGTGCCACGCCCAGGTCGAGCAGCCACGGGAGGGTACACAGGCCAGAGACTCGCCAGAGGGAGCACCCTACAACGTCCGCCTACAGGCCCCACTGGAGCACCAGGAGGGCTGCCGCGCAAGTACACCGTGTCAGGTGCCACACCTACGCACTGCCCCGAGAGCCCACGCCGCAGACGCCGCCGAGGCTCTGCCTCCGCGAGCCCAACGGCCCGCTCATGCGCCTGCTCCGCACCCATGCACGAACGCTGCAGAGAACGGCAGCAGCTCACCTAGGCAGGCACCGGAGCGGAGGACAGGACAGCGTAGCAGGCAGCAGGCACGTAGCCAGCCGTGCACCAGCGCCTGGCCAGCACGCCCTACAGGAGCGTGAGTGCACAGAGCTCCACTGCAGGCTGAGACACACACAGGCCCACGACGCAGCTCCCCCTAGCCTGCGCACCGTGGCAAGCCCTAGGCGGTCCCCACGCGCTGCACACACGGAGAGAACGCAGCAGTACGCAGCCACAGCGGGCCCCCGAGCCCTGTGCAGAGAGGCATGCACGCACCGTGGCGCGAGCCAGCCGAGCGCGCGCTGCAGGGGCACACGCGTGCAC
CACGTG
ACGCGT
TGCGCA
GCACACACGCGCCGCACGCACGCACGCGCAGCACGCCACGCGCGCACACGCGCGGCGCACGCGCGC

ACACAC

GTGAGACACTTAATTGGGACCTAACGAGCGAATCGACGTCACATTCAGCCTTTAATTGAGACGCGGCGCCGAAACGATCGTTGCGCGAAAAGAATGAGAACTAAAGTGCCTCGAACATCCCCAAGAGAATACCAGTTACTTAGAAAAGCATACTGACATGAAAAACAGATCTAATAAAGAACAATAACCTCTACGTGGGCGCGACTATAACTTGGACTCGAAGCCGCCATGTACAGTGAACAAACCAAGGGAACGACGACGTAACACCGGAGAACCATTATGGAAGGAGGGTAATGTCAAATCATGATTCGAAATCCCCTACCACGAACATGCGAACAAAGAACAACTATGCGGATCCCAACATTGTAGGAACCGCGACGACGCCTAGAAAGGTATAACGAGCTTCGCTCCGAAATAAGCAACCAGAAGGATTGCCAAATCGAAAGTTGCCTTTCCACTAGAAAGACCCTGATAAGGTCGATTCCGATCTGACTATACCACGGATAGAGAAATACCCTTCTAATTCCCATCACCATCTAGCCCAAAAACCACCCAGAAATCTCGACAAGACTAAACTGAACACGCGAAATTAGACATCGGGGACGAAAGAGAGCTAGACAACCATCCTAAGACTGAACGTCCACGCCATAGCAAAGCAATAAGAAGACGGGAACGTCGTGGGAACACCAAGAACAAAGTCTAAATTGCACCGTCCACTTCTGTGAAATCTTCTAGTGACCGCGGTAAGAAACGGAAGTAGGAACACAAAATCCTCAAGACGATTACATAACGCGGCTCCCTAGAAACACTTACCCAGTGACACCAGTCGTAGAAAACACCATGACATATAGAAATGCAGTATCACGAGAAGGGTCAGTAAACACATCGAGTCGGCGAAACTCGCAAAACGCGCCCATATCACAAAACTAGATGAACACCTTAAATGAGTCAAGAAGAACAAGGCGGGATCCAAAAGCTGATACAAGATCAGATAGAAACAGAGGGATACGCCAAGCCGAAATTACAGGAATATACCTACATTCACAACTCCGACGAAACGGCCGACTCCGTTAACATGTAATCTCCACCCATGCATACTACTCACATCAGAAGGAGCCTAACGGTGAACATGGAGCGCCACCATTAACAACCAAGGTCGGTCAAGGGAAACAGCAAACGCGACGAACGCGCGACAATGGCAGTTTAGCCCGAATGTGGTGGTAACCATAAACCAATCATACCCTCATAACATGGACGTACATTAAGAGTTACAACCATACGAACATCGGGAACGAACAGGAACTATGAATGACCGGCATAACCCCTAGTTAGAGTCTGAATCGGGGCGAAAGCCAAGCCAACACGCGTAGTCATCATAGAGCAATAATAGCGCCGCGCCAGATGACCCTACCTCCGAGCGTCAGTCCGCGGTTCATGCATCGATCGCTATTAGGCCGAGGATGAATAGTGCAATCCGAAGACGATCCCATGGTAAGGCTAGTTGTAGTACTACATCTCAACGTGCGTAGAAATGGAGGAAGATACAGACGTCGAGGGGTAGACCCAAGGGAAATCGGAATGGGACCGAACCGTTCCAAGGCGAGCCGGACTATGAATGTCTAACGACATAAGCTCTAACGTACGCACATCAAGGACGAGCGACATGAGCTACCCGTGATATACCAAACCCGCCCCCCCAGATAGAGTAGGCGGGGAACTACCGGATCCAACGTTAGCATACCCGTACCGTTCATCGTGAACCCTCTTACCCAATGAACGGGGCCCTAAAAGCTTAACGACGTCGGAATTCCACTAAGATCGCGAAGTGACAGACTAATTGCGAGCCATAGCGTGCCTGAAACTTGCAAAGGGATAGGAAATGCCGTATGACCCCAATTGCAAATAGACCGCTTACCCAAGCCAAGGAAGTGAATACCCCATGTCCTAAAGCTTGTCAAACCGAAGGTGACAACACTCAAGGGGCAACGACACGTAGTAGTGTTACTTCCAGTGGTAAGGCGAGCCTAAACATTCGATAACGGAACAAGACTCCATTCCAGAACGGCTTACCCTTGAACCTGGCACTCAGGCCAAGGTTACCTGACATCACCAACGAAGCCTGCGATACACAAGCCCCCACCAAGTTCAGTTGGAGCTAGCATGTAGGTCAGAACCCCAATTCTGAGTACCCGACCCCGTAACGACTAAAAAGGCGAGTGAGGTCTAAAGCCGAGGGGACGTCTCCTTGCCCAAGGCACGAGAAGCTATCTGCAAAACCTGGTACAAACTCCGCAACCCAGGTGAGTCGCATCCCAACGCAGACGCTTCACTCTGTAGGGACCCTTCCGTGAGATATGCCCGATCAGGCGCAGTGTAACTGATACTTAGGGTAGAATCACAGCCGTAGTGTCAAACGTAAGTAAGCCGTCCCTGAAGACATGTGCGTCCGTCGAAACATAGCGTGGAGAGCAAAACTGCTAATGACAGTTCCGTTTATCGAAACTAACCAACCGCGATCGCGCCGACGGGTTAAGGCCGCGGGAACCTGACGTCCCACGATACATAGTCAAGCCAAAAGCCCTCTACGAAGCACTGGTAACCACCGGGGGAACCAACAAACTCGTTGCACTAACAAAGACTAGTACGATCGGCAGTGCCCCGAGCTCGCCAAGATCCAAGCTGATCAGCCCACAACAAGGGTATGCAAGTCAGAGGATGAACGGGAAGCGACCATTCACTCCCGCGTAATCCGGAAAGCCTCTCTGAAGTATGCTATGCCCGCCACGAAAGCGAGTCCCTATAAGTTGGATACTCCAACGCCGATAGAACGTCATGACGAGTGGAATCCCCATGGAGCTGTCAACGAGGGCTATAGAACACACCGCGGATCGAGGGGAACTATCACTAGTCTCCCCAAAACGCCCCGAACCGTCAAACTCCACACGGCAGAACCCTTGCAGTTTGACGTTCCGGGCCGCGCCCATATGGCCTCTAATCTGCCTACAAATCACGCGTCCAAGTGGGCGGCGCCGTACCGTAGACAGCCGACCTTCGGGAGTAAGTAGAAGGCAACCAAAGAGGTTAAATGCTATCCTGGAGACAGGTGGAGTCCACGGTTCAGCATTACCAGACCCTATCCGGCCACCGTACCGCTAGGGGTGAGCAAACATAGAGAGCAAGAAACGAAATGGGACGACCTGTACAAGTATCCGTGACTGGACAATGATGAATGGTCTCGTCACCTCAGTTCCAGAGGGACCCGAGCACTAGACCTAGCCACCGTCTCCAGCAGAAAGTGATACTCCAAGAGTCCACCTAATCCCGACTCTAGCTTGACGGTACAAGGGGCAGCTCCCCAACACTCAGGCTCAACAGTAAACGGACCGTGTAGGATCACCATGACAAAGGCCGGCGAACCGTAAGCGTAGACTGGACAACGGCAACCACGAACACGGGCGTCAGAGGATCCAATTGGATGGCACCGTGATGTCGGCTGGAACCAGAACTGTACACATAGCGGACGGAGAATGACCAACACATCATGGGAGAGTACATTGACTTCACCGCGGCACAATGTCAGCAAACCCGGTCACAACGGTGCAGACCAGCGCTCTTAACGGTATAGTCTCAAATCGCCCATCGAGGAAGCCCAGACGAGTACTAGTAGACTACGACAGACTTTGCATGCCAAACAGTCCGGGATCCAGAACTGGCCCATCACGGACACTCAGAGCACGAGCGACAAGCATCCTTACAAGTCTCACTCTCCGGAAGAAGTGTAATCCGATTCGGGACGCAAGGAACCGTTTCGCATAACGGTCAGGGTACGTCTTACCACCCCAACTGCACGAGACATACCCTACAGCCTCACTGCTAACCCCCCTTGTACGTAAGAGCTCAGATCACCCGTGCCAAGTAACTAGCCACTACCCGACACGTCAAGCCAGACCTCACATGGCCCAACACAACGCACTCGCACAAGAGCGCCACCAAGCAGGTACAGAACCACCTTACAGGTACCACTGGCAGTACGCATCAGCCTTATCCTCACGATCAACTGGGACCATGCACCCGGAGCTAGCAACAACCGCTACGGTACGATGCGTACCAAGGGATCAGGTAGGGAACCCACTAATCCTCCCGTAACGCACCGCGGAACTACGCCACAAGGCCCAAAGGCCAGGTGACAGATGGTCCACACAATGCAAGACAAGACAGCAATCACCCACCGGCGTACTCTTCACGGGCATCGCCATGCCGCCTTCCCATCACACCCGGAGCCCGCTTGGCAGAGTGACTAGGATAGCAACCCACGATGACCCCTGAACGCAAATGCGACGCCGCAAGAGGAGGAGAGAGGTAAACAGGCAGCGAACAGTGCGGAACTAGACAGTCATACGAGCCCCTAAGAGTACAGGACCCAGGTAGATGGCAAGTCACCGGTAGAGACCACGGCCGTCTACACCGGAGCGTTCAACGATCCACGACCATCGACTAGACTAGCTACTGTACAACATGAACACAAGTCCAAAGCATTGGCCACCCTCCACGCCTAGGACTGCCTACCAACAGCAGTCAAGAGGAGTCGTAGACCTACAGCTACTCCTAAGCCAGCATAGGCTACTCGCTTAAGTAACACTGTCCATAGCCCCATAGACCACACGCGGACAGAAGACAACGATCGTCAACCGGACCTTGACGTGACGTCCCCCCCCAGATAGCATGAGGACCCGTGTCGACATTGCCCTCAAACGCTGACTGGACCTACGAGACGGCGCTCTAAGGGTGCCTGTCAGCTGGAGCGAAAGCTACCTTCCCGCTACCGCTCGAAAGCTCGAGTCCCCCGCCCGGGAGAAGAGCACCGCACTCGGAAGATGCCCCTCAGACCTCCATCCCCACTCCACACCACCTTCACCATGCGTTTGAGAAGCCACCTATGGTGCAAGGTTCAAGCTAACCGCCCTCCGCCCTGAGGCTTTACTAGCATCAGGAATAGGCCGGAGAACTGAGCCGTTAGGCAGAGAACCCCGATGACGCAAATAAGGAGAGGACAAGCACCACTCGCTTCTCCTGTAACCCATCGCCCCACCGACGACAAGGGCGCAAGCATGACACTGAATGGTCCACCGCGCGTCAGTTCGAGGTCCAACACCGCGGCACCGGTCCACCAGGAGCGAGCCACGCCTAGGACCCCTCGCTTCACACCCACCCGGCGACAGCAGGGGGCCCCGGCAGGTCACCCAGCCTACCGAGAACCAGGGAGGCTCACAGTCCAAGCAGCACATGAAGGCCAGTCCCCTCTCAATGGTGCAGACGGACCCCCTATCCAGTAGCGTGCCAAGTGTCCGGAGCGAGTGCCTGTGAACGCTAAGGTTGCGAACCGTGCAAAGAGACACTGCTAACAGCAAGCGGACCGGTGATTGCAGTACTCGCGCCCTCGTAGAACGCCTAGCCCCACGACGCCCCGGCCTAGGCTTACGCCTCAGACGCGCCGCACCGCAACATTGCTAGCCACCTCCACTGACCCAACGACACCACAGGGAGGTCCTATGATCACTATAGCTCAGCACCTCCCTGGGACCGGACACAGTCGCAAGACCCTTAAAGGCAGCCATAGCCCCCCACCAGACGGAGACCTGCGCCCACGACCACCTCTTAGACTCCATCGCAAGGACAAAGTGCCAGAGAGACGCCCTTAGCGGGACCCAGTAGGATACCGCCCTAGCAGTACCTCCCGCCGGAACTACAGGAGACAGCTTCCAAGGAAGCGGCGCGGCATCGGCAAGTGGCGCCTGAGCGACCCAATGGCTCGGCCAACGGGAAGGCAGTGAGGCTCCAAGCCCTAGCCTCCCCTCGCCAGTAGCCACAACTGTGCAGGCACCATACGCGTGAGAGACCAACGCTCCCACGACAGAGACTCCTAGAGCTCACAGAACAGGTGAGTACATGCTGCAAACGAGGCAGACGCCGCGACCGAGGCTGCCATGGCCTAGCCCTCAGACCGGGAGCGCCCGCTCCGGTACCAGCAGGACAGTACACGCCACACCCGCTAACCCATCCTGAGCAAGCCTAGCCACCCTCACCCATGCCCCGCTCCTAGGCATACGCATAGGGCTAGAGGAGCCAGTACACCATGCACCAGGCCGGACGCGGATCAGACCCCCCACAAGGGCCAGGGTCCCAACGGACCGACGCTACGGGAGACCGTCGCAGAGGCTCCGAACAGGGACGACAGGGCTACGGTGACCGGCCAGAGGGATGCAGATGAGCCATTCGCCTCGCACTCACGGACACAAGGCTTAGGCAGGCTGACCACTCGCTACAACTGCAGCACAAACCCTCATCGCGCACCTCAGCTTGCAGACAGTGTGACCAGGACTCCACAGGTGCAGCCCATCTGCACCTTAGAGACCTGGAACCACAGACACACTCCCGGGCACCAGTCGTCGCCTTGCACATACGCGGGTCCACCCCCCCCACCACGGCACCAGCCCCAGCGAGCTCCTCACAAGGTGGGACCAATGCCCACGCCCAAGGCATGCATGCACTGCCCAGGGCATGTGCGATGCAGCTGACCCTGGAAGGCCCTACACAGCCCGCAGCACAAGCTAGCCAGCGACACCTAGGAGCGTGGCAACGTCAACCGTAAGCGACCACAACCTGGTCAGAAGGGGCGACCTACAGCAGTGAGCTGTACTGTTCCCGCTACTCCCAAGTGTGACCACGCCCCCGCGAGAGAGCTCCAGAGGCGGAGGACGACAGACAGCAGGTGTACCTACGCAGGGGCTCCAGCTGGGCCTGGCACGCAACGGTCACGATGCCCCGTAGGGGGCACACACCACCTCGCAGCACCTGCTCCTCCCCAAGACGAGCTGCAGCCACCGTAGCGACCGCCCAGCCCCACAGAGGGACCAAGCCACGGCTACCGACCGATCCCGGGTACAGGACGACACACACGTGCATACAATGGGCACAGGAAACGGTAGGCCTCTGCGCGCTCCCATCCGGGAATGCAGCAGACCCTACCCTGCACGCATCCAGCGGGGGGACCAGCCACCCCAGACGAGCATGGCGATGCTCGAGGCAGCACCAACTACTGCTGCAGCAAGCTCGTCAAGCCTGAGGGCACTAAGCAGACGAAGCACTCGTACAGCGCTAGCTTCCCTCCTCCCTGTAGAGGGCCTCTCCGCAGACAGCGCACTGCCAACTGTCCCCGCGACACTGCTGAGCGCAGGAGCCTCCCTGCGAAGCGGGCCGAAGGACACCATTCGCCCAGCAAGCAACCCACACGGGACACCAGGGGTGGGAGGCACAACACAGGCACTACCTGGCGGCCCAACATGCGCGAGCCAGCTGCCGCAGCGAGGACGGGCAGAGCACCAAGCGAGAGCAGGCGCCCGCTGCGGCGCACTGTGCGGAGCAGGCCCCCGCGAGGACTGCCTGCCCAGAAGCGAGAGCAGGTCCACAGGCCGAGCAGAGGCCACGGCAAAGGGCACAAGCGTAGCAGCGTACCAGCGCGTGCTAAAGCGCACCGGCAGGACGCATGGCCCTCTCCAGCCCAGGCACACGCATAGCACGCTGGCCGCACCCAGAGCCGGCTACAGGACCCACCTGACCCTGGCTCACCTACACCCCTGCCACAGGCAGTGGCTGCACGCAACCCCTGCCCCGCACACTGCGGGAGCCAGGAGGAGCAGCAGTGCACAGCCGCCCAGGCGGGACAAGGGTATGCCCACCACTCAGAGCCTCTGCCACAGCGACGTCCCAGAGGAGCGCACGGCCTGCACACCGTGAACAGCCTACGCACGTGGCCAGGCCGGCACCCCCTAGAGCACCACAGCTAGTGCGCCTAGGAGCATGAGAGCGCGGGGCCTCGCCGGGCACACGTAGGCCAGCCGGTGCGTGCGAGCAGCAAGACACCCCCTAGCATCCCAGTGCACGCAGGCAGGCCGCAAGCTGCAGGGGCCAGAGCCCGACGACGGCCACATGCACCGTGCCCAGGAGCGCAGCCGCCAGGAGAGACCACGGGCAGCCAGCCCCGCTGCCAGGCTCAGGGCGAGGGGCCAGCAGTCCGCAGTGCACATGCGCAGCGCGCGCGTCGGGCCCACGCTGAGCGGACACTGCAGCCGCCATAGCAGAGAGCGCACGCGCGTAACGCTCACGGTCACACGTACGTGCCATGCGTGCGCA
CGTGCA
GCACAC
CACACG
ACACGCGCACGCCACGCACGCGCGCGCACACGCGCAACGCACACGCGCCACGCGGCGCGCGCGCAC

ACACAC

AACTAGAGTAGGCATGGAGTGGTAGAACTCACGCGGCGCCGACTTGACAACGATAATTCGCGATGACTTAAACCTTTCAAAGGTTGGACATGAACAATCACGTCATGAAGCTGACCGACGCATTAAAATTGGCAATCAACTCATACCAGAAGCCGACCTTCGTCGGAAAAACGTTATAGATAACTAAATGACAGTGGAGTTGCATACCAAGCGCGAACGAGTACGTAGCTCGAAGATACAAGTCAAGACCAACAACTAACGACGCCCCAACGTCTCGATATCGATCAACTCTTAAATAGCGACTACCAGATCGGTCAAAATCCCCATTACCGGAGCATCTGCACCCGACTTTAAACTGATAGAGTACCCAAGTAGGAAACCGGTCCGCGACGCGTCATCCCGTCCGAACCGGGCTAGTCAAAGACAACGGACGTAATAAACAAGCGTGGAAACTGTAACCGTATTCCGCAACGAGACGAAGGCGGAATCCAGCTGAACTGATCAACTTCCGGTGAAAGAGAAGCATAAACTACTATGTCGCCATAAGGTTACATAGGGGTTCCAAAGGTAACGGAGGAACACATCTCGCAGTCGACTAGGCGCGAAACTGGAATCAGGCAAACAATCGCAAACCCGAGTTCGATGATGACGTCGAATCGCACCGTCCCATCGAATGTGAGTCACCTTGGAATACTCAGGGATTCGTCAGCTAAAAAGCTTATGTGATCGGCAGAATGAAGAAAGCTCGGCATTCGGCAACGGCGATTCGACGCAAACACTTACTGAATGATCATAGACCGTAAAAACACCACCTAAGCTTCAACCAACGGACTAACTAGTCGAGAAACATCGCGAATAAGCTTACTGATCCAGTTAAGTTGGAACGCGATCACAACCTTATCAAGAATCCTGAGGCGGACATTCATAACAAAGAGAAACAGTCGTAAGGAAGTCAAAGAGACGCCGCGAAGACGACCGCTGAGAAACGCCACCGGGCCGACACGTCAACAGCTAGCAAACGAAGGAAACGCAATCCGACGCCAAGCCGAATCGACACTGGTACCATCCTACAGATATGGAAAGAGGCGACGAACTCCAATACAGATACGGATTCACCAACTGATTCTGATGTCAACGAAACCCGAGAAAGGCCGAAGCCGATCATGTGAAACTTGCTGAGAAACGGTACGATGCCGTCTAACATACTCCAGAACTAAGATGGTCACTGACAGTCGAACCGGACGGCTACGTTGAGGTTCACCGTCGCGAACGGCTTTACTATCACGATAAAAACACCTTATAAACTGACATGTCCTCTGAATCGCCATGCCGCTTGTCAGTACTACTTACAATGCACACGAAACGAACAACGAAACCGTGCAGATACAACCACTCACCAGTTGCAATCGGTATGCAAACAGAATCGCGACCTAGCCCAAAATAGCGCGAGCCTCAGGAACTGTCTCACAAGTACAACTAGAACCTGAAACTAACCGATCGCTCATCCTGTCACACGACCCCCCACTAAACAGACAAAAACAGAGCTAAGGGGAAAGTGAAAAATGGCATCTCAACGTGCGCCCAATCATGGACAACATCGTATCAGAAACTCGGCGTCGAGCATTACCTTCAAAAGACAGGGAAATCGGACCGAACCGTTCCTACCGAAGATCTAGCCGGGTAGGAGACCTAAGTCTACATATCACGTCAGTGGGACATGACCTACTAATTGGGCGTACGGTTTAAGTTAGACACATCAAGGACAACCGGGTGATAAATGAGCTACAACACGAGAGGACCATCCAACCCCCGCGGGGAGTCATAGAGCTAGATAGAGACGGCATCGTGAACCCTCAATGACAACTCAAACTCGTATACGTAAACACTGTAACCTCAAAAGCTGAGAACTCGCGAAGTCTCCGGGAGAGACTAACCCATAGTGTCCCGTAGAGTTCCACTCAGGCATGAAATGGCCTCGACGGATACTGCAAAAAGACGCGGGGCAAGTGCAGGTATCTCAAAACTCTAAGGGGGAGTCGCGACCGCAGTCATGTGGAAATTACACCCTTAATCTGGCCTTTAACCACCGAGCAACGGGTATACGTAATCCCCAGGCGAGCCTAAAATGGGCTACCAGAACTATAGCAAAATGGTCGGACCGCGCAAACCCGGACATCACCTCAACAACAGGCTAGCATGGTATCCACAAAGCCAATAATCACATTGCAACCGTACGCATCTAGAGAGTGACACTAGACCCCCACCAAGCCAGTCCGTATATAGCGAACCTTGCGTGAAAAGCTGCATTCACAATAGGTCGCAAGATACACCTTCACCATAAGCTCGCGCAGACGCTTCGCCAACCATCTACGAACCACAACTAGTAACTCACGAGAGGTAGGTAGAAGACCTCGGTTAGAACGCCTGGAACAGGCGCACCTCATGCATACTGCGACTTCGCGAGGCAGTAGAATGAGGATGGTGCCGCAAGCCGGCGTCGAAATGTCCAGTGACCAAAGGCAGGTACAGTTCAAGGCCAACCGCGATCGCATGGGGGGGTTACACGGACGGGAAGAAACAAGCGGGTAGAGAGTGACACTTCTAACAATGCCGGACGCAAGACATGGCAACCACCTAAAGCCTCGCGGAGACAGGTAGCGTGTCCTCAGACAGGAACTACTCCAATACCCGGTAAACTGGCTTAGAAATAGGGGCTTAGTAGAAAAGACCATCCTCCCATTCACTGGGGCGAGCGCGATAGCGTAAACTGCTACTCTGGTCTAAAAGCATAGCGTAGCCGGAGGCGCCAACGTCAACTACACCTATCTTGGCATCCCACGTCACAAGTGTCAGTAACCCCCCCCAACAGTACTACCCGAAAGCAATACACGGACCCTGAGCAACAGGAAGCGCAAACGGGCCTCTGCAATGCTAATTCCCATAAGCGCCCAAAGGGCGCTATCCCGGCGCGCGTTAATAGCCAGATAGGCGTGAATGACCGGAGTAAGTCTGCCCAGAGACAGAAGGGTACTTCACGGTCCAATACCAACACCAGCAACACCGCCCACACCGGCCGCCCTAAGACCGTACACCTCCCTGACCAAACGGACCATCAGTGTAGACCTCAGAATGCTTCTCAAGGCAATAGAGTGCCAAGTCCCAAGCTTGGAATGCAAGGGTTCTTAAACGTAACACCGGCGACAGTAGCTAGATCACAGCATCCAAGAGATTCGACTCGTCGACCCCATACGCCAGCAAATCTCCTAGACACGAACACTCTACCTGGACGCTTACAGCTAGCCACCGCGACTACGGATCACGTTGCTTGTACTTTGCAGAGTCACCCTACGGCAGCTTCGCAACCTCACAAGAAGGTCCAACCAGCCCAACACGGCTATCGAACGTGTAATCAGCCTACCCAACCTGCCATGAAGCCAAGGGCTAGAGACAAAGCGTCACTTCGGATCCCCCGACGAACGAAGGATCGTCCGAATCTAGAGACCGCCGACCCCGGCAACCAGGCTGACAGCTGACACAGTAACCCCTCACATAACCCTCCCTTGCTGACCAGTGTTAGAAGCCAGCTCACTAACCTCTCCACTCAAGGGTGGAACTACACCTATAATGGAGGAGGGACAATGCGTCTGATACTCAAGGGGACAGACCCCAGACCCATACAGCGCTCTTAACCTCTAAGGGTGATACCTAAGCTACGGGGACACCTCTGCACAACCGGGACCTTCCAGCGGCCGGGACGCGACAGCGGCAACCTGAACTCTCCTAGACAGTGATCCATGGATGCTGCAAGACCATCCACTCATACTGTAACCTAGAAGGAACCAGAACCAAGGGACCCCGTAAGGACGCCAGATAGCAGACGTCAGACTGCGCCTCCATCACAAGCAGACGTGGACAAGGCCCTCCCTGTTCGACTGAGTTCAACGAGAGATGGACAAAGGGAATGCGACCACAGCAGACAGGTTGACGGGGCTAGCCCCTTGACATGAGGCCAGCGAGGCAGCAGAAACTAGAACTAGCCCCCAGGTGTGACCACCACACCCCCTCGCAACCTCGCAAGCAGGTACAACTGAGTAGGCAGGGAGAAGACTCGCCTTAATGTACCCCCGCCATGTACCCGGGAGAGGAGTTTGACACCCGACTCCTCCTGTAGATCCCGTAGACATAGGCATTACGGTACCAAGGACGCTTACCAAGCACAATGCTCCACTATACGGATCGTAACACTGAAATGCCCCCATATCTCAAGCCCGAAGAAGCGCACTACTGGGAAACACAAGTGAGCGGCCCGGCTGAGCCATAACGGGCACGTACCAATCGCAGATGAGCCCGCCCTCGACATAGGAGCTCCACCCAACTGGCCAGCGGATGCGACGAGCAATACTGGTCTCAAGGTGAGTACACAACAGGCTGTTACAGCGACAGAGACGGAACACAAGCGGTCTAATGCCCAAGCCGCCTCAGTCCCCACCGCGCAGCTTCAACGGAAGCTATCCCCTAGTGTAACCAAGGCATCCCACGCAGACTCCGGGTACCAGCGTCAGTCCGCGGTTCCCTACAAGACGAATAGTGCTGAAGTAGCCAGCTATACACTCCCCCGTCAGGGAGAGGTCAAGCAAGACAGGACATAGCGCTTGATACCCAAACCCCATTGTGACAGGTTCAGCACCTGGAAACACGGAACCACACGTCGCCTGAACGACTCCTCTACGGCGAGTACGACACAAGCTCCTACCACCCACCGTATAACGACAGTGACACAACCCATAGAGGATGAAGGAGACACTACGCGGAATCCACATGCAGACCCAGATCGTCCGCATAGAGCCAGATAGCGTCCACGATTGCAGACGGACCCGTCATACAGGCAACCCCGGACCGGAAGCGGGAGGGAACCCCGTACTACGAGGTGACCCTGTCGGGCAAAGCTGGGCTGAAAAGGTGGGTGTAAGGCATTGGGAAATGGCAAACGACGTCGGATAAGCACCCCTCACATGTCCGAGCGTGGCAGAGTCCACACATGTGCAAAAGCGAACCGCACGTTACCCCTCACGAAAGCGGGCAAGGCAGCAGTACGGCTAAAGGCCAAGGCTGACTCACGGGTACAGGACTGGTAACCGCGAGAAGCTAACCGCCACTACGAGTCCAACCATGAGTGGGAGGGACTGTACAACAGAGCGGAGACCAACCAGCCTAACCCCAGCCACCACCGACATCCGCCGATCCCATACCCTTGCCCCGGCCACATGGCTTTACACGTTCCGTTGCGCGCCCCTCACACATTGCAACGGTCGAATCGACCACCCTCGACGTCCAGAGTCACCCATCCATTGGCTATGCGCTAGACAGGACCTTCCACTGTACGCGAGAGGGACCCGCATCCGTTAGGCCAGAAGCTCCAGCCAGCGGTCCCCTCCGGCACCCCCCCGGCATCAGGGGGGACAGACAAAGAGCCGTGACACCCACGGCCCAGAAAGCAGTAGCAGACCCCAAGCCAAGCGGAAGGCTCGACGCCCTATCCGCGCCCTCGTAGCCGTAAACGAGACAGGGACACGTCCACGACTGCAAGTCACAGCCGCACCCTACAGGTGGACGGATAGGTCGGAGGACCAGGGAGCCGACATGTGCCTATAGCAAGTGTGAGCACTCAGCGTGAACCTAGCACCCGCACCGTGCCGTGCCAGACCACTTCCCGGCAGACAATCCCCACGGATGGCCCATCGGGGACGAACTGTGCCCACAATACCGACACCTACGCTGAGCAGAAGAACCAGCCTGCATTCCAGATGCGTCTTAGACGCCGTGCGAAGTCCCATGGCGGGCTACGCAGTACACTGGAGAAGGGTGAGAACACTCCCATGCTACACACCGCGGCGGACAAGGAGAAGAGCAAGAACGCTCTCCCTGCGCGCGACCCCTCTCAGAGTGCAATGGAGGCCCCGGCTCCACTCACTCTCACTGGTCTGCGCAATGCCACACATGAGCGCACGGTCACAGGGGAGCCCCCTCCACGGCTCAGCTCCCGCTACAACCAATGGGTCAACGGCCCTCCAGGACTGCCAACACGGACACTAGGGAGATGCCAGGACACATGGGGCCTCAACAGTCGGAGCCACGAGACAAACGCATTAGCAGTCACCTTAGCGCTAGGTGTCACACTACCGGCAAAGCACTCTGTGAAGCCATCACACCCACGCCACACCCAACAGCCATCGCGGCCTACATGCCCAGGTCAACGGCCAGCTCCCAAGCCTGGCAAGGCTCGTAGCAAGCCTCTCACCACCTGAGGGGACAACAGCACGGACGACCGCTACAGCGGGAGGAAGGGTCACAACCGCACCACAGCCGCCTACCCTGCGACTTAGCGCCCCAATCGAGCTGGCCACGCGACGCGACCCTCACCCCTGACCTGACCCCGGCGCAAGCAGGAGCAGGGCACACGGGCACAGAAACTCCCCAGTAGGCATACCGTGAAGTGCAGCGGACACCTGCCGTGAGCTCCCCACCTACAGAGACCCCTGCCCACACAGCCCAGGCACCACAGACAGCGAGAGTGGCATGACGGGCGCACGTCGCCCTGCCGCTCCAAAGCGCCGCAAGACGAGGCCCCACAGGCTAGCTTCCGAGGGCGTCCTAGCAACCAGGCAACCAGCGGCCCCCAGCATGAGCACCCTGGGCAGGTACACGGCACTAGGAACAACGCTGAGCCTACAGAGAGCTCACCAGGAAGCACTAGTCGCATCAGGAACACCTCCAACATGCCAGGCCTCCCGAGCCTACATACACCCCTTCACCTGGAGCACACGCAACGGGGCAACTCGCAGCCGCCATATGACGCCTAGGAGGAGCTGCCAAGGCAGCACGCACCTGGCTCAAAGTGCCCAGAAGGCAGGACACAGGAGAGGGAAGGGCGACACAACGCCCACTCCCCCTCCCGAGACCAGACAGGCAGGCCAGGCAACAGGCGTGCCACCGAGGCTTGCAGGCGTAAGGCACAAGCCCATGCACCCTTACCTGCTACATGCACAGAGGCCTAGCCCAGCCGTGCTACCAGAGACGTCCACGCCACCAGGAGCCACAGATGCAGCTGCAAGCGGAGCATGCCAGGGCGGTCACGCACGACTGTCCACGCTCCAGTAGCCAGCAGAACCCAGCCACCTCCCACCCAGCCAGCACGCATACGACAGCAAGCCTGCGTCCCTATGAGGGCGAGAGTGCCACCGCAGGCCGACCAGCCTAGGCCTCCTCGGCCGAACGGTGCATTCGTGCCCAGCTGGACAGACGCAGCCACCCACCCATAGGACACTGACCACGGATGGCGCAGCAAGCCCTCCGCCACAAGCGGAAGGCGCGCCAACAGCTGGACCAAAAGCGGGAGCACAGCCCCGAGCGACAGCCGCTCACCCGGTCGGCCACACACAGGCTGCCCCTGGCCACCTACCCAGGCTACACACGCAACGCTAAGACGACCAGTCCACCACTCGGTGCCCCACGGCGTACCTGCCCCAGTGGCAGCTGCATACGCCCTAGCACCACGGAACCCGTAGAGAGAGCGCCCGCATGGGCCTCTGCCTAAGCAGCGCGCCAGGCAGCGACGCTCTAACGCATAGACACCCTAAGAGACGCAGAGGCCACGTACACGTGCAGTGCACAGTGCACTGCACTGCACGTCAGCCACAGCCGGAGCTGCACCCGCACCCACGCCTGTGCCCTGCAGCTGTACGTAGCGGGCCAGGACCCCTGCCAAGCAGGGAGGCCGCCTCCGCGTCAAGGTGCATGCTCGGGCACAGTGTGCGTGGCCCGCAGAGCGCCCGCTCCGGCACACGTACAGGTGCAAGAGCGAGAGCCACTGCCCCAACGCGCACCAGGGGCGCCCTACGCTCAGCCCACGCTACCGAGTACCAACGCGACACCCGGGTCAGGCGCTGGCCAAGGGTGAGGGCCCCTAGGGAGCCCCCAGGGGCATCCAGGCCTCTGCTCCAGAGCCTGCAGGGGCCCAGTGCGTGCACAGCAGCCACGACACAGCAGGAGCACAGCGTGGAGAGACACAGCGGCCCCACCCGCCAGGAGAGAGAGGCGCTAATGCGCCGCGTAACGCGTGCACGCAGCAGCCACGGCCCTGCGCGTGCAGTGCACACGTGCCCGCTCCGCAGCGAGCGCCGCGCGGCACAC
CACGCG
CACGCA
CATGCG
CGCTGCACACGCGCGCACCACACGACGCACCGCACGACGCGCGCGCGCCGCGCACGCACA

ACACAC

AACGATAGCGATCGCAAAAGGGAAATGCTACACTCGAATTGGAGCCGACCTTCGCTGTACAGTCATGCTTAAGGTTCAGGGTTAGTGTCAAGGTCAATGTGACCCGGCCAACTAAAGGGAGATAGATCTACAACGACGAGAGAAATGTCCACGTAACGTGACGAAGGAGATTCAAACTACAAGAGAGGACAATGTTAAGACTACCAAGTCAAGAAGGGGGTACGGAGCGATGGAACCTGACATCAAATCCTGGAAAGAAAGCGGACATTCCCCAAGTAGGAAACCGGTACTACACCCCGCAACGAGACGCATCTTCGCAAGTCCAACCAGGTGGAAGCCTGAGCCGCAGGAAGAATCTACACGCCCAGGTCGGGCGGACTCTTCTGATCAACTTCCTACAGAATCTCACCCGACTACATACAACCCCCGACCCCGGCAAGAACTTAAAGAAGTGATATCTCGCAGTCGTGAACACGCGAAAGTAACGTTACAATCCATACCACCGGGGGACATGAGGACTGAACGTCCAACCCGAGTTCGAACCATACCACGACGTCGGGTAACAATCGCACCGTCAATGTGACAGATTGTGAAACTTTCCCGCGGAAGGAGATGTAGACAATCATGGTAAGCGGCCGGACACGGGACGCACGATCGGCAAAGATCGCTTACATTCGGCGATTCCTTAGAATTCTAAAGACACAAGTGATATGGCTATCCACGGCCAGTCGGTCGCAAAGCTTACTGATCATAGCCATCCCACCCATATATACAAATGGTACTTGGGGTCTAACCTTAAATGAGAGTATGCTTAAAAACAGTAACTCGCAACAGCCTATCCAAATGCGACCGCGGCCAGATACAAACAAGCGGCAACGTCAACCTGAAAAACGGACAGTAGGATCACATCGCGGGGAAGGAGAATACCTACAACTCCGACGAACCTTGCGACTCCATCACAGACCTAGGATCCATACACGAAGCCGATCAACCCATAACCTTCTGTAAACGGTAAGATCGCGATGCAAGCATCTTTCCCTCCAAACTTCTAATAACATGGTCACTGACCGGCAGAGTCGAATCGAGCCGTAAGCGGAATCGTAAAGTAGCGAATGAAAAGCAACGCGACGCGACATGTTCGAACTACAGTAAACGACACGGAGAAAACACAGCAATACACAATGGTAAAGAAAGATACGAATCGCCCGACCACTTGTCTCCTAAATAAGCGATCACGAACCATCTCCAATCGGGATGCGACCCATCGACCCCGCATCAAGGTGAACTCATATGACAGGCGAAACCCAGTAGCAAATTCCAATCGCGCTTAAGATAGCGCCGCGCACTGAAACTGTCGCATAATGGGAAGTGAGAAGCGAGCAAGACAGTCCGGAGTCACGATCGCGTCGCATAGTGCAATCCCAAGGAGATCCCACCGGCATAACACGTAGACTAGTATCAGAAGCTAGAGTCCTAAGATACCCGGGACGTCGAGCGGCCAGGCAACCTTCAATCGGAGCCCGCTACCGATATCGACCATTCGTCAGAGGGAGAGCCCCCACGTCAACTTAGCTCTTACTACTATAGGGAACCCCGACTAGGCCACGAACCTAAATCTCCAACCGGACTGGGCGCCTCGAGCGAGTGTAACAACTGTGGACAGAGTTAGAGTGACCGCTAGGGACAATGAAGCCCCCGCGGGGAGTCAACAGAGTACCCGTAAATGCGCTTGTAATGTGGAGAACCACGGGGATTGGCCCATGAAAGCTTAACGACCCTACGATTGCACCATCATCGCGAATATAGCTGATATCATCAATTGCGCCGTAGAGTTCCAATACGACCTCGCTGAACCTACTCCCTATATTGCAAATCACAAGACATGACCAAAACCACCCATAACTCAAAAAGGTCAAGCTAACTACGAGTCGCGACCGCCATCTCGAGTAAAGGACGGTGACAATCCGCCGGGTAAGTTTGGCTTCACCAGAAGATAACAGAGGACTTGAAACGTATTCTCAACACTACTCGAGACGGACCGACGTAGGTTACGTAGAAAGCCCGATCAAGAAACAGAGCTAAAGGTTGAATGCTACTTACTATAGAAATGCAGTTCGACCTTACTCCCCAATCCACACCCCAGTTATAACATTGCAATGGAGGTAATCTAGACACTAGACCCCCAGTCAGCGTCTCACCAAGATTCAGCAAGGCTAGCGAAGCAACGTACCATGTAAACAAACGAAGCTGAACCCAGTGAACCTGTTCCATCCCTAGTGAAATCCCACCTTCGCTAACCGTGAGAAGGGCATGAACGCCAACACGCTAGTAGGAACCACTGACCTCACTATGTCACAAAGGACACGGTTAGCCGTAAACCCCAGCCAAGCATACAGGTCCAACACCAACGTAAGTAAGGATGTAAGCTAGAGAACAAACAGGCCGCAACGGATAGGGTCAAGTGGGATAGGACTTCACCAGTTCCTAACCGATCGCGCCGACAAGTGCAATGCCCACGGACCCCTAGGAGCCGTGATAACGGTCATTCGCCGATACAGCTCAATAGTCGCAAGACCCTAACCTTGAGATTACAAAGCCATGAGACCATACATAAGGCGCTGAGCGGGACCATTAAGGCCCAGCTTCGGGCAACAAGCACGTGTCAAGAGGACTGGAGACAGAATACCGGCTCAAACAGGTATCCAGCTCTAAAGGATATCCAGAGGATGACCACAAATGTACGAAGACAAGGCAACGGGAAGGATGAACGGGCTCGGATCCCAAGCGATATCCGGAACAGGGACTCTGCATCAGAAGGCTAGAATGCGAGTCAGCGTAACTAAGGGCGCAATCACCATACAGCATCCAATGGAGCCTGGACTGTCACAGCAAACGAGGGAACACCCGGTCCCCCCCCCAACACCCGAAACTGAGCTATACCCAGTCACATGGAATTCGACGTTCGCGCCCGATCTAATCTGCCTATTAGAAGCCCGCTAACGTACCGTAACACAGTCCACAGGAATGACCATCTGGTCGGAAAACACACACATACATGTACCCAGACTTCTAAGGGTACTCAGAAGGCGGTACTCAAGACCCATCAGGTGCTAACTGACACCAGACGCAACAATATGCACGTAGCTCGAAATTGGAATTAGCCCGTACACTCACAAGGATAGTGACATACCCGACGGAACCACAGTCCCACTTATCCATGGAAGCAAGAAACGAAATGGGAACCCTGACTCCACATCATGTACATATCCACCTTTACCTGACAGCTGAAGGCTAATGATGAGTCCCATTCGACTCGTCCCGATATGGCCACTCATAGGCATAATGAGCCCAACCACTTGCATAGCACGACTAAAGCCTATGGACCTTTGCCACAACGAAAGCCCACCAAACCTCGTTAGACAGATGCATAGAGGCCAACCGGCGCATACCAACCGTAAGCGTCAACGACTTCTCCTCCACGACAACAAGCCCCAGTGAGGATCCTCAGGATACGAAAGCTCCCACCCCCAGATAATTCCCATCTAGAGACCGCCACTCCCACTAAGTCTGAGAAGCCCCCCAGAACTCACACGAATCCCCACTGATGATAGCGAGGGACTACCACCAATCGGCTAAATCGCAGAGCCAACCTATCATTGCACCATGATGGCGTACCAAAACAGCAGGAAGATAGAGAGCTACCGCCCAAAAGGCAGGGATCCCTCAGGGGACTAGTCAAAGCCAAGTGGACCAAGGGGGCCAGCGACACTTACAGGAACAAGCCGGCGGAAGAACTGCCAACGGTACTGACCTTAGTAAGGACGCCAGCGGTCACGTAAAGACGTCAGGTTCACATCGGACATCGGGCGAACAAGGAGGAGAAAGCTCCTAGTCAGTACACTGAAGAGTGTGAGTAGGCGAGAGGATGCAATCGTGTCCCGATCAGCACCCAACCTAACAAGAGTGAGGGACCCGTGCGTATACACCAGGTAGCCACCCCTCCCAGAGAACGCCACCGGGCCGACAGCCAGACCTTCCCGCAACATGGCCCAACACAACGCACGCCACACCTCCAGTATCGGTGGAGTTGCAAGATAGCGTTAAACACCTCTATGAGCCTTAAGGCATAAGACGACGCTGCAAAGCACCCTCCCGGGCATGCATGCATCCATGCTGCAGAAGCGTGGACTGGAACAGCTCCCAGTACTTACCACTCAGAACACTGTTGTAGGGAACATCCTCACCGGACGTTGACGGGAACCGAGACTTCCCCCATCCAGGGAGATAGGGTCACCAATGCCGCAATCGCTCTGACACTTCACGAAGCCCTCGAAGGGTGCAGAAACGAACCGAGCACATTCCCAACCAACCAGACAGAGACATAAGCGGTGCGGGGCACTGGTCAGGGGAGTGGTAAAGGTGGAGTACGTCTAAACTGTACTCAAGCGTGAACTGCAAACTGCCCCTCACGACCACAAGAGCCACATCGGTACCAAGGACACTCTACGGCCGCCTACAGCTTTACGCAGACGCTTCCACGACCATCGACGCAAGACAACCAGCATGGTATGAACGTCTGCTTGAACGCCTGAAGCACTTGCCCACGTCCCGTCCCCTCTACCACCGATGGTGAGTCTACAGCTACTAAGACATCCGCTGACCACCGTAGCGTGATAACGAAAGCACACACTACTGCGAGAGGCAAGCAGAATGTGCGATGGCCCTCCAACAACGACGTGACAGACAAATGGCCAGCTGGGCAGAGATTGCAGGACCGGTACAACCCGCACGGCGCCGAGGGCACAACAAGAGGTTCTAAAGGGGCATTCGCCCGGACTGGACAGATGGCTACGAGACGGCACCCTAAGGGTGACCAACGCTACCAGAGTCTAAGCACTGTGACGGGAGACTCGCAGCCGCTCCACAACCAGCCATGACATACACCTCCCCATGGGACCTGTAACTAGCGCCATAAGACAGCGTAGCCTCCGCCAGTCACTAGCACCGTCACCGTTACAATAGACGCGGCGCCGACTCAGCCGTTGCAGCTGGCGCCCGGACTCAGGGTGAAGGGCGCCTCGAACCGTGTAGGCAGCACTAAGCACTCCGACGCTCGAGGGACCACACTGGGTCTTACACCGCGCGAGACTTAGCGGGACCACCTCTCGCATCGAGCAAGCGCGACATGTCACACCGATGGCAGCCGCCCGACCCTACGCACTAGGACCATAGCCCTGCCAGGTCATGCCACTGTTACGACAGCGCTCACTCCTCCTACCCAGACTGAGGACTAACGTGGTCGCAGGCAACAGGGTCACCTAGCCAGCGCTAGAGCTGAGAGCCTAAACCCGAAGGTAGAGCGCGCCGCGACGACGCCGCGTCAGTACTGCCTCCAGCCATCGCGCCGCACCAACAGAGCGTTTCGTCACAACGGACCTACAGTACCCAGCGTCCGAAGGCACAAGCCCTAGACACGTGGCCCCAAGGTACCGCCTAATGGGGAAGCAGAGGCCGAGCTATCGTCAGACCTGGACTCTCACAGTCGGTGTACACTCAACCCCTGTTCCACACCTGGGACCCCTGGTAGTTTGACCCCACCACTGACCCTTCGCAGACACGCCAGGGCTACGGGGCACATGCGACGCCGCGAGCAGGGGGAGCCAGGCCCTACTATGCGCTGACCATAGCATAGGCAGTGCACACCTAAGCGGACAACGCATTGCCGGAGACGTCTCAGGTGACACATACGTGCAACTCTCCTGAGCACCACACCGGCTCACACGGCAGGTAGAGACACCTGAGCCTGCGGGGTACGAGCTCAGCCCCGAGGACGCATGAGGACTAACTGTGGACGACAACGCGGTAGACCCCGCCAACGCTCCCAGCCCCACGCAGGGACGTAAGAGCCACCCCTCCACGCCGCCATGGGACCTAACAGCCCACAAGCTCCCAAGCATACCGGAGAGTGAGCGCCAACTCGCAACGACCAGATGCCCCTACCTCACCCTCTCAAGTCACCCAAGCCTAGGCCCGCACAGAAGGTAGACACCAGGCAGACACACTGCGCGAGGCCGGACGCACCAGACCGCTCAAGCGCTCTGCACAGCGGCTCCAACTGGCGACCCAAGGCACCCAACGCGCACCTGACCAACACTGGGTCCAACGTGGCCGTCGCGAACGAGCGGGCGTCCCGCTGGAATGCCCCTGTCCGCAGTACATGGGCTGGGACTCCTACAGCCCCCGGCCACGGGCACGTACAGGAACACGATGCGCGTATGCCCAGGCTGAAGGCAGGGTGCAGTAGTAACGCGTCCTCAGTGCACACTTGGCCACCTCCCAGGAGCCAGCCTATAGACACCCCGAGGAGGAACCACCCACGCCACACCTCCGAAGGCCCAGGCCCACCCAAGACCACGCTGCACGGTGCAAGGGAAGCGCCACTCCCCCTTAATCGTACCTAAGCGATGAACGACTCGTTCCAAGGCGCAAGCCGTGTTAACACCACCCCAGCGTCCACCTGCAAGCACCACACATAGCGACAGCCTGACGGCAAGAGACAAGACCCCTACCTCTGCACGTACGCATGCACAGACCAGGGGCGGCCCAACCCGTGTGCTACGTGGCACCCTGAGCTTGCCGTTCAGAGGGCAGAGCCCTGTCCAGAGGCAGTGGGGCTTACTAGACATGCAGACCAGTAGCGTGCTCGGCCACATGCATGGCCTACACCAGCACCCTTGCCGCTTAAGCATCCTGCCCAGCACGACCGCCCAGTAGCACGCCCTCACAGTGTGACCTCTCACGGCTGGCTCACCCACCGCCACCGGAGTACCTGGCACAGCAAGGTGGACTCCCATGGGCCCCTGAGAGACCCTACGCAGAGGCCTAGCCGCTCCCGAGTGCGTAGCAGACAGCAGTGGCGACACCGGCGTAGCTGTATACACAAGCCTCACACTCCCATGCCTGCTACAGCGGCACAGACCCACAACTGCAGAGCTAAGTACCCGGCACCCCGAGCCTCCCAGCCCACAGCCACATAGGGCCTCACAGGACACGCTCGGAGGAGTGGGAACAGGCGACGCACACACCGAACGCCACCACGTGCCAAGAGCTGCAGGCGCCTACAGGCTGGAATGCCTGAGCCAGTACGCTCACCAGCCGGACACAGTACACACAGTGGCTGCCCTGGCACGCTCCCCACGGATGCTCGCCCACGCTTCCCAGACGCTGCCAGGTCGACCGTGAAGCAGGCCACCCCCCGGGCCACAGGTGCGAACTGCTGGCACCAGGAGCGCCGGAGCTACAACAGCTGGCCTAGAGGGCAGCTGCCCAGCCCGAGCGCTGGCCAGCACACACGGCACCGCGCACGAGGCTCTAGCACCCAGCCTACACAGGGGCACACGGGCCACTCCTCGTGCCCCAGCAAGAGCACTGCACCCAGGGCGCTAGAGAGCGCGGTAGCCCCGGCACCCGGAGTCCGTGGCAAGGCCAATGCACAGGCTCGGCCACATACGCGGACACCTCCAGCGGCCCATGCGGCAGGGGCTGGGCAGGAGGGCTAGCCATTGGGCTGCAAGACGCCCCCGACCTGCCGAACCCACACAGCACGGGCACTGCCCCGCACAATGCCTGCAGACGCGCAGTGCCTCGTCACGACACCAGGCAAGCCCTCTGCTCCGTGCACTAAGCGAGAGCAGCGCAAGTGTCGAGCGCAGGTGCAGAGCCCAACCGCATGCGGATGCCCGCAGCAGGGCAGGCTACCGGGCAACGAGCGAGCCCACAGACGCAGGAAGGGCCCCGCTCACCTGCATGCGCCAGGAGCCCAGGGAGCACCCCTAGGAGGCCCAGCGAGACTGCGCGTAAACGTTGACGCAGGCAAGCCAGGGCCGTGTAGGAGCAGCGCTACCTAGCACACGTGCATGCAGGCCTCAGTGCCAGGCGCAGCAGGCAGCCGGTCACAGCGCCGCAGCAGAGAGAGCGGACGCGTACCAGCGCCCACGCGGGCACGGCCCCCACGTAGCACGCCACAGCCCGCAGCACACGAGCAGCAGTGCGGGGCCCCCTAGGAGAGAGCTGTGCGTGCACCACGCAACGTGCAGCGTCGCGCCA
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ACCGAGCGAGTCTACAGAGATATACACTTAAGGTTGAGAAGAAAAGAGGGCTAAGGAGAAACTTCAGATGTAAATAGACGAGCGCGCGAGCTTAACAAAGCCAATCGACTCCGCATAGTAAGATGAACGCGGCATACCAGTTTGATGGACCGCAAACGGGCCAAAGGTATCACGCAGATAAGCCGAACAACCAGGCATTAACTATCCCCACTCGAATGGCAAACAGATGACTAAATTCTCCAGAAAACGACGACTTCTATTCGACTCGTCCGAACACGGAGCACCCGAACATTGACCGGTCCCCGCCCGCGACGACGCCGCGTCAGGTATATCCCGATGAAGTAGTCAGATCCCTCAAGAAGTTAGCTGATAAACCGTACGGATCACGTAGGCGGACCTTCCGACAACGCAATATGATCACACGGAGTTTAAGAACGACAAGGACTTAAAGAACCATTCCAAATTCCCATAGTCATGTCGAACCACGCCCCCATGTCACATTAGGACATCACGGAGATGAGCAAGCATCCTCAAACAAACCGCGAAGTTACAGGACGACATCTCATGTTCGTTCAATATGCAACGTCGATACCCAATGGAAATCGCACCGTCCCATCGAGGTTAATACTCAGCGGAAGGGATATTGAGTAGTGACCGCGGACTCATCGGGACGTATGACATAAGCTTTCCACACGGAGCAACACCTAAATAACCCAATACCCACTAGTAAACACATCGCGAATAGGGCGAAACGCGGAATCATATACAAATGGTAACTAGCTTCCAAAAACGACCTTAATCAAGTAGAGACTTGTAGCCAAACTATTCAAGTGGCCGCCCCGACCGATTGGACCATTCAACGCCACCGGGGCAAACAAACGGAGATCAAATCCCGATAGATCCCAAAAACGAACGATACATCGCGGGGAAACATCAAGAACTGCTAACTACCTAAAGAGGCGACGAACAACTGCTTAATGGGAACTTCTAACCTTGCGACTCATCCAGCTCTAATGAACAGCATACCGGACGAAGTCGACCGCTACGGTACGTCTAGCGCCAAGTACAAACCCAATTGCCATCCCCAGTTCCACCGGACGTTGAATTACCAAGAGTGCATGAACGCGACGAACGCGCGACGAGAACAGGAAGAGGGAACGATAACGGAGATAGCCAATGTGACACCAAATAGGACCAAAGATACGACAATCGCGACCATCCTAAAATGACAGCCATCGCGTAGAAACCAGTTACCCAGAAGATGACAGTCTCACTCGAAATGAGATTGTGAGATGGACAAGTACCCCTCGGAACAATAGGACACGAATCGCGAGTCATCCCAAACTGGAAAAGCAAGTGACATCACAAAAAGGGAACTCTGTGAGACACTAACAACCCCGGTAGGAGGAACGATCGCGTCGCGGATGAATGTAGATAGTGACCGGCCACGACCATACGCGCAAGCTAAACGTACTACAGACGATCGTAGGAAGAAAAGCAAACAGTCGTCGAGGGGTAAGGCAATGCCAACAGTCAGCCCGCTACCGAAGCCGGAGTCTACTCCTAGACCTCGTAACAGGTAGAACCGTACGATTACGTACGACAACGGGCGACTTCGAAAACCGGCGCATAAAACACAGAATGATACCATGGACAACACAAGAAGGACCCCCCACCACTAGTCCACGAGAGGTCATAGGATCCGAAAGCACTTTGCCGTTCATCGTGAACTGCGGAAACCCGTGCCGAGACGTATACAGTCCCAACGACGTCGGACCATCATCGCGACCCATACCCGCCAGTAGAATTGCGCTGAACGTCCAAATCCCACGCTTAACATACCTTTGCCCAAGGAGGATCGACCAAACTGACACCTATGTTCCAAAGCTAGACCGCCTAAAGCTTGTCCACCCGTGTACAAGGACGGGGAGATACGTACTCTTCACATTCATAACACAACACGGCCCAACGTATCAATGCCATTACCCGAGACTGCGCACATCTGATTGAGACGTAGGTTACCAAATGACGAAGAGCCCGAGCTAAGAACACGCTAAAAGTTCAGTTGGAATCCACACGTGGAGGTACGTCAGAACTATACCCCGACGGCACAGTTGCATTAGGATCCTATAAGCAGTTCTAAACCAGTGACCAAAAGCTATACAGACGAGCCGTATACTCTTACACTGAAACGGAACGAGACATCACGGGTAAGATCACAACACACACATCCATCCCTCCAGAAGACGACAGTAATATGGACCATGACAGACCGGTACAACGCTAGTAGGAAATGTGAAGTGTCTAATCAGAGTAGAATCCCCCAAGACTACAAGACCTGTAAGACTGTCAGCTAGAATGGAGGAGGGACATGTACGGTTAATGATCAGCCAAATTGGGATGCATAACACCACCATCATGGTGGCCGGCGCGTCCGAAGGCACCAGAACCGAAAACCCTGACTCAGGGTGATCCTCAAGTGAGCATAACCAGTTCCCTACACTGCGAATACTGGATCGCGTCCTACCCCCAACGGTCATTCGCCCGGACCGGTGAGAGATACCTTGAGCCATATCTACAATGAGAAATGGGCAGATGCCTCGCGCGGGAGGTATATCCACAACTAGGAGACTAATAGCATCTCCAAGAAGCAAGGTCGGGGGACAGGAACTAACACTGTTACCGGTACCGTGACCTGAAAGCCCCGAAGACAGAGTGACGGGACCTCCACATAGAACTGGGGACGCCAAGCCTCACAAGGGAACCAGTTGGACTAAGAAGCTTAAAGCGATGACGGGCGCACTATGAATGGTAAACCTGACGGAAACTATCCAAGGCAGGTCAGAAGTCCTCGGCCCGTCACTTGCCACCTACGCGCCCGATGAAATCTGCCACTCGGACTTAATCGACCGCTAACGTACCACTGTAATAGCCATGACCACGGCATCGGAAGGAGTACCTTCAATGGTCGTCTGAGACAGATGGTAAAGGCGGGGCTGAACCATAAGACCCGCATTATCAGGAAGCTATCGAAGAGACCCAACGTAGCTCTGACCGTACAGTGACGGTAACAGTAAGCAGGTACTTCTCAAGCTGCTTATCCATGGAACCCCCAATGCCACGACCAGAACCTAGCTAAGGCTACTTACAACTCTCCTGAGAAGGTTCAGGTGAAGCTTAGTACACACAGGTTCAGCAAGGAACCCACAACTCTACCTTCCCAGTAGGACCACCCGACTAACCTCTAAGCGGACGTTGAGGTAGTAGGAAGAGCTCCTAGAAGACTGACGGCAGCCCTAAACGCATGCTTGAGTTAGAACCAAGAGATGCGCTCAACCCTTCCTGTCCACAAGGAGTACCCTGTAAAGGACCATTGCAACGCCCGACGAAAGACTGATACACACAGGAGGCAACGAGTACCACGAAATGTACCCCGACCGTCAGTACGAAAACATGGTCCGACAATTGGTATCAAGACCGAACAGGCCACTCGAAGCAGACACAACCTTCATAGGGCCAGTCATCTCGGAGTCCGCCAGAAATAGCGGGTTACTCAAGACTGATCATCGGACAGACAGGATGTGCTAAGCAAGACACCCAATCGCAACGCCAGGCCGAAAGTGCCAAGAGATCATCGCAACAGTCTCAATAAGCATGTGGCGCCCACGAGTAGTGGTACCTTAACAACAGAGCGGCCGGACAACATAGCAGTGAACAGCTCCAATAAGGACTCATCCAATAACGCAACGGGACGCAGAGTCAACGTCAAACACTCTTAGACTTGCAATGCCCACCCCGCTCCCCCGGTCAGTGTAACTATCCACGGCCCAATCCCGAAACAAGGAGACTCTGAGAGTCACATGGATGGGACACGAGCCAGGAGGGACACCAACCCTGACAAACGCTCATGCGCAGCAACCCCCGCCATTACCCGGCACTACCACCCTGTGGCCAAATGCGCCTGTCCGTAAGAGTCACAGTCTGAGGGACACTAGCCATTGGGACCCCCCACCAGAGTGACCGCCGAACGCAAGTGCGCGCCAAGCTACACTACTAACCTCGAAGCCAGCCAACCATCTAGCTTCACCGCTCCCTTGCGCTGAACTTTACGCCTTAAGAGCGGAGGACCCGGGCAGGGGGACCATGAGAGGAACATCCCACTAGGCTGACAGATCGCGATGCTAGGGACAAAGGACCAACAGGCGACCAACGCCGTAACGCACCCTGAAGCTACGCCGGGAAGGCTTACCTGACCTCCACCTATCAGGATTAACGACAGATGCCGTGTCAAGTGGGAACCTCCACTCAAGCAATAGCTACGCTGTAACGTACGACTCCGCAGAAACCACACAGCGGGCTAGCATGCGAGGGCAACCCATCCGCCGCCATGAGAGCTCACGGTGCGGCGAAACAAGCAGTCAGACCAGGATAGCGCGACAACGAGCCGGCCAACAAGCAGGATACCCTTAGCAAGTGAGCGTCAAGGCAGCTTTAAGACAGTCTCAACGTTCAGGTGGACCCTCACGGGTCCTGCAGCCCGTCACTCACAGGGTAGTTTGAACGTCTCAGAACATAGACAACCCCAACAGCAACACGCCGAACTAGGCACCTCTAATCACCATCCTCCCACCGCCCGCGCGGCGAACAGCGCTGACCAAGGCTAGCGACATAGAGCAGCCGAGCAGACGCGGAACCTCACTACCCAGCATCCTTGGCCATTCCCGGCCAACCTAGCCGCTAAAGCAGAGGGGACACCTGCATTCGCGCTGACTGGACAGCTTGCTGCAAGACGGCACCCTAAGCATAAGCTTCGGAGGACTACCACACCACCCGAGCACAATGACCTCCAGAAGGAACGGGACCCATACTCGCCCGTAGCATCAGAGTGTAGGCTACGAGACAAGCCCACCTAACCGGGCAGTACCACATGACCAGGCGATAAGGCACCGAGATGCACAGAGGACTCCTGGGTCAACTACGCCAGGCAGCCTCCACATGCAGAGAGTCCCAACGAGGCACGGCAGTGCAAAACGCAGCCTACCCGAAACCCCAATCCGCCGACACCGCCGAGAACCCGCCTCAACTGGAAGCTGGCGTCCACCAGCACTGTGACCTCCCGTAGACCGGACCCTCGAGCCTTCGAATGGCCTGGTAGGCCACCGTTAGCTACTCGCGCGAAGGTGCCAGCCAACACCGAGCCAGCGTAACAAAGGCCCATAGACTCAGATGCCACAGTAGAGGCCTAAGGGTTAGCGAAAGCTCCACTCCAGGGAGTCACCAGTCGCACCTGTAAGTAGCAGGAGCCTGGCCGGTGACCCCCACGCATCCGGTCACCCGGGAGCGGCCAGTGTCCGTGAGAGAGACGTCCACATTGGCAGCGCGCACACCCGCGCCGCCGTAACAGAGAGCACGCCATCCCCACGAAGCAAGCAATGGGGGGACGCAACCACGGCTCTACAGCTCACCCCCTACCTAGTCAAGCGTACCCAGATTCCGATGCTAACTCCCCGGGGAAGGCCGCTATAGAGAGGGAAGGGGCCGGCAGTAGCACCCTTAACGGGGCATGTCAGGCCAGGACCCAGCGTGGACCACGCACAAAGTACGGAATGCACGTCCAACCCGAGCATGGTGCACGACACCAAGGACCCCTGAACACATGCAGGAACAGCCGTCTTAAGAGCTCAGCTATCCGGAGGGACCGGTTCACACTGGCCAAGCCATAGCCCTACCCCATGCTAGACAGCATGCGTGCTAGGAGACGCTCACGCGGCAAGGAGAAGGGTCCACATAGCTATACCAGAGACCGCGCTGTTCCCTCTCACCTGGCTAACCGCACCAATTCGGCGGCTCCGGCCCACGCCTGAGGCAGAGCTACTGAGCCGCCAGGGCATACACCTCGCTGCACCAGTAAAGACCCCACCCAGAGGCCTCCAGCGGGAGAAGAGCAGGACACAGGGAGCATCAAGGTCCGATTGCCTCAGCACACCTACGCCGCGCTAGATGCAGCGCTCCCGGCAAAGCACTACGCAGGGTACCCAGAAGCCGGAGTCCGCACTCACAACCCACCAGGTCAAGGCCCTCTCAAATGCAACACTCATACGCCAGTCCCTAGAGGAGCCAGGAACAAAGCCCCCCGAGCCACACATGCGCCCCGGGGCAGACAACGTAACTGCGATGGCAAGGAGGATGGGCCAGGCCCTCCTCCTGCCACAAGCCCCTCAGCGGTACCCGTCGGCCCGACTGGTCGCAGTACTCAGAAGTACTTGAGCAACGATGGGCCCCCACGGGACTGCTCTAGGAGGCAGAGCGCACACGCAACGAGCAAACTCCCCCAGAACTGTGATAGGCCATGCCCTGTGCGACAGCGAAGCCCGCAGCCCGCGCGGCTCACCACGCCGGTAACGGTTCGCACTACGCTGCCCTAGAAGTGTGAGGGTGACACTGGTCACAACGGTGGGGGCAAAGCGCACGATCCGTCACCCCCTCAAGCACCTAGCCCACTACCAGCTGACGTTCAGCGATACTGGCAGGGCCCGTTCCCCAGCGCTGGGACCATGGCCTCGACCTGCAGTGGCAGAGGTAATCAGCCTCTCCGGAGCAGTGGGACAGGACCTGTACGGGTACCGCCTCCCCTCCACAGTCCATACAACATGCAACGTTCCCGTACCTGGCCTATGCAGCTCCACGTAACACCGGCGACAGCAAGGGCGTGCCACACCCCCAGACCCTACGGCCAGCGCTTCCCATTGCCAGTGGAGCCTGAGCCGCCGCCACTCTGCACTCGACGCTCTAGCTGGACACGCCGTGTGAATGCTGGCGTGACGGGTAGTGTTAAAGGGCAGGTGGAGCTAGCCCCAGCACAACCACCTAGTGCCACCGAGGCCCGCATACACACCTGAGCCTGCGACCTGCCAGTCGATGCACCCTGCCCGCATCGCGTCACATGCAGAGAGCCAGCGACGACCCTACGCAGGTCTAACCAGCGGTGCAAGCTGCCCCAGCCCCAGGATGGCGCCCTAGAGGGCACGCAGAGATGGCGCACGACTAGACACGCTCCCAGCCTGCCCAAGTGGCCAGCACGCCTACCCCACACAGACAACTGAGGCTCCCCATGGGGTACGACTGCTCCCTAAGACCCTCAACCGCGCCACAATGTGCCTGCTAGCCTAAAGCGGGAGCGAGCCTCCGCATGGCGCCACCAGCGCCAGGCAGGGTCCACCACGGATGCTCACTGCCCCTGGACAGAGCCGTGTCCACAGGCCTTACGCTACCCGTGCAAGCACCACTGCACTGCACACCACGACCGCAGCGAGCAGAGCAACACCAACAGTGGCAAGCCAGCCCGCCCCACCAGGGGCGACCAGGCTCGGACACGCACCCCCCACCTGCGCAATGCCGCGATGACGTTGCGGTGTACTACACGACGACCACTGCAGGCCCCCTCACCACCAGACGTGCCTGGCAGCGTACCTCCCAAGCCACCAGCGCAGACCACATAGGCACCCCGCCTCCGCTTACACAGCACTAGCACTCTGCCAGGGGCACAGAGAGCCCCAGCTCGCCGCACAGGCAACCAGTACCCGCACCCGTACAGGGCTTAGCACCGTGGGCACAGCTGCCAGCACAAGGCGCGCTCCAGGCACCGAGCACAGGCACCACGTCGGAGCCAGTGCCCTGGGCGACTGCCAGGAGAGCCCTATGGCCCTGCCCGGGCCACCTAGCGCGCAAAGCAGGAGCGCAGGCCTAGGGCTAGAGCGCCGTGGCGAGTGCCCGCCACCCCTACTCGCACAGGGCCTAAGCCAAGCGACACAGGGCGTAGCCCTACGTGACGCCCACCCACAGCAGTGCAGCGTACAACGCAGACGCCCCTGCCAGTACAGGGGCGGGCACGAGGGCAGGCTGGAGGCCCAGCAGCACAGCACAGGCACACGTAGACACCCGCAGACGCTGAGAGCCCCGACGGCACACTGCACACCCCGGGCAGCCCTAGGCCCCACGCGTACAAGAGAGACGGGCGCAGGCGGGCCCCCTAGGAGCAGCGAGACCCGATAGGAGAGAGCAGCAACGCGTAGCGCTACACGCACGCACCGCACG
CACGTG
CACGCA
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CGACAGCGTGACTGTAAAAGAAGAGGGTAAGATCACAAGAGACTCGTCTGGAAATCATCAGAACTAAAGAAGACTTGCCATCTAGTCAGAAAGCGGACCCGACTTTAAACTGATACATTGAGATCAAGAGTATGCAAACCCCGCCGACGCCGCGTCGATGCACATGTAACTTACAGGTATAACGAGATCCCGCCATCCCTTCGCTCCGAACCGGGCATGCATGATGACACCAAGTAAACAGCCTGAAAGACAGGATAAACAACAAGACGCATCGAACGTGTAGATGAACCAAAAAAATGCAGTTGCGACTCAACGGATCATACAAAAGTGCTATACAATAGACGGGAATCAGGAAAACAGGTTTAATACGAATATCCAAATGAGCTTCTAATGTCGATTGTACTTATCCTCATAACGGAGAGTGATCCTCAACGCGAAAGTAACATCCACCATATGGGACGACAGTAACAAACAGACTGACCTAAAACGTCCATTGCAAGTCTAAATCGCCCATCGGGAGAAAAGTACAGAAGGCGAGTAGTTTCAGTTAGAAGATACCCGCGGAAGTCAGCATTATCCAGAAGCGGCCGGACAGAATGAAACCTAAATCCAGCTTACCTCGGCAATCCGGAGTCAGGTTAAAAACCCGTATGACAATCACTTAGAGTATTACAGGCGAGCGCAACAATGGGGTACAATGCAACCAACCGAGAAACATCGTCGCAAATAGCCAAGCCAGAGTTAATCTGGCCAACCCCCAAGAAAACGACCTTAAACTTGATCATGAAAGGGAACTCGCTCTTACGACCGATTGGAGATACAGGACAAAGCGCCCGGCAACAAAGGGACGGAAAGGCAACAGTAAACGCACATCGCCGCCAACTCGCAGCCGAATCCGCATCGACAAACCCTCATTCACAACTCCGACGACATGCCATTGTCGTGGTAAGATAGGTCCAACCGCTCCGACTCATCCAGCTTGGCCTTTGAACTACAGTCTGACCCGAGACAGAAACATCTATGCGCCGAAGCCGATCAAATGGATACTCAGACTTACGGACGACCGCTACGGTAAGATCGATTACGAACCCACTCCAAATTCCCACAACCCGCACCCGGCTAGACCGAGCGGAATCGTAATAACCAACGCGACCGTCGCGAACGCGCGACATGTTCAGGGAACTTGGACTTCCCGCCCGAAGTAGAAAACACACCAATATAGGACATGTCATCGCCCTAAAGCACTTCACACCAAAGGTACAACACCGCGTAACGCAAACTCGAATCGGGCGAGCAATCACCATTGTGATGACCAGAGTCAGTTAGCGGAACTAGAGACTGAGAGAACACGCGAGAGCCAACGGTACACATAGAGCAATAATAGCGATCCCAGATACCAAGAACGCATAAAGCGAGCGGTTCGCAAGACGATCGCTATTAAAGAGGACTAGCCTTGCAGAAGACCAAGGAGATCCCAGAACTCTGTCAATCCTGACGATCCGCAAGAGACAATATAGACATCTCCGCCCACCTTGAAACAGTGCCAAAACTCGGCGTCGAACTGGCCAACAGATCGGAGAGGACATTAGCCCACCGAACCAAGAATCCAGCGACCGATTATAACGACCTACCACTAGGCGCCCCCGTACGCGTTTCAATGCTGATGTAAAAGGCTACATAACAACGCGCATAAGTGAGCGCCTCGGGTCACTACAAACACAAGAGTGAAGGACCAATCCTCCCCCCGGATTAGGGACAAGTCAGGCACAACGAGAGGACATAAGATGGAGACCTAACGTTCCCGTAATCGTGCTTACCCTATTCATGTTAACGGGGCCGTGCGTATACCAATACCCATGAAGGAAGCCTACGCGTATCGTCGGACACTGAGCAACAAAGCTGCACCAATCGCGACCCATAAGTGACCTGACCCCCGCCACTATCAGCCGCAAAGCACTACTCGGAACCATCAGGCAGAACCGCTTAGGATACACCTACATCACAAAGACGCGGGGCAACCATCCTCCACTCAAACTTAACACCGCCCGTAGCGCTTTAGGGATAGCTGACGGGGAAATAGGCAGATGAGGAGTAATCCGCCGACACCGGGTACTCATCTACGTACAAGTGGTGTTAATGAGGATCCCCAATAGCAGTAGCAATGGGCGAATCACGTATTCTCAACGGCCCATCCGGAGTCACTCACCACGTTAGGTTCGAGTTGGACCATTCAACTGGACTGGACGTAACTACGCAATGTGACCCGGCAATCACTAAGGACGTCTCCAAGGCACGAGCCAAACGCGTGAACATCACCAATAGGTACAACATCCACACATCACTCCGCAACCCATGACAGCTAACACGCTAAATGTGTCACGACCAGAACTAATCGAGGTACTCTTCCCTTCCCCAAGGGAGGGACGGTTACATGACGAGAACGCATACGCCTACGTGGAAGTCACACAGCAACCCATCACTCCAAGGTTCCCGCAAGCCGGCGCGTCCGTGTAAAGTGGGATGTCCGGTGGACTGATAAGAACCCATAACACACTACTGCGAGCCCCACTAACCAAGGCCCGCCTAGCCGACTCAGAAGGAGCAATCATCAGCGGGCCGAAGCCTGACCCAAACATATAGACCTCCATTCGCCGATACAAGGAGGCTTGAGTTCCACAGATGCTGTGAAAGAGTCGCTGAGGAGACGGTATAAGACTAAAGGTCAGCGAACATGGACCCAGAAAACTCCAAGACCATGAGCTAACAGACAGACAACCACTGTTACCACTAAGTACGGGTCGACCGAGCCTCTAAAGAGGAGTTCAAGGATGAAGCAAGGACCAAGAGTCCCTCGGAGTGCGATCCGGAACTGCTAGTATGAGGTGACTCAACCCGCAGCCGCCACCTATAAGGTTGGCTAAAAGCGTAGCCGGAGGCGCCGGCGCAAGACATATACAGATGTAGCTGAAGCCATCAATTACCTGGGAAAGTCTCCTCCGCGCTATAAGGTCACTAGTCCAAAGCGATTCATGCGCAAAGGGACGATGACACTAAATGCTAAGACTGGAGCAACCTCTACAGGTCATCACGCACTCGCCTCGAGTTCTACGGCGCACTGTACAGTTAGCGTGAAGTCCACTCACCCCTTCACACATAACAAGCACCTGGATGGGAGGGACCGAGACAAGGCGGGATAACCTCAAGCAGTACCTATAGACGTAGGTGACAAGACAGGTGCAACGCTAGATACCCGGTAACAGTGTAGGTAGAAGCTTGTCTACATACACAAGCATAATAGTGACGACCCGCTCACTAAACAGGCTAACTCTCAGGTACGCTTCCCAAGAGATACGCTGGCCACTTGTCAGGAACCGAACATGCGAAATGTGGGCACTAAGCTAGATAGCAATCCTCCGACTACGGATCCAGCTAATGGACCAAGGGCAGGAAACCCTACACCTACGCTACCTGGAAGCTCAAACGGCTCCAACACGGAGAAGTACCGGGCTAACTAGAGGTCTACATACCAACCGTCCGGCCACACTCCCAAAGCCTTTCGGCAACGAAGTCCCCGACCGTCAGATGGTAGTCCGACAATTGACCGTGAGTGTGCCGACCATTGGCACCAGAACTCTGATTGCCAGCAACCGGGAGTCCCCAGTTACAATGGAGCTACCATGCCAATCCTAACTATCAAGGAGAACGCCAACTCACAAGTGCCAGACCAGACTCGTCATAGCGGTACAGCACCTAAGAAACAGCCAGGTAGTAAGATAGTGAAATGCCCTCAGAAGCCGGCGGAAGCAGTGAAGGACTCTGTAACAACGGCGGCTCACTATGAGTCCCACCCCGCTCCCCAAGTAGTCCTCAAACACCTCTCCAGTCTTACTACAGTCCCAAAAGGGGACGGCCACGTGGGGGCGATCCACAAAGCTCCACGAGAGCTGACTGACACCATTAACTGACGGCCAAGATATCCCCTAACTAGCCACCAGGCACTACACCGGGCATCCCAATCCCAAGAGCCGCAACATGATGACGATACGCCACGTACTAGCTTCAGTTGCAGACTGCCCTTACTGCTAAGAACTCCCAGTCCCTTGCCCCGGGGATTACAGGGGGACCATGCACTAGCCAGACCCTAACACTCCTCCTGTAGCGCCAGAAGGCACCTGAAGTCGACCAACGCCGTAATACGGAGTCCTAACCCCAAGGCCGGAAGCACTCCACACACATCTGTCCGTGTCAGAGTGCCTGGGAAACACATCGAGACACAGAGCCATAACCTTGACATGGGAATGCACCCGGACGAAGAGCCCGAGTACTGCCCTACTCTACCACCCACCCCAGATAAGCACGAACGAGGCCCGCCGCCATTCCAGCTCAGACCTCCAGCGACCCTTACCTGTCGGTGCAAGGGGAACCACGGAGTACCGAGCCGTCTAAAGGTAGACTGTCCTAGAAACTACTAGCGTCCGGTAAACCTTCAGACGACCGGAGGGGCCCCATACGGAAGCCCTAGACCATCAGACACCTCACTCCAGGCGCCTTAGCCAATGGACTCCCGGTCCACGTAGAGACTACACACGGATAGACTGACCAACAGGTTACAGAAGAAGCAGGCAAGAACCAACTGCGCACGTCCGTTCCTACCGACCCGCGCGGCGACACTCACTGGCACATTGCCACAAGAGCCAGACCGTAACCCTCAGCAATCAGCCGTAGGGACTGAACCGCGGAATGCAGACCCAGACCTCAGATGGCCCTTAACGTCCCCAGACAGTCCACCAACTGGATTGCTGGACACGGCCAACCTAGATTAGGAACAGGCCGAGGGAGCTACCCGGAGACGGCAGGGAGGGGCAAGGAGGACAATGCCATTACATGGGGGCCAGAGGTGTAGCTACCACTCGCATTGCGCCGTAGGGCTACCTTCACACATACATAAGGCTAGAGAACGTCAGAGGGCGGCAGTGAGCATCTGCACGCGAGACTCTAACCACTAGTCGCGACCGCAGGATGACGAGGAGCTTACTGATCCAGTCAAGGGACCAATGACCCTTCTGTACAACAGAGCGATCCAGTAGGAAGACCAAGGCTCACCTGCTCTGAACGTTCAGCGATCGTTGCGCGCCCGGACCCCACGGGCGTCCAGCAGGAGCCTCCATAGAGCCTAGAGCATCAGACGTAGCATGACCTTCGGACACCGGACCAAAGGGCGGGAGAAGCATCCTGGTAATGGTCGCAAGCAGGGTAAGGGTGGCGCGAATGGGCCATAGCACACCGACAGGACAACCGCGGTCCCCTCCGCCATAGGCACCCGACAGCCCCTCAGGGGGAACGACGAAGGGTAACTGCAGAGCACTCTCACCACCCGGCAGACCACTCGGTGACCCGGGAGCGGCCGGGCCACGGAGCCCAAGCATCTGCCGTGAGACGCTCAAGGCGCCCCCAATGCGGAGTGCAACCGGTAGCGCGCCGCGACTCGTAGAACGCACGCATACAGGGAGTGGCCTGCAAGGCTTAAAGCTAGCCGCAAGCAGAAGCTTCCTGTTCGGGTGAAAGCGTAGGTCGATTCCGCGGGGACAGAGAAGCTCCAATGGCCTTACACCTCTCAGACCGAGCTGGGGTTACAGAGGCAAGCATATGGTGTAAGCACATGGGAGCGTGCAGAAGACCATCACACCCGATAGCCCGGTACAGCCAGCAGAAAGATGCGCGATAATGGCGAAACCGCACCCGCTCGCCGCCACCATACACCAACGCACCTCTGCTCACGCGACAGCGGCAGACCCAACCCCCAGCACAATGCTCCAAGCCAGAACGCTGCGCGCGACCAGGCCCGGCTGAACGCCTTACTGACAGGCCATGGCAGCTGTAAACACGCACCAGACAGCTCTCCAGCGCTAACGTACCGCCTAACTGGACAGAGCTACAGTCAGGTCCATGCTGAACGGAACGCCGGGCTAACCCAGGGGTACCCATTGGCACGCCATGGCCCGCTTCCTGCTCCCCGTCATACGGGAGGCAACTCAGCCACCAACGTCTGCCCCCCACATGCCTGAGGACCACTCTAGAGCAGACTAGACAATGCCAACTACCCGATGCCACAACGGGAACCTACCCATGCCCTAGCCAGCAGTAGAACCCACGGGCACGTACGTGGCACATAGGAGCCATAGAGTGAAGCCTCCTCCCGGACACCTACACACCACCCGTGTCCCTGGAGGCATAAGGCAGCAGGGACATTAGGCTACAGTGGGAATCGCGAACGGGAGAGACCTGGGCGGGTTAAGCTATCTCTCCACCGAGCGAGGACGCGGCCGGGCACTGCCCGCTCTAGGCTCACCACGCACTAACCCATGCAAGCCCACCAGTACACTGCGTCGCGCCCAAGGCCGAACGGTGCTGCACGGGGCAAAGCGCCCCCACCACGGCCCCAGCCATGGCAGGCACAGCTACCAGACGAGCACTAGGCTGCTTGCCTCAGCAGGGGTAGTGCACAGGGTCCCGAACGCCCGCAAGCAGCTCCTCGTAGCACAAGCACAGAGGACAGTGATAGGGAGCACCGTAGACTGCACAACGGCAACTGCAGTCCCAACCACACAGGACGACGTCGTGTGAGGTTCACAGGCAGCTGGACAGCGCGTACCAGCCACAGCTGCACTCACAACATAGCACCGGCAGCCCAGGCATCGTGCCGCTCCAAACGACCCCCTCCAGTGGACTGTGCCTTAGCAGCTCCCTGCAACGTTGACGCTGAGGACACCCTCCACTAGTCCAGGCCTCCTACCACAGCTAGCAAGTGCCGCTAGAACATGTAGCCTAACAGACAGGTGGACGCCCCACGTACTCAGCCCAGGACCCTGACCTAAGAACGGTAGGCCTCCTATCACATGCCCCGCACCCTCGATCTCGCGCATCGAGCGCGCGTCACCAGCACAGCGGGCTAGCAGGTGCAGGCCAGTCTCAGCCTTACGACCCCGGCACCAGAGCAACCCGACAGCCCTCCCACGTATATAGCGAAGGAGGACTGCCGACCCCCTAGGACTGGCCCTAAGCCGCAGAGCACGACAGCTGCGCACGGACGCACCGCACCCAGAGCACCACCGCCAGTAGGCACACAGGCCCACCACACAGAGCCCTACCTGCGCAGCAAGGAGCACCCACCACCGCGGCCACCCTACAAACGCTGATCGCAGCCTGAGGCTCAGACACCCCCTACGTAAGCTGTACACGGCGCCGACAACGATGAGCCACGCCCACGTGCTACCAGTACCTAGGCCTCAGCCTCACCCCTAGAAGCGAACTGGGGTGCCACAGTAGGAGCCAGAGCACCAAGCGGACACACTGGTCGGTCACCCACGAGGCCTACAGGAGAGGGCACGAGCGCAGTGCCGTCACACGCGGCAATCGCGGGCCCACACCACAGGCGAGCCCGCGTTAAGCCCACAGGGGGGCCCAACCTCGCAGGGCACAGCAAGAGCCGCCGCCCCTGGCCCACACATGTGCCCCTACGCTCCCCCTGCCCCAGCCCTATGCACCAGCCTGCAGCTGCTAGCACCACAGTCCGCCAGCAGCATGAGACCAACCCGCACCCGTCACGTGGCAGCCTGCCCACTCTGCCCACGGAGTGTCAGCAGGCATGCACGAGGCACGCGCACGTCGAGCGCTCACTGGACCCTGGCATGCGCCTCACGTGCAACGTGACGGGACCACCCCCCCACAGCGGGAACCCCTACACGTGAGCTCCCGTGAAACGCGCATGCGAAGCACGGAGCCCGCTGCGCAGGCAGGGCCCACTGCGAGAGCAGAGCGCGCGCCAGCCTCACGTGCAACCGCCTACGCGGCACAGAGGGCGGCACCCCTGCGGAGACCAGACCCCTGAGCAGCTGCGTACACCGGTGCACGCGTCACAGCGACGCCGCGAGCGCATCCGGCCCCAGCCCCAGGGGCCCAGCGACAGCGCCCACGCTGCCAGAGAGACGCAGCCCCTGCCCATGGAGCAGCCGCTCCGCGCAACCCCGGCACCTCATGCACACGCAGCAGCAGAGCACGCCAGGGCTAGGCCTGTGCCCTAGCAGAGAGCGCACAGGGCACCGTACAGCTGCCCGTGGCCGCGCAGCACACCACGCAGCACGCCACACG
ACGCACACACGCGCGCACCACGCGGCGCGCCGCGCG

ACACAC

ACGACGAGAGAAAGTATAAACCGACACCGGACTTCTAGGAATGTTTGATGTGAAAGGTGAATTACCGAATGAATATAGATCTGGCGAACACTCATCAAGCGGACCCGAATGCGGCACAAGATAACAGGATACAGCGCGCCCCGCCCGCGACGCGTCAACGAGATAAGCCCGGGCCATATAAAGTGGTGCCAAAGACGCGCAACAATGACCGATGAAAACTCTGTGAGAACAGAAACGGATCAACGAGACGAAATTCCAAGTTCCATCCAGCAACACCGGGAACCTGACGCATAAATCACCATAGTCCCGGCAAACCAAGCCATACTCATATCACCAAGGAACGAACACATCTCGATAGGAACATGACCAAGAATGGAGACAAGTATCGCAAAGCAAACTCAAAGTCAGAAGATGATTGCAAGATGCAATCGCATGGCGATTGTGAAGTACAGCGGAAGGTTGCCGCGGATGTGACTAAGCATGGTAGCACGAAACTGAGATTACATAACGAAACCCATGATCCATGACCCAGTCCAGGCGCGGTCAGTAGAAAACACCATATGGAGGGAATCATCAACTAGTAGTCGGCTATAAAACGCGCCCATAGGCTTACCAACCAGTACCATCACACAAACCAGGCGGAAAGGGAAGAGAAAAGCTATACCAGAGTACTTGCAACATTCCTCTCCAACAACACGGCCATCTCAAGGATTAAGACATATCCTCGAGCAACATCCCAACGCCACCTATACCATCAGTAAGAAACGGGCAACCAGAGGACAAGTCGAATGCAACAGAATTACAGGAGAACATCTACCTTCACGACGAACAACTATGAGGAACGGCCGTTAAAACTGGAATAAGCATCTCAACCTGATGTACAGACCTAGGATCTAATGAGAGGAAAAAGGCCCCGGGCGATCAACTGGGAACCTTCGGACGCAAAGAAAGTCGACGGTAAGATCGACTGGACTCCAATGCAAAATTCCCCTTCTCACCGGAAGTCGATCGTAAAGTAGCACTGTAGGTTCAAAGCTAAAGAGTACGCGACCCAACCGCGACAAGACACAGTAACCTAAACGGAGAGTAATAAGCAATCATACCTAAACAAAGACTGGAAACATACGAATGCCGCGACCACTAAAGAGTGGACAGTTCACTTACCGCGTAGGGCAAAAGTGTACAGTCAGGATACGGAACCGGTGCGGCGAATAGAGAACACGAACGCGTATCGCGGTTACACTAATCCTCAACCAATAGCCTGAACACTAACCTCCGAGTCCGATACACCGGTAAAAGGCAATTAGGCAAGTATCCCAACGATCGGGCCGAGAGACAGGATGAAATGGGAGAACTAAGCGCACGATCCATACGCGGGTCAGACAACAAAGGATCGTACTAGTATAAGTACGTCGATCCAGATGACAAACGACTCCGAACAAGGCGATTTCGGGTAGATAACGACTCTAACCTCAAACTTCCCCACGACGTACGGATTCACCTTCCAACCAGCAGGAACATCACAGACGGAACCCAACTGATCCCCCGGAGCTAAGAGTAACCTTAGTCTAAATTAGAACTACAGGTTTACCCGTACTACGACATGTACTTAAAGTCTGACTATTCCCAATATACTCACAACTCACCAACGTATCACTTTCAACGGGGCAATACCGTATCGCTCGATCGCGAGAGTCCCTGACCCTAGACAGTAGAATGGCCACTCGCATAGAGAGGTCAACCTCGCATTCACTACTCGTATGAATCAGGCCTTAAATATCGCTCGACCCAATCTAGGAAGACAGAAGACTGACTGACAAACTGGATGGCCAAGGACATGTCACCGCCGTCCCAGTGGAAGCTCAAGGGGAATAATCAAGGACGAGTGTGGGGAGACGATCCACCAATAGAGATCTGAAGAATAGGCCTATCGATTGCCCGAGACTATCAGAGTCAACATGCAGTGAGCTTAGACTATGACTCGAGCAAGGGCTTGCACATTAGACCCGGAGCCCGCCCTCGACAACCCTGTACACAGGTCCACAACGTTAGGTTCGACCTTACGATGACTCCACACTTGGACATGAGGATAGCAGAAGGCGACCCCGTAACAGTTGCGAGTGAAAGCCGAATCACGCCCAAATGAGAATGTTGACGAGCCGTATATAGCGACTGTTCGGTACCGAAAGCACATCCGTCGCACCACTCAATGACTCTGAAGGTCACACCATACGTTCAGACATCGCTAACGATGGAAAGGGCCAGACCCTTCCAGTAGGACCCGTCGAGGTACTCTGAACGTCTCAGAACCGCGCCCGGTTACTCGTAGCACAAGTCACAAGAACAGATCCCCCGCAACGGATAGCCGGCGCGTCCACCGAACATCCGAGTCTGAACTGCTGCTAAGTTGTACGTTTAGACAACACAGGAGCCGACGTTAGAAAAACGTCCCCAATGGGGAACCATGGAGCACACGGACAGATCATCCTGCCGAAGCCCTGACTACCCACGGTCCGATACCGGTGAGCTTGATCTACAATTGAGGAAGTACCATACATGCTCACGATGCCGGAACGCTGACTCTACGGTATAACCCAGAAGGTCACTCTAAGCGAAGACTACATCGGCCCGGTAGGTCGATACTGACAACAGACCTGACTTAAGACCACGAAGCGAGTCATAGACCTAACATTGCCTATAAGCTGAGCAAGCACACTCAACCTCGCCGGAAACGTCATGACGAACTACATCCCCAATAGCACCTTGCTCCGCGATCGAGGGATACTTCCCCTAGTCCAATGGAGGACAACACGGTACCCATGATCACACCAACGCAAAATGCAGATGCTAAACTGTCGGCGCGCGTTAAAGCCAGAGAACACGGCACCTTCGAACACAGGAGTACTTCTAAACATGCATATGAGTGGCGCCTAACTGGAAGCCTGACTGACACACTTACAGTACCCGCCCATATGCACACCGACGAGTCCGTACGTACAAGACTCAACCTCCACTACTAGTGTAACTATGATGTCCGACTCCAAAGCAAGCTTCGCATGAACGACCAGTATCGATCACAGTAACATGATGAGGTACCTGAGAGGAGACGTGTAAAACCACAGCTTAGTACACGTTCCACAGCAACTTGTCGCCAAACGGAGCGCTTACTGCGAAATGCCAAGATTGCAGCTAATGGACGTACCAGAAGACAGCCAGAGTACAAAGCATCCATCAGAGCTCCGGCAGATCCCGAGGAGACGCTACTAGCAAATACAGCATAGAACGGACACGGCTGCCGCACCCCAAGGCCAACTGTCCAGGACCAAGCGTCACGTAGGCGGACATACACCGGCCGCTAAAGGTTGAGCCCTAATGTAGAGGCAAGTCCGAGAGATCACCTGGAACTCCGGACTATCCTCACCTTGCTGACCAATTGCCGTGTTACACCGCGCGAGACCCGCCAGATAGCCTCTACATCGGAGAGTGGGTGACCGCGGCACAATGAGCGAGTCAGCAGCTTCAAGTTCGCAGGTCACGGTGAAGTGCAGCGCTATCGATGCGGTACACTCCAGTGACAACAGCAATGCAGCTGAACCTTTAAGCTACAGGTTAAACGTGAGGGATACTGAGAACAGTACTCGGAGTTTGCTAGAAAGTTAGGCGACAGCGGCAAGTCTCGCTATACAAGCCCGGAAGCCTAGCCAGCTCGACGCATGGGAAACTTAGACGTCAACCCACAGCTATATACTGCCATCCCGCCCCCGTAAAGACGTCAGTGTCACAGAGACGGCCATAGTGCAATCCACAAGGAGAGTCATAGCCCACGAGCCCCCCGGACCAGATACCTCCCGAAACAGGCGTAAGCAAGGCACCACAGCTTTACATGGAGGGTAACCCAAAAAGCCCAGTCTAACCGGGCCGACACGGCAACGTCAACATTGGACAGTAAGGGGAAGTGCGCTCGCACCTACCCCCTACGCCAACACCTAGGAAGCCAAGAGGCTGCAAGTTGCACACCACATACGGCCGCTCACACCTATGTGGAGGCATAAGACGATACCCACCTGCATGCATCATCAGCAGTTAAAGGAGTGTACACAGGCACAAGCGCGATGCGCGCCAAAGCAGAGTGATAATGCTAGGCGACGCACCGACCGACACTGACTACGCGGAACAATGTGCCCCCACACGTATCTGCGCAGCAAGAGGGAGAAACACCCCAGAGGCGTAATAGGGATCGCCACGGAGAGTACTGGCTAAGCAGAAAGAACCACTAGGGGGACAAAGGCCGTGCAACTCTCACGCCGCCTGTCACAGTGAAAGCTCCTAATAACTTGCGTGTGATACACAATAGCGCCGCGCACACAATCAGGACGTGAAATCCCACTATGCGGGTCAAGGTAGACTGTCAGTCACCCATTAGATGCACACATCCGGTAGCGGTTCAGTAGGAGACAGAGCTCGCGCAGACGCTTCGGTGGAACTCTGATCTGCCACGACCATCGAATGGTCCTTAGCCTCGGCAGTCCACCCTAACCTGTACCGCACCTTGCCAGCCAAACCTACCCGTCCGCCCGCGAGGACGTACGAAAGCCTGAAGGCCTATCCCCCTTCGCTTAAGTAACACCATGAACCGTACAGGTAACCCTCACACTACCCACGACATGGCTGAACGGCCTACGCGGAACAACGGGCGACAACCGGAGCCATAGCGGGCTCCGACCCCCACCGCTACTCCTCACGGCGGTCGACGCATCCCCGAGGGGGAACCCAAGGCCGTTCACATAGCGTGTCCTACCAAGAGCTAGGTCCACAGGCGGTGTAAGTCCCCCTACGCAGATGTGGCAAACCCATCATGGGCCACCACCTAACACCGAGCATAAGAATGGTGGGTACAGGACTGTAGCAAGCAGACTCCACCGCGAGCGTAGCAATCGAACGAGGCGTCACAGTGGGCAGACACAGTCACCTACACCGTCACGACACCGCCGAGAACCCACTCCCGGAGGAAACGGTCACGAACGCCCGACACTGACACAGGCCCCACTGTGAGTAGACTAGGGAGCTCCACAGTGGAGCATCACCAGTCAAGCACTGGGAGGGACCACCTCTCAGAGAAAGGGGGGTCCACAGAAGCCTGTCGCTGGAGCCGCCACTATCGTGCTAGTGTCATACGCACTAGGACCCCTCCCTCCACCATAGTACAGAGGTCTAACCACCAGGCCTCGTCTCATGGGAAAGGGTCAGGGATGAGCAGGCTCACACTCACTCTTACCCTAGCGCTCAAGGATGATGGTGCGCCCAACACCATCCTAACCACCCACTCCTCCCAGCAGCTGGCCGGGACATTACGGCAACCGAACCCGTACAACGTTGCTGTAAGTCCACACTGCCCCACTAACCGGTCGACGCGCCGTAACGCATTCCGAAGCCTACCTAACACGCCTCACATGTCTACAGCAGCCAATCAGCCTCACCAGCCCCCGTGGAAGCCACGAAGCAACAAGCAGGGCAAACCGTACGCCCAGGTCGCACGTGAGAAGCGGTGCAAACCGCGATCGCCGAGAGCGGGGAGTCCTAGAACGAAGGCACATCGTGTCTAGAATTCGCCCGGACAGACCGCCCGCAGGCTGACCGTGCCGTGCCGGTTACAGAGGCGGGCCCATGAGCGTGGGACCTAAGCGCGAAAGGCTACAGAGGCTCAGACTGCCAGCTAGAACGTCCAACCCGACTCACGGGCTACGGGGCAGCTAGACACATCCATTCGCGTAAATAGGCCCCTCCACCACTCACCTACAACGCACTAGCAGACCCGGGCCACGGACACACAGAAGGGCCGTCTCAACATACACCGCGCCGGTCGCGACCGACCTCCAACGGCGATTCGAGTGCGCACTACCTAGACGGCCCATGCCCATGGCAGACCCCCTCCCCAGCCTCAGCGCAGGCATACCTGCGAGCACCTAGCCAAATGCCCAGCGGGCTAGCGGGGACACTCTCCCCCGACGGGAGAACGCTCCCCAGACCCTATAAGCAATAGCAGGGGTAACGCCGCGACCGGTTAACCCTTAGCACCCAGCAGGCCCATGGAGCACTGACAGCAGCTTGAACCCTCTGGTACACCTGCAGCACCCAAGCGCCTTAATACGCCAGTCCGGACCCAACCCCCTCAAGCCCTCAAAGCTGGCTGACCACCAGGTCTTACGGCTAGCGGAACGGTACACGTGGCATAGCCCGTCGCGAACGCCTCACACGTGAGCTTCCAAGAGCGCAGTAACGGGCCAATCGCACAGGCGAGCAACAGCCAAGGCTCCAGTAGCATCAACCTCACCTGGAGGCACAACAGCACCGAGCGGAGCCGGCCCAATAGACCGTGAGGTAGTACCTCAGGATGCCAGCATAGCCAGACGAGCCAGACACCTATAGCCGCCACAGGCCCGTCGCCCTCCCCGCAAGTAGCTACCTCTCCAGACGCGTAGAGTGGTACACTACGCGGCCAGCGATCGTTGCGAGGCAGACCCAATGGGCCCAGCGCTGGCAACTGTGAGGGCGCTCCTACTCAGCAGCCTGCCACGGTCTGCAACTGCAACCCCGAGGCCAATCGTCGCTGTACAGCGCACCCGCGCCACAACAGACCCACACCTCACAACTACCACCCTGCTGCTAGACGGCCATAGGCACTGGCGACAGCGTGACAGCTCAGTATACACCAGGCCAGAGCTCTCCCCAGGACATTGCCTCTGCGAGCCACAGGAGCACCCCCGCAACACAGTGAGCCGCAGCGTGGGAACCCTACACACCCCACGCTTACTGCTCCATGCAAGCATGCACCTCAGAGCAAGCACGCTTCGCACTGGCAGGGTCAGGGACAGTGCCAAGGTGTGCCCACCCTTACCCACCGCCACCGCAGACCCGTTACGGGTACCTGGCAAGACCCCCGACAGGGTGGAACCAAGGAGGGACACCCACATGAGAGACAGGGTAATGCACCGCATCAGGCTCCAGCGACGGCACCCCGGCCTGAGCACGCCAAGCCCTACCAGCACCCCCAGAGGGCCCAGGAGGCCCGCACCAGCTGCACCGGAGGAGCACCAGGACGGTACAACGCTCCCAGGGGCACCCGCGCTATGGCCACACACCGAACGCCTCCCAGTGCACCACGTCACCGTGTAGGCAATGCTGGCTCCCCCACCGCCCGCGCAATGCCCATGCAGCAGGACAGGGCTGCGACGCCTAAGCTGCGACACAGCCTCAAGGCCGCTGCAGACACCCCCACAGCTCCAGTAGACACCAGCAAGCACACCAGCCAGGCAGGCGGGACCTAGGGCTACCCTGGGCACCGCAGACGCCCAGTAGCCGCAGCGGGCAACCGCTGGCGCCGCTACAACAGCTCGCTGCCATGCCCGAGCGCTGGCCCTAGCAGGCCACGCTCTAAGCCTACGTGGCCTATACACGCGGACGTACCGGGCCCCAGGCAGGCTGGCATACGCCCCCGCGCGAAGAGCCACCCCTCACTGCCACTAGCGTTCCCCTGAGAGGAGCCTGTGCGGCTACACCATGCACAGCCAGAGCACGCAGCAGCTGGCTGCCGGCAGAGAGAGCGGGGCACTGCACCCCCTACGAGGCGCCTCCAGCAGCAAGCACGACTGCCTAGAGAGCTCCCGTGCAAGCCCAACTGCTCCCACACCCGGACTGGACAGGGGGCCTGCAGAGCGCAGGTGCCGCAGCCCTGCCCTAGCCGCCAGCCGCTCCGCTCACCAGCAGGCAGCACAGGGGATGCGCGGCCCCCCCTGCCATGGCCACATACAGTGCGCAGGAGGGCACAGACCACAGGGCGAGCCCAGGTGGGTGGCACCACGCTGCGCAGGCACCACAGCGGTGCCAAGAGAGGAGAGAGACCACGCCCACCAGCCCCTGGTCCGCCAGACGCTGCTAGGCCACGGCCATGCGCACTCGCTGCCCAACGCAACGTGCGCGTCAGCAGCCGAGACCACACGTGAGGCCCAGCCGCCTCGCGAGGGCACGTCGGCATGCTGCACAGGACACAGGGGCACACGCGCACACCGCGCAGCACGCGCGCAC
CGCACG
ACGCAC
CGCGCG
CACACG
CACGCACACGCGCGCACAACGCGCGCGCGC

ACACAC

CAAACCCCCCGGCAAACAGACTCCCGACAGAGGATGTATACATGTCAAAACTACTGTTAAGACAGACTGAAACATTACATCTGGTGCGAAGGAGAACAGTCAAACATAGTCAGAATGCGGCTAATCACTGATTCACAACCGCGACGACGCACTTACTCCGAAAGTTACACTCTATAACCAACCAAGCTAACAGCTTTAAAGCCAACATGTATCGAAGATCCCGCCGCAGGAAGATAGCCAATTCACAAAGGGAGTTGCCAAAGGAGGGAAAACCGTACCCAGACGGATCACCCACTGAACGTCAACAGATGGGCATGAGTTTAACCCGACTACGAAAGGCAAGTGAACATGTCGCCCAAAGGTTACAAAGCCACGGAGTAAAGAAACCCACAGTCGAGTTCAAGTAGACGCGAATCTCAAAGTAACATTAGAGAAAGCGGACGAACAAGTCAGTTCGAAGGAGAGTGAACGTCCATCGCAACGCCAGGCAAAATGATGACCACGACGCGCACGTCGGGTAACTGGGAACTGGAAAGTCTAAATGGAATGGCGAAAGGTATGAATCGAGTACGGGACGCGACAGTAGGAAGGTCAATAACGATTCGGCTCAAGGAAGACAACATCCGGTCACGTAAAGTAGAAACCTAAAACACGATATGGAGCTAAACCAACGGACTAGATCTAACTAGTGTAAACACATCGAGTCGGGGGCGATCGCAAATAGTAAGTTTCATCCCAAGCAAGCCAACCCTTCCAAAAACGCTTGTAAACAGTAACTCGCCGCCCCGAAGACGACCGAGCGCCAAACGGACATTGCAGAAGGATAGACAAGTCAAACGAACGATAATCCGACGCCAATACAGACTACAATACCTAAGTATCAAGAGGCCTTCAACAACTGTTGCAAGATAGCCGCTCACTTCCATGTACACAAGGCAACTGACATCTCGAAGCTCTAGACAACTAAACCTTACTTGCCGGACGGAAGTAACGGTACGATGCCGTCTATCCAGAACTGGACATGAGACTTCTAGGAATCTGATAAAGGGAAAACTAACCGGAATCGAGCCGTAAGACCGATACGGAAGTCAGGGTGACACGCGACCGTCGCGCGACGAGAACCCTTAACAATGACCAACAGCCCGAACACAACACCAAATCAGGATACGAATCGCCATTAAGAGAGATCACTTAAGTACTCGCGTAGGGTAAAATACCACGAACACGCAAACTCGACAGGAAATTGTGAGAGGAGGCGAATCCTCACCCCAAATTCCAGCAATACGACAACTCCACCTTTGCCTCAACATCACACAAAGCCGGTAAAGGAGAGCTTCAATTAGGACGGTGCGATCGCAAGGAAAGCGCCATCGAGGGGAAAAGGAGGTTGTAAGGTTAATCATGATCGTAGACTACACAGGAACTCGGCGTCGAATCGGAAAGGCGCGGAAGATCCTAATCCTCCCATTCGACCTCAGATCAAAGTACACCGTACGATTAAACTGGCCTACCCTACTACCACGACGCCCCCGTACGTCTGAACAGACCCCTTCCAAAGGCCTACCCAAATGCCACGAGCCGCTAAATGCACCTACAAGTAGGCGAGAGCGGGGATGATCAAGAGTAATGGACAACGTTCTACGAAACCCTCTTACCATGTTCACATAAAAGTCCTACTCAATACTCGCCTGAACGGGGCCGTGCCGAGACCCATGAACCGATCGTATCGTCGGACTCTCATCGCGAAGTCTCCGTTACAATACGTCAAGATGGTAACTCAGACGCTTAAGCCAAGGATACAACAGGAAGACGCGTAGCAATGTGGATGAACCGAAAGGGAGAAACTGTGTAGTAATCCGCCCGTTACTCATCACCCAAAATAGCAGGCGAGCAGAAAGAGTCATTACCCCTATCGAACTACAAGACAGAACAAATGGTATCCGGCGGACCCTATGAGACGTAGCTTCCCCAAGCACCCGGAGCCCGAAAAGCAGGTTGCTTAGCGAGCGCTAGAGACATGGATCCACACTTCTCCAGCTACAGCGACGACCCCGGTCCCACTAAAAAGCACTGTGATACCCACCTAACAACCAGACGAGCTAGCGACAATAGCATCCACACATCCCTGAAACTACTAAGGACAGGTGAACCTTCTAGATAACCATATCATCAAGCTCGCGTTCAGACATCCAGTAAACTGGCCTAAACAACCTACGTACACATACCCATCTCATGCAAAGAGAACCCAAGAACACTACGTCTGCCCTAGCCGTACATGACCAGGCGGCATACCACGTCAATGAGAGGTTCGCCGGCGGGTCACTCACCCATCCGGACTCAATAGGACTTCACTGCTAACACATATCCTAACAGGTAAGAACCCAACTCGACAACCTAACCCGCCTAAGGCTCACGTGACGTCCCCAAGTGCTATTCATGGGAAGATCTATAGTCGCAAGACCTTTACTGACACTTGTCCATTGGGGTTAACCACGGCATTCGCCGGAACTAGGAGAAGCAAGACTAACTGACTCTCCAACGTTAGGGGGAATGTGACTAGTAAGTACGACAGGTTCGCCACTTAGACCAGAAACACTGACCTGATATGCAACGGGAACCAATGATGGCTCCCAAATCTAACATAGAGACCTAGCGATACATCAGCTGCAAGATACCAAGGCTACCGAGCGGGCACCTATAAGTCACCCAATCGGCTAACGATAGATGACGATCACCATGGAGCTGTCACATTAGAATCGAACGAGGCACGGCCGTCACACCGCGCCAAGGATTACACCCTTAGTACTAACTCCATGCGCAAACGATACGTTCCGTTGCGCGAAAAATCCCACAGTAATAAGCATCACGCCTCGAAGTCTGACTACAAAGGGCAGCTACATCCTGGGTCCAGTCACAAAGGTGCAGTGACATTCCACAATCTCACCAGACCCACAGCGCGTGCAACGCTAGGTGTCAACAATGCCGAGGAGAATGACTTAGGGTAGACCAAACACACATCACAGAAGAGTGACGTAACACCGGAACACCAATGGCCACTCCTAGCTAAGCTGACCTTACATACTGGTTTGAACCTCAATACGCCCGATACATGTCGAGTTACTAAAGCCCGAGAGTGTCCTGGACAACTAGACCTAGGACATAAAACACGGATGAAAGCCTATAAGGCAACCAACTGAGCGGCAGATCCCGAATAGGTAGCAAATACAGAACACAACTCAGACCTTGCGTGTACGGAGAAGTACCCTGGTACAACGAGCTTAACTCTGAGCATCCAAGCCCGGCAACAGTGGGCAGGCCAACATGGTCCGACCCATCCCGACCCCACTCATTGGCCAATACGCTAACTGACCAGAGTCCACACGAAGCAACCGGGAGAGTCATATGGGGGTTACATGAGCAAGCTGGCGCGGCCATGTAGTAACACAGGTCCTATTAAACCATGGAGGACTTAACCATTGCCTAAGAGAAGGCCCATCGGGGATAAGTGACCTCTCCCAGACGCGCCCATCGTCAATGAGGTAGGAAGCAAACGCACAAGGAGACGACAGCGGGGTACAACAGTCGGCAAGGGTCATATGCAGCATAACTATCCTAGACAAGGGTCTCATAGTTCCACGATTCCGGCTCACTATGCCAAAGCAAGGGCCTTAGCGTTTCGCATAAATAGCACCCTTCAGAAGGGGGCAAGTCTTACTGTCCCGCCTCAGCAATACGGCCAAGCTGCACTCACATGCGGGCCAAGGCTACCGTCTCACTGTCAATGCGATCGTGCTCTTAATACACGAGTAAACTGTAACTAGACACTACAACGCCACCGGGCGCTCCCGTCAAGTCTCAAACGCATCCGCATCGACAAGCTTCACACTACCTAGGCATATGGCCAACGGTACAGTTAGACGTTAACTCTAAGCCTTACCCCGCAGAGCGCTAGAAATACCCCGATCAGAACACAGGAAGTCCCCAACTCCTAGATCGCAAGCGGCGCCAAAGGCACTCCTCCGTGGACTGACCAGGACTCCGAGAGGCTTAACCTGGATGGTGCTTACACTTCTACCATCCACTCTCCCTAGAAGGGAGAGTGAGACCATCAGTATGCTTGCACCCAGAGGCGTAGAATGCCAATCGGTGAGACATCACCACTTCATGTCCAACTGCAGGCACCAGCGGCCCTGACATACAATCGGGATGCGACGAGCAAGTTAGAGCTCCACCCATTAAGCACAAGAGGTGTGAGAGTACCGAGCCGTCTAACTATGCAGGTAGGTGACAGGTACCAAGCAGAGTCCGCGGTAGAAGGTCGTGGAAATAGTGCCGGAGCCATACATCTGCACCGGCACTGGGCGGGTCAAGACCGCGCTACTCTTCGGACCACCCTAACGTAGAAGACCTCCGCACACACGGACGCCTCTTTACCCGTCCACGACTGCCCGCTATCGAAGCTAGCCACCACCACCGCCCGCGGTACGACTATCCCTACTCGCGTGACCTCAACGTTTATAAGGAGGCGACAGCCATAGGCGGGGTCACGTGATAAGCATCTCAGGAGGCAGAGATTGCCAGGGACGGCCAAACCACACCCGTCTAGTCACGGCGGCCCAAGTCGACACCAGAGCAACCGCGGGACTATACGGGAACACCCTACAGCAAAGCGAACCAGTAAGAGCTATGCATAACGACCCTACGGCTCGACCCATACTTAAGCAAGCCACAGCACATCCCGTCCTACCGCAGATGCCCACACCAAAGCATACACCTCAGAGGAGACTGATGTAGTCTGCAAGACAGACCGCCACTACGCACGCCCTAGCAAACAGCCAATGGGGACACACTAGGAGCCTACCGTCAACCGACCGACACCGATCCCGGGTATACGTACAACCCCTTGCCCCGGCCCCAGACCCTAAGGCGCCCAGAGACATGCTAGAGGACCACGGGCCCAGCCTTCCCAAGCACCGTCCAGTAGACGCGCAAAATGCCCCTTCGATGGCCATGTGGCTGAGAATGCTGACCAGTAACCCCATGGTCGAGCTCAGGCATCACCGCACCTCTCGTTAGGCGTCAGCCAGACTAAGCACGTGGGCGCGAGCGTACAGCGAGCCACGCCACAACAGCTTGGGCCGACCTCACAATGGGACGACGGCTGACATAGACCATAGGCTGTTACAAGGCCGTATAATTGCCCTCGTCCCAGGAAGATGCCTGAAGCCTGTAGTACACGTGCCATAGTGATAGACACCAGAGGCCTCACCAGCAGCCTAAACGTTGACATACCTGTAAGCTGTAGTCCACCGCGTCGATGCACGGTTAGAACGCAGGCCCCTTCGCCCGGGCCATGCCGGGGACGGAACAAGGGACAGACGCCTACAGCCTCCACAAGCAGGGTGACCTGCAGGGACAACTCCCCTCCAGACTACCCTATAGGAACCAACAGACAAGGGGCCCTCACCGGACGCATCACAGAACCACTAGGCTTGAAGACTCCCTGAGAGGAACATGAGCTGCCCACGCCACGATAGCGCTACCATACCGTCAGCAGACACAACATAGGGCCCAACTCACAGGACACAGAGAATGGGCGAACCCCTGTACCAGTCCGTCCCACACAAGAGCCAGGAAGCCCACTGGCCATAGATAGGCCTGGGAAGTGCAAGGACGCTCGCCAGCGGAGCCGGAGTGCTATACACAAAGCTTCCGCGGACAGAGCGGACAGCACGAGCGGCACTGCGCCTGTTCGCAACACACCTGAAGCTACTCCCACATGCAGAGACAAGCCTCCGCCAGGGCATAACCTCCCCCTCGCACCAGACAGGCCCTCTAGCTACAACCACACCACTACCACCCAGAGGCATCGACCGTACCGCGTTAGGTATAAACGCGCCCACAATGACCCCCGCCTAGGGAGGAGTATAGGCAACAGTCGGTGGAGGAACCATACCAAGCCACAGGAGCACGCCGCTAGCCACATGGCCGTACAGCTGCAGCACTCACACCCGCAGACTCGCAGCGAACCGACGAAGGCGCACCACTAGTCCCCGACTCCTGGCAGAGCCAGCTAGAGGACCCATGCCACGAGGCGCTCACAGGAGGACCGCTATGCTCGTGTTATGGACACCTTGCGGTTCACGAACGCCCTCCCCCCCACCCACCGCAAGCATGCCGCCCGGAACCACCACCGTGCCAGGCCTGCTCCCTGGAGGCACAACCCCTCCGTGACAGCCAACCTGCGGTGCAGGCCACATCGCGCAGACAAAGCGACGCAGCCCGCGCGGGTTAAGGTGCATGCACGCTGCACGGTTCACACAGAGGTCCGGCGCAGAGAGCGCTGGAAGGGGAATCGATGCGGTAACAGGGGCAGCACATACGCCCCACCTCCGCCACAGGGCTGCCAGGGGGGTGGTACAGCTGAGCACAAGCCGGCCAGCGAGGGCGACCCCAACAGTGAGCATGAGCGACACGGCAGACACCACACGTCTCCCCGACGTCGAGTGCCGCATAGCCACCCAGGCACATAGCCCACACAGAAGCCGTGGCCCGTTCCCTGTCCCCTAGAGCTCAGGTGTAACACTCCGTGCCGTATACACCAGGCCCCAGGACCCCCAGTGGACTGTGCACCCCAGCTATGCTATAAGCCTGACTCGCAGCCGCCATGGGGCCCACCTCGGCGCCCCAACTGCCGTGGCAGGAGCACTGAGCACCATGAGCCCATGGCCAGGCTCAAGACACCAGAGCGCAGGAGCCACACCCCTAGCAGACCCCACGACGCCCCGTCAGCAATGCCGGCCCCCGGCACTAGGCGTAGCACTCGAGCCTGCGAGCAGAGGGACCAGGACCCTGCTAACCCACACTAGCCACCTCCCTAGCCGGCACGCCAGCCCTCCCGGGGCAGGTCTAGTTCTAAGTGTGGTACCAAATCGCCACACGGCAGTAATGGCAGCACCAGTCGCACAGCCCAGACCCGGCCCCGCTCAAACCCTGCGTGAGCAGGACAGCCCCCCACAGCGAACCCCCGTCCTCACACTGCACGCTCCAGCCTACCTACACAGGCAGACTGCACCGCAACCCTGCATAGCCAGGTGGCAGTACCACCTAAACCGCGATCGCCAGGGCAGGGCAATAGGGGCCCCCCACATGGTGGGAGAGCTACACCACCAGCACCCGAGCCCTGGCGGGCACAGCAGGCACTGCATGCGCGCGAGCGTGCGAAGCCCTGAGGCACAGTAGCCCAGGGCAGGCCCGCCAGGCACCCTAGAGAGCGTAGGCCTACACCGACCAACGGACTGCAGTAGCCTTGGCCCGGTCCCTGACGCACCCAAACGCACGGGCAGAGGGATGCAGCCCCTCCTCAGCACTGCTCGGTGCCCAGCCACCTCGAGGGTAATAGCGGGGCCAAGAGCCCGGGGCGAGACCACAGCCCCATGCCAGCTCACCCCCATGTGCCAGTGCCCCTACGAGAGACACAGCAAGGCCGAGCACAGGGTGGCCTCCACCAGCGCACTACCATGGGGCTGACCTCTCACAGCTACCGGTCCAGGGACGCATAGCACGACATGCAGTGCCCCCCGACCTCAGCAGCAGGGGCTAAGGCCAACCCGCCACGTAAGCAGCGACGGCAGGCTGCTCTGCACGCAGGATGCCAGAGCACTGCCACTACCAAGTGGCAGCGCTACAGCGAACGTGCAGCCGGCTCTAAGCGGCAACGGTCACGCAACGTCAAGCGCACAGGGGGGGTACCTGTGCCGTGTCCTGGGCCAGGAGCATGGCAGGGGCCGCTGCAGGGCCAGACCAAGGCCTACGCTGGCCGCCACGGTCGCATGCGAGGCCCGGAGCACCCTCACGCGTGACGCCGCTCCCCTGCCCCGTCGCGGGCCCCTGCAGGGAGCCCCTGCCGTGCACCTGGCCACAACGTGCACAGCAGCCAGGCTAGAGGGCCTCCTAAGCGTGGACGCAGAGCCCAGCACCACGCGGAGAGAGAGCGCGCTGGTCACACCCACGGCTCCCGCAACGTGCCGTGCACACGTGGCGCACACGCTCGCACACGCACGCCGCACGACACGC
CACGCG
GCGCGCCGCACACGCGCACGCGCGACGCAC

ACACAC

GACCTAAAGCGGACCCGACTAATCAGTCCATGCAAACCGCGACGACGCCGCGTCCAAAGCACTTACACTGACACGCATATCCCGCTTCGCCCGGGCATGCATGTGGAACCCAACGCTCAAGCCGCAATCAGCATTCACCGTGGAACATCACAGGTACTGATAAAGCGTACCCAGACGCCCAGGTCGAACCTTAAAGCTCTGAACACTACCCGGGAAGCATGACCCGACTACGAAGAGATCGTGAACAATGAGCATCAGATGTCACTTGTCAGAACTAAGCATCCTCAAATTAGACATATGACTGGAATGTTCATAAAGCAAACAGAGTGAAGTTCGGGCAAATAGCAAAGTCAGAATATGACGTCGTGGGAACTGGAAATAGATCCAAACTCCACAAGGTTATAGTGAAATGACCAAGTAAACAGGCGGACACGGGACGCGACAGCGGCAGCTTACGTATAACAACGGGGTAGAAGTGAGGGCAACCAGAACTGACCACAAGTGAGCGCAGTAGAAAACACGATCTAAAGGGAAATGAAGAATGGGACATCGCGAATACTCTTCCTTTGCCCAACCATCACAAGGAAGATCCTAGCCTAATAGAGAAAAGGGACATTCAACAGTCGTAAGTCTCCACGAAGAACTTCAGATACAAACTCCGATTCAACCGGGCGTCAACCTGAAAAGGATAGTAAGGCAAACCTGTCAGCTAACAAGTAGTAAGGAACCAAGCGACGAATACGGCGTTAAATCCAGAACCTGACAAGGAAAGCCAATGTCTCACCAAAGATGCCCGAGACAGAAACAAAGAAGTCCCTGTAAACTTGCCGGACGGAATACACCGCTAGATCGCGATGCCGTCTAGCGCCAAGTGATCTCCAACATCCAATTGTACGGCAGGAAAGCAGTCGAGACCGAGCGGAAACTGTATCAGAAACGCGACGCGACCTACCAACGACAGCCCGACCATGAAGAGAAAGATGAATGTGACTCATACCGGCCATACGACAATCGCAGTTCAATGCAACCACCACGCAAATCGGGATGCGAACTCATAGTTAGAATCGGAGGATACGGAACGACTGAGTTCAAACACGAGCGAGAACGCGTATCGCGCTTAAGATCCACCCGCGCCGACAACTATAGATGCAAACCCTAACAATGAGCGAGACTAACCGATCGCGTCGCGGATGAATGTAGCCATACGAAGACACCGGCACGATCCACGACCGGGTCAGACAAAGTAACAACGTGGACAACGGAAGAAGATACACCATAGCATTAGCGGCCGCAGACTGCCAAATGGGACCGAACTACCGATATCGACTCCTCCGGAAGGTGCAAAAGCCTGAGGTACGATTAACTTCCCGTACGCGTTTCGTTAGACACATCCATCCCAACCAGAATGCTACAACGAACCGGCGCATACTTGGCTATGGAATAGTACACGAGGAGTTAGAAGCCACCCGTAACCCAGTCATACTATACAACGTTCCGTTCCTACGAACAGAGCAATTGCAATGACAACTCACCAACGGACTAGTATCACCCAAAACGGGGCCGTGCCGTGCCCCTACGCGTATCATTCCAAAGCTGTCGCGAAGCAAGCCCGCCAGACTACGTTACATAGAGAGGTCACGCCACCTGGTAAGTATGCTCAGACATTGAGGAACCGTATGATGCTAAGTGAGAATCCCACGCTTACTTACAAGACATGACCAAAGAGCGGGTAACTCCAGAACCGCCACTACGTAACCATGTTAAAAACCGCACGCCCCTTTAACTGAGAACTGTATCCGCACTAAGGGGGGACTTATAGGGAACCTTGAAAACGGTCGCCCGACGTATAGAACGCCTTGATCATGAACGAATCGGCCCGACGTAGTTTGAAGGAGAACGAAGCCCTCGGCCAAACAAGCAGTTCGACCTTACGTTACAAAGCCACAGCTAAGTTGGACTATAAGAAGCATGACCCGTAACTACGCATACATAAAAGCACCCGGCATGATGTAAGCAAACCTCGCAATAGAGTACCTCTTACACTGAACGAGACATCACAAGAGGCAATAGATGTGGAGGACTGGACAAAAGGACACATCCACAGTACCGGAGCGCTTCCCATCAATCTGCCGTGAGCTACAAATATGCAGTCTCCTAAACCCCGTCTCACGAAGAGGAATTGCAACTATGACTTAGTAGGAACCTTTCCCGCACATGGAGCATGTACGCGCCCGGTTACTCGTACAGGCGGAGAACACCTAACACGTCCGAGGCAAGTGGAGCTTGAGGTTCCGGATAGTGTAACATCCGAAGGGTACATAGCTTCACGAGCAAAGTGACTCCTCAAAGGGACCTACACACCTACTACTACTAACCCACGGAAGCGGGCGTCCCCTACCCGGAGGAATTGTGACCCATAAACCAACGGTCATTCGCCCGGACATAGTCCCCTAAAACCACGCCATAACGGAGCGCTGACTCTACGGTATAACTAGGCCATTACATGGATAACTAGACTACCTAACAGCTTTACAACCAGGGGTACAGTCAACTAGACCCATACTCGGAAAAGGCCATAGAGCGAGCGCGATAGCGTAAGTCTAAGATACCAGCTGAGCTGAAAAGCAGCAACGCGGCGCCCATCTCAAAGCGAACTACATCTAGACTAGCACCTTGGTCTCAACGAGGCTCCGCGAACTAGCGACCAAGTGTCCCTTCTACCTAGCAGAAAACACTATGAGGAGCCAATGCGCAACGTTCAGCGATCGTTGCCCTAAGCACTAAATGCTAGAGGACATTAGGGATCTACTATTACACTCGCTATCCCCAAGACGCTAACGTACCCAGTTACCCATCCAGGAAAGCCGATACAGAAAGAGCTAGGGAAGTAGACTTCTACCAGAACAGACAATACCATACCAAGTCACACTCAAGCCTATCGATTGCCCGCCCGAAGCAACACCGCTAGCCCATTGCCTAAGACAAGCCCGCTAGGACTCAACTACTAAACGGGGGAGACCTCCAAGTTCCCCCCGGTCTACAAACCCTAATGCCCCTTAAACGTAACGTGACAGGGATAGGCTATATACAACCTCAAAATGCGTTTAACCGATAGTACACCTAAAGTCAGCAAGGAACCCTGGAATGCCACCTAACAGTCTACGACTACGGATCGTACCACAAGGGATGCGGACTCCAAGAGTCCTAGAAACACTAAATAGGAAGCTACGTGTACTACAGCCCAGACGGAGACAACTGAGACGGAGTCACAGGTGGAACCGTCAACGAGTTGCACACCTGCCTTCCGGTTAAGTGGCACACGAAAACATGAGGCAAATAACCACCGTGATCACCCCGACCCCACTCCCCCCAGCGGACCTTTACCATCTAAGCTCAGATGCCGTGTGAGGACGAGTGACAACAGACAGGATGCCTCCGGCTTCAACGCCAAGCTTCCAGGTCGCCCAAAACCATAAGGGCAGACTCGTTCTAATCGATGCAACAACAGTGCCATCGGGGTGAGTAAGACGCCCAAGACAGACTGGGGGCAGAACCATCCCGGGACTAAGCCCACAAAGTTGCGAATGCAAGGCGCAAGACAGAACCGTTCCAGACGCAACGTCACCTAGAATACTGCATGACATGTTAATTGGGACCTACCAACCCACAGGACTGTACTAGACACTTAGCCGCCTCAGTCGGATAGTGCGAAACAGTGGGACAAGTCTGTTCCCCCCCAGGTAGCGGGGAGTCAACGCCTCAGATATCCTTCTCAATGCGCCTGTCAACTCGCAAGGCACCAGAAGAGTGACAGGCCACCCAGTATACAACACATAGCCAGCTTGACGCTCCGCTCACAGCCAGAAGGTGGGCATAACTCCCCTCCAGCCGCCGCCATAGAGTGCGCATCGCCTCGCAGCCGAAGGGGAAACCTCGCAATGGACCTCCGTACTAACCTAGGCTTAAAGAACACCTTGCGCATCAAGAGTACGGGGCAGAAGGAAGTGCCATTAGGTCTGATCTAGATACTCACTCCTAACATGTACAGGTAGGACGCTCGCCGTAGTAATTGCCCAGACCACCTGACTCCCCCTACGCACCCCAAGGCCGCCCCACCCAGCACTTCCCCCTAAAGCACTACACTCACATGTCCCTATAGCTCCAAGCATAACGTACATCGCCATGCCGCTGTGACCTGCGCCACGGAGTACTAGACCCCTGGACCCACCAATAAGCACCCACGACCCACAGCGGCATACAACTCGACGAGCAGTAGGAAGGTGAGACCTCCAGCGACCTCTCCGGTGCGGCGAACGAGCCTCAGGACAGAAGCGTGAAGGATACCCTCACATACTCCGGTAAATACACACTCTAGCAAGAAGAGCTAGTGGACGCAGAAAGCGCCATCGACGCAAGTAGCTAAGGGTAGCGCTAGGACCACTCTGAGCCACAAGACCTACGTCTACGCCTTACCCAGTCCCAATAGACAGCAACCCTTCAACTGCGCCGTCCCGTTCCGCCCGCAGACTGCTGACACACAAGGAGACACACTGCCTGACCAGCGACCAGTGAGGGTAACCATCCCCCACGACACCCCCGCTAGATTACCACAGAACACTGGTGTCACACTACAGTCTGACGATGCCCGGACCTCGCGCGGGAAGTAGCCCCGTAGACGGCGGGCAACACTGGCCAGTACGTGTCCTTACCCAATGCGGTGTACTATCACACCACATTGGCACCAGGAAGGCCAGTCCCGCTCGATCGCCACTCTCCGCCTTATATGCAAAGCGAACCGCAAGTGTCATTGCGCCGTAGCATGGGACAGCAGATGACCCGCAGCATAAGGGGGACTAGTCAGGCTAAACAGCTCTGGGAGGCGCAACTCACATACCCCGCGAGATGGTACTTAACGGGTCACGTCACGTGGGAAACAGCGAGGCAAGCTATCCCTTAAAACGCCCCGAAGGGCTACGATCCAACTAGGAACCCGACACAGCCTGAGGAGACGGACCCGGAACAAGCTGGATCACGCGTCCACCAGAGCCAAGGCTATGACTCACCATGCTGAGCTAAATGGTCCACCGCCAGGCCCGCATCCGTTAGGCGTCAGGTCCACTCTAAGCCGCCATGAGCCTAGACCGACCCCGGCACAGTACCGCACAAGGTCTAAGCCCTGGCCGAGCTGACATGTCCCGTATATAGCGAGGTGGAAGCTACCAGACGGAGAGCGTCGCAGCATCCACTGTCGGGGCACGGAGCCCAAGCCCCTGAACGTTGATGCAGACCGGTCCCCGCGAGGGAAGCCATAGCACGTCCGAACCACGACGCCCCGAGTCCATACAGCCAGACACGGCTCCGCAAGCCGGCCCAGTCCTTGCCAGCTTACCCTCCGGCGGACTTAGACCTCTAAGTAGGCCCCCGATGGGGACCTTAAATGGCACTCTCAGAGCACGATACACAGTCCAGGACAGACCGGAACACCACTCCATAGCACGCGAACATCGGGATAGCGCTACCAGTACGCCGGTAAACCCCCAGGCAAGCAGAACCACGATGGGCCATACCACAACCCAGTCCAATCGCACCGTCCAGTAGGGCTACCACACCACACTCCTAGAGAGCGTACCGCGGAGCGGCGCACGAAGGGTCCCTGGCCCGGTCGGGACATCCCCAGAAGGCCACAGGCTCTCAAGACACCCTGAGCTCCACACTGTGATCGACGCGTTAAGAGACAGAGCCAGCATCATAGCCAACGCGGCGTGAGTAGACAGGGAGCAGCCACCTCCCGAACCACAGGGAGGTGCAACTCCTAGGTCCTCTGCACAACAGACGCCGCGACCGCCTTAGCCCAGGGCAGGCCTGTTAAACGCCAGCGCCGGAGCAACGCAGCATTGGGCAACCTACACAAGCTCGAACGCACGCCAATCGACAACCAGTGCGAACACATGCAGATGCAACTGCACCTGGACCACTAACGGCCCGCTCCGACTCACTGCACTAGTCGCATACAGGCCAACCACATGCACAAGACCACTGCCACAGCCGCCTACCCGTTTACCAGGACCAACGATCGAGCGCACCCGGCTACGCTACCGGTACGGTTCACCGTCGGCAGGAACGTGAAAGACCCCCACCGCAAGCAGCACTACACCACAGTACGAGCTACGCGTACCCTAGAAGGCTGACCCCACCATGGAGCCACCACTAAGCCTCCACATACATGCCACAAGCCATGCAAACGGGGGGTTAGGCCAACCCCTAACCGAGCCGCCACGGGCAGCTCTAAGGACAAGGCTCATGACGCGCTGCGGAGTACATACGCAGGGGGTCCACCTAGCACATTCCGCTTCCAAGGGGGATGGCAGGGGGCAGCTGATGTGCGATGCACGTCGAAGCCGGCCAGCGCCACCGCCTAGCCTAGGCACACCTAGTGCCCCCTACCCTCGAAATAGCCACATGAGGTACACAGCCGGTGACACCCCGAACACCGACGTCGGCACAGGGACCCCCTCACTGCCCACCTTCGCCAGAACGTAGATGGCAACCCGCGTGCTACGAGAGTGCCCACAGAGACAGAGCCTGGCCCATAGGTGAGCAAGTGGCAACCGACACCGGCTTGCACCCCTCACATGGACACATCGCAACGGTCACGCTACAGGTACACTACTCGGCACCCTACACACACGGATGCTCAGGAGCCCTGCCATGGTGCTGAGCACTAGTACTGGCCACCCGCCACAGAGACGCTGGCCACTAGGAGGCTCACGGGTAATCCCCAGGCGAAGGCGGCAGGAGCCCAGCAGCTCCCTCCCACTGTCCGAGTGCGTGCCACCGAGGGGCTGAGGTTACAGCAGCACCCCTAAACGTGCTGTACCTGTACAGCTCCCTGCAGCTAGCCATAGCCACCTCCACCCCCAACCGCGGTCCATCGCAAAGCCGCACTAGCCTGACAGTGTGATGGCGCTATGCGCAGTAACTGCCCTGGGCGGGCACAGTGCAGCACCAGGTACCACCTCTAGGGACGAGGCCACCCTGAGCACCGCTATACGTACACCAGGGCGGCTCAGCCACCAACACGAGACCCGGTCAGTGCACAGGCACAGCCTAGCTCCCGGGCGACCACCCACACAGACCCTCGGACACGTCCTAAGGTGCAGGGCAGCTGCAGTAGCAGCCCCCCGGCAAAGGCCTCTCACAAGGAGGGCCCACCAGCACCGTGCACAGTGGATGCGCCCATGGGAGCTCACTGCTGCAGCAATGCCCGACAGCCCATGCACACGTGCAGCCCGATAGGCCGGATAGGCAAAGCCCAAGCACCAGGGCCAGCCCGCCCCACGTTGACAGTGCCAGCAGAGCTAGCTCGGCAGAGGCCTCTGCGCCACCCGTGGCACGGGCAGCAGGCCCTGCACGGCAGACACCATGGCCCACCAGGGCCCAATAGGGGCGTACCAGAGGACGCTGAGCTGCAGCGTCAGAGGGCTGGTCGGGCCCAGCCTGCGCTCAACCTGCGGCCACCCTCAGCCAGCCCTGCTCAGCCCAAGGCATCTGGCAGACTGCCTGCAGGGCCCCAGCGCGAGGCTGAGCACAGTGGTAGCCAGCCCACACCACGGGCGTCAGCCAGGCCCGGCACTGCACCGCGGCACGTCCACGGTGCCCCAGACAGGGCTGCGAGCATGCAGGCAGAGGACCCCCACAGGCCTAGAGCGCAGCATGAACGCTAGGCCCGAGAGACACGGCGAGCCCTCCGCAGCCTCCCTCAGCATGCACGCTGCCGCGCCCCGAAGCACACGCGATCGCCACAGCAGGGGCAGCCCCCTGTGCAGAGAGAGCCCGGGGCCAAGGGCCGGGTACGACCACCCACGCCGCACGGAGGGCGAGCACCCCGCACCTAGGAGGGTGAGCGTGAGTCGCCATGCGCACGCGCATGGCCAGCGCGGAGCCGCCCTAGCGTCCCACGTACGCCTAGCACGCACCAGCCTGCTACACACGCGCCAGAGCCGCATAGGCGCACCCCACGTGGCACACACGCACCGCGCGCGAACGCACGCACGCGCAACGCGCACGTGCCGCACAGCGCGCGCGCAC
ACACAC

ACTATAACGGACGCAACAATGACCACGCCCGACGAAGGCGGAAGTTCCCCTTTCCACGGACGGGAACCCGACTACGAAATCTCCATCATACCGACCCATGTCACTCCACATTAGATAGTGAAGGTAATCTCGATTAACCGCGAAACATCTCATCGGCATTGACACTAAAGTTCGTAGCAACTATTAACCACGATTGCAGGTAACAGTCTACCAAACGGAGAACTCAACATTCTGGCTGAAAAGGGAATACTCTCGTCAGTTAGAAGTGGACCGCGGAAGGAGACTCATCTGAAGGCACGATCGGCAGTGATACAGCAAACAATAACATAAAGTCATATAACGGACGCACTTTCCACACGGGGTTGAAGCGCACGTAAAATATGGAGCTAAGCAAGAACCAACATGAAGTCGCAAAAATGCAACGCGAACGCTGACATAATCATGAATGAGCTTGACAGTATGAAAGGGAACAGTAAAGCTTCTGAAGTGAGAACGCCGCCGCCCCGACCGGAGCAACGTCAAGGACAAACCTATGCACAACAGATGAAGGACGGATCAAACGCAGCCGAATCGACAACATCATACAGATACCTAAGTATACCAATAAGGCAAAAACCTCGACGACACCACCCGCTCAGATCCATGTACATGGAGATATAGCCTCCACCCGGGCCTCAAAACCTTCTGTAAAATGTGCGGACGGAATACGGTGAACATGGAACCGCTACGGTAAGATCGATAAGGGACTCATCCAGAACTGGACTGACCAGGAATTGCAAATGGACACGGCAGAATAGCAAACTGATCCATATTAGAATCGAGCGTTGAGAATGAGGTCCAACGCGACCGTCGCGAACGCGCGACATCTTACCTTAAAGTTTAAAACACAAGAGAATACGAATGCCGCGACCACACGGGCGCGTAGAAACCCCATCAACGCAAATCGGGATCATCTGGCAATAGTCAACCGTGCAGGAAGACCCCGCATCAACCTCAACTCAGACAAGTAGTTAGATCTACAACACTGAAGGAAATAGGGAACACACGCGTATAGCGCGAGCCCTCAAGGGAACATGTTAACAAGTGCCTCCGCGGTTCAAGCCCCAAGTAGTTGGACGATCGCAATCCTACTGACATACGAATGGTCAATGGAGCAGACAGACGGACAACATCGTAACAGGATAAGTAGTCCTACCGGGACGTCGAGCGGCCACAATCACGACTCCGAACCGTTCCAACCTAAGCCGGATTTCGCCAGCGCGGAAGAGCTTCGCAGAAAAGACAAAAGCCACTATGACCGTAGTGGGAGTTTAAAACTCCCGTACGCAGACCCATATAACAACGATCGTCAATCCCCTACCCACAAGGAGACGGGCTGGAAGGACCACCCGCACCCGTAGAAGCACTCAAATGATGAGATAGGGTTAAATGTGAGTCATACTGGAAGTCAACGGATCCGTCTAAATGGACAACGTTCATGTAATAACCCAGTAAAAGTCCCCAACACCGTGCCGTGCCAACGACCGTATCGCTCGATCGCGAATGACACTTCTCAAGTGTACCTCGCGCCACTGGTAAGCATGAGCTTAACCCCAAATAGACATGCAAGGCTAACTTACAGACCAAAAGACGACTGACCTTAACACCGCCCGTAGCAGACAAAGGAACGGGATAGCTCAACATGAAAACAAGACTGAGATCCGCCGACACCGATCCCGGGTATACGTAATTGCCATCCTGCTCTTCCTGTTAGGGAACGACTGACATTACACGAATCGGACCGACGTAGAAGACGGTTACAATGTCATGGTCAAACTAAGTTACCGCATCGCGTCATAGAGAAAGCCACTTGGACAGCTAGCCTTACAGCGACGACCCCGGTCCCATCAGAAGCCGGCCCAAGTTCTATCAGGACAAACGCGTGAACATCACATGCTAGCATAAACGCAGACTCCGAGGTGACATACAAGATACTAGTGAAATTGGTCTCCACCGGAGCGTTCACCATGATCAACACCGATCCGAACCAGGCGCAGTAACCACCAACATCTCCTCTGAACGTCTACTGTACTCGTAGCCGTACATGACACCTAACCGTCCATACATGGGTCAGTCGAAGTGTAAAGCATACATCCGCCAACCCTACTACGCCTAGCCAGAAGGCCGCAGAAGCCTTCAGTGACACTATTCACAATGACACAAATAGTCACTTGCAATGCTGATTACGAAGTAATGAGCACATACCTCACAACGATGCCTCGCGGTATAGATGCAAGACTACTTACCCTAACACAACCAGCCAAAACTGCAAGCAAGGCTCCACCCATAGAGTCCGTAGAAAACGGGATCCTCGTCAGAGACGCCGCGATAACCGAGCCGCCACGAGGACTATAACCATCCAAGCATCCAATCCGATAGGGCGCCAACGTCATACAGAGTAGCTAAGCAAGTCTCACTATCCTTTGCATGTTCCCGGTCGAACTACCCAAGCAAGGCCAATGACTAGTCCTAGAAGTACTACCGTCAAGTGAGCACATCCAGAACAGATGGCCTTGCAGCCAAACATGGAGGAAGCGATGACGCAAACACTTCAGGGAAAATGCACCCAAAATCACGCACTCGGACTTACATCTAATCGACCGGCGCCGTACCGACGACGCGTTAGTAACACAGTCCGCGTGAAGAGTATCGGAAAACACAAGTCTGATGAACCCCAGACTTCTAAAGAGGAGGCGGCAGACACAGTGACATTCCTCCTAACCAGACGTAAGAGTTAACACGAGTACGTAGCTCGAAGTAGGACAATAGCCGTACCGCTAGACTACTAGTAAGAGTGTAGATAGACATAAGAGACTCACTCTGAACCCTATGTGCCTAAACCCTGACAGGGATCTCTCAAACTGGAACCACACTCCTATACGCCCACAATCTAGAACTGGGCAACAGGCTTACGGGGGAGGATACCATAACGGCAGAAGAGCTCGCTACAGGTCCCATAGAAAGTGGACGGCTTAGCCAACTAGAGAACCCAGGTCGATTCCGCACGTAAGACTGCTACTCCTAGAGCCAAAGGAGCTACGTCAGGAACGAATGGTACTACACATCTAGATGTCGCCCGCACCGGCACCACTAGAAGCAACAGTAACCTTCTACCCAGCGGACGAGAACGCTAACGGCTTAACACGAAGCAACAAGAGCCTAACCATCCCCAGTAGAACTGATACATGAACTACAGGAACCACAGACTTGCAAAACCCGACTCACACACTGACGGTGAATCGCCTCTAAGGGTGAATAAGCCCTTTAAGCGGACGAGTAGACTACGTGGTAATGCCAACAGGTGGGGTAAGCGGCAGTTGCGCCACACTAGACGCTATAACCCCAAGGACTCAACGGCGATTCGAAAGCGAATCCCAAAGGCCACGACGTTTCAACCTCACCTACCGGTCACAACCCATCTAAGACGTCTATAGAACCCATCGCCTCACGGCCCGAATACTATCCGCTACCAGAGTCCACTGACTGTTCAAGCTGATGCAGCACGAGCAGTGGAGCTGACCATTAACTCTATGGCCACCCCCACCCTGAACTGTCTAACCACTTGTAAATGCGAACTCGCCAAGCGGAGGAATTCCCATCAGCCGAGACACCAGGAGCTAGAACGCCACCGGGCGCTCCCTCTCCAAGACCCTGTCAAAGTACCCGCCGCACAACAGGGGAAGTGCGCTCGCATCCGCAACACTACACCTACAAGAGAGCGTGATCTGCCGTGAGCAAGCACCCTACATAGGAGGTGGAATACGGCGACTCCCCCGCCCAAGGAGAGCGAGGATCAGGGGGCAGTAGTCCCCACCTGAAAAGTCGCAAGCGCGATGCAGTGCACCGAAATAGGGACAGTCAGGACTAATAGAGAGGCGACCAGGACGCACCACGTATAGACAGGCCCGACTGGGAGAGGGACACTCACACAGAGACAGCCTTGCACATACCATAGGGATCGCCCTTGTCACCCGGAGCCCGACATAGACGGAGTGAGCAGAGCTCCTGGACAAGGGGACCCACAGGGTCCTCCCACAGCGGGCTAGCACTCGAATGCGAGGGCAAAAGGCCAGTCCCCAAGCCGGGGACCGCCGCCTCAGAGGGAGAGACCTCAACAGGCCCCGAACTTAGACAAGCGGTCTAATGCCCACGGGAGTGTGAGGGTTAAACGGACTATAGGCAGTAAGGTTCCCTCACATACACACCTCTGACATCCCATACACCTTATGCTAAAAGCGCACCGGCCGCAAGCGGGTCTAGCTAGTCTTAAACCATGGACCACCTTCCCATTGGTGACCATCAGCACTGTGAGAACCACGAGGCTACCGACCATTCCGGCGAGTACGACTGGTAATGGTGAAGCCTGAGACAAGTGACAAGGCTCCCTAGCCTACCGTCTCAACCAAGCGCGGAACCCAGGATGGCCCTAGAGGCATAAGCCATAATGGCCTACAGAACCTGACTCTCCCTATCCTCATAGTGTCAACGGCGACTAAGCTCACCCCGAGGCTAATCGGCAACGCGGGACTGCAACTAGGACCCGTACTACGAGAATGCGCTCTAATAGCACAATTGCTCCAGCCAGTAATGTGGCAATGCATGGGGAGCTACAGAACCCTTCCCGGTGTAACCGATAGGTACACATGTCCGTGAAACATGAGGAGGGCTTCATATGCAGCTGTAAGAAGGACACATCGCAGCGATGCCAAAGGCAGATGCACTCGCATTGCGAGCCACCCACCACACTAGGAGGTAGGCTCACAGGCGCAGTACCGCTTACTCCCCAAAGCGGGGTACGCTCACAAGCTAGACCGCCACATGCTCCGCAAACGCCCGTTACCGGCCGGAGACCCTAAGCGGGCCCGTTGCGCCCTACCTCTAAAGCACCGTCCACTCCTACCCATCAGAACACTCGAGAGCCGACAGGACAACCCCAGGCATCACCGCGCGAGACCTCAGCGTTAGCAGAGACTAAGCAGGGTGGCGCGACATAGCTCCACACTAAAGACACCGCAGCGCGATACAAGCGAGACCATCCCCCTCCCCGGCGGCCGACGTCTCATGTCCCACCAGTAGCGACTCCTCAGGATGACAGCTCTCCACCGCCCAAGTGGGCCACCCCCCAGCAAGGCAACCACAGGCCAAAGCTGGACCATAAAGTGCCGGAGCGGTACAACGCTAAAGGCGACACTCATTAGCGATTGCAGTACTACCCTAAGGACAACCCCGAAGGTCAACACCGTCACAGCTTTAAGACGCCGTGTAGCCGCACTTGCCAGGTGGCAGGTAGGGACACCTACATCTGCAAACCGCGATCGCCGTGGCAGGGAGCTATACCAGCTCAGAGTGCCGGACCGATACAAGGGCACGGGGGTTCCATCACCACAGTCGCAGAGCCATGGGAGGTGCGACCACAGAGACGATAGCCCTGTAAAGCTCCTGTCCATCGCAATGCACACGCGCACGTCGATACCCCAGCAGACAGCCCAGCCAGCGAGCGTGCGAAGCTCAACCGTCCCATCGCACCCGGAGAGCAACAGCCACTGGAGTCACACCACTTAGACACACCCACCACAGAGACCTACTAGCCTCAGCCGGACACGGGACGCGGCAGACCCAAGGCAGGGTGACCCAGAGCCGAGACTACCACTCGGCCCACACATTCGGGAGTGCCGGCCCACGCCTTGCGCACCAGCACGCCAGCACCTCCCTGCGGCTGCAACAGTGAATGCCACATCGCGAAACGGGCGACCTGGACGCTAAAGAGCCCACTCCAGTACCCATGCGCTGCCCCCCACGCAGGGACTAGTAGCCTAAAAGCAGGCAGGAACAGGGAGCTATCCCTCCCAGTTCCCTTAGCCCTAACGGCAAAGCTTGAGGGCACGCTTCCTAGCACGCCAAAAGGGTGACTCCAGCACACATGCCCTGGCACTTGGCCCGATAGCCCCCCCTGAGATGCGCCCAGGGAGTGTCAACGTAATGGCAACTACCACCCTGCGACTAGAAGGCAGCTCCAGCCAGCTGCACCCCACAAGGTAGAGGCACGCCCCAACCGGACGGCTAGCGGAAGCCTCACAGTGCGCAGCACCCTTCCTATGCGGGCTAAGCAGGACAGAGAGAGGGACACCAGAGACCCGTGTCTCGCCAAACCAGGGCGAAGCAGGCGCTACAATCGCGGACTGCACACCCATGGCCAGCGTCGCCTGACGTCGCATGCTGAGCGCTACAGGCGTCCACAGGCTAAACGTGCGTAGAAGCGATTACACAGCCCGCGTGCAACCTAGCACACCTCTGACAGTGGCAGCCATAACGTCAGAGTACCTGGGCCGATTAAGCTGCGGAGCACCACGGCTCTACACGGCAACTAGGACTCCCCACATACTGTACGGCGACGCTCCCGCCACCAAGGTGGCCGCCCCGCTAGGACACCCAGGCCCCCGGCCGTTCCACAGGCTTAGACGCTCAACAGCAGCAAGCCAAGGGCCTACGGAGGCACCCCAGGTACACCAGGAGCGCAACCCTCCCACTGCTCAGCACCTCGACAGCATCCATGCAGAGGACCTGCCAACGCATAGCACGCTTCGCAGACCCCACCTGGGGCCAGTCCCACAGCTGAGCCCAAGGACGAGTGTGGACACAAAGCGTCACGTGATGGGCAGACCAGAAGCCCTACGCCAGGCCAGAGGCACTGTGGAGCCACAGGCAACAGTCAGACCGGTAGCAGCGCAAGACACCAGCCTCACGAAGAGTAGGGAGCGCCTGCTAGGTTTAACGTGGAGGCCACCTCTCCAACCGCGGCACCGTAACGCCAGCCCCTGCACGCCACAGGTCCCCACCACCCCCCCTGGCATGGCGACCAGTGGGCACACCTCCGGTCACACCACCCGCAGAAGTGCCACTGGCCGTACAAGAGCAGCACCCGGCCCACCGCACCAACACCGGTTAAGTGGCGCAGACGTGCACTAGGCAACAGCGCTGAGCCCATAGAGGAGCCAGCCGCGTTTACAGAGGAGACACAGCGGGCCCCTAACCATGCAGGGCCCACGCAGCGCCCACTACCTTAGCGCATCCAGGCCTATGCTCACTGCCGCACCACCTAGGAGTACGCCGGTAAGGGACCGTGCACAGGGGGCCTCCAGCCTGACATGCCCGCAGCGGGCAGAGCACCGTCTAGCGCCAGTACCACGCCCCCAACGCGGCCTAACCTAGGCTAGAAACTGCCTGGCCGATCGAGCGACCCCCTTAAGGGGCACGTACCCACTCGGAGCCAACACGGAGGCCATAGCCAGGCCCGGAGTACGGTGCGCCCACACGTGCGCGTACGTGCCACTCTGCCCCCACCCATGCGGGCCCGCGAACCCTGCACACACCAGGCTCGCTGCCGGCACAGGGGCAAGCCCTACCAGCACACAGCCACCGACGTTGGGCCCCACCGGTAGCGACCCCTCGCACAGCCCAGCCGACGGCCACCCCCCTGTCTGCACACATCCCCCCTCAACCCCTACCCTCACCTGCGGCCACAGCCGCCATAGGGGCACCAGCATGGCATACCTGCAGAGGCTGACTACGCTGCTCCCTAACCGTCCCGCACTATGCCCAACACGTACTAGTCATGGCCACTGCGGCTGATACGCACGGGGACCTGCCGAGAGAAGCACCCCCAGGCGCTGCCACGGCAGGGCCAGCCTAGGTGCAACGCTGGAACGCGCCTACAGGGCGGCGTCCAGCACTAGGGTAACGGTCGCAGCCGCATGCCAGCCCCTGGTCGCAACCGGTACCCACGACGGGACCGTGCTAATAGGCCACGTCCCATGGCTAGGCGAGCCCCACACGCTGTGCGGACCCAGAGAGAGCAGCGAGGGCGGCTACGCGCACACGCTCACGGGCAGCGCGAGCCCCACGTGAGCACACCGCACGCACGCACGGCTCGCACGCACACGCCGCACAACGCAC
CACGCG
CGCGCG
CGCGCA

GCGCGC
ACACAC

CTTCAACATTGAAAGAGACTGTAAGCAGACACGTCCAGTTCGATGAGAACGTCGAATCGCAATGTGCTTGGACGAGTAGCTAAAAGATACAGTGGACCGCGGAAGTCAAGCGGCGCACGAGCGGCAATTATAGTTAAAACACAACATATCGATTACATAACGGCCAGAACGCCTCTTTAAAACAACAACATCCTTGCCACAGACACCTAAAACACGATGACAACCAACGGACTAAGTCGGCGAAACGGGCGAAAATGCAGAATGCCAACCAACGCTAGGAAGAATGGTCCTGTACCTATCACGCCGCGAAGACGACCGATTGGACTCAAACAAGGACTTAACACATTGAACTAAAGCATAAACGCAATCCGACGCCAACTCGCATACAGAGGAATATACCTAAGTATAAAGTAGCGACGAGCTTAACGACTCCGTTAAAACCTGGACCAAGGACCCAAGATGATATAGGAGGAACCCGGGCGAAGCGACTTAAACCTTACCACACGGAAACGGACGCCTAACGGTGAAACCGCTCAAGCGCATTGCATAAGGACTAAGGTTGAAATTCCCGGGAACATTAGAAGTCGACCAACGATCGAGCCGTAACGTTGAAAGAGTACGCGACCGTCGCGAACGCGCGACCAATGCCGATAAAAAGTGCGGAGAACTAGAAGCAATCTCTTCACCCCCACGGGCACGTACATACGAATGCCGCACTTCAGGAACACTTACCGCGTACCATCAATGAAGAACCATACGAACACGCAAATCGGGATGCGAATCATCAACGAAACCGTGAAGTGTATCACCACCTCAATGACCGGCATAAGATGGACAAGTCACTGAAATCGGCTAATATCCTCACCTTTAGCTACAAGCAAGACAATAACACGAGCGAGAATCGCGAAGTAAACCCAACTGGAAGTTACACGACAAGATACCGTGAACCAACCCAGTCCGCGGTAACGATCGGGATGAATCCTGACGATCCATACGCATCGAGTCTCAGAGCAAAACACAGTACTACAGACGCGCCCAGACAGACTATAAATGGAGGAACTCCCGGGACGTCGAGCATTAAAACTGCAACAGATATGCATGCTAATGGGATACCGATATCGAGTAGGAATCCTCACATCTCAGCTAACATCCGACCTCAGATCAAATTGGCGATTAGTAGACGTTTAAACCCCGCGCCCCCGTACGCCTTTCCAGGAAACAGTACATGAGAGGTTCAGACGGTATGGAATCTGCCTACAAGAGTGAACAACTGGTTAACGAGAGAGGACTAGAGTAGGTTTACCCGTACAATTGAGGAGAAACTGCTAGTAATGGGAAGCCTGACCACTACCAGACCCTACGGTCGGAGCTTGAGCTATAAAGCACATTGCGACCTCGCGCCACCATTCAAACACTCAGATATCCCAACCTGACCGCTTACAGTTCCCCAGACTCACCACGCTGGATGGCAAGCTAAGTCGCGACCGCCCAAACCCCAACCTAACAAAGGTAATCAGCGTAATAAGGACGCCGAAAGGAGTAACCACCCCGTTACTTATAATCCCCCAACCAGCAAGATCTACACGCCCGCTTCTAGAGTCATGTCAACGGCCCCTATGAATCATGAGTCACATGTCACAAGCACGCATCCGTTAGGGTCCAGGTTCATCCCCAATGTAGACGTGGCTCTAAAGAAGCCAACCGCGGTCCTACGCACACTAAAAGGCTGACTAACAATGGTACATACAGATGAAGCCGAAGGAGCAGTCCCGTATAAACGGACAAACGATCAACAAGAGGCAATAGGCATAAGCTGAAGAAAGCCCACTCCAGTTAAATCCCAATCATCGCTTCCGTTCACGTGAGCCATGAGGTACACATCTACGAACCGTGCAATGGCAAAGGCGCAGGTCAAGACATATGCAAACTTAGGGTAGAACTACACCCCGCCCGCACACCCTAGCCCTAGAACGCGCCGTAGTCTGAAGCCAACCGGGCCCTCACATGCATAACGTAACCATCAGTAAGCCGTCCGCAAACCCCATCCTCCACAGTCTACCGCAACGGATAGCCGGCAAGAACTGTTAAGAATGCTGGTAACATCCGAAACACCTCATCAACTAGCGCCTAGATCGCAAGGTGGACATAGCATGACTCAAGCAGATCCTGCTACCTTAAACGTGACATTAACGTCCCCTCCGAAGAAGGAGGCAAACTCTCACGGTCATTCGCAAGCCAAAAGCCACGGAGGGTTGAACGATGCAGAGAGATGCAACATCAACGTTAAGCGAAATGTGACAAGACATACCGGGTCGACCGAGCCCGTGATCGCCATGGACAAGATCCCAATCACTTAAGAGTCAGAAGACCACCGCACCTAGCGCGAGCGCGTAAGTCTAAAGAGATGCAGTACGAAAGCGAGTCCCTATAATGTGGGGCTAAAACCTCCAACGCCGATAGATTGCCCATCTCAAAGCGGGCGCAACCTCTCATCCAATACTACTGAAGCTGTCACAGCAACACGGCAGCTGGCAACTGATGTTAGGGATACCAAGGCTCGGCCTAGAAACTCAGGTATGAGTCAACCAGAACTGACCAGCTGTAAAGTGGACAACAACCTACAGCGATCGATGACGCAAAGGAGGAAGACTGAACTGTACTAGTCACTCGCGTCCATCTCCAGCGTTAGCGTGAAGTCCATCGGAAAAGAGCAGTTAGAATGCTCTCACAAACAGACATATGAGGCGGGTCCACACCATACACTTAGAAACCGTGGGACGCTAGCCTCAACTGACCCCTCCAGACAGCAAGGCAGTCCCACTGAACATGTCCGACTCCTGTACAAACCGACGCTCAAGAACCAAACCTGGGTAAATTGTCCTGGGAAGGTACATACGCCCGATAAGTTTACTAAAGGGTCACCATCAGACCTGACAGTCAACCTTAAGTGAGCGGATCCTTAGACTTGCAACCCGACCACAGATCCCAGATCCAAAGTACCTATTCCCCAAAACTGACAGGTATCGGCAGACAGAGCCCTAAAACGAGGTTAGAATACAGACCTTGGATCCCGCCGCAAGACTACCGGCGAAGCGTATTCCGATGGTAGGGAGAGTCCGACACCCCGAACCAGGACAAATCTAGCACTCAAGCCACCCCGCACCGGCAGTAGCAGAAGCAACCAGGGCCATAAAGCTGCACATAGCGGACCTCCTCATATACCCAGTCGGCTTACACCGCCGGGAGGATGCCACCACTGGGTTAATTACCAGTATGGGACGAAGAGTGGATAGCCAAGTGTGCTAATGCCAACCACGCCTTCCCACTCACGTCACAAGGGGAAGGCCTCAAGAGGCAGGAGTTCTAGCAGAAAGCGCTCCACCAATAGAGAACGTGAGCGGATCGTCAGGATTAGGGGACAAGCTTATGTGCACAGGTGCGGCCCGGGACGACCCAACTATCCGGAAGACCCAGCAGTGACACAAGCAGACACGATTCACTATGCATAAGATACTGCGTAAAACCAAGACTACTACAACCCTGTCCGGGGGAACCCATCTTAGCGGGTCATCGCAAAGTGGGCACGAGAAAGGTAATAGGCATACAAAACCAAGTAGGTCACCAAAGGTCACTCTAACTGTCAACCCCAACAGGCCTGTCCGTAAGTGAGCAACCAGACTCTTAAGTCTGCGAGACGTATACAGCGCCCACATCCGCTCCCGGCAACGTCAAGAGAACGCAACCCTCCAGACCTTCCAAGTCCAACACCATCGCCTACTACCTAGGACCTAGGAAGCCACTGAGCTGCAAGCTTCAGGTGGAAGCAACAGACCTCAAAGCCATTAGATACCCGGTAACAAAGGCATGCGCTCTAGAAGAGCTACTGGGCCAAAGATGCCACTCCTAATGCTGGAGCTAGCTGACAGTCTCACTCCTTGCCCACAGGGACGTCTAGCGCCACTAAGAAGTGCAAACAGTGCCACCCAGCTCATAACCCTTACCCAGACCAGTTCCAGGCGACGCACCCGGCTACAGGTCATACCACTACGCCACCTCACGTATCCTTCAACGACAATGGTGGAGGGACATACCAAAGGGCACCAACATGTCCCAGAGCCCTCGCTCTACAGGATGCAGCGGACCTATACTCGACTACACCAAGCCGAGGTAGAGCCAACCCTGGGGGCACTGAGAATGCCCGGTGCATAGCAATATGCATAAGCAAGCAGAGTGGTAACCACGCAAGGCATAGCGACTGTACCCCTCAGCTTCAGCTATCGTGAAACATACGGATACAGGTAGCACCTGAGCTTAGACCACACGCAGACTCCGAACTGGCGGCCGGCTTTAATAGTGCCGGAGGCTCAAACTCTGAGAACTGCTAACCGCAAGTCCTAACTAGACTAGCTACTGTACGTCTTAAGGGTAGCTTCCATCGTACGTAGAGACTACCATAGCACGTCTTCCACAACACGGCATGTAATAGACCTCCCACCTTGCAACAGCGTTATAGCATACACCTGGCACGTCGAGGACCTGGCCAGCTAGCCTCTAAGAGGACCACCGGTACGAGTCGTACTGGCAGACCTAAAGCCTCACCCACCACCCAGTGACGGAACAACACTACTGCGAGAGGCAAACCGGAGCGGGCCGAAGAGGGGGAGCATCGATTGCCTGTTCCAGGGGCGGCCAGTTAACACCCGTCCCCCCCCGCTAAAGCAGGCACAACCTCGCGCGGGACTATACGCAGCACCAGGACCGTTCAACCCTCGTGTCGTGACAAACGACACCGATCGTATCGCTCGAGCCTTACCCGCCACACATATTAGCAGTGTCCGTTACAATGGGACCGAGCACCAGGGAACCCCAAGCACACCACAGGCGCAGTACCTCGACAGTACAAAGCATAGGTTGAACGTCCGAGCGGTGTAAACTACGCTCTCACCGTCAAGGGATATCCGCCGATCCTACGTAACGCGGGAACCCGGAGACCTCTGACCCTGAATGCAGCGTTGCGGAGCCAACCAGGCTTACATCACGCCTCGACTACAGAGCACTCACGCGACAAGGGCGCAAACGGCACCTTCGGGACCAAAACGTTACACACTGGTAGAGCTCCCTGGAGGCCACGAGCGCGTTCGAGTGTGACTACTCAGCTCCCAGAGGAGCCAGCGGCACCCTCCGGCTGCACATAACCCATAGCCCTCAAGACCAGCCCAAGGCCGAGTGGCAACGAGCTAGCGACCCTAGAAGCTCCCTTCCGGCAGAAGGAGGGGAGCATAGACAGGCAACGGGGTACCCACACAGAGCACGCTCCCAGTAACGTTGACATGGCCTCAGATTGGCCATTCCACCGGTCGACGCAGGACAAGCCATCGCGCCACGCATAGCACGCACTACCCCATAAACACCACGGACCCCCAGCTTGGCAGGCATCGTGGAGGCACCGCTGGAACAAGCCCTTACGTCCTAATGGGGCCCGACATCGTGACCTCCCCTGCCACGGGGCCGTGCCGTGCCAACCACCATGCAAGGCCAGGCTCAAGGTGACCTGAGCTAGGAACTAGGATAGCACGCGAAAGAGACAGTACGATCGGCCCCTTCGCCTCAACGCCACAGGCACATAGAATGGTCGCGATACACCCGAGGCTCGGCCAAGGCTACGCAAGCTCTGCAATACACGCCGGAGGCGCCAAGCCCCTAAGCAATAGCGCTCACGCGACAGGTGACAGAGCACTACCAAGGACCCAGGAGCGGCTCCCTAGACAAGGGGACCCCAGCCCTAGCGCACGCCAGAGCCCGCCTGCGGGGTACCTATCCAATGGCACAGCTAGAGGCCGCTAACACTGCAACGCGCAGCGACCTACACACAGAAGCAGCAGACAGCACTGGGTGTCACATCCCAACGCCAAGTGCGGTACCAGAGTCCCCACCATGGCCACGACCCCCTACGAGACACACAGGCCGCTCCCATGCGCCCCCGCTAGATGGCCAACTGTGATGGCAACTACCCGACTAAGATCGGACACCAGACCCACTGGCCAGCCGGGGACCCGCTACCACTCCCCCTCCCCCCCAAGTGCCACAGGGGCCCGACTGGTCGTGCTATAGCCACATGGGCCATAAGCTCCCATCGCCCCTGGCTAGGGAAGGGCACCCAGCAGGGAGACAGTCGCATCACTGCTCCCATCCGCTACCGGTTACCGGTGCGGCGAAACAGTGCAGCCAGAGTCCCTCTGCACGCGTAACGGGCGCAGCAAGGGTACATAGCTCTCCAGACACCCGCAGCCGCCACGAGGAATAGCCAGCGTCCGGTTCCTAGAGGCACTAATGACGGAGAGCCGTCGCACGGTGACTAGCGTTGCACTGCACGAAGGCCTAAACACCAGCAGCAGGCTAGTAACAGGAGCATGCCAGCTGCAGTAGGCACCACCTAAGCGTTCCAACCTACCAGCGGGCTGACAGTGGCCTGCAATAGGGAGCCCCCGTTTCACTCCCGACGTCGGGCAACCTCCCACGTGCCTACCCACACCGCAGCGCGCCGCCACACTGCGGGGACGTGGCAGATGCAACGTTGACGGCCATAGGAGTGGCCACCGGCGTGACACAGCAAGTCCCTCGCGACTGGGCCAGGTAAGCCGCCCGTAGCACCACCCCAGGCAGCAGACCCCAAAGCGGCAATCCCTCCCCAGGTTAAGGCCCCCAGCACTGAGCCGTAGCCATGCCCTGTGCAGGGCCAGCCCACTAGCACCTCTCCCCTTAGCCACACGACACAGAGGGAAGGGCCCCACGAGGTCGCCATACCGTCAGCTAGCCCTAGGCAGCTTGGGCGTAGGACACGAACACAGTACTGCATCCACACCCGGTCTACTCAGCGCTGCCCATGGCGCCTCCACCATGAGGCAGACCAGTATGCTCCTATGCGGGCACGGGACACGGACACCTAAATGCACAGGGCTAACAGGCGGTGTACACACCGCTCCAGTGCCACGAGGCAGTAGCAGCCTAACTGCAGCGTCCACGGCCGAGTGCACCCTCCATGCGAGCTGCGTACACAGCTCAATAGGCCCACACGCCAGCACGGCGGGCACAACTGCCAGGGTGAGTGCGGAGGCCAACGGCCGTGCAGGCCCACCAGGCAGTGTGAAGGGGGTACCAACACCTAGCGTATAGGCAGACTGCGAGCGAACCCCTCACGCCACACAGCAGGCCTGCGCACCTACCACACGCAGGCACGCGCGACCCCTACCGTACAGAGCGACGACGCTGCCACAGTGCAGCCTGCTCGCCATGCACGTGCACCACTAGGCCCGCATGGGCGACACACCATGGGGCCCCCACATGAGCGCGCAGGACAGGAGCGGCGACACGGCTAGACGCAGCACCAGTACCACGCCCCACGTACACGTGGAGACCAGGCCGCTACGAACCCACGCCTAAAGGCTAAGGTGCAGGTGGCTGCAGAGAGCCACGCGCACAGCCATGGCGGAGCCCCACCTACTGCCCGGGCCAAACGGTCAGCCCGACGCACCAGCCCGGACCCACAGCGAGAGACGAATACGGGCAACACTCCGCTGCGCAGGCCCGAGGAGGGTCAGCCTCGCCTACAGCCGAGTAGTACCCCACACGTAGGAGCACCAGGGCAGCATGGTGCGAGAGTACCAGCACAGGTCCCCAGGGAGAGAGAAGCGCAGCACACCGGTCCCCGTCGCAGCCACGACTACCTGCCACACGCGCCTCACCCGCAGGGACGCTCTAAAGGCCACATGCAGCGTGGCCCACACCGCCGCGCACACCGGGGCCCCACTAGTCAGGCTGGCACCCCCCTGCCCTTAGAGGGGCGGCCTAACTGCTGAGGGCCGCGCGCACGCAACACGTACGCACCGTACAGGGCCCGCACACGCACGCCGCACACGCACGCGCGCA
GCGCGC

ACACAC

CCATCAGCGGCAGTGATAACGGAACAGCAAACTATCGTAGGAGCTTACCAAGACAACTGAAGTGTAAAAAGGATAACGAAACTGCATAAGGGTTGACAGAACTACTGAAACATCATATACCAGGCGCTTCTCACCTAAAACACGGCAAGAGATCTAGAGTTACCTTTCGGCTTACCAACCAACGCTGTTTGACCTGTAAGAACACTTAAAGATTAACGTAAGCCACAAACGCCGCGGCCAACTTCAATTGGAGGACAACCGACACGGCAACAGCTAAGTAAGTAGATAGGATCAAGACAAACAGGACAAGTCAGCATAGGGATAAACGCAACGATACATCGCTCGACAACATCAAGTATAAAGTAGTAACTACTCAGACATATATGACAACAACTCATACTGCCGCTCACTGATAGTCCAAGACCTTGTAAAATGTCAATCTCCCCCGAGGACCACCGAAGCCGATCACCCTCATGTGAACGGACGAAGTCGAGATCGCGTCTAACTAAGATTGCCAAACAGCGGCAGGAGTGAGAAAGCATCGAGCGTTGAGCGGAATACGGATCGTAAATTACCAAAGCACCGTCGATGTTAAGGGAACAATGCCATTACCAGTAAACAGGGCGATAAGCCCGAGTTATAATGTGACCATAAACCAATCTTATACTTTAACATTGACCGGCCATACGAATCGCCCCTTCCCAGTTCATTAACCTGGACCACGAACACGGGCGCGTACTAGGAATCAACATGAAGCCAGAAAATACCACGAACATCGGGATGCGATAGTCAGGGGGAAAGCCAGCATCACGGAACGGCGAACCTTTAAGCAAGACGCGTGCCAACGCAATACCGCGCCCAGAGAGCTATGGCCAACTATAGGTGACAAAAGGGCACTAACAACCCCGGTAACGGTAGGAGTCAGAGATAGTGGAATCCCAACGATCGCTATTAGCCCAAACATGTCTGTCAAAGCGCACGATCCGCAAGCACTCCCAAAGGCAATGGCGCCCAACTGAGATCGTATAAGTACGTCGAATGGGACCGAACAACCTAAGCCGGATTAGCCGGAAGGTCAGAGACCTAATAGTCAAGACAGGTAGATCACCAAAGTACACCGTATAACGAACTTCCCCACGACGTACGCGTTTCCTTCCATCTCCAATACAGTACATAAACCGGCATGGAACCTTGCATGAGATACCAATTCACGTAAGACTGATCTCCACACACGAGACCCGCACCCGTAATGCAAAGCATCGAGAGGTCATACTGGAATGATCAGATAGAGGTTTAAACGTTAATGCGATCGTGGATCCAGCTGAAAAGTCCCAGAAGAAAACCGTATACCAATACCCATGAACCGATAGTGGACGTATCGTCGGAAGCAATAAACCACATTGCCAGATCTCGCGACCTCACTCAGGAACTCGCAATACGAGCGTGACTTGCAAGGAGGTTGCACGCTTAACATACAGAACTACTCACGACCAAAAGACGACTGACAAACCTGGTAACACTACGAGTCGCCTAACAATGGAGAAACCCATCTGGACTTGGACCCAAACATTAAGTTTGATAACAAGGATAGAAGGACATTCCCGCCCGGATTGCAACTATACGTATTAGCAACCTTCAGACTTACTTCTACATAGACCTAGACGGCCCCTTAGAATCATGACCCGGCCTGCGACAACCATGGTCGCCAAAGCTAAAAGTATCAGATGGCGCATCCAGCGGATCCACCTCTAAAGAAGCCAGCGACCCCGACGGTCCGACTAATCTAGAACTGGGATCCTACATCAGAATCACCTTTACAGCAACCTCTTAGCCACAAAGCTGACATATGGTACCGGAAACGGCATAGCATTAAGCTCGACTCTGACAATCGGAATACGTGAGATATGCAGTCTCGGGCTAAAGTGTTCACGAAGGAAGAGACATGACCTCAAGTTGCACCAAACTATGGAGGGCGTCTCACATGTACGGTTAGAACGCCATGACATTGGGAGGAGAAACGTACCGTCCCTGAAGGCGTCCGAATGCACCAGAACCGAAGAAACCCGCCTAGATCGCATGGGGGCCAGAAACCATACGTGACAAGTGGGAGGACTATTCATTCGCACTTTGGTTCCAAGACTCCTGTGAAAGGTAACGATGGCGGGACTCTACGCTGGAACCACAATAGCACAGACACTGGTAAAGAGGCCCAGAGACTACCCCAACGCTTTACTGTTAATTGGCAGTACGATACCGCCGGTAGCTACCGTCCAAACAAGTAACAGTACAGGTCAATCAGGGGTACTTGCATATGCACTTAAGGCAGGACGCAGCCATCAAGCGAGCGTGCCACGGGCAAGGTAACCAATCAGCGTAGGCGCCTAAGGAAAGCCCCACCGAATCTAGACCTATCTATGACAAGGCCTATCACAAAGCGTATGACAGAGGCTATACTGACCATGCGCAACATGGCATGCAAACGATACGTTCCGTTGCCACTTCTCTGCAATATGGAATCCCACCTTCAGCCATCCACCACTCCACATCACGCTATCCCGCTAAGACGACGCGTTACCCATCATGACCCCTTCGCTCACCCACATACTCACACTTAGCTACTCACTTCACGTGTGAGGTTCATGCTAACAGTGACCTATCACGTAGCAGCGCGCCGCCCTAAGAGATACACCGTACCGCTAGGTGTCAAGCAGAACCATCCCGAGGACTTAGAAACGAAATGGGCTGAACATGTCCAGCTTCCGACAGTAGCTACCTTACCTTACATATACAACTCCTATACGCGAGCCATGGCCACATGTCGAGGGAGGAACAATGAGCACCCATAGCTAGCACCAGGCAGAAGGGCAACGACTACGGATCGTACCAACCCGACTTGTAAACCCAGGATACCAACCAAAGGCTCATCCAAGGTATATCCCGTCCGAAAATAGGCGGTACATGCATAACACACGTGTAAACCTGTAGCCAGACAGAAGACGGATTGCAAACCGTACCCAGACGCCCGCATCCGAGACCATGTACCCCGACTACGAAATAACCAGGGGGATTCCCGTATCACAGTAGAACAGGCCACTAGGTTACACAGTAAAAGCCAGTCTGCATTAGCAGTGGGAACACAGCTCAAGCTGATCCCCAATGCTAGAGGACAATAGCGGGAACGGGTTAAGTATGAGAGTACAGGAACGCGGCGGAACCACCTCCCACTTAAGCGAGCCTCCGACACCTAGTTCGTAGGGATAGAGAAAGTGCATACTAATCGATATGGCGCCATCGCTCTGCCTCCAAGTTTAATACCTAAGCTACCAGAGAAGGCATAAGCTTCGTGCAACTCGGGCGGCCCCTTAAACTGGCAGTTAGAGCGGCCGGGACGCACGAGCGACAAAGGCGCCAGCGACATAGACAGCTCAACGGCCAAAGCTAAAGAAACGTACACGTGTGAACCGCCAGGACGTCGGGTACGTCTTACCTAAAAACATGATGGTGACATCGACGGCCAGTCGGCACTGACTGTTCCACTCACATACAAGTACAATGCTCAGTAGGCCCCCGCGGGGAAGATGCGTCAACCCTGAGAAGGTCGATACCCGTCTCACTGTCGTCCACCCAAGCGTGAGAGCTCAAAGGTTGAGGATGGATCACCCGTGCAACTCCACCGGGAGCGCCGACCCCCAGATGCCACTCCACAACCAACACGCCGAATCCGCACCTACCCGCCACGAGACAACTCCACTAATCAACGGCCGACTCACAGTCATCACCCTACCCATACCCATGCGCCCCGGGCCGGGCGTCCCAGCTGACCCTAACGCAACAGTAGACCGATGCAGTGCACTCGCCGACTCAAGGGATGCCACCAACACTATAGAGCCATTCCCGTAACGGCTAAGCCAAAAGCCTGCATGAGAACTAAGACTGACCTGGACGACACCATCCGCACTACTAGGCGGCTGAAACCACAGGTTAATAGGGGCCATACTTGGCGGCTAAACCATAGACACAATGCACAGAACCGACCCAGGGACACAAGGACTAGCACCTTGAAGCTCCCGGTGCTAGACAGGTCTAGTGGTACCTCAGACCACGGTGGCACTAACCCAAGAGAACACCCCTCCACGACAAGTCTAAACGAGACAAACGATAAGGCAAGCAAGGTTCCCATTAACAATGCACATCAAGGACAGCGTCATACACAAGGCAAAGCTAATGCTGAGACAGCGCTTCCGTTCAGACATAACCGGCATGGACCACGACATGCCAAGGAGCCTGTACCTTCCCAGGTCAACTCCCGCGCTAGCTTCCCCCTAAGCTAGAACGTCTACACATACGCCTATAGACCCTTGCCCTGGAGCATACACTGCGCGAGGCATCGGACGTTCCGCCCGCTACCGAAGACTAATCCTCCTGGCACCATGGGGGAGAACATCCCACCCACAGTTAAGCGACAAGCACGTGGGAAGATCCCAGCCGGGAGTAGCCCCAAAGGGCCGCGGAATGCAGACAACGTTCGAACTCCGACCCTGAAATGGCCCTGACCTACAGGGTCACGGCAGAGGTACACACTACACTACCTACACACCGTTCCTACGAGACGGCACGTTACTTACCAGGTCCGGACTAACCCACACCAGGCAGCACAGAGTCAGGTACCCGTGAAGACCCCCCGCCAAGAGCTCAGCACAAGCCCCGTAGGACAACCATCCCCCGCAGCGAAAGAGTCACGGGGACACACCAATCTGCGGCGCACACAGCAGTTGCCGAGCGCACAGACGTAGCAGGGACACTACAAACAGCCCCTTCACTAGGTGTACAGTACTACTGTCCCTCCTCACTAGACGACACAAGACCACGCGGGTCACAAGAGGAAACCAGACCAAGCTGACCGAGATCCTACACCTCCTAAGGAGGCTAGAAGGATGACGGACCGACGTAGCTCCACAGACCCAGGACATGTGGGCAAGCGAGCTCGCAGACACCTCTCTACTCGCTTAACACCACGCGCGAAGAGCCAGGTGGCAGCCACCCCTAACACCGACAGACTACGCAAGACCACCCCGGCCAGGCACGGTGGTTCTACATAGGCGTATAACGTAACGTGACAAGCAGAAGCTCGTGTTAAGTCCCATCCCCTCCTAAACCTCACTGGCCGGTGACAGCTGGGGTTAAGAGCTACGGAGCGCTACACAGTCAAGGGTCCCCACAACCTAGCCGATCAGAGACCTGAGACATATCAAGCGGATGCGGATCCCAAGCGCGCGACGCAGTACTACTTACCTCGTAAGTGGCCCCATAACAGCAGCAACCCGCCTCACGGCTAGACGCCCGCAACGGATACAGGCACCAGTCAGCCAGCCCTACCCCCCCCTAGTCACGGATCACGTACACGTGCAAGGGCTGCACCGTCAGAGAGGGCAGCTCACTCAGAAGGGGTAGGCACTGGGACCGGACCGATACAGACCGGCTTGACACAGGCCACGGACAGAGAGTGGGCCACCCAGGCTACGCGAAGGACCCAGGTGCACTGTGGATAGCGCAGCCGGTCGAAACCCCCCAAGGAACTGCCGGGGCACGCGCATGGGCAATCGCACCATGACCGTCACCCCACACAAGAGGGTACACCCGAGGGAGCACTGGACACTCCAACGCCTCAGCAGGCGAACCCCCACAAGGCCTCTCCGGCTCGACGCAGGGTAAGAAGGCGAACTCAAAGGCCCCCAACAGGCCCTTGCCCAGGTAGCTGTACCAGCACTCCCCCACCTCAGGCACGCTAGCCCCCTCAGCATCGGTATAACTCTCAACGCGGAGTCCCCTACACGGGAGCCCCACCCCACGACCCTAGCTCTACTAGTAGCAGCAACCCCTCGACCGGTTAACCTAGCCCCCAGGCCTAGCACTACTAAACGGGGCACACAGGAGCCTGCCGTCCTACGCCAATGAGCACGACGACCCGTCGGAGACCTCCAGGTAGCAGGACCAATGGTAGCTCACGCCTGACAAGCGGCGCCAACAGCGAGGCAGCTGCCCGGTGTAAGGACAAAGGGAACACTAACTCTAAGTAGCACACTGACGCGACGAACGCGCGACCTACCACGTCCCCCCCCACTGGTCATGCCCGTGCTAGAGTGCCATGGGAGAGCAGAACCCAGCAGCCAACAGGCTCCCACGGGCATGCCGAGGAACAGCTTACAGCAGTGCCCAATAAGCCCCAGCGTCCGACGAGCAACAGCCCCAGTAACCGTGGAGGCCAACCTCTCGCCAACAAGCGCGGACACTGCACTCCCAGTAGTAGGGCACATCGCGGGCCACAGCTTGACCGCACTGAGCACCACTCGAGCCAAGGGTCTCTCCCCACACAAGGCCAGTCCGACCAGTAAAGCGCCCTCCAGGGTGCGTCGCGGCCGAAGAGGCGCCTCAGGGGCACATACGCGGGTCCTAAACCCTGGCAACGTGGATGGCCCCGAACGTAGAAGAGTGAGCACTAGGGCACCACAGGGGCCACTCTCACCTCTAAGCATGACGTCAACACGCACGGCAGCCTTAGGGACCAGACACGAGCCCGACAGCACCTTACTATGCAACGACGAGGCACCCCAGGTACACCTAGACGCTATACCTTAGCACACCGCCCACCAGTCCTGCACAGGCACCGACTGCACTGCCTAAGCAGATGCAACGCTGAGAGCGAGCTGCGGAGCAGCACCAACTAGTTAACCACACGCCAGCCCAAGTGCCAAGGTGATAGGCCAGAGCCCCACCATGGCAAGCAGGAAGCGTGCTTCACTACGCGACGGAGGCTACAGCCCGAACCCTCTAGAGGCGTCAAGGCTCACTGCTGGCAACAGAGCTAGTACCGCCAGCCCTCCCACGTCCCAGGTCAGCCCTCACTGCCACTAGGGCCTAGAGTACGGCTCATAGCGAGCAGTAACACAGTAGTGACGCAGAGAAGCCCGTACACACCTGGCCGTAAGCGCAGTGCACCCCGCGCCATGCGGGCGAGCCTCCCTGGGCCCATAGCTACTAGAGAGAAACCGCCATGCCGCCTAAAGTGTCCAGGGAAACGCCCGCTCCACCCTGCCAGGAGGTGCAATGGCCAGTGCGCTCGCAACAGGCCTGCCAAGGCCACCCTAGCTCGGAAGCCTGCCCTGCGACGCCCGCTGCCGCGAGCGCACCAGCACACAGTGCCGTCACAGCCACCCCTTAACGTACCGACCAGGAGCCCGTGCCAGGGCGAGGTAGCACGCGGACACCGCCTACAGGCGGGCGTACCCGCCCATGTGCGATGCCACGACCCACCCCCCTGCAACCTGCCCTGTCACGACTCCCTCGCAGCCCGCAGGCCCAGCCACTAGCAGGCCGATAGCCCCTACGAGCCTCCACATGGAGAGCACCCTCCCAGGGAGCCGCAGGGGCCTGCTAACAGTGACCGCCCCGTTACACGCAAGGACCAGAGAGGCACCCGCTGCACGTGTCCGTTAGACCAGCACGTGGGGGCCCGCCCTAGGACACGCCCCCACATGCAGGCCCAGCACCAGCCCCCACGGCCCTAGGCAGGGGCAGTACCATGGCGGCCCACATACCGCATGCCTGCTCACACCCAGGCGCCATAGCAGTGTGCTGTGCCGCTGACAGGGCGAGCACCACCTACATGCGCTGCAGGAGCGCCCACGCACCTACAGCCTACCTAAGAGGCTGCGCGCAAGCGGGGCTGCCATCGGCCCGGTCAGGCCTCGCACAGCACACGGCCCCAGGGCCACGCTCCCGCCAACGAGGACGCAGGCGCGCACGCACGCACGCCACACGCGCACG
GCGCACCGCGCG

ACACAC

CGAAACACATCCAACGCGAATTGGATCCCAGAATCACAAACCAAAACGAGATGGATTCCAAATCATCCAGAAATCAAGTCAGGAGTAAGAAAAGAGACCTGACGACCGTCCTCACCTTGAGCTTGAATGGAAAACGCCCCGACACGTCAAAGTAAGGCAAACTGCCAAAGGTAAAACGCAATCCGACATCGCCGCCAAGCCGAAACATCAAATCACATACAAAGTATACATCTACGACGAAACGGCACAAGGCATGAAAGTGAACCCGAGCCCGGGACCCATTACTCACCAAGAGACAAAAGTTAACGGACGTCATGAGACAGACGATGCGCGCCACATTGCCTAAGACTCCTCAAATGGCTGATAGGGAACGAGTGACGCACCCGGCTACGTTGAGCGGAAGCATGAACGCGACCGTCGCGAACGATGTTACTTCCCCCAACAAGCATCCGGAGAACCAATAAGACTCTCATAATACGAATCGCCATGCCGCACTTCCCTTTCAATGACAGAATGCGCGTAATCAACGATCACGATGACAATACCACGAACACGCAAATCGGGCTATGACGGAACGAAGGAAATAGGACGCGTATCGCGATAGCGCCGCGCGTGACAACTACTAGTCCGAGATTGCTTATCCGATCGCGTCGCCTATTAGGCCGAACGGTGGAGACAATGTAGAGAAGGCAATCCCTTGCAACTCTGAGAACTGGTATACATCGACGCAAGCGGGTCCTAAACATCTAACTTCTCCAGACGATCATGATCGTACGTAGAATGAGGCTGAAAGAGGGAGAACTCAATGTGACTCGGCGTCGACGTGCACAACAGAAAGACACGACTATCCTCAGTCTATAACGACATAAGCATGACCCTACCCGTACGCAGACCGGCGACCATCAGACATGAGGTAAAACCCGCCCCCCCACTCAAAACCCACCAACCATGAAGCGGGGAGGCAACTGATCAGTCTAAATGGACCCCGTACCGTTCGACGGCGAATGCGTTTTAATCGTGATAACCCTTACCGGTGTAAAACTCATTGTCATTGGCGTAAACCCTAAAAAGCTTCCAGACAGCAATACATATAAAGCTTCGCGAGGCTTACGGGAGAGTAGAAAAGGTATTGCGCATGGGAAGAGGGTTGCAGGAACCCCTTAAGTGAGAATATCGCTCGACAGATCCACTTCAAGTCTGGATGGCATCATCCTGTCAAGTCGCAAACCGGTGGAAATAGCCCTCTACACAACAATGGAGATAAGACCGTTACGGGTACTCATCCTCTTCCTTTTAAGCCAGCATTCCAGAACGATTATGGATTGAAGAACAATCACCCGGCCCAATGGTGCAACCGTTTGACCTGTACAGGGGAAACAGGAACACAACAGTAGGTTGCCACAACGCATCGTTCGAGTTGGAAAGGGGAACTCAACTTCCCATGAGGTGCTACGACCCCGGCACATCTCCTGGACACAATGGCCCGGCAAGCCGATGATGGTTCTACTTGCCACGAGCCAGTCCCGTATAGTACCACTTCGACTGCAAGTACAAGGTACCACCTCAAGGTGACAGTTAGCATTAAGACGATAAGAAATCTGCCAGAGACTTCCACCGATCACAACTCCCGTCCTTTGCAACACTCGGTTACTCGTAGAGAACAGGAGAGTGTCAGCATACCCAGGAAACACCAACGTACGAGGCGCCTGACCCATCCCGCAAGCGTCCCGTGGAGGGTGAATCAGGTCCTAACACCTAGACAACACATCTGATCGCGCCGACGTTAGAATGGGGAACCATAAGTGCGACATACGGGAACTCAAGCAGAAGCAGATCAGCGGGCTTAAACTACCCCCGGACACTAACATCATAAACCACAAGGAGTCACCAAAGGATACGGAGATGAGCAGTACAGGTTGACCCGGAAGGTAGAGACTAACGTTACGTGTCGCTTCCGGGGGAGGACTACACCACCAATACAGTACGATACCGGGTCGAGCTCAAAGTGCCCAATCACTTAGAAACAGAAGCAGAAGTCAGACGGGAAAGACCCCATTCACTGGGGGGAGAACCGAGCCGCCACACCAGAGTCACATGTGGATACTCAAGCATCAACGCATTGCCAAAGCGAACGTCATCCCCAGACATAGGACTACCTATATACTAATGTAAGTCTCAGGTGACGCTATACCGGTCCTACCAGATCGAGCGACCGGGGAACCAAGGAGGTCACAAAGCCATACAATCCAAAAACGCCCCGAAACTCCAACACGGCTTTAAAAGGGACGATGAGCGAAAGCGCCCAACACGAATCCCACTTACGAGGACAGCCATGAGCAAGCCCAAATCACGCACTCGCGCTAACGGCGCCGTACCGAATACGTAACACCTCACACGGCATAGGGAAGTTGCCACATACATGTACACCTGACAACCACGTGCAGGCGGACCATAAGACCCAAACCCACACCACCTATCCAGTTCCTTGGAGAAGCAACACCGACGTAGCTCGAAGTTATAACCATCCCGAGGCACTGAGCAAGAGACATCCTGAACAACAGCACATAGACGACCGCGAACCAAGCAATAGGCAGTATCCCCTAGAGGGATTAGCTAAGGAAGAAAGGGATACTGACTCCTCCGATAGGAACACTTGTCAACTATGCAGACCGGAGCGCACTAAGCTAGCGGATCCAGCTACTTGACACCCGACCACAGATAAGGCTGTTAACAGCTATCACAAGTCTCATTAGACTTCGCCCACCAACTCTACGCTACCATATACTGTGAGCTTTACATAGAACGGACACGGCTAGACGCCATCACCGTGTAGCCGCACAGAACAACCTGACTGTCCACGTGACTCCCCCAAAGCAGTGATGTTAAGAAGTCCACGGGCAATTGAACTCCCCAGTAACCGTGAAGGACCCCGCACCGGCAACCAGGGGTTACACCTTCGCGGACAAGAGCAGCTCATCTCCACTTCACAGGATGTGCTAACCAATCACGTCCAACCCGAGCATGCAGGTCAATGGGGCGGTACTTAACCCCAAAGACTCACTATGCGTTTAACCAGAGAGTGCAAGGTTAAAAGGCAGCCTAAGCGGAACTGAGGACTACGATACAGGGGACATGCCACCCAAGTAGGAAAAGCCAATGACCACTGGCCGGACACACAGAAACCCTATGTCCGTCAGACCATGGATGCTGGACTTAGACCTCGTTCCACTGTAAAATCCGATTCGGCGGCTCGACGCAGTATGAAGTCCCCAAAGGAAACGTCGTAAAAACCAGACAGGAACCACCCTGTACAAGGCAGATCTAGGTTCAGGGTCACTTGGCACGTGGACTTGCCCTTCACTATCCGGGCGAAAGCTCCACGAGATCTGGTATGCACGAGAGCCATTAACCTTAGCCTCAAAGGTCGCTAGACGTCTCTAACCAAATGCGACGGGGCGAGACCGTGCCGTATACACAAAGCAAGTAGAGGCACAGCCAACTAGAAGTCATACCGGGGCTCACAAGGTGGCCAGACTCCAGACAGTACCTTCCCACAACCTACTAACCTCCCTCAGAGAGATCAGGAGGATACGGGTGATAGAAACCACTGCAGCTCTACAGACAAGAGCGAGGACACGGGGCGTCTGACACTCCCTGAGAATGCATCCATCAGCTGACTCCCCAATCCACCCTGAAACGGTAAGATCGCGTCTACCGAAAAAGCACAACTACAGGCGACCAACGCCGTAATACGGACTACGCACCCCAAGGCCACCAGCACATTACCTGCGCCCTGACACGACAGCCCGACTTCTACCATGACTGTCCCCATCCCCACCCACGAATGGCTGAGGCGTAACCTTGAGCATAACGGGCACGTACACCCGGAGATACCCACGGAAGGTAAGTACTCTGTTCATAAGCACCCACGACCCAGCTAGCCGCCGCCCCACACTGCCATCTGCAGGGATAAATCGGAGGATATACCTATAGACACCTGTCGGTCTAGGCCCAATCCTAACAGGCGTGGTAGTGGCAGCAGGAAGAGACGAGTACACTGTACAAACGGGCCAAGGACCCAGGTTCATGGCAACAGACGACCACCTAGAAACTGACGCAAGCCGGTAGATACACGGCACACGGCCGAGAGGCCATACGGGTTTAAGCACAGAAGCCTAGCCACTAGACATGGTCAGCTGAAGGCGCAGCCCACTCGGCGGACCACCCAGACTAGTAAGACCTACGTCTCAACACACAGGTCTTTACCCGTCCCAGTCAGTCACACGTTCCTACCGAGCCACCCTCCACGCATCAGTACGAACCAGTACTGCTACCCCCGAAGGCCACAAGAGTGGGACCGTAAGCGACCGATTACAGGTAACCCTCGGCCACCGTTTACCTCAGACATGGCCTCCACAGAGGGAGCCAACGTGACTCCGAAGGCTGCTACAGGGTCACGCTACACAGGGACCGCCCCTAGCCACCCGTCCGCTACTAGTCGGGACAAACAGGACGGCGGCATCCCATTCGCCTCGCAGCTTGAGTAGCCTACGAAGCTCCACAGAGAGCTTCGCTGAAATGCACAGAACCACCAACCCTACGCGTATCGTCGGAAGAGTCTAAGCAGATCCCATCCAGCCGTGACAGGAGAGGGTCACCGCACCCTCAGCTGGAGAGGTACATATGGATACCACTATGCCAAGCGGCTCACACTTAATGCTCAGTGATGGCTAACGCTGCATACCCCGTAGCGACCGCGTCCCACGTCACCTCCGCAGCTTAAGAGTAGGACACCCTACACCGTCACGACACTACGTAAACTAGGTGAACCTTATAGAACCCGACACAAGCAACCCCCCAAGCGATTGCACAAACCTCCTATTCCGAATCCCCAGCCCCTAAGCTTACCGTCCAATAGAGAGGCTACACGCGGCAGCAACAGTCGTAGACCGGACCGCGCAAAAAGCACAAGGGTCGGAAAGAGCTCCACACCACTGGCATTAGAGGCACGCGAGAACAGCAGCTTAAGCGCGAGCGTACCCCTCCAGGTGGAGACAGCAACCGCGGTCCTACGCAAGTACCCCCCTCCAGCTCACACTACGTGACAGGGAAGTGTTACACATGCTCTCACATCCCAACGTGCGCCCAGGAGGAGGTTAACCGGGAAGTGTCGCTAACACAGCCCGTGAGACCTAGACGCTCAAGCCTACCACTAGATAGACTTAGCCACTAATGCAGACCGGTCCGCGACGCGTCAGGGGAAAGCTGGCCGTAACGCATCCACGAAGGTCCCCCATACTAACAACATGTTACACACCCCAGCAGGCATGACCACGCGCACCTATACAGGGCCTGGGCACGGATAGGTCGCACCCAAACCGCAGGTACCTCTAAGCAATAACTACCAAGCAGCACGGAGAACGAAGAGGGGAACCAACCTGGACTCTCCAACCCCGATACACACAAAGACCGCCGTGCGCCAGCCATTGGAGACTGAGGCAGAGTGAGACAGTGATAGCACGCCACGCCCACCTACTCGACAGCATCGGCACACCTCCTGGACACATCACGCCAGGGCTAACACTGAGATGCGACGCCGCGAGCGTGCCACCATCGCTTAGCGGGACCCACCCGGGCTACGGTCCATGTACACCTTTACCATGCAGGCATGTAGTAAGAAGCGCATGCCCCACCACATACACTGCCCTCTCCAGACGGCCTGCCAAGTGTAGGTATCAACGGCCTAGACTGGCAGACCCCCGCCAGCCCTCGCCTGCGACCTAAGGGTACACCACACAGCGGCAGCGAGGGCACCCCGCCCCCCACAAGGGCACCCTAGGTGCATAGGCACTGCAGCCCTGAGGTGGAAACGGACTCAGCACGCCGGACCTAAGCGCCCGCTCCACCTCTACCATGACACAGCCTGGCAGCTCGCGCAGACGTTCAGTCCTAAGTGCGTCCGCACCTAGGAGAGTGTGCCCACCGCTCCGTTAAAGTCCAATACGCATGCGCCGATCATCTAGACTGAGCACTGTGACTGCGCACGTCAGCTACATGGTGCGACTACAAGCGACACATGCCACAACAGCGCTGCACAGACCACTGACCCCATAGCGCGACAGCCACCCGAAGCGTCCCAATGGCACAGGGGAGTGCCAATCGCAGGACCTAGGAGTCCGAAGCTGCCTACACACCCCTCGGTGCACCCAGGAGTCCACCTACAAGGGTCTATAGCCCCTACCTTAGGATAGCCCCCGCAGCGTCAGGCCTAGCGCTACCGGCCACGACACGAGGGAGCTCAGGGAGTGAGCACAGAGCATGTGCATGCTAGCCCGCCACACCCAAGCCCCAGCGATAGTCATAGGGCAAGGCCCTTACGGTAGAGGAGCACCAGGGCCTTCGCAATGCACCCCGCACAGCGGGCAAGAGACCACAACGCTGCCCGCTGTACATAGCAGGACCCTCCCAGCTGCACCTCTCCCAGGCAACTGCAGTGGCACACTCGCTCCAAACGACAGGCTCGGCCCCCTCGTCCAGTGGGTACACCGTTACAGAGCCCTGGTAGCCCCACATGGCCCTGAGCTGCTCGGATACCACCTCCTGGGAGCACCAAACGAGCCCTGCCTAACCGTGCAAAGACACGCCTAAATGCCCAGGGTGCTTAAGAGGGCAGCAGGCCAGCAGGACACCGCAACAAGAGCAAGGGTACGTTAGGAGCGCCTGCTACAGCACAAGGCCCATGCACACCCCGAGAGCAAGGCTCAGTGCCACAGGGGCCTACCTAACATGGCCAGTGTGGCAGTACGGCAGGATGCCCGCTTCCAGGCCAGCGGCGCGGCAAGCACCAGGGGGCGAACCCAGTAGGACTGCCATACCCTGGTCGAACGCAACCCCCTAGCAGTGCACCCCTTAGCTCCCGTCGTAGGCAGAAGGAGCAACGCTCGCCTAAGCCTGAGGTGCAACTCGCGTAAGCCACGCCACTCACTGGCCGTAGCAGCCATAAGCACTCCATACCCACTCACGATGCTCCTAGCTACCCGACTCTCGCCAAGCAGGCACTGCCGCAGCCACTAGCCGCAGCGGGCACTAGAGGGCGCCCATGCCCGAGCGCGCCTCCCTCCCGGGGCAAGCAGCACCAGCCCTAAGGCGTTAAGCCCTCCCACGACAAGCCCAGCCAGCGTGCTAGGCGCACGCGGGTTAAGCTATGTTAACCTCTGCACGCTGAAGCCCCCCCGGCAGCTGCCCTACCCTGCAGGCACCGCCTTACCTTGCGGGGTAATGGGCCCTAGCGCACCCAGGGACAAGCGTAGGCCGGCTGCCCAGTCGACTAGGAGCCGCCACTACCATCGGACACCCGAGGGCAGTAGGGGAGCCACCACGACGCGCACCCTGAGCCCCCCGCGGCTAAGCGAGAGAAAGGCGCAGCCCCGCCCCACCTGCGACGTCCCTCTACGTGGCCACGGCCGTACACAGTACAGCCTCAGGGCGAGAGAGACGGTCCTGTGCGCCCCCGGGCCCACGCCCCGCACGGCCTCCGCCTACGGGCCAGACGACACACGTCGCGGAGGCATAGAGCACACTACGACGCAGCGCACAAGGGGCCCCAGGACATGCGAGGCCCATGCGGCCGCCCACGCAAGGCCCGCACACAGGGCCACGCACCACACGGCCCTAGCAGCCCGCGCGGAGCCCGCGCACACACGCGCGCGC
ACACAC

ACCTATGCACAACTCAAACAAGGACTTAACGAAGGAAATCCCGGATCATTAGAACAAGTCAACGCAACGATAAGTGCGATCCGACGCCAACTCGCAAAGGGTCACAAACATTCAAACCTCAAACCTAGGCAACCTTACCATGCCAAAGGACGACTCCGTTAAAGATCCAGTTTGAACCTGAGTGAAGAAACAATGCGCCGGACGACCGCTACGGTAAGATCGCGTCTAATAAGGAGAAGAACTTCTCCATTAAATGCTCCGTAAGACCGATCGTAAATTACCGGTCAAACTCAAGGTCCAAGTCAGGGTGACACGCGACCCAACCCGTCGCGCGACGAGAACATCAGCAGCAATATGTGGATTGCATAAACAATCTTCCAATCGCGACCAATTAACCTCTACAACCATTACAAAATCGGGCGAGCAAACGAACAGATAACATATAAACTCATATCCCACTGAAGTTGCAGAGGAAATCGGCGGTGCGGCGAACTTAAAACAAGCATATTGTAAAGAATTGAGCACCGCACGCGTATCGCGGCAATAATCCACCGACAAAACAACTGTTAATAGGAACTTTCACAACCCAGTCCGATACACGAGATAGTTGGACGATCGCGTCGCCTCATCATGGTAAGAACTACCGGCACGATCCACGACCTAAACATCTAAGTCAAAAAGGAGCATCTCAACGTGAGCTACCGTAGATAAGTAATACATTGCAAATACAGACGTCGACCTGGACCACAAGGGGTAATATGGTGCCAACAGTCAAGGGAAACGACTATCGGAATGGGACGTTCCTATCGACGGAAGATCCTACACTCACCATGGAGTGTACTTGAAACATTGGGTAGATCACCAACCGTAATCCAGAATCACATTGGGCGTACGCTCTTCGGACAAAACACCTACATAACAACGATCGTCACCTTGCCCTCATACCAACAACTGCTGATCGGAATACACGAGGAGTTAGCTGGAACCCGTCCGCTAAACCCACCTACAAACTAGGTCAACAGAGTAAGTTTAACCTTAGATAGAGAAAGCAATGCGCTTGTAATGTCCAAGCAACCAGTACCAATATACTCAGGTGTAGGAAACCCCAAAATTGGCAAGCTTAGGAAGAACGACACCGATGCTCGAGTCGGATCGCGACCCGCCCGGGAGATATAGTGGCAAAGTAGAACTCGCATAGAGCTCAGACATTGACTTCACTTGCAAAAGTGCGATGGCACTACGCTAAAGAGGAACTATTAAGCTGACAAGTGGATGGAGAGGACGCTCGCCACTGAGGAGCAAATCCGCAGTCAAAGGAATCAAAAGCTGTTAGCTTCAGCCTAAGGGAACAGAGATCATTCCCGAATCCGCCCGGATTGCTATGCACCTTCAGCACTAGCATCAGCGCAAATCATGAAACGTAGTCACCTGAGAAACAGTGAGCTCATAAGCACACAACAGCGGGTCAGAACTTCCCAGCTACACAAGCCCCGACGTAACCACTAACAGATGACCCAGATGATGGCCCAATACCCAATACAGAGCAACGTACCAAACGGACAAACGCTGCAAACAAAGACAAGGCAATAGGAGGCAGCTGAACATCCCAAACTGAGGTGAAGATACGCATTACGTTCAGACATCCGTGAGCTTCCAACGCTACGTACAAGAGACAGGTCACATACCCTTTTAGAGGTAATCCCACTCCTCCATAAGAAAGGTACTGTAGTCTCACTAGAACTCGTAGAACGCGCCGTACTGGAAAGACAGCAGGCGTCAGCAGCCTACACCTAAACTGCGAGTAAGCACGTCAGACTGAGAACAACATGTGATCCCAGTCTAGCCGGCCACTTACAACTCAAAAGCAGTCCCATACTGACTTGGAACCGCTCCCCAGACATACGGGAAAAACCCATGGACGGTTTAACGTGACGTCCCCCCCCAAGAAGGAATGGCGATCCAAGATCTCGATACCTCATAAGGGATCTCTCCCATTGGCTGTGAACGGAGATGAGCCTCACACGCTGAATGGCCAACACAAATGGTAAGGTCACGTTATAACTAAAGCTACTAACAGTAAACGGATAAAATAGTTGGACAAGGATAGCTCCATAGCAAAGCAGAAAGACCAGGATGATGTTGAAGCGAACCGCATCCCAAAGCTAAGACCTAACTCCCGCGAGCGCGATAAGCTGAGCCACAAAGCATGGCGCCAAGTAGGGCGCAGAGGGAATTAGAACGGAAGAAGTCCCAACAGGGACACCTAAACCCGAACTGGGACAGAGGACGCCTCCAGTCTGACCATGCGCATTATAACGATGACGGGCCTAGAGACACCTCCCTGTCACTTACACATCTATCTGCACTAGTGATGACCACTCGCGTCCAACTTTAAGTGGGGCGTTACCCATCAGATAGATCTGGCCTTCGAGGGAGAGTTAGCCCACGCATGTAACAACCAACATGACGTGCAGTCATAGGCGGGGTGGAAAGGTGAGCTATCGAAGAGACCCAACGAGTATGGCACCTTCCCGCTAGGACTCAAAACGGACCACAAATGGAAGTTCCACCATGCCAAACAATGTGAGCATAAATGGGCAATCCCTGAACAACAGCATGATCGTATTAGGGCCCAATGCCATGTGCGCATGATGAGCACCTTAATATCCATCTTAAAACCGACACCGGAGAACCCCTGACAGGTTCATTCGAGACCCCCTTTGAGCCTTACCGATAGCTAGACTTGTCCGGAGCCTTCCCGGTACAATAGCACCTAGACGACTAAAAGTGCTTGCAAAGCGGATGCGGACATACATGCTCCTCCAAGGAGGAAAGCTCAGGTATGCACCACGGCAGTCCGAAACTCTACGCTACATGCATATGTTAGTGATACAGAACAGACTAACTAGAACGCCCGACGAAGGCGGAGTTGTACCGGCCGCTAAAAGCCATTACGAAGGGAGAGCGCACCAATTGCCTCCAATAACCACCGTGATTCCCGGACTAGTATCAAGCCACCCGACCCCACTAGAAGCAACAGTAAGAAGCCTACAAATCTCGCCTCACGAGTCCGTGTTACAGGCAATGCTAGGGTTAAGTCCAAGTATGCATCGGCTACCAGAACTACCACGCGTCTGAACTAACCCAATCAACCCGACGCCAAAGTCCAAGGGCGTCATAGCAACACATTGCGTCTAAGGGATAATACCACTGACCCCACCACACTGGATACTCGCAAGCCACAGGGACTACGGGGACACCTCTACTCGGAGGACACAAAGCATCTACAAGAGGCGGACATCGGCAAGAGCTCGGCTCGACGCAACGTCAAAGGTACCCCAAATAGACCTGCACCGCCCCGCATAAACAGGAAGTGTCCTTAGCCTCCACGAGCGAACATCGACGTGGAGTCGGCGAAACCGAATAATAGCCACTTAAAATAGGCCCCCCGGACACCTGGCAAGCAAGCCAACCCCCCCGCGAGAGAGCCTGACATGCGGTGAAGGCTACCTCACCAGTCTGAGGTTGCCGTGCAGCTAGCACTACCCCAGAGCAACCGCCAGAGGCACAGGCATAGAGTGAACCTTCAAGAGCCCATAGTCCGCAAGCTTCACCAGTACCTAGATACGGCCGCTCAGACTCACCCTAAAGACGAGAGCGGAGGACCCTCTACGATCAGAACACCCAAAGCCATCAATGCTGCCAGACGTAGACCGATGCAAGGCACTTACCCAGACCGGGTGACAACAGATCCCCCATCCACCAACGCGCACCGCGGAATACGGACTACGCGTTCTACCACAGGCTTACACGACAGCCCGACTTCTACCATCCGGGCTATAAGGAACGAATGTAGCACAATCAGGCTGAGACAGCAACCACAGGTTACTGTGCATAGGGACATGGATACGAATCGCCCTCTGACATCACGGCTAAACCATAACCACCACGAACACGCAAATTAGCCTCTCAGTACACTACCTACACATAACACTGAAGCCGACGGGACAAGGCATGGGGATAGCGCTCTTACAAGCACACATCACGCAGAGCGTCCGGTAGAGACCAAGACGAATAGGAGCTCAAGACACCAAGCGCCGCAAGCATCTATAGCCAACTATCGCTATAATGCCAGTTAAACCCGTCTCACGACAAAGGCCAGCAGGGACCCTCCAGCTAGTAGTATGAACTCCTCCTGTAGTCCCAAGGACTGTTATAACCTACGCATACGAACCACCGTCCGTCACACCGAACGCCCGCGCCACCCCCACCCTAAGACTGACACATCCGAGTGACGTCCAAAGCGACACCCTCAAGGGACCTACCGGAGTACCTCTCAACCGGAGCGGGCCGAAGGTCCACCAAGGGGGCAGACTAGCCACCCGCATTAGGAAGCAGGACTGCAGGGGACCCGGACTATACACAGGGTGCCCAACTCTGAACTGCAGTGGATAAGCAACAGACCCGTGAATATGCAGCACACAAGCCAAAGGCATTGCGTAGACAACCAGCGACCTCAAAGGGCGAAAGCGAGGACCAAGCTAGTCACAGTGACGCTTACTCGACAACGTCCGAGCGACAGGTAAAGCCACCGCCCAGAGACCCCACCACGGCCTCCGCCACGCCAGTGCCCCCTTCCCATTCCCCTTACCATGACTGTCCGAGCCAAAACGCCCGTCAACCCCACGACACCGATCCGTAGTATACGTACATGAGAATTCGGCGCCCGGACCCCAGAGCCCCAGCCCCTAAAGGGCGCCTCGACCAGAGCCAAGGCACGCGCTGCTCATCCGGACGGCACATACACATTAGGCCCACGTCTTAAGGCACACACATCGTTAGGCGTCACTAAGCGCGTACCATAGCCCCTCCAGACACACGTAGCAGCGCCTGGACACCTCCCGGTCCTACGCACAGCTCCAGGTCCATCAGACACTATCTGCAACGACGCCATACGTGGCACAGACACGTGACACCCACAGAGCACGCCCACTCGTCGCATCCGGTTAAGGTCACCGTGCAGCTACAACAGCCGAGTGCACGCTCCTAGAGAAGCCTACGTTGGGATACACTATGAGTGCAACTGCCAGCGCGAAGCTGAGCACGACCCCGCCACGAAGGTCCGCTGCCACGGCTCTACAGGCGTCCCTTGGCCTCCCACGTGGACCAGGCAGTATCATTCCGCACCCAGATCGCGTGTGAGTCCTACTCCTACTGCAGCTATAGAGAGGGCTTACACCCTGCACTCTCACTACTCCGGACACAGTCATCACCCCGGCAACGGGGCACCAGAGGCAGGTGGGACAGGAGACAGAGCACAGACCTAAGCCACCCCATGGGACCTCGGGGCAAGACCACGGACCACCCACAGATAGCGCTACCATCGGCACATAGCCCTGAACTCACACGCGCCAGCAGGCAGGAAGGGGGCCATCGCTCTGCAGGGTAATGCAGCACCCGAGGCTCGCCCTAGCAGTAGGTTCAGAAGCCAAGGCTCACACCCCATGCACCCATCGATAGGCCGGAGTTAGATACACATAGTGAAGGTGGAGACCTCCGCGGCTACCCACCCCCAGTCTCAGCTGGCTAGACGTAGGAAGGTAGCATTACCCGGTCCTGTTCGATGCAACCTGGCGATTCACTGCAACTCAGTCGAGAACACGGACTGGGGCTGTAAGGGACCCCTCGGCTGCAATGGTGGGGTCAACAGCTCGGCGCACAGCACAACACGAGACCAGTACCCAGCCAGGTCTAAGCCAGGGTGCACCTATAAACTCGACCCCTACACCAACACCTGTTAACAGCTTGAGGTGCCTTATCAGGGCACGCAGACTAGCACATCGCAACCCTACGACCCACCTGAACAGGCGACGAGCTTAAACTGTCAAGGCCATACGCGCCATATGGCCAAGCCTCCACATGAACCCCCTAGTCCCCGGGGCAGACCGAGGCGCCTGAACTAGGCATGGCCAATGGCAGGGGACAGGCCAGGTACTGTACCTCAGCCTACTAACCAGGCGTTGAAGTAGCAAGGGGCGAACGCCTGAAGCAGCAAGCACCCTGGTCCCATAAAGCACTATGCCGTAGGGATCCTAACAGTACGAGCTAGGCAACGCGGGACAGGACCGCGTAACTGCTCTAGGAATACCCCTACACGAGGCCAGGAGGCCTGCAGGTTACCTCTAAACTGTGCCTGAGCCCCAGCTCCCCCTAACCCGCAGCCTCGGACACAGCGGAGACACCACTGTTACAGATACCGGCTCACCTCCGAGGGTGGGCCGACCTCCCCATACGTAGCTAAGGCTACCCCTCCAGACGGCCCCAAGGCATAGAGTGCAGTAGCCGGGACAGGGAATGGGCCCTAGCTAACGACCACGGAGGTACCACAACTGCACACATGACCACCTAGGCCTAATGGTCGGGTACGGCGACAGCCCACCTAACGCCGCCGGCCCACCACACCGGGGACCCCGGGTGCCAGACACACTGCTACTATGCCTGGCCCATAGGCAGCCCAAGCCCACACCCCCTACGCACCCCGATGCCACAGTGGGGGCACGTTACCAGTCCCCAGGGCAGTGCCTTGCCCATGCAAGGCCACCTGCCAGCTGCACGCATCTGAGCCGTGTAATAGGCCCTTTACCCCTACGGGTACACGTGATGCCCACCCTGAACGGTAGCTCCCCGAGGGCTTCCAGTGGCGCCCCCAGCCCGCCTGCGGGCCACGAGCGCGTTCGAAGGACCCGCCGCCTGCCACGGCACTCTAGAACGTCCCACTGCGGAGCATAGCGAGGCTTACAGGGCGCTTTACCTCAGGAGCACGCGGCACACTCCGCACCCCGCGCCCACCACCGGTCATAGGCAGTACGAAGGCTGACACTCCCTGGCGAAGGCAGGAGCCGTTTACATGCGCATGTCAACGCCACGGCGAGCGCCCAGGCCGTGCTACTGGGCCTTAGAGGGCCAGCGTAACAGCTGAGTGTGCGGGCAAGAGCCGCGCCAGCCTCAACACGTGCAGCCAGCGTAACTAGCGCTCTAAGCCTAAGTACTAGCAGGCGTGCCGCGTGAAGCCGACCAGGAACACAGCGGGGCCGGTAACAGTGGCCCTACGGCACCATCGTACCACTCAGGCCCCCTAGGGAGAGACACGTAGCAGGCAGGGTCCAGCACCCAGCCCACGGGCGTCAGCCGTTCCCTTAGGCGGACACCTGCCCGTAGCCCTAGAGCATGACAGCGGCCAGCGCATGCCTGCCCATGCACCGCCAGAGCAGCAGTAGGGGAGCCCCGCAGCGCTGCAGGCCTGCACACACGCTGCGAAGCAGCCCTCGCCTAGGGCACAGACCCACTACCCGCACAGCCTCCGCACGCCGCACGAGGGGCCCCGCGCGCTAACAGCCGGAACCCCCCAGGGAGAGCAGCCGCAGCGTGGAGCCCAACGCTCGCTCCGAGGGCACGAGCCGAACCAGAGAGGCTCCCAGGGCCAGAGGCGGCCCCAGCGGCCGCGCGAGTCGCCAACCGCGTGGCAGCCCCCTAGGCACGCACCACACGCACGCAACACGCGCGCGCCGCGCA

ACACAC

CGATCAACAAAGAAGTCCGACTTAATGCCAAGTTCAAAAGACCGGACGGCTGACCAAAGAGCAGAAACCGCTCAAGCGCGATGCAACCCACTGCCACTGACCATTCCCGATGCAGGAAGAAGGTATAAGGGACCGTAACGCACCCGGCTAGACCGATACGGACAGCAAACGCGACGAACGCGCGACCCTTAACAGTAACTTACAACACAATGGTAACACCAAACGTACATACGAATGCCGCAATCGAGTGGACTGGACAATGCAGGGTAAGATCACGATGACACCACCACGAACGGGCAAGTTAAAAAAAGCATCTAGAAGCTCAATCGGCGGAACGGAGGACACCGCGCGAGACTAACCCATAGAGCCAGAATCCACGTTACAAGACTGATAGCGCGACAAAAACCCATAAGACAATAGACCCTATGGGAAAGCGAGCGGTAACGGTAGGAGTCACATTCACGATCGGGCCGAATCCTGGGTATAAAGCGCACCGGCACGATCCGCAAGTTACAATAGCTAAATGGTGTACTATGTGAAAACGTGCGCCCAGACAACATCGTAAAAGCACCAGTCTGACCAGCGGCCTCCAGACCTTCACAACAGAGGGAATACCGATATCGAAAGGCGATTAGCCCAGCGCGGAAGCCACCGACATCTGTAGCAAGTCTACAAGCAAAGTCAACTTTAGACCTCACGTCAAAGTACACCCCGACTAGGCGCCCCCGTACGTAAGGACATCCCAGAGATAATGCTATACAGAGTAATACAACGACTGGGGTGTAACAACTGTATGGACATCTAACCCGCAGTGATGTGTCAAACCTTCAAGAGCCCCCGGGTTGAACCTTAAGATGGAGCTTGACTACAAGAAAGTTAGAAAACGTTGAATGCACCAACGTATCAAGGATGAGGCATGGAAACCCGTGCCGTGCCCAATACAACGACACCGATAGCAATGACTCATCGCGAAGTCTCCTTCTCCCGTAGAGTTCCATAGAGAATACGCTGGTATAACTAATAGGAAATGCCTGCTAAGAAGTAATAGACATATCGCGCTTAATGCAACCAATCGGCTAAGAAACCATCTGAATCATAGGTAACCCCAACCATCTCGTGTGAGCTCAAATTAACGGGGAATGTACACCGAAACTCGCCAAGCAGACTCCAACTGAGACCGACCGGGTATACGTAACTAAGCTGTTACTCTGAAGACCAAGTAGCGACTGAGGAACAAGAATGCGCCCGAATAGGCCTATCGATTGCCTCCAAACGTATTAGCAAAATACCTCGAGAATCCGGCTGACAAGCCCGCTGTACTATAGACCTCAACGTTAGGTTCGAGTTGGACACCACAAGAGTGAAGCAGCTGGAGTTTAACCCAAAACATTGAGAAGGCGACCCCGGTCCTACGCAGGTGCAAGGGGATACCCAGTTCTAGCAATACGTATAAGTTTACAAACGCTTCGACTGCAACTTGGCGCTGAACATCCAATTAGAGAAAGCGTCGCACCACACGGCATAATCCAAAGATACTCCCAAAGACGAAGCAGACCGGAGCCTAAAACCTAGAACATACGAACCCGTACAACAACTCCCGTCGGGAGACTTTTACTCTTCAGAGTAACTTAGGAATCCCCAAGGCCGCACGAGGGACAAAGCCGCGCCGCCGTAGTATTAACAGAGCAGGCGACCTAAAACGTACCGTCCGCACAAGGGTACCGGATAGCGTCCGTCGAAACAGATATAGTACACAACCTTTCAACTTGGCTCATCGTTAGAGTCCTAGACACAATGTGCCGGGAACCAAACACCTCCACGGTCAGAGCAACTAACCGGTGACATGTCAGGGATAAAGCCCTCTCCCACATGGGTTAAAAGGTAGAGCTACCCGGACGCTGACTTGGAATAGCACGTGTCAAGAGGGTTGCAACTGGACATGAGGACAGAACAGGTAACTGGAGGATACAATCAGAGTAACTTGCATACTGACAGTCAGCGATAGTGCGAGTGCCAGTCTAAACCTCACCGCCACGAGGACACTGGAGGTAAAGTCACCCAAGCCACCCAGCCGGAGTGTTAGGCGCAAAGTCTATCACCACCTTGAAGCAACATCACCTTAACACGGAACATTAGATGTAACACGGCCGTCACCTGTTCGGGATACCCCCCCTAGAACAGCTCCCGTCATAAGTACTATACCCCCAAAAGGACAAGTGGACAACACGATGACGGGCCGCGCCCCTTAAATAGAGAAGGCCACACTAAAACACGGACCACCTACAAACTAGTAGGGCGATCACGCTATCCCGTACCACTGTACCAGAGTCATGAACTCATACGGCAGACACCTCGGAAGGAGTAAGGTTAACCCAGACGTGCGAGACAAGGCGGGGTGGAGATAACGCATTAATGGGGCATTCCACAATCTCCACAAGCTCAACACCTAGACAGCATTGCGAAGGCATTGGAGTAGGACCGTACCGCTAGGTGCTAAGTGACATACCCAAACGGCCGAGGGCAAACATGTGACATAAGTACACAATAGTGGCATGAACGACCGCGAACATTGGGAACTGCCCTTTAACGTAACGTGACAGAACCATGCACGCCACCCAGCACCTCGTCAACCACAGGTGACTGATCCCGATAAACAGTACGAAAATGAGCCAGAAGTAGACACAGAGGCGAACACTTCCCCGGAAACGACTACGGATCACCTCTAAGCGGACCCGAGGATACGTAGAAAAGGCTAGAGTCCATAACAGGACTAAGGTCAACCTCAGAGCTCGCTACCGGTACATGCATACCAAGCCCCACCTAACAGCTTTAACATGTCGTGTACTACAGGATCCCGCCGCACAGAACAGTACCACCAGTCCAAGACTGTAAAGGACCCTTATAAACCGTAAGCGTACGCCCCAACGAGGCGGAGTTGTACATACAGATTACGCTTAACCGGCCGAGTACGGATCCCCCGACCGTCAGTACGAAGAACCACCTGTCACCGTGCAGATACTGGCACAGCTGCAGTAGTAGATAATAGGGGCCATAGAGAACCCTTGCAGCAAGCAGTCGATTGCCAGCAACAAGAGCAAGGTGGGGAACGGGTTACTGAAGTGAGCAAGTATGCATCGGGTGACACGCGGCCAATGCGTCTGAAATTGGCAGTTCAGGAGACCTGGAAGTTCGGCATACACTCACACACTGAGTCAGAATGGGAGACTCCTTTAAATCGATGTCTCAATTGTGCCACCAGTTTGACAGACGCCCAGATCTGCAGACTACGGCAGAGGGGACTAGTCACTGAACAAGCCAGGAGACCCGGGACTCCAGCACCAGCCTGACCTCAGAGCACGAAGCATAAAGCATCAGCTAAGGTCAATAACGCAACGGACTCAGACTATGGGTAGACAAGGGCGTTTCGTGAACAGCGCAACTACTATCTAAGATCTACTTATCGGGTCACAACCAGAATTCCGAAACGCTACCACAAGTCACTGACATAGCACATGGGGCCCACACTCAAGAAGCAGCCATCTTAAGAACGCTCGTGGCACATGCATGTCAGGCCAAGGTTTAGATCCACGTAAGACCAGACTATTCACAGGCGTATACAACACAAACTCCAGCGCCCACATCCGCTCCCTGTGACCACTCATCCGATCCGCACATGGGCGCCACACTTTGCGTGAGGGTACACCTGCAGAACTCACACCACGTTAAACAGTCCCCAAGGCCTTAAAGACGCGGGGCCCGGGCCCTGTATGGCAAACGGTAAGATCGATTACGCGTCTAGTACCACTAAGAGTAGTAGGGTGACTTCCAAGGTGGACTCTGCCAACGATCGAGACAGGACTACGCAGGCCGCACGGAAGAACGCTGCGCGAGTCCCCACAGCCCTTCACGACAATGGTGGATGCCGCCCGACTGTCCCCATCCGGATGACATACCAGCTACAAAGGGGGCGTAACGGGCCGACCACCTTCCTTGCAACCTTTCACCCGGAGTACTAGAGTGCAACTCATATGCACGCAAACTCGACTACACAACAGGAGTTAGATCTACACCCATAAGCCGTATGCACAAGGCACCAGGCGTGAACTATAGCCAAAGACTGTGATACTCAGCGTCACTCTAGCTTCAGGCACAACTGCACTCAGCCGCAGACCATACGGGCCCAAAGGCATCAGCATCTGCCACGACCACTTACATACGCTGAGCAGCACAATGGTCCAAAGGAAGCTGGGAGCAGGCTCAGCTGCCACTCCTGCTAGAAGCCAACAGAGAGTTATAAGGCAAACTGCGCGTTCCGAGGACAGACTACCCGCGGACCTACTACTCATAGCCTCACCAACCTGCGAACACCCATAGAAGGAGCACCTACAGCCGCGTTTAACCACAAAGTAGCCCACGCGCGGAGCCTCAGGCGACGAGCCAAGCGGGAGGGGGGTCCACGGTCACCTACCCGCTACATGGACACTAGCCTGCACAACCCGTCCGCTACTAGTCCTCCTCAGTAAGACGATGCTGCCCGACTCCACATCAAGCTGGCTTACCCCACTACAGATGCCCGAGAACGGGACCGCACGCAGCAGTGTCATTGCGCCCTCAACCAGCGATACCCCGCAGGCCACAACACTCCCCACCATGACCAAGCCCCACCTCCTGGGACCATTACGCGAGGCTCACACCACTAGTCGCCGTAGCGACCGCAGTCCAACGAGGAGCTTACAGACAAGGGACAACAGCCAGGGACCATTCATCCGCCCGTTACAACCCACTCCCATGGACCGTTGCCACGAACACGGGCGTCCAGTCATAAGTGAGAGGACAGCATCAGACGTATGGCCACAGACCAGCATCAACCCCGCAGACAGGGTAAAGCTTCGCATCGAGCGCGCCGCCCAACCGCCTCCGCTAGGAGCTGCACCTCCAGCACCCCCCCGGAACACTTAAGCAAGAGGGCTTCTAAACCCTAAGGGTTAGCGACTCTTACGCTCACTAATAACCCACAGGGAGAGTCCCTCCTAAAGATGCGTACACACAGTAGGTGACCCAGCCCGTGCAACTCGGCTACCAACTGTCCTCACAAAGTGCGGGGCAGGCAACGAAGCCATACACAGCTGACCTAGCACTGCTCCAGTAAGATAGCTAATCACCGGTCACACCGAACGCAGCACGCCACGAAGGTCCCTGTGCATGCTGGCTCCCAGCACCAGCCAGAGCCACAGTATCACAAGCCAGGTACCAACCAACCGCAGGTACGCCGACCGAGAGCTCCTAAGCTATTAGGGAACTCTCATAGTCACGGGGGATAGCATCGGCACATAGATCGCAACGCCAGGGCTAAGAGCGCTATTAGCCCAAACGCGCGAACCCGTCTTACCAGGCACCCCAGGTCCAGGTTCAAGGACGCCTACCAGCGTAGGCGCCGCGGCAAGTCTGCTGTCACACAGAATGCTCGCGACCCCAGACGCAACAGCATCCCTTGCCGACCCCACAGACCTTTACCGCCAGAGCCCAGTGGGAATAAGCCAGCGGATTGGCAGTGGGCGGCGCGCGTTAAGAGACCACTGCCAACACGAGACCCACTCCCCCCGAGGCTTACCTCCCGCTTCCGGTCTACCCCCAGCAGGACCTATAGGAACCCCACAAACCCCTAGGAGCCCGCCCCCAGGACACTACCGTCAAACGCAGACAGCCCACGCCATGGCCCCCATCGCCCACCCTTACCACATACTAGGCATACGCCAGCAGGGACCCCCCAGCGCCTACAGACACACAGCAGCCTGAAGCTAGCCTAACACACATCTCTGCACATACCCCACAACTGGCACTGCCAGAGGCCAAGCCGGGACCAAGGGGACGTGGCCGTCGGCCTCCCCCTCCACAGGGCTATGCACCCCCCACCTGATGCAGCAGTACGCGGGAAGCATGCGCGTAAAGCCTCGAGCAGCTATACCTACATAGGCAGGCTGACTGCTACTCTAACGGTGCAGGCTGCCTGAGACGCGTATCGCGCATGCAGCAGCCCCCTAACCTTAGGGCACCACCGAGCCCCGCGCTCTACCACGCCCATGCACCCTGACAGCTCGTCGCCCTGCCAGCGCTGCGGTACCCTGACTAGCAAGGCACCCCCTCAGGAGGCCTGGCCCATGAGGACCACAGAGCGTGGTAAGGTAGAGCACTCAGTGCCGTCGAGACCCACCTCAGCCGAACACAGTGGTTCCACTAAAGCTGCTCAAGACCCTACTACTCCCCACCATGCTATCAACACAGAACCGGAGCCCTCAGGCACCACCCGCTGTACTCGAAACCACGACCATCCGGGGACCCGTACTACGAGACGGCGCAGTAGGCCACAGGGTGCGTATCGCCAGCCTCTCACAGCCAGAGAGCCGGGAGAAGCACCGTTACCAATGGCAGTCCCATGGCGACTGCACACGGAGGCAGCTCGACACCTACGTGGCAGCACCATCCGAACCTCTAAGGCTACCAGCAAGGGTCCCCTTAATAGGCAGTGTGGCCTAACTGGTCCCTAAGCAGGCCAACACCCGAATCGCTTACACCTGGCCTAGACGGACCAGTGGCAGCAGCGCTCCAAGCCTCACGAAGCCTGCGAGCTTCGAGCTCCCCTACGCGTCAGCTAGCCACCCCCGGCACGGTACCAGGGCAAAGGGCCTAAACAGCTCCACGCTCCCGATCCGCACGCGGCTCGACGCAGCGCTACTCGTAATGCCCCGAGGCAGCCTAATGTCCCGTGGACCCTGCACCCTCAGTAGGGAGGCAAGGCTCACACCCCCCAGGCCACGGCCGGAATGCCCAAACGCACCCCAGCCGTGACTGGGCGGGCCACAGTGGAGCCGGATGCGCGGCTACGAGCACGCGCCACAACGCAAAGCGCGCTGCGAGGGCACTAGCAGCTGCCAGCCCGCCCCAACCGGACTGGCCCTAGACAAGGCCCCTCTCATGGGCCTCGGCAAACGCCTCCCAAGCCTGCGCTAAGCAGCACTTAGCAGACCCCCCCTAAGGGCCACGTAGCATGCCACGCTGCTAGAGCATAGGCACACGGCCCGCGCAAGCCTTAGACTGCAGGAGGCCGGCCCCCAGGGGCAGGACATGGCAACGGCTGCCCTACCTACGCAGGAGCTGCACAGGTGCAGCAGGGGAGCCATGGCGCAGGGCAACGGTAGAGAGGCACACCCTCGCCACAGCGAGAGACCCATAGGGCACGCCCCCCAGGTCAGGCCCACGAGCACGCTACCGCTCAGGCCTAGTGCCGGCCTACCCTAGGCAGGCCACGTGGAGTGCGTGCACCCTAGGAGCGACCGCCTCAGCCCCAGCCGCAGCGTGCACTAGCGGCAGAGAGCCCCAGGGGCGCACCAGCGCCACGCAAGGCGCGCATGCCGCGCGGAGCCCACACGCAGGGGCCCCGGGCGCACACACGCGACACGTCGCGCAACGCACGCACGCGCGCGC
ACACAC

AGGATACGGTGCGGCGAAGTTCAACTGAGAAGTTATACACGAACGCGTATCGCGCTTAAGGTGTGAGCAATAGTTACACCGCGCCGACAAACTGAAAGCTATGATACCTGTTAAAGTCAAAAACCACACTAAAGCGTCCATTCACGATCGCGTCGCATGTAGCGCAAGTTACAAGTCTCATGTAAAAACAAGAAACAGCTTTCCAACTGTGAGCAAAATGGTGTTGTACATCTCAGCTACCAGACGCTTCAACTTTGAATCGTAACCATACGTCGACGTGCAAAAGACAGGGAAACGACTATCGGAATGCTACTTCTATACCGAAGATCTATTTCGCGGAAGAGATCACAAGGCCATTAAACCGTACGATTAAGGTAAGTAGACCCATCCCGTACGACCACACTTCCACATCCCGGACAAGATGTAAACCGGATCGTCAAACACCTACCCGTGATAGAGTTACATCTAACCCGCCCGCTAAATGCAACTGATCCCCCGCGAGAGCGGGGAGGTTGAATTAGAGGTTTACCCGTACCGTTCCATGTAATGGAAATGTCCCAATTGAGGAGACTATTCGCTGAATCCCCATACTCAACCAACGTATCACAGAAGGGAAACCCCTTCTGGGAACCGTGCCGAGACCGTGCCGTAAACACCAGGATACTGCCTACGGCTCGAATTGCATCGCGAAGAAGGAGCACAGGATCACGGGAGATGCAGCTGATAAGTAGAAGACTAAGTGTCAGCCGCACCTCGGTTGCAGTCCAAAACACAATAAAGATATCGCTCCCCACTGCCCTGCCCGATGCAGACCAAAGAGCGGCACCACCTCCAAAAGTAACCGCCCGTAGCTAACCAGTCCCACCACCCCTAACATATTAAATAGCCATATCACTAGGATCTGAAATAAGATCAGCAATAATGCCGAAACGGGTACTCATCCAATTAATAACAAAGCTCAATGGGCGAATCCGCCCGACAGATCCGAGACTACCAGAACTATATGCAGCTTACCTGTAACACAAAAAGGATAGTGAGACGAATCTTAGACGGACCCTCGAGGACGTACTCAACCCAAGCATCTAAAGTATCAAAAGGAGATGGGCGTCAGTTCGACAGTCAGGAGGACAGAGGATGACCCCCAAACGACCCCGGTCCGAGTGACCCTCACAGATGAATCTAAGTCAGAAGTAGGAACTCCGTCTCGTGGCACTGGGATGAGCAAGCAACGTACCAAGGCAGCATCACAAGCATAACCTGAGCAAGACAAGGAACTCCACTACTAAGGACACATCCCAGTTATAGATACCGGAGCGCTTCCGTTCAACAATCTAGGGAGATGGACGTGAGCAGACCACCTAGACGCTCATTAGCTGGCAACCCGTCCCAGCAACATGGAACACTACTACAACTGTACACACCCGGTTACTCGTAGCCGTAAGACAGATTACAAACGTAAAGAGCCCGTCCGGGTACAGACTGCAGCAAACTGAGATGGTGAGTCTAAACAGGGCCGGCGAAGGCACCAGAAAATGCCCAATACACAACACACCTCACCTACGTTTACTGCGATCGAAAGAAACCCGCCTAGACACATAGAGACCTTCAATGGCAGTGACAACGGTCAATCCTATAAGGGAGCTACCCGGAGCGGGAGGTATAAAAGCTAAGGTCGCTTCCGGACTAATGTGAGCTTAACATGAGCTGTTACAATACCCGGTACAGTGAAGAGTCATCAGCCCACAAGAGTAATAGCCACCAGAAAGAGTGAGGATCACGGGACTTATAATGTTGAAGCGACGCAGCATCCTCACTAATGCGTAAGTGCGATCCGGACTCTTCACCCCAAGAGATCCGCCACGAGTCCTATAACTCCTCAGGTTGGCTAAAGGCTAAAACGTCCGCTGCAGAACAATCACCTAAACAAGGACTCATCCACAAACCCTGAAGACGGAACATTAGGGTGACACGAGGCGTCACCCGGTCCTGTTCCCCAAGCAGTAACCAAGGGCAGAAAAACGCGGCAGAACTACCTGATCAGTGGAACACCAAAGCCAAAGCTCCACGTTCCGTTGCGCGCCCAACACGACAGTAACCTTCAGTACTACATCTCAAAGGACTAGTCGAGAAATCACGGACTTAATCGACCGCTAACGTACCGCGTTAACTTTGACTATAAATTGGAGAGGAACAAGCACAACCCTGTACAATGCTAGGCGGGATAACCTGGAAGGTTCAATTGACAGACCCAAGGTGGTAAGACCTATCCAGTACCACATGAGCTCAAGACACCAGTTCCCGCCCGTTAACAGGGTCCAGCGCGCCGCCCTCCAGGTAGGACCTTCCACTCACCACTACCCTGAAGGGTGAATACCCAAACGGGACGGAAAGCACGCTTCAGATAGACTTATCGAATGCATAGTGCAATCCGACATCGACTCCAATGCCTCTAAAAACCGATGGACAAGGGATTAGCTACTTACAAGGAAGATGATGAACTCTGTGAGACTCGTCCAGATCATACGCCCGATAGCAGCACACCCACTGCAACCCGAGAAAGGCGGGGCATAGACACTGAGCCGGAGCCTCTACCTGGACGTGCACATGTGGGCCAACGGTACAGCACTACGACTAAAAGTGGAAGACAAGCGGGTAGAAACTCCAAGCTAAATGAGGCTAGAACGGCAGCTACTAACGCATATCCCGAATAGGCGCTACCCCCACACCTTGGCCGCAAGACGGGGTCTAAAGAGGAACCGTAAGCGTACCCAGGGGACACTCTGAGGATCCGAAGTCCAGAGACCCGACCGTCAGATGGTAACCTGGACCGTGCCCATCATCTAGCCGGCAGGCTGACTTGGAGCTGGACTGACAAGTCTGCACATACAGTGGCCTCACCACCGCCCTTGAACCACTAGTCCAAAGGAGGGTGGAGATAGCACAGACAGCGAGCCTCCGGTCTGAAACCCGACGCCAGCATACAGACATACACTGCTATTAAGCTGCATACTACAAGAGCAGCCAAGCGCTATCGATGCGGTAGCTGTACTCTGCCCAGAGCCCTTACTGTGAAGTTCCAGCGGAATTGGATAGTCAATGCCAATGTGCCCGGGAGGGGTATCGGCAGCTATAGACCACATGCTGAGGTCAAACCACCCAAGACAACGGGGTAGATCAGGAAGCAGAATGAGCCTCACAAAGATGCTTGCAGTATTACAGGCGACACGTCCACGACGTTTCTAAGGAACCTACAGCGCACGCCAGCGGTCACACCTCATACAGCTTAGCCGCCTCGAGCGAGGGTCAGGGCGAACTCTGATCTGGAACGCTCATAGACCCGGCCCTGAGGCCTAAGAGGGACTGCTCAACCCCCCTGTCCCCAACCTCACCGGTGTAGTATACATGGGCCCCCTCGAGGCAAGTCATCGGCAAGAGAACAGCCAGGCCAGACCACCACCACTCAAACCCCTCAAGCGCAACACAGTGCAACACAACGCACGCCAACGCCACACAATGCAAGCAGTACTAGAGACACATTGACTACTCAGACCATAAGTAGGGAGAAGACTCCTATGAGTTTAAACCCTACAAAGCACACAAATGCGCCGAAGCGGTTAACCTCAGGTCACACCAGACATCCACCCTGTAACCGCTCTCGCCGTAGTAACTAAGATTGCCCCAGGACCATTCCCAACGGCGGAAACAGGACAGGTCCTACGCGTCCTACACGGAAGAACGGAAGCAACACATGCCCGAGAGTCACGGCCCCTGGCACCTGGAAGCTTGCCCAGAGGCGTAGCCATACATGTCCCTATAGGAACCATGCCGCTACAGAGATACAACCCTCCAGGGACTTACGCCTCAATCGGGCGAGCACGCCGCGTACACCCCCGAACTATGATGCCCCTGGTCTAAGCACTAACCATAGCGCGAGCCGTGCCACAAACGATGCTCGCAGTACACCTGCAAGTGAGCTTACTGATCCACCACCACATCACTGTGATAGTAGGTACCAAGCAGCGGTAACGGTAGCGGTTCATACACCTCTAACATGGGCGGCCGCCAACCAGACGAAGCTCGCGCAGACACGACCATCGAAAGATCCTTGTACACTCCAGGCGCTCACGAGCGCTAGGTCCACGTAGAAGCCACGAGACCACACGGATAGACACAGAGACAGGTAAAGGGCGTTCCTATCGAGAGGACCTGGCCACAGTCCCCGCGCACTCACTGGTAGCAACACATTGCCTATCCAGTGGGAAAGCCCATAGGGAACACGGAACACTGTCACTCTCACTGAACCGCGGAGCATGAACAACGCCTTAAAGCGGGGGTCACCACAGGCTGCACGCTGACCCCCCCGCCCAAGCATCCCATTCGTCCCAATACACACTACGAGACGGCCAGAGCAGCTGGACGTTACTTACCATGCACAGAACCCTTCCCACCCACGAGTGCAACGACACCGATCACTGACCGTGAAAGCTGACTGGCGGCCCAGCAAGACTCTTAAGTCTCCAAGCCAAGTGTCGTTACGACCTCAGTATGCGGGCACCCCAAAAGCCACGCTTACTCCAACATGCAACAGCTAGGCTGAAAGCGGGCGCAGTAGCAGGAGCAGGTAACCGAGCGGCTCACCACGGCCACGCCGCTCAACCTAAACTGTCCGAGCCACCCGAAGCCACCAGAGCACCGTTACGACACAGTAGGAAGGCTATGGACAGGGAGTGCACAGCCCTAAACGGTCACGAACACGGGGACTCACCTCGACTCTCCAGGACAATCCGGCAAGGGACACGCGGACCAAGAGCTCCACACAGCTTCGAGCTCCGTTAGACAGCAACGTGGCATAGCCTAAAGACACCGCTCGAAACAGGCGTGCTAGTGTCACAACCGGATGGCCCATAGAGGGGGACCCCCAGCCCAATGGGATAGCGACAGTCCAACTGCCACCGGCGCTCAGTGTTAAAGGCCATTCGAACATGCCTAGTAAGTAGCAAGGCACACTGCGGCATACCAGCCACTGTCGCTACAGCTAACACCAGCGACCCAACCATGACGCTAACACTCCGTACACCATGGCACAAGAGTGCACCTTTAAGACCTAGCGCGCCGCGACGACGCGAACGCTCCGAAACAGGGATAAGCCGCCCCAGTGGCGAGTCCGGGCACCAATGGGCTTTAGCAACCAGGGACGCTCCCAGACGCCGTGTAGCGTCCGTCGAACTAAGACCCTCCACCTCTAGCAGGCCCTACCCTAGAAAGACCCACGTACCTTACCAGACAAGGTACGATCGCATGGGGCTATACCTCAGCCCTCTCCGATACGCTGCACCCGCACCTAACCCAAAGGCCACAAGGAACACCCTCAGCGTGGGGCAACATATGACATAGCAACAGGGGCTACGGGGCGGCACAGCAGGAGCGAGCCCCCAGATGGCGAACAGCCCCAGCCCTACCCTAGAGCGATAGAGGTGGCCGCGGCATGCCCCCACCCACAGAAGGGCCACATACCTAGACGCCTGAAGGCAACTCGGCGGGTTACATAAGCCAGTCGACCCCTGCGCACTCAGACCTGCGAACACCCCTCTACAGCGGCCACTAACATCGACTCCCGACGACGGGGACGACTGCAACGCGCCCGCCCATGCGGGAGTACAGGGACTGCTAGGAGCCGAGCACGTCCACAACTCGCACTGGCGCTAGAACGCCACCGGGCGCTCCAAGTGCACTGCTTCGACAGCGAACATCTGCCTAAACAGCCTAGGCCAAGTGGTATGGCCACTAGTCCGATCATCTAGACGAGGCCACTAGCGGAAAAGGAGGACCTCCACGGTAGACACCCCACAGCATCCGGCTCCAAATAGCCTCCCACCTTGCGTTAGAACGCGACGAACGACTTAGGTCTAAACTCTCGAACCCATACTCCCTCGCCGCTGAAGCCATGTCCGAACTATCCGTGTCTAGGCACCTGCAGCACCCGCTACCCTGTGCACTGCAACCATCGTGGGACCCATAGGCTTAGAAGCCACCGCAAGCCTGGCCAGCCTATAGAGAGTACCCACACTGCCAATGGCCCCAATCAGGTCCACGGTGCCATACGTTCTAAGAAGCACCGGCCATACGCCCCCAAGCACTAGGGCAACTGACAGCTAGAAGGCGCCTAGCAGGGCGGCCCCCGGGAACAGCGACACGGCAAGAGACACACTACAGGACGGCCTAAGGCCAATGGTCACACAGAGGGTACTTGGCCACCAGGGCTCAACGTAGGGACACCCTACAACCCCTGGCAACAGGGTGGCAAGCAAGCCCACACCCAAGCTTGGTGCAAAGGGGACCAGTGCCCACAGCACGACTACGGGGCCACACCCGCAGCTGCAGTAGGAGAGACTAGCAAGTGCCGCTAGAAGGACGAGGTCGAGGCGACCTAAGGATTGCACGTATCAGGCAAGCCCGCCATGCGGCCACACTAGGCCAGGCGCTAGCAGGTGCGACCTAAGGCTCCACAGCGAGAGCGCTGCCCATGGCCCTGGCAGCATCCGTATACCATCGCTATGCCCCTGAGATGCCAGGCATCATACAACCACCGCGGCAAAGGGCAGCCCCCCTCCCGAGGGCAGATGCTGCCCACCGCAAAAGGGTAGGGGAGCCTCCACCTGCAGTGTGCTGCAGAATGGCCGTAAGAGGACCGTCTTAGGGACCCTCGCATCTGCACAGGGGACCACGAACGGGCCCGGGAAGCCTAGGCTACGATGCGACAGCCCTGCCAGGAGCGCAGCCCAACGCGCCGGACAGGAGCAGTGCCAGCAGGCGACCACGGGGCACTCGCACGCGGCCTACCTAGGCAGCATGCTAGCCACGCTGCCGAGGCAGCTCAGAGGGAGAGGCGGGCCCCACCCCCACACGACCCTGCAGCACCTAAGCGGCCCCACCGGTCGCGTCCCCTCGGCTCTACCCTAAAACGAGGCAGGCACTCCTACGCAGAGCCTCCCCCTACCCTAGAGGCACAGGCCTAGCAGCGCCTTAAGCACCATAGGCGCCCCACCCTGCGCATGCAGCGGCGGACCCCCAGCGCAGCCCCCTTAGGAGGCCCCCAGGACGGCCACAGCCAGGCCCGGCTACGGCACCCCTAGGCAGGGCCTCCTACAGGCCACGTGCACGGGCGCACGCCCACGCAAGCGCCGCACGACGCCTAGAGAGGCGCGCAGAGCCCGGCTCGAGCCCCTGGGCACGCACGCACACAGCCCTCGCGCACAGCCGCGTGGCCCGCAGGGCGCCCGCGCGAGCGCCAGGGGCCACGTGACGCGGCACGCACCCCGGACGCGCGCGCACCGCACA
ACACAC

AGAGGAAATCGGGAACACAGTTATACCTAGATCGCGAACATATGCACAAGTCATCCGCGCCGAGCCAACATCATCACACAAAGCCCTCCGAGTCCGCGGTTCATGCATACTTGGCGATCGCGTCGCCTATTAGGCCGAGAAGACAAGCGCACGATCCACGACCATACGCGCAAGCGGGTCCTAAACCATTCCCAGACGCGCCCAATGAGGCTGAAAGAGGGATAAGTAAAGGATACAGGTGCCAAATACAGACGTCGAACAATCATATGCATCGGAGCCCGCTATCGACAAACCAGCTAGAGCCGGATTTCGCCAGCGATCCTAACATCTATAGTCCAAGCACTGACAAGTGTAAGATCAGAATCCCGATTATAACGAATCCAGACTTCCCGTACGCGTTTCAACCTCCAGACCGATGTAGGCGACTTCGAACATGGAAGTGAGGAGCGAATGCCAACTGGATCCACACACGAGGTTTCAACCCGCCCGCTACCAACCAGTAAGCAAGAGACCTTAGGATCCAGATGGAACGTTCCCGTACCGTTCCTACGACTTAAAAAGTCCGCAAGCGGTGTACCGTGCGTATACACCAGGCCAGACATACTGAATGACCCTACGCACTGACATTGGAAAGCTTCGCGACTGACCCCCGCCACTATCACACATTCATCACCGTAGCGTTACTCTTAAAGGTCAAATACGACCTCGCGCCACGGTGGACAGATAATAGACCGCTTAGACCAAAGTCTGAGCAGAAGCTGAATCTTGCCTCCAGATCTACATGTCACCGCCACTACGCTTGTCCACCCGCTAACAATTGTGGATCAAGGGGAACCTTTAAGGACGCTCGCCATCCGCTACGTAAGGAATGTGGTAGGGGGAACCAATGCTTCAAATAGCACAGGAATAACACAACACGGAACAAACGGTCGAATCCGCCCGAAGGGAGAATACTCTGCATATACAAATTGCAATGGTGGCCAACTCGAGGCGCAATTAGAAAGTCACTCACCACAAACAACCCGGAGCCCGGAGCTCCCCTACGAGCGCGCGTCAGTTCGATGGGAATCCCCAAAGAGTATGTAGCCACAGGGGGACTAGTCAGTCAGAAACTGGACTTTGACTATACAGCGACAACCGCACTAAATCTACAAAGAGACTCAAGATTCCAAGTAGGAACTCCGTCTCACCAAGGCAATAACGAGCCGTATATAGCGAGTACCAAACGGAACGAGAAAGCTGGATCACAACACACACTGGGGAAACGACAGAGGCATACAGTTAACCTTCCCGGAGCGCTTCCGTTCAGGAGAACGTGAGGGTACAAGTCTCCTTCCAACGCTCATTAGCGTGCAACACCCACCCGTCTCACGACTAATCGAGGTACTCTTCACTTAGTATTAACCCAAGACTTAAATTAAGCACTTCACTACACTCCTCCATAAGATGGAGGTCTCACAGAACCGGTTAAACACCATAAACAACGTACACGTCCTACACCCCATCCTCCACGATAGAGCAGAAGCGTCCCTGATCAGTGACCTGATAAGAACCCAGCCGGACAACGAAACCAAGGCCAACCGCCTGAACAAAGCAGGGTTAAGGCCGATGTGCGCATGAATGGACCTTGACGTGATACTATTCACCCATCCGGACACACAATCTACAATTGAGAGGGAACTCACAGGTTGAACGATGCGCTGAGCGGGAGGAGACTGCCAAGGATCAGATGCAAGACTACAGACACTGGTAACGTTACCAGTATAACCAATCATGGCTTAAACTTGACCGGTAGGTCGAATCAAGACAAGTAGATCCAGGATACTAATAATGTACTACTGAACCGCACCATTCCCATGGGACGCCGTGCGATCCGGAAGAGATAGAACTGATACCGCTGACCTCAACCCGCCACGAGTCCGGGCACTAGAGAGCGTACAACGCGCCGGACATCTCTAAACAGGGAACCTTAACCTGAGAAGCTGGCTTTGCACCTGCGCGACCAAGTGTCTAGTCCAATGGCATACAACTCAGCCGTCACAGAAGCCCCAACCAGTCTGCGCAAATTCGACGTTCCGGGCCAACACGACTAGTGCCCAAGATGACATGAGAATCACGAGTGGGCGGCGCGACGACAAGCCACAGATGACGGCAAGTGTGAAGAGCTAGGGAGGTGCAGTGTGAGTCACACCTATCCCGCCCGTTAACCAGCGCACTCACAAGATGGGGAGAGCAACCCAGTGGGAATGCGCGAACTGAGCAATTGGGCCTTAAAGTGCAACGTAACACCGGCGTGACGCCACCAGGATGATACGCAGAAGGATAGTACTGCAAGGTCACACAGTGCCTGGACCCTCACATCAGCACTAGATGTAAGACATAAAACACCACCAGCGGATCACCCGAACGTTGACATTGTAGGAAACTGAGAGCTAAGGCAGAAGGACACCCTAAAGCACGTCCGAAAAGGTCCCAGAGGTTAGAAATACTAAGCTAATGCTGGCTCAAACGGCTAGACGCGATCCCATCAGCGAGTAATAGCCACTGTAAAGCAATTCCAGACATACCGGTTAAATAAAGGAGTACAGCCATCGTCAGGAACGAGTCCGAGAACCAGATGGCCTTACCAGATCTACAGTCATCACCATCTAGATTGTACAGTAGATCTTAATCTGCCAGTCGGCGAGAACCACACCTTGAGAGGACCCAGGACTGAAGAAAGTGATGGCACATGAGCGCGGCATCAGGAGCGAGAGGAGAACGTCCAACCCGAGCATGAGTTCGGAGTGCATGTTGGTCATACTAAGAACCAAAACCATGCCATCGCTGTGAATAGAGAACGTGCCCAGACTAGTACTGAGCCCTGTAAATGCCAGGGCAATGACCCCTTCCCCATCAAGTTAGCGGGACGAGACAGCACGACAGTCACTTACAAAGGCGCGGAAGACTGTGGACTTACCATAAAGATTGGAAAGCACTATGCTAAAGCCTAGACTTAGACATGACGACACCAAACGTGAGAGCTCTGAACGTAAACCTGAAGGGTACAGTGTCAGGGTACGCCTCCTACAGACGGCCCGAAACACTCTGACAAGGCCCTCCGCTGGAAGTAACAACGCTGACTAACGAGAGCGGGGACGTGGCCATAGAGTGCCAAACAGGCATAGGAACTCTGCAGACCCATGCCACATACGTGCCATGGGCGAGGCAAACGCCCCGACACCCCAGAGGTGACAAGGACTCCAAAAGTACACAGTACTCTGACCGCCGTACACACACAACCCATAGAGTCAGATCCGACATCGCCATGGGACAGACCTACTAACCAGTAGCGTGAGTATCGCCAACAGAGACTGCTAACACTTAATACGGCGACTCAGAACAACACCTATGTGGGCTGAACAGGAAGTCTGAATGCGCCCCGGGTCTAGACCGGGCGCATCCACTCCTACCGCTCAAGCGCGTCTACATTGCGCCACAAACACTCATCCACCAACGAGCCAAATTAGGCACAAGCGGGAAAGCCACCTGCGCCCCATAGAGTCCATTGGAACGACACTGTCCGTGTCACTGGGAACCATCGCAAACACGAATAGTATGAGCTACAGGTTACCCACCACCTTGCTCCAGATCTGGATCGCCCGACCACCCTCGACATAGATCTAACTTGGCAGACCCGCATTAAGCCAGCCCTGAATCGGGCGAGCAAGTCCCCTCTCACGCCGCACCAGACAGTGAAGTACCCGGTGCGGCGAAGGTCTAACTCCAAAGCCGTATGCATAAGCAAGGGGACATGGCCCTCAGACCACGATAGCGGTCTAACCTAAGACATACCTATAGGGATACACTGCCACTGTCCCATTAACGCAGCTCTAAGCAAGAAGACCAGAGATACAGAGCCTTATCCCCAACAGTAGGAGCTCGCCATACAGTGCCGCTAACAAAGGCCACCCCCATCGACTAGACAGGAGCTAGCTACAAAGGACTGATAGTCCAGCACCCACAGCCCGTAGAAAGCATACGCCTCTTTAAACAGAGCTTGCCAACAGTAGTGGCGGGGTAGTGCACACGACTTACCGAATGCTACTTCTAAGGGATGCATCAGTACGAATGGTGGACCTACTATCCCCCTTCAAAGCCCCTAAAACCGTAAGCGACGGCCACCCTACCTCGAAAAAGGGCCAGGACACATGGCCTCTCCAGAGGGAGCCACCCCCACGTCCCAGGGGGAGGCGGCCTGACGTAAGACGGTGACAGGTCCACAGAGTTCCAATGAGCGAGCTAAAGGCAACCCTGAGCTTGGCAGCCACCCTAAAACGACTAGAAATGTCCAGCGAAACAGGCAGACACACCTCTCGTATCGCTGCAACTGCAAGCAAGGACCCACAAGCCGTAGGAAACGGGAAGCGAGTTGTAACTCGCATTGCGAACTCCCCACCACACATCCTCAGACCTATAGAGCACCAGCCACCACTCCTGGTCATATCGCAGGCGACCTGGAGGTTGCTCCCCAAAGCGCACTCAAGACTGGGAGCAACTCTAATAGGGGCCATAGCCCCCAGCTTACTAGCAAGGGACAGACCTGGACACAGAGCAACCGACGTAGTAACTAGAGCATAAAAGACCCTTATAGCCTGACAACCCAGGGAGCGTTGCGGAGGAATAGTGCAGGTAAGGGCGCAAGACACACAGGCACTAACAGGGGTAGACCTATGAGACGTAGGACCAAGAGCTACCCTCAACCCCACGTGCAAGCTTCTAACCCGCATCCGTTAGGCCAGACTAAGCGTCCAAAGGTGGAGCACACGACCCACCACCCCCCGGCACCTACCTTCAACGGTGCCTCACAACCCTAAGGGTGACTCCCATGCACTCTTACACATGAGGACTCATCCCGTACACCCGGGAAGGAGGACTGGCCAACAGGCTACACCAAGCACCAGCCAGAGACATCTAACGCTAGCCTCACAGCTAGCCTAAATGCGGATGCTCCGCGTCGCACCAAGACAGCTAGCCTCAGCAACGCATCCATCCGCAGCAACACGTCACTACGATGCCGCTCCCGCCGGCAGCTTCCCCCCCAAGCACACGGATCACGTGCCTTACGGCTAACTGCACGCTCCAGAGACCCAGGGGCTGCTACAGCTCAGCTCCCAATAGACTCTCCCGACCACGGGGGGTTACCCTAACCCAAAGGGCTCAAGGCAGACTAGGCCAGCAGCCCACGACCACCATCGGGGACGACTGCCAGACAGCGCTAGATCCTAAGACTGACCAAGGCTGCCCACACTGCAGGCAAAGACGACGCTGACCCACCTGTACGCGAGCGCGTAACAGTCCAAACCGCAGCTGGGTCCAAACAGCGGGGCACGATAGGGCGCCTAAGGAAGAAGCAGAGTACCGCGGCATGCCCACCACGCTATACAATGCCCGGTCCTGTTCAGGACCGACGCACTCCCACGCCAGAGGGTGAGGCCACCTGAGGCCCCACAATTGCAGCGGGGTATAAACGCGCCCCGAGGGCACCATGCGGGAGTACCCCACGCTTCCACAAGCGGTTTAAAGCAGGCAGGACTTGTAATAGCAACCCCTACGCCGCGACCGCGCTAGGCCAGCACCGGGGGTACCACCCCAAGGCATGTCCCACAATCCAGACGAACGATAACGACCCCTAGGATGCACAGCCTAGTTGCACTGTGCACCACTCAGCACAACGGCCCGCTCGTAGCAGGCTGACCCAGCCACCTCACAGCAACTGCGGCTCACACCTCCACAGCGAGCCTGCCCACAGCTGCCATGGTCGTCTTAACACTACGTTTACTGCGACGGTACAAGGGGGACCTCACGCGAACGTGAGCCCGATCCCAACTCCTAAGCTCAAGCAGCACGTACATGCAGCTGGACACTGCTCCTCCCACTCGAGGGCAAGACCCCCCGAGCCTCTGCCACAGCATGGGGCCACACAAAGGGGGCACCCCACGCACACTCATACACCGGTAGCGCTGCCAGATCCTACTCGACACAGCAACAGAAGGCCACGGCGTACTAAGAGCCGTCCTAAGGCCCGCGCCCCAGGGACGTTCCGCTTTAGTGGCAAAGTGCACGGAGATGCCCAGCCGACCTTCGCTACCACGCCCCACTCCCAGCCCACATAGCCAGCAGCACTGCCCTGCCGCCGCCCCCAGGGGGACACCAGCCAGATGCCTGCAGGACGGCCTATGCCCCAAAGGGCTACTGGCAATGGCCAGCCGCCGGAGCCACACCGTTCTAAAGAGGGTATGACTGCTCACCTACCCTCTAAGGCTAGGGCCACACGCCAGGGTCCTAGGACGACACAGAGGGATTGCCCCCACGACGCCCAGTAGCCTGGCCCCTGTCCACTCCACATGCCCGAGGCCCGCACCGGCACGGACCGGCGTAGCTGTAAGCCTCAAGCCCACGTGGAGGCTCAAGCCTTGCCCACGGTCCGCTTGACAGTGCCACAGGACCCCCCAAGGCAGCAGGCAAACGGCATGCCAGGGCCGCAGAGGGCCCCAGGCCGCGGCAGACTGCAGGCGCCCAGGGCCGGCCTGGCCACAAGGGGAACGCCACGGGCCCTTACCCGCGAGTCTACCGCAACCACCCAAGGCTATACCCCTCCGAAGCATCCAGCCCCTAGGCAGCGCCGGGACCGGTTCACAGGAGTCCGCACCTGCAGCTTACCGTGCAGGCTTACACGCAGCAGGCCCGCAGACTAGCACCGCGAATGGCAGGGGCAGGTCCACGCACACGGGCGGAGCCGGACCCGCGTTAGAGGCCACACGCCTTAGCACGAGTAGAGCGAGCACTAGCGTCCCAGGCAGGCTGAGAGGCATAGGCCGACAGAGGCGACCCTGCAGGTGCGAAGCCTCGAGACCTAGCGCTAGCACAACGATCGAAAGCACCGGCTACACCCGTGAACCCCACGTAGAGAGACCCCTAACACCCCCCTAGGGCCCACCGTTACCCCTCTAGGCAGGCAACGCCTCCAGCTGCAGAGAGACAGCTCTGGGCAGTGCGGCCTTACCTTAGCGGCAGGGCACAACGGTCGGCCTAAGCCCTGAGCCCGTCCACCGCACAACGCGTGCACGCGCTCTAGAGGGCCGCTAAGCACACCACACGAACCGGGCCCTAGCGCGCCCTCGCAGGGCCGCGCACGGCCCCCGCGCACGCCTAACGCGCAGGCACCGCACGGCGCCAAGGCCTAGCCCCCGGGGCCGCGCGCACGCGCGAGGC
ACACAC

GTGACATAGGAAGTGAACTGGGAAACTACTCCATGCCGGTTCATCTGAATTAGGCCTAGACGATCGCGTCGCCTCATCGAAACAGATTCCACGGTGATGTAGATAGTGCCATACGATCCCCACGACCATACGCGCAAGGTTTGACGCCCAATCATGGACTACACAGGAGCTAGATAGTGAAATGTGACAGGTTACAGACGTCGATCCAGACAACAGGTGCACCCGAACTACCGAAGCCGGATAGTCAAAGTGAAAGAGCTGACAGAAGTCACCGTAAACTGGCCTCAAATTGGGGTTTAACGTACGCTTCCACACATCAGAGATCCTTTCTACATAATCGTCGGCGACCATGGACCAGAAACCTTGGAGCGACAGGAAACAGTAACTGGACATGAGATACCAAAATGCAGACGGAATGAGCTACAAATAGTACATCTAACCCGTCCGCTAAACCCAACCACTAACTAGCGGGGAGGTTGAGACATAATTAGAAACGTTCTACGACAAACAAATGCGCTTGTAAACCCTAAGCAAGGAAACGTCACAACGGGGGTATACCAATACACCGATCGTATCGCTCGAGTCGGAAGCAATCTCTCCGACTCATCGCGATCAGGACCCGCCATGACAATTAAGCAGGTACTTCTCAGTAGAAGACTAACTCGCAGCCGCAGGTCAACCTCGAGCGTGAAATGGAGTATGAATTAGATAGGAGGAACCGTATGACCCCAATTGCAACCCATCCTCGACACATACCCAATCAGGTAGAGTGAAAAGACGAGAGCGCTCATAAGTCGCCGTAGCTAACCAACCATGAGTGGGCAGTAGCTAACAGATCAAGGATAAAAGGTGGGGGAAATCTGGAGGACGCCGAAAACTGAGGAGCAAATCCGCATTGCCCAGCCAGTCCACCAACACCAGCAAAACGGTCGAATCGATTGCCTCCAACAATGCCCGAGACTGCGCACTGTGGAGATCCAAGACCACTACGCGCAAAGTCACCAAATGCATTAGAGCCCGAAAAGCCTGTACGTCTTAAACAGTACACAACGCATCCGTTAGGCGTCATCCCCAGTCAGAGGAGGAGCTGGAAGTTGGAAGATCATGACCCCCCGACGGTCCAGTTAGATCTACGGCAAAATCCTACATCAGAAGACTCACTAGAGGGGAGATATCCAGACAATTCAGACGAGCCGTATACAAACGCTTCGAATATGGAGTGATAGGATGGATCACATGCTAAACCTGAACTCCGCATAAGTACAACCTGAAACTCCGACCTCAACCATAAGCTCGCCGGAGCGTTCAGACATCTAAGAACGAACCCGTACACACCCAGGGAGAAAGTTAAGAGTATACCAAATGCAGTGGCCAAAAGGTACTGTACGGTTAGTATTACCGGGCGCATACATGCATAACGTACCGTCCCTACACATGCTGCAGATACTCCACTCCAAAAGCATACTAAGACCACCCACAAGACTTGAAAAGGGTCGTGGACTTCACAAACACCACTTAACCCACCCAACCCGTTTACTACTAGACAACAACCGCGATCGCGCCGACACTTTACGGGAAAAACCCATAAGACCGAAGCTCCGACCTGACCCACCAACATTCCAAGTGAGATCTCAATTCGCAAGAGCTTCAACTTGCACTTTGCATGTCACTGAACTAAAGAGGAACATGAGCCCACGGCCTCGCGGAGACCTGGACGGTATATCCACAACCCAGTCTGAAAAAGCTAAGGTCAAGAGGCCCAACCTGTTAATTGGCAGATTGATACCGGGTCGATCGCCAAGCACCCCCATAGAGTCCACGGGAAAGCGACCATTCGACCTACTGGAAGACGCCGCGAGCGCGATAGTGCGATCCGGACCTTCCACATTGGATACCCTATGCACTGTCACCGAGCACCAGCCTATACGGGCAAGCTGAAAGCAGGAACCATATGAAAAGCATACACTCGCTAAACAACGCCATCTCAAGCTTCTTCAAGGCGCACTGTGCAGGACTACTAGCCTCAGCCAAACCTCAGCACTTAACCACAGACTCCGCACTATCCTAGACGCTATAACCCTCCAATGGCCCGAAATAGACACATGGAGCAACCTTTACCTTAAATAGAGAACCTTCTTACAAACTTACATGGTGATCTGCGCCCAAGATGACAGGGCGATCACGCACTCGCCTCGACGCTAAGACGACACAACTGAATACATCTTAGACACCCATGGGACAGAGATGGTCCTCACAGACAGACTTAGCCTCAGAAGATACGTGTGAATCAGGAAAGCCCTATAGGCCGCCCTCTTCCCTTGAAACCTACAATAGCCGTACCGCTAGACAATGACCTCCGACTAAAGTTCCCCAGGCCCCCGGCCCAGCAAACGAACTCTGCATGACAACTGCCCAATACGACAGTGGACACTCCTCTAGCTAGGGTAAGATGTACACCACATCATAAGGTTCGGGTCACTCGTCATGGAGGCCAAACGGAGCCTTCCCTGCGAAGAGTCAACCACCCGACTACGGATCACCCGAATGCGGGGATACATGCAAAAACAGACTCCACACAGGACAAGTCCATTAGATGCAGGCAGATCAACACATCCAAAGGGAAAGTGTCGCTACCAGATGCCCCACATACAGCATAGAACGGACGCCGCACCCAGACAGAACACTAGAAAGCGTACGGATCTACTCGTCCAACAGTGACAAGTACACGAACCCGACCGTCAGGACCAAAGCTCCAGGCAAGCGCACGTCCGACCTGTCCTTACCAGGGGGCAACTAAGAACAGTATCAAGACCGATGTCGCTATGAGAAGCAAATCCCAGAAGCAAGCTGCAGTGGGCTAACCCAGTCGTGTTAACACGAGGCCACCGGGAGCTAACCACTAGGACCACACTCAAGCATCGGAGCTGGCGCGGCACATCCCATTACCTACCAGTGAGATCCTAACCACGCACTAACAACCCGGAGTGCATGATGGGCCGAGGAGCAGTCATAAGGAAGGTAAGAGCTGAAATAGAGAGCTACAGGTTAAGCGGAGCAAACCGTGCACCGGGATATCCACGGACAGGCTCAAGAGCTAAGGCGCCAGCGGACCACCAGCTACACAAGAGTGTAGAGGTACAACGGACTATGACTTAGAGCAGAAAACGTCAGATCACACGTACCCCGCGCCCCAAGTAGTAAGGAAGCGCACGCCAGCGGTCACGTAAAATAGCACTGAGAACCTAAGACGTCCCATGATAGACACTACAGCGAAACGCTACCGGGCGAACAAGGCACTGACATAGCCTGTTCCACGAGCTAGTCGGCTGAAACGCTCATGCGAACCTTCGTGGCGGACCACCCACCGCCTAAGAGGGAAAGCTAATCGTGAACCCCAACTCTGCTTTACGAGACACCGGGCGTCAAAAGGACATGGGGGGCATACGCAACATGGCAACACTAACCAGTCGCCACCATATGCCCTACGGTGGAAGACCAAACGGCATCACCAGATCCCTTTGCACTGCAAGGCATCAAAGCACCTGCCGATCAAAACCGCAGAAGAAGTCGCCTTTAACTAAGCAGACCAACACTAAGCACAGGCGACCACTAACCGGAGACCGATACGGAACTGCTCTGAACAGATGGAGAACGACTCTCCGGCCCCTTAGACATACCGGCGTAACGCACATCGCCATGCCGAGCTAAAGCCATGACACAATGCACAGAACCAAGGGGAGCCAGCCCCCAGGGGACGAGACAAAGCCAAGCTCAGTACACAGAAGGAATCGGACAGTGCGGTGCCACATATCCTCAGGTCTACTGGTCATGCCCACCAGCAAGCCGACCACGGCAGGAACCAGGGTCTAACCCCTCAACGGAAGACACACGCAGGCTGCAATACACCCACTCCGGCCGAGTAGGAATGGGAGACAGCGCAGACGCTTCAAGAGAGGGCCCATCAGCCGGGTCGGTTTATAGCCAAGGCGCAGGCTAAGTCCAATCGTACCTGTAGCTTGAACACGGCCAGAGCATGTACATTGGTGACCAAACACGACTTCGCACGTCCGAGGCACGACTCGTTCCATGGGCCCACCGGATCTACTGGCAACCGAACCAACATGAGCACACATGCGATTAGAACACAAGGAGCACCTATCTGCACACCAACAGGACAAAGCAGCATGAAGGTGCCCTCCAAACCGGACGTGAAGGCGGGGTCACGTTAACCAGGTCCATACAAACAGGGCCTCCAAGGTAGACAGCCATTCGCTATACCCCAAGACCCTAAGCTTCACGTTACTCTGAGGTGTACCCAAAGCATGCAACGACATACTGCCTACGAGGTACAGACCCAAGCTCAACATGGCCTTACTTTAACAGGAGATATAGCGCAGCAGTGTCCGTTACGTGCCAGACCTCGGCCAACCTAACCCGCCACGAGGACCCCAGACACCTAGCATGAACACCAAAGCGCGCTGCGGGTACAGGTATCGGCAGATACCCCGAGCGCGCGAGAGAGTGGACCGCCACGCCCAGTCACTGTCCAAACGCAGGGATACCGACCGATCCTACGTAGCCTGACAACCCACTCCCCTCCAGAGGGAGCCCTGAAACGATCGCAAACGGGCCGCGCCCAAAAGGGAGGACAACCAGCACGGGCATTCCCGCCCGCATGCCACATCTCTGATAACCGTGAAGGATCTAGAAGTAGACTAGGGAGGGACACACTGGCCTGGACACCGCGCAGACCAGAGAACAGCAAACCACCAAAGGAGAGCCCTCGAAAGCACAACAGACAGTAAGGCACAACCATAGCCCGGCACTGGGCCCTCACTGAGCACTCAGATGCCACCTTCAACCCCCAGAGGGAAGAGCGTTCTACAGGGACATGCAACGTAACGTGACCTCTCAGTCGCAGGTTAACCAAGCACGCTCCCTAGCCTAATCGGACTACCTCAGAGACCTAGCGCGCGCGTCAGTACTCAAGAGAGGACACACACCAGCACGAGTGGCCCAGACGCTCAAAGACGCCGGATAGCCGGCCGCGCAACCTCTCCTGCACCCCCCAGGTGGAGGTCGATTCCGCCTTACCCTCTACGAGAGGCAATAACCCTGAGGCCGCCTTAACCTTAGAAAGGCCCTCCCCTGGGACCTCTCGGTTACAGACTGGAGCCATGCCCACACTCCATGGCCCAGAGCAGAGACCCCACAACTCCTTGCTAAATCGGCACACCAGACTCCGGGCTAACGCTGCGGGGCCTTAAGAGCTAGGAACCCAGTCTAAAGGCCCACCCGTGTACACTCGCCAGCGTAGGCGCCGTTAGACCAGGAACTGGCCTGAAGGCTCACAGCGGCGACCCAAGGGTCATAAGGCCGGTCGCTTACAATCCGCGGCTCGCACCCCATTGCCAGAGGACGCCTCGCGCGCTTGCACTCCCAGACCCCTGCGCAAGTGCCCAGGGGCCCTCGCCTGCGCAGTGCATAAGCCAGCAGCAGTTACTGCCACAGCGACCTACACCCACGACAAGCTAGGCACTGCAGCTAGGACGTAAGGGGGTAAGGAGCACGCCGGGCTAACATCCCAACGCCGGTACCCCGAGGCCAAACGTCCCAGGCCCATAGCAACATCGCACATAGACATGCCACCTGGAAGCCCTAAACGCCACCCCCGTCGTAGCACCCGAGCCTGAGCCACACCGAAGCCATGGCGCTGACATTACGCAAGCGCGTCTACTCTGCCCAAGGCAGCCGCGGCTACCTTGCCGGTACGGTTCACTGGCCACGTGGATGTGCAGCGGGGCACACCTCCTAAGAGCAAGGACCGCTGTATAAGCACATAGGCGCTGACTAAGCCTCTTAACGAACACAGCCCCATCCCTCTAAGCAGGCGCGGACCCAGGGCATCACCTCCCCACGCGTATCGCGTGCACAAGGCCACTCGGAGATGCCAGATAGGCCAGCAGCTATGGCACCCCGCAGATAGCCGCACTATCCCAAAGGCCTGCCTCAACCGGCCACCCCCCCTTCAGGAGGCCTGGCGCTTCCCAGACGGATGGCCTAGCCCCCAGGGTGGTAGTCCTACAGGGCAGCACTGAGGCAAAGCCTGAGTACCTGCTCAGCGACCTCACCACAACGACGTGCCCCTGCGAGAGAAGCCACCACTGCACCCGCACAGTCGGACACCCAAAGACAGCTCCCCCGAGATGCGCAGCACCGTTCCCCTAGCCGTGCCGTGCCCTGCACGCTCCAAAGCCCAGTCCCAGGCTCGAGAGCAGCAGCAGCCTGCGCACACCTAGGACACAGGCTGCCGACTGCCAGCACACCCCAATATCGCAGTACCACCTCCTGCCCAGCTGCGCACCACCAGCACAGCTGAACAGCACGGCTATCGAACCGTTAACGCCCAGTAGCACACATCAGGCACTCGAGAGGCTGCAAGGGATAGGGACCCCTTACACAGGGACCGAGCGCGCTAGCCCATGGCACAGCGTGCTACCCTAAAGTACCCGACCCCGGCACGGGGCAACGCCAAAGTGCAGCAGGGCCCACATGCTCGCAAGCAAGGCAAGGGCAGGGCAAACCTAGACGCTACCTGCCATAACGCGCACGCCCTCCGCTCTAGCCCTACTCGTAAGGTCCCCCTTAAGCCTAACAGCGCTGGGCAGCCCAAGTGTGGGAGTACGCCTACCCCTACCACAGGGAGCCCAAGGCGCATCCGGTCCAGGCACAGCGGGACAGGCCCAGCTCCGCCAAACAGGCAGTACGCCGTGAAAGACCCACGCAGCGCCACTAGAGGGCCCCCGCCTCGATCGAGCGACCCTAGCAAGCATCACACCCACTGCCACACGCCCAGCCGCCCCCGAAGGCAGGCAGGCAGCCCACACGGCTCCCCTAGTAGAGGGCAGCCCTGCCCGCACGTTGGAGCTCCTTCGCCAGTCCGGCCTATATGCACGCATAAGAGGCCACGTACACGTGGGCAACAGGGTGGGGCACGAGGCCACGTCTCTGCTAACTGCGATGGCGAGGGACAGCCCCGCCCCACAGCCCACAGGGCTAGGCCAACCGGCAACAGAGCACTAGCGAGGGCCACAAGCCATACGGAGGCACGCGTCCATAGGCAAGGCTAGGGGCAGCCTCCGCGTACAGGCGAAGGGCGGACCCAGCGAGAGCGTCGAGCCCCCTAAGAGAGAGGCGGCAAGGGCCGCCTACCCGGCGAGGCCCACGCGCCACGCGGCACGCGCGCGC
ACACAC

GTTAAAATCACCACCTCAAAACTCAAAGGAAGTTGCATCTACAATCGGAGGATACTAATAGACTGAACACGAACGCGTATCGCGAGTCATATAGCGCTCAAGCTCCACCTCAACACTAACAGCGTCCACCCAAGATTGATCTGAATAAACGAGGAACGATCGGGCCGAACGGTGATGTAGCCATACACTAAACTGCACGCTCCAAAAAGGCACAGAAAGCGCACCGGCCACGACCGCAAGCGGGTCAAGATCTAGCTATATACACATTCCCATCTCCTATAATACCCATAGTGACGTCGAGCGGCCCAGTCAAAAGACAGGGAATACACAATGCTACCGAACCGTTCCTACCGATATCGACCAGCGCGGAAGAGGAATGTAGCAACCCCACTCCTAAGTGTAACATTGAGATCAACGTCAACCGTAAGCGACCACAACCCATAGATCCAGACTAGGCGTACGGTTTAAATGAACGGACAAAACCGGAAACACGAGTTAACCCGCCCGCTACTAGTCAACCCAAGTGATAGATAGAGTAAGCGGGGAGTCTAAGAAAGCCCCGTAATCGTGTCCCGACCTGTCATACTCATTGTAGTCACAACGGGGGTATACCAATACATACTGACCGATCCTACGGCTCGAGTCGGAGCCAGCGACTCATCGCGACCCATAGGATCATCATCACTTCTCAGACTAACTCGCATTGCGCGTTACAATACGACCAGTCTGGTAGATGGACATTGACTTCACGGTGGACAGAACCAGATAACTCTGAGGTAGATGTACATACTACACATAGTTCCACTTAACACTACGCGTAGCTGTTAAGAATTCTAAGAAAAACCGCCCAACGATCAAGGATAACTCTACAACAGCTGTACAATGGCAACTGAGGAGCAAATCCGCCGGGTAACTTGGCAATTAACAATGCTTATACAGGAAACTTATGCTGCAAGGCGACAACCACTGTTACCTTCCCAGCCAAGTAGCGGTCAAGATAACGTCCACGAAGGAAGCCAGCGAATCCGCCCGTACAGAACGTATCATTACCCGAGAACATCTTAGCAAGAATCAGAGTCAACGAATCTCGAGGACGTAGGTTACACTGTCGCTGTAACCCGGACGAAGAACAGTACAGGTCCACCACAACAGCGTTAGACCACACCTTACGGTTCACACCACATCCACTAGAGAAGAGAAACTGGACGGTCCCTGTGAAAGAAGAAGTAGTAAGTACGTCTCGTTCTAACGAGCTAGCGAAACGGACAATAGGCATAACAGTGACAGTTAAATCCCAACCTTTAACAACGTTCACAATGAGCTAACCGTGAGCCATGACGAACCCCCGTCCTAATCCTTTGCGGTAGAAACACTCCCCGCGTAAGAACGTCTCGCGCCCGGTTACTCGTAGAACGCGGATTACCGGGCGGGGAAACCTAAAACGTAACCATCCCGTCCGGGTACCCCATCCCGCAACGGATAGCGTCCACCAGAAAGAGAATCAGGACACCACACTTACAACTCATCTGGACACCTCGTTTACTACTACTGCGATCGAAAAAAAGCCGCCTAGATCGCGCCGACACCTTAGACATAGGGTTAGCATGAATAAGAACGTGAAACATCCTTGTACCAAACATTGTGACCCATAGATCTATTCGCCCGGACCACTCAGAGATACAAAGAGCCATACCAGAGAATGGGCAGATGGGTTGACCGGAACCTCGCCGCTGACAGAGACTAGGAAGGAAGCCAGTACGTGTCGTATCACTACTCGCTTAAGTTGCAACATGAATACCGATCGGCAACTGGAAGCTGACTTCCACTGCAAGGATCGACCAACTCGGAGTCATAGACGCCGTGCGATCTTAACAGCTAAGAGATGATACCCGAGGAAGGTAAGCTGAAAACCTCAACCAGACCAAGAAAGCGAACGTCCACCGATAAACAGGGAACCAAACCATTAGACAAGGAAATCGAACTATCGCTATAACCGCGCAATGCCCGGTCGCGACCCCAACACAAAGCTACCTAGTACTACCTAAATCCCCACCCGAAGAACTCATTGCAAGATGGAGCCAATGCGCACATGCACTTTACAATTCGAGCGATCGGGCCGCGCCCCACTTCCACCTCCACTAAACCTTCAGTACTACTTACATTAGGGACCACGCCCAAAGGGCGCGTCCAACATCCAGTGGGATCGACCGGCGCCTGTAAGACGACACTATAAGAGTACCTTCGCTCACCAACACAACAAGCCACCTGACCTGGCTCACAAAAGCTCTGGAAGGTCCAGCCTGAATGGGGACTGGCAGCTATCAGTACTCCACACACATGCAGTTCCGGCCAATATGCACGAGTCAGCGCAACCTAATTAGCACAGACCCGTACGTGTCAAGTTCAACTACTGACCTCAGAATGAAGGCACCCCGGCCCACCCTTATCCATAAGATGATCGATATAAAGGGTGACTCCCAGTGCAACTGCAACCGACCCTAGCGACAGTGGACAATGCACGCCACCCACTCCAGGATGGATGTACTCTCAAGTCAGATTCGACTGAAGAGAAGGGGAACAATGACAAACTATCGCACAATGCCAAGTAGGGGTACAGCACTACGACTACGGATCCTTGACAAGCGGACGTTGATCCCACTATTCACAAGTAGAGTCGAGCTCGTTCAACGGCAGCACCTAAATCACACTCTAGCTTGATAAGGAAAGGGGAAAGAGCTTTTAACGGCTGTGCCACCCTTCAACCTGCTTGGCCTCCCCCTGTTCCCAAGAAACCGTACGCCCGGGACACTCCAGCTCTGAGACAACATTCAGAGATCCGTCCTATCAGGACACGGGCAATTGAGTGTGCTGGGAGCATCAGGCTGACCACTAACTGTACAAGTCTCACCAATCTGCCTACAAGAGTCCGCGAGACCCGCCCCAGCAAAGGTGGTTACAAGTATGAGACACAGAGTGCCTATATGCTAACCACGCCCTCCGAGGAGACCAATCGCAAGAACGTCCATCGCAACATCAAGTTCGGAGTGCAATAGAGCGGTAGCAGCAATGGCGCTGCAACACGCCCAGGTAAGTGCACCTTTAAGCTACAGGTTACGCCCAAGACAGCTAGTAATTGGACCCTCATAGTCAAATGCCACTCGGCCACAAATGACCGGCTCAAAGAGGGCGACACAAGCCGGTGCAAAGCAACACAAGGAGGTAAATCCGCAACGGGCAATACTAAAGCTTGTCCCACGAACCTACCGGTCACGTAAAATAGCACATATACAACCCTAGACAAGGCAAAGTCGGGGGCGAACAAGGATGGGAATAGCCGAAGCAGCTGGACATAGACTTCCCGGCCAAGGCTACAAAGGGCCAAGCAGTCTGACAGCACTTTAAATGGGCCAAGTAGCAGAACATTGGAAGGACAAGACCGAGAACGGCATACCGCCGGAGACCGCCGAATCCGCACCTACCCAAGAGTCTGCATATGGAACCTCCACCTAGGAGACAACTCCACCGCTCACAGTCAGCAACCCCAAGATATCCCAGACACGGGGCGAGGACATACCCCTGAGAGATGGCAGTGGCATGCGCCCCGGGCCTCCCCGAAGCAGGGGGAAGTCCCAGCTGTGCCCAAAGTCGAGATCGCAAGCGAGGGATAGTGACACAGCTCAAAGGAATAGCACCGGAGACCGAACAGGAAGGCCGCCCTCCCCTTAAAGAACGACACATACGACAGGGCTAATAGTCCCTGGAATAGGGACCTTGAGCCCGAAAGGTGTGGGACCTCAAAGGGTCGACCCAGAGCCCCCCCCACCACACACCACCATGCGAGTAGGACTCAGAACTTTGAACAGGGAATCCAAAGTGCGGTGCGGCAGATGCACAGCAGGAAACACCGAGTACACAGGGAGCTTCCAGAAGACATACCAAGCAAGGTTCAGCTTAGTGAACAAGAGCGGTACCCATGGGACAGTACGCAGACCAGGAGCTCAAATCAGCACGATCCATACGCATCGAGGTTTACCACAGCTGTACACTAGAAGGCGCTCACGACACTGAAGGGTACAATGGAGTCCAAAGTGCGCGCTACAGTGGCCCAGACAACACGTCCCAAGCCTGCCAGTCCCTTGCCATCCAGGGGTAACTGCGCGAGGCCTGGCCATGGCCCCTCTACCATTCGTCGTAGCCCACGACCTACTATGACTGACCTAACGAACACTACAGACCCAGGACCCCACGCTGAACAGCAGAGACACAGCCTCACATGCCCAGAGGGAGCCACCGAAGCCCTGAACAGTGACTCTCGCTACAGATTGCAATCGTACCCGTCCCCCCCTGCTCAAGCAGCACTACGTGTTAAGCACTCCGAGGCCAGCCGAGCTACCCGGAGCGGGAAGGACAAGCTGGAGCGAAAGTATCCCCTACACCCACAGATACACCTCTTCGCCAAGGAGGGAGGGATATGCACGGGAGCCCGAGAGGTGGCGCAGCTCTACATCTAGAAGACTCCACTAGACTATGCGGGCAGAGCACAGTCACGTACCACCCCAACTCCAAGGCGCAGAAGCCACTAGCAAGGGAGCTCCCACCACTACCGCCACGAGGCACGGCCCTGAGAATGTGCATGTACCGTTAGTGGTACTTGCCACGTTCTCCCAAGGAGGAAACGGTGAACCACTAAACGCCCCAATCCGGGCGCAACAAGGGCTTGCACTATGCAGCCGAGGACCACTTACAACCCTCACCTGCATGGTCGCAAGCACGTGCCTTAGCCGCATCAGGGTGGCGTACAGCTAGCCCCTAGCCGCCAGTACCGCTTCACTGAGCGGGCAAACCCAGAGAGGGGTTAGACTCCCAAACCCTCTGGCAACGTAACACCGGGCCACAGATCACAGGACTGCTTCCCTCAGCAACGTGCAGACGCAGATCGAGAGCGTCGCAACTCCTCCACTCGGTTAACCCAAACTGTCCACGCTCCCGATCCACGCACCATGCCGTACAAGTGAGAGAGACAGCTGACTTACCAGTACACCTCAGATTGGCACCGGTCCGCGACGCGTCACCCTAATGTTGAGCCATCATGACGCCGTAGCACCAAACGAGAAGGTCGCATACAAGCTAGATGCCCGCCTCGCCGGCCAGGCAAGCCACCCTAGAGGACACACGGATCACGTGCAGGGACAGCACAACCGCAGGTACCTCTAACAGGGGCGTCAGCCTTCATGAGCAACGGTCATCTAGCCGTGCACCCCTCCCCTCCTCTCCCCTCACCGCGAACAAGGCACTGTGACACCCGACTTACCCCACGATAGCCCTGTAGCAGCCCCGGTACACATCGCAGACATGTCCACGCCAGTGCACCAGGTCAGAGCGAGGGGAAGAACCCCTCCAGCGAGCGCGTAAAGCTCACCATCGCTGGGCAGGGAGCATAGCAGGACGACCAGCCATGGCAGACGGCTAACCATTCGGCGGCCCGTATTAATGCCCCTAACAAAAGCCAGGCCAGGTCACCACCAGACTAGTGCTAGCCCTGACCGCTAAGGTATAAGCAAGGGCTTACCTACAAACGCTGCTCTAGGTCTACTCCTCAGCAATAGGCAGCGTGAAACCTGAACGCCGAGCATGGAACACCGCTCCAAGCCTACTCCGACCATGAGGTGCCCTGCCCCTCTCCGCCAACCCTTACATCTAGGCCTACCTGCACTGTGCAGGCTAAACGGCCGACTCATACGCCCGATAGCTAAAAACCCCAAGCCACCAGGGGCCTACCACGTCCAGTAGCGGACGAGTCTAGCGCCACTAAGACCACCCATGCTCAGACCAGGGTGAGTCTTAGGTGTAAGGCCCCAGCCGCGGCTATACGGATCGTAACGAACGGCTTTAAGCGGGAGGGACAGCATCATTGGGCACTGGAGGACCCCGGCCAGGCATACGCACCTAAGCCGCGTAACTGCTCACACGCTACACGGGGACCAGCTCGGCACACTGCAGAGTTAGAAGCTCGGCCACAAGCGAGACTGCGGCACCCTGCCACACTGCACACTCGCTCACAGCGCTAGTGTCGCCTAAAAGCACCTAGCCCGTGCAAGACCCATCGGAGCCCGCAGCACATAGCCAGTAGACCAGGAGCATCCCGACGTCGGCGACCCTAACAGAGCAATGCTGACACTGGCGCGCCGTGGCAGATGCAGACCTAACGTTCACAGGCTTAGAACCAACCGTATCGAACCCGTACACACATGGCACACCAGCGTGATGTGCACACGGACGCCTCCCAGGCGCTTACTCGACAAGGCTAGCTGCGGAGCAATCCCGAGAAGCGCCAGAAGACGCCGTGTAGCCGCAAGCACCGCCTCCAGCCTAAAGCGTACTCCCCAGGCCGGCCCAGAGGCACTGCGCACACAGCGGACCGGCGTAGCCCCCATGCAGCCTGCGAAGCCCGGGACCGCGTCACAGCGGACGTGGAGTCCCCACCCCCAGCGACCCCGAAAAGGCGGGGCAGCAGTACCTTAGCAGCAGGGGCCAACCCTGCCAGGCAGCAGCGAGGGCACATGCATAGACCAGAGCTAGGCAGCAACACCCCAGATACACCTCTGCGGAGCCAGCGAGAGGGCACCCTAAAACGCCACTGCCCTGCCCACAGGCGGTCGAAAGGGCCGATCACGTCTACCCAGCACACGTCGTTTCAGCTTGCAACGCGGCGCCACATAGGGCCCCCTAGCAAGGTCCGGACCCCGTGCCCCTCGACACGCGAGCCCTTAGGGAAGCCCAAGGCACAGGCGGAGGAGCACGTAGCGCTAGACGCTGATAGGCAGAGAGAGCGCGAGCACGCCTAAGCGCGCACCTAGGGCATCCCTACGAGCGCACCCCTGCCCAAAGCTGCTAAGGCTGACGCGCGCCTTAAGTGCCAGCTCCGCAGGCCCTGGCCAGCCCATAACGAGCAGGCAGGCGCACAGCGAGCGCAGAGGCCTAGGCGGGCACCGGCACACCCCCAGCCCCCGCTGCAGGGCCGCTGCCAGGCTCGCACACAGAGCTGGCAACCAGTCCGTGCTAAGCCTCCAGGGCCATAGGGCCCTAAAGGCCAGAGCCGACCCCGGCGAAGCACGCGGGCCCCGCACGAGGGGCGAAGGCGAGAGAAGGCCTACACGCACAGCCGAGGCCCCGGCACCTAGCAGCCGCCGTCGCCGCGCG
ACACAC

CACGACCATCGACGCAAGTTACAAAATCAGTGTAAAATCTAAGAATCAAGTAACCATTTAGTACTACGCCCAATCGTATAGTGAAATGTGATATACCCAGTCACCATACGTCGACCTTCAACAATCGTGCACATATGGATATGCATGGGACCGAACGCCCGCCAAACCAACCTACGGAAGACATCTCCATGGGACCTAATAGTCCATATCGTAACATAACGACATAAGGTATTACCTCAAACTTCCACACTAAATCACACCCCGCGTTTCACCTAAAATGCTATACAGACAACGATCGTCGGCGACAAACACCGCCTCAATCCCACATGAAGGTTCCTTTAATGGACAGGAATATATGGAGAGTTAACCCGCACCCGTGATACACCACACAGAAGAAGATAGAGTAAGCTCACACAAATGATGGACCCCGTACATGTACTTAAAGATCCACCAATAAGAGTGACCAACGTCACACCGTGCCGAGACAACGACCCTACGCGGGAGATGCAGTCATCAAGTGTCACTCGCATTGCGCCGTAGAGTTCCAATACGCTGGTAAAGTATAAGGAGAAAGCAATAGGACTTCACAACTCTCCCATCCGCTTAATAAGGGGATACACTCTCAGAGCGAGGACAAGTCTGAACCATAAACCTACCTATGGTAACAACCACAGAGAAACTCTAATATTGACTACGAGTCGCGACCGCCTATCCAAACCGAAGGTACACGCCCTGGACAAGGTGTAATCAAACAAGAGGACGATGGCAGGAGTAGTAGTAGTGTTAGGGGGAACCAATCCAGAAAGACCAGTCCACGGAACAAACGGTCATTCCGATTGCTAAACAACGTATAGAACGCTGCGCAATACCGAGTCAGAATACCTGGAACACTACCGGCCCCTTAGAGGCCAACTATGAGACGTAGCGCAAAAACGTCTGCACCATTAGAGCCCGACATCAACAACCCCACAACGCATCCGTTAGGAGCGCGAGGAAGCGTCACAAGTAGGTCCACAGCGGGATGACGTTACAACGTGGTAGTCAATCCTCTCCACACATGAGCGACCCTACGCAGACTAACAGAGCCTGTGAATTAGGAAGCCGGGTGCATAAGCAGTTCTAACGAGCCAAACGCGTGAAGAGGACCTTGGCAAGAGGCAATAGAGCTACGTCGCAGACAGACAGTTAAATACTATCCAAAGTGGAAATTGGAACCTTGGTCACGCATTACAATCCCGCTTCACTCTGCCTCCAATCTGCGCCAACAGTCTCCTTCCAACGCTACGAACCCGTACACCCGTCACCACTAGAGGAAGGAAGGGGAGAATGCAACTTTGCCCTTCCCCCCGCACGTCTGTCTCACACACCCGGTTAGAACGCGCCGTAGCCTACAACACCGCCGGCAGCATAACAGCGATGTCCATCAGGAGTGAGCTTCTCGTTGTAACCCACCTGCGAAAAAGCAACCGCGCCGACCTGAACTCCCCAGCCAGACACGGACTGCAGCTCCGACCCCTAACAATGCTCCCAACACAAGCAAGACCATAACTGACAGCCATACACCTGTCACCAAATGGGAGGGAAGTGGGACAGACAACCAGTACCACCACGTTAAGCGAACGTGTCCTTACCATCATGGACTACGCTTTACCACTAGTAAACAGTACGGTCCAAGCTCAAAACAGTCCGAGCTCGCCAATCAGCCTAATACAATCAGGGGTATGAGCAACCTGACCCATACTTAAGATCTCCAAGATGCAAGAGCCATTCTCCCAAGACGCCGCGATAGCGTAATCCGGACTCCAGGCAGCAATGCCACTCTCAAGAGATAGGTAACCAAGCGCTGAACCAATCAGCGTACAACGCCACCCAGGCGCCATTGCCCATCTCGATTGAAACGTCACAGTCATCTAGGAAAGCATCCTAATGGTACACGGCAAAGACACCGCGGCGACCCAAGGCGTTTTACCAAGGCTCGGCCAAAGCGGGACAAAACGCAGGTGCGGTGAAATAGACAGATGGCTCCCCCTTTACAAGGGAAATTCGCGGGCCTCTGCAACAGTATGAACAATGCTACAAGTCAGACTGAGTTACGGTGTAATGGTGCTACAAAGGGCGAGTGGGATCGACCAGATAACTATAACCAGACATGGGGTCTTACATTCAGAGACAAGGCGGGTGTGAAGCTATACACCTCGGCCAGTTAACCCGTACGCATAACCTTTCGTGTCAACCATCGCAACCGGTAGATGCCAAGCACACAGACTCCTGGTCACGACCAAGCAACCCTACAGAACCAGCTGAGGGTAACTGAGAATACGCCCGATAGGACACAGGAACCTTCCCACCTAGACTTGCAGACAACACCAGCAGCCAAAGCGGGCCACAATCCCAAAATCGAAGCATAGGTAGACAAGTCACAACATCCATATCCCGTAAGGACGGTACCTGGCCGATCCCGTGCCAAAAAGGCCTAAAACAAGGCTGTAACACCTCAGGTGGCATACCAACCGTCACGTAAGGTTGATACACCAAATCGACAACCCCGACCGTCAGGAACGATACGAAAACTCCGATTCAACCGTGAGATCTGGACAAAGAACAAATAAGGCGGACAGAACTTGACCAGCGAGACATCTAAGCTCACTCAGCGGGTTACTGAAGCATGGACATCGGAAAGTGAGCTGGACATCCGAACTAAGCGAGTCAGCAATCGCACAGGTCACAGCAAGCGCTACAGTGCATTGCCCATCGCCCAAAAACACAAAGCACATAAGCAGTGCACAGACGCAGAGAAGCGGAACTCCTCCCAAGAATGCCGCAAACCTAAGCCTCTGAATCTACAGCGGCCGGGACGAATGCCACGCAGTCAGAATAACGATTCGGCAACGGGACGCAGCAATAACGTCACCTAGAAACACTGAGCAACAAAGGCCCCAACTCTACCAGGCGATTGGGCCACGACGCCCCCGGTCAGTAGAAAGCTAAACAGGAGACGTCCTGTCCGGGGCAGAGCGAGATCTAACAGAGAACCTGCACCAACGAATAGACATCGCTACCGGGCGAACATGGCTGTTCATAGCCCACGAGACATACCCCCCGACATGCCCCGGCGGACCAACTGACCTGCTAGGTTTAGGCTACCGTCTCCTCAACAAGCTAAACAGGCTCACCCCATGCGTATACCTAGCCAACGCCACCGGGACTAGCAGTCTACCGACAAAGACCATGGGGACTCCCGAGTGACTCCAAACCTTCAACGCACATCGCCTCGCAACCTCGCGTGAGCAAGCACATATGTGCACACTCAGATGCTAACCGCTCCGACTCCGTTAAATCACCAGATCCCAGTTCCTACCCACTGCAACCCTAGTCTGAACCTCTACCCTCATGCGCGAACACCCGGGCCATCAGGGTTAACACCCGCCAGACGATCAACCTGAAATAGGCAAGTCGACGGTAAAGGCAAAGCAGCTCCTCCCAGTAAGTCGACCGTAACAGCTAAGTAGCCATGCACTACGCAGGCCGAGATCACCAGCACAATGAGCTTACCTCCACGCCCGACTTACAGCACTAATGGAGCCACCCAGTATGCATGTCAAAGCCACGCACGTGAGACCTGCGACGGAGACTTACAACTGCAGTTCACTAGGAATAGCACCCCCAATGCGAGGGGACCGCCGCGAGGTACCCCGAACCCTGCAGTGAAGTACCCCTTGACGGTGCATGCCCACCAGCACTGAGCACAGGTCCAAATAGCAAATTCCCAGTCATGTGGCACTAACCAGAGACGTCATATACACACATAGAGAGTACACAGGGATAGCGCTATAGGGACCCGGGTCAGAGAACACCTCCAGCGTCCGGTAGCGGTTCAAGCTTAACTAGATGCTGAGACGAGCTCACGCTAACCACCCCCATACGCTAAACGCTATAAGCCCTAGGAGCCTTGTACACTCCTAGCTACTTATAAGTCCAGGAGCACGCACGGCGCTACAGTGGAGAGTAAGACCTACGCCTGTCCCACTTGGAGAAGCAGCTGGAACAGGTAGGACTAGGCAACACGTCGCCTGAACGACTATGGCCCCCCACGCCCACACTAGTGGCTGAACCCAAGAAGGCCTACTCACCGTACCATAGAGCAATTAGGGAGACCCCAACCGGGGCATAAGCGGGCAGGCATCAGGACAGCAGCCGCTAACGGCGGCCCAAGCGGGATGCCCACTGCAACTACGAGACGGCAGGTTAATGCATATGCACATTGGCGAGTGCACCGATCCCAGCCCTCACACGAAACGCAGCCCTGGAACCCATCGTTACAGGTCAAGTGTACACTAGCACATCGATACCACTATGACTGTCAAAGGGCCGCCACGAAAGGAGCACCCACTCGAAGTACATGACCTTCTAATACCCGCCAAAAAGGTCACCGCCCGTAGCACGAGGGAGGCAAGCACCACTAGGTGTACACCTACAGAGCCAAGGGATACCGACCCGTTACGACACTACGTAACCTTAACGCGGCCTTGCCTGCCAAGCAACCCAGGACGATGAGCGCCCAGCCATCGAATCAGGGGACACTCGCGTCCAAGGCTACGGACCCTCGAGACGGCACAGACCCACATAAGCATCCTGTACCACCACGGCCCCAGCTCCATGGGCCAGAAGCTCTAACAGAGGCCCCAGACACCGACGAGTATTGGAAGAAGCAGGATCCGGTCCCCTCCGGCACAACCCCTCGCTTCAAGGGGGCCTACCCAGCTGACCCCCAGCCCAGATATCACATAGCTGTTAAGCCAACTGGCAAGAGTCCGACAGAAGCTCACAGCTATCCCCAACGTGAATAGCAAGGACGGCACAAGAAGGGCATCCCGTGCAGGCAACCGCACAGCTACACCAGAGCCCTTCACGCTCCAAGCCCTAGAGGTGCAAACTGTGATGCTCGCTGTACCTCAGACCGGTCCGCGACGCGTCGCCACCATGTTGCTCGTAGCACCACTTCGCACACGTGAGTCCGATGCCAGCCTGCACTGGGCTGCCACGGCTATCGAACTACAGCGGATAGCGTCCAGGCATAGTTAGGGAACCAAGCGTAGGTACCGCCTAGATCGCCAACACTGATCAATGTGCAGGCACACCTGGGGAGGACTAGCACGATACCCGGCACCCTTAGCCCCCGCCAGCGGCTCAAACCCAGGCCACCCTAAGCACTGCCGCCACCAGGAAACACCCCCCACACCTGTAATCGGCAACCCCAACCCTGACTCCACGTCCGGGCTAACACATAGATGCCTCTGCAGCCAGAACAGCAGTCACCATAGCCTGGGACACCTATAGACAGCCGGAAGATACACTGGCAGAGCAACTGCCGATCGAGATGCACCCAGGAGGGGCCTAAGACCAGCCGGCAGAAAAGGCCTAACACTGAGCTGCGCACGTAAAAGGGTGCCTGAGACGGCCAGCTTAGCGTTACCAACCCCCGCCAACGCTGGTCTACCCAGAGACACACCACAGGCAGGAAACTCGCTCTTAGAAGTCAGGCAGCCTATCCCCTCCACGCCGCGCTAGAGCGCCAGCACTACGCAGGGTACCCATTGGCAGGAGAGCTCGGCCGAAAGTATCATAGGGGTACACCACATGGATGGCAGTGGCTCTAGAGAGAGACGGACGAACATACAGGGACGGATCCAAGCGACTAAGCTGCCCAGGGTCATGGTCCAGCCGAGGGTACTTGCCAAGGGGCGCTACGTTAGAGGTTCACTCTCCAGCAGCGCAAGCCCAAAGATGCCGCAGGGCCCCGGAACTGCTAGGATGGTCCGAGGGCAATAGGCAAGGAGGCCAGGCAGTAGGCAGCTCCAGCACAGCAAGGGGCACGACAGCACGCGTAAGCGACCCTCAAAGGGTCCTTAGCCGCAGCGAGGACGAGTCCCACGCACACTCCGCTGCAGCCACCGTCGCGGCCGAGGGCCCCCTGCCAAGCGCACCGGCCGGGTCCCCTGAGATAACCCCACCCGTAGAAGACCCGCAGACCGTTGCAGCTAGCCAGCGAAGCTGAGCTTCAGGGACGACCTCACTTAGACAGCCGCCTTACGTACGGGCCTAGGGTACCCTCCCACGTGCAGGACCCCCCCCACACTGGTGCTACGAGAGGAGCTAAGCTTGAGAGGGGCAGTACGCTCACGTGACACAGGCAAGTCCCGTGCCAAGCCCGCTCGAATTCGATCGCGAAGCACACTAGACAGCCGCCCTAGGCCTGCAGACTGCAGGGAGCTCGACGGCTAAACCTACAACACGCACAGCGCTCTACGGGGCAGCACGCCTCTACCCTGCAGGTCCCAGTAGGGGATAAGACACGCCTCCAGTGTGCAGGACCCCACGGCCTCAACGGATCACGTGCAGGCCGCTCCCCCTGTCGCTTCCGCTCCACTAGTACAGGGGCAGCGAAGCATGAAGTGCAGCTGCCCTAACCAGTCCCGTATACTATGCCTAAAGGGCTTACCTTTAAGGCCCCTCCTAGCATGCAGTGCCGCGGCAAAGGGCAGGCGCCGCGCCAGGCTGCCGCAAACCCCAACCCCTAGGCTCGAGAGCGCCTAAAGGGCACCCTAACATGGCCGCTCCCCAGGGCGCTGAAGAGCTGAAGCCCCTGGCCATAGGAGCAGGCTGCTCGAGGGCACCTGCAGCCTACGTGGCCTGGGCACGGGCAGGCCAAAGCCTAGCGTGCTAGGCGCGTACGGGCCACAGTACCCTCTCGCAACAGCCGCCAGCAGAGAGACCGCCCCAGCGAACACTTTGACACAGAGCCTCAAGGCTAGCGCGCGACGCGGCCCAGCTAGCAGAGCCCAGTGCGGGACCCTACACATAGTGCCGGAGGGAGCCACGCGCACGTCGAAGAGCCGCCAGGCTGCAGAACCCCGGGCAGGCACCCAGCCCGAGCCCCTGTGCACGTTCGCACCCCCTAGCAGCCCCCCCTAGGCACGCGTCTAACGTGTAGCAGCCCTTAGCGAGGCCCGAGGCCCCGCGGAGCTCAGAGAGGCAGGCAAGGCCACACGCAGGCCTAGAGGCGCCCTAGGCGCAAGGGCCGGCGTAGCGCACCACACGGCGCGC
ACACAC

AGCGACAAACATAAAGGACGTACGCAGACCCTCTTCAACACCACCTAAATACAGATCGTCTTCGAACGCATACCAGAAAGTGAGCATCAGCATGAGAAGAGTAAATGCGTAAGACACGAGAACTGATCTAAAACTCAAAATGCAAAAGTCCCTACAGCGCGCATGATAACTACCACTACACTACGAGAATGCAGGGTGCAATTGAACTGCGCTGAAAAGTCCCCGTGCCCACTAACCCAGAACGACAATGACACCGATATACTGCGTATCCATTGCCCATCATCGCGACTTTCCAGCAAGACATGGCCCGCCATATAGCACTTCCTGATACCGTAGCGTTACAAGTGTACCAGTAAGTATCATGGCCAAAGACTTCACGCATGACCTATAGGCACCGTGAAAATCAGGCAGATACCTGACAGCCAAATAAAGATATCGCGCTTACAGTTCCTTACACCCAAGTGCAAACTGGGAAGAGCGATCATAAGGTATAAACCTGTTCCAAAGAACCGTAGCAATCAGCACCCGAAGTGGATCAGCCCGAAACTCCTCACCACCACCGACCGATCCACTAAGCAAAAGCTTATAAAGTCAAGTTTGGCAGAAAGAGATAGGATACTAATAAGACTCCTTGAAAACGGTCGCCCGACGTATGAACTAGCTTACGAATACTCATGATCTGCAAAGGATATCTAGCGGACCTACTGATTAGAAACGAAGGTCTTAGTGGGAAAGCAAAGTATCGAGGAAGCGTCAGTTCGAACCTGAGCTAGCCTTAAAGCTCACCTATAAACTTTGGAAGCAACTTCCCAGCTAACCCCACAGCGACGACCCCAATGGATCCTAAAGTAGTACCCACGTGAAATATGGCTACAGATGCTAAATAACCAACTGATGTGGGGTACCCAACCCCAGTGAACATCCCCACACTAGTGACTTATCATGTTCAGACGAAGATTAAGCAGACAATCCCCGGAGCGCAGAGACATCAGAACTTAGGGATATGGACGTGAGGCCAACCGAACCAGTGTAAGTCCAATTCCCATACCAACTTAGCCCCGCCATAAGTGGCCAGAGGGAAGGACACTAGAACTCGTAGAACGCGATACAATTGGGCATGCAATTACACGAGGCCTACACGCAAACCCCATCCCAGACCCGCAAGGGTCAGTCGAACAAACAACAGCGCCACCCGAGCAAAGTGACCAGGTACAACTCAAAGAGCAGCCGCCTACCGACAACAACTAGGATCGCACCTTAAAACCCTACAGACATTAAAATGGCCTATTCATGGGAAGATCTACGGTCATTCGCACTAACAGGAAACGGTGAGGCTGAAGACCAGCTTGAAAAGCCCTCTCCTCACCAAATGGGGAAGTACCATACACCCAAAGGAACCCACGGACGATGCATTCGCCGGAACCTCGCGCGGGACTCTACCCTCAAAGCCACACTAGGATGAATACAAAGACGTTATAACTACCCAGACTAGTAGACTACCTACTCCAACCATCGCCAAGATCCCCACAACAAGGGCCCATAAAGGCAGTAGAAACCACGCCATTCGACCTACTGCAACAACACCTATGCCCGCAGGGAACCAATCACCCATCCGAGATCAGGTTGGCCGGAGGCGCCACCAAGACAGTCCATCCAATACTAAGAGACAACCTGCATTAGCGTCACACTATCGAACACCCGGTCGATCGAGCGACCTAAAGAAGGTCAGAAGTCCCCCCCCTCGGCGGGACACTGTCCCAGAAGAACTCCACGCCTACACCCAGAAAGATGCTGGCTGTACTCCCCCCACTCAACGATACAAACAATCCCACCTTCTAGATACCTGTCACTTACGAGGACAGCCATCTCCACATAAGCGATCTAATCTGCGGAATACACTCGATCGACCGGCGCGACGACGCGTTACAGGAAACCACTACTATAGAGAACGTAGACACGGCAAGCCGATCGGAAAAGGGCCCCACGCTTCCAACAAGCCACCTGCATGGGAGGTTAGAGACAGGTGGAGTCCACGCATTAATGTCACTTGGAACACCGCAAGCCACTCACGTTATAGGAGCAGGGTGAACTACTAAACGGGCACAAGACTAAATCATCGCAAGACCAGGCGATAGATCTACAACCCCCATGATCATGCCCAAGGGTATGTCCCCAATAAGAGTGAACCGAACGTAACACCGGCTAAACGTAGTAATCAACGGGTAAGATCACAGTAACCAATTCCTTTGAACTCCTCCTCAGATACGCCATGTCAACCCCAACAGTGCCAAAAGATTGAACATATCTCCAGGGGGAGTACCAGAAGACAAGCGGACGTTGATCCCAAAGCATTAGGAAACTCCACCATTAGATGCACACAACGAGCTCGCACCAACTCTAAACCTCCATTGGAGATGCATCGAAGATCCCCCAACACTACCCCCATGAAGACGGCCAAGACTGTAAAACCGTAAGCGTACGCCCCCGGCCGCTAAACTCCAGCCTTCCAAAGCTGGCAACAGGAAGGGATCCAGAATGCACGGGGACCAACCCAGCGATGGCCCAGTACACATCATCACCATGTCGCCGACCCCGGCAGACACAGCTGACACCAGATCCCAAAAGCTGCAAGTCGAACTCCCTTGCATGTGAATTGCCACACGACCCACCGTGTGAAGCTGAGGGAACCATCGGAAGAGACGCGGCCAAGTGCCACGCCTATCAATCGCAAGGTGAAAACACGTCACAGCCCAAAGCGCTATCGATCTTAACCACTCCAACACATACCTAATAGAGCAGACGCGCCCACCCTCAGGGGACCCAAGGCCGGGACTCAGAGCACGAGCGGCAGCCACAAACCCAGGTGCAATTCGGCAACGGCGGCTCACGTCAACCCACCCTAGAATGAGCCAATCATGCCCAACACGTGACGTCGGGTACAATGCTCGCCTCCATCACGGTCCAAGGTTCCTGTTAACGGCCAGTCGGATAGTGCGAAACCTGATCGCTGGACTCAGCAATAAGACATACATAAGGTAGCAAAGGTAGAGTAGGCGAGAGCGTGGCGGACCAACTGACGTGCCATAAGCAGGTTTAGCTAGAGGCTACGTGGCAACTGTCCTTGTACGTAAGCCAAGCGGAGGACCTGGAGGTGTAATACACCCATGCAGCACCCCCAAACGAGACATGGGCCCCACACTCTCACACTACAGCGCCCGCTCCATGTAGCTCAAGAGACACCCTTTCCATCGCCTACTACAAGAGACCTAGGTTAGACCTGCAGAACCAGCTTAAGTTGCACCTTACGAGATAGTCCAAACACCAAACGGCCGTTAACTCTAACTATGAAGGCATCAGACACGGGGCCGAAGCTCTAGACCGGGCATGCCACACTAGAAACCGAGCACAAACAGCCCTAACATCCACATTACGGCGCCAAACAAGCGTGGAGTGTTAAAGCACAGTTCCCGCACCCGGCTAGACCGAATTAGGAGTAGCCCTTAACTACCACCTTCAACGACAAGCATCGCACTAAGTAAGCGGCCCCATGCCACGTACATCGCCCGACCACCTGGCGACTCCAAGGTAAGCTAAAGACCCACAAGGATGCACAGAACCAGCCAGCTCCAAACTCGAAGTCCCCGCCGCCTGTCAAAGGGACTAGCAACTATGGGTAGACAGAGAAAAGTGACACTGAAGCCGTGCACACTAACCATGTTGACATGCGCAATAATGGGGGAGTACCGACAAGTCTAAACTGTACTTCTCCTATAGGGATACGCAGTAGGACCCATGGCACTGCCCCACTGGCATCCCACGCAGACTCCGGACTTAGCTGCAAGTCCGACACTCACTTCTAGACAGCGCTTCATAGGAGCTCAAGGATAAGCTAACTGCTAAAAGCGCACCGGCACTGGGTAGCCACTAGACGATCCAAGGCGCTCACGACACTGAAGATAGCGCACGACAGGAATCGTACATAGCACGTCTTCCACAACACGGAGGCAAAGTGCATACCGAAGACTAGCCACCCCACCACCATGGAGTCTAAGAAGGGGGAGAAGTGGGCATCCGCTGACCACACTACTGCGACAGGACCGCGGAATGCAGAGGTGCACAACGGATAGCCCTATCGATGGAAGCTCAAGGACCACCCGTCTAAAGCCAGCCCTAATCAAGGGGGCAACCGACAGCCTATACACTGTGACTCTGCAATGCCTTCCCCAGCACCAGTGGGACCCAAGGGTCACCGCAAAAGGCGGGGCATAGACAGATACCAAAGCAGGCACACAGAACGTATTAAGCATGAGGCCAGGCGCAATACCCCGCGAGCCTCCAGCCATAATGGTGCACAGAAGTCGCGTCTCAACCATGGTCCCACACGGCCTCCGCCTAACAAGGGACCCCTTCGGACACATAGGCCCTTTAAGGGATCCGTTACGGGTAAAGACCAAGGCTCCTGAAACGCGGCATACCGCCTGACTTGCCATGGACAGCGATCCACAGGCGAAACGTCCAGCAGGAACCGTGCCAGCAGCATCACTGTTCGCGCAAAATGCCATGGCCCACATAATGGTCATACTCAAGAGGAAGCTTGAGCGCAAGGTGACGTGGAGAGCCAAGCCAACGTAGCAGCGCAAAGGGACTGCAAGAAGCACCAGGCGGCACCACCCAGGCCGACCTCACAGTAGACGTATACGACAGCCTCTCAGAGCAAGGACTCCTGCCAACGTGCTCGTCGGCAGAATAGCCACCATAAGTGTCGCTACAAGTGTGCAGTCAAGGGGCGAGTGCACTTGCCATCTAACGCTAAACCTACGTACAATCCTCACTGCTACTGCCCCGCGACGACGCAGTACTACCCTAGCTCTACATGTAGCCGTAGTCTGAAACGAGACAGGGACCCCGCCACGAGCATACCTGTGCACATGTACGGACACGGCTGCCGCAGCAACAGCGTCCAACAGGCCCCAGATGACCGAAGGCCCCTACCACGTACCAATCGGCTAAAGGTACCGGGGACTGAACCTCCTAAGGCCGATGTGCGCCTTAAGCTATCGTCAGCTGCTAAGCTCCAACACTCTTCTACCAGGACACTCAGCTTCACGTGCCAGCTGGGAGGCACACAGGGGCTCACAGTCGAGGCTAGACCACCAGAGGAGTACGATCGGCGCAGACAACCCTACGCTGCAGCCAGCGATAAGGGGGCACAAGAGGGTACAGTAGGGCCAAAAAGGTCAGATCCACCTACAACGCAGGTGGAGTGGCATGCTCCATAGGCTGCGCGACCTCGCACCCGACGCAGGGTTACTTGCACTGAGCGCTCCAAGCGCACCTGCGCTTACCAGGCACATTGGCCGTACCCATGCGGGAGTAGATGCCGCTTCCGGTCTACCCTGAAAGCAGAGGCGGGAGCACCAAGGCATAGCACTCTTACAAACGGGGCAACTGAGAGTTAACCCCTAACTAGCCAGCAGGCCGAGGAAGGACCTCCCAACCTCTAGCTTGTACACACACGCCAGCTCGAGTGCGCCCTTAAGCCTACCTAAGGAGAGCATAGGGGCCCCCCGATCACCCTGCCAGCTGAGGAGGAGCTAGACCCTGCAGGGACGGATCCAAGCGCGATGCCTGCACAGGCTGACAGGCCCATAGCGTTTAGCCCCACGCTACACGCGACGAACGCGCGACCCCTCCACGTGAGCCCGAAGCAGCGCAAGCACTCCCCAGTACCGCTGACTGGACGGCCCCCGCGTAATGCGAGACCCCGGCATAAGGCAGGGTTACACCCCTCCGTGAGGTCACGCGGACATCGCGCGCAGCCTCGGAGCACGCGCCAGCCCAGAGCCTTAGAGACCTCGGGCACAGGAGCAATAGAAGGCCCGGTTCACACAGAGGTCCACTAGCGCCTCCCACCCCCCCCACAGCTACGCATGCCAGTGCGCGCCCGTGCACAGTACCCGTTCCAAGCTAACTCTCGAGCCAGCTTTAGTAGCAAGGAGCCCTCGAAACCGGCCTCCCCTTAGCGCTCCCAGAGTCAGCTTAAGAGCTGCCGCCCCGCTATATGCAGCATCCCCCCGGGCAGCAGCCTCACAAAGGAACGTTAGAGGGCTGGCCCCCTAGACAGCAGCTCGACAGGGGGTACACACACATCCGCCGCGCAACCAGGCAATAGACCTGCTCCACAGCACAGCCACTGGCGAGGGCCCCCTAGCTACCGAGACCCTACGCGATTGCAGGGCAAGCCTGACAGTGCTAGGCGACACCAGCCCGCCTGAGAGCTTCACCTGCGGGGTAGAGCCCTACGCACAGGTCCACTGCAGCCCACCCAGGACGAGCCTCTGCAACGGAGCCCACACAGCTCCTCTACAGGGCCGGACAACGCTCGGGCTAGACTGCCAGCTCGCGCTACCCCTCGGGATACAGAGCAAGAGCAGGGAGCTAGAGCTAAGACAGCAGCTGGGCCGCCTACTGCAGCCGGACCCAAAGGAGCTACTAGGAGAAGCCAGTGCCAAGCTCAGGGCCGAGTCCGACGCCGCAGGCTAGGCAAAAGCGCTGGCACCAACGCCAGGGGGCCACAGGCTCGCTGCCGAACCCCAGGCCACGCACGCCCTACACGCGCGCCACACGTGCCCCCCACGAGCCGCGCGAGCGTACGGGCCAAGAGAGACGAGTACCTCCCGCACACCTAGCCGACTAGGCCCAAAGTGCAGCTGCAGCCCCACCCGCACATAGGCACACGGGCACCAGCCCAGCCGCAGCACTACGTCGATGGCGAGCCCTAGCCTCCTAAGCCGAATCAAGCCTCGCGCGGGCCTAACAACCGGGACCCGTTAGGAGAGAACATCGGCCTAAGGAGCCCGCTGCACGAGGCTTAGACCTAGGAGGCCTGCCTACGCAGCCGAGGCCACCCTCCCTCCGCGTCGCCACACGAGCGGGAGAGGCGGGCCCACACGCAGGCCCACGCCACACGCAGCCCGCCGCGCA
ACACAC

CAACTGCTGATCTATGGAGAGTTAACCCGTCCCCCCAAAGTCGGTTAAACCATCAACCTTCCCCCGCGGGGAAGGACTAGATGGCTGCAGCTACGACAAACAATCGTGCAATTGTAGTAAGCTGAAGTATCAACGGGGCGTGCCGTATACACCAGGACCGATAGTGGACGTATCGCTCGAGTCGGACATTGGGAGAACCTGAAATCGCGAAGTGACAGTTGACACTTCACTCGCATTGCGCGTTACGCCCACAATCATCATTCAGCACCCATAGGAATGTGCGTATGAAACACACCCATCCGCTTAAGATCCCACCCAGAAACCAGAACTACGCTGAGAGCGCGGGGCAGACTGAGGTATAACCACCTCATAGTCCCACACGCCTATTAACTAGCAGGATAAACAACAATGGAGTCAGCACTCGCCACTGAGAACTGTACTAGAATCCGCTACGTAAAGTCAAGGCGAGGGAACCGAATCGATTGCAGAACGGACTTAACCTGGCCAAGACATAGAACAGTCCAATCAGCGCAATCACCAACCCGGCCCTCGAACAGTCGCATCCGTTAGGAGCGCGCTAGCAACTGAATCCTCCCCCGAGAAACAGTGCTACGTAACTACGCAAGGTAAACTGGGCCCTCAATGCCAAAGCCGTAAGCAGATTCCAACCAGACCAAGCTTGCCGTACCAACCTTGAACGGACAAACGCTTCGAATATGGAACCCAAAGCATAGTGATGATCACCAATAGCTGTTCACTCCGGGTACCACTACTGCATGCTAGATATCCCAAAAAGGGCGCTTCCCATCACATCTAACGCTCCCGATCAACCTACCCGTCAGGAAGATCCCATACCAACTTTGATATTGAATTAAGCCTTTCCCCCGCACTTCTAGGACACGCGCCGAACGCGCCGTACTGGAAGTGTCATACTCAAACGTAACTTCGCTACACCTGAAGCTCCACAAGTGGAGCTTGGCAACAAGTCTAGCCGGCGCGTCCTGTTAACTAAGAAAGTACGGGTGACAGGTAATCTGGACCCACAAGGGACACCTAAACCGCGATCGCATTTAGAACCATGCATGACTCAAGGGTTTACCTTAAACGTGACCCCCAAACAACGTGACAATATAGCAAGTGATTCGCCGATACACCAGCGCCATAAGTTTCAATGGGATTGAGACGGAGCCACGGGGCAACACGATGCCCGGAGCGGGAGGAGACCTGGACAAAGTGACATCACGTGTCAAGAGGCTACTCCAAGACCCCACCAGTACGATACCGATCGGCTCGCCAGGATGAATGTACCAACAGGGCAAAGACCAAAGTCAGCTTATAGATGGCCCATGGGCGATAGCGTAAACAGGGCATCAGGTCTAAGGCCAAAGTATGAAGGGGCTATGCGCAGTACGAAAGGGCACCGTGAGAAGGTTGAAGTAGACTAAGTAAGGAGATGGAATCTGAAACGTCAAGTCTTGCACAACTAGCACCTATATACTAGGTGACTGGGAAAGTCTCAATCGACGTCACCTCCGCTGGCAAGAACTAGCGACCGGCCACCCAAGGCTAGAATCCCCAAAACGCCCCGAAAAACACATGAGGGGAAGAACACGGACGCCTAGCCAAGCTGTACTTTACACCTACAATTCGCGATGATAGAGACACCTCAAGGAGGATCTAACTAGTACTGTGGACGACGCGTTAGGGGACCTCTCCATAGCCAATTGGAGTCCAATGACCACGGCACTCACCAGTTGCCCTTCAGAAGGACATGGGCCAGCCCTCACAGTGTGAGGTTCATGCTAACTGACAAAACCCACACCACACTTAATATGCAGGGTCAACATCACGAGTCTCGAAGTTTCAGTGGGAGGATTACGCTAGGCATAAGACTCACCTGAACAACCCAGTGTACTTCTCACTATGCCCAGCAGAAAGCTGAACACTCTGAAGGGTGACTCCCACCGGAAACCTCTCCTCCACTCCGATGTAATTGTCAGGTACATTCGACCATAAGTACACCTTGTCAAGGTACCACAACACTGGCCTACAACAGCAAGGGAAAACTTAAGATTGGACATACACCAGCAGCCACGACTACTTGCAACCCCAACGTTGGCCACAGATCCACTTTGCCTCCAAAGAGGAGACTGACCTACCCGGTACGTTAGAAGGTCACTGTGAACAAAGAAGCCAGCTCAAGCCGCAAACCTGTAGCCACTGTAACCGGCGAGACAGCATACCAAGCGTATTCCGCACGTACACCAAACACTCCTCTTCGTGGCAGAGACCGAGCTAGGTTGAGTCCTAGAGTACCCACCCCACGGGGAACGAAATGCTGGGAGAGTCCGAAACGAAAAGGACCTGCTCAGCCACATGTCGGACACAGCTGACGCTAACATCTGCGGCTTAACACGACACCGCAGCAACCCCGCCCCTTGAAAGGTGGCCAGACATCGGGGACGAAGAGTAGGTGGACGCGGCGGAACCCATTACACCTCCTGGACACCAATCGCAAGAATTAGGCAGGTCGTCACAAGACTCGGAGGAAGAGAAGCAGGAATGACAGGTATAATGGCGCCATCGCCCAAAATAAGCTACCTATACATATCGTCATCTGCAGACTACACAGGTGGGGTAAGCGGCCGGGACGGAACAAGCACAACAAGCATTAGCGTGCAAAGCCGGATTTCGATTCGGGACGCAACTTAGCCCCACCTAGGACGTTTCAGCGCACGGTCACTGAGAGACGTCCCTAAACTGTCCCTTAGCCAGGAAAGCAATCTACAGCTTATCAGGTTCCATGGCACGGCCACGTGGCAATCCAGTGGGCAGAGGAGGATAATAGTAGAAGCAGAAGTAAATAGGCCACACCATGCGCGAGAGCGTGGCCAGAGAACTCTAGCTAGACCAGAAAATGCGCCTGTCAACTCGAGTCACCCCAACCCTGGACACACGAAAGCACCGTGCATGGGCACCGGGCATCCCGACCCCACCAATGGCATAACCTTCCCTTCCAGAGATCGCAACATGATGAGGGGACTCGCATCGACAACAGACCGCCACCTGGTACGTGAGCTACAAAGTATCCCCTACGCTGCAGAGATCGGCAGAAGACCAAACGGCCCAGTCCCTTGCACTTCCATCACACCCAAGACACAAAGCAGAGGAGCAAAAGCTAGGGCACGATCACTGAGCCCTCAGCCTAACCCTGTAAGGTGGCATCCAATAGAGAATAGCATTGGCCCAACGCGCACCAAGCCTACTGCTGCCCAAAATGCCCGGGAACTGCGCAGGCAAAGCATCGAGTCACCATCCACGAATCACTCATCGAGACACAGAGTAGCAAGCTACAAGACTACATGGGAATGCATCGCCATGCCGCAATCGAGCCCGAACCCTAAAGGTTGAGCAACTTACCTCTACACAAGGATAGCACTCCCACATACAACGCAACTTAACACAGAGACTTTGAGGAGAGGTGAAAGTTAGAATCGGCGGTGCCAAACCAGTGTCGGGGCACACAGGGGTGCAACTTGCACCACGCAAGAGAACACCAGAGACCGAGCCGCACGCACTGTAACGAGAAGCTATACATACCTTCCACAAGCAGGATACTAGGAACCTCACACTAACAGTCCGCGGTTCAAGGTCCTCTAATGCCCAGTTTAAAGTAGGATAGTGCCGGAGCATCGAGAGTAAAGGAGCAAAGAGATGGTCACCACTAGCTGCACACAGGCGCTAGGCTCACTCCAGGGTCCAGGACCACCCTAACCGCACGCTTGACAACACGCTGGATGACCATCCAGACTCCCCGCCACCAGCTAGCCCGCGGTACGAGGCTGACTATCCCTCAGACTGACCCAGTGAAGTGTGCGTTTAGGAGTAAAGGGCCCCACGAGGATCCGCGGAACCCAGACAACGCGTCCCAGGGGGACACCCCCAGGCAATGGCCTTACAACTCTCAGCTCACGGCCAAATCGTAGGACCCGGTGAACCCGCCCGCTAGATTACGTTCCAACGGCGATTGCCCTAATCGTTCTAGACAGCAAGGCAGGATCCAGTAGCGACGGCACCCTACAATGCATGGGGCCCAGAGGTGTACCTTACATAAGACACCACCTGTTACCTACGACAAGTCCCCTCGCCTTAGAGAGCCCCATAGAGTCCAGCAGGAAGCGAGTTGTAAGTAGATCTTAAAACTCCCCACCAGAGGTAGAATCCGATGACCCGCCACCTATAGAGCACACAGTATTGCAACAGGCGCTCGACATACACATGACGCACCGAATTAGACGCGAGGCCCCCAGATAGAAAGCCGGGTCAACTACGAGTCGCCACCCCAGGATGACGAGGCAGACACTCTCACATGTAAGTTAAAAGCAGGTAGTACCTGCCAAGTCCAAGACCCTCTGACCACAGCGTTGCAACCTCGGACCCAACGGTAGCTGGCACGAAAAGCACAGGGCGCCAGAGAGGAGGGCCCCACCGACGCTCGAGGACGTACAAGGGGGATCATAGGGACTGCACGGGACAATGGCCCAGGGGAGGCACAGGCAGACGTGCACACATGCGTCAGCTTAAAGCCTGGCGCGAGCCGCCCTAGACCAACCGCGACCCCAGGCAGCTTCAACCACCACACTACTACTACAGCTGGGCCGAACGAGCCGCTCACCTCTCCACATGTAGCAAATCAGGGAAAGCCCAGGATCCTAAAGATGCGTCGCAACTCCTGAGCCACCACTCCGCACAGAGTGCAACATACAGGAGCAGCTAGCCTAACCCTGAAGTGCAACTGCCACCGGTAGCGCGACGCATAGCACGACACGTCCACGACAGTGGAGTGGCGCATACCTAACAGCTTTAGCAACCATGCTGCGCCTCACGGACAGACGCATCAGCAGGCATCACGAGCCTAGACTGATACACGTGACCTTAAGGCCGATCTAACTGCTACAGCTCCCGGACCAGACCAGGAACATGAGCACCCTCAGGCTGCGCGAAAGCGTGCAAGGCGCTACCAACCCCACGCCAAACTGCCTTAAGAGAACCGAACCCACAGCCACATGCGTCTTAGACGCCGCGAGCGTGCGACCCCAGATGCAGCAGTAGAGCCATCTGGGACTAGAGACCCATCAACGCCGATAGGTGTTAAAGCTTACCTCTATCCCCGACTAAAGACCCACTGGCCGGACACCTGGCGATCGACCCAGGGACCTCATAACGACTCAGAAAGGCCCCCTACTGGTCGCTCCACGCCAGGGGTACGAGCTCCCAGTACAGCGGGGTACAACAGCTCGTACCACTATACCCACAAGCAAGAGGGAGATCTACAATGGTGCTTCCCAAAGCGGTCTAGCCTCACTATTCGCAGCACTGCAAACGCCGCGACCGGCCAGCCACTACCGCTCCCAAAGGAGAGTCAAGCTCAACAGCCCAGCACCGCTCCTTGGCATACGCGAGGGACCCGGGTCTAGAAGACACACTGCGCGGACGACCGCTGCGCCAACAGCGCACTGCCTGCCACTGCCCCCATAGAGGGTACGCTACCTGGCCAAGCTACCGTCGAGCGGGAGTGCCAGCACCACGACAAGAAGCACGTACAGTACTGCCCTACAGGACAGCTTACTCTTACGCGTACCTCCCGAGCCCATACCCCGAGCAGCTATACCTCCAACGTTACTTCTAGAGGCATAGGCACCTGCAGGCACACCGAGCCCGTGACAGGGAAGCCTCGCAGGCCACATACCTTTAGCGGACGGGTTAAGCCCAAGACCTACCGAGCGAGGAGCTTACAGTCCCAAAGCGAGGGTGCGATCGACGATCTAGCTACCAAAGAGGCTACCCTTCAGAGGGCAGACGGCTGCCAGGTAGCAGTGCCGTCGACGTGCAACGTTCCCTAAGAGTACCACGACTCACGCACCTCTAAGCTTCACACCTACAGTGCTAAAGGCACACCCAGGGACTCCCGGCCTAGGCGACAGAGCACAGCGCGAAGCCACACTGGCATCCGTGCCACAGGCCACCCTGCCGTTCAGAGTGATGCACGCAAGCAAGCTGGAAGGCAGAAGGAGCCGCCACACCCAGCAGGCTCTACCCTGCCACCTGCCCTTAAGGGATCCGTTACGGGTAAACCGTATGCCCCTCTGCCGCCCGCAGCCCCTGGGCAGCTCCACAGGCCTTAGAACCCCTCCTGAGCCTGCGAAGAGCGGGACCCAGCACAAGGCCAGGCCAGATAGCCGGCACCGGTCCAACCCGCCCTAGGGGCACCGGCAGCTCCTAGGGCAAGGCCCACCCTCCCTCGTACAGAGCGCCTACAGCCAGAGAGCCCAGTACCAGCCGAGCATGCGCCTAAGGCTCGTCCACCAGGGCCTAGGCCTAGCCAACGCCAGCACTAGAGGCCATCGCAACGTGCACAGCAGCCCCCGCAGCCCTAGCGGCTACAAGGCTCCGCAGCGGGCAGGCTAAGCTACAACCTAGAAGTGCCACGGCGAGAGACGGGCCACTGCACGCTAAACCTCGAGGCGGGCGTACCATAGCCCTATCCCTTAGAGCGTCCCCCGGCATAGGATAGGCGCTCCCGCCCGCCTAAGCAAGCCCAGCCCTGATGCCGTAGACAGGCCCGCCTCCAGCGCTAGGGACGGCCCCAGAGCTAGGTCCGCACTAGGGCTAGGGCCCGCCTGAAGGGGCCGTAAGTCCGCAACATAGAGCCTAGAGGCCGGAGCCACCCCCGGGCCACTCGTCATCGCGACGCAGGAGGGCCCTAGGCGTAGCAGCAGCATCACGAGAGAGCGAGGCGCAGCCAGGCCTAGGGCCCACGCGACACGCACGCACGCGCACGCGCGCACACAC

GCTGAAATACTCCCGTGCATTGGCCCAGACGCTTGAAGCAATGTACACTCGCGATCAGGAGATGCCAGCCGCATTGCGCCGTAGCGTTACACCTCGAGCGTGCTGGTAGATGGAAAATGGTCAAGAAGTATGCTGAACAAGGAGGGCACCTGCTAAGTGAGAGTCCAACAGAACATCCCAAGTACAAGATCCAGGTAGCTGGGAAGAGCGGACCAAGGAGCAACTGACAGAGAAGATGGCACTACGAGTCGCCGTAGCGACCGCATGAGCATTGTGGCTCAAATATCAATGGAGATTACAATGGCACACAGGGTAGTACGGGTATACGTAAGTCAACTTCCAGGGGGACAACCACCCCCAGCAGAAAGACCAGAGATAAGAGGACTAATAAACGGTAACTATGACCACTAAACAGAACTAAGGCAAGAACCAGTCAAATGTCAACCTAGAATCTAGACGAATGGCTGAGACGTAGGTTACCTCAACTTAGAAACGAAGCCCTCGGAACACAAAAGCACAACCGAGCTCATACACAATGCTAGTATCATGGAACAACAGCTTTCAGAGCGCGCGTCAGTTCGAGGTTCACAGCGGAAGAGTATGTAGACGTGGCCCTCCCACAAGAGTACCCAACCGCGTAACAAAGGAAGGTAAAAGCCGAGGGGAACCAAGCATATACTCAAAATTGACGAGTACTAGCGAAACGGAACGAGAATATGGCATCACAAGCATAGGATGAACCTGAGGTTAACGCAGAAGGACGTCGCACATACACCACACCAATAATAGATAAATTGGAACCTTCGCAGACGTTCACAGTAATATGGACAGGACACCTAGAGTCTCTGCACAACGCTCATTAGCCGTACAAGGCGCTCACGAACCACTCAAAAGAATAGACAAGGAACTTCTACCCTACACACCCGGTTACATGACAGCCAACAGGCGAGGAGACCGGGCCTCAGCGTGTCACACCTCAACGTAACTTCGCTGAAGGAATGAAAGTGGATGAGGGCCGGCAGCATACATTGCCATCCGATGTCCCGTGGAGAGGAAAGGTGGACACCACACAACTGGGAACACCTAAACCGCCGCCTAGCCGACACCTTAAATGCCCACGGACGGGAACAGAAGCCGAAGCTCCGACTTGTAATGGGAACGGTCACTAACATCATAATAGTCGTAGCAACTTTGAACATGCTCATACATTGGCCACGGACGATGCCCGGACGCTGACAGGAGCTCTACAAAGTGACCCAGACTAGGAGACTACAGACAACCACCATTCAGCGTGTCAAGCTACAGGAAACCAACCAAGACCTGCCAATCGGCGGTCGAAGAGTCGAGTGACCTGAAGGGGTACCCATAGAGTCCCTTAAGCTTATAAAGCGAACCGCACTCGGAGTCATAGACGCCGCGTAAGTGCGATCCGGAATTCTCCCTTCCGTCTAACAGCTGGATACCAAGGGGGATCAAAGAATGCCGCAGCGAAAGAGCTGAGCAAGCCTTTCCGGAAACCAACGCCGATAGACTAAGTAAGGACACCGACGCTGCAATGACCTTCTCATCACCCAAGTAGAGGGAACCTATCTATGAATGGTACCTGGACACAGAAGCACACACGGCACAAGGAGACAAAAGATCCCGGTCGCGACCTACCTATCCCCACCGTCAACTGAGCTCCAATGATCAGGACAAATAGACCATGCAACCTACAATTCGAGCGATGCGCCCATGCAGATTAAGCCTGTCATGCTAACAGGCGGTGTAGCCCAATGTTAAAGGGCGATCGACGCGTTAGTAACAGAGAACAGTTTCAGAGTACTCACCAGTTGCAGACCTCCCACGCACATAATCCTGAGATACCATTGAAAGAGAGATAACGTAAGATCACCAAGCTCAAGACACCCGCCCGTTAACCAGCGCGCCGCCCTAGCCGTGGGACAAGTGCGCTAGAGCAGACACTACCCGAGGACTTAGCCCACCCTTATCTCTACAAGCAAGACCCCCAAACGAGATATAATGTGCCAAGCAACGTAAAGCATCCTTACAAGGTGACCGATAGCTAGAATAGTAGAGTTAGGAACACTTGTCCCCGAGGGACACCCTCCCACTGGGCACTGGGCTTACGTGCACGAGTCATCTGAAGCACTACGGATCAGTGGAACCAAAAAGCGGACCCCAGGATACAAGTACAGGCTGGGCAGAAACGAGAGCACGAATAGGAAGTAGAGGTCAATGCATCAGATGATACAGCTGGAACTTGGCCAACTGAACTGTGAGCAACCAAGCGGTCTAGAACCCATTCCGCACGTAGTTGTAGGGACAGTGGCACAGTGAAGGAAGCACGAACCCGACCTTACCACCGTGCCCATCACTTGGAGACCGGCTGGAACCAGGACCAGAAATCCCGCCATAAAGCTGCCTTGCCCTCACCACCGCGCGAGACATCTACTAACCGTGTGATCTTAAAGATAGAATAGCCTCAAGACTGATGGACGAAGCTGGGATAGCCCTATACATTACACAATGACCTCCCCACGCTCAGCACTATCATACTCACTTAAAAACAGAGGCCGAATACTAAGCGCTATCGATGCGGTAGCTGTAAGAAACATGGCGCCCAAAATCCAGGGGATAAACATAAGAGACCTGTGACCTTTAACCATCCTAGAAAATGGCAGCGGCCAAGCCAAGGCGCGGAAGCCTAGCCAGCTCATAACGCAACGGAACACTATACTGAGGAACCTTAGACAAAGGAAACGTCTGCACCAGATCATAGCACTGAGAAGAAGGCAACCCGACGTCGGGCAAACCTTGGAGCGAATGGTGAAGCAGCTGTTACGAATAGCTACCACTCTGACCTGGAGCCACAAAGGTCCAGGAAGTGTGACTGCCAACGCTACACATGACTAACTCATCCGTGGCAGCCTGTAAGCAGGCCAAGGTTTAGCCTAACGTCTCAAAGGGATCGTGAACTCGCGTAAGTGAGCAGGAGGACCTATCGATTGCCACACGGATCACAAGACCGCAACCAAGGTGACCTTCGGATCAAGAGATCCGCCGACACTGCAAGTCACAGTGCATCGCTCCGCAACACTACAAGAGGGAGAACTGCAAGCAAGAGCTTCAATAGGACTTCACATCAGGAACGGCACAGTCGTGATAGTTTAAAGGGAAAGGACCCGAAGCAGGTCCAAGTCCGTCCCAACATCCGTTTGACAGTAGCTGTAAGAGCTAGGCTCAAGATCGAGTGCAACAGGTAAGGCAGACTCAGGGTGATCCCAAACCTGAAGGCGAGGGAACCCATTCATCGAGTCGTAACAGGTCCAGCTACTACGCCTACCACAGTCCCGATAAAGAAGCCGGCCCGAAGACCATACCGATAGAGGCGTAGGAACCACAGCAATGCCGTTGCAAACGGAGAAGGTAGGCTAAACTTACCCACCAAGAACCCTCTGCACCCACAGCCAGGCTAGCCGAGCACTACACCCCCGAAATCGGCGGTGCGGTGCATAGCAAAGTCATCATAGACCAGGCATAGCGCGACAAGCACGCCTTTGCGGACCCAGGTTCGGGTCACCTGCACCAAGGCACATCACTGTGAGTCCGACTCTATGCCCACCAAGAAAGCTTCGGCCGCCTACAACTGCAGCTTTACCATACATCAGCAAGCGCACCGGCCACGACCTAAACCCACAGATGGTCCTCGGCGCGCTAACTCAGCTCTGAATCGTACGTAGACTAGTAACGTCTGTGCTACGAGGCCAGTCAACGACTCGTTCCGCCCGCAGACTGCGGCGAGCATCACACTCAACCAGTATGTTCGCTTAAGTTGCACCTAAACTGTCCCTGACCAGAGTGCCATAGATAGAGTCGAAATCTGCAATGTACAACCTCGAGGCAGTTAGACCTCCAATCGTCTTCGAAAGCCATAGAGCAAGCTAAACCCGTGTCGACCACCTGGCATCCACAGGGCAGCAAAAGGGTCAATGCGGACTATAGTGAACCTCTAGTCCCCGTATCGTCGGAACATGTACAGACGCCTTACAAGGCTCTAGAAACTCCGAAGCAGAGGTACATGGCGGCTACCCACTCCCCCAAATGCCCGCCACACCTTCACAGTACCGCTTACCAATCCTTCTAACCTAAAACGTCAGTTAGACTAGCCGGCAGGCACCAACAAGCACAGCCCTTAACACCGCCCAGGCAACGAGGCGTCACCCACCCCTAGCAAGCACCACAGAGTAGCCACCGTTACGATCCCCTGCCGGAGACACATGGCTCACACCCAGAATAGTGCTTCCCAAGCACGACTTAATCACGCACTCGCCTCGAGCCAGCAGGCTACGGACCGCAGTAACGGCAGACACCGCTCCATACACAGCCCACACTCTCGGCCACCCTCAGAGGGTAGATTAACGCATCCGTTAGCTACTCGGTCCACTAAGCGCGTACCATGTCCAGAGGAGTCTACCCCTAACGTAGCTCGAAGCTATAAGGATCCGGCACGCTGCACCCTCACATCAGAGCTTGCTATTAGATATCAGAGGCACGAGCCTGGCAACAGCTCACATGATCCCCCTCTCAGACCCCCTATCCACTCCTACACCTGAGCCAGGCATAATAGCCAGCATGATATAGGGCAACCCCTTCACGCTAAGGTTGGTAGGACTAATCGACCTCCACTTCAGCGCGCCGCGAGATGCAAGTACTCACCCCGCAGGACTCGTAACGCATATCCCGCAGTGGGGGCACATGCTGAGACGCCGTGTAGCCGCACAGCCACCGCAACTCCCACTAAGAAGCTTACGCGCAGAGCACCCCTACCCTTACCTCCAGCTTGCAGAGACCCAGGGGATCTAACAGAGACCTTAACCTTAGAAAGGCCAATAGCGTGCCAACCACCTCCCCGCCCCCAGCCTACACCAGCCAAAGAGACTCCTAAAGACCCTCACCTGCAAGAGCCCCAGGAGGTGCCATCGGAAGAGGCCCACAGACAGCAGTACGCCGGTACAGTTCAACCCTACGCCACTGCCCGGCACAAAGTGCATACCCCAGCAGGCGAGCACCGTCAAACCGCTATGCCATAGCTGTACACCATCCAAAGCTAGCGGAAGCGTAATTGCCACTACACCGCGGAGACCCAACAGGGCACGACACCACAGAACGCTGCGCGTCACACCTCTCACACAGCGATTCAGTGACCAAGGGGGATCCCTTGCCAAAGCCTGCGCACCAGCACGCCAGCCTGAGAACACCAACACGCAATTGAGCCCACACAGCGGGTACCCAGTAAGGCACCAGTGCCGAAACCTCCTACGCTAAGGCTTATAGGGATAGGCAAGGCGGCTCTTAGAAACCATCCTCAGACGAGTCCTAAGTGCGCCCTTAAGATGCCCAGCCGGCCTACGACGAAGGTACCCGCTCCGTTAACTACAGCAGAGCACACTCCTAGAGGCCAGAAGTGGCCGATCAAGGGAGTAGACAAGGCCAACTGCGCGGACGAGCTAGCCTAACTAGAGAACATACCTCCTCGACCCACTACTACCGTAACGCACCAAGGTCAGTAGCCCCCTCACGCGAAGAGCCCCCTGACAGTTACCGGCGGCTCCCAGCACTCATAGGCGCGTACTAGGAACGAACACTCGAATGCGACTAGACACGTTAAGGCAGGGATTACAGGGAGCAGGCCTGTGCGCGGACGGCCCAGCTACACCCCAGCGCAGCGACTGCCTGGGCCGAGCCAAACCCAGCTATACCGAGCACTAAATGGCCAGGGTGGCCTGAAGGACTGCAGCAGAAGGCACCAGCCCTGGCAGCTACGGACCAAAACGCATAAGGAACCCCGCAGACCGTTGCACTGGCGACCTAAGGGACCTCTCCCGATTACAGCACAAGGGAGTCTTAGGCGACCTCAGACTGAGCGCTAACCACGAGGTACCAACGGGACCCCGGGGGGACGCAGCCCTACGAAGCTCCAACGACCCAGAGAGCAGCCCCGCCGGTCACACTCGCACTGCTCTGCTCAAGGCTACGCTGCAAAGCCGGGGCGATCTAAGTGCCACGGCTCACGTGAGGCATGAGTGCCTCGAGACCCCTAGCCTCCCTGCGCTTAGCCTGCAGCTGCTACATGGGCCCTAACGGTCCCCTGACCCATCGCCCTAGATGCTCCTATAGCCCCCCCTGGCCGGCCCCGAAGCCGCACCCGAGGGCAGCGCACCCAGCAGAGCTGTCGTAACATCGAAGCCCCCCTGCCTGCGAGATCGCACGTGAAGCGGGAGAGAGGAAAGCAGGGCAATTCGCATAGGGAACGCCCCAGGGCCTCTAAACGCAAGCTTCCTCTAACGTGCAAAGCTCAGGGTCCACGCACCCGGGGCCTCAACACGTGCCGGAAGGAGGTACGGAAGTAGGCAATCGGGAGCCGAGCCCGCCTCCCACTGCAGGCCCAGCCCTACACGCGGAGTACAGGGCGGGCCAACTATGGGGCCCATAGGCAGCAGGCATCCCGGGGCACACTAGACACCCACGTTGGCTCTAAGAGGGAGCTGCGCCCTAGCTTCCCCGGCAAGGCTCGAGAGCCAGCCCACGCGCAGGCCTGCATGCAGGGCCCGAATCGCTGCCCCTCGCGGGCTAAAGCCTCCTAAGACGGGCGAGGCCACGCGTAGCGTCCATACGCGCAAGAGCCCCGGGACCGAGAGAAGGAGCCTAGGCCGAGCGACGGCCACATAGCGCACAACGCACGCGTCCAAGGCCCGAGAGCAGGCCAGGGGCCCTAGGAAGGGCCGCGCG
ACACAC

CTCAGACAAAGAGTTGCAAACTCTCAGAACCCCCAAAGATCCACTGCCACCTACATCTGACGGGGCAGCAGAAGGTATAAACCTATACCCAGAGAACCTCCAGATCTAAAGGTCAGTCGCGACCGCAAGAACGTCTCAGTCCCACAGTAGCCCAACCATCTCAGGAACCACGCCATAGCCGATCAAAAGTGGATAAGAAGGACGGGGCAAGTAGTAACCGACACTAGACGATCCCGGGTATACGTAGTGTTAATGAGGGGCAGACAAAGGCTTATAAACTACACTCCCGGAGACACAGGAACAGATGCTTACGACTTAGAGTCAAAGGATTATACAAGAACAGCATCAATCTAGACGAATATCCGGCGGACCCTATGAAGCCCGCCCTCGATGGTCCTGTACGTTTTAAGTATCATAAGCCGCATCCAAGTAGTTGGAATCCACCCATTCGTTTCAATGACCACATTGCAACCGCGGTCCCAGGTCATTCCAAACCTCTAAGGAATTCAGGAGTACTAGCGAAGCTATAGTGATGGGTAAAACCTGCTTGGCGAGACAGCTGAAGGTACCGGCATATCCCAAAACCTTGGTAAACCGGAGACTCTGAGAACTCGTGAGAAGTCTCGAACCCGTACAAGCAATTCACGAACCACTGAACCCGTATAAGATTAAACTGATAGTCCAGAATCCCCGCACGCTAGAACTGTACTAGAACACACCCTCGTAGCCGTAATTGGACATGCATAGTAAAAACAGACTTCGCACGTCGGGTACAGACTGCAGCAACCCATCACTGAGCTCCACAGGTTCGCCGGCGCGTCCCATTGCCTCACCAGCTTACTTGAAAACCCTAAGAGAGAGCAACAGGTACAACTCTAAAGAACACCTATTGTCCTGCGATCGAAAAGTCCCAACCGCGCCGACGTTAGACTGTAAATCCTGCCTTAAACGTGACCGAAGATAGAAACCATGCAAGTGCTATTCCTTCTATAGACAACTAACCCCAAACTGACAGCCATAGCCCCCGATTACAGTTTCCTTGTCGAAGTAGGTTAACCATACACGGAGCCACGGCGCTGAAGTTCAGAATCAAATGGTACGTTAAAGAGGGGACTAGACTACCAAGACCCCACACCTGTACTAACACAACCACTGTTAATTGGCCCACTAATCGGCGGTCGAGCTCAAAGAGTCCACTGAAACAGTGGATGACCACAAAGAAACATGTACGAAGACGGCAAAAGTGAATATGCAGAGTCCAACGGGGACGCCGTGCGAGTGCCACCTTCCGGGAGAGTCTAAGCTGACCGAAAGCGGGCAGGCACCGAGCACCAACGCGCCGGAGGCGCCGGCGCAAGACATTCTAAAATCCTAGAATGATAAGCAAATCGACACGGCCCCCACACTATCACCCTCCAATGCCCGGTCGCGACCCCAAGGAGGTCACTAGTCCAATGGCATACACCTAAACTGTCCGTTACAAAACACACGCCTCACTTCCGATGACGCAAACGGGCCCGTTGCACAGTAACCTTCACTTACTAATGACCACCAAGTTACGGTGTATATGGACTATTAAGGGCGCACTCGCCTCGACGTCCATCTCCAGAATTCCGCTAACGGCGCTAGTCAAGATAGGTAGACCCTCACACCAGAAGTAGACCCACGAGGTTAGTCTGAATGGGACTTCACATAACAGGTCCAGTCACACAGTGACTCAAGCAGTACCGAAGAAACATCACACCGATGGCACTAAGAGTGGGACGCTAGCCTCAAGACTCAGGGTGAACTACTAAGGCAAAGACTCCCACCCATGGACTGGTCTCTTAACACCGGCGACAGCTAAACCCTGACCACTCCAGGATGCCTTACCAAATGCTGAGATCCTCAAGGGGACTCAGCGCAGGAACTTCCCTCGTCCTTTGAGTTTAAACGAAAATATAGGGACACATGAGCACTGGGCTTCCCCATCAGCAAGGAATGTGGAGGGAACATGGCAGTGAGTACTGACTTGTAAAGTACCCATCATAGGAAAGGCTGCCATTACAAAGCCATCCATATAGAGCACCACACCTACCTACCACTCTACCAGAGCGGTACATGCATATGCTGACCTTGAACACTCAATGACGTGTATAGCCAACTGTCCTCCCCAGGACCCAAACCGGTCTAAAGCGTCACGTAGGGACACACCAACCGGCCACATGGCTCTGAACTTAAAGGAAGTACAGAGCGCACAAGAGTCAGATAAAGGACCACTCAGGCTGACAAGTCCACATGCAGTCGACTAAGACACGACACCGCAAGAGCACAACTGTGACAGGTGGAAGCTGGAGCGAGCCTCCGATCGCAACACTGTAGAGAGAGCCAAAGAAGGGAGGACCAGACATCGATGCAACAACAGTGGGTATACCAAACCCATCGAGCCAGCTATGCACTGCACAGACGCGCCCACGAGTAGCCACCGGGGACCTTTGCCTGAACATCAAGAAGCCAGCCAAACCGGGACGTGCAGCGGCCGGGGTAAGCTTGGCACGAGCGGCACACAGAAGCACACTAGACGTAGGAGTGCAAAAGGCGGTCAGAACAGCTGACCTAATGCACCAACGGAGATCAACCCACCTAAAGCCTAGACATAAGCAAGGGCTCTACATAGACATTGGGACCCCGCGCCCCAGCGCACGTAAACACCTCACAACCACCCATAAAGAGTCCCCAACATCGACAAGTAGCCACCTAATAGAGTTACACGAGGAAGCAAAAGGTCCACACACATACTAGCAACTTAAGCCAACCCATGCGCATAGACTTCCACTATACAATTGCGGCCAAGGTTTATGGCCAACCCCCCGTCTCAAGCTATCCCGATCAGCATGAGCAGATTGCCCATGCAGACAGGCTTGAGAGGCACACTACCTGTGACCACTCCCGCCGATGGCCCAACACAACGCAACACTAAGCGTGATCTGCCTACAACATATGTAACTACATCTAGCAGCATGCTAAACACCAATCACCGTGATAATCAGAAGCAACCCCAAGCCCCGCCTGCCCAGGCATGGAAACACTCACAGAGCGGATGGCAGGAGACCTCCCGAACACCAGCTGCGATGCCGTCTACAGACCAGGTGGATCCCCATAGAGAATAGCATCCTCATCGAGCGCACCCGTTGAGACCGAGCGGAATACGGATCAGAACTACGCGCCCAAAAAGCAAATGCCAGGCCGCAGTGCGTAAGAGTTCTAACGTATCTGCGCCTTAAAAATGGCAGTAAGCTAGGCAGTATGCTTGCAAGCTACCCCAGAAAAGCCGCTCCACAATCGCCTGCGATCTAAAGTACTGCATTACAGCGGACCACCACGCAACTCTCACTTAACCGCCGCGAGAGCCTGCCAAACAGGAGAAGGAGTACCAGTTGCAGCTCCACAAGCGGTGCAACTTGCGCAATAGGGTTAAACGGAACGAGAATGCTCGGGTCAAGGTAGCACCTGACAGACGATGCAGACCACCTCCTCCGGTAGCGGTTCAGGTTGATACACGCTTTAAAAAGCAGTAGGAGACGAAGCTCGATAGTGGGGCCCACCTTAGCTAACAAAGGCAAGCGCACGATCCATACGCATCGACGGGTCGAGTAAAGCATGCCCGTCAGGGTACTTAGCACTCAGAGCAAGCTAGTAACGTCTACACATCTTGGAAGCCAAGCATACAAAGGGACGACTGCCCGCTATCGAACTAGTACATCCACAGCGCACTGCCGATTACACAACCCATAGCAGCCGCCATCCCGCGGAGACCCCATGTGCCATGCCCGCATACTCCGATCAGGAGCTACACTGTTCGTTAACAGCTAACCGCTAATTAGGCCGAGGCATTCGACTACCTGATCAGGATCCGATAGACCAGGAGACGGCGGTCAACCAAGAGACTCCGGTGACCTTACCCCCTACAGAGCTCTCCCAAGGTCCAGAACCCAGGAACTATCAAGACACGCATGCAACGACATACTGCCGAGCAAGCTGAATAGGGCTTCAGACCCAAGGGTCGGCTTAAAGCGAAGCCTGCGTTACGGGGCACCCTCCCACTAGGAGGTACCTAACCCGCAGCAGCCAGGCTCACTCTGCTCCTAACAGAAGACCTAAAGAGGGCAGAGGACTAGCGAAAGCTCTGCACGAGCGATAGGGATGGTGACGAGGCGTCACCAGACAACCTGACAGTCAAGTGCCATCAGCCAGCTACCTTTACCGTCAAGGGATCAACCCCCAGTCCTCCAGAACGATAGCGATAGCCATAACGGTCACGGGCGAATCGCCAGCGTCATATAGGCAGCGCAACTTTAAAGCCGAAGCTTCCTTACAAACCCCGAGCGCGTTCGAACAGCAAAGGTGGCCAGAAGGGTGGCGTACACGTAGGCCGCCAGAAGCCGTAACTACGCACCACGCCAGCTCGCAAGAAGGGGGGTATGACCTGGCCACCAGACGAGCAGAGGAAAGCAGCTTTCCGATCACAGTAGCAATCCCCCAAAGAAGTGCTGCGAACTCTCCGAGTGCAAGGAGACGCTAACGCTCACACTCCACGCAACTGTGGCCTAAACTTAGAGCGCGACCCTAAGCTCACAAGAGCGCGCCCGGTTAGAACGCACAGGGGCCTACGGGCACGATGCCCGCCTCAGACGCCCGCAAGAAGGCCGCGCACTTTACGGAACCCCAGGCGCTGGACTGACCCTGGGCCCCCCCAACCGTACGCCCCAGCACGATCGCAACTGGGAGACCGAACGACTATAGCCCTCAACAGGCGCTGCAATAGTCCGTGCCACCCCTCACAGGGTACCAAAGCATACAGAGGGCCACCTAGGAATAGCAAGGTGCACACCCCTACTCATACCGGACACCAAGACGACGCTGGGAGCAACGTCGAGCTAGATGGGCGCGATAGGGACCGGCTACAACAGCAGCACTCTGGGAGCAAGCCACCCAAAGTAGTAGTGACTGCTCCTGTGCCTGAAGCTACAGCGGACAAGTGGCAAGTCCCCGAGACCTGCCGCACTATCGAGACTTAGAGAGCTAGCTGTAAGCCTCCGCCAGCAGGGGAGCACCAAGACCGCTAGCGGTACAACCTAGCCTGGAGCGTTAGACTGCAACGCGCCCCAGCAGGACACTCCTCTGCTACCCCCAAGGCGGCCTATAAGGAGCACGCCGCCAATCCGGCCACTAGCCACCTGCACGCAGGGCCCACTAGCAGGGATAAAGGGTAACTGCCCAGCCAGCCTAAAGGCCCCGCTCAGGATCCACAGCCGAGGCGCCTGACACCCCCGGATCCAAGCGAAAGCTGTCTTAAAGGGAAGTGTGCGTTTACCAACGCCGTAACCTTGCGAGAACACTATGCAGGAGCGTCCCCCTCTACCCTTCCTGCAAACTCTCAGAGCAATACGAAAGGGCACTGCTCAGAGACGAGCAACAGCCCGTGTCCCTGCACAGGGAGCAGGCGCGGACGCGAGAACGCGTCGCAGCATAGCGCTATCCCGAGGAAGCGTCAGGACTCGTCGCCAGTCCCGCAAGACCAGCTAGCTAGAGCTCAGGAGGAACGTGCAGAGCAGAGCCACTCGGAGCATCCCTCAGGGACCCAGATCTATTAGCCCATGGCAAGGCCTCTAAACGGCACCACGATCTAGACCCTGCCCCAGCAGCCCAACAGTCCCTACAGCCTCCCGTGGCCCCCGGCTACGACCCTGAAGTTAGCCCTAAAAGCTTCCTACGGCTCGAAGGCTCCCTTAGCCGTAGCGAACACTGGTACCTAGGGCACCCAGAGACGCTGCCAAGCCTAGCTGCCACATAAGCACGCTGAGCACCGCCCATCCCCTCGCCATCCGCCACGTGCACTGGAGTCTACTGGCCAAGCTCCGTCAGAGATGCCGGCCCCAGCAGGCAACCGGTTACGGCGTAGCAGCCCCCCTCAGTCACCTAGAGAGGCACACTAGGCGTTAGGAGCCCGGAGCCCCTCTCCATAGGCCCAGGAGGCAGCGGCAGCGGCCGCAGGGCAGAGGCCCAGGGGCGCTAGCTTCCAGACCTGCACACACATGCGCTCCCGTCGTAAAGGGGCAGGCAACACAGGAGAGAGCCTCACCCCTAACCTCTATTCGCCAGCCCGTAGCACGGTGAACGATGGCGGGAACCCTGCATAGCAGGCCCGTGCTAGGGCCAAGAGTGCCCTAGCCTAGCGCGAGCAGGCTAAGATCGGGCCTACGCTGCAGGGCAACATAGCGCGAGGCTATAAAACGCCTGCAGCTACACCACGCGAGGGACACGTGCAGACCCGCACGCCAAGCCATAGGCAGCAGCAGCAGGATACGCATCGGACTCCTAAGCGACGCTCTAAACGAGAGGCCACCGGCGGCCCTACCCGTAAAGGCTTAGGGAACGCGCAGCCCCAAGCCCAGCGGGCCTAAGCGGGGAAACTCGCACACGCTCGCACCAGCAAACGGCGCCTTACTAAGCGCCCCACTCGAACCTGAGAGCCCTGAGGCCCCCTTAGAAGCCAGGGCCGCGCGCAACGTTAGGGGCGGCCCCCGTAGCGAGGGCAGAGAGACGGTCAGGCCTCTCTTACGCACA
ACACAC

CAAAAGAAAGACAACTACGGAGACAGTTTGGCAGAAGGACCCAACGGTCTCCAACCTTCATCTGCAAAGGATCGGCCCCGGACCCTCGAGGCGCAAGGTTACAAAGCCAAACGTCACATGACGAAGACATCAAGCTAAATCTAAGTCTTACCATGCAATGCTAGTATCAGGGTAATAAGCCGCATCGAGCGCGCGTCAGTTCGAATGTAGGCTCACCATGGAGTTTCAACTGGATGCCCATCAGAACAACCGCGACCCCGGCACCGTAACCACTAAAGGTAACCATCCCCTAACCATATACATAGGAAAGCTTTATAAAACCCAGCTGAACTGTTCACTCCGGACCCCATAAAGGTCGCATAGTGAAATTGGAAGACACGTTCAGCTAACATCTGCCTGTCCACGCTCCCGATCAATTAGCCCGTCGTATAAATAGATATACCAATGCAGACCAGGCTGCCCGAATTAACTTCTGAGGGAAATCAGAACCCCGTCTGAAGACAGAACACCACTGCGACTTCGCCGTCCACAACAAACAGGGCGTCCGTCGAAGTGTAACTCACCCCACCCAACCCTACATAGAAGAGAATAGTAAACTGCGGGTGATGCTAAAAGCACAGAACCCCATAGTCGAAAGAAACCAACCGCGACACACGGGAAACGTGAAGCGGGCGTCCCCCACAGATATAGGTGATACTTCTAACGGTCCCGGACCGATACAGCTCAACTAACAATCGTCGGTGACCATAAACTGAAAGACTCCATTGGATGAGCCCGGAAACCACAGCCCACACGTTACAAGCAGGGGGATAACCAACCAACGGACTAGCTTAAACTTGACTAACAGACAGAGCTACCGTCCAACTTCCAGCCAAAATCCAGCCGAGCAGATCCGTAATACCAGAAAACAGAGTAGAAGATGGCCTCGGACCATTCGACGCCGCGATACAACTATATAGAGTGCCAAAAGGAACCCCAAGAACTCCGCAGCCGCCACACCAGGGAACCAACTCTGGCTCAAAGCATAGGTTGATACACAGGCATAAAGAGAGCGTACGATAGGGCGCCAAGTAGACTAAGAACCAGCACCGACGCTGCAAGTCTAACATACTGAAGCTACAGATTACCGGTCAAAACCTGAATCGACAACTGAGACAACTTTGCAAGATCTAGGAAGGGATACTATCACCCCCCATTACAGTACTACCTAAACCCGAACACAGGAACCTTACACGGCTTTAAGGCACAAAGGGAAACGATCGATGAGCGCCCTAGAGAATATGGACCTTCAGGGAAAGACTGAACAAGGAGCAAAGGTGGATCACGCATCTAACATCCTGCAAAATCGACCGCTAACTGTAAGCGTTATAGTCAGAATACCACTGCGTAACACCTCACACGGCAAGCCGAGACACCTCGGAAAGTGTGAAGAGCAGTTAGAGTTGCGGAGTAAGACCTACTTGGAGGCAACCCACGCATGTACTGTACATCCTGAGTGGCAGATACAGGCGGCTTCACGTGTGAGCATTAAAGGTGAAGAGTCCTATCCAGTTCATATGCGACCCAGCTGGAACGAGTACGTAGCTCGAAACAGACCCGTACGTTATAAGCAGACCTGAACTGACCACCATCAGTGTAGAGGTAGCTTCAGAGGAATCTACAGAATGCCCTGGCAAGGGTGACTCCGCGAACCGACAGCGCTCATGGACATAGCTACCTTACATCAACGGGTAAGATGTACACCACAGGAAGCTCGTCACTGCACTGATCATACGCGCAGCACTCATACTCCCACTAAAGGCAGACGGGGCACGAACAACCAGCAGCTAGGTCAGAAGATGGAGTCTACAATCACGACTACGGATCCTTGCAAAGCGGACCCGACTATTCCAACCAGATGCACTAGAAAGCACAGACTGACGGCAGAACGAGACGCATAGCACGAATAGGCGCTACAATACTACAAACATACAGACTCAGAGATGCAGTTGGACGGCTGGATCACTTGGCCGGAGAAGTACCACTTTACCTGCCGGTCTAAAGCGTACGGATATTCCGCACGTGCCGGCCACACTCTAAGCACTCCACGTTGGAGAGCTACACGAAAGAGAAGAACCACAATTGACAGGCATCACCCCCGCAAGTCTGACCCTCCCAGTCTGACCAAGAAGGCCTCAATCCCCAATGGGGATCCACGTTACACAGAAGAGTCCAATAAGACAGGAACAGCAAAAAGGGGGTGACCTACCAAGAGGAACGTCCAACCCGGAGATAATTAGGAGTGAGGCCTGAGGCCGAAGCGCTATCGATGCGGTACTGGAAGCTGTAGGTATAACCATGCACTCCCTTTCCGCAGTAACTTACCTTCTCACTGAGCTAGTAACTCCTGGCAGACTGAACAAGCTTACCTCTACTATAAGTAAGACTCGGCCTTTCCAACAGGCACGAACCTGAAGCATCACAAGCACTCTCCAAGCCCCATGGAAGTGTGACTTAAATGAGCAACGGCGATTCCGGCTCGCACCCACTATGAGAACAGTATGAAGCTATAGTCCCCAAAGGGTATTACTCCCCAACCTCAGCGCACGCCAGTCCTCAAGGCCAAGGCACACAGAGACAAGTCACGAGGAAGCACTAGTCCACTCACCACACATAAGGAGTAACCTTAAGAACGCTAACTAGAGTAGGCGGGGACGTGGCGGACCAGCTAGACCCCCACTTAAAAACTCGCGTAAGCAAGGCGTGAGAACGGGGACTAGCAGGTGACCACCAGAGTGACGCAACTACACAACGATAATCCGAACACTAGCCTCCACCAGTGAGACAAACGGCATCCCACTTGCCTCTGAAACAGTCAGAGTACCCAAGACTACAACGCTGATGCTACAAATGAAGTGCAGGTCCCCAAAGGCAACAATAGGCTGATAAGTACCAAGGACGCCGAAACTCGCCACACCCAGTGATCAGCTCATTGCCAACACTAGGACTCAGAACCCCCAACCGTAACGCACCCGGCTACGTTGAACTGCTCACGGAGTTCTAGCTTACACACATGCACAATAAGGATCAGCAGAACCCAGCTTGGATAGAGGCGTAGAGCACAGCATACCTTCCCCTGCGAGGAACTGAGCAGAGCTCAGACCCCACACCTAAGAAACCCACCAGCGGGCTAGCACGAACACGCAAATCGGGCGAGCAATTAGCCTGGGCGGGGACAGGAGAACCCATGGTGCAAAGCCGATAGCGCTCAAGCAAACGGCTCCCCTATAGCTATGCACTGTCAACAACACCTCCACTGTGGGTACCAAGGACCGGTTCCTAGAGCAAGTCCTAAGCAGACGAAGCTCGCCGGAGGGTGGAAGGCCTATCAGGCATACGCATCGACGCAAGCGGGTCGCTATAAGGAGCACAACCAGGCGCAAGCTGCTTATAAATGGTACTCCCCGCACGGCGCTACTCCAGACAGCCCTCTGAGCCACACGTAGAACAGGAGCCAGCCCTTGCCAGATGCAGAGAAACGTAACGACTTAGGCAATCCTCCGGCGACTGGTAACTAGTCAGCTACTCAGAACAGCGGTTGCATAACGAGATCACGGCCACCAGCCGCTACTATAGGGAGAGGCAGTTAGACAGTGCCGCATACAGCTGCAGGCATCAGGAGCTACACAGCCCCCCATCGGATTACCTTGACATACAACCAGAAAACGGGCAACCCATTCGCCTCGCCGCTGACTATACCACATAAATAGCAGAGCCAGTAGCCCCGTACCGTTCACCACCAGCTGGCATTACCTTCCCGCATGCACACAGCAGGGCAGGTACACTGTACTCTAAAGGGCACTAATAACTTCCGAGAACCCCATAGATGCCACATGCCATAGAACTCGCCCGTAGTAGACAAGCCACCATCAGCACATCGGCCAAACTTAGACCGAGGGCACCGCACACATGCCCACCTGGAAAGCGGGAGCACGAGCGACTCTAAGTCGCCACCCCAGTGCCCTCTCAAGCCCCCCAACCCCGTCAAGGGATCAATAGACATGGCTAAGACAATCCCTGTGCCCCAAAAGGGCGCACTCGGAGATCACCGTGCTCTCCCCTCCCAAAGCACAGGAGAATGCCCAAGGGCTGCACCAGTGGGTAAGAAAGCCACTTGGAACACCGCTGGACTACGCACCACGCGCTGCAAAAGGCACTGGGAGGGGGCAGTAGAGAGGGACGACGATAGACCAGGGATAGCGACAGTCCACCTACAGGATACACAGCATCCCCCTCAGCACACCATCCTAAGGAGGACAGATCAAGGCACCAGCCGCGGCCACAGTGCGCACACGGAGCAGTCACACCTAGACGCTACACGCACGAACCCCAGTACTTACCACGTTGCCTCAGGGTAGAACACTGACCGGTCCCCGCACCCTAGCTCTACAAAGCCGGTTACTCGTAGCCGTATCCGAAACAGGGACACGTCCTGGAAGCCTGGCTCAAACGGACAGACGCGCCGCACCGCAACGGATACTCTGCAGCTTAAGCCAGCGTGGACCAGGCGTTGTAAGGTCGGGCGGACGCCTAGATCGCCCCCCGCTCCTCGCCTTATACGAACTGCTAGGTTTAAGGGTGCTTGTAAGAGTGCCTCTCATTCGCAGCCAAGTATACAGCCCAGCCCCCCCCCTCCCAGAGCCACGGATCTCGCGCGAAGTGTCAAGGTGCTGGCCAAGTACGATCGGCCCGGTAAGAGTCAAGCTCCATCCCGGCCCACAGTCAAAGACGAGAGCGCCACTCGATTCCGCCCAAACAGTAGTCCCACTTAGCGGCTACCCCAGCCAGACAAGTGTCAGGCGAGGGAACCCTGCAGCGGCAATGCTCAAGTCCACTATCCTAGACAGAACGGCGACCGCATCCGGTTAACTTAGAGGCTGAAGTGACCAGGCCATAGAGCGTAAACCCTCGAAGGGGAAGACCACATCGACGGCCACAGCTCGTACCAGAGACGTAGACCTGGCCCAGACCGCCTCAGCATCACAAGAGCACAGAGTCCACCACTTAACGAGAAGGCAGCTGAGACTAGCCCCCAGGAACGCCACGCAGAGAGCATAGCAACGCTTCAACGCAAGCTTCCTGCTCCCCTACCCTTTAAGGCTACCAGCAATACGGCGACTCCGAAGCCTGAGCACAGCACGAGGCACTAGGAGCTACAAGGAGGCAAGAACATACCCAAGGAGAGGCCCAGGACCCCACCATAGCCGAACGGCAGGAAATGGCCTGCAAAGAAGCAGCAGGCAGTTAAGGACCGCAAGCAGCACTACGCACCGTCTCCAGCAGCAGAGCGCGCACGTCCGAAAGGCTAGCGAAGAGGCCAGGAGGCTATGACAGCACAACAGCAATCGGCATTAGAGGCTGACCTGCAAGCAGGAGTCCCTAACCCGAGCCGCACGCGCTTGAGATAGCCGAAAGATAGCCATGGCCAAGCCCAGACCACAGGTCCCCTCCATAGTGGCTCCACTAGCACCCTTCGCTTCCAGGTTAGTCCTAAGGCCGCGTCGACCTTAAAGCGATACTGGCATGGGCAAGGCGCAGCCACCTCGAACCCCGCAGGACGGCCTAGGGTACACAACGATCGTCTCTAGACCCTCACTGCCACTGTTAAGGGAGGCCGCCAGGGGACCCCGGCCCTGAAACCGACGTGCCCGTATCCCGCCGAGCGTGCCAGGGCCTGACCTCGACAGAGCTACTACGAGCCCTAGGGTCGAGGGCAGCACCATCCGCCCGTTACACGTACTACGCGAACGAAGCAAGAAGAGGGCAGGCCACCTACCTAGAAGACCGGTAGCACCTGTACAGGGGCTGCAGGGAGCCCCTAGCCGCCGCCAGCGACCCCGAAGCATGGCTGCCACCCCCCATGGCCGTATACACACGAGCGGAAAGCTAAGGGACCTGGGACGGTCAACCCCTGCCCCACAGAGGGAGCCCCTAGGCAGCCTCCTAGGAGAGAGAAGCAGCGTGCTACGTTAACGTGCAGGGCCACGCAGCGACCTAGTGCGACACTAGCGTTTCGCCGGAAGCCTAACGTTCCCTCTAACTGCCCCCTGCGCGCGAGCGTACCGCTAGAGCTGCGAGACCGACAGCCACCGGACCCTGAGAGAGGAGAGCAAGCCTAGCCCGCCTGAGCCCTAAGCTTTACTCTTACCCCAGCCTACGATAGGGGGCTTACATCGGAGCGAGAGGCCCAAGGGCCGTAGCGAAGGCAGCTCCCGCGCGCCTTAGATAGCACTCCTAGGGCCCAGGGGCACGAGCAGGCTCGGCCCCACACGCACGTGCGAAGCCCCCTAGAGGGCCCCTAAGCCCCTACAACGCCCTAGGGCCCTACGAGAGAAGGCCCGGGACGGGCGAGCAGCCCATGCGACGCCAGCGAGCCACGCG
ACACAC

CGGACCCTCGAGGACGTAGCGCAAGGTTACAATGTCACCCGGAGCCCGGTGGGAAAGCAACCCTACGAGCGCGCTAGCACGTGGAGGTACATGGTACTATAAATCCTCCCATTCAACTGGCCAAAGACACCCGATAGCCGTAACTACGCAAAAGGAATGCCAGGAAGACGTCTCGATATCCAAGAGGCAGGACTCAAAACGAGCCTTTACGTACCAAGTGATGATCACGAGGACAACCTGGCTGAACATCCCGGACAACAACCCAGGTGAAGGCATCATACACCACTCATCCAAAGTGGAACCTTCATGTTCTTCCAAAGATTACGCTTCACAATCGTGAGATATGGAAGGGTCCAGACCGCCAACCTTCCAACGCTCCCGATCAACCTACGTACAGTAGGAACCACTAGATAGAGGAAACTCTTCCATCTCACTATGATCACAAGAGATGTAAGATGGCCACACACCGAACGCGCCGTAGGATTACCGGGCGCCTACACCTAAAAACAGAACGTACGAGGCAAAGACGCAACAACTCATCCGCAAGCCGGCGCGTCCGTCGAATTACAACATCCGCGTGGAAAGAGATCCTCACTGATACATAACCCAACCCACAGAAACTAGATGGGGAAGTGCACCTTACACGGACAGATCCCGAAGCGTCCCTAGAGAGATCCAATATAGCTACCCAGCATCATCAGAAACTTCAGCTCAATAGTCAAGCCAGCCATAGTTCCACTTGTCGGTTAACTGTGACCACGGACGATGCCTCGCAGGTAGGGATCAAAAGTGAATCTCGCCCACAAGGTCGACTACCTACTCATACCGAGGGACATCCAGAGGATAGTTCAAGGGGTAAATAGGCAAGGGGAAGACGTTTAACAGTGGATGATGACCTGAGGGCACCTTAAGGTAGAAACCACGAACGGGAGGAGAAGATGCACTGGGCAACTACTCCAGCCTTTCAGATCAGATACCCGAGTCCACCAGAACTCTCACTGGAGTCACAATCACCCATCCGAACCAACACTCATACACGGCTAAAACCTCCACCCATTAGAAATCTGAAACCAGAAGAAGACCTATATACTAGGGAAACACCCCAGTCTCCTCCGCCTTTGCGAACACCATTACCTTCCCAGGTCAGAAGTCCTAGTCCAAAGCCCACACGTACTACTGTCCACTCCACACAGGAACCTTAACTCCGTGGTAATAGACCCAGTCCAGAGATGCGCACATGCACTCCCCCGGGCCATGCTAATTCCCTCTGAACGAGAAAGGTGGTGTTAACGTCCAAAACTGAGCCGAAGTTGCAGACCTCATGTAAGGTTAACCCAGCCAGAAAGGCGGGTGTGAGATAACGTCCACAAACCCCAGTACCCGCCCGACCCAGCTGGAACACCGCCGTACCGCTAGAGTGTAGACCTCGGTAGACCCACCGATAGAAACAGCCGCTCAGAATCACCTTACCTTACATATACACACCACGAGGCAGGGTCAGGACCAATTCGAGACCCCCCTGTAATACGCGATTTACTAAAGAACCCCACAGGTCCCGAGGGTCACGCAGACAGTGTCCTGAGCCAACAGCGGAGCCACTAGCTGTCAAAGGAGATGGGCAGAGACCCACCGACCACCCGGATCGAAGTAACGTTGAGGGCAATAAGGCTGGGCATCTAAAGAGTCAGGACACATCCACGGCAGTGGCAAAACGAGACGCATCGCTACCTCTCCCCCAACAGACGCATCGAAGATCCCGCCGCAACATCTCAGAACCCCCAACCATGAACACAACACCTCCCGGCGTCCAGAAAGCGTACGGATGACGAACACCAAGTTGCAGCTAAACCTTCCGTCCAACCAGCCCAACACCACTGCCGTCAGAATGCTAGGCAAGCGCACCAATTGAGATCTAAGAGTCTCATCATCTAGCTGCTCAATAAGAGACCGCCGGCAAAGGCACTGACAAAGCTGCTACAACCTCACCATCTAATCCCCATATGGAGGGAATCCCCACATCGGAGAGTGCGCGGCGGAACCCAAGTGACCTCCCACTTATCAGCACAGTTCACGCCAAGTTCGAGACTCGGAGGAGTTCTAAGCGCTATCGATGGTATAAATCGCACCGTCCTCTAAAGCCAGACAGATGGGATAACTTACAGTGACCTGACCACTGCAACAAAGATACTCAGGGATCTAGTAAATGCCGCATTACCGGGACCTTAACCATCAAGTTAGGCGACAAAGGGTCAAGACCTCATACTGTAACGATTCACTCAGACTTAGAACACTATGAGCCCCCACCTGGACGACACCCAGGCGACCCCGCGTTTCCGCCAGCAGAGCATGGTCGGGCAAGGGTACATACAGGGGGGAAGGGTACGCCTCCTATCCGACATCGAAGGAAAAGGTCTAAACCCCCCCCATGCGCGGGGACACATGGGTGAACCCATCCCCCCAACTGTCAAGCTACTTCTCAACAGGAACTCGCCTATCACAGGCCACATACTTTAACGTGCCACTGGACCCACAACTGTACTCTCAATGTAGCAAGGAACTCCCGTCTCAACAGTAACACTGCAAGTCATGGCCAGGGGACATCGCCGCCACCTGGTAGCAAGAATAGGAATCAGGTCCTAACGACTCCTTGCCATAAAGTAGGAAACAAACAGGATCCCTCCACCCGGGCCTAACCCTGAAATAGGCATTACGCGTCTAATAACCGGAGACAGGCGAATTGGCACCGGACGCACCCGGCTACGTTGAGCGGAATCGTAACTGAACCAGCAAATGTTAGAAGCACCCATACAATGACCAACACTTTGAATGGGACGGCCCTCGAGAAGCTACCTGTGCAAAGGGACCTTGACGGGCATCGCCAGAGGGACGAAGTAGTGAAGCCATCTTGAAACGCAAGGGGACCTTAACAAGGGACAGCCCGAGCCAATCTACAGCTCCAGGGTGGCACACTACCTAGGTCTAATTGGGTAAGCACATGGCCTAACCACATGCGCCAGAATAGCGCGAGCCGCACGCGTCTAAAGCTATCAGAGGGGATACCAGGCAACTCCGGGTACCGCTGCACGGTAAGGAAACCTTATCATGCTGAGCACCCACGACCTAGACGCTATAAGCCCTAAGTGTCCAGCACTATTCCAGCTCCGCACGGCGCTAGGTCCAACGTCTAGCCAAGAAAGCGTGCACAAGTCCCACGTCCGTTCCGCCCGCAGACTGTAGGCAACAGTCGTACGACTGGCACCATGGAGTCTAACTGCTACCCCACCTAAAATAGCCATCAACCACCTATCGAAAAAGGGCGACCAAAGGTGCACGTGACTCCGATCAGGAACAAGGCTGGGACTGTTCGGTACAACCCGTCCGCTAGCATCCCCGAGGAAGGGGCTCACAGACAGCCATTCGACAGGGGCAGCACCCAAGCTGAAGACCCTAAAACGAAGCGAACAAGCACCAGTAAACTGCCCAATACTCTGACCCAGACTGTTAGCATGCAACGACGTCGGACCAGAGCCGTGAAGAGGAGACTGAGTGGCACAAGGCAGCACACCCGCCCAAGCCAAGCGACGCAGCCTCGGAGATGCCACTCGCATTGCGGGGAGAAAGAGGGTCCTAAGCCCATGCTAACAGTGAACCTGGAGGTTGCACCGAACTCCTGGAGCAGCACCAATACCCACAACTCTCCACCGCGAGCGTAGCGTCCCAACGAGGCACGGCGCTTTACACGCCGAGTTACAGGGACCCTTATAGCCACCCGAAAGTGGCGGGCTAGCATAAAAAACGAAGGCTACGCGGCATACCGCCTGACTCAGCCCAGACAACGATCGATGACGTTGCGCGAAATGCACACATTGCGCTTACGACTTACACGCGCTGCAACAGTGCGCAGTAAAACGTCCTGACAGCTTCACCTGCAGGCACCCTCAGGTTCGAGCGTACAGCTAGCAGAAGACGTAGGCCGCCGCAGGCCAACCGCGGCACCCCCGGCAGGTCTCTGCACTATTACAGGAACTTCTAAAAGCTACAAGTGCCACAAAGCATCACAGCAAGGCCAGGACTAAGGACACTGAGGGCACAAGCATGAGGAGGCAGTAAGGGCCAGCTACAAGTGTGGCTAACATCTGCACGCTAGTGCAAAGTGAGGACTGCCTGAGAACTGTGGCTGTACCACTAAGCGCGCCATTACTCGTAAGCACGGGAACACAGCCAAGCAGACGGATAAGGAAGCCTTGCAGCCCCGAGCAACACGAGACAAGCAAGCACGGACACACGCCCATAGAGACAGGACAGGGGAAGCAGCTCCTCCAGGCCCTCAAGCCACAGACTCTCAGAGCAATTCGCCCGGACCCCGCAACGGGGAACCACATAGGGAGCCTAGCCAGCAAAGCCATAGTGAGGCAGACACAGATCTCGCCTAAGCGCGAAAATACGCTCTTAGCTACCGCCTCAACAGCAGCCCAAACGTCGCAGCAGGCCTCCCTGGAATCCGGAAGGGGGCCCCAGCCATCGCAGCTGGAGAGCGAAGCCCCATAGAGGACGCTCGCCACACTAAGTCCACGATAGGCCGGAACCTCTACTAGCAATAGCGTCTGAAGTAGCCGGACACTTGGCATGCTCCCTTCACTCGGCAATCCGCAACGGCGGCTCGACGCAGGGTTAGAGCTACTTGCAATGGCACCCTGCCAGGTAACAGACGCCCCAGAGCTCGGCTCAGCTCCCGATCTACCTGGACGCTAACGTACCGACGACGCGTTAGAGACCCACTCCGAGTCCAGAAGGAGTACCCCCAGCCCAAGGCCCACGGCTCTACTCTACGAGCACACCCCTACGAGACGACCGCAATAGGACCTAAGCACTAGTAAGAGCTTGAGCTCGCCGGAGCGTTCACTCGCAACATAGGCTTAAGGCCAAATGAGGCGTTAACTACAGAAAGGCCCTCCCCGATCACCCTCAAGGCCAACTAGGACCCTGAGCAAGCAAGCGGAAGGCAGTGGGATCCCACTGCCCAGCTAAGGTGTAGGGACCCCAGGAAGTCGACGCGACCCTCTAGTGCTAAGGGGCCTCCTAACTCTGAGGACCCTTATACTCAGAGAACCCGATTACGCAAGCATACGACCGGAAGTCCGAAGCTGCACTCGAATGCGACCTACAGCACCCCAGCACTAAGGAAAGCTCAATCGGCGGTGCACAGTGAGGCTGCCAGGGTAGCAACTCTGCGGCCACCTATAGAGAACCCCGCCACGAGGAAGCGAGAGCGTCCGGTAGAGAGCTCGCTGCCCTAGAGCTCCACTGGCCCGGGTCCCCTGACTAGCACCTCTCGATGGCAAACGCAGACAGCCCAGGCAGTAGAGCAACCACGCACGGAAGGTAGCAAGGGCGATCACGGTAGACAACACCACAACGAACCGGGAGGCCACGTGCAGACACCCTGCCGGCCCAACCCGCACAGCTCAAAGGCTACGAGGAGCCCATAGGCTTAGAACCGATCTAAGCCTAAGATCGCGACAGGAGGGCTGAAGCCTGAGCCGCCCGTAGAGAGCCACCAGCGCTGCCATGCGGCGCTTAACCTACACAGAGAGGCTACCTTTAATAGCACCTGGCAGCAGGCACGTGGGGACAGCCTAACTACGCAGAACGGTTAACCTATCACCCTTCGAGAGAGGCGTAGCAGCCCCCCTCATAAGCATGGCGCACACGAGGCCCCTAGGAAGCGGCAGGCGCCCTGAGGCTTCCGAGGGCGCTAGACTGGTCAGAAGCAGGTCCCATATGCTAGAGACGGCCACCGAAAACCCTCAGCCGACAGCCACGGTCCGATACAACGCCGTCGACAGGCCTAGAGGCAACGCAAGGGAGATCGGCGGTCGAGGCTTAAAGAGCCAACGCACCTAGGAGCGAAGTCCCGCCCGACCCCCGACGTACCCGTGCGAGCCCATCGGGCATCAGCAGGGCCTAGGCAGGGCCGGGCCCACCGGCCCTGCACTGCTACCCTCGCCTGCGTAGGGACAGCGGACGCAGCCCTAAAAGCCCAGACCCGCGGCAAAGCCTAGGCTCAGGAGCAGCAGCGCCCTACCTAGGAGAGAGCGGTTACCTAGCCATAGCGCCCCCCGCACAAGCCTCAGCGTAGCCTTAGGCCCCAAGCGCACAGCGACCGTACCTTAGGCGCGCCGTTAGCCCCTACAGCGACGAGCAACACGCCCCTAG
ACACAC

ACCTAACTACACGGGTACCAGATACATGGGGCAGAACCGCAACGGATAGTCGAAAGCATACTAAGAAAATGCAGTGGGATAGTATGCTAAGGACACCACAACGTTGTATAAAGAACACCTTCGAAACTTTAACGCCTAGATCGCGCCGACGTCCTAAAGAAGGGGTTAGACACAAGGCCGTACAGAACAGCCCGTCCCCTCCGAAGGCAAAACAACGTGACAACCATGCTTACAATTGTGACAATGTAGACAATTCGCATAGTCAACTCAACTTGCACTTTGGATTACGCCAGCCTCATACACCTGAATGGGAGACTCCTTGTCCCATACACCCAAACGGAGACGATGCATTCGCCCGGACCGGAATACACAGTGAAAGATGCACAGACACTGGTAGGGCAAATAACCCCTGCATAACCAAACTTGGGACTACATGAGCTGCCACCCAACAGTACGGCTACCACAAGTCCTAGAAGATCCAGAGGAAATCCACCTGAAGGGGTACAAGGGACATAAAACAGAAGCAGAATCTCCAAGTGAAACGGGAAGCGACGCAGCCCTCCAACTCCCGCGATATCCGGACAACTAACCCCATCAAGAAGTATGCAACACCGAAAGGAGCCAGGAACCAACTCTAACCCAAAGCATACTTCTAGCGTACGATAGATTGCCGGCGCAATCACCCAAGTAAGGACTATCCATGAAAGCATCCTAATCCCAAGTCTCTCCTCACACGGCCTCCGCACCCTCACCGCGCCGGTCGGGATAGGCCACCCAAGGATGGAACCCCCCCTCGGCTACCTACCCGAAAAACACAGTGAGGTCAACACATGGCTCCCCACCTACACGTTCCGATGACGCAAAACTTAACACCTCCCTGTCAGACTGCCACCACGAGAAGACTTACAGTCCAAGCCAACTGATAGTCCAAGCCGATCGGAAAGTCTGACAAAGAGTAGACAGACCCCCACGAAGACACTGTACGGTGCACTCACAATCCTGCATATGACGTGCCACTCAAGGCGGATTCAGATACCAGATTGCATAAAGATAAGAGCAACACGGCCAATATGCACACCGCAGCGCTCTCAACATTGCGAAGGCGATACAATTAGCCCGTACCCTCAAAACCATACTACTCACTGAACTTAGATAGAGAAGACTAATGAGACTCTGACATAGAGCTTCATGTGCATAGGCTCTAAAACGTAACGACAGCGCTCAGCCACCAGCAAAGATGTACACCACCAGATCCCGATATGGCCAACAGGGGAGTTACTAAAGAACAGTCCCGAGTCATCACACTGGATGCCAACCTGAGCCAACTGCACAAAGGAGCGACTACGGATCTACTGACTAATCAGCCAGCCATCACCATTAACCCTACATCCATATAGAAGGTATCACCTACTTCGCCTTCCAAAGCTACAGATGACTCAGACGGCTCGTGTAGCCGCAGTGATACCCCAAATGGCCCTGTCCCGGAGAAACAAGACTGTCAAGACCGAGACATCCAGAAAGCGTACGGATAGGTCGCACGTGGGCGGAACACTCCCAAAGGAGGAAAAAGGTGAGTACCGTCAGGCTCACCCCAGCCCTTCAGCGCACACCTGGAAGATCACCGTGAGATCTGGACAAAGGAGGCAATGGCCGGCAGTAGCACTATGAAAGGCAATTGGCGTAAACCAAATGGAACTCACCTGCCTTGCCCAGTCGGTGTTATTATAACCTCCCAAACCCAGACACGGACGACAGGAAAGACCTGAGGGACTACCAAAAAGCACCTCCCAGTTACACTAACCTCCGAGGAGACTCTCAGAGGCAGAAGGAGAGTGAACACAGACGTCCACGCCAAGCATGGAGTGCCAGGTCGCGGTAACAGTGGGTATAATGGCGCCATCGAACTGGCTTTTAACTTCCCTCCAACTATGCATTACAGTAAGACCTTTACGCCCAAGGGATCTAGTAGGATTACTGAGCCCTGTAATGAGGGTGTCAACCTCTCACCAGCCTTTCAAAGGAAGCGGCTCGGCAGGAACAACTCTCCTAGACAACCTAGTTAAAAAGGGTCAAGACCAGCTCCAACTCAATCCGTCAGGACTGGCCCCCCACCTTGCACTAGGACCACGACGTTTCTAAGGAAGGCCAAACACCAGCTAACTCCACCGCCTCCTTATCAAGGGGCTTGGCACGGCCAGGAATCTCAGCCACACCGTTATATATGCAGGCTGAAAGGAAAACCTTAACTAGAGATGCCCCGGCATGTCAGCACCATAAGCAGCTAGAACCCCCCCCCCAGTGGCATAGAGAAACCCCCGTAAGCTCTTAACAGGCATACACGGGTAAATGGGCTAGCCACCCCTCCACTACACCGGGCCGACACGCTCCCAAGGAGCAACCAAGGTGGCCAGACTCCAGACAGTACCGCCGACGATACGCCAACTCGCAGGGGAATCCGCAACACTACGCCACTCTGCAGTACTAGCTGCAGCAGCAGAACCAGCTTAAGTTGCAGACTGCAGACCAGGAAGAACCACTAGATAGTACCCATAGGCAGGGAGACCGCTCATCCAGCTGCCCGCTCTAAGAGCGAGGGAACCTGCCAGGACCCAGGGCACTGGGGGTTAAGTCCCAGGCAACAATTGGCAGGGAAAGTCGAGATCGCGATGCCCGAAACCACAACTGGAACTTTCCCAGGACAGTGACCAGGTAACCAACCTTCTCGGGAACGCGGAATCGTAAAGTAGCCTACGCCAGCAACACGGACGGGAACAGTGGCCCTCCGAAGCACCACAGAATGGCAGCCTGCGGCCCTCGAGAAGCTACATACAGGGCGTACTGCACACAGCAAGAGGGCATCACTTGCAATAGTGACCACGGAACCTGAGCCATCAGCCAAGGATGACCTATAGGAAGACCTCACCCACAGAGGTAACCAGAAGTACCCGGAACAATAGGGGCCCAAGCCTAAAAAGGACACTGGTGGTACGACAACAGAAGCTTTGCGGGTCACCCAAGCCAAGCCATCCCCTCTAACCAACCCCTACAAATCCCTAGATATCTACACAATCCCCAGGAGCTCAAGGGCCCGCTAACATCAGGAAAGGCCATACGGGTTTAACTATCCATCAGTAGCTAACTAGAAGGCTAAGGTCAAGGGTAGGCTCAGGACCACCCAGAATCGTACGTAGAGCTGCCGTATGACAGAACCTCTCCCTCCCACCAGTCCCTTGCAGCCAAAAGTCCCACGTCCGAGGCCTTCTAGTCGTAAATAAGCAGTAATAACTACTATCCACAGCGTAACGACCATAGCAGCCGACCACAAACCTCAAGGGCGTTAGAATGCAGCAGTGCGGCGACACCTTGCTACAGACTGAGGTTAACCCCATCAGACAGACCCGCATTGGACCTTGAATTAGGAGGGGACAAGAGGCAGGAACTACCCTATACCAGGCCAGCTTGCTGCAACCCGTAGGTCAACTAGAAACAGAGAACCCTATGTCCGACTCCCAATTGCAAGCAGCTGAACCTTACACCCACACCGATAAGTGGCAAGTGTCGCCAAAGCTGGACCCAGTAGGAGTGCAAAGGTGGCCTGGATCTAGAACTCGCAGTGTCCGTTACATAAGCGGCCAAAAGGACCGAGTCGGCACCCCTCAGATGCTCAAGCCCCCTGGCACTTGAGAAGCCAAGTGCAAGGTCACTCTAGCCCCCGTCTCAACGAGGCTGATCCTAACAAGAGTACTAGCACCCTTCTGTACAATCTGGCAGCTACCGTCAAGTGGCATCCGCAGCAATCAATAGAAAACGACCTTAGCCTCAAGCAGCGGAGACAGCGATGGACCCGAGGACCACGGGCGAATCGACAGACAGAGCACTGTGCCCTAACTTCCCCTAAACCCAGAGGCACTACACGCGCCGACGCATTGGGTAGACACGGCACCTTCGGAGCTCCTGGGACTAACCCGTTAGGCGTACCATAGCGCTGGACAACCGAGTAAGGATGGCACTGTAGCAAGACCCACCACGGTGAGGCCTGATATCCAAGGCAGAGTCAGAACCCCTCTCCAGACGAATAGCCATAGAGAGAGCAGGAGCAGCTGGAGCTGCACGCTCCACGCACACAAGGGTAGACCACTAACCGGTCCGCGACATAAGCCTATCCTCAGAAGGACACCCAGGACACGTAGCACTATCGAAAGCACCAACAGGCGCGCAAGCCACCAAAGGATATGGCACGTAGGGACAAAGGGACAGCACAACCGCAGGTACGCTCCACCCCCGGAGACCTACGAACTGAAGACGGTCACAGTCCTGGCACCCGCACGTGCCATAGGGCACAGGAGGCAGGAACACATAGCACACTGCAGTGTGGAGGGCGGTCGACCCTGACAGTCAACGCGCACCTTCACATGCAGAGCTAAGCCTGACGCCGCGAGCCTCTGACCTTCCGGGACCCACCCGCAGTAGGCAGTAAAGCAGCTCCTCCAACGCGCCGGAGGCGCCGCATGCCCGCGGCTGTGCCATGTACTAAGCACAGGACGGACAGCACGACACCCCAGCACACTGAGAGCTATAAGGTAGCGATTCAGGGGCCAGAGGCGCGCGGGATCCAAGCACAAAGCCTGCGCAAGCAACCAGGGGCCAGGGGCTCCCGCCACACAGCGGACCTAGGGGCGAACAGCTATCGACCGCTAACGTACCGGGGACAGCATCATAGCCCAGCGACCCCGAAGAAGGTAGGGACATGCGAGTAGGACTCCTCTGCAGGCATCACACAGACAAACGAGCTCAGATCCCCATTAGAACGCCAGAGCAAAGGCTGCAGCCACGACCCATCTACCAGCAAACGGCCGTTAAGCCTTACAGCAGCGAAGCGGGGCAACTAGGACCCTGAGAGACCTTAGACCCCAGACGGTACAAGCGCTCTGCACCGAAACTAAGACTGCCCTGGGCAAAGGGACCAGGCCAACGACCGGACGCTACCCTTAACAGGAGACGTGAAGCGGGGCTTCCAGAAGCCAGCCCCCGGCGGAACCCGCAAGCATGCCGGAGCTACCTCGCGCGGGAGTCCGACCGAGCAAGCTCACAAGCTAGCAAGACAGCATCGCGCTGTTCAGCTATCTATAGACACCCCGCGGCCCGCAGCGAGGAGAGCACGCTTACAACGTCCGCTGCAGGGTGAGCGCTACCGGCGCCTAACCAGCCGCCCCAAGGGGGAGGCTGAGACCCAGGGCCAGGGTCAAGGCGCAAGCCCCAGCGGACCTAAGGGACCACTCGAGCAAGGCCATAAGAGAGACACGCGGCCTAAGGTTCGCTGTACTCGAACGTGGCCCAGGCCCCCGGCTTGTACGTGACGCTCGAAAGAGCAGCCGCCCGTAGCGGAGCTGCGAAACCAGCACTGCTACGCCTTCCTAACGCTTAGGGCCAGCTTTAAACAGCAGCAGGGCACACGAACGAAGGGCACTAGGCCGGACCGGCTACCCTGAGGAGCCCAGTCCCGTGCTACCCTGCCCTAACGGCTTACTCCTACCGGAGGCAGGCCCCTTAAGCTAGCTGCTCAGCCCACGTTTACTGCGACTGCTAGGAGCCCTAGCCCCTCTAAGCTCCAACGCACATCGCCGTGTCCCTTAGCACAGCAGCCCCGAGTCCCTTAAGAGCCGGCGGAAGCCCGGGGCCTGAACCGAGCGCCCCGCTACAAAAGCGCACCGAGGCCCCGACCGAAGGTCCGATAGCCGGGCCGCGTTAAATCGGCCCCTACCCTAGAGGCTCCCTAGCGAGGCCGAGAGAACCGTACCCTCGAACCGTCTAGAGGCCCTACTTAGCACGCAGCCTACGAGGGAGAGCTTAAGAGCCGCCTCCCCTCACATTCGGAAGGCCGAGCGAGGTCTACATAGGTAGCGACACACGCGACCGCGTACAGCGTCCAGCCCTGTACGAAGCGACCCTAAGATACGCAGGCCCAGAGGCGACGTAAGCCTCACGCACCCGAGGTACGCACCTAGGACACAC

CAATGAGGGCCACCAACAGGAATAATATGCACGCTAACGCTCAAACCTCGAACCCGTACATGGCAACCTGTCCATATCGAAGGACACCAATCACAACTGCCCACTTCTATGGAGCGCGCCCTCGTAGAACGCGCCGTACTCCCCGCAGACAACGTACACGTCATGCTGAGCTAGCCAGACGATAGACCGCAACGGATAACAGCGAGTGGGCATCCGGAGTTAAACTGCCCAATACTGATACTTCTCCTTTCAATCTGGCTGCGAAGTCATGAAACCAACCGCAAAGCAAGGCCGCACGGACGGGAAAATGCAACGTGACATTAAAACAACGTGACACCTGACACATTCTCATAAACCCATACGGTCACCAGCCTCCCAAATCGTAGTGCAAACTGACTCATAGTTCCACACATGAATGGGGGTTAACCACGGTACACAACTAGGCCATTAGATGCAAGAAGCAACTATAAAGCTTAACCAAACTTGGTTGCACTGCCACCACTAATACCGATCGGCAGTGCCCAGTGAGCCAAAACTTCCGAAAACGTTTAACTGCACGACCAAAGCAGAAGGGGAAGTCAGATCCTCGTGCGATCCGGAGCAGCAGGGAGAGTCTAAGATACCCCGCAGGAGCACCACTGGAGTCACATACTCACACTCCCAATCAACCTCAAAGCGGCATCAATACAGTGCACAGAGGGATCAGCACAAGGACACAGAATGTAACGTCACACTATCAGACAAGTTAAAAAAGACGATCGAAGGTCACTCTTAGAAGTCCCCTTCCTCGGCGGGACATCCCCAGTATGAGATTCAGTGGTAACGCCTCTATACGTCAACGGACAACCTTGCAAGGACAAGGGAAACGATGCGAAAGCGCCCTCTGCACAAAGAACAGGCGACCACATCTGCAGGGCGCACTCGCGTCCATCTCCACTATCCGTTCTATGCAAACGCTAACTCTCCACACGCAGCCGACCTTCGGACACCCTCACAACGTGCGAGACATAGTGAGATAAACAGACAGTCCACGCATTAGTCACAAAAGCCCCGCCCGTTAACACAGACCCTTCCGCATAAAGAGATAAGGAAAAGTGCAGTGACCTGACCACTACTATACCCGACTAACACTGACCCCGGGAATCCGAGATACCCACCAGAAAGACCCCCAGCATAACTCTGACTGGAATGCCCAATCCACCTTTAAACCGACGACAGCTCCTCCACTCCCAGCACAATGGTGTGAGAAACCACATACGCCCGATAGGAACAACTGGGCGGAGCTGCGAACAGTCAAGGGAAGAGTCAACTTGCATGGGCCCATTCACTGCTAAGCGGATCCCAAAGCATACTGCCCCATCAACTGAGACAAGTCGGCAGCACCTACTTCGCCCATCCAAAGAGCTAACAGCTTTACTGGAAAGACGCCATCACCGTGTAGATCCCGCCGCACTTGGCCGGAGAACCAGTAGCAATATCCTACACGTGGGCGGAGATTACAGACTGCCGGCCACATGGGCATCCATTAAGCCTTTCGGCAACGGATCCAGAATGATGTAGCAGAGAGTCCGAATAACCAGAACAAGCCACCCGGCAAAGGCAGTAAACGGTTACGCTGCCGGAAGAGCGGACGCTAACGGAGAAGTGGGACTTGCCCACCGCACCACTAGTCCATCAAGACATGGACATCGGGGACGACCCACACGCGGCACAGAGCCTCCGAGTGGCAACCCGACGCCAAAGTCCTCTACAACGGTGCAGGACACAGCCAGCGCTATCGATGCGGTAACCGTCATGGCGCCATCGAAGCACGTAAGAAGTTACAGCCTACGAGTAACTCCTGGCAGACTTTGCATCAAGCAGTGCACCATCACTCGGGCGGCCCTCTGAAGCTTGAAAGGAAGTGATACCCAGGACTTACAGCTCCGATTCAGATCAGCAATACTTGTCCCTCCACCCCACCTCTACATAGACCATGCAGAAACAAAGAGAAAACAGAACCAGATCTAAGGGCAAAATGCTAGTGTCACTTATATAGTGGACATCGCTACCGGGCGAAGCTTACAGCAGATAGCCATAGTACACGAGACATACATGCTCGTGCTACTGAAGCTTAAGAGTGTGAAAAGCAGTAGGGACATAGTGCCAACTCTAGCTAGAGTGGCAAAAGGGTCCCGAAACCCCCCCAACCTCACCGATTGCATTCCCGGTGTAAACACACTAGCCAACTCCCGCTCCCCCCAGCATTGGCTCTGCGGCATAACTCCCCTCCAGCTCTTCAAGTACCGCAACGGTCACAACGCATCCGCACATGGGACACTACAAGAGGCCCACAAGCCAGTACTAAGTATCCACAGGCTGCAACTACTCAGACCACTAATCAGGTACCAGTACACACCTATGTGGCTATGACCCAAGTAGGAAAGACCTACTGCAGGAAACCGGGGCGGTAACGAACACTCTAGACCCTGCAGGGGGATTTAGAATGGACCAAAGAGAGGACACCCGAGTCTCGCAACACAAGCGGCGCCAGTACCAAACAGTAGGACGCTCGCCAAGCAGATTGCCCAGACCAGGACTAGGCGAGGGAACGACAACCGGCTAGCGGAATACGGATCGTAAACAGGAAGTAGCCTACGCACCCCAATGTGCAGAACGAGCAAGCCCATAGGGCACGCTTACACGACACGATAAGCCCGAAGCATCAGATCTAGTAAGGCAAACCGGCCCCTGGCAGGCTGACCATAAGAACCCCTTTAACCAGAGCAGGGGCAGATGACTTAAACCCGGACGGAGATGAGCAGCTAAAGCCATCACACCACCCACGCTAGCCCCCCAACCTATATGCGACGAGCACTACACCAAGCCAGAGCCCGCCGCCTCAGACTGCTCAACAGGCTGTTAGGTAGACGGTGCCACATATCCTCACCTCAGAAGGAGCTAACCCATAGAACAAGACCAGGCATAGCGCCGCGCCGTGAACTATAGCTATGCCCTTAGAGGTTCGCTGAAACCTCCACTCCGGGTACCCGGTAGCCAACCACCTCTCCGGAGGGTGGACGCAAGGGTTTAGCTATAACAACCTCACGACAAAGGCTATTCCAATGGCACCAGCGCACGGCGCTAACTCAGATCGTACTAGTACATAGCCCGCACGCTTGATAAGTAGCTGGAAGCCAACCACAAACCTACGAACCAGAGATCATCGGACTGGTAAGAAGGAAAAGGACTAGTCCTGGCCCACCCGGAGACCTTTCCCACTGCTAACGAACCTGCCAGCCGGGAGTATAAGGAGAGGCAATCGTCGGCGACGAGCCACCAGAAAGCGGGCCGAAGCTTACACAGGCACTGGGACTGTTCCTAGTCCATACAACACTGGCAGGAAGGAACAACGTTGACGGCGCTCTAAAACGAAGGACAAACCCTGACTCCACGTTAAGCGAACTACCAAGGTTACCCAGAAGAACCCCAGCACGTATCAGTGAGAGGGCAGAGAGCGCTGCAGCTTCACCTCACAAGAGCGTAGGAAACGGGCGCAGCAAAGGCCCTCCCAGCCGCAGACTCCTGAGAAGCCCAGGGGACAGGCAGCACCGACGCTGCCACAGCGGGTACCGAGCGGCTCACGGTGCACACCCCACGAGGCTCCGCGCTCAAAAGCCTGAGTAAAGGGATCCTGCCCAATAGGAGAGAGCCTGAAGCGATCGTTGCCCAGCCGGAGCCCAGCAAAACGGTAGCTGGTGCCCAATCACGCCTCGAACCGTGTAGGCAACAAGGATCCGGCGGACCCTCGAGGCAGTAACGGCAAGAGCTACCCCTAAGCTGAATGGCAGCTTCAACCTTCTGTACACACGAGGGACCCGCATCAAGGGGAAGGTGCTCTAAAGACACCAGCCACCCCTAACACCCACACCGACGTAGCAGCGCCTCGAACCCAGGAGCCAGCCACGCGACAGCATTAGGGGGGGACGTCTCAAGGGTCGTATAAGAGTCAGAGTGCACCGGCGCTCATAGCAAATCCCCAGGACCATTAGACCAGGAACTGGCAGGGCCGAGTGCCATGGCCCATGCAACAGCATAAGGCTGTAAACGTCAACTTAGGCACACCCAAGGAAAGGTACCCTACAGCCCCGGTTAAGACAGACGCATAAGCTAAGCACTCGCCTCAGCACCCAAGACGGAACCCAAGCAGAAGCAAGCAGGAAGCGTCACGTAAGTTCCGCCGACCCCCCGCGAGAGAGGGAGAGCTATCCACAGCTTAAAGGAGGAAGGAGGATTCGCCACTAGAGACCGTACCTACCCTAACCTAACGCCATAGCCCCCGCCAGCGGCTCACTAAAGCCTGAGACACAGGGCCACGGATTAGAAAGCCAGAAGAGGTGCAGAGACATCAGGCCGGTAGCCTCACCTGGACTAGAACCACTCGGAGCAACGCGCCAGCTACAGTCCATGCAGCAGCTGCCAAGCCCCAGCAGATAGGCCGGACTTCCAAATAGCCGGGACGCACGACAACGGCGGCTCAGATTACAGAGGACACGGCAAGGGCCCTCAATAGAGCGGTCAACGAAGCCCTCGGCCCCACCAGGGGCAAGAATAAGCGCTACAAAGACCATTGGCCGTACCGCGTTACAGTTAAGTACCAGTTGCCCCACGGGTCTAAAGCCGCTGCTACTGTCCCGTAAGACAGGGCACTTCGCAGGCCCTAGCCACTACCCGAGGAAGGCTGGCCCAGCAGCCCGCAGAGTCCTACATCGCCCTCTCCGACGAAGGCTACAGGTCACTGTCATACGGGCCCAACTACAGGCCTTAATGTACCCCGAGATGCGCACTGCGCAAGTGACCCTGAGTCTACTTAGACGATGCCTAAGAAAACGTCGTTTAGACCGACCCTGACCTCTAATCAGCCAACAGACGCACATCGCCAAGGTACAAGGCCCTCGCAGGAGCCACAAGCCTTCAAGCTGCACCCTCGAGTCCAAGCGACTGGGCCGAAAGCGGGCACAGGAGGCCACACACTAACTTCCCATGACGGCTTAAGGGCCCAAGCGCCATCGACACGGCCTAAACCCTATCAGGTAGCAGTAGCTAGGCGTAGCAAGGGACCCCTACCCTGCAGACCTCACAGTGACACGTCGCCCCCGTACGGTCCCAAAGGGCATAGCAAGGAAGCTTAGCCTGAGCAGCCCTCAAAGCGCTGTAAGAGCAACCCGCACCCGTATCTAGGCGCGCCGTGGCCAGGCCCAGGGACCTAGACTAGAGAAGCTTCTCTCAGCTTCCAGCACACCGTAGACCTCGGACTGCCCTTAAGGCTAAAGGCTGACTACGAGGGTCCTAGCAACGGACACGGCTGGGTTAATAGGCCGACACACAGCAACGCCCAGGTCGAAGCTCCGAATCAGGCCTAGAGGCCAGGGCGACGTAGCTCCAGTCTTACCCTCCAGGCCAGAGCTATCCTAAGGCCTAACAGCTAGGCCCGATGCCAGCCTGAAGGTCTAGGGAGAAGCCTAGCTAATAACGGCACCCGAGGGCGCCCTACCCGCGCGGCGAGTACGAGCCGGCACATCGAAGCCCAGGGGCCGCCTAGATCGCCTGTGCAGAGAGAGCGAGCGGTGAATAGGGAGGGTAACAAGCAGCAGCAGTACGCGTTAACCCTAGCACGCAACCGCAGCGTAAAGCGTAGGCCCCGCGACCCCCTTAAGGTCCACGCAAGCCTCCAGTTAGAGCCCCAGACCCCGAGCCGAAGGCCCGTACCGCTAGAGAGCGCACACGCGTTCCAGCCTCAGCGACAGCACGGAGCCCGGGCTACCTAGGAAGGCCGCTCCCCTCCTAACGTCCCGAGGCACGTCGAGTCGCACCTAGAGCGGACCGTTAAGCTCCCTAAGCAGGCTCCGTTAGGGCTACCAGAGCGACCTAGAGGCCGACGCCTCCGAAGAGACCAACCGGCCTAAGACATAGGCAAGCACCGAGACACAC

CCGATCGTTGAACAGCTCATCACAATGCAGAACAGAACGTCTCCGCACATGGAGCTCGTAGATACACCTGGACACCTCAAGTCCAGTAAGCGAGGCCCCATCAGAACAACAACACAGAAACAGCCAAACAGGAGGTTCCCGCAAACAGCGAGTGGGAGATAACTTCACGAGTTAATCAGGACACCACACTTATAATGACTGCGAAGTCATGACAACGAAACCCACAGAGCCCCAACTTGGGATCGCGTGTGAAAAACGGGAGCAAGGCCGATGTGCCACGGACGGGAAGACAAAAGAAGAAGCGGGCGTCCCCCACCAACATTCATATAGACCTGGACAGACCAAGTGCTTCTAACGGTCCCGGACGCTGCAAATAAGCGGTGAGCTTGAGTTCCAAGTTATAGACTCGCATCCACGGAGACATACCCTCAAATTATGGCACCAACATCATCTCCAACAAAGCTTACCACCAACATGTGACTAGTAGTTGCAAGTACGATCGGCACAGGTCCGAGCAGATCCAGAGGAGTTCAAGAGTGATAGCCAGAAGACAAGCGACTCGGAGATGCCACATGCGCGATAACTGCTTATAGAACTCTGCTATGCCGAGTCCACTGGGAACCAACACTCAAAGAGCCAATCAAGTAGGTGTTACATCTCACTTCAAAGCTTAACGTCATCACCCAAGTATCTAAACATCCATCAGCACTACAGTGGGAATCCTCAAATCGACACGGCCCCCACGTTAAAACCCTCGAACACACCGCGCATTACGATCGAATTACACTCGGCAGGACACCTAAACCCGAAGTTACACTTGAATGCGCACATGCAAGCAACAGGGTGCGTTGCTGAACAAGCCATGACCACAAGAACCACTCGCGTCCACGCTAAGACGACGCGTTAGTAACAACCACTACACAAACGGCAGGAGTAGAAGGAAGCTACAAGACAGTCTTAAGAAACCATATGAGTGGCACGTGCAAGAGGCTCAGAGGTGGATCCTAATAAGAATCCACAGCAACAGTTAACGCTGGAATGGCACTAGCCAACCTAGTAGGAGTGCTAACCTCCAAGGAAAAGTGAGGTAACAAACGGCCCCGGAAGACTCAGTGGAGAAAGAGCATAGAATGCACATAGGACTCCTGAGCAAACCGAAGAACCAAACCTGGGTAAATTGAGATACTGGCAGGAAAATGCCATGTCCTCCCAAACAGTCCCGAGCCACAACCAACCCTTCCCGCTTACATGCCACATCAGGGAGAACAAGGAAGGGAAACTTGCCATGGCAACATACCACCGAGATGGCGGATCACCCCAATGCGGATCCCACAACCACTGTTAAGCTAAGACTGACGGCAGCCTACCATTAGAACGCATAGGAGAAAGGTCCGCTACCGGTACAAGCTACCCAACCTAACAATGCTGCATAGACTGGAAACTAAAACATGTAGACGCCATCACGCCGCACCCAGAGTGATACCCCAAACTAGAAGTCACCATACCAACCGTAGGTTGGAGGAAGGCAACCACACCCACGAACACTGCGAACGAGCTCACGAGATCCCTGTCAACTCCGATTCATAGGCAACAGGCCTGGCAACTGTAAGAAGCTAAACAAAGCAGGAAACAGAGTCCCACCGCCATCTACAGCCCCCCACCCTAACCAGAGGGAAGGTGCATGGGATGCTACCAGGAAGAGTACAGGAAACACCCAGCTGGCTGCCAAGGATGCAATGCACACCTACGTCCAACCCGGCCTACCTTAAATAGAGAACGGTGACCTATAGCGCTGCGGTAAATCGCGACTCAAAGTCTCTCCAACTGACCTATCAAAGAGACCCCTTACAGAGAAAAGGCGCCACCGGCAGAACCTCTGGAGACCGTGCAACTCGGTCCAGACCTTCCAGCGGCTCGGCAACTATCAACCCAGACCTAAGGTCAAAAGCTCATAAGATGAGCCTGGACAGGTGGAAACGTCAGATCCGCCCCAACCTCAGCGCACGTAAAATAGCAAACCAGATGGAAAAGGCAAGTGTCGGTTCAAGGCAAACATGGGGCCCACCCCCCGGGACAATGCTCAGCTGACCAGCAAACGCTCATGCGCGAGAGAGATGCGACACACCAGGGGCCTAAGATACCGGCTACCTGCTCAAAGGGACCACAGATTGCATACACCACCCAGCAGAAAGCGCCAAGGACCTCTGCCAGGAGACTCCCACAGTAACCTTCTAGATACTCTGACATAACCCATAGATCCGAGCCGAAACACTAACCTCGTCTGCAGGTACATAACTAACTGAGGCTTCAATAGGAAAGAGAAGACCACAGTGAATACGGCCGCTCCCAGTCGCATCACCCAAGCTGCCCAGGCATCATGTAACGCTGCAAAGCCCTGCCAGAAGGCATTAGATACCCACAGCCGGTTAACTGTAAATCCACCACCAGTGTACACGATGCCCTTTAAGGACGCTCGCCCGTGGACCAGTAATTGCCAGTGACCTGATAGGACTAAGGCGACCACTAATCGAGCGCACCTACGGAAGCCAAGTCCTAAGCCACAGCAAGAATGGCACACATGCCCGACTGTCCGAGGGAGAACCCGATAGAGGCGTAGGCACCGAGCACCTGCACACGGGCATCGCCATGCCGCACTTCCCTTTCTAGTGACTGTTCCAACTCGGGCCAAGTTACAGTTAAAAGGGGCGAGCAGGGCAAAGCTCAGTACACGAATCCAATCGGGGCGAAGGGGCAAGCACTCCTCAGCAAGGCGCCAGAGCAGCACGAGCCCCTAAGACGAGACAGAGGGGACCCGTGTAAAAGAGCCACATCACGCAGAGTCCGCGGTAGGAATACCCTACAAATCCCGACATCGGGCCCACCTTAATGGTAGGTATAACGATCCACGACCGGGTCCTAAACAACAAGCTGTACAAGCTGACACAGGCGCTAGCCACAATCGTAGCTAGAACACGGAACCCCGCAGACAGGCCAAACACGCCGTCCCACAGCCGTTCCCTGGCCAGACTAAGCTAGCCAGACGTCGTAATGAAGCATTCACTAAGAGGTTACAGCCAGCTTTCCACCGTACAGACCCGCGGAACAACGACGTGAAGGGGGCTTAGAGTCCACGGTCACAGCATCGCTCCAACTCTCCAGCAGCAGGGGACCCGTGGATTAACACTGGACTGCAGGGGAACGATGCATTCGCCCGTACTAGAACCACAGACAGAGGGAAGAAACTGCAGGTTAATGCACCTCAAGGGTGTAAACGACACCGATCCTACGCCCCTCACTTCCCTGTGAAATAGGTAGCAAAGCACAAACGGGTCTAGAATTGCGTAGACAACTGGGCCCTCCCGGAAAGAGACAAAGGAGCCGCAGCCTATATGCTAAGAAGTAAGTACAGCTAAAATTGGGAGGTAGATGGGAACCTAAAAAGCGATGACGCACTCAAGGACTGTAGCAAATAGAACTCTAATAGGGAGACAGAGTCGCCGTAGCCTCTCACCTCTCCCATTCAGCACCTACCTAAAGCCTGTCTGAGAGTAACCGTCAAGAGCACACAGGCCGTTACGGGTAGTGAACGAACTCCCTTGCCTCAGCAGGGAGAGCGATCGGGCCGCGAAACCAGCCAAAGGTGAGACCGGAACACCTCGACTCCTAGCACTACATTGGAGTGAGGTCTAACAGTGCCTTTAAAGCCGACCTTCGCTCACCCCACACGGGAGACTGAGAACAACCCAAGCACCTAGGCCTGCAAGGGTAGGGACCGCGTCACTACTCGCGTACAGCAGGCTAAAGCCCCTAGAAGCAACACCGCGACCCCGGCACCGTAACAGTACCCAGGCAGGTCTACAGGTCATCCTAGATTCCGGCCGAACGACGGATCAAGTGGCAAACCCTCGTATAACCCACAGTCCCAACGTGGAAAGCCTATCCGAGAGCACTCCTCAGTTCGATTACGGCCAACCGGGAACAGTGCGCACACGGAGCAGTGTGACCAGCAGGGTCACGCTAAGCCGGCACGCACCAGCGCGTACACCTAGCCCCCCAGACCTCACTTAGGCACACCCTATCACTTACCGGTTAGCCGTAATGCCCGGCCTAACAGCAGCCTGAACCTTGAAGTGGACGGCTGCGTCCAGAGAGCAAGACAGGGCACAACGACACGTACACGTGGGCGGAGGTGCACTCCAGGGCTAAAAGGGACGCCTAGACATAACCCTGCCTTAACCTTCAATCGTGCAATAGCCCTCACTGGGACAACCCCACTAGCCGTGCAGCCTAAAAGCCGTACCAAGGCAGGAGCCACAGTCGCTGGTAGCAAACCTCTTACCCTTCAAGCTCACGCCACAACAGCCAAGGCGGGGCCTTAAGGTTCTAAGCAGCGACGCCGCGTAAACAGGGCACAAGAAACCGCTGGGCCATAGCCACCTACGAGTATCGTCAGCCGGAGTTAGAACTAGCAGCTTCGGGAACAGGAAGCACCCCCACATACTAGACCAAGCCCAGCACCTATCACGATTCACTATGCATTGCCCTAGACGCGCGGAGCTAGACCCCACCTACCCTGAGGGGTACGAGGACAGGCACGCAAGAGCTCCCACTAGTCTTATAGGGCGAACAGCTCGTACCGTAGACCCCCAGCCTCCCACCCTAGCCTCAGATTGATAAGCACTGCAGGGAACCAGCTATCGACCGCCCAGGGCAGGCGACAGCAGGTGCCCGGAGAACAGCAAGGGTGCCCACGGCTGACCTCCAGACTTACGACTAACCGCTAGATCGAGCCTGCTTTGCTAAGTACAGCCGGACCGACTTGCCCCAGAGCGCGACAGAGCCCCGAAGCCTCTACCTGTAAGCCCCGGGCTAGAGAGAGCAAGCCCGGCCACGTACCAGGGCAGGAACCCCGGACCTCGCAGCGAAGCACCCCCGTGACACATGATAGGCACAAGCACCTGCCTCCCCGCACGCCTATAGAGCCCACCGCCAATAGCCCCTCCGATGGCCCGGTAACTAGAGCAGGCCAGGTCCCACCGAAGCTCCCGTCGCCAAGGGCTTGCACAAGAGCATCGAACGAGGCTCCGCCCCTGACAAAGGCAATGGCCTCACAGGCTGAGGGCCGCCCGCAAGGCGAGGGCGCCTTACGGTCAACTAGGAGAGGCCCCCTGCAGCCCTGAAGCCCAGAGCAAGCCCAGCCGCGCTACAACCTAGGCTGCCCTAATCCTCTAACAGCTGGCTTTAAGGGACGCCTCCGGCACATAGGGACAGGACGCTACCAGAGTCCTACGCAACGGTCCGAGAACGAAGAGTAGGCTTAGCACTAGGAGGACCGAGCCCAAGGCCAGAGCTAAGCCGACCCCCCCTAACGGCTCACCTTAGGGTACCCTAAGCGCACGAAGCCTCAGGCTAAAGCCAATAACGCGCCAGATGGGCAAGGCTAACCGCGCTGTAACAAGGATTCGCCTAGGCCCCTAAGCCAGCGGATACCTCGCAGGCTTAAAGACCAAGTCGCAAGCGAGGCTCCGGGGAAGGCCCCGGTGCAGCGTGACGTAGGAAGGCCCGAGGCGGTTCAAGCACGCAGCCGCTTCCGAGGGCAGGGGCCCATGGGGCCCCCAGGGAAGGAGCCAGCGACCGCTAGTCCGACGCTTCCTGCTAGCTCTAAGCTTGGCGACAACGTTAAGCTTAAGAGGCCACGAGAATGCGCGCAACAGGAGGGAGCTCGCCCTACCCTAGAGCTGCCGTAGAAGACCCGCCTTAAGGCCTAGACCTGACGTAACACGCAGCGCGGCGAGCCCATCGCGCAGAGGAGCCACACAC

AACCGCGCCGACACTGTGGTTAGAATGGGGGCCAGAGGGTTAGCCTCAAGGCCGCGGGAACTGTAACTCAAGAATGGCGGAGGAATTGTGCGATACGCCAGCATGAGACTGTGACCACGGAGTACAATAAGGGCGGGAGGAGACACCCAGCACTCCGCTGGAGTCAAATGTCAAACGTTAACCAACCCCACCAGTACGATCGGCCCGGTAGGTCGACTTCCACACTGACCGTGACCACAACTTGCACAACAGGTTTAAGGCAAAACACATAGGATGGATGGCAACGGGAAGCGAACCGCACTCGGAAAACAGGTCATACCATGGGCGATAGTGCGACAGCTACCAGGCGTGCCAGGCTACGCTGACCCGCAGGGCACCGGCTCAATGTGGAGTTGGACAGTGAACCCAAACCTCAGCGTACGATAGGGCGCCAGGAATCTTCAAAAGTCTAACATAGGGAACTCAGCAGCTCACCTTAACACGGAAAGCACATCAACAAATCGACGTCACAGCTGGGCTATAGTGGCACATTACCTACCAGAACTAGATCGAGGGATACTATCACCCCCCCAATGGCTAGAAGAGTGCGGAAGAACGCCTATGCTGTGCGCAATAGATCCACTCAATTCGAGCGATCAAAGAATCTGCGATTCCAGGGCGCCTCGACTATCCGAATTCAGTGGGTGCAAACCAAGACGCTAAGCGTTACAGATACAGGAAACCACTAATTGGAACAGGAGCCGAGAAGAAAGAGAATGGTAAAGGCGGCTGGAAGCATTAAAGGTGCCAGACGCAACACCGCCCCGAAGAACGTAGAGACAGCTAAGAGTTTCACTCTTCGATACAAACCTAGTAGGAAAGTGCGACGGAAGTTAACCTCCACTGATAAGTTCCGCACACATAGTGACTCTGCCCACAGGGCCCAAAGCAACGACCATTGGGCCCTACCGCTCAAACACCACCTAACCTTACTGGGAAAGGTTCGTGTAAATTCGAATACGCATATAGAAGGTACAGAAGCGCACACGGAGCCTTCCCGAGTCACCTAACAGAGACTCTCCACAGCCACGACTACGGATCCAGGGCAAGCGGACGTTGGCCACAAAATCGAGATCAAGCTAACCATTAAAGGGAAGCACGCTTCGCATAGAAATGCATCATTGGACAAACGCTCAAAAGTGGACGGCTATCAGCCTACCCATGGCCAGCCAAACAAGGACTGTCGCCCACAGACGGCACCTCAACCGTAGGTCGATTCCGCACGTGGACGAACCAGCCGACCAAGCGCACGTCCGAAACGAAAGGGGGACAGTCATGTCGGTAGCAGCCATACCCCTCCAAGTCCACATGTCCTCATACCCAAGAACTCCTTGCATGTGAGGAATAACACGACTTTACCGGGAGACTAGGAGCCTGTCCCCACCTCTATAATCACATCGGGTGACAACAGACACAATGCACTAACCACGCAAAGAGAACCCGAAGTCCCAGGTCACCTCACAAGCACCACAGGCCTGAAGCTGCAGGGGACAAGAGCAAGGAGCGGTATCATCAAGAAACCAGCACAATCGCACCAAACTGCAACACGCCAAGACAATACCAATAAGCTACCTAATGAAGAACGTGGATGACAAAGGCGCCACCTCTGCAACTCCTGGGGACACTTTGCTCCAGACTGGCAGCGGCCTCAGAGCGACAGCGGCACAAGCCGACCTAAGGTCACAAGACGGGAGAGTTCCAATAACGATTCGGCGATTCCGGCTCAGTGAAAGGAGGGAATCCGGTAGAATGAGCATAGACAGGTGGACCCCGCAATAGGTACAAGTGAACCGCCAGCGTAAAGTAGAAACAGGAGACGTCTAAAGACCTAAATCCCAAAACCTGAGGAGAAGAGTCGAGTTACACGAGGAAGTACTAAACAGAAGCATGCTCAGTAACAGTGTGCAGCAAACATGCAGATTAAGGTATATCCTGCTGCTAGCTAGAAGAGGGCTGCTCCGTCTCTGAGCAGGTGTACTAGAGACAAAGACATGAACTGGAACTAGCCACATCCGGCAACGTCAAAGGTGACTTATACTCCAACTGGGACACCCCATAAGACGCAACCATCGCCGCCAATCCGCACTACTAATGTTGCGCCACGCAGCAGAGACAGGTGGATAGGCATCCTAAATACGGCCAGTCCAGTACTCTAAATAGGAAATCTTCCCCCGCACCCTACATGTAAGGATCCCTGCCGGTAACCTGAGAACCTCTACATCTATGCGCCTGAGCAGGTCCCAGTTAGAGCTACCTGTATGCCCACAGAGAGTAGACCAGGCAAGATCGAGTGCAAGGCAGAAGGCACTTACCAAGGGCGGGTGAAGGCGAATTAGAAGTCGACCAACGCCGTAAATTACCGGTCAACTATTAGGAACAGGTGACTCCACAGAAGCACCCTTCACGACACGATAACTGTCCAGATTGAGTGAGCCACCCAGTAAGGCAAACACGAATCGGCCCCACAGACTTAGAGGATGAAACCAAAGCTACAGGTTAAGCTTGACAGCAACGCACATGCCGCCTGGCGTGAGACTACAGATTAAGACTTACCTCTACGACCCACTCCCAATACTAGAGGCAGGGGGAAAGAGGCTGCCAACCCTGACTATGAGAGGAAATCGGAGGATACGGAACCCTGTCACTGAGACACTGAAGCCGGGCAGACATGGCTACACACGAGCCCTCTTACAGAGGGGATACCTATGCAGGTAGCCTGCACACCTGCACCACAGTTGAAGCGTCACTCTACATGGGGAGAGAAGACCAAATCCCCTAACAAGCTCGTATGGACTACAAACACCAACGATCCCCTGCCGGGTCCATCTATAGCTAAGGCGCAGGGTAGGTTCAACTCAGCTAGTACATAGCAAGCATGAGGGATGACCAGCAGACGTGCTACAGGAGCCTTCACCTTTAAGGGAAAAAGGGATGGGACCGAACGAGGACCTGGCCATCACCGTACGAGTCGTAGCAGAAACTGCTACCCCAACCGAAAAGCCACGATTAAAGGAGATCTGGCACCTAATGAACAATGCCGGCGACACGTGACCCTGACCTGACGTGATACCTATCCGGCCACGGTGAACCTAGGGATTAGATTACCTCCTCGCAGGCATTGCCGTGTTAAACCTTGCAACCCTGGACAATAGCGCAGCCCCAAGGAACGTTCCCGTAGACGGCGAATGCACATAGAGCGAACCAGTACGTGTCAGAGCTAGAACCGTATCAAGACACGCTACCACCGATCCTACGTAAGCACCGAGCCCCAGCCAAGGCGAGTCCCTTAAGCAAAGGCCCGAGCGCAGCGATGCCCCTCCCTCTAGAACTCGCCCGTAGAGACTCCACTAGACTTAGCGAGGAAACGTCCGCTGCGAGGAAAAGAACACCGCCGACCGCCACGGCAGACAACAGTCACTCTCACCTCTCCAGGGAAGCTATAAACGCAGTGGCACCGACCCGTTATACGTAAGCAATAACTAGAGTAGGACACAACAACCCACGTTCCGCAAACGGGCCCTTGTACCATCCCTCACACTATTCAGCCATAGCTCACTGTGCAGTGACCAGAGCGAACCAAGAAGGTCATGACTTGGCAGGCTAGCCCCACCAGCAAGGACAGTCTAACTCGAGGCGCAAACACGCGACACCCTGCACGCTCCACAGGACAGCATCACAACCGTCTTACGCATCCGTTAGGGTCCAGTTACAGCGTACAGCAGGCAGCGCAGGAACACAGGCCTAGACACCAGGCGACCCCGGTCCATAGCAGCAAGAGCTTCACACAACGGTCTAGGGCAACCCCGGCAGCAGCAGCTGGGCCGAACGGTGATGTCCCATAGGCGTATAACCTACAACCGAAGGCCAGGCTGAATGCACCACAGCTAGCAAAGTCCCAAGGACGAGAGCACTCGGACCAGCACACAGACTTGCACGCTCAGATAGAACAGCGACCTCGCTGTACCGCGAAGGGATCTGCCCCACACCCTAGCCACCCAACCTTGAAGTTACCCTGGAGCCTACGGCCTAGGGCACGTCACAGCTGCCAGTGCCAGCACCGCCGGCGCGTCCCTCTGCCGCGCAGGTGCAATAGAGGATCGCGCAATATACGAAATCGTGCCCTCACTGAAGAGCCCTCAGACCCCCGCAGTATACACCCCTCTAAAGCATTAGACAGCTAGGCTGGACTTAGCTTAAGACAGCAATAGGACCTGAACGCTGACCTTCGCAGGAGAACCCACAGCCAGATGCCTGTACGCGAGCCCCCAGCAGCCCATGGCGCACAAGGGGACCAAACCGAGGCTCAAGTACAGGTTGAGGCATAGTGTCCCCATCAAGCTTAGACCTGGCCCCGCACGAATTCACACGTATACTGCCCCGAGACTCTAAAGTGTAGACGCAAAGGTCCTTTAACAGGCCAAAGCCCAGGGGCCTGCGAGCCCAAGCCCCAGGCACGCTCCCCCTTAAACTAGTGCCAACATCGACGACGACCCTTTCCAGCGAAAGAGCCTGCAGAAGCAGCCTATACGTAAGCCTTAGCCGTACCGCTAGGCTTGAGGCCACCCAGAGGGAGCAAGCACTACGCAGGGTACCAGGTGCCTAGCACTCGCAAACCCTAAGGGTGCTAACAGTCTGAGGAAGAGGTACACGTCTGCCCCCGCTAAACCTGAGCCACACAAGCTGCAATCAAAGTCGACCGCTACGGTAATTACGGAAGACAGCTCCACAGCGGGGCCAATCTAAAGGACTAGAGGCCGGCAGCCTACCATCGAGGCGGAAACGTGGGCCTCCAGGGACAATCGTATACGACAATCGCACTTAGAGACCACGATGCCCGGACTTCTAACCGTGGGCACAGCACCCTAAGGAGGCGAAACAAGCACCTGCCTCCCCCTGTTCGCACGCCTCTCCCTATAGCCCCTAACCGAGCCGCCAGCTTACAGTCCGCCCTCCCAAGGGAGCGCTAAGCGCCATACGCTCCGCCCCAGAAGGGCACGTGCAAACGATAGGGCCCACGCAAGCTTCGCTTTAAGCAAGACCGTAGCCTTAGGGTACAGGGGCACAACGACGAGTCTAGTCGCTGCAGCGCGCCGAGAGACAGGGCCGTTCAGGGTGCCCTAGCGTGCCAGGCAATCGCGACAGCTCCTTGCCAACGAGAGCCACAGAGAGGATAACCTACGCGGACCCCGTCAGGTTAACGAAGGCCCTAGCCCCTAACAGTCCGAGTACGCAAGCCTAGGAAGACCCCGCAGAGAAGCCCGGAGATAGCCAACGCTAAGCCTCCCAGGGGGCCCACCTAGAGAGGGCGCCCTAAACGTAACATGTAAGGGGAAGCACCTAGGCCTTAGCAGGGAGCACAGGGGCTTAAAGGCTCAAGCGCGTTTCCGAGCGAGCTTAAAGGCCCTCGGCGGAGCCGAGGCCAGGGTCCGACAGGCTTCCCCTCAGGAGCCAAAGCCTGAGCCCAGGAGCACCCGTATAGGGAAGCTCGACCCCAGAGCCACTACGCCCTTAAGCCTAAAGCCCCCAGCGCATGCGAGGCCCCGTACAAGGCCTCCTAAGGCTCTACGAAGCCTCCTAAAGACCGCCGGAAGCAGCAAGCGTACGACTCCTAGGCAGCCGGATAGCGAGCTCAGGACGTACGCACGAGGCCTAAGCCACACGACACAC

ACGGAGAGGAACATGCTCAAGAGTGGCAACCCTCGCCTCTACTGCCAAGCTGGAATGGCCAGGTATGCCCACACAAAGGGGGGAAAGCTACCCAGAACCAACACTTATCAATACGTAAACAGTACGGCTCAAACAAGTCCGTGAAGCACCGTTCAAGAAGGAGAGTAAGGCCCAACTGCACTGCACAGTCAGCTCGGACATAGAACTCCCACTGCTGACGCCGTGCGAAAAGGAGAGACCCCGCAGCCGCCACGGGCAGGCACCAGGTAAGCAAGCAACCCAGGAAACCGATAGGCCGGAGGCGCCACTAAGATTGCCACCAAGAAAGCGAACTACATCCCCCATGAACATCCAATTAGAACGGAAATCCCATCCTCAACGAGGCACGGCACTATCGAACACGATCGACAGTAACTGCCCAGGTCACTCTTAGAAGTCCTATCACAATGGCCCTTAGAAACAGTTACAAAACACGTATGAAGCAATAGATTAACACGGGTCAACCCTCCCGGTGAAAAGGACTGCGCAAATTCGACGTTCAGCGATCGGGCCGCGAAAATGCAGAACACGCAAGAAGGACCCAACAAGGAGCAACTCCACATTAGGATCTGCGGAATAATGAAGCGAGAATGTTAACGTCCAACATCCCGCTAACGTACCGGGGACAGTCCAATGACCCCTCACTACAGACTCACCAGTCTGCCTTCACAGACCATGGTCCATATGGTGTGACTGACATCAGGAACACCACACATGCTATAGCAGTTCGCCGCCGATACAAACCTACAATTACAATAGCACTACCCTGAACTGACCCAACCCAAGTGAGGTAACCATTTAGACGGAAAGCACAGTTCCCCCCGGGGTAGAAAGACTCCTGGCCTGGTCAAGTAAAAAGCAACGACCATAGGCTGTACACACCGGCGCTCAACCTAACAACTCAGTAACGTCAAACACCACCAATTCAGTCCCCTGAGAAACTTGCTTTGAAGGTGAACTTGAATACGCACCCATGGGGCATAGACACGGAGCGCTTACGTGCACCAGTCAAATCTAATAGCACACCAGGACTGCCGACTAGAAGTAAGTGGAACGTTGTAGAGAAGGCAGGAAGAAATTACACTTTGCGTAGAACTGGGCAGAGTCCTAGAACCTACCGAAAGCCTTCGCATGCATCTGTGACCCCACATGCTGAGATGCAAGCCAACGGCTAGACGCCGTGTAACATCTCCTAAAATTTAGACACAACCAAGCCCGGCGAAGAGGCATTAAAAGCGTCACCAACCGGCCCAGACAGGTTGAGAGTACCCACCCTGCCCAGAACGAAACATGGGGAGACCCAGCCAATTGCTACACCTTACCGTTGAAACAGTCGCATCAAGACCGCCCGCACCGACCAATGTGACCAGAAAGGAAATAACAACCTGCCTCCTCCCCATACACCGCCTTTACCCCGCCAAGGTGGGTCAACATGGACAGAGGGGAACCAACTCTGTGAGAACCTCCCAGTTAACACCTGCTTCACACCCAAGTTCGGAAACCGAGTGCTCTACAGCCTGAGCCCAAGGCCGAACGGTGACCTATCTTCCAGCAGGAGAAGGCCTCTGCCTTGAACACGCCAGTTACCTTCTCAACGTGCAGGAGAGCGGACGAGTAGCCACCATTGGAACTCCTGCATGCGTGGTAGAGGAAAACAGTCGTGCACCACAACCTTCCGGGGTAAATGGCGATAGAGACCCAGTGCAAAAGGCGAGCCGGCACGCACCAGCGAGAAGAACATAGGACTCCATCCTCCCTGCCACTGTGCAAGACCTGTAAATAACGATTCGGGAATACGATGAAACGTCAAGAACACATGACGGCCTAGTCTTATATAGACCTCAGACCTTGGGGACCCGCCTCAGGTTCCTTGGCAGTCGGCAATCCCGAATAGACATCGGGCGACAACTGCAGAAGAGAACTAGAGGACTGTTCACTTAACACTTCGAGTTACACTCAGGGACATATGCAAACCAAAGGCTAAGTGTGAGTAGGCCATTAACATGCCAGAGAGCCTAAATGGAGCCTCAATCCCGAAACAGGCATAGGAACTCGCCTGGACATTCCGGATAAGGTGTAAAAGACATCAACGATCACACGGGGGTAATACCCACAAGTCATAACGCCCGCTCCAGCACTCAAGGAATGGTAGGCACACACCCCCGCAACGGTCACTACACACCATAGCAAACAAGTGCGCGCCAATCGACAAAGGGAAAGTCTTGCACAGAACCATGCTAAGATTGACTCCCAAACGGCCCGCTCAGAGTAAAAGAGCTATGAAGAGCAGCTCTAAGGACAAAAGCTAGAAAGATGCGCTAGTAATAAAGACAGCTGCCTAACTTACAAAGATCGCGATGCAGGACGCTCGCCACACCCCGTGGAAGGTGGGGACTAGTTGTAGGGAACCCACTACGCACCGACCGACAGGTCCAGCAAGGAACAAGCTGGCCCTCCAGAACGCTTCCCAGATCTTCTTAACTGGGAAGTAAGTCGAGACACTGCGGCTGAGACAGCCTTTAAAGGTTACTGTGCGGCGTAAAGAGAATGCCGAACCCTAGCTAAGAGCTCGGCTAAAACTGCGCCTCAATAAGCCAGCGGGCTAGCCCCCCACCACACATGCGACGAGCACTTAACAGGAGGAACCTTAGGAGACTGTTACAGCGAAGAAGGAGTACCACAGTGCAAATGGCACACACAATAACAGGCGTGGCACAAGAGAGAGACAATTGCATAGCGGCACGCAGCTATAGTACAACTGTCCCAAGGGACCACGCACCAGGTACCGACTTACGGTAGACACTCCCTACAACCTCTCAGGGCTAGATACCCAACAGACAGCGTTCACCATACAGGGACCCATCACACGACCACTTACCCTGCCTGCAGAGGGAGAGATAGAAGACCAGGAAGCGCACGGCGCTACCTGTAGGAAGAGCTTGAGAGGGAATTGTGTGGGAATCCAGAGTGCTACAGGAAAACGTAACTTCGCACGTCATCGGATACCGATATCGACTGGCCAGCTAGCCCGCGGTCGTAACCAGTCCCCAGCTATCCGGTTACACCCCACCCTTCCAGCCGCTGCGAAATCACGTCTCACAGGACAACCAGCGCGGAAACTTAATACAGATCGTCCCTTAAGGCATACTACAGCTGCCACACAGGACCCGTGGATTAGCAAACACGATGCTATACCAGTCCCTGAAGAAACGAGGAGGAAGTATCCCCTACACCCACAGGGGCAACGACAAGCTGGCCTTACAAGGCCCCGAGCGCAGCAGCCGCCGTTACAGAGGCACTTGCGATACCCTCAGAGTCCTAACTATGACCGAGATAAGGATACACCTAGAGGATGCACACAGCAGGACTATAGTCAAGTGCGCTCACGGTGCAAGCTTACCTCTCCAGCTAAGTGGCATCCGCCCGTTACGACACCGGGTAACCTTACGCCGACTGCTACCAGACAACACAAGCAACCCAGGACTTGTACTAAGAGAGGACATAGAGCTCTCCACAGGGCTGCAAGTAGACCGGACCCAAGGGCTATGCACACGCACGGCAACCCCTCACTGGAAGGAGAAGGGCACACGAAGGGTACGCATCGCGTCAGGTCCAAGGGTGGGGTTACTCAAGCTTGTCCAGCCACACAGAGAAGCAACGAGTACGTAGAAGGTACTAGACAGAAGCAGCCAGACAGGACAACCGCCACGCCCTCCGGCACAAGATGGCCCCCTCCCCTCACCAGGCACGAGCCTGGCAAGAACCAAGCAGCTCAGCCTAGTACAGATCCACCTGGCGGCCCGAACACGCACACCAGAGACACAGCTGTCCACCTAGAAGCCCACCACTCCCTGAATGTAGGATAACTAGGAAATTGGCACCGGTAGCGCGCCCCGCGATTGCAGCTCAGCCTCCACTTACCTCGTACTAGCCAAGGTCGGAGACAGCAAGAGGTCCCCGCAAAACCTGAAAGGGCGCGCACCTATAGGGTGAACGCCCCCTCTAGACAACGATCGCCGTGGCCTCTAAACTTCCCAGGCCAGGCCGAGGCAAATCGTGAGCATCCTTACAAAGGGGTAGGCACACTAGAGCCAACCCTAACGTGCCGCCAGCGATTAAGGGCCCCTCACACCAGGGGGATCAAGAGAGAATACGGGGCAAAGGTGCGATAGCCAGTACCCAACAAAGCTCATCGCAAGCATGACAGCACAGGCAAGCAGAACACATAGCAGCGCGATAGCGTAACTCCAGCTTAGCGGCTACGAAGCCAGCCATAGCCACACACTAAGCGTATAGTGACATGGCGGCCCCAATAGCCAAGCCAGGTAGCTCGGCCAACGGCGATTCGCTGCCGGCAGACTAACAGCTGCACAGCAGCCCACGGGTCTAAAGCCGAGGGGAACAGGTGTCCACTCCTAACGTGAAAGGAGCCCGCCCAGGCTGCGCTAGAGCAGGCCGAGGAAGGCAAAGGCTAATCCCGCAGCCAGAGGGTCCGCATACCTACATCTACCTGCAAGCCTAAGTCACACGTCTGCTAGAGTACACCCCGGGGCCTACAGGCCAAGTCTACTTAGACAAGCGGCCACAAAACGTCCCAGGTACGGACGCTACCGGTACGAGAACAGAGCCAGTGCCACGACAGTTCCACTCTGACAATCGAAGCTTCATTCGCCCTAGCTAGGAGCGCACCTGCTCGCTACCAATCGGGCTACAGAGTCCATCGCGAGCTTGCTAATCAAGGGTATAGCCCGGTAAGAGAGCGCTTAACGCAAGCGGGTCTAGCTACAGACGAAGAGCCTTGCCGGGCCACAGGGAGAGGCAAGGGTCATGGGCGCTTTACCTCGAATAGGGCCACGGCAATGCGAGAGACAGCGCCTCGAAGCAGGCACAGCTGCATCCCCCCCGGCAGCAAGACCTACCCTCCCCGTACGACAGGCTCGAGGGCTACTAAGCGCCCTAGTTCTACCTGAGGAGCACATGCGGACCCTACTAAACACGCATAAAGGCTAAGGAAGGGCCGGCTCAAACGGTCACCTACCGGCAGAGCGCCCACAGAAGGCCGGACGACGGTCCAGCTGCCCTTGCGGGCACCTCTCAACGCAGGACCCCCCGGAGGACCTCGCTTCCTAGCAACGAGGCAAGCCTACAGCGAACGCTAGGCTCTAAGCAGGAGCCAACAGCGATTACGTCGACCTAAAGACAAGCCCTAGGCCTTACAAGCGAGCGAGCACACGTCGCTGCGAGGGCACAGCCCCGTAAGCTCCCTCGTAAAGCCTCCCTTTAAGCTTCATACGAAGGCCCCTGAGCAGCCGACCTTCGTAGGGAGCCCCCACTAGGAGAGCTAGCTCCTAACGAAGCACGGAGCCCACCCTGAGCCCTCGTATCGGCTTACGCGAAAGGCACAGCCCCCCTAGCAGACACATCCGGCTAGGCCTTAAGAGACCCCCCCTAGAGGCCCACTCGCTCCTAACGTACGCGACCGGCGGACCTTAGCCTAAGAGGCCTAGCGTGACACACACGCACCCGTAG

ATCACCAATAGCATTAGACACGGCACTATCCCGGTCGCGACCGAAGTCCTATCAGCACCCCCCGAAGAAACACTTGAAGAACTCAGTTTGTTATAAAGGGTGAACGATAGCGATCGGGCCCACTTCCTTAAATAGAGAGGACCCACTTACCACACCATCACGCCTCGAGACTTACTATCCGTTCTACGGCGCGACGACCAGTTAAGATAGCTGCTCCCTCACACGGCACCTTCGGACACCAGTGTGAGTTAGAGTTGCATCTACAGTCTGACTACACAGACCCCAAAGTGTGAACATGGGACATTAGACACAACAACCACCCAGGGTGCAGGTGGAGTGTGATGCTAACTGACAGTAAGACATAGCCCTATCGATTGCCAGTTCGCAACAGTTAACGCTGGAGTGGGAACTCACAAAGTCCATATCAAGTGCAAGGATCTGACCGGGTGAACCACAGACCTCAATCTCAGAGGGATAGTGGACATCAAGGGTCATAGGAAGCAAGAAAGATATCCAACGTAACGCTCACTCCTCCCTGACTAAACAATTGAGAAGTCAGGACCAACTTCCCTGAAGCCGATAGAATGACAGCAACCCGAGTCATCACTGGACAGATAACAAGGACAGTCAAACTAGGGTACAAAGGAGCCTAGACATCAACGGATCACTGCTGGTTTACAGGGCGAAGACACCAAAACCCCAAGCCAGATAAGGACTTATAGATCAAGCTAAGATGCACCATAGGTTCAAACAGAGCCTACCAAGAGAAATAGGCCAGAGATAAACCTGTGAAAAGAGCTATAATGAACAAAGACAACGGACATCGAAAAGAAGATCAGCCCTAAAAGAGCACTCCCCGCCCACGAGCAACCTGCCAGTCACTCCAGAAACCGTACGCCCCAACGACACGTGGACGAAGCTTAACTCTTCATGGTGAAGAACGAGACCTCAGGACACGGGCACTGCGAACGACACAGAGTCCGAAATACCATAACCACCGTGCAACTAGTATCAATCTAGAGCCACATGTCGCCCGCAACCAGGGGTTACACCAGAACAGTAGCCATACCCCTCGCTGCCAAGCTGCACATAGCGGACACCTGCGGAGAACTTGCCCTACAAGGCTTAGGCCACAAGAGCAGTTGACCCGCCTCTGAACTCAGCTCTTAATGAGCAAAAGTGCAAAGACTTCACAGACCTCCTATAACATCCCAATGCAATTGGGGCTAAAGATGGGAGTGCGAGATAAGGCTGCAGGTCACGGTGGCGGTAACCGTCCCCAAAAAGTCTCTATGCACTGCAAACACAATTACACTTCTCAGCCTACGAGTAAGGCATATGAGGCATCAGTAGGAAGGCCCCGATAGACGGGACGAGACAGCACGAGCGACATCGGCAAGCATCATATGCAGAGCTCTAGACGTGCAAAAGGCGACATAGATGTCCACACAACAGCTACCAATAAGGTCAGAGGTAAATCCGCAACGGGAAAGCAGCTATGCACACAGTCCCCAATCACTTAGAGTACAAACCTACAGCGCACGGTCAGTAGAAAACCAGACCACCACCTTGGGGACCAGCAATCTACAGAGGTTCGGGTCACTGTTACAGGCACATGGCACGGCCCAATCCCAGAAGAGGAATAGAACTCTAATACTAGTCACTGCCCATAGACTGGAAGTCAACGCACCAGTGCCAGGCCAAACTGTCCTTGTAATCGTGAACCCCAACAGGACTCATCGTAAGGTCCACGCAGACCATTCCATTCCCGGGAAAAGCTCACACCCACGTGCCGTATACCCCAGGAACTCCACTGTAAGTCATAAGGTGGGCACACTCAAGAAGTACAGAGATCCGCCGACACTGCACAACATGGCCCAACACCATCGCGCCGAATCCGCATCGACAGCTGCAAAGAGGCTGCAAGCAAGACACTTAAACGGCCGACTCCGTTAACCTTGCACAGTCAATGGGAGACTCCCCAAGACCCCTCAAAGCCGGGGCAGAAGGCCTCCACGATCAGATTACTATACAAAACCGCTCACAGAGCTAGTTACACCTGAAAAAAGGACCGCTAGATCGGCCACAAGAGAAGCCACCCCAGTAACTAAGACTCTGCCACTACCAGGAATCGAGCGCACCGACCGAGCGGAATACGGAATTACCGCCCAACAGTGCCAGTGGTCCACACCTTAAAGAACGCTGCGCCAGTCCGATGCCCTTACAGGGCTAGACAGCCCTGGAGAACCCAGCTACGGCACCAGCATACTCTGAACCCGGCCCTCGACGGAGGCATTAAACTGCATGCACACTGGCGGGCCAAAGGGGCAGCGGGCTAGCACGAACAAGCCAACTATGCCTCTCCATAAGGAAGGAGGTCTAGGCCCATAAGCAACTTGCCTAACCGCAATAGAGTACACAGGGCTTCGAGCTCCCAGTACATAATCACACCTGACTGTGACTCCGCAACCCGGTACCCGGTAACGCTTCCGTTCAAAGTGGGCTCACACCGGCCACGACCATACGCGCAAGCTGAGCACACCTGATCCATAGCTACTTATAAGGGTAAATGGTCAGCTCAGCTGCCGCACGGCGCTAAGTGAGGCCAGCTGACCAAGGACTAGTGGCCAACAGGTGCACAACGTACCTTTAATCGGAGCCCGCATGCTAGTGAGAAGAGGACCATTCCCCGCGCTGGCAACCCCCCCTGGCCCCTTCAGAGTGACCGTAAGCGACGATCACAAGGGACGTTTACCTCAGGCCCCATAAGGACCCACGGAGGCAGACCCCATGTGCGCATGACTGTGCAAAGGTACGTGAAGCGGGCTCCGAGATAGCCAAGGGCTTGGCACAAGGCTGGGAAGGAAGAGGACCGCCAACACCTAGGGATTACCACACCTCACCCGCTGACCAAGGAGCTCCATAGCAAGGAGAAGCGAACGTGTCCTTACCGAACTAGGACTAACCCACAACGACACAGACATCCAGCTCTAAGAGAGCCTTTAATAGCAAGGGCACAGCACAAGACCACAAGCCAAGCGAACCGCAACTCGCAGCCGCGGGGCAACAGGACACTAGATAAGCAGAAGCGAAGTAAATCCCCCCCAACATGACATATCGCTCGACACCTGGACACTCGCTAAAAGGTAGCTTCTAAAGCCCACCTAACACAGCCCTGTAACCTATACAAGCAAGCTAAGTCGCACGAGGTACCTAAGGTGACCATGAAAGCAGGCATAAGTGGTAACGCGGCGCCGACTGCAGACGTTCCGTTGCGAGGACCGCCCGCTTTGCCAAGAGAGTTCCATAGAGGCACTACACGCGGTAGACGAGGGCGAGGGACTGAGACTGGTACTGTACATACTCAGCAAGGGAAACACACGACGCATCGCGTACCAGCGCGCCGCCGCTATAACAATGCGACCCCGGCACCGTAACTACGCAAGCGAGAGTAAGCCCTGCCCCCGGAGCTTGGAGAACAGAGGCCACCAGCGACAGAGGCCAAAGCTCAGGATAAGGATGATTGCCATGTCAATTCGAACATGCCAGATCAGATACTAGTGAACTCGGTAACAACCTCCCGGAGCACGCACAGCTAACACCAGCAGGGCCCTTCCAAAGCCTCACAAGAGGCAGGGATACACTTAAATGGAGAACGAGAGCACGAGGTCCACAGCAACACATACGGCTAGACGCGCCGCAGCCGGCGAAGGCCAGCAGACCTCTCAAAGGCCTGCACACGTACATACACCTTACCAGGGACCTTTCGCCGACCAGGCCCACGGACCCGACCCTTAGTCTAGAACTCTCACAGGCCTAGGCAAGGCACTAAAGGAGCCACCAGGGATCTCGAGGTGCGGAAGAGCAGCCAGGAGCACGCCAAGGGAAACGCTGAGGACAAGCTAGAGCCTGAGATGCAAAGCAGCGAGCGTGCGAAGGGGGCCCCAGATGGCGATGCAGAGCCATAACAAGCTAGAGGTGTTAAGCAGGCAAGTACCGCGGAGACCCAGCGGCGTAGGACCGAGAATTCGGGACGCAGGGTAACTAAGAAAGGTCAGATTAATAGACAAAGCCAGGGACAGTGCCCTCAGAACGAAGAACACGCCTGTCGGGTACACAGTGGCTACAAAGACCACATCGGCGTTACTGTAACCTTCCGACTGCCCCACAAGGGAGAGTACCTAGGGACAGCCACTGGCCCATGCGCTCTGCGCTTCCGCCTAACCCTGAAACTCGAACGGACAAACGACGCCGCAATAGGCTTGAATTAAGCCTAGCACCGGGCCGACAACCTTCAGTGCGAACCCTCCCTTAGGCCTACTAAACAAGGCCATACGGCCATGCGGAACACGAAGCAGTGTCTAGACAAGACACATGGCACAGCTGGCCTGAACGGTACTTGCAAAGCACCACCTACAGCCGCTTAGCCGCTACCGGTACAGCAACACGCGAGCAGGAGCTTTAAGAGCCACTTAGCAGGAGGCTCAAGAGAGACGACCACAAGGCAGCTTAAGCATGCTAGGAATGCGAGCTACCCCTGAGCTATTCATCGCGGCCAGAGCACGCCCGCAGGCTTCAAGGCTCCGCTGCCTCCGCCTAGCAAGGCACCGCCCACAGAGCCGGGAAAGGGCACCACCGGTAGCAAGGGCGAGGAACAGAGACACCCCGGACGTCCGCATAACGTGCGCGCGCCGGGGAGCAGCAACCTTACTGCTACCGTTCGCAGTAGCCTACAGAACCCCTACGCATTGGGTACACCGGAGCCTTCCCGAGCACTCCTAAAAGACGAGGCTACACCCGAACAGCCGTGTACAGAGGAGCCCCCCCCTACGATCCCAGGACAGAGAGAGGCGGAGTCTAGCTTACCTAGCCACACAGTAGGCACGGCCCCTATGACTCGAGGGCTACATAGGGGCTGTAGTCTTAGAGCTCGGAGCCAGCCCTCACAGGGCCTCCAGGAGGCTGTTCAGGCCCGCAAGCCGGCTCACCCTACGAGGCCCAAGCGTCGTACCTACAACAGCTAGCCTCCTCGCAGAAGCCATCGGCACCACGCACGCAAAAGGCTCCGGAAAGGCTCGTCTACGATAGCCCTCCGCTCTAAAACGCCTGCCACCTAAGCCTCTACCCTAAGAGCCCCTCCTAGAGGCCGCGTGAGCCTCAATAGGCCACACGACCCTGGCCTTAAAGCTTCTAAGCGCTCCACTTCGCCTTAAGCCCCGAAGGGTCCCACGCAGCAGCAGCGCTCGAGGACCCTAGACGCTACTCGTAACAGCCCGAGCCGCCGGACGTAGATGCGCACCTAGGGCCCTACCCGTAACACACGCGCACAGGGGC

ACTAAGATTGCCAAAGCGAGAACATAAACATGCACAACCTATCCATCACAGCAAATGTAATCAACACCGGTCAAGTGTAGGTCAAGGACATACCTAACACAGGCACCCAAACGCCCGTCAGGCAGAGTGGTAACACGGCTATACGTCAACTGCGCACTTTACAAGTGGAGCGATCGTTGCACTTAACACTAATCTGCAAACACGCAAGAAGGACCCAATGCACCACCAAAGTATATTGTACGAGAAGCCCAACACTCGGACTTACCAAGACGCTAACGTACCCAGATACCTCACAGAGTAAAGAGCGCCTCACTTCTAACGTGCCTGGCACTTCACGGTGGAGGTCCAGCAATAACAATCCATAGCAGCCACCAGCCCCTATAGCAGTTCGCAACACGGCCAGACCCAACGTAGAGACAGCTCTGACAATAGTATCAAAAGTGAACCACACACTGACAGGTACCCCGGCTTATCTCTACAAGCATAAAACGACAATCCCTGAACACATCAACGACCGCGAACAGAGTGCGCTCACACTCCGTGTAACAAGAGACCTCACTGAAGACTTGAGTACACGTTCCAGAGGGACACCCAGAGTTAATCTCCATATAGCCCGAGAGGAACCTGAGCCGAACACGCACACGGAGCCTCTACAAAGACCGGAAAAAAGGAAGGCATAGTGAGACCCGAATGCGGACATACAGTACACCATTAAGTCTCTATAGAAACGAGACGCATCCATCCGGCCCACTGGCCAACAGAACAAACCCAGAAACATGCACAACAACGGCTAGACGCATCGAAAAAAGGCCGGCGTAACTAAATCCTCATACCCAACAAACGCCCATTCCGCACGTACCACACGGGACACTAGAGCACCTGATGGTGGGTTGAGTCCTAAGCCATAGAATGTACGAAGGGAGAGAACCACCTGTCGATTCACATCCCCCCATCCAACTAAATGGAAAGGACAGACCGCTCACCAGAAGCCCCCCAAATGTCGAACACGTGGGAATCTCGACACGACACCGCGGCCACAGAAAGCAGCAGGCCAGAACCACTATGCTAGGGAACTGGTAAAACATCCCCACAGGCACCGGAACCGTAACAAAACACAACAATAGGGGAAAGGGCAGAATCGCGGTAAATCGCATCCAGATTGTGCACGCCAAGTCTCTAGCAACTTACCCTCTCAGTTCCAAGGGAAGCTACAGCGGATAGGAAACCATCCCGGGACAAAGCCTAGAAGACAGCGGGGTACAACAGGCGGCAAAGGCGCACGCAGTGGAAGACCTAACTGTGAACCACCAACTCAAAGCTGAAAGCACGTCAACTTAGCAATCACCCCAACTGGTCGTATTAATAGACATGTTCAAACGTATTGGGCTCCCCCGCCAGCGGTCAGGCCTACACCTCCCCTTCAACACCATCTAAACAACCGGGCAAATACAGAGGCACAGACTGCTACAGCAGGCAACTTGCCTATCCCGAATAGCTACCGGGCGAAGAGTCCTATAAAGAGGACTGTTCAAGCTGCTAGTCATCTGGTAGCAAGGAGTAAACCTTGACTAACATAGACTTTGAGCTAGAAAAGGGTCCCGACTATTCAAGACAAGTGCCGCTAAAACGGGGCCTTGAACAAAGAACTCCCATGAGCCCCTCACTAGCCCGACAGAGCCACTGTCACTCCAGAGAGATCCGCCGAAGATCACGATATCCGCAACACTACTACTAATTACACTACAAACCTCCGAACAAAGTATCCCCTACATAGGATGCTAAAATGAGGAACTCTAAGTATAGGCACAGTGACTAATCCACTTAAGGTACACTGCACTGCCCAGAGCAGGAAACACCCTAAGGATCGACCAAAAGACGAAGAAGACCTGCCCCGGGCGAAGCCGATCATAGTAACCGGGCAAACCGCAGCTGCAGTAGCAGTTACCTGAAGGCTCAAGGTGCAGATCGATTACGCGATGCGCGCCACAGAGCAACAAGAAGCATCAGAACATCGAGCGCACCCGGCTACGTTGAGCGGAAAGCCAAAGGCCACCAGCAAGAACGCCGAGACAGTAACAGTCCCCTTCAGCTTACGTGTCAACTCTCAGTGGGTAAGGATCGAGAAGCAATATAGTCAGCTTGGGCGTACCTATAACGCACATGCCGCTGTGATAGTGAACATAGGAGCCCACGCAACTCTCACATGGACTTAACCTCAGACAGATCAACAGGCTGTTAGGGATAACCAGAAAGCTCGGCGAAGGTCTAAATAGGATCCTACACAGGACAGGCAAGGTGATGGGGGCACGCACACAATCAGGACGTGAAAGGTAGATGGCACCCAAGAGTCACGTGAACGACCACCCAGCCAAAGCACACATCACGCAGCAACCCGGTACCAGCGTCGGACACGCAAGAGCTTCACCACTCAAGCTTCCTACAATGCTGCCAGGAGCTCAAGACACCCACAGACATACGTTACAACTTGTATCACGAAGCAGGCAAAGGAACACACAATGGGCGCTAACTCAGATCGTACTCTCCCTTTCAAACAGTAGGACTCCACAAGCAGACACCTACGCATACAAGTCCCCGTCCGCCCGCTATCGAATGGCCCCCGCGGCCCACACTAGTGGTTACCCACCCAAGCCACCAGGGGGAACAATCCTGCCGAAGCCAGGCAATGGCGATAGCGATAACCTTACACCTATCGTTAACCGGTGAACCTAGACCCGCCCCAGGACACTGCCAAAGCTAAAGGACGGAAACTACGGCAACCCCGGACCTCGCCGCTGACACATAAATAGCCTAGGAACAGAGCAATTGCCTTCCCAGGAACTATCAGCATGCACCGATGTCGGAGAGAGCGAGCAAGCTGTAGGCTTAGTAGGAAGGTGGCCGTAGCCCTCCCATGGCACTATGACCGAGCCGCAGCGAAAGGCACACCTCTGCATGCCCCAGTACCTCGACATAAGGCCATGCCGCTGCAAGGTCCACGGCAACAGCGAGGCAAGCACCATAGGCGTACTAGTCTGATAGCCACCTTAGACTAGACGGGTATACGTATACTCAAGCAGCACTCCCCCCTGAGCGAAAATAGTGGACTCAAGCTCACTGTGCCCCTAACTTCCCCGTCCACTAAACCCAGAGCCAAGGCACGCGCCGACGCTGCTCCCTCCCGCGCAACTATGCTGGCCACTGTACGTCTTAAGCAAGAGGCAGGGTGAAACCTCTGAGCGCCTAAGCAGCTCCGCGTACAGCTAGGCCGCCAGCAGAACCAGGGCTGCAATAGCACCTACCGAGAACAACACTGAGGCCAGAGGGAGCCCAACGACGCACCGGCGTGACAGGGAAACAGCTCCACAGAACGTGACACCAAGATGCCTGGAAACACCTAAGGCAGTGCCACAAGTCGGAGCATAGACAAGGGTCCTGCCACATCTAGAAGCCACGCTCCCAGCGCGAACCAAGCGGACGTTGACTGCCCCCCGCCGCGTCGCCACCAGTACTCCTGGAGAGTCCAAGCTAACCAAGAAGGATCATGCCCTAACAGCAACCCGCCTCGCTCCCCAGCCAGCGTCCGTCGAACTTGGCCTAAGAAGCCAGCGCGCACAAGCAGTTGTAACGGATAGGTCGGACGAACCTTACGATCGCGCTCCACAGTGCCCCGACCTGCAGCTTAAAAATGCGGGAGGACCCTGCATTCGCCCGGACCATCAGCCTGCCCCGACCCCTAACGCCATAGTACCAGGGCCCCCACGGACTAGGTAAGCAAGGCTACACTGCCAAGGCCATCGGGAGACAAAGAGAGAGGGCGCAGCCAGTACGCTGTCCAACCCTACGTCGCCATTCAGTTTAGTCTAACTTAGCCACTTCCACCTAAAGCAGAGCGTAGTTAGAAGATACAGACCTAGGCGACCTGCACGGACACGGGACGCACGAATGCTCCAATGCCTGCGCACCTGGGATTACGAGTGCGAAGGCGGGTTACAGAAGGAGCTAATAGAGACGAAGCCCTCGCCTGCGGCCCCAAGCTAACCAGTAAGCCCCGCTACAAAGGGGACGGCCAACGCGGAGACCGTAGACCCCCGACTTTGCAGAAGGAGTGTGGCTCTAGCCTAAAGGAGCCAGAGAAAAGGTACAGGACCGGAGAACGCACTCGCACCTAGGAGGGATAAGGCCCGTTAACTAGGCACAGCACTGTAAACCCTGAGAGACCGACTACGGATCCAAGCGACAGCGAGGCTGCCTCAGCGGTACCAGAGGCCTTAACAGGAGCCTGACGCCCGAGAACCCATGCAGGCCCTACTTCCAAGCTTACTCTTACACACGGCGCACAGCTGCAGCTTCCTTACCGACCCCACAAGCGGAATAGTAGTACTCGGACGAGCCGAGAGAAGCTATCCCCTACCACGCCCTCCGCTATTAGCTTAAACGAGGACTGTAAGGGAGAAGCACCCCTTACGCCCAGCTGCCAGCACTCCTTGCAGACCCCGGGCCAGGGCCCCTAGCTGGGAAAGCGACCTCTAAACACGCAGCCGACCTTCGTAGGGACTACCAGGGTACAGAGCTGCAGGAGCGCGCCGGGGACTGCTACCGTTCCAGGGAGAAGACCCGTGCCGTGCCCAGGGCACTCCTCTAGACAGAGAGGGCTAACCTTTAGCCTCCACAAGGCAGGACCTTATACTACGCAACGGTAGGCCTCCTAGACCGAGGAGCACAGCTTCCCAGCGGCGCCGCACTGCTGCCAGCAAAGGCAGGAAGATGGCGCCTCTAGTCGCACGGAGAAGCCTCCTCGTAAGCCTAAGGAGGAAGGCTACAGGGAGCATGCATGCGATAGGGGGTCGACACAGCCGTGCAGCCTTACAAGCCGCGAGCAAGCCTAGAGCCACACGTGGCCCCCCTGAGAGGGGCATCACGCCCACGATAGCGACGAGTAAGCCCCCTAAAACGATCAGGCTCCCTGTAGGAGCCACCCGTGAACGACCCTAGCGTAGCCGTATAAGAGGCACACACACGCGAGCTTTAACGGTCACTCGACCGGCACTCCTACATAGGAGCGCACCTAAGGACTGCCTTAAG

CCTTCGTAGGGAAGGCAACCCAGACTGTACACAATACATATGAGGGTAAAGAGGCTTTTAATAGGACATTCCCCCTCCATAAGAACACCTCCTGAGACGAGTACGTAGGTGGGAGGATTAGTAGGACCGTACAGTTCAAAGTTCGACCTCATAGAGCCCCGGCAGTGGTCTACACATAAGATTGTGATAGTGACTGGAAAGCAACACAGACCCTACCGACAGCGTGACAATGGCAGGATGGTAGTAAGGAATCAGCACAGTCCCGAGGCAGCAGGAAACCACGTTTAACCTCAGGAGGGCGAATGAATCAAGGAGTTACTTGTCACGAAAGGACACTCTAGAGGGGCACACTGGCCTACAAAAAGCACCTAGAAACACATCCTCGACTGCCGACTAATGGACCCCCAGGAAGTAACCTCTAGTGGACAGGGCCCACAGTAGAGAATAAGGCTTTGCAAGTACCCAAGGACCCTACATCCAGCACCAACAGAGGTTAAATGGCAAACACTAAAGAGAAACGAGTCCGAAAAGTGTCGGTACTAGCAACTCTCCAACCAGCTGTGACCCCACCCCAACACGGCTGATCCCCAGAACCTTGGCCATGCACTGGTACCAAGAGGTCTAAACCGTACGCCCGTTGCATAAGCACCTTCCATGCAGCAAGTAGAGACCGGTTGAGGATCCCACGAACCCGACCGTCAGCAAACAAGCTCCGCGCACGTCCGAAATACCGAACCAAGTGTGCACATCCAACTACCCGCACCGACCCTAGGCAACCAAACAGTAAAGCTGGAACTCATCTCGGTGTTAGGCCACCTTTACCTAACCAGTAGAAGGGAACCTGGCATCCACACTGATGGACGAAAGGAGCATTGAAGCTGGGGCACCCAAGTGCTACCACACTAATAATTAATCGCAACGCCAGCATACGTCACAATGAACCAGACCCTTAACGCAGCAGGTATAACAGAAGATTAAACTTCCAAGTCTCTGACCAGCGGACGAGTAGCCCCAGACTACGGAAACATGAGGGGCAGAACCCAACTGCCCACAGGTAGGGCAACCATACCGGGAGCATTACTAGAACTCTGAGACAGCAGTTAGAAAGGATCGGCATGAACACAGTCAACAAGCACTATCATTAGCCAGTGACAGCTAAACTGCGGGAGAACCCCAAGAACCCGGCTCAAAGCTAGTGAAGAAAGCTTACAAGAATCCACCCACCCAGCCTCAGGAAGCAGAATTAACATGCCCATAGACGCTCCAACACGTCGTTTCGTGAACACCTACCGGTCACAGAGCCAGGGGATAGCACTGAGACCTGAAACCACCTATAGAAGACTGCGCCTCTACAGAGGTTCAAAGAGTAGTCGGCTGATCCACTGCATAGTAAATAAGACATACAGGTAGCATGCGAGGCTGAGCCTGACCTTACAGGCCGCCTCACAGAGACCCATCGGCCAAAGAGGGGATATCCTCAACTAACCAATCGTGTCCCGAAACCCCACATTCAACAGGCTATTCGAAGTCAGTCTGCCATGCAAAGACATCAACGTATACGTAATATAGCCACAGCCAACCGGGACTAGCAGTCTACGCTCCCGGCAACGTCAACATTGGGTGTGACAAGGAGCAACCGACAGAGGCATAGAGTGAAGACACCCGCCGCGCAACATGATGAGTGCGATCCGACGCCAACAAGCACCTGCATGCTAACTAATCCACTTACCAGTCAACTGGAGACTCCCCAAGACTACAACGCTGAGGACAAAGAAGATCTCCAACTCAAAGATGAGTGGCATGCGCGAACACAGGTCCCAGCTGAGCCCACCTAACAGGTGCACCGCTACGGTACAAGCGCGATGCCTAAGACTCGCCAGTTATCAGCTCATTGAGACCTGACCACTAATTAGAGACCGAAGCCAACTCCCCCTGGCCAATGCCCAGTGCCTGCGCGAGTCCGGCTTAAGAAGCCCATGACCTAAAAGATCTCAATTCGAGGGACCTAGACAAGGGGAAGACGAACCCATACAGCTCTTCACGCACACGTACAGGAACAAAGGTAGTACTGAGCTCGCCCTAGGCTAAGCAGAAGACACAACCACAAGGGCCATATGCGCTAGCATCGGGAACCTAGAGGCCAGGAGGCAGCCCGAGGTATCTGCACAGCGAGGTAGAGGGGAAAGTTGCCCCTTAGGCAAATATGCAATTCCCGAACAAATTGACAGAGCAATAGCGCGACAACGAGCCCTCTTACAAACGATGCTCCGAAAAGGATACCCCCTAGCAGTAGGACCCCCTTAGCAATAGGGACAAACGCAGGCTGCAAAGCAGCTCCTCATACTCCGGTAGAAGGTCCGGCCGGCTTTAAGTAGGGGCCCCAGACGACGCTTCCGTTCACAGCAACGGGTCCTGAGCCTGCAGGCTATAAGTAACTGATAACAATGGATCGTACGTAGAGCCAGCCAACACACAGCTCTCCCAGTGCTACACCTCCCGTCCCGAGGCCCGAACATGGGACGGCGAGCATCATGTTAACTCTGCCTGACAGGTTACAAAGCCAAGCCACTGGGCCGATTAACCCTCACCTGCCAGCCGCGTTTAGGAGTAAAGGGCCCCACGCTCTCAAGGCAGGCATGAGATGGCACAACGACCTTGCTCCGAAGGCGGCCCACACTGCCAGGTCACCAGTAGTAACAAACTGAGACAAGGCGAAGAAGGAAGACCCGCACCCGTCCGCTACAGGTCGCCCAACCGAGGCCGGAAACTACCAGAAAGAGTAGCAGTATCGCTCGAAGAGTCACAGACTCGCCAAATAGGAACTGTCCCGAGACCGCACCTCCCACATGCAGCCGCACTTACAGCCCTAGTGTACACTAGATAAGCACCGAGCCGCCACGAGGACCAAGCCAGTACCTCGACAAGCCCAAACAGGAGGAACACAGCGGAGCAATACTAACAGCCCCTCCAACTACGAGTCCACTCCGCATGTTCAGGGACCATGTAATAGGCTGTACACCCGAACGATCCACGCGGAGCAGCAACGATCTGAAGACACTGGTCATACCAGAGGCACTACACGCGATCTAGGTAGACGACGTAATGTGCCCTTAAGCTAGAAGACTAAGCTAAGCCCACAGGCACCCTGGAGCGTACCAAAGGGCTGGAACAGGCACTGCAGCAGGCGAGAGACGACCCCGGTCCAGTAAGAAAGGCCCCCTCGCTTCACCATAGACTCAGCCAGGCCACCTAGGAAGACTTCTAACATAGACAAGTACGTAACGCTCAAAGCTCCTCCAGCACTCCAACGTGCTCGTCCACAGGCATAGAACTCCTAAGGCACACCTGACTCGGACCCATGAGCTAGGGCCACGGAGCCCGATCAAGGCGCAAGCCCACGCACAAAGACCATTCCCTAGCCCAGTAAACAGCATGCGGCTTTAACTGTAAGTAAACACCGGTCGACGCCTCAGAGAACGCCAGAAGAGCACGATCCCGCTGCAAAACACCCTAACAATGCTGGCTGCCGCCGCAAGCCAGCAGCAGGGAACCAGCAGGCTTATAAGGTGGAAGCACCACGTGCGCCTAGCCGACCGAGAGCGTGGCACCCTGCCTGTCGGGATACAGGACAGACCGCCGTGCCCTAAGACCAGTCAGAGGGACTTAATCGGCGACTGACCCTGAAGAGCGCAAAGCCAAAAGACGTCGGCCTCCGACGCCAAGGCCCTACAACTATGCGAAGCCAGCCATAAGGATAACAAGAAGCTTAATAGCGGGAACCGGACACTAGACAGAACGGATCGAAGGCCCAATCCGGAAGGCCCAAAGACTCTACTTAGAACACGGCGCGCGCCCTCAAGGTGACGCCAGAGGCCAAGCCCGAGCCCCACAGTGAATGCACGAAACAACGCGCAAGGCACGCCGGAAGCACTAGCCCCATGGCAACCAACAGGAAACGCAAACCCTAAAGCAACGACCCTAAACCCTTACAGGCTAATACGGCTACAGATAGGGGTACACCTAGTCGACCACCGATCACTATACCAGGGAAAGGGACGGCAGCTGCGATCGTAAGTTAGAGCTTCCCTTCCCACACAGAGGGGCCCTGTAAATCGTCTTCACCAACAGGCTCCCATGCCGTCCTAACACGGGCGCGTAAGGGAGACTCGAACCATGCTGTTAGCACCCAGACAGCCGTGAAGCCTCATCGCGCTTAAGGATAGCCCGCAGCCTATACAGGAGCCTCCGGAGAGCCGTCGCAGCGCTACAGGGAAGCGCCGCAAGGTTGTAGTCCTAGTGCACAGTACCCTTACAAAGCTACCAGGGAGAGACGCCTTACAGGAAGCCAGACCTGCCCACGAGAAGCATCCTCTCGCAGCCCTGCTAAGAGGCCCCTTCCCTACGCTAAGCAGAAGGCGCACAGGTACAAAGCGGAGGAGCAGCATGGGTAACTAAGGACCCTGCACCGCCCTAAAGCACCAGCGTGTACGGGTAAGGTCGAGGCCTTCTTAAACGAAGCCTGCGCGCATCCTTGTAGGAGCCCGGCACCCCTAGCACACGAACTCCAGATCCGAGCACCGCACGGCGCTAAAGAGCACCGTGAGCTTGACTGCTAGAGCCCAAGAGGCCTAACCTATCCCTTTACTTAGCCCTCTACATAGCAGCTTCAGAGAGCGGAAGCCCGGGTCCGGAAAGCCTAAGGCTGCGACCCATGGCACGCAACGCTAACCAGGAACGTGCGCTTAACTCGAACTGTGCAGGCTCGCTTACCTCCTAAGCCTAGCTCTACCCTAACAGCGGACGGACACTGCGCTAGGAGTTCGAACGAGGACACACCGGGGCCTACGCATGCGAGCCCGCCTACGACCTAGG

AGCAAAAATGGTCAAGAGTAAAGAATACGCGTACACGGAAGAGAGGGAGAGTTAGCCAAACCCGAGAAGGTAATGAGCGCTTACTGCGAAAAAAGCAACTTAATGTAATCTCCACACCAGACCACCCAATCACTTAGAACTGCTCAGCTAGGGGAAGAAGACTACTGACTAATCACGTTGATGCGGCCACAGAAATCGAGTACAATAAGGACTTATAAGCATGGATACAAGTACCTGCCCAGCTAACCATAGCCCTAAACACTAATCCCGCTTCGCATAGAACGCTACCGGTACATAAACCAGCTCAGATGCACTAAAATCGAAAAAAGGGCCCACGGGCTACCAAGCTAACTAAGACAGCATACCGAACCCAACCGTACGCCCACCCAGGCTTAAAGGTTGCTCTGAGCATCCATAAAGGAGACCAGATCCGGTTGAAGTGGGCACGGGATGTACAGAGAAGAACGAAAGTGAATATGAGTTGAAACTTGGACAGTCAATAAGCAATGGCAGCTGGGCTGAACCAGAGCCATAGCCCCCATGTCAAAGGAACCTGAGCCAGGGAGAAGACATTCCGTGTTAACACGAGGCCACCGGGAGAAGTAATCTGAAGCCAGACTGAAGAGTATGGGACGACCCACAACAGACCAGTTAAGAGGAACTAACAGGAGAGAGGCAGAAGGACACCCAAAGTCCAACCATAAGGGCAATGGGGTTCTACACCACATCGATACAGTGAATCGCCACTCCAAGTCTAACACACTGTGAAACGTGAGCGGAGATACACCTGTAACTTTGACCATCCTCTTCGGCCCCCATTCACGGGACGCACGAAGTCTCACTATCCTAGACAGCCGGAAGGGTCATCAACAGTGAATGCTGACTGTGAACCACATGCACAATCCGCAACGGCATTAATCAGGAAGTCCCATGATCAATCACACACGTACCCCGCGTTTCCGCCAGCGGTCAGTAGAAGAAACAGGCCTACTGTCCTAGACAGAAAGAAGGCAAACATCGGGGCGAAGCTTACTGATCACATGGCTATAATCCACACACTGCAAGCTGCTAATACAGTGGGATGCAAGATGGCTGCTAGCTAGAACCCCCCCAGAAGTGGCATAACCAAAAGGGGGAGCCAATGCGGCTTTACCTATCGATTGCCACACGCTTTAAAAGCCCAGTAAAAGCTAGAACTCCTAGAAAGCAACCAGCCAGGAGCCAGGCATACTGGGACTCAAGACCTTCCTGGGCAGACAACATAACAACGCAAATACGACCTCGGGAATAACAATGACAGGGGAGATCCTACTCGACTGCATCAGGAAACAGCACTTAAACGGCCCGCTCAGTCCAATCTAGATGCAAGTTTAACCAAGGACCCTATGAACAAGCTGCAGGACCGATTTAAACTCAACCTCTGATGGCAGGGCAACCCTCAGGAAGCCAAAGCCTCAGAGCCCATCCCCACCTAACCAGAGAAAGTCGACCGCTACGGTAAGATCGCAAGCGGTACCAAACAGTAGGACGCCACAAGTAGTAATTGCCCAGGACATCCCCATTGGCACCGGAATCGAGCGCACCGCGGAATCGTAATCAGAACCCCACGTAAGAACGTATCAATGCCTACCAGGATTACCCTTCACGACACCATGAAGATTGTAAGGACACAGACTAGGCCAAGGGAGCAGCGGAACCCGACCAACGAAGTGAGCAACAAGGAGTTACCAGCGGACCTATACGAACACGCAAACTCGATCATAAGTAGGATAGTCAGAGGCCGAGACAATTCTAACTTAGAGTACCAATCGGCCCTTAGGGGCACTGAGAGGTGCAAACAGACTTTCCCAAAGAATAGCGAGCTATCTTCGAACATACAGGTTCATGGCACCTGCATAGGAAAGGACACAAAGCAAAGCAAAGCAGCCATGCCTCTAACATGGGCGGCCGAAGCTACTAAGCCCGGAGAGGCCTGCTCAATGCTAACATACGCGCAAGTAGCCAGATCCATCTTCAGGTTCAAAGAGTCCCAGAATCGTACCTTTCCCGCACGAACTCGTTATACACGTCCGAGGCCAGTCAAGACTACCTCTAACAGCGACATTGACCGTACGATTATAACGACTACTACTGCGAAGTGAACATATACAGTGCAGGTGCACAACGCCTTAAAGCCATCCGAAGCTTTTACTACCCCAACTGACTCTCGCTGACCAGCCCCTGTTCAATCGTACCTAGACCCGTCCGCTAAGGAATGGTTAAGCCTCCAAAGGAAGTCTGGCAGCACAGGCCGGATCCCTACGAGCTCTACTAGAACCAGTACATTACAAGGTGAGCTACAGGTCCATGCATCAACTCCTTCCCTAATCAACCCACGCATGCAGGGGCAACGACGCTCGAAGGTACGCATTAGACTGACTCTCCACTTCCGCTGTAAGAAGGAGCCGCCCGCAGCCGCCACCTATACATAAGAGGCAGCAGTTCCTAGAGCATGCAATGACGCACCGATAAACAGAAGCCGTAGCAACAGCCAAGGTCGCTCACACTACGACGAGGCACGGCCTCCGCATTGTGAGTGCCTACCTAAAACGCGCTGCCCTCATCGGCAGAAAGACCACTCCCCTCACAGGAACAAACCAGATACAGCACTCGCTTTGCCTCCTAATAGAGAACGAAAGGCTACCAGCACCGACGCATTGGGTAGACCTATGAGCATGAACACGCACGGCAGCTCCAACAACCCAAGCAGGGACCGAGCGCGCGTCATCTTAAGGGTTACTTGTCGCAGAAAGTCTACTTGGAACACCGACGTAGCGACCCCGGTCCCCTCCGCTAGGAAGTAAGACTGTACAAACCTACAGACTGAGCATTAGGCAGCAGGCAGCCACGAGCCGTATAGAGTACAACCGACCCTAGAGAACCAGGATACACAGCAGGATGGTGATAACTAAGACAAAGAGCCTCGATCTACCTGAACTCGTCCACAGGACATGCGGAGGAGAGAGCCTGGCCCACCTGAGCTGGCGCACACAGAGCAAGGAGACGCTCCCAAACCCGATCCCAGCGCGAACCAACAGCGAGAGACCCAAGATGCAGGCCACCCTCGTACAGAGGAGTGGCGCATACGCCTACCCCATAACCTAAACAGCACACTGGCCGCAACCTTGCCTTTACGAGCACAGTATCAAGCGTAGGTCGCACGTACACGTGAAAGTCCTCCAGAACCGCAGCACACAACACCAGGGGTACGAAAGACACCTTAACCCTGGCCCTTCAGAACCAAGCATCAAGGGGTCTAGACCAGGATAGGGAGCTTCAACGGGGGCTTGACTCTCAACGGAGAGGAACACAGCTAGGCTGTAGCTATAAGCACCCAGGGAAAGCCGCCACGGGCAACAAGGCACTCCTGAGGGCATCGGCAGCATAAACCCTATCGCAAATAGGAAGGACAAGACGGGAGCAACGCGCCCTCCAGACGCCACCGTCCTACAAGCAGTACAGGGACATAGCATAGGCAAGGGACCGAAACTACACGCTAAACGATAGGCCGGACTTAAAAGCAGGAAGCTTAGAGAGAGCTTCACTGGCAGCGGCCGGACAAGGGCCCCAGAGAGAGCAAAGGCACAGGAAATGGGGCAGAAGACACGGGGCAACACTGGGCGTAAAAGCTCCCCCTCGATCAGCCTCCACACGGCCAGTCGGGACGACCCTTCCGTAACAAACGCGAGGGAGCATGCGAACTAGAGCCTGTAGGCAAGGGGAGCAGGAGATTAAAACTCGTCCTAACATTAGAGGAGCCGACCGCGCTAGCCATGGAACGCCACGCAGCAAAGGGTTGTACAGGAGACAGGAAGACGACCTAGGAACAGGCAGGCAGCAGACAACGTACATGGCCGACTACGGATCACAGGCAGAGGCTACGGAAGAGCTCTGAACACGTGGCGAACGAGAGCCCCTCACGAAGCAAGCACCAAGAGAGCCCTACTCTACCCTACAACCGTGCCTGGACCTTTAGCTACACGCAGCCCCTGCGCCAGCCCCCTAGCGGTAGAAGGCGCTTCCCAACTAAGGGAACTTCTACGGAAGCTAACAAAGCCTAGGGACAAAGCCAGCCGACACCTCATCGTCCACGAGAGATAGGAGCCCCCCCGGAGCTTGACCTGCCCCGTACGACAGCGTGCCCGCAACAGGCCCACTAGTGACCGCATAGCCCGTGTAAGCCTAAGAGGGGACGAAGGCGGACCTAAGCTAGCCGCTCCCCCTGTCCCCGCACAGTCGAGGGTAAAGGCCCGCCGCAGAAGCCTTACAATGGCGCTATAGCTAAAGGCGCTACCCGCGCTGCAGCTTGTACGTAAGCTATTACTTAGCATAGCAGCCGAACGTGTCCCTTACAGCCCCAGGCTCACGCGGACGGGCACACACACAAGCAAGGCTGCACGCGTTAACGCCGCCCTCTTACGTAGAGCAAGCCCTAGCCTTAAGGTCTTAGTCCGAGGCTTACGCTTAAGCGCTCGTAGCCCGGAAACCAGGCGTACACCTGCGGTGCGACCTTAGCGTTCCAGCGGGGCCTTAGAACGCATAACG

AGTTTGCGCTACCTTCCACTGTGCCTAACAAGAGCCACCTTGAATTGCGCCGCAAACCTGCTCCCCACCAGTACTAGAACACAAAGACAGCTCAGAGAGACATCCAGAACGGATAGGTCGCACGTGAGGTTGGCATCCCCAGCCGCCCTACACGAATACAGAAGTGAACCCGACTACGAAAGCTCCCCTTCACCTGTCATCTGGCATCCCCTGGGAACAGGCATCTAGATTGGCGCTGGAACATTAACCAGGACCAGATCCCAACAAGTCAGCCTCTAAGTAACTAAGCATCTACAGCCCAGTTCACCTCCCTCTTAATCTCCAGGACGACCTATAGATAGCACAATGACCTCCAAACCAGAGGCAAGTGGCAACCCGGCATACAGACCACAGGTCAGGTGATAGGGAAAAGACGATTCCGCCCAAACGGTGAGTCAGAAGGGCATCATCGTTCTAAGCGCTCCATCGCTAGCAACTTACAACAGCCTGGGCCACTGGCAGGTAAGTTACATAAGCGTTTGACCTGTAAAGCTTCCCAAGAGATACAAGCCAGCATTAAGCCCAGCGGCAACCTGAAGGGCCGGAACACTAGACCCAGCGGTTAAAAACCCTATGCACAATCCGATTCGGCAACGGGAGTCAACTATGCCAAAGAGCTATCTGGCCCTGCACGAGAGCCGTTTCGTGAACCAATGAAGCGCACGCCAGCGTAAAAAGAGAGACGTCAGACTGCGCCTCGGTCCAAGCAGCAGTCGGCGAAACAGCCACAGGATAGAAGCAGGCCCACCACACAGCAAGCTTAAGCATGCGGGAGTAAAAAGGCGTGGCGACATACCTGAGCTGCAGCCCCCAGGAGCCCGTAAGGAAGTCAGCTCACCATGCCCCTAAAGCTAGACAATAAACGCCAGCGCCCACATCAGCACTCCCAGAAAGGACACTCCCAGAGATCGCAACAGTAGAACGATAAGTGCGAAGGGACAAGTGCTGGTATCTGCACAAGCACCCTACATTAAATAACTAACAACTTGCTAATCTACATCCTAACCGCTCCGACTCACAGTCAGATCCACACCTAGAGGCAGGACAAGGGAACGGGGCGGAGCAATTCAGAGTGGATACATATCAGGAAGAGCTACTGGGCCCTCAGGCCACACATCCCTGTAAGGCAACGTTACAATAGGCAAGTCGCGATGCGCGCCACAGCAGATAACCATCGAGCGGCTACAGCTACCAGCAGGCTTACTTAAACAGTCCAGCATCAACTTATCGAGAGTAGCAAACCACCAAGGGGAACCCATACAGGATAGAGCAGCCGCTCCAGCTGTACTCTTCACAGCAACGTACATCGCCCAATCGCAGATGAGCTAAATCTAACCAATCGGCTAAAACTGCAGAACCAGCCAGATCGGGCGAGCACGCCGCCAGGAAAACAGGAGAAGGAGAGTCTAACAATACCTAGCAGGAGCCTCCAACACCGTCATAACATGCCCAGGCATAGCGCCGCGCACTGTACGTGAACTTCGAAGGCAGGCTCCCATAAGGAGACACGCAGTAATGGCACACCTGCAATAGGCTGCACGGTAGCGGTTCCTCTAAAAGGCACCTACAACCTTCAGTAGGAAGACACGCTTCGGATAAGCTAACAAGCGCACGATCACGGAACATCGACGCAAGCTAAACCAGTTCCTTGTAGCGCTAATCATGCGTAGAGACTACACGTCTCAACACATGGAGACCATGAAAGGACTTTAAATAGACACAGAGCATTGGACCTACACCTGGAACGTAACTTCGCACGTCCCGTCCCGTTCCTACCGATATCGATAGGCAATCCTCCCATTCGCATCACAGCCAGAAGGAGACCTAGCAACACCTGGCACCGAAGGAGACCAGTTAGCGTGAAGCAATATAAAGAAGGAGGGCCTACATATACGCGGACAATCAAAAGCTGATAACCAGCTGCAGTAGCACAGGATTCACACTCTCGTAAGACTGTTCAAGTCTCTAGCCACCCGTCCGCTAAGTCTGGACAGCGAGCTAACCCTGGGGAACTAGGAAAGAAAGCCGTTCGCTCTACAATTGCAACCACCTACGGCTCGAGATCCCCCAGAGAAGCTCCTTTGACTTTCCAACTGTGCTTCATATGCAAGGGTCAAGAGCAACCTACGCAGCAGCCTGAGCCGCCCGTAGACTTAGGAGCCCAAAGGGCGAGGAGGCTCAGAAGTACTCTGCCGCTTAAGTGATCTACAACAGAGGAAGTGCATAGGGGCTCACGGTGCAACCGCCGACCGCACTAGGATCCGCCCGTTAGCATAACGCCGAGAGAGAGCCTGACTTTACAGCAACCTCTGAACGTTCCGTTGCGATCCAAGCCATCAGAGCATCACGCTACAGACAGGGCACGCGAGGAAGCTGAACAAGCTGATCTTCGAGCTCCCTGGAACACGAACGTGCCGTTAGGTTCGAGGTTCAGGCCCCAGGTGCATCCAGCCCCAGGCTATAACAGACCAACCGCCTCCGCGGCACCGTAACGAGGCCTAAGCAGTTAGACAGAACCAGACACGTATAACAAGTCGACAGCTCCTCCTAATACACACGCTCCAGAAGCATCACAGCCTGACAGTGATATGTTAAACTGAGGTACACGATTACCTCACAAGCTGCGGGGCAACAATCCGCACACGGAGCCCAAGCCGTGAGGAAGCCCCAAACCCGATCCGGAAGCCTAGCAAGCGGAGGTAGGTAAACCCGCGACGACGCGATTGCGAACGCGCCGTAACACGTGCCTACAGGTCCCGTGTACGCGCAATAGTACACGAGAGCAGGCCTAGACAACGAAGAAGCCCTTACGCCCCAAACCGCCTGCTACTATAGAGGCACCCACAGAGGCAAAGGAGGCCCGCACCGACCACGGGGCTATGACCTAACGCCCCCAGCCTAGCCAGCGCTTGACTTCCCACGGAGACACAGCAGTCGCTCTACACAGCTCATCGGGCAAACCTTCACCAGTAACACTAAAGGAGCAAAGAGACGCCAACGTCCAGTTCGCAGTGGAGAGCGCAAAGCACAACCCTTAGCACTTAAAAACCGTTACAACCTTTAAAGCAGAGCGGAAGCGTAGTGTTACAAAGGCCTGCAGCGACAAGACAAAGAACGCCTCTCGTACTAACTGCAGGTTAAGGCTGACCCCTACTGGTCCTTGCCGACCCCCATGCACCCTCGAACACGCAGCGGGCTAGCGCGTTAAACGCGGTAGACGAAAGCAGGGAGAACTAGCAGGACATGAGCAGTATGACATGTAGCATGCTGAAGCCATGGCCGAGGACAGCCGTTGTACAGAAGAGAGCAAAGGCTAGCTTGGTCCTACATCGCCTCGCATGAGCAAGAGAGAGGCTAAGGTACCCTAAGAGACCTATACGCGAGGGACTAGTCCCCGGGCCCTGCAGAGACCTTAGAACCGCTCTTGCAAAATCGCTGCCACTTTGCGTCTTAAATAGCCCTACCGGGACCCCGTAAACGCGACAGGAGCGTCCCAGGGACCCTAAAGAGTGCAGGACCCTCATAAGGGCACTAAGCGAACCAATACCCATGCGAACGTTAAGCGAATAAGGACGGTGCAAAGGCCCCAAACTCAAGCGCGGCCGGGCAACCCTACTAGAACCCCACACCAGCGTCCACCATGGCCCCTTCCCCTTAGCTGAAGCTTCCAAGGGGAGCTACCTAGTAAGGCCCGGGCCACTTCTACTAGGCAGTCTACCAGGACTGCTCCATAACGCCTTAACGTAGCAGCGCACACACGACGGCCCCTAGAACGACGGGCTAGAAGGCACAGTGGCTACACCTAGGCCAGGGGCTTAAGAGCACAAGACGCCTCTAGGGTTACAGGGACCCACGCTGTTAGAACGACCGCCCAGGGGCAAGGCCAGGAATCTCTTATCGTCAGCTTTAAGACGAGCACGACTAATCCACGGGACGGCCAAGCCCCGTGGAAAGCACCCATAGCAGCCGTCGAAAACAGGAAGGCATCTTGGCCGGTGACTAAAGCGCTGAGCGGGACATAGCGGTCGACACGCACGAAGCAAGCCTCCGCAGCTAAGACGAGCGACGAGGACAAGGCAAGGCAGCCGACCTTAGCCTTAACGAACAGCAAGCCCTGCGCGATTATAACGACGCTGCTCCGCAAGGCTCCTACGCATACGACATACGCCCGCGCCGTACCGGGGAAACGCTACGGTC

AACACTTATTGACGTGTACCCAGAAGACTAACAAGGAACAAGACTAGATAACTATAAATACATACCATTCCGCACGTGAGGTTGATTTACCAGTGAGTCCTACCACCCGGATCCTCAGGACACGAATACGAAAAGTGAATATGAAAGTTGATTGGCCCACTAGATCAAACCCCTCTGAGAATAACAATCTTACAGTGGAAGCAGTGACCAGGAATATATGGAACAATATTATAAAAGAGCAGTTGAACAACTAGTTAACCTCCCAGAGGGACTGATAAGGATCTTCAAGATAGCCGCGGCCTATCAGGCTAAGAAGGAACGCCAGAGTGCCAGGTCAGACATGAGCCACTATTAGATTCCGGCCGAACGGTGAGTCAGACCTATGCCTCCACAGCCCAGCCAATCGATCAGCACAATCGCCCATCGTACTAAGTTTAATACCTATGTGAAAGCGGAAGTTATCCTGTAGGCAGAACTATAGCCAAACGTGCAAATGGCAGCGGCGCACGAGCGGCAAGGGCCGCTATAATGTCCATGCTGATAAAGCCAAGAATTCGGCAACGGGACGCAGGTAGAACGTCACCTAGAATAATGCATAAGATAGACAAACGTCAATGACAGTAATCTGAAAGCGCAGGCCTAACCTAAAGCTAAAACATGTATAGAAGCAATACTTATGAAAGAGTGTAAACTTGCACATCGCGAATAGTTCAAGAGTTAGCTGGAAAAGGTGGCCCACTAAACAGCCATGTGCTAAGGCTAACTGCCCGTGGCAGCCTGAGGCCCGACACACAGAAAAGAAACCTTGACGGTTTAGAGGGCCCAGAAGATACCCCCCCAGATCCAATCGTGCTCTTACATTCCAGGGACGCTCAAGGTGTACTAGAGATTGTAATCAGCAGCTAGCCTTGACCCAGGCCCACAACCGGGCGCTCCAGCACTAAGACCCTTATAATGGGGCCACTCGAGTGATGCCAATTAGAAATGATGATGGCCCAACACACGATACATCGCGCCGAAGCAGGAAGCGTGAAGAGGCTGCAAGCTTAATAGGCAATACGGAGTCCACAGTACATCACCAGATCCCTGCCCACCCTAGCTCTACATGTAACGCTGCGGGGCAATGACCCCGGGCCCTCAGGCCACTAAACAAAGGAGCCAGACGTAGACTGTACAAAGTGTCAGGCATTACAAGTACCACTAAGACAGCAGACTTCTGGACTAAGTTCCGACAACCCAACGCTGAAGATTACCACCCCAACGTATCCGAGAAGCAAGGAGGAAGCTTACAGACAGACGACATATTAACCTAAAAAGAACACGAATCCATAACAAGGGGAAGACGAGAGACCAGAGCAATCGGTAGAAACGGAGCCAGGGACATAACCCCAGAGTTACCTCTGCGAGCCCACAGAAAGGAAGACGCAAATCGGGTCATAACCCATCAGGCTCCAGATCGACCTCTCTGCAAGAGTCAAGCTCGGCGAAAAGCCGCTAACCAGTTTGAGAGCAAAGGTGAATGGACCTAAGCAAACGCGTGAAGCTCCCATAAGGGCAGTAAGGTTCACTGTCCCTGCACAATAGCATCCCACGCAGGCTGCAATACTCGCAAGCCGGTAGAAGGTCATCCAGAGAGCTAGGAATTAACCACAGAGCCTAAGCAGCTCGATAGTGGGGCCCAAAGGCAGCACCCACAGACACGACCACTTAGTCTTATCACGACTCGGCGGAGCAACACAGGGCTCACCTTTCGTATGACATAGCGAGACCGTCCCAACAGAGCTTGCCAGAAGCCCTTCACAACAGCACAGCCTGGCCACAGTCCGGCGAAGTCTAACTAGTAAGCCTCATTCACTATCCGAGACACATCCGCATTAGAGTTTCCACAACAGTTCAGGGAAACTGAACCGCGGAATTAAGCCTCTCCATGCCATTACACCGAAGAGGCGGCCTGACAAGAGAGATAACGATTGCCAGCCCACCCGTCCAGCCAAGGCACTGGACGGTGAATAGGAAAGCTTGAGAGCCTCCCAACTACGAGACGGCCCACAGCTTAAAAACCCTAGCTTCAGTATCCAATGCCTACCAGGAAACAGCTGAGTCGGAACTGCAGGCTTAAGAAGGAGGTGGAAGCGACGCAGCAGTAGAAGATGCACTCGCAGCCGCCGTTACAAGGACCGAAAGCGAGTCAAGCCAAGCCAGCGCTTACTCGACCCATGCCAGAGGCACTCAAACCATAGCTGCATACTAGCCCCCAAAGCCAGTCGCGACCGCCAGAGAACCATGAATCGACACGGCCTCCGCCCGTCACTCCTCCACAGGCGATCCCGGGTACCTGAAACATGGGCGAAAAACCAGCCTCTACTTCCCCAGGTAAACTTAAACGAAGCACTACAGATAGCATCAAGAGAGGCTAGACAGACCGCTGAAGAGCTCCCTAGGCTTAGCCAGGCCAAGCTTGGTTCAGAGCAAGCGTACACGTAGCAGCGCCGGTCCCAGCTCCAAACCCTGAGCGGGCAACATCAGCCTACCGCCCAAGTTAGAACGACGCAAGGCACCTACACGTAACGCTCAAGGCCAAGAAGACTTCACCAGACGGAAAGCGAGAGCAGCATGACAGGTAGACCCAGTGTCGGCAACGGGCCATGCGAAGCTAACAGGGGCGAAGCCAAGGAAACGCTACACGCAGCTGTAGTCCACCTTTGCGGATACAGCGCGCCGCGACGACGCAACGAGAGGTCCCTGTGCGCCGCAAGCTTACAACGAACTCCCCCTACACCTTCCAAAGCTACTACCACCCTGAGCTATCCCGACGAACGACTTACACCAGGAACAGGCCGATACCACTAGAGACCGGTATACACCAGGACTGTACTCTCACCAAAGCTAAAGACCTGCGGATCACTTTAACTGGTAACTGTGAGAGACAGGGAAAGGGGAAGCAGCAAAGCAGCGAGCGCGTAAGTGCGACAGTCCATGCAGAACAGCAGGTAATAGACACAAAGGAGGAGGATTAGCCTGCGCGCGACCAGATTGGCTGCCAGCCCTATAGAGCGGTCAAGCTCCGGCATAAACACCCAATTGCCAGTACAGTGCCCTTAACAGCGGCACTGCCAGCGACATGCGACACACGCCTAACCCTGAAAAGGGGGCACCCGCTAGGTGAACCCGACAGTTGTACTTAACAACGCAAACGGCCGTTAACTCTAAAACCTGATAGGGAGGGAGGCCTACGACTTACACGTCCGACTACGATGCGCGCCAATGCTCCAGGGGCAGCCGCGTTTAGCCCCAATCGAGACGTGGCAGAAGCGAACGACTTAGACGTGACTATGCAGGCATACGCACTCCTAAGGCCCCCGAGCACCTGGAGCTACCTAAGGAAGCCTCTAAAGACTACAATAGCAAACGCGTACCTAGAAGGGAGGCTACCCCCGCCGGTTCACAGCTAAAGCGCTTATCGAAGCAAGGCCTCATACGCAGGAACCCTTAAACGTGAAACGCAGCCTACGTAGACGATGAACGACTCGTTCCGCCCGCCCAGCGCTAACACCACGACTGTACCCAAGGCGGGGAGCGCGCCCCCGGCCCGTAAAGGGTCAGGGACCCTAGCAGGGCGCCAGCCTGTGACTAGACCCGCCGCAGCTACTGCTCAGCACGAAGCTATAGAGAGGGATACAAGCCCTACAGTAGGGAAAGCGTGGACCCAACGGTAGAACGACAACCACTAGGCTGCAGCCCCGACGTAACTACGCAAGGAGCCGTATAGTCTAACTTCGAAAGCATGCTACAACGCTCATAACGCGGCTCACTAAGGAACGCGCCGTACGAGGCGTCGAAAGCAGGCCACGCCCTTGCCGTCAAGCTTTACCTTAGAGTACGCCATGGCACCGAGCGGAACCTTTAACGAACCTAGGCAGCTCAGTTAACCTCGAAGCCTTACTTAGACTTGTAAGCGACCTTAAGACTAGCAACGACACACGACGCGAAACGTCTAGAGGCTCTAGACCGCGGGTTCGACCGCAGAGCGCCACCGCTCGCACCTACGGAAGCCCCAAGGCTCCGTGAGACGTA

ACTGCACTGGGCAGGGAGATACAAAGTTACCTTCTCAGCTACGCATGCCTGAACACTATAGCCAAAACTCGGCCTGACAGCTTGAGCGGCGCACGAGCGACATCGGCAGGACCCACTCTCAAGCATAGTGATATTTCGCGGAAGAACCCTAAGGGTACATAGCCATGGGACTTACCATAACAACTCCTGTAAAGTCCCCAATCACAGAACATAGACCTGCACATTGGGCGCCCCCAATAGAAGTAGCGCCAGACTACTGACGTCAGACTGAAGGGGACAGAGAGTCGGCAACTGCTGATCCATAGCCATTTCTCCACACTAATACACGAGAAGTCAAGCCATATCTGGCCTACAAGTGTGCATGCGACATGCAGCCTCTCACCATCTTAAAAGACTGAGGGCGCCTAACTGCTCCGTCTCCCACAGTCATAACGTAAGCCAAGCCTAACAAAACACCCTGGAACCAGAAGAGTGCTCTTAAAAGGACCTATCGGGAAAGTATACATATTGGAAAACTAGCCAGAAGAAGATTCACCCACAGCCAGCGCTTGAGAGGCACAGCCAGCAGAAACCGGGAGCGCCCGTCAACTCTGCGCCAGAGACAGAACAGATAGGGGAAACGCAAGTGCGCTCGCAGCCGAATCCGCAAATTCCCGTGAGCCTAGGATTGAACACAGGGCTTCAGCTGCCGACTGCTCTACACCAGTCAAGGAAAGATCCGTTTAACCAAGGAGGCATTGAACAAAGACGCTAGAACCTGCCGGTAACCACTCCGATGGCACAGAACCCGGGTCAGGAACTGTGAGGTCCATGCCAGATCCCGTAGACATAGGCACGGTAGAAGGCAGGACGAAGCAGCGTGGAATCCCCATAGAGCCACTAGAAAGCCCGTAATACGGAAAGCTGAGATGGCCAGCACAATGCCCTTCAAATGGCGTTTCAGCAGGCTCGAGAAGCAATGTAGCAAGTAAACAAGGGCATACCGGCGTAGCTCCAATACGACGACCAAGCCCGCTTGGCGAATTAGAGCTCGGCTAAACATTACATAAACTTGAAAATAGAAGGAAGACGAACACTCGACAAGCCGTAGGACTTAACCTGCCAAACAGGCAACCACCCCGAACTTAGGGGGAAAGTTAGTGGACACACATAAGCACTAAGCCGAAGTGAACCTAAATTGACAGTTTACTCAAGCTGCAACTTCGAAGGCAGAGACACGCAGTACACCTGCCAAAGCCATTAGTACAAGTGAACAGCGTCACTTCTCTCTAACGGCCGATGCTGGCTCAAGCTAACGAATGATATGGAACCGGCCACCCCCGCAAGCTTGTAAGGCTAGCGCTAGGCTCACCCAGACCTTCCCTCTGACGTAGATCAGCAAGGAGAAGTGGCGTTATAACCTACCAGGAGGCCTACCGAGGCACCTGAATGGGAGAGGACCTGGCCAACTCTCCAGACGTACGAGTCGTAGAAGGAAGTCTAACTGCTCTAAGACTATCCACAGCGAGATCACTTTCCCCTGAGATAAAGCGTTTACTGCGATAGGGAAGTGAAGTTAGAGGCCTACGCGGAATGCAGGCATGACTGTGCAGAAACACAACGCATGGAGAGCCAACGTGAGATAGCCTACCCCAGGGAACCCGCCCGCTACTCATAACCATCACGATGGCAGCAAGAGCCCTATAAAGGAAATCCCAAAACGTTCCGTTCGGTCAACAATTGACGTTAAACGACACAACAAGGGCAAGAGGAGCCTTAGGCCCAGAGAACGGGCACAAGAGCAAGCGAATTGCGGGGGCACCCTGCAGCCCTCATCAGGACAACCATATGGAGCCCACCGAGCTGGTCAAGCCAACTGCCATGACGGATGCACATCCAAGGTATTGAGCACGAGCGCGCGAGGCTCCCAAGGTCGCCCCCCACAGAACTACGCGTAGCACTGATCCCCACCGTCACAGTGCCCCCTTCTGTACACTGTCCCCTTTAAGCCCCCGACACACTAGAACAGTGCCTGAAGCCTGACTTGCCACATGGAACGATCGCAAAGCGAAAGGAGGACGAATCCAGGTACAAGAGGTCATAAACGAATAGGCAGCACTAGCCCCAGACGTAACGGCATCGGAACAGGGGAGCTTCACCTGCACAACCAAGCTTCTAAGCACGTGGGTTCCACAGTGACAGAGGAGGTGGAGTCAAAAGTACTACAGAAAGGGAACGAGCTAGCGACACTCACGCTCAAAAGCCCCTCTCAGGAATTATGCAAACTACAGAGCAAGAGAGGTGCCAACAGGTTAGACACTTCCCTGCGAACACGCACCAGCGCCTAGCCAGCTAGAAGTAAACAGCAAGCGGAGGTAGCACTTCCGCGTCAGTTATCATAAGCAAAGCCTCGTAAGCACGAAGGATACAGCACATGCCAGCCTGAGGGACCGCGCAAGCAACACAAGCGTTGTAAAGCGTGACGAAAGAAGCGAAGACCGAGAGCGGGGAAGGCCGCGGGAAGAACGACCTTAAGGAGCCCCTGTCCTTACACCAGGAATTCGCCCCTAACTCCCCGGTTACCTTTTAATGAGCCTAGGATAGCTAAATACGGCTTCCAAGAGGGCTTAAAGTACGATACCGCGGGGCCTTAAGAGCTGCAGCTAGATGGGCAGAGCTGTGCGACAGTCCCTTAGCACTTAAAGGCTCAAAGGGAGGGATGCAAGCGCCGGAGTGTTAAAGCCCAGATACAGACCTGGGCCACAAGGAAGCACAATTCACATTCGGAAGCACAGCGCACGGTCACGTAAAAGCCCACACAGCACTTACGTATCAGCTACAGTAAACACGGCCGCGTTAGAGACCATTAGACAGCGAAAGGGCCAGGACCCCTGAACGAGACCGTACCGCTAGCAGCAAAAAGGTCAGAAGAAGGCTCATCGCATACGGACGTCTGCCATAAAAGGCCGATCACCAGGGCTATACCGGATCCTTAGACAAGCGAAACGTTAGGAAAGAGGCAGGGTAAGTCGACGCACCGGTCCAGGTTCACCGTCGAGCGGGCGATAACAGTTAACACACAGCAGCGGTTAAAGGAACGGCCCCCTTCTACTCTCACTGCAGGGCTTAATCGCGGCAGCCCTAACCGATGCCATAGCGCGACAAGATACCGGCTACCTAGAGATTAGGAACGTCAGGCCTATCGATGCGGTACTAGCACATGGCCAAAGGAGCAGAAGCGATACGACTGGTCTATAACGACATAACCACCTATAAGGACTGTACGGCGACACGTGCCTACAGCTCGAAACCCGTCCCCCGAGGGAAGGTTTACTAGACAGCCGCAGCGTGCAGCTCACGGCTCCGTTAATTCCGCACGTGCTGTTACTACAAAGAACGGCTGTAGCTAAACCTGCACGGTCCCAGAGCCACTAGAGCATCCCTTAGACGCAGGACCCCGCTTTAGCCCTACCCTTAAGCCTACGAAACCCTAAGAACCGCCTAAAGGAGCTAACACAGAGCTAAGATCGACGCCGAAATTCGGAGGCCCGGTGCCGAGCCGTTAACCCCCGGACGACGCATAGGCACGACGCAGACCGTTCCACGAAGCCTGCGAAGCTCACGCATATCGTCCACGAACGTGAAAGAGACCCCGCACTCTACAAAGCGACGCTCAAGCCTACGCAACCCGCGGCTCGAAAGCGC

CTTTGACAGATACTGCAGCTTGACGAGGGCGAGGGAGGCTACCGTCTCGATCCACCAAGCGCTTTAAGTGAGGCTCAAAGTGCCAAGTTGGGGAAAATTGTACCCTAACGAGACAGCTAGATGGGCCTGCCAAACGCCCGTCAACTCTCCGTGTGAACCTCACTGGGCTAATCACCATAGAACGCAACGATACATCGCGGGGAAAGTATCCTGCAACTAATCATACGGCGACTCCGTTAAATCACCTCTAAAGCTGAACTTTACAGACCTGTTTAAAGAGCAAGGCATGACCAAAGAGCGCTAGAAGGTAACGAATCACAGGGCGATGGCCGAAGCTCAGGAGGTTAACACCCGCTGTAACTCACACCAGACGATCAAGTAGACTTACAAAAGTCGACCGCTAGGACGATAATGACTTCTACTCAGAGGCTGACCTGAACCCAAATCCCCATAGAGATTGGCGAAAGCATCGAGCCGTAAAAAAGCGCCCAACGGGAACACAGCGTTCTAACGTATCTGCGCGAAGCAGATACAACGACACTTCAACTTACAAACTTAAGGGGCTGAGAATCTTAAGTAGCATCAGCACCATAAAAAGGGAGCTTGGCCATAGCCCCCGAGCACCTCCAGATGCCGCCTGGCCTCATCCCAGGGCTAGGAAGTTACTAAGAAATGAAGATATGCACCTATACGAACCGAGCACTACACAAGGCCCATGGACTTAACATTCTACAGGAACATGAGCTGTTACCCCGAGAATCCAGCTCCAGGATACATAAGGCACACACAAGCAAGGATGGTCTAACCAGCAGAGAGAAGCCGAAGTCTGTGGTAAAGTGAACATGCCTCTTACCTAAGAGGCAGACTGTCAGGACAACAATGAAGAGCGACTTACGGTTCGCTAAACAGAGCGGCCCCACGGAACATCGACGGGTCGTAATACTAAACAAGATCTAGCTAGTCTTAAACTGTAGCATGAGCTGCGCGCTAACAGCCATCGTACCTTTCTGGCCAACGTCTGCTTGATAAGTAACCATGCTTTAACCTTGCAACAGTCCTGGAATCCATACTTCGCCGTCCATGGGAAGACTACCTCTAACAGTCGTACGAGTCGTACGAGAACTATGATGTTAAGGAGACAGCCAGCATTAGCCCTAGGCGTGAGAACACTAAAGAGGGTAAAAGGGACAGCCGCGTTTATAGGGAAAGGGCCCCACGAACCAGATCCACCAGAAGCAACTACCTGACATAACATCATAACAAGAACTGTTCCGAAGACAGGTCCATACAACACTGAGGGGAAGGAACGCAACCAAGGCAGTCAACACAGGGCTACGAAGCTTCAGCTACACAGGCCCTACGCGTATCCAATTACCGAGCAAGCTGGTGGCAGCCTTACAAAGGACCGCACGCAGCAGATGCAGCCGCCACTAGGATACCAAGGAGGTCCTACACCAGAGGCAAAAGCCAATATCGCACCGACGCTGCGAGGAAATCTACCCTGTACGAGCGACCCAGGGTGCAAGTCGCCAGAGACGTCACCCTGAGAAAGCTCAATGACAGGGACAATGGCCCTTAACTAGGATCTGGCCGTCAAAGCAGAGGGATGGGCTAACGCGGAACTGACCTTCCACAAAGGCGCCCGGAGCCCTAAGAGCCCTAAGGGAACTATTCGACAGACTTCCCCTACAGTAGGAAAGTTCCGCCCCAGTCTAAATCTTGGCATGACTTGCACACTGAATGGCCAGCTAAACTCTCTAACTAGCAGACAGGGTACGCATCCGTTAGGCGCGACTCAAGCATAGCCTAAAGAGACACATTCCCGCAGGCCAACCGCGGCACTACGCAACAGAGACCCCCAGAGGGAGGCCTAGCCAACAAGGCACGTAACGACAGCGCTCAAAGCTCTAGCAACACATCTAGAGAAACGTGCAGACGCACTTACACAGGGTCGCAACTTGAGGCCAAGCCAACCATGGCACGCTCCGTACAGACCTAAGATAGGAAGTAAAGCGGCACTTCCACAGAGCTCTACAAGAGCGGTTAGAACGCGCCGTAAGACAGACACGTACTCTAACAGCACTAACATAGTCAGCTGCCCCGCAAAGCTTACACATACAGGTAAAGCGTCCTTACTCTGCAACAGGACGTGGCAGCTATACTGCACAGTTATCCCGAGCATAAAAGGGGCTTCTACCGGACAGCCCTATGCCACAGACCCGTGCCAGAGGCAAGGTAACCTGCACACACATCGGCCCGGTACCTAAACTGTCCAGCAGAACGTCGGAGAGAGCGTAACCATCGGCAGTAGGTTCAAAGTACAACAGCAGCCATAACACAAGCGGATCGTCAAGAAGCAGAGTACCGCGGCTGCTCAGGCGAGCTCACGCGACATACAGAACTGCCGATCGAGCGACCGGGACACAGGAGATAACGCGGCTCCTTTCCCGTAAACAGCGGGCTAGCCCACTACGTACCGACGACAGAGCCAGTTGCGAACCAACCTTAATACCATGCTAACCTAGCAGCACTGGTACCCCACTCAAGGCTCTCGCAGCCGAACCATCAGCTAACCCTGCAAGATCTCTAGGCGAGAGCATAGGGCAGCAGAAAGCCCCCGGGCGATCACCCTGCAACGTACTATACAGATCGCTCTGCCACAACATGGTCGCGGAACGCTACCGGTACAGCCCCCTCCTAATCGCCGTCCGAACGCAACGTGTCGAGGCCCGGAACCTTGTACTGTGCGCGGACCCGCAGAGTCCGACTAGCAAGCGCCTGATAAGACCCCCGGGAACGTTCCGCAAAGCCCGCACCCCGCGTTTCCTGTACAAGGACACGTGCCTTAGCGCTCCCCCTAACGAGTTAACCCGCGGAACAGAGCCCCTCCTCGTAAACAACGACGCTCGAGCTTCCCGCAACCCTTAGCTAGCACATCCCCCTTTACCGAAAACAGCTGGGAACGAACGACTCGAGACGAAGGAGCGCGAGCTAAGAGCTACGAGACGTGAACAGCCCGCTACAGAAGCCCAAGCCCGGCGACGAAACCTGCTAACGTGAACGGTCTCTACAGCGAGCGTGCGACGATAGCCCTTCACGACCAGGCTACGTTCCCGGATCAAGCCTCTTAAGAGACGCCCGTTCATTGCGCGAGGCAGCGCTACGTTAGGCTTACGGGGAAAAGCGCGACGACGAGCCCGGAAGTAGCGACAAGCG

AAGCTGAGGATAGTTCAACACGAGCTAAACCAGTGGAGGTAGCATGCGCCCCCGCATAGAAGGCCCGGTGAAGGCCAACTGCAGGAGGGCTGGCCACATTTACCTGGCCCACAGAACTCGCGTAAGAGGGACCCCTAACCGTGCGTATACACTGTAAGTCATCGCTCCCCCCAGAAGACCGCTCACGGCATACTCCAGTAGATACCTTCCAGTTGAGGTCACCATAACAACATCAACGCAAGTGCGCGCCAACTCGCAATGTTGACCTCGAGCGTGGCCCACACAATGCCTAGGCATTCATGGTAACCTGCAACTTTCCCTTACTGGGAAGATTGAACACCACACTTACCGCTCCTCTAAAATGGGCAGTTCCTGCCCAGGACAAAGAAGAGGACCAAGATGAAAGGCCGAAGCAGGAAGTAAACACAGCTGGAGCTAACTTGAAAGTCGACGGTACAAGCGGCGCCACTAAGACTCGCCAAGGCACAGCTCCAGGACACAGCTAACACTACCCAAATCCCCAACATGAGGACTCTCAGCCCCCAAGTAAACTCGTAAACTGCTCACAAGGATTCCAGGCCAGCATGACCGAGACTTAAAAGGCAACTATCAACGACAAGATCTAATCACACCATCTCGAGACATATAGACAGCAGTATGAGGTTACATGCCCTGTGCGCAGCCGGAACCACGTACATACGACTCTGACTCATCACTTACAGACCCCTCTGCATAGCAAATAGAGACCCAAAGGCCGGGGACCTTAACCCCATCAGTTGGAGTGTACTGTTACCCCGACCTCTCAGTTAGCATAAGCCCTTAGGTCTACACAGGACACTGTAGCAAAGGGGAAAGTGACAGACAGGATACCAAGTGCAATAGACTGACACTCCGAGTCCGGGCACAGAATACACTTCCACAGTACAGAGCAACTAGATGTAGATAGGACTTCACGACACCGGTATACACCCCCATACGAGCACAAGATGAACTAGATTAGAAGGCTCAACGTCTAGCCACGCCAAATCTTAACTTTACCAGGAGAAGTCCACAGCAAACGTACGAGGCCACAGCTATCGAATGGCCCCTCTAGCAGAAAGTCTAGAAGGCCATCCGCATAGGCCATGACACATGCTGAGAACCGTAAGCGACGGAACAATAGAGCCTCAAATGAACCAGACCAACCAGAAAGCACAGAAGCGCATACGTCCCCAATTCCAGGGGCGGCCACGGTGAACCTAGCCGCTAAAGACAGCAGGCAAGGGGTAATGAGAACAACATTCGAACGTTCTACGAGACGGCAACCCTCAGCACAACGACACCTCTGCTCGAACAAGTAGAGTCCCGAGCCCGTGACTCTCCGAGAACCCTCACAGGGCCTCAGCAAGATGCCTGGAACATCAGGGGAGAAGAAGCGAGCCCTGCTAATAGTCAACCTTCCCTTCAATAAGGAGAAAGAAGCCCGGAATAAAAGCGGGCGCAGGCTGAATACTACGAGCGGCTCCCATGGTACACAGAACCGCCGTCCCAAATCGACCCTTCACAGAGCCTTTATACGTAGTGGTAACGCGGCTGCCAAGCGATCCTAAGCATTGCAGGGAACACACCCAGCCCAGTGACGCTTACGAACCACTACAGGCCAGCCTTGGCCACGCGGTCTAACTGCTCCATCTCTCGGAACCTTAACTGCACCCTGACACAACCAGGCAGACGTGCCTTAGCTTACAAGTGTGAAGCCTGCTAAGCACGTGGGGGTTACAGCCAAGGAACCGGTCCAGTACCGCTTCAAGACCAAGCCCTCTACTAAGCCCAAGAGAAACATAGCAAGGCTAGCGACGCTCACTAATAGTGTTAAACGTGGAAAGCCGTGAGACTTGCGAAGCCGACTGCAGCAGCAAGGCTAGACCTGATTGCAGTACTGCAGGACGCGCCAGCACGACCCCGAAGCCAGCTCAACGCCTCCAGGAAGCTGAAATCGAACGTGTAGCGTCCAGTTGCAGCAACGAGCACCTGTTCAAGCGTACGGATCTTAGAAGTTCCGCTCCACTGAACTACGAATAGGCATAGGGACCCTGCCCGGACATAGTCCCCGCAACGGGGCGAGACAGCCTAGCTTGAAAAGCCGAGGCACCAAAGGAACACCTGGACACTAGGGCTTCCGAAGTCACTCCTAGCTTGCAGTAACCTGGAACGTCCACTTTGCAACTCAGCTAGGTCATAGCGATATCCGGAAAAGTGACCGTCAGGACGAGCGGAACTGATGTAGTACAACGCGTTATAAAGCTTAACTACACAGGAGCACGATACAGACAAGCCGCGACCACACAGTAAGTACTCCCACCTTGCCAGGCGCCTGCGACCTAACAATTGAGACTGCGCTAAAAGAGCGCTCTAACAAGCAGGAGACTCTACGGAGCCACTTCTACCACCACCGGGCGGCAAAAGCCTCCGAGGAGACGAAGCTCGCGCAGACGCTTCAACAGCACGACCGCTTAACCCGTCGGCAGACCAAGCGCCTTAGAGAGCACAAGGCCCGGGCACGTCCCAAGACGGACGAGAGACCAGGGAACCGCTCGTCTAAAATCGACATACCCATAGGTCTTAAGAGAGGGGAACCGTTTACCAACGGACCGACGCGACGGGCTACCGGCGGAAAGACAATCGCGACCAAGCCATCTTCAAGATTAAACGCAAACCAACGGCGAAAGCTATAAGGGAGGGACACCCCTACCTTAGGATAGCCCACGCACTAACAGTGGCAGCGCTCGGGTCACGAGGCTCCGCCTGCAAAGCAGGCTAGCCGCCCCAGGAAACCGCAAAGGGCCACCTAGCAGGGCGCGATTAGTAGACCACAACACACTAGGGTACAAGCATCGGGGACCGTTCAACTGCACGTAACTTCCCCTACTCCTTACAAACGAGGAAGCAAAACCGCTAGGAACCGACCGATCCCTACGCAACGGTCCCGACGGCTACGCTGTAACCTGCCGTTAGGAGCGCAGGTACGGACGACGTTCACCTATATCGGCATAGCTAGCGCTAGTACGAACATCGAGGAGCGGTAACCTCTTACAGACGCGTTAAGCTACAGATCGACGCCGACTGCTACGTTGCCCGACGCTAAAGACGACTCACGTAGCGAGAATCCGCCGGGTACGGACCCGTAAACGACCCCGACCGAGCCCCAAACGCCCTTCGAGAACGCCCCGGCTACAA

ACCGCTAGATCGCAAGCGCAGAGCCTCGCCTAGGGAGTAGTAATTGCCCAACAGACAGCTCAGGTACTTCTCATAGAGAGGCGACCAACGACCGGACGCACCCGGCTATCGTAAAGGCCACACGGACGGGAAAGACTGCAAGACGCCCGAAACTTATGTTAAAAACACAATAAGACGAATATTGCAGGCGTAACATGGCACATGATGCCGCAATCGCACTTCACGAAGCTTGGCGTGGGAAACTGCCTTTCAATTGTCCTCCCACGAGCACTACACAAGGCCCTATAACTGCTCAGGTGAACTGGACAACCACAGCGACAGGCCATCTACGAAGGAGGGGCACTGGTCACTCCACACAGGGGTGCAAAGCCGTAGCAAGGCAGAAGATGCCCAGGCACACAAGCTCCCGGATACCCCCTAAACTCCCAGCAGCTCACAAGCGTCCGGTAACGGTAGGCTTCAGCTTTAGACACCCTGAAGAGAACTAACAAGCCACAGTAGCTACTGTACGTCTTAGAAACCAAGTGTCACTGACTATTCCAAAAGTCTTCAGGTTCACCTTCCAGTAAACTAGTACCTTTCTGGGAAAGAAGCAAGTCCGCCCGCCTTCTACGGCGAGTACGAGCAACAAGTCTAAGAAGGGAAGGCGAATTCGGTTACCTCAGAGAGACAACCGAATACTAACTTTCCGCTTAACCTGAGTAACGACCATAGGGAACAATGGAACCTCAGCTGCGAAAGGGCGGCCTAAGGATCACTTAAGCATGAACAACGATCGTCCCTAGATCAGGACCTATCGTTAACAGGAAGAATCGTACCCGTAGTAAGCATTCGGCGGGACTAGGAAACGTTAGCATAGCTCTAAGGGTGGGGCAACTACCAAGCTACACCAACCTTCCCAACGACCCTACGTAAGCACATCTCGCAAGAGAGTCCGGCTTAAGCAGGCAAAGGTCAGCAAACGGGATTGCGCCGTAGAGCCACACCAGCAGTGTAGTATAAGGTAGAGATGACAAAGGGGGCTCAACACCACTCCCCATGGGACACCGAACTACGATTAATCGTAGCTAACCAAATCGACCCTTAATAGGCCCTAAATAGCCACCTACACCTTAGAGGGATAGTGGCGGGCTAACCGACCCGTTAAAGACCGGTTTACGGGCCCGTTGCCCAGCCAGGGAAAACCAGACCAAGATAGTGATACAGCCCTAACTTTGCCCTTGACCCAAGAGATTGTAAGAAAATAGTCCTTCGAGAGCTAAACGTGCTCCAATGTGGGCCCACGAGCTCCCTAGGCCTGGAAGGCAGGCAGACGGGACCGAGCGCGCGTACCAGAGGCAGCCACACAGACTTGGAACACCGACGTAGAAGGTAGTGCTAGACCAACCTCCGGCACAAAAGACAAGCCCAAGAGGCAGCCAACAGTCCACGTAACTCTTCAGGGAGCTCCACCTTCACTGCTAAGGGAACCCACTCCGTGCAAACCATGGAGCAGAGCTAAGGGCCCATCTAAAGCGGAGCAGCTGAGAAGCTGTACCTTTAAAGGCTCCCCGCAGGGGACAAAGCCGGTTAGAACGCACTGACCGTTTCGAGCGACCGCAAGCCGGCGCGTCCAACAGGCCAGTCAGCAACAAGAGAATTCTCGACGAACAAGGGGAAGACAGGTACGATCGCCGAGAGGGAGCCACTACTATTCGCATCACCCCGACCCGAGACATAGGGGACATCGTGGTAACCTGCCCAGGGATCTCGCGCGAACTTTAAAGCGTGCAAGGCGGACCAGATAGCAGCTTGGCAGCCAGTACGACGTCCAGAGCGGCGTAACCATCGTTACAACACCTACCATCCAGCGGAGCCGGAGGCGCCCTACAGCTAGACCCTGCCGTACTAAATCCGACTTAGGCTGCCCATAAGCCCTCAGAGCCACCCTCGCCTGCGAGCCCCATCGACCGTACCCCAAGAAACGCGAAAACGGAAGCAAACGCCAGCGCCCCGACACGCTCCCTCTCCGGTACCCAACCCAAACGGCTTATCCCGGAGCGCAGACGCTTCGCGAACAGGCGCCTCTCACCAAGCCTCTAAACGTCTCCCGAGCCACACATGCGCCCCGGGCTGAGCCGGAAACGGACGCCTAACACGGTAATTACGAAATCGATAAGGACTGCCAATAGCATCGAGTACGGACGCTACCTTTACACGCGACCTCTAGAGAGAACTCCCCGACCACCCGGACTCTTAGCGCACCCAACCCTTGTAATTGAGCTTAAGCTAACCTAGGAAACCGAGCGAGGAAGTCCGTCTACACATCGAAGGCTACCCTTCGCTTCCAACTTGGCCCCAAGCGATTGAACACGTTCCCTAGGCAGGGACAAAGCCCTGGACCGCCCCCTTAGCCACTAGCACGAGCAGCGCACCCGCACTTACGCAGGCCGGGGAGAGCCCGGCCAAACGGGGACCGATCTCTGCGAACCCACTCGCGCTACAACACAGCATGGCACTGCTTAAGGAATCCGCAGGGGCCCTGCACCTAGCCTTACACGGCAGCTCGTACGCCAGCGTAAAGCCTACGAACTAAACCGCACGGCGCACGCACTCGGAACAGCCCTGCTAACGTACCGCTAACTTGCACGTAGACTTAGAACGTTGAACCGGGAACGATACGAACGAGGCCGTCTAACGACCAATCGG

CCAACGCGCACCGACCGATACGGAAATGCCCGGGAACAGTGGCCCTCCCCTTAACAATGCCCGAGACAGTCCAGGTAAACACATAGGGGCCATGAAAACACAACGAATTCGAGAATAGTCCTAGGCTGGAAACTTTAAGGCGTAATAGGGAGCCTCACGGGCACGAAGAGCCCGAACCCTACGGAGAGTACTAACTGCCAACTCACAATCGGGCCAAGTTAAGCTAGCACAGAAACCACCAGAGAAAAGGCCTAGTCACTCAGAGAGAGCCAGCCCAACAGGTCTGCACAGCGACCCCGACAGGCCACCCTGGGTGAAAGAAGGAATCGGCGGAACCGGTGCTACCTACACATAATGATCCACAGGAGGGGAAGTCAGCTAACCGAGTACCCTAAGACGAGAATAAGGCTTTGCCTATGCGAGAACAACAACAACTCCCCAGCCCTTTTAACTGACCTCACAACGCAGACTCCGCGGTAGCTAGAGGCTAAAAAGCTACTAACAAGGAAACTAAGCCGCAGAAAGCGCCACGACCTAAACCTTAGCAAGAAGCGCACGGCGCTAGGTTCACGTAGAACTCCTGCTTGACCAGTCAGAAGCAGTGGCCAGGAGGAACCACGAGGCACAGTCCCCGCGGCATCAGTACGAGTCGTAGAGAAAAATAAGAAGCCTCACTGCAAGGCTATCTGGAACTATGAAAGACAGCCGCGTTTACTGCGAGGAGTACAGGACCCCACGATCGTCGATTAACCTGACCTTACACTTGGCCCAAAGACCAGAGTTCTACATTCGCCCGGAGTCAACCTCTACCAGAGACTGAAGACCCTAACTCTGGGAAGACCCTACCTACCAAGAGATAAACCCCTCAAGGGAAACATCCTAGCTACCACCGATCGTATCGCTCGAGTCGGAAAGTGGAGGTACAGGGAACCGTGACTCTAAAGGGCAGCTTCAAGCAGGACGAAAGTGCAACTCGGAGTTGTAAGCCGCATTGCGTAGACAGCTGGACACTAGCAGCTCACTTGCACTTAGCCGCAGGCAGAATACAGACACTTAAGCCAAATATCGCTTCTAAACTTGCTACAAAGAGGGACTAGCCGAGCGCTTAACAGTCGCCGTAGCACGAGGCACGGCGGGATAAGCTATCTGTCCCCTTTAAGCCCCCCCGAAAAGCAGGGCAGACAATAGACCTTATGACCAGGTTTACCAGGAAACGGTGACCACCACTCGTCACAAATAGAGATCCGGACACGCAAACGTATGGCCGGGAGAACCTCTCGTTAGGAGCGCGTTCGAAGCCTGAACCACAAGAGTGCGCGAAGGTGGACACCCTACGCAAGCGAGATCTCCAAAGGCCCATAGCCCTGCCAGCAGCTACTAAGGCCTCGTATACCCTAGAAAAGCCACACGACTAAGCTTCACAGTCCCCCTGAGTGCTAAAGAGAGAACGTGATTCGAGCTACACGTGAGCATGGCAGCCGGCGAACCCGTACAATTGTGAAGCCCCTAATCAAGCGGAGTCCAATGTAGGCTGTACCCAAGCCACTAGTAAACACCGGTCAAGAGCGGTTAGAACGCGAACAAAACGAGATCCCGCCTTGAATAAGCCTGCAATAACCAAAGTTCAAGCCAACGGACTAAGTAGCGTCCCGCGCACAACGACACGTAGATCGCCAACACCTCCTAAATGCGAGACAACCGGACAAGGGCATCATAACCAGGCTCCCCGGTTACGGCTCAAATGGGGCCACAAGAGGCACCTGCCAGTCGACAGCTCAGAAGGCTTCCGGACCAGAAGTCCTGCCAATCGGCGGTCGAATGTCCGCCCAAGCGTAACCATCGGTCTAACACCCGAACTAATCCACACTACACACCAAGAAGGAGCTACAGACTGAACCGGTCCCTCTCAGGCCCAACCAAGGTTGACCCCTAGCTTTACTTTACAGCTCCCCCTCGGAGCCCGGTACAGGGCGACGCTAACGGCGCCAGTTAATAGCCACTATAAACGCGGAAAGCGATGCCCCCCAGACACTGCTGCTATAGAGAAACTCGCCGTACGCAGCCCCTAGGGGCCTAAAGGTGATAAGAAACGTACAGGGACATCCGCCCACAGCTGCCCCGTAAGGTCCACCGAAGACACAGCACTGGAATCGTATAGGAATCGCCCGACCAGGCAACACGATGCTCTTACTAGGAGCGCACACGAACCTGCAGCCGAGCCTGTGCGAGTCCCGCAGCCACAGCAGATAGCTGTTCGGCTACCCTTAGCGGGCAACTACTAGCGTCCGGTAAAGCGCTTCTCCACCCTTCCTAGTACCTTCAATCGGACCTAGCACTGCTCGTCCAGGTAGATAACGAGTGGGATCGGAAGACGTCACGTGCGTAAGAAGACACCACGAGACGAGTACGTAGCCGTTCGACGGCAACGACCGGGAGTGCGAAGTGAACGACTGCACGCCTAACACGAGCACGCTTCGCCGATCCCAACCACTGGTCGTTAACGCTTACCCCGCACCGGCAGTAGCAACAACCCTAAGACGCCGCCCTAACAGGCGCCGGCGAAACCGCCCGGAAGGATCCCCGCTCCTGCTCAACGGGAAGCGAAAGTCGCACCGAAAGGGACGAGCCCCCCGGGAGGGCCGTTCACCGTAGCGTAAGGCCCGACAGCGGAGTACGATGGCG

CATCTAGTTAAATGGCAAGAATCACTATTCAGGAAGACTCCCGCGCTACCCTAAGCCACAACTTGAGCCAGCAAGTAATACCCAACCATGAACAGTAGGAGAGCCTGAACGACTGCCCGCAGACTGCCCGCGGTACGAGTCGTACTCCTAACAGCGCACTGCCAGTTAAGCCTCATCAACATAGAGCAAAGACTGCGATAGGGACTGAACAGGATCGACACATAAACAAGAAACATCGTCAGGCTGACACCCCTTAGAGATAGCGTCCACCTTGCAAGGACCCCGCTACCTTGACTATTAGGTTAAAAACGGCCGAGGAAGGGGCATTCGCCCGGAGCGGGAACTACCACAGGGCTGGACTAGGAAAGAGCCCCGTTCCTACGAGACGGCACCCTAGACTCCCAATTGGGGCAAAGCGAAAACTGCCTCTGAAGTATCGGGGGACAAGGCGAGAGACCTCACAGGGTCAGAAGGCGGGAGCTCGGACGTTACAGCCCTACCAGCAGTTACACTTAGAAAGGGAACACTGGCACACCTCAGTAGATAAGGCAGCTCGACAGGTAGGGCGCAACTCCTAGCAGAAACCATGGAGCACGAGCGCGTAGCTAACCACCAAACAGCTTAGGGATAGCAATACAATGAATAGGCCCTTTACCCGAATAGTAACGACACTACGTAGTGAACAAGACCCCAGACAATTCGACGTTCAGCGATCGATGAGGAACAAACGGTATCACGCTAAACAGTTCCGACGTACCTTCGAATGGCGTAGAAGGGAGAGCGAGAGCGCGAGCGTACCATGTCAGCAGGCAAAGGAGCCACACGTAGCTCGAAACTATCCGTAACAGTACCACTAACCCCCGGATTAGGCAGGTCGCAGCCCAGTAGGTATGATAAGCAAGCCCAATGGGACGTGACAGGGAAGATCACAAAGCCCATCCAAAGAACAGGTGAGTCGCAAGTAGCCCCCACCGAACAGGAGTAACGCTCCCGATCATTTCGCCAGCGCTAATCACGTTGAGTACACGCGTCCGGTTAGAACGCCAGAAGCTTCGCCGTTTCAGAGCTGAGCCCGATGCCGCTGCCGCCGCAGCCGGCGCGTCCCGCGCACTTTACCACGAGGTTGTAGACGAAGGCGGACCTTACCCTACACGCCTAAAAGCTAAGGTGCCCACCAGGCCGCACGGACTCAAGATCGTGCCTCTCACGGTCAGCCAACGAGACAACCACCCTGAGAAGGTAGGCCACACAGCTGTGGCAAGTGTGACTTGGCCCTTCGACTGACCCTGACTTAAGACGCGCACGTCGAGCAGCCATAGACAGCCCCAGCTGGGAGAAAAGGCTACACTAAGCGGACGAGTACTAGAGAGCGTATAAGGAAACTACCCGCGGCCGGTCACACGGCGTAAAACCTAAATCAGCCCTCTAACCACAACTAGTCGAAACAGGCCTAGTGGGCGGCGCGCGTTAAACGCGGGCTTAGCTCTAAGCCAGCGTAAGCGTGAAAGGAGCAACTCCCGCTAGCAACCAAGCGCCCGCTCCAAGCCTGGAAACCTTCCCCTTATCACACAGAGAGGGGCCGAAAGCTTCACGACCGCGAACCTGCTCCCCGTCCGTTAAGAGCCAGTACACCCCTCAACTAGGACCCTGCGGATCGAAGTACAAGCGAAATCGAAGTACACTGGCCCATTAATGGTCGGTGTACAGCCGTCGAAATCTGCACGGCTATACGGAGCTTTACTCCGAGCTCAACCGGCGGCAAGCGCTCCCCCTCGCCGCTGACAGGACAGCACACGAGCAACCGTGCTTTCCCCGTGAGCGGACGCTACAGACAGCCGAGCCACCGAGACTGGAAGCGAGAGGACTCGTCGCCAAGGACATCGACGCAAGACGAGGAACGTGCCTAAGCGTTCCACTGCTCCTCGACGTCCAACCGTAAGCCGATCGGAACTAGGAACACGTGTCTTACGCCTCGGTTCAACGAGTACTTACTGATCACGCTCACGTATCCAGGGGCCTAGGCACTTACAGTACCTTACAAGGGACACGGCTCGGGTAACAGGACGAAGAGTTAACGGCGTAACGAAGAGCCCGCTTAGCGTTCGACAGTCACGTATAACGCAGAGCGGCCGGACAGCACGATCACGAGGGTACCCGCAAAGTCGGCGCCCACCGCAGAGATCGAGTCGACGGAGCCCACCGCGTCAGCCTACGAGACGACGCTTCAGCGGGAGAACGAGCACGAAGCGCGCTCGA

TATCGACCAGACGACCTAAAGCCTCATTCACTAAGAGAAGGCGGTTACACAGCGCAGTTAAAGGCTAATTGGACCGTACGATTAAAGCACAGATCCGGCCACCAGCCGTCGAAACAGACCACTTAACACTTCACCCAGAACCGGCCAGAAACGTGACTTAGAGGTCACCAGCTGCAATTCCCGCCCAAACAGCCCCCCCTAGTCATCAAAACTAAGACCAGACCGAGGCAAGAGATCCCCCCCGGAGCGGGAGGTGAACCGTTCGCTCTAAGCTGGAGGTTAAAACTCCTATCACTGTTAATTGGCGCTACCACCGATTAAGCAAGTCAACCGTGAAACTGGGTTCAACCCATACCCGCCCGGGAGACGAAAGTAGGACGCAGCCATAGACCCTGCAATGGGCGAGTCCGGGCATAGTCAACCTTCGCCACAAGGTTGCGCTGCGACCGCCGTCACCTCCGCCCTCTCAGTTCAAGCTATGTACTATAGCCACCGTTAGTAGTACCTGAACTGCAGCCTAAGCGGGCCCCAGCCGAGGACACACTGGCTTACCGTCCACTAAACAACTTAACCGTGCCGACGGCAGCAATCCGGAGCCGACCTTCGGACACCGAGGGCAGGCATAGATTAGCAGACCTTAGCCGTTAGCCATAAATCCACCAGCCACCCCTAAAGTACCGGCACCGGTCCCGTAACACGGTGCGTCTCGATATCGTTCTACGACAGAAGCAGACAGCTCTCTCAGTCGCACTGGCCCCAAAGCTACCAAGAACAAAGTGCCGAACACTTCCCCATGGCCCGATCCGTACAGAAGTAACGTTGAGCGCGCGACGCCGCGTCAGGTAAGAACGCCTTCGCAACCAGCTGTGCCCGCAAGTCGAACTTGGCAGTATGCTCTGCAGCCACAGTATCAAGCGTCAACGACACGTGAAAAGCGCCGACTCAACACCCCCGCACGGACCTGTCCAGGACAGAGCCCCCGCACCGTGCCTAAAGAGGCTGCGCGAAAGTAACAGAGAGGAAAGCGCAAACACTCCTATCAGGCCGGTACAATGACGGGGCAAGCCAAGCTGCGACGCCGCGAGCAGGGGGATGTGGAGGACGAGCGGATCGTCACTAGAGTAAGGATAGTGAAAGGAGCATAGGCTCAAGACGAAGGCTCCCTCTACAACGGCCATCGACAACGCGTAGGGAAGTTGCCCCACGAGGAACCCCTTCACAGTCTCCTAAACGCCGCGACCGACCGGGACAAGTAGCTTGGGTAAACCCTTAAGTTATTCACGACCGCTCGCCTTACGAAGCAAGTCCACTTCGCCGTCCGGCTCAGGTGTAATAGAGCTGCGACCGTAACCAGTCGCTTTAACTCCCACGCACAAGCTTCTAAGCGAACCAATGGGAAAGGACCAGGGAACCTACCTCGGAACATGCCTAATCAACCCTAACTGCACCGAGTGGGAAAGTGGCAAAGCGGGCCGAAGAAGGGGACCAAGCCTAAGCAGCCGTCGAACGTTCCGTTGCCGTTCCCTAACACCATGGCCTAGCACGGAGTCGGAAACACGTCCACGACACTAGGCTGTAGGAATAAGAAGCAGTGTGACCACGCTACGACGCTCACGTGCCGAGAGCCGCAACCGCACACTCGGCCTCGACAAGACGCGTAGCACGGCTCACGTACAGCGGCGCCGCAAGCTGGCACGACGAACCCCCGTCATTCGGGAACTACTATCCTCGCAACATGCGAACCGCGATCGCCGCGGAAGCGCCCCGACACCTCGCCGTTAACGAGGAGATCGAGCCCGAACGCGGCGACAAGCGTACCAGCGCCCTTTAACGTAACCGAGATTCGAAACCCGCCCGCTAAACCGTCGTGAACCTACGCGCAGACGAGGCAGCGCTACGTCACTCGAGCGAAACCGAACGGTACGAAAGCGAACTCGCAGAACGATCACG

AGGTAAATCAACGATCACCCTACCCTACTAAAGTAGCCCACGGTTAGAATGCAGGCATGAAGGTGCCCTCCACCTTAACCGAAGAGGGGGCCAGGCGATAGCCTGTTCCTAGCCACCCGCAACAGGGTCGACAAGGATAAGTTCGACGGAAAGGGGCCGGAACGCTGACACATACTGCCCCCCGTACCGTTCCTACGAATAACCAGAGAACAACTCACCAACCAAACCACACACCCGTGAACTTCCGCCTTAAGACCAACCGCAGATGCCGTTGTATCTAGAAAGTGTTGATAAAGCCCTGATACCACCGAGCCGCAGCGAGTCACAGCTAGCATGCAGAGGAGTTAGAGTTGCCAAGTAATCCATCGCGAGAAGAACCACCCCACGAGGCGTCACCTGATCCCTCAACTCTCACGGAGACCCGAAACCGACGCATAAACCAATACGCGGGAACCCAGTTTGCTGCTAAAGTCTAATTCGACGTTCCGGGCCAATCACCGCCCGCATGCCACATCTCATTTACTTCCCCTCCTAAGTTCCGCTTGAAACGAAACCGTGGTAACACAATCACTTAGAATCCGGGAACACACCAGTCACCGCACGTGCGAGCGCAGCCTGCTAAGCGCGTACATGGGCCTCAAGAGCAGGCATAGCGAAGCAACGTAGCAGCGCCTCGAAAGCGAGCACTAACCTCCGCCCCGGGCAGCCTGACAACTATTAGGCCGAGTGGCAAACCGACGACAGCTCCTCGTGATACCTCTCAGGAATCACATGATCCCCAGGACTCATCCCAGATGCGAGCCATAGTGAATATAGAGCTGCCAACAGGCTAACGGAGTACTGTCCACGCTACGTACAAGCAGCACACTGCCGCGAAAAGGTTCCCCAGAGGGAGCCGTAACGCATAGCACGCCATCCCCACGAAGGTCCCCCATAGCTCAAAGACGCCGTGTAAACTATGAACTCCGGATAGCGTCCAGCTTAACCTCTCACGAGAGGGAACACGTGCCTTACCGGGGAAAGCAGCCCGACGAACGAATGGCACTTGTAACTGGGACGGTCCAGAACAACCACGGTTACACGGAGCAGTCGCACAGACTAAACCCTAAGTAAGCAGTCAAAGAAAGCCAGGAAACTTATGTTGCAATACCGGGTCGACTTTGCCCCTGAACCCACGTCTTAAAAGCAGACGCCGCGTAATCCGGAAAGGCTCCATAGAGCGGACAACGCTAAGGAAGTGGACCGCGGAGCTTCAGCGGCCGGGACGCGACAGGTGACAGACGGCTCGGCATAACGCGGCTCCTAAGACAGAAGAAAGGCCCCCTAGGATCCCGGTCACCAGGGCGGCGCGCGTTACGGGAGATGAACGCTTCCACTCCTCCTATCACATGTACGCCGCGACCGGGGGGACCATTCCGTCAAACCATGAGACGACGCTTCCGTTCACGCCAAACGACCGCGAACCGACGATCACGACGACTCCAGCTCCGAAGCCAGCTGCCTAACCGGATCACGGTAGAAGGCCAGACAACAACCCAGCCGCGTTTATACGGACTGAAGACGCGACCGTCGAATCGTCCGGCGGATATCCACTTCAGTACTAGAAGGGCGGGACAGTTCCGAGCAAGCGAAGGCTGACCGAGCGTATGAGGCGAAATAGGCGCCAGCGAGAGAAAAGGGCCGCCAAGATTGATCGATATTCCCAGTGTCAAGCGCACCGGCCGGGTCAACGTGAACTTGACTCGGCGTTCCCGTCCAGACGTCGGCACAACGAGTCCGCTAAGTGGCAACGACCGCAACATTGCGACCTCGAGCCAACTTCGCTCCGAACGGGTACATAAGTACGAAAGACCGGTTCGAGACCTACGGTCCTACGCAACGTCCAACCCGACGCCAACCCCCAGGGAGGCACGAACGCTCGCGCTACGGTTAGAACGCCGCCAGAACGCTCGCGGAAACTCGCGTAAGAGGACCAGTACGAACGGCAAGCGAAAAGCGCACCGACGCTGCCACGGCCGTTGCAACGTTGACGGCAGCGCTACCGCCTCGAAACGATCCTCGGCACATTCGACACGTCAACCGCGTGGCCCGAGGCTCGCACTCGTACTACGCATCTCGACGTGAACAACG

CATCCAGTGCACACTGCGCCGTCCGTCACAGCCCGCGTGAGACCATTCGTACGAGTCGTACCATGGACTGCTGGTTACCATCCGCCAACACTACTCAAGGCTCATTTATAACGAATCAACGATCACAAGGGCGGCCTATCCCCACAAGACATGCAGGACCCCTTCGAACGCATACCAGAAAGCGGGCCGAAGATTCTCCTTAGACTGCCAGTGATACTTACAGATGGACAGCCCACCCGCACCCGTCTGCTCACTCAAACAAACACGGCGATCCAAGTCGACCCTGAACCGAGGATCCCCCCGGAACGCTGACCGTTCCTACGAACATAGAGCTTCCACTGGGGAGGAACGTTACCTGCAATGCATGTGGAAACCAGGAAGCTCACTTCCGGGCCACAAGGCGAAGTCGAGTCCCTTAAGACGAAAGTTGTAAGCCACACAGGAATAAGCCATGGCCTCAACGATGACCCGCAGCCGCCAGGCACCAACTCTTCCTAAAGTGATGTTTGAACTGCCCTGGGAAACGTCAGCTGCCGGCAGGGTAACCGCGAGAACAGTACTACGAGTCGCAATCGACTCCGCAGGGACCTCTCACAATGGAGCACCAGGTGACCTTTACGGAGAATCCGCCGACACCGGGTACCTGCCGGTTTACCCTGAAACGATGCGAAAGCAACAGAGGACAACGGTCACGAACGAATCCTGTGCCTGACCAGGGGAATCACGCCTCGACATCACCCGACGCTGTGAAATGCCGAAGACACGGCAAGCCGACAGGACCAGTGGATGGTCAAGTGGGCGAGAGGGACCGCTTAACTAAGCCATAGCAGACACGCAGAAACGAGTAGGAACAGCAGATACGCACCTCCGAAAGGCGCAAGACAGGTCAGCTTGACGACGCGTCTCGATATCAACCGACTAATACTTTCAACTAAGGGGGAACCTTTCCTCAGCGTCGCAACAGGTACTCGGGGTTGACCAGCGCGAACCCGGAAGCAAAGAAGCTGACCAGTAGCCTAAACCCGAAGTGTAATTGGCATGGTACCGCGACTCGTAGCCGTACATGACCTTCGCCGTTTCAGTGGCCTGCAAACCTAAGCTGCCCGCCTCAGACGCCCCCAGAGAGAGCCTATAAGAGGACACGAGAAGACCCCCCCCAAGCGTACTCCCGCCGACAGGAATAAGGGGCGATACAGGATGCCGTGCCTTCCCGTGGTAACGGAGGGATCAAAGAACCGCGAACTGGCCCTCTTAGACAGCACTTGAGCTACCATCGGCCAGTACCACATCGCAGACAAGACGAGAGCGACCCACAGTCTAAAGCCTGTGCGAACATGGAATCGCAAACCGAAGTACCAGGGAATAGGCAAGGGAAGAAACCGGGACACGGAAACCCCCTCAACAGTAGGAGCTTACCTAACCGACGCAAGGGGCTCGAGACTGGTCGGTCACACGGCCAACGCGAACGCTCAGACCACAAGCGCATCAACATTCCTATGACGTGAAACCACCCGCTAGGCTTGAAACGCCAGACGACGTTCAGCGAACCCCTACAGAACCCGACTCGACTTAACTTCGCGGACGATTACGAGCTCCCCCACAAGGACAACACTAAGTCGACCGTAACGGCTACGGTACACGTGGCCGTCGCGCGACGTCATAACGTGACGTCCCGCCCGAATGTGACAATCGGGTTAAGGGTAACGGTGCGGCGAAAAGCGAACCGCACCTTAGAAGCATAGCGCTCGTGGAATCTAAAGAGCCCCGGGAACGTTCCCACGGACACGTACGTGCACTAAAGACACAAACGACGCTCGATCGCGATGCGAACAGTCCACGTTGCGCTTAATCCCGACGGCTCACGTAGGCGTACAACCGATTCGGCGCACGCGGTTACGCCAGAGGTCCCCCGCGAGGTGCACGGTCAAGCAGAGGCCTAACGCAGCTTCCAAGGCGGCGAGCACCGAGCGAAAGCGAGTCCCAATCAGCGTAGCCGGAGACCGAGCGGAAATGCCGGACGACCCTTCGACGCTGAAACGAACGACCCGTAGACCCGAGCGATTACAACGACACGTGGACGAAGAACGAACCGTGAGCCGCAGTTCGCACGTCAACGTGATCCGGACGAGCAAAGCGACGAGGACGACTCGAGGACCGGCG

CGCACGGGACCAAACTTGACGTCTCTTGGAAGCCTGTGACCACAGGAATACTCAAACACGCACGTCAAAGGGCGTTCCTATCGATAGGCAACAGTCGCATCAACCCAACACTGCACCGTACAGCCGCTGCGAATGAACCAGGACCTTCCAATGTGCGGGGAAACAACGAACCGGCCTTAAACGTGACACAGGCAGCAGGGAGAACATGTCCACTACGATTCCGTCGACCACCTGCCAAAGAAACGGGCAGGAATCCCCGAAAACGGCAACCATTCGAACGTTCCGTTCGACGGCGCTCTACAATTGACAAAGCAAGCACCCAGACAACTCCCACTAAAGGCCGCTCGAAGACCCACTGGCCAGATCCTCTTAGGCTTAAGCAGGATCTCCAAGCGACGCAGCTCTAGACGTTACAGACTCCATCAGGACAACACAGGACTGAGACGGAAAGAGACAGATGACACCGAGCGAAAGCGAGGACCACTCGGGGACACACCACTCGACAAATCGAAGCCCATCTGCAACGTCATGACGGGAGCACGGCAGCTCCACCTTAACGGGTCAAGTCGCTGTTAACAACAGAACATTGGGATACCCTTCAGCCCCAAACGCCCGTCACGATCCAGATCAGGCAGAGCATAAAATTCCAAGTCTAACGATCCACAGCGGGCCAGAGACAAGCACCACTCGGAAACATAGGAAAACGAAAACCTGAAGAGAAGCCGAAATGGCAGCATCGCGTCAGTTCGAGCTTAAGGTTCACTCAAGCAGAAGCTCGAAAGGAACACTATCCGGCACCGGTCCCGTAACTACGCAAGCGAGACTGGGTCTGCAACGGTGAGAGGGACGACGGCTGACACGAGCGAAGTCCACACGCTCTCACAGACGCTCGTCGTACACATAGCCGGTCACACTCGGCCGGGACTACCAAGTCACGCTAACACCAGCGAAGCCGTCCCACCAGCGCGAACCCGGAAGCTAGAGATCCTCCAGCTAATGCAGACCGGTACCCTAATCCCGACCCCGTAAGGAAACAGGAGGTTCGGAAACCAAAAGACGGATGGTGCAAACCGCCGAGAGCAACACCCCGACGAACGAATTCGCAGCCCTCCCGCAATGACAACAGTGGCCCACGTGTCAGCAGCCGGTCGAGAAACCAAGACGCTTAAGACGTCGACCTTCTGGGAACCACCGCACAAGAGCCAGGGCTACCTCAACAGGGAGCGATAGGCCGGAGAGGAACCGCGGGGGCCACCATCACGGGACGCGACATCGGCAGACCCACACCCCAGGCAAAGTCATACTGCAATCAACGGGTAAGTATGAATGCCAAGTTCCAAGACCGTAAACACATCGCCATACCGTACCGGGCACAAGAGCAACGCTAGGCGGCTGTCCCAAACGCGTGAACCAGGAGAGGCCCGGCAAACGCAGCATTGGCCGAGGAAGGCTACCATGCGTTCAATCCGACTGGTACCATCCCGACGAAGCCTAAGGCGCCCCGAGTCATGATACTGAACAGCGACCGAAAGGCAGCCAACGCGCACCCGTTGATAACCAAATGCCACGCGACGAACGCGCGACCCGAAGCATAAGAATTGGCCGGAAACGCAAATGCGACCAACCATAGCGCGAGCCAGACACATCGATAAGCGCCACGACCTAAGAAATCGAAGCTACACGACTAGCCGGAGGGCGTAACGAGTAGACACACGTCGTACGACGTGCCCTAACAGTAGGTCCCGAACGTAAAAGCTTGAGAACCCGCCGATTGCGCGAACAACCTCGACGCTGCTAAACAACGAGAGCACGCGTGTAAACCGTGACGAACCTAAGCGTCAGGAACCACGGACCGGACGAACGTCCGGTCTAAAGCCGCATGGCCTTCCCGAGCACGGCACCACGCTACGGCTCGTCGTAGGGCGACATGCGCGCGGAAACTCGCGGTGACTAAAGAACGTGAGTACGAGTCCAGTGCGACAACGCCACGGCCAATTCCGAGACACGGCAACGTGGGCGTACAGGATCAGCGTCGCGAACCGGGTCAGGACGCAACGACGCGAACCGTCCGCGGTACGTAGCCGCCAGCGCATCACGCCGCTACGCTCCGGAATTCCGGCCCGCAACGACCGAGCA

AGGGATCCCCACCATCAACGGCGAGTACGAACTGCTACAGCGCCCTTCGACTCATGAGCACAGCCGCTGCGAACTTGGAGGATCCGCGGAGACACAGCCTAAACGTGACCGAAGAGGCGGCATGAGCATTCCGCTACAAAAGAGGCCAACCTAGCCAGACAGAACCACACCCGCACCCGTCCTTGACAGGTCAGCACTACCAGAGTTCTAAAGTCAGACAGCCCGGAAGTCAACACAGGGGGTGAACTGCAACCCGTACCGTTCGGTCAAGGGCAACAACCAAGAGGAGAAGGAGGGCCAAGGGTCTCAACAATCTCCAAGCGAATTGCGAGAGGCGGCCAAGGCTACCGGGCAAATCCCCTGGTCCCTTCAAGCCAAATATCGCTCGACCTCCCCAAAGCGGAAGCCAGGCCCGGTAACACAAGCAAAGCCACCGCCAATCAGCACGGCAAATGCAGCTTACACGCCCAGGGAGGACACACTAGGTGTACACCGTCAAGTTATGCCACCCCGTTACGACACGTAGTACGCCGACGATGACGCAAAGCGAAACTTATCAAGTAGAGAGACAACGGTGGCAAAACACTGCAGAAAGTCATAAGCTGACACGCGCCGACGCATTGGCTGAACCTGTTCTCGGAAGGATCACCTTAACCACACATGGTCACGTGCGGTTCAGCGTACCAGCACATCCAGATGGCACTCGAAGTGACATGAGAACGGCACCGTAACTACGCACACAACAGCTTGAGACATCGTGACAGGAATCAGACGCTGAAGAGCATGCGGAGCCCAAGCCGTGAGCCATGACCGATCCCAGCGCGGAAGCGTACAGTCAGAAAGCCTCCAGAACCGCGACGACGCAGCCATCGGTTAAACGAGACGCATAGCACGTCCGAAGCCTACATGCTGACCTTGGCTGAAGCGTCCGGAACCATTCCGCACGTGGCCGACCGTGGCGCCAGAACTTCCCGTCAGACCTGGTAGGGAACTCTCCCGGACCAGACCATGTCGGCCAGCGTACCAAGGAACAACCCAAGGAGAAATACGCTGGTAAGGTGCCAGGAAATACCGGGTCGACCCAAGGGGCTACTTAAGACGTCGGCAGGAAGAGCTGCGTAACCCCAGATGGCGACTGTCCTACACAGCGTAATCCCCCCGCGGCTGCTCCTAAGCCGGACAGCACGAGTGATACAACGGCATGACATAGACCCTGCGGAGGGACCTGGACAATTCGAAAGCAACTTCCAGGACATGGACAACTCGAACGGACGTGAACTTCGACAGTTCCGACCGCCGTACGCATAACGCTCCCCAAACATGTCCCCTTTAAGAACCCGACGACCCGTCATACGGGTTTAAACGTCTAGGTTGCGGAAACGGACGTGTTAACTAAGACTGACCGGGTGACAAAGCACCGGACGCGACCAATGCAGCGGGACGACATAGCCAGCTCCCACGTACCATTCGGCGCACATGCGAAGCGAACATCCCCCGTGATCGCCAGAGTCCCTCGGACGCTGCATCGATACCGGCACGAGGGCTTCCCGGGAAAGGGCAAGCGATAGGGCCCGTTCCCGTCCACTCTTAAGCGACAGCCGACGTACGGACGTCCATCAGGAACCAAGGACCAGATGCCCCTAGCGAGACAACGACGTCGGAACTCGCACATCAACCTCGAGTAACAACCAGATCGAACACGTAGGCGGACGAATCGTTAACACGAATGAAGACAAACGTCTGCACCAGTCGCGCATCCCCCGAACGTCCAAGCCGGCGGCACGGTCAGTCGTACCGCAAACGGCGGCATCCCGCTGAAACGCACTCGCAATCGGCTAGTGACCGAGCCGAAGCACGTCACGAGGAACACGTGCCGGACGAGCGCGTTGACCGGTCGAACCCATGCCGCGAGCAACGGCACGGTGCCCCACGCGACAACATACGACGACTAAAACGACGTTGACAACGACGGCTGTAAACCCGGAGCGTAGCACCGTCACGATGGTTCGACGACCCACGCCGAGCGCCAGGACGCCAACGCACCGACGTTAGGAACGC

AAGAGGGAGACAACAGCGACCGAAAATCCACCATGAACATAACGATTACTGGAATAGGGAATGTACACTTGGGACCAACGCGGACAGTGCCAGAAGGGGGAAGATGGCACAACGATCGTCAGCGGGCGTCCCCTCCGAAGGGGGATGACAGGTCACAGCATCCTCCTCACTCAAACGGCGCCGAGGGAGCTACCTCGCCTTTGCACTACCGGTGAACGTGTCAACTGCCTCTGAGGGGGAATGGCAACCGATGATCCCGATGAAAACGGGCGTTACACTTACAGTTACCGAGTCTGCTAATGTCAAAAGCCAAAAGCGAACGTCCGCTGCGATGCAAGTTAGACTCCTATGATAAAGGTCACCACTAGTCGCATGTTAAGCACCTAGCCAAAACGCCGACACCGATCCTACGTACATGGACGCCGAACTACTAGTTTGCTGAAGGGAGCCCTCACAGAATTACAACACAGGGAAAACGGTCGAATCGACATCCGTCCAAGTTCCCCAAGACTTGGCGCCCCACCGACGAATGCCACGGCACCTTCGGACACCTGCCAACAGGACGCTGAATCCTCAACCAGTAACCCCACAACCCAGGGCCCCCTAAGGAACGTGCTACAACCGCGGTCCAGTAAGCAGCTCCCCCGGACGGTGACGACGGATATCGCTGACAACCCTCATAGGGGGTAAGTGTTAAACACAGATTCAAGGACCCCCAGCACCATACGCACAGCTAACCTGCCACATCTAACGCTCGACCTAAAGCGGCCGCGACGCGTCAGGGGAGCCACCACCCTAGCCGTAATGCCCGTCTGAAACGAGAGCACGATCCCGACACGTAACCAGATGCTGAGGGACAGACGCTAAGTAAACCTGCTTTCCCTTTACGAGCACCTAGTCACGCCCAGGTCGATTCCGGGCGGAATTGACCTTAACCCTGACAATGCGAATACCGCATCACACTAGCCCGCACCGTGCAGCCTACATGTCCCACGGCTGGACCATCCAAGTACGACACCAACGTCCACAGCAAAGTGCACGGGACTTTCAGTCTAACAGCTGGAAGCAGCAAGCCAACGCCGATAGAGCAGGGAAGTAAGTCTGACGGAACCTTCAACCTGGCGGCTCCACCTGGGCTGAACGCCTTGCGCAAGCCCGGCTACAACTAGTGCTAGCAATGGGCGTACCGCGTTACCTCACAAGAGCGGCAAAAGCCAGAAGCCGGTTAACCCTAGCCCGACACGCTCCGGAAGAAAACGACCGGAGCATCGCCTCGCACCTAGGCCCTACAGGGATCGTTAAATGCGCCACGTCGCCTGAGTCACAGAATACCGACTAAAGTCGCGTCTAAGACCCAGTGATTCTTAAACCGGATACGGACGAACGCTTCACATACGACATTCGCGCTGACACGGGACAAAGATTGGCACCTTCCCGTGAGGCGAAGCGAGACTCGGAACAACTGCTTGAGGAACAAGCGAGAGCGTCATGATGCGTCGCCTTAGAAGAAGCCATCGAACCAGGAACGTGCCCGAAAATTCGGCCCGCCCATTCACACGCGACGTCCGCCTCACACCGACCACGCCTGGAATTCGACGGAGCGGGCAACCGTTACGGGTAAACCGTGCTCCCATTCCCCCGACCGACGTAGGCGTACAGCGGCGACCCACGAAAACCAGCACGAGCAACCACCCCGTCGCGCTACCACCGGTACGAGTCGAAAACGCTCATGCGATTCGCCGTCAAAGCGAAGCGATACATTCCGCAGACCACGGCCCGGTCACGACACGAGAGCGCAAAATCACGAATCGGAAGCGCCACCGGACGACTGAACCCAACGTTCGTTCAGCGGACAGCCGCCCGTAGACTACGCGTTTACCGCAGCGATGATCGGAACCGGACGGTCGACGGTGCCGTCGAACGTGACAACGGACCGAGGTCCGACGGCACACGCTGCGAGCCCGTTCC

CCAGGACTGAAGACACCAACCGGCATGGACCATCGACGGGTCGAGTAAATGGTCACAACTACCACTAGCCCAGGAGCAGGTTCAGACTACAAGTAATGACCAACCTACTCAAGAATCCATACTGCGCACGTCCGAGGCATCGGACCCGCGGTCAGAGCAGAAAGCCAGCTTCTCCAAAGAAAGGGACACCTAAAATCCAGCAGAATGCAGCAGAAGCTGTGCAGGTGCGGCGACCCAGAACCGAAGAGGCGGACATTCATACCATACCAACACTAAGCTACAGCCAACCCGCTACCCAGGGCAGGCGTCGACCCAGCCGAAAACGACAGCCCGGAAAAGGCAGTCAACGGGAACAGGGTGAAGGGTACGTTACCAGTAAGCTACAAACCCCAAACCACCCACATTGGCCGTATCACAACAATCCAGGTTCAAGAAGGAGCCTTACCATCACGGGAGAAGAGCCCCGAGACACATAAGCGAACCGCAGATGCCGTTGTAAGCCGCACCAGCGAAGCATTCCAACATCCCAGTATGTCCTCACATGGCCCGCCAGGTAAAACCTGGAGGTTGGGCGCACTAGGCGTAGCAAGACTGCGAGCGGACCGCCAGGCAAATCGAACCTGAAGTGCCGTCTGAATCCGCCGATCCGTAGTATACGTACTCATCAGTAGGACCCAAACGCGGCCGGCCCTGCTACCAAAGACGTTCCGATGAGAGACCGCCCTAAACGGTAGCTGGCGCCCGGACATCGCAGGAGATTGACCCATCCGGACCTACTGAACGGCAAGCCGAAAGCTGAAGGGCCACATACTGGTAACGTGCTTACAACATGTCCTTGTCAAACTGCCCCTAAGTTGGAACAACGCCGCCAGTTTCCGGTCCCGTAACCACAACCCCGGCAACACTAGAGGGCGTCTCCAACCATAGCGAGAGTACAACCGAATTGCCTGTTAAATTCGACTCGTCAGATGCCCTCAAGGCAGAACAGTAACTCGGCTTCCCGGAATAGAAGCCACGCTAACGCTCCACGCAATCCTGAAGCGGACTGATCACCAAGGCAAAATGGAAACGTCACTTCAAAGCGCGCACCCCCTCGTAAGCACGCTTCGCGCATACGATGACACCTTGGCCGCACAGCCACCGCAAACTAGAAAGCGTACGCCCAGGTCGCACGTACGTCAGCCTTAAACGGTCCCGTGCCGTGCCGTATACGCCAGCGTGGTACTGGACAGCTGACTCTTAGTCCAAAGTACGATACCGCCGGTACAGTTCAGAGCGACGTCGTGGGAATCCGGACCTTCCAAACCGCCATAGAAGCTTACTTTCAGCGGCCTACCCATTCACCAGCTCATTCGGCGATTCCGGCTCACACGGGGATCCGCTCAAACTAGTCGCTAAAACGCTGGTTTAGGCACCACGAGACGACCGATCTGAAGAAGCAGTAAGAAGGACCCAAACAAACGACGCTTCGCTAACCCCGTCCGTTAAATAGTCGACTTACACTAGGCCTGACGGACGCGGATCCTTAGAAAGTCGACGGTAAGATCGGAAGACTACGGACCGTCGCGCGACACGTGAAGCGGGCCCTTCCTGGTCGCTGAACGACCAGGTTAACGCTGACCATTCCACGGGCGTGTCGGTTACCGGAACACCTGCGAACACAGCCAACTTAAGGAATTCAAAGCGAACGTCATCTTCCCCGAAATCATGGCTGCCAGGCCGAACGATCCACCGATCCCCATCAGCCCACGGCGCCCCCGTGGCCTACGACTGGCCAACGACGCTCGAGTCGGAATTGCGCGCACAACGTTGCTTGCCCGCTTACTCGACACGCTGCAAGCCTACGAAGGATGAAAACGTAACTGCGCGTCACAACCGCGGAAAACTCTCCGGACAGAGTCAATGCTGCGGCGAGTACGAGCGTCCCACCGCCCTCCGCTAAAGCCTCGCATGCGCCAACGCCGATAGCACCGACACGGCACGCACATCGACCGGGGCAGCGTCAGTCCGGCGAACCACGACCACCGGCGCTCAACCGGTACCGTACGTGGAACCCGTCGTGAACCGTTCCCGTTACGACACCGAATCCGCATCCCGAGAACGTAGACGTACGACGCCTCCGAACGTGTACGCACGGTCGTACCGTGAAACGGGGAACGAGGTCGA

GAACTCTGACCATCCAGAAACAGCTGACAAACTGCGCCGTCCCGTTCCTACCGATATCGAACAGTCCGGCGACAGCCAGCAGAACCATGGAGTCTACGAGAACAGCTACTATGAACAGCGGAATAAAAAGCCCATAGGACTTTGCTGAGAGGGTAACAAAGACTGCGACTCTCAATCCACAGATTGAACCGGCATGGACCGAAGCTCCGAATTCAGTAATTAGCTACACCGCCCCGAAGAGTTAACCCTGCCACCCGCACCCGTATTGGACTAGTCCTGCTCATGATGAGTAAGCTAATCGGTTGACCCGGACCAGGACCGTTCCAATTGACGTTAATGTGGATGCATCTCAAGAACGACAATGCTGTTTAAGCAAGACCTCACGAAGTCGCTGTAATCTCCTCAGCAATTAGCAAGCGAAAAGGCCCCTCAGATTCACAGCTCGATACCGGCTACCGAAAGGAATCACCAAGCCTGGTCAGGCAAAAATCGCATGCAACCTAAAACGTCGGGTACAGCTGCGCACCACGAGCGACCGCCCGTAGCGACCGCTCACCAAATCGACGTCACAGTGGGGCTCAAGTCAGAATGAGACCGTCAAGAATCAAAAGCCGACACCTCATCAGGAATTCATCACGCCGAGAACCCAACTGACAACAAAATTCGACGTTCCCTAAGGCGAAATAAGGAAGCCATCACGGGCATTCCCGCCCGGCTTACGACTTAATCACGAACGAAAGGACAGGATGATCGGAATGGCCAAGCATCACCCTCACGTGCTGGAAAAAGCTTGATGAAAACTGTGCGCGAATGGGCACTTCCCAACCGCGGCACGCAAACCCCCGGCATCAGGCCCAACAGAACCCCCAAAAGCAACACTCAAGAGTCAATCAGACGTAACACCGGAGGATAAACCCAATCAACAAGGCCCCTGAACCACCCGAGCCAGAATGAAATCCCACTGAACCAACACCCTTCCCTAAACCGATCAGCCGGCGTACAACCAACACCGGTCCCCGCACTTACCTCGTACATGACCGTTTCAAGTCCGAGCGAGCGTCCAGTGGACAAAGGACAAGCAACCGTAAGCGTATTCCGCACGTGAACCGCATGTGAGCCGACCCCCCGCGTGGCGGGAAAATCCAGGAACGACCTTAGAGACAAAAGGGGCCGGCAACGGGGGGCAGAAGGCAGGTCAAAAGCGTGCTTTCCCCTGGACACATCAACCCTAAGGGTAAGACGCCACTCCAAGAGCATAGAACAACCACCGTCCCGAAACACCTAGGGGCACGGACAGAAGTAAGAACGAATCCGATTCGGGACGCACAGGAAGGTTAAGACTCACTGACCTGCGCAACGGCCATCGACCGCTAAAGAGCCAACGCGAATTGGCAGTAAAAAGGGGATCCAACGAGAGGGCAAAGCAGCCTAGCCCCGTACGCCGAATCCGCAACGACCCCTAGGAGTATCCCCTACAACAGGCGACGAACCTGGATACGGCGTTAACTTCCACTCCCCCGAAGCACCAGCCAGCTGCGGAAAACCGCTCAAGCGCGATGCGTACCATCGTAAACTCTACGCTACACGTGGACGCGAGCCCGACGGTGAAGTACTGTCCGAATCGGGATGCGACGAGCAGCTACCCCGTGACCGCAGCCGCCACGAGGACCACGCAAAGCGCGCTGCATCGATAAGCGCACCGGCCGTGGACGTCGAGACCCACGTCCAGGTAGACCTTCGAACACCGACGTCACAACGAACAACACACCGCCAACCACCATCTCCCGAGCTGAAAGCTCAACCGATAGCCGCCGAACAACACGGAGATCAAACGAGAGCACGCACGTAGGCGGACTACCACCGACCGACGTAACCCGGAACTGCCGCATCGCGTCACACAAGCGTAACAGTTCGATGGCGCGAGTAGTTCAACGTAAAACCGTGCCGCAAACGGTCACGGCGCCACGGCCGGAACGCTGACGTGTCAACGGCACGGGAACACGTCCGTAACTCCGCACGACAACGCACACGGGCATACGAGGCGAACTCGAAAGCGTCACGCATAACGGACCTACGACACGACCCGTCCGCTTAGAGCGCCGGGGACCGACACCGCCGGGTTACAAGTCGCGTTGAAACGCATAACGAGATCGACGGTGC

AGTAAAATCGTACGTAGAACACGGCTTTAACTTGCCGCCAAACAGGAAAGGCAAAAAGGGCGTTCCAGACTGCTGGCCGTGAGACGGCGAGTCGTACAATGAGAAGGCACAGCGACCGAAAGATTCGTCCAACGATTAACCCTCCAAGGACCATCCCACCAAATGCAGGAGTCAACAACGGGCGACCGCATAAAGTATCTGCCAGTCCACTCAGGACAATTCGCTACAAATTGTAGCTCACCGCCCCGAAGACGGCCAAACCACACCCGTCAAAACAAGCAGATGATGACTCATAGTCAGCCAGCCATCCCCGCAACCCCGGAACCTCGCGCAGCAGGATCCAACGTTCCAAGAAAGGGTCAATTGGGGCAACTTACCCCTTTCAAACCCCCTTACATTGTCGCTACCCCTACGCGTATCCCGTGAATCCAGGGGCCAAATGAGCCCGCCACGAAAAACCTAGTAGGAAGGTGGGATGCCCCTGGAACTCGCAGCCGCATTGCGTAGACAACTTACAAAACTACCGAGCCGCAGCGAGGACCAAGCGAAGTAACACCACCTTCAACCTGGACTGCCATGACGCACCGAGTTGGACTGACACTTAACGGTGCAAATACTAGTCGCCTCCGCGCTTTAAGCACCTAGCCACCGTCAACCCCAACCGACCGACACCGGGTAAAAACGACCAATCGCCGAACTCCCAAGTCTCTTTCAAACGATACGTTCGAGGACAGCTGGCACGAAAGGGCGCGTCCACAGTTACACGCGCCGACGACAAGGGGGAAACGGACCGACGTACTATGCGCAGTAACACGCACCAGAAGCCGAACCCCTGCTGAAGTGGAAATGCTGAACCCCCACCGCAGGGTACGTTAGGCGTCAATTTCCCTAAGCACGTGGGTTGAAACTTCCGCCGCCCGGCACCGTAACCCTCCGTAAGCAGTGGCAGATCACCTCAGCTGTTAAGTCGCACAACAAGGCAGAAGATACGGTGACCCGGGAGAACTACGCACACGGAGCTGCCCAACCTGACTCATCGAGTGCCCAAACCCGATCAGGTTGATTAGCCACGCAGATAACGGATACGCTCACAGCGCGGAACGCGCCGTACTAGCCACCCAAAGCACGACACGTACTCTACGCCTCGGAAGACCGCAACCAGTCAACAAGCTTGAACTTTCCGAGTTAGCTGGAACAAGCAACCGTCACGTGGGCGGAGGCTAAGATCGCGCCGACCCCCCGCTGAACGTCAACCCCGACGAACGACTGCTAACTCAGCCTGTCCAATTAATTCGCGCAAGACCGTGCAGTTGGCTGAGAGGGCCCGAGAACCTCACAATCTCGAGTGAGCGCGAACATCGGCTTTGAACTCCTATACCGCCGGTAACGTCCGACCAAACGCTGAGCTGCATGGGCCCACCGCTGTACCAGTAGGAATAACGAGTAAGTCCACAACGCACCAGCCCGCGGAGGCGAACAGGACTGAAGCGGGACACTATCCCGAGAGATCGACGATTCCGGCTCGACGCACCAAAGGCATCCCGGCCCGGCTGAAGCCAACGCCAGAACACGCATCTCAGTTCAAATGCCCTGGAAATCGACCGTACCATAGCCAACGCGAGTACCGGTCTAAGTATGAACTCGACGAGACGTCAATCCGCAAACCCTACATCACCCTTAAGTAACAGATCTAAAGGCTACTCAAAGCACCGTTTACCAACGCGCACCCCGTCGCTGGTCCGGAGAAATCGTCAATCGCACACGACTCGAAACAGGATCTGCACGCGTCGACAAACTGTCCGGGCACGGTTCAGCGCTTGTCAAAACGTGAAACGCAGCGATGTAGACACGGCACCTTCGAACTCCACCCCGACCACAATCGTCACGGGAGGTTAACCCCGGCCCGTACGCAACCGCCACGCCAACCCTGACCGCTTAAACGAGGCCGCAACGGATCTACGCCGCCCGGGTGGACCCCGAACGAGCCGTGAACTTCGACCCAACGGAACAATAACGCAACGGCGGTCAACCGTGGCGTCCCAGCCGCACGGACCGGACCGCTCCCGGCAAGCGATACGAAAGATTACGTACGGAGCCCGACGGGGACGTGGCCGAGACCAGCGCAAGCGCCCGGCGGTCGGAACGTCTAACCCGCACGTCACCGCCCGGACACGTAAACGCATCCAACCGACGTAGACGGTCAGATCGGTTCGACCCGGA

CTGAGCAGCACAGAAACCGTCAAACAAAAGCTTAGCGGGACCGGAGCAGCACCCCGCACGACAGGAGTATGAACTCCTCTGAAAGAGGGCGAGACCCCCCAAATTGTGCATCCAGGGGTATCAAGACACCTCATCCATAACACGACTGCGCCTTTAATCGGAGCCCGCAGTTATGATCTACCATGGCCTGGCACAGCGACCCCTAGCCAGACCGTACCTGAGAGTTTCCAGCCGAGTGAATCAGAAGAGGCACGCGGAGCCTCAACAACGGGCGACTTCGAAACGTGAGATAACGATCAAGTTAACAATCGTACCTAGCAGGTCAACAGGGCAAACAACCTTGCAGGAAAGTCACCCGGACTGGACGGTGAACCAGGAATCTCAGTGAAATCTTCAAGTTGGCCCGTACTACGAGAATGCAAACGACAGGAAGGTGTAAGCTGATGGGAAAAACTTAACTTCAGTAAACGTATCACAAGTCCGTGAGTTCAATCCAGAGCCTTACAGATCCCCGAGGTTGTAATTGCGCGTTACCTGGAAACTTACCATTCAGGCCAAGAGCACCTGGTCATGCCCATATCGCAAGTCAAGACTACTGCCGGCGCAACTCACGGGTACGTAGCAACTAGCGGCTGAACAAGCACAGGTAGTCGCGTCTCAACTTTCCACGGCCATCAACGGAGACCGTCAACCCCAACTTCTTCATCAAACGATCGATGACGCAAACTTGTAGCTTACAGGGCGGAGATCACCGTGCCGACGAATTGGGACGTAGCTAGAATGTGGCACCGCACGTGCTGGAAACGTTAGGAGCGCGTTGCACAGCGCAAGGTAATTAACGAAAGAAGGATCCGACCCCGGCACCGGTCCCGTAACCACAACGGCCGAAGATGAACGACGCGTCTCCATGGGCACCGGCGTGACAGACAACAACTCAGGATGGGTCAAACTCGGGGTTGACCGATCCGAACCCCATTCCTGAGAGCCTAAACGTTGAGCAGCAAACTCACTATGCAATACCGACGCCGCGTCACCCAATCAGCAATAAGCACCAAGCAAGAAACATGTCCGCAAAACCTGCTTGGCGAGTAACAGCAGAACTCTAGTATCCCTTACGCCCCAAAGGTGGTCAACCGGGAACGTCAGGAACGATACGAAGAACCAATTCGCCGATACAGAGCCCCCGCACCGGCAGCAAGAACGGGGCCGTGCAGACCAGGTTACATAGGGGTTCCACACATGACGGAGATCTCGAGACAGCTCTTAGACTTAATCGGCGCAGACGAAAACACGTCCATCGCAAGGACAGCGTAACAGCTGCGAAAAACTGTCACAAAGATTCCAAGGTTACTCGCCGGAAACGCCGGAATCCCCCGGGACGCACGAGCGACAAGTGGCACATACCAGATGAATCCGATTCGGCGGCTCGGGTTAAAGCTAAGCCAAGGATAACGCCAGACCCGGAGTCGGAGAGACGTAGACCCTCACAATGTGAACGCTCAGGACACAGTCAGGCGGGTCCACCTTCGACCAATCAACTCCACTCCGGTCCTAACGATACAAGCAAACCAGACTTCCGTACACCGGAAACGGACGCCTAACGAAGTAACGGTAAGATCGACAACCAGTTCCCCAACGACCGGACCGTAACGCTACCGGTACCGATAAATACTCCCGGCCACGCACATGCCGCGACCAGATATCGTGGCACAGTACCATTCGCACACGGTCCGAACTCGAGCGGACACGCGTCTTAAGACCGAGCGAAAGAGCGAGAGGTCCATGACGACGAGGCTCCGCCCAACACAGTAGAACCCCCTTGCCACGACTCAATTCCAGTTCCGTCCACAACACCGCATAACGAGTACCCGCACCCGTCGAGAGCCCCGGAGCTTGCCGTTCGGATGACGAGACGTAAACGCCAAAAGCCGCCTACACAGCACGCGTAGCACGGACAGACGCATCCGCCCCACGAGAACGCGAAGAAAACGGGGCGTAAAACGTACTCAGCGCATCCGCCGCAAGCCGTAGCGAACGCTCATAACGAACCGCGCCGACAACTCGCCGGACAGCGCCACGATGGCCGAACGTGTCCGACTCCCGAGCCCCGGGATTACGCACCGATCGTAAGATCGACGCCGAATCACGATCGGGCTCGAAAGCGTCGGCTAAATCGAACCATCGCGATCCCCGCCAAAGACGCTCGTACGTCTACCGAGACGGTGCCCGGAAGGGCGAAGCGCT

CGGCCGCAATCCAGTGCCAAGCGCCTGCAGGATGAAACAACCACAACTAGGCGCAAGACCCTTAGCAAATGGGCGCTAATCATCCGTAGACCTTTCCCGCACGCCAGCGCTTGAGAACTCCCAAACATCAAGAGCCTGAACAGTCCTGGAGAACCAGGATCAACTTCGCAGTCAGTCACACCGAACGCCCGCTACCGAGCCACCCCAGACGTACGACACTCACCTAGCACAGCGCATCCGAATCCAACTTTGGGGTGATAACGACATAACCCATAGCTGCGACTGTCAAGTTCACTCATCCGCGGAGGAAAAGATGGCTTCGAACATCACCAGTAGGCTACACCTATCCAGCCCAGACGGCGGTGAAAGGAATGAACAAAACGGAAAGGAACGATGCATTCGCGCTGAGAGAAACCGTTCGAATGAAGCGAAAACTGCCAATGCGCCAGAAGGTTAGTAAACAGATACAACGACACCGATGCTCGACAGTGGGCAAGAGCAAAACTTAAGAGTTGATCAGCAAACGGGAAGCGACGCAGCGTTGTAAGATGCAATGGGAGACTCCACATCCATGGCCCAAGCCCTCAGGTACCAATGCCCATATCGCAAGTCATCTGCGGAGCAAGGTATAACCAAAAACCAACCGCCCACGCCGGATAAGTCAGAACCCCAGCTGCCACTTCTCGATCCCGGGTAAACTAGAAAACGAAGTCAGGAGACGGAACAATCACGACCGTGCACGCGCCGACGACGGCATATCCACAGGACGTGGAAAACCCCAGAAACCTCAGACTAACCCGTTAGGTTCGAAACTGTCTTGTCCAGCCAACACCGAGTCTCAGACAGCGACCCCGTAACTACGCAAGCGAGCAGGCAAGCTTGACGGTGACGAGCGAGTACATTTGCGAAGTCATCAACGTGATATCACCAAACTTGTAGTGAGAAACCACAGTACGTGCACCGGGACTCAACCGAACAGCTAACACGCTCCACGCACGTACAATAACCCCAGTACGACGCCAAGAGCTCGTAAACGAGCCATCCTCCGAAGATGACAACACCAAGTTCGCCTGAAGACGCATCGAAATCAGCGCCGGCCTTGCCAGCCCCATTCACCCCTACCACGTAAGTAGGCGTGGCAAAGCTAGGCCGCGGGAATACGAACAGCTCGATTGAGCTGCACCGGCACGAGACCCACGGCTAAACCCTAAGACCTCGGTCCAAATACCGCCGGTACAGTACGCAGACGTGCACCAGGTCAACCATACGTCGGTCATACACCCGGCAGTAAGCGGAAGTTATCGATAGAGAACGCCGAGACCGGTCAGGACCCTCGGCGACGCACAGGAAGGATGAATAGACTGACCAAGTTTGCGCCAGACCCGGAGCCCGGCCAACACCAGGGAGCACCTTCGAATTGGAAGCTCGACGATAGCGAACAGGCAAACTGAGCCGCTCCGACTCAGATCCAGAGTAAAACCCCACGTCCGGAAAACAATGCGGATCATCTCAGAAGTATGGAAAACTGGCCGGCAGGGGACCATCGAGTCGTAACCCAACCCGTCGAGCGGGCCGAAGCGATAAACTCTCGTTCCACGTCTCAAGCTTTCCTAACCTCGCGCGGGAATCCTCCATTTCTCGCCAAATGTCACTTCCCTTGTAGCGGACATTCCAACCGCACGAGGAGTCTGAATCTGGAGCGCTCTTTCCGGGATAGCGAAACTTCACATCGGACGGAAGGTGTTAATAGTCAACAGGACACGCCGCCCCCGTTTCATCGTCCCCCCGAACGTTCCCGTAGACGGCACAGGAAAGCAGCCGCCGCCTAGGAACTGGACGCATAGCACGGGCGGAACAAGTCGAATCCGCCCGCCGAGGATGTCGAAAGGTCAACTCTAGCGAACGAGACAAACGACGTCTCGGTTACGGCGAAACTCGACCGGGCGGCAAACGTTACAACCACTCGGAGCGCCAGCCGGACCGTAAGCCCGACGTCCAGCCGCCACCGGCACGATCCACGACCTCGCCCGTCAGCTCCGACGGACAAAGGCGGGGCGAACGTAAACTCGACGTTCCACGTGAAACCCGTCGGCAACCGAGCGTTGAAGCCGCCCGATC

CTGGCAGCAACAACCCAACTACTCGCGTGATAACGAATCTGGCCTCAAATTTTCATGGAAGGAGTAGGCCTAAAGATGGATGGCACAACGAACCGGACGTGAAGCGGGAGGCGGTACTGACAATTCCTAGCCCTCATAAAGACAGTCGACGCATCCACCATCGGCAACCCGGAAGCGGGACTACGAACCACCAGCGAAATAACCCAACTCCTCAAGGTGGAAGTGACAGCTCGAGTCGGAACAAGTAGAGTCTAAGCAAAGCTCACCTCCGAAGTCTCAGCAGTAGGAAAGCGAAAAGGCAGCCGCATTGCGCATCAGTCAAGACGGAAAATGAAGCCGCAGATGTGACAGTGAAAATCGCGCTTACTTGAAACACCTCAGTTCACACTCAAACAGATGACGCACCGACAAGTAAAACTGATACCCACAAGCCAAAACCCAAACCGTCACAAGATCATGTTCCAGTAACCCTTATACCTAACTGCTCGGAGACCCGAACACAAGCGATCCTACGTACGCCGAGCCTGAAATTCCAACGATACGTTCCGGGCCGCGCCCCCTTTCGCCCTAATAGTGCAATCCCAGCCCAGTGACAGTCAGAGGGCGATCACGCTAAACACATCCATCACATAGGAAGACAAAAACCTGAGTGAGATCCGGGACGTAAAAGCAACACGCTCGGAAAAACGTATGAACACCCTCACTCTCAGGCAGACGTGCGGTGAAAAGTAAAATGACGAGCGCGCGTCAAACCACGCGTACGGGTTAATCCAGACGAGTCGGTCCCGTAACGGTCTACCAGGCGCAGCCGATCAACAGACAAGAACCGGACAAGACCCCCTCGTCACTCCAGTCGCAAATTGCGGTTAAGGTCACCCGGGAGGAATACAGAGAACTTGGGCCAACGGTACAAGCCGGCAGGAGACCCGAACGTTGCCAAGAGTCCACACACTGACCGGTAGCGCGCGACGCCGGTTACATGACTCCGAAAGTGGCAGGTCCAACCAGAAATGGCTAACAGCTGCCGGATAAACGGCTAGACGCGCCGCAATGACCCTTGCCCTCACCAAAGTCCCAATCGAAGACCCCCCGCGGGGAGGTTTACCTGACTCCCGAGAGATCTTCCAAGTACAAATTTGCAAGTTGACACAAAGACCGACGGGGGCCAGCTCTACAACCTGCCGCGAAACCTCGCGCCACGGACGAAGCTTGAGTACGCCGGTAATCCCACAGTACGAGTGAACGTCCAGAGCGAGCAGAACGTCGCATACCATGGTCTCCGGACACCCGTGTACAAGGACGAGCGGAGTAGTACGATAGGGCGCCAGGCGAAGTCTGCAAATGCTGAGACCGGTCAGGCAACTCGGCAATCCGGAATCCTCGAGATAACCAGGATCCACTGGGCGCCAGCGTAAAACCCGGCGAGAAAATGGGGACTGCAACGCGCAACACAGTACCAGTTGACTTGTCCAAACGCGAAGACCGTACGACGGACGCCAATCCGCATCACGAAACGGCGGACCAGTACACCGATCAAACGTACACGTCAGATCGCATCCGAACCCAACAACCGGGAACCTGCGAGGTCAACGAACGACTTAGCCGGCCCGAGCACTGCTCATTGGACCGTGAAATCGGCTCGGACGAAAGCGAGGACGAGTCACCCACCGCTGCCGATCGGGCCGAACGGTGCCAGACCAGTCCACCGGCGATGAAGCTTCCCGCCCACCGTCAATCGGAGAAACCAGTTCAATCGTCTTCGAACCCGTACGCAACAAGCGGCTCGCCCCGCCCCTCGAGACGAAGGTTCGACAGCGACGACCCCGGCACATGGCGCGTGAAGGAAACCGAACCACCGTGCCGCAAGCGTCCCGCCTAAAAACGCGTAAGCCACGCCGGCAACCTCGCAACGCAATCCGAATCGGCCGTTAAAAAGCGGGTTACGCGGAACGATAAGACGACACGGCAAGCCGACCGAGGACGACGACGACCCATCGAACCCGCACCCGTCACGTGAACGAAATCTCGACTCGCAACGTGACTTCGAACGGTACCGAACCGTTC

GCCCGCTATCGAGTACGAGGTTACACCGAAACCCCTTGAGCAGTAACAACTTTGAGCGACCAGGTAATCAACAAGTAGCTCTCAAGGATCAATCTCTTCGAACCGAAGAGGCGGACTCTCGATTGCCTGTTCCGAAGAAACTCACTGCTCAGGGGAATTGCCGCAAACCAAAAGACCACCCGTGTCATTCCCGCATGCACCAGGAGATACAAGTGGACAAGTAGTCAACAAGTGAATGCTGAGTCCGATGCCACAGGAAGTGTAGACCTCACTCAGGAATCCCGAAAGTACAGACCCCAGCGCTTAAGCATGAAGCCCAGTGAAGGGTACATCCATCGAGCGAACAGTACCCAGCCACAAGGGTCAAGTCGCTCACCAAATCGACGTCACCCTGAGCGGAGAACTGAGATCCGCGGAGACGCGCCCACCAAGCAATCCATCACGCCTCGACGTCCACTACACCCGACGACGGCAAGCCGAATGAACATCCAAGCTGAAACACGAACGTGCAGGGTAGCGTCAAGCCTGAACAAGTCCCCACAGTGAAGCAGGAGATCCAGCCAGGACCAATACGCAAGCGAGCCTCCGAGGTCACACAACCCTTCACCTCACCAAACAACGACGTAGCGATCAGGACGCTCAACCCACAGACTGAACTCCATCCCCAACGTGTCCAGACGTGAGCAGTCACCATTCAAGCCTACCACTACCAACAGATCATCACAACCGCGAAGTACTCTCGTAGCCGTAACGCATACACGTAGACGCATCGAAAAAAGGCCGCAACGGATAGCCGGCATGACCACCAGAATGAGAAACTTAAAGCGTACGGATGACGAACCTTACGTCCTATGATCAGACATACCCAGACCTGTCAGACAACAATTCCACTAGCATGTCCTCTCCAACCCACAAACCACCTCGATACCGATCGGCCAGTTCAAGCAAACGGGATGGGAAATGGTCGTCTTAGACGCCCCATCGAAACCGCGAAAAAATGTGGCTGACTGTACACGAGTACAACGCGAGGAACTGTGCAGCTTCAAGACTCAAATGACGGAACCGAGAGGGGAAAATCCGATTCGGGACGCAGATCACAAACACACAAGAAGTTCCCTGAACAAACTCAGACTCACAGCTCACTGACGCTAACGTACCGACAAACTGCCACAGCGACCCCGACGGGAGGGAGTACTTGACCAAGGCACGAGACGTGAAAGCGCCCGGCAAAAACGGCTTATCAGACGAATCTGCCGACGATCACGACCGCTCCGTTAAAGACCTGACTTACCGTCCTCATGAATGGGCGACACCAGTCGACCAACGACCGGACCGTAACGCTACACGCGACCCTGAGCCCGAGCAAGCATGCCGAATCCAGGTTGACACGGGCACACGGTCCGAACTATCGGTCACGGCGAAGCGAGAAGTTCAGCTTGAGAATTCCCGCCACGAGGACTGGTAACGGTGATCGATCTCCGCAAACGCCGGGAACGATGACGCAAACGTTGCCCGAACTACCGAAAGGCGATCAGCCGATTACAAGAACTCGAAACCACGAGATGCCCGTTCCCCTAGCGTGACCATTGGGAACCCTCGCGAACTCGCCGGAGCCTTCGCCCGTTAAACCGTATTCCGAACGGTCCGAGGCCGGCAATCCGGCGCATCACGTGGCAACCGATCGCACTTCGAAGGAACACTACTTCGTCAGTCGCACGCAGACAACGGCGAGGCTCGCAAAGTGACCAGCCGGCCGACAACTCGCGGTGAATCCGATCGCCAAAGTCGCGCCGACCGTGCCACTCGACTCGATCGGAAAAACGTCGGTGCGCGTACAAACGACACGACACGTTGCCCTCGATCCCGAAGCCGAACGGACATCCGAACGGGGGGATACGAACCCGTACACACCCGGCGCCAACGAAGCCGGTCCCCGACAACGTAACGTGAACGACCCCGATACCGAAAAACGAGGCCGGA

ACTCGAAGTCCCAGGAAAAAACTTAAGAGGCTCAGAGCAAAACCTTGAGCACACGAGTGATCCTCATGAAAAAGGGGAGTGGCAAACACCACATGCATTGACATAGCGCTTCGAGGGTCAATCACATCAGAAAGTCACCAATAGGAGTTACAACCCATACTCAGCGTCAAGGTCAGACCAGTTTAAAGACGAGACATAACACCAACTGGGCACGACCGCAAGGGAAAACAGTTCAACATGAGGCTACCCGTCGTCAAAACTCACACTCCCGGACCAAACTTGCGTAGAACAGGAACTTGAACACGGCATTGGCCTGGAGCAGACGTGCTAACTTCGCGAGGCCGTTCCATGGGAACAGTCATCACCCCACCGGTACGAGTCGTAGATCTAATGGTGGAAGGCACCCCAACCGAACTACTCCTGACCGGGTAAGATCACGGCCACCTGCGAATGAACACATGGATCCACACTTAACACTTCGACCCCTTCGAAACATTCCTACCCGAAGACCTTGGCCCTATCCGAAGAACCCGTATTGGAAAGCAGCATGTCAGTCAGGTGTTACCGAGGCCAGCCAAGGGGGACAGCTCTTCAGCTCTACACTGGATAACCCGTGTCCTTTCAATGGCAAAGTGGAGGCTCGACTGACAGATGGCTGCAGAAGTCCCCATAATCTCCGTAGGAAACGGGATTGCGCCGTAGAGGTCAGGACAAACTTAGGATGACCATTGACCGCCACTTCCACCAGAAACTGCCGAAACCAAACAGCACCGAGGCGCACTGAAAACTAGCAAGTGCATCCATGAAAGCCGAGCGCGCGAGAAAGCCAGTCGCGGATAAGGGCTAGCCTCACTTGACAATTCCAGCGATGAGACCCAGCAAACCAAGATAGTGCACGAAGACTCAATGCAACTACACAAACCTAAGTTCGGATGACTCGAGACACGCATATCCAAACGTCATACAACCAGTCTGTACCTGGGACTTAGCCGTTAGGAGCGCATTTCCGGTTCAAAGAGTACGTGGATCCAGAAGGTAGATACAAGTGAAAGTCAACGACCCCGGCACCCTCCGACTCAGAACCGAGTTCAACACACGAACCCAATCAACCGCCCAGGGAACCCCAGAAACTCAACAGTGAGTGTCACACAGGCCAACAGGTTGACGTTGAAGTTAACATACATGCTCGCTGTACTTTGCAAGGCTGTAAACAGCAAAAAACTGAACGAGTCCGAACCACGAATCGAAAGTGACCAACGACACGTGGGCGGAAGGTACGATCGCGCCGACTGGCAAACCCTGCGTCAGAGGAATAATTGGTGACAAGTGAACCATCAGATGTCGCCGGCAACGGGGGTATACAACCACGAGATAAATGTCAAGCATATCTCGCAGTCGGGGAGAAGTAACGTGTCAGAGAAAAGTACGCATCCCACGCCAAAGATTGATTCCACCACGGTCAGAAGATGCGCGAGCAATGGAATGGCGCCGAAAACTGATGGCGCCCTGCTCGTCTGAGAAGTAGACCCACCGGTCGATCGACAACGGGACGCACGTAAAGGTCACGCAAGAAAGTTGCTATCCAGTCGGCGAAACTCGCAAATCGACCGCTAAGACAAACATCCAAACACAGCAGAAAGTTGCAGGAACAACGGACAAACGCGTGAAACATGTGTTAACGGCTAAAACGCCACCGGGCCAAACGGGGAAGAAGCCAACCAGAGCAGACGGACGCACCCCAAGTCGCAGGAATCAAGAATCTGGCCAACGGCGGAATGACCACGGTACCTCCGAGCTTCCACGCACATCGCCCCTCGCATGCGAAACTCCAGCGAACTCTCAACCGTGACACGACGGGCACGGTAGAAAGCGACGAGGCAGCTGCCGGGAAATTCGATCGGACGGAAGCACAACACCAGACGTTTCCACATCACACCGGGTTGACAAGACAACGTTACGTAACCATGCAAGCTTGTCGGAGAACCCCCGCCGAAGACGAGCACGAAACCGCCGTTAGGGGGACGAATCATCCGGGTTCGACAGCGGCGGAAACCATCGCCACACCGGAGACGAACCGCGCTACGGTTAAAAACGGTACACACGGTCCCGACAATCCGATCGACACGTGCACTCGGAGTGCGAAGCGTACAACGCATCGAGCGTTGACACGAGATGCCGCGAGACATCACGCGAGCAAATCGGCGGAACACGAGTCCGTACCGGTTCCATCGACCCGAGCCGAACCTTCGCCGCTACCCGGCGGTCAACGGATCCAACGAAAACGACCCGGAGCAGTACGCGGGACGTGGCCGACCGCTCGCAACGCTACGCAAACCTTCGATCGCGACGAGAGCCGGATCACGAAACGGTCGGATC

ACGGAACTTGACAACAAGGTGAAAGATCCACACTCCAACTGTTTAGAAGTATGACATGAAGAGACCACACGGGAACTCGTTTCAAACAGCGAACCAACTTCGCACGTCTACCGAGATTGAAGCTAGACAGTCCATCAACGGCGACAGAAAACTGCTCTCAGAACCGAACACATGAGACATCTGACCTATCAAAGAGTGACCGTACGATTAAAGCACGAACACCAAAGACCATCCCAGGACACTTTCCTGTGCGATGGCGGCGACTATCCACCAGAACTCCGACAACTAACTGGAAAACCAGTTAACCTAGCCAACCACACGGCGGATTCCCCAAAGGCATCCAAACGGAACCTTCTGAAACATTCGCCGGAAAAGGCAGGGAACGACGGCCAAACAAACACAAGCTTCCGTGTCGTTGAAAGGTTAACCAGGTAGTGACGTATCGCTCGAGTCGGACCGAGCAGCAAGAGATGCACTCGCAGCCGCAGTGTCATTGCGCGTTACCATGGGCACTAGGGTAGACTCAACGAGCCCGGAACCGTACCACTTGAAACCTGGGCTTCCATGACCAGATCTACTTGAACCGCCACTACGCGTAGCAGATTCGGGGAACAATGGCCTACACCCGAATCTCCAGCCTCAAATTCGACGTTCCGGGCCCACTTCCAACACGGGTGAAACAGACCTCGAGCAGGACCAAGGCTCGAGGCGCAAAAACGTAGTCTGCTTCCAAGTGGACGCATCGCGTCAGTTCGAAAAGACCAGTGAACGTAGACTATCAGTCAAAAGTACATTCCACAACCACGTATACACCGGCACACGGAATCACTCTGATGGGAAACCCACATCAGAATTCGAACACCACGTGCAAGACCCGCTACAAATGAACCAGAGCACGCACCAGTAGGCAAAGATTGCCGGTTACTCGTAAACTTCCTTCGCACACGTGATGACGGAACACCAGACCGTGTAAGTTGCGGCGGAACATCCCTGCAGATTCGCCCGGACCGATACCCCGCACCGACCCCGGCAACGGGGCCGTGCCTCCCCCTGACAGGTTACAGAAACACGGAGAGTTCAAGGCTATGGCCAGGGAAAGCGTAAACATGGGCAGTAACCCATAGCGTACAACGCGCCGGAAACCAGAAGTCAGGAGACCTAAGCACCAGACTGAAGCGGGACGCGGCAAACTTACAACGGATCCAAGAAGGCGTGACATGACCACAGGGGAACACGAATGCAAAGACCAATCTCGCTAGCGCCAACGACGACAACGCTGATGCCCATGTCATGTTCCATTCCACGCCGGAAACCCGGCAAACTCCGGGTACCCCGAGGCGCCAACCCGTCTCACGACCGCTCCACTCAATGTCAGTCTGAACGAAACGAAGCCCTCAACATCAGAACGTAAAGATCATTACGACAGCGAGACCAAATGGGACAACCTCGAAAAGTCGACGTTGAGCGGAAAGGGGACGAACGACGTGAGCCCGACCGGCGCATACCACTCCCATGCCGATCCTCGTCCGAACTCGAACGTTACCAACCACCATGATTGGAGGTTTACTCAAGCATGGACAACTCCGAGGACTGGTAGAAGACCATCGACGGGTCCACGGCCGTCGACGTTCCTATCGAGACCACCAGTTCCGTCCACTGTACCAGGAAAGAGTCGAAGCAGCTTCACGCTCAAACGACCGCAACTGCGAAAAGCGGCTCGACACTTCCAGCACGACGGATAGGTCGCTACGCACGAATATGTCGCATCGGTAGCGAAATCGCACGCTCCGGATAAGTCGGAGCGGGCATCGCGATTAACTCGGAACGGTACCACGAGACCGAGGTCAATCGGAAGGCGAACGACAAACGTAACGCACAACAACGAACCGTACGAGAATCTCCATCTCGCGTTTCACCGAGACGAGGAAACGAAAGTCGCCTTCGACGCAACACGAGCCCGGACGTTAACGGTCC

AGAGCAATATCACGAGCCACGAGAACAAACCGAAAACAACAAACCTCCACTCCGCCAAGATAACCATCTCAAAGACGACGTTCACTTCACGGATAAGACACCCTGAAGGCTCACATTATCGAATGAAAGCGCCACGACCATACGCGGGTCTCCTAAAGCACAAAGATCTCACGAAGGAAGACTCCCGCGCTAAGAGATACGTCTTCCACAAAGTAAACACGGCTTTCACCTGGAGTGCTAAAACTTAAAGTCTGACAAACCTGGACTGCGCGAGGCATGTGAACGACTATCGGACTCCACCGGCGAGTCGTAGAGACAACAGCGCAGTTAAATTGGACCGTAAGCGACTAACGACCTCAAGTTAGACGCGGAACGTGAAGCGGGCAGACAATACCATCATCAACTCCAGCTCCAGTAGAACGGTGACAGATACCCATCACCAGAAAACGGCCGAGGCATTCGCCCGGAATGCAAAGATGAACAGGGGGATCCGGGAACCAGAAAACTGTGCAATTGCTCCAGAGCGAAATAACCAGTATCATCTTCACCAACGGTGTACAAACCGGAAACGTGGAAAATGACACCGATACATGTAGTCAAGTTCAAAACGGGCGCAGCATTGCGCCGTAGCTGAGCAATGGGAACTCCCACTAGACTCAGGAATCCGGTGGACCGCCACGAGTCAGTCACACTTTGCTCGACAAATCGAACCCACAGTTCGTTTGAGAAACCCAGAGGAATCCACATTTCGTAGCAAACCAATCTGCACTGTCAACTACGAGTCGCCCTGAGCCCAACACCTGACCAGGGATAGGCAGCCCCCGGAGAACATTGGAAAGAAACTGAGCCTGAGTCACACAACCCCTTGCCACATGACTGCAGACGTTCCGCAAACCATCCGAAGGCAAGGAAGGAACACACACCCGAATCCCTTGACAAGAGTCATGAAAGGATAGTGAGTTCCAAACACGCAAACGTGGGACAATGAACAGGCACTGGAAAAGTGGACGTTAGGTTACACATGTCACGAGTAAGTACCGACCCTCTTCACTGTTAACGAGCCATGGGACGTAACAACTCAAGCTCGATCACCCTGAAATTCGACTCGTCGACTACACTTGAGGGAAAATGTTCACAGCCGATGGAATCTGCCGTGAGACGCTAACGCTCAGAATACACGCACGAACCAAGCGGACGTTGACTTAAAGCGCGAAGCTGGAACGCACACGTACCCCGCCACGAAACCAGGCTCAAATCGAACCGCAACCAGTCCCTTGCGAGTCACACGAGGTTTCACACGTGATGAATCGCCTACTGCACGACATAGGTGAAAATGCCTCAGGAGAACGAGAAACACCTTCAAAGTCAAATGAGCCAGGAAAGTTGATTCCCACGGTCAAATCTCCCGCACCGACCGCTTCAGACATCACAGCTAGTTGAGACCACCTTCAAGCTAGACCGGTACAGGTCAAGGACAAATGCACGTCGATAAACATGCAGAAACCGGGTCCAGAAGCAAGCGGAAGTCCACCATGCCAACGCGCCGGAACTTCAACAGGAAACCTGAGTACACCGAGAAGACGGCTGGTCCGTAAACCTGCGGAAAACTATCCACGAGAAACATCGACGGCCCGAAACGTAGACATTCTGTGTCAACCTACAGAGATCCTTGACGAAGTCCAAACGCGTGAAGCCAGCCCGACAGACAACCGCAGAACGACCAGGTACCCGCTCCGAAGCGCCTACAACGTAACTTCGATTACGCGATGCCATCCGCATCCAACCGGACCGTAACCGAAGCGATAAGAACCCACGCACGATATCCCGGAACAGACCATCGGGACGTTATAGGCAAGTTAGGGCGAAGCTACACTCGGACGGGCACGGTAACGCTGCGCGGTAACCGGCGTCCACACTTGCAGATACAATTCGGCCCGCTACCGACGGAAGACTTCTCATCAAATCGTCACGTGCACCACTACCACGGGTTGATCCCGAAAGACAATCCACCGTGCCCCTACGAGCGTGGTCAGAAACACGAAGACGCGTAGCACCGACCAATGAGTGTAAGGCGTATCCTCAATCTCGCCATGGCGGCACCCATCGGACCCACAACCAACACGACGTTTAAACTCGATGGTCACGGAGAACGTGCGAGGACGTTTCAGTCGAGCGGAAGCGAAAATCGACCTCGAACAACACCCCTCGACGCATCGGTACACCCGTAACGTTACCGTGGCTCGAACGCCGGTCGAAACGAAGGCGTACCGCTCACGATAG
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AATACCGAGATCCCGTCCACGACTATCGGATACCGAATGGGCGTCGTAAACCAACATTCAGAATTCCTGACACACAAGACATCCATCTGACTTTCCGTAACAACCGTACGATTATAACGACACAAAGATCACCTACTAATGAACGAGTCATTCAAATTCGAAGTGATAGAAGACAAATGCCGGCCAGAGTGAACCCGCCAACAAATCCAAAAACGGGAAAACGAGCTAACGATGCATTCGCCTCGCCTGGACCCCAAGTAGGAAGGTCAAAAACGAAGTCATTCTCCACCTGTCCGTGTCAGTATCTGTGAAAATGACACATGTAGTCAACCGTGAAATTACGGAAAACAGATCGGCTTACTCGGAACTGGGGTATAAGTTTCACTCAGAGTCAAAATATCGCGCTTAGAGAAAAGGTAGGGAGAAAGTTAGGTTGGAACTCCTGTAGCAATACCCATGGTAGACCGCATGTCACATCAAAAACGCAGGAATCCAGTCGGTTTACGTTGCAAAGGTGGACCCCACGAACATTCCAGCTCAATCACGGACAAAAGTAACAGTTTACTATGCATTTGAAGCTTCACTCTCACACGACCTCAGACGTGCCTAACCCGCATCCGTTAGAAACCCAACATCATGAGCATTAACACCACCATGAGAATGGGACGACAGAGTGATATCAGGCAGACGCTATCCATGACAACTCGGACTGAACTACAACCAGTACAATACACCGGTGATGCAACTTACGCCGTAAACTTCGCCTACAACACCTAACCAAACCAGCCAGACGCTCCCCGTGTAAACTATGGAAACTGACCACCCTACCTGATACACGTGGACGAAATTCCATTGAAAGTGAAAAACCGCTGATCATCAGGACCCGACGAACGATCCCGACTGAAGACGGTCCCGGCACGAGACGTATACAATCCTACGGAGCCTCAAAGTTCATCTGAAATTGGAACCTCGAGCGTGCATGGACTTCACTAATTAAACTCCAAGCTGATCGCAACGCCAAGTATAAAGACGATAACAGGTAACGTCATAATGCAGAAGGATGCCGGAACCTTGACCAGAAGCGGCGCACGAATTCACGATCGAGTGTGATCGAGAGGCAACAGCGCAACTAGTCGAATACGCTAACAATTCAACGCGACGCCGACATGGCACTTCCACATCCGTCAACAACCCAGCTTGAACTGCCGACGAGTTGCAACCACTCGTTAAACCTCAATACGCCGGATCAAGTCGAAACGTAAACAGCGGCAGTCGAAACCAACGCGTTGACGGTACCGCGACCGTCCCGCTGGACTACCCAACTTGAAACCAATGCCGGAAACAGAATTAAAGTGTCCAAACAACTGGAACGGGCGGTAAAAAGCGACGAGGCACGGCCCGTCAAGTGGACGTTCCGCCCGCCCTTCGCCACGATCCACAGGAAGAGATGACGACGGCAGGTTGATTGTCAACGACGCTCGAGTCGGAACACGGACGTTGAACACGAACCTGAACCGTCGTCAGATCCGGCTCGAGCGTAACACGAAACCATCGCAAACGTCGTCAATCAGCATTCGGCAACGGCACGGGACATCGTCGCAACGCGGACGGCAAGTCGACACCTGAGGGTAAGCGGAAACGTACATCGACCACGCGCGGTAGACGAATGTACCAATCGTCCTTCGACGCAGAAAGTTGCGGACACGAGAAAGTACGCACGACACGCTCAGCGTC
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Figure 3.1: (a) 6-mers Sequence Logo : GC motifs are enriched at the centre of
nucleosomes. (b) Information content associated with Θk, k in 2,...,8. The diver-
gence from the nucleosome to the linker k-mers distributions is more pronounced
in the central ∼ 50 bp region that in the flanks. (c) Histogram of the number of
observations used for each fki,j estimation (for k = 2, 6, 8) : 2-mers frequencies are
mainly estimated on several thousand observations, whereas 8-mers frequencies
are estimated on less than ten observations in a large majority of cases.
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central bases of GCGCGC) has been identified in promoters of genes involved in

ethylene signaling, light signal perceptionas and other cell functions in Arabidop-

sis (Yang and Poovaiah, 2002). The transcription factors (AtSR, Arabidopsis

thaliana signal-responsive) specific to this CGCG-box have been found to have

∼ 50% identity with two predicted proteins in human, leading the authors to hy-

pothesize that the CGCG-box may represent a new type of DNA-binding domain

in Arabidopsis and human. If this DNA-binding domain does exist in human

and are preferentially wrapped into nucleosomes, the binding of the AtSRs ho-

mologous proteins probably requires the eviction of nucleosomes to bind to their

cognate site.

3.2.2.3 Principal Component Analysis

To recover this pattern, a principal component analysis is performed on the stan-

dardized Θ6 to capture the relationships amongst motifs. A spectral decompo-

sition is thus performed on the correlation matrix of Θ6, where the variables

are the 2080 6-mers and the units of observations are the 145 positions along

the nucleosome (PCA can also be performed by singular value decomposition,

as described section 4.3). Each resulting eigenvalues (λ1, ..., λn6) is proportional

to the variation explained by their associated eigenvector (principal axis). More

precisely, the sum of the eigenvalues is equal to the sum of squared distances be-

tween the observations and their multidimensional mean. Hence the proportion

of the total variation explained by the mth principal component is :
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λm
λ1 + ...+ λn6

(3.4)

In figure 3.2(a), these normalized eigenvalues suggests that although none of the

principal component explains the majority of the variation, the variance of the

first principal component is much larger than the others and may thus represents

important features in the data. In the case of a n× p matrix X whose entries are

independent Gaussian variables, Johnstone showed that when suitably normal-

ized, the largest eigenvalues of the sample covariance matrix S = (n − 1)−1X′X

follows a Tracy-Widom distribution of order 1. Johnstone’s theorem allows thus

the use of the Tracy-Widom statistic for testing the significance of the k-th largest

eigenvalues of a covariance matrix. To be valid however, this test requires that

n ≤ p. This condition being not met by Θ6 (n = 145 and p = 2080), this test

can unfortunately not be used on λ1.

When projecting the variables onto the first two principal axes, it appears that

the first one (horizontal axis figure 3.2b) coincides relatively closely to the A/T

versus G/C content. To characterise this A/T versus G/C pattern in the sequence

logo (figure 3.1), the 6-mers are coloured according to their projection onto the

first principal axis, red, for positive values (G/C-rich motifs), blue, for negative

values (A/T-rich motifs). This allows to clearly see that the nucleosome core is

populated with G/C-rich 6-mers.

To observe more clearly this distribution of A/T versus G/C 6-mers along the
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Figure 3.2: (a) Normalized Eigenvalues obtained by PCA on Θ6. (b) Projection
of 6-mers onto the first (horizontal) and second (vertical) principal axes, only
motifs with large positive and negative projections are shown. The principal
axis appears to coincide with the A/T versus G/C content. (c) The 6-mers are
binned according to their projection onto the first principal axis. Their normal-
ized frequencies are then averaged within each bins. The higher the A/T and G/C
contents are, the more pronounced the U-like and bell-like shapes are, respective.
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nucleosome, (i) the 6-mers are binned according to their projection onto the first

principal axis (208 6-mers per bin), (ii) for each position j in the nucleosome,

their normalized frequencies (
f6i,j
p6i

) are averaged within each bin and plotted fig-

ure 3.2(c). The resulting curves, corresponding to the 8 bins, are then coloured

according to the average projection values of the 6-mers that constitute them.

The same U-like and bell-like shapes found in 2.4.3 are recovered, where, inter-

estingly, the normalized frequencies of 6-mers become larger with the G/C content

and smaller with the A/T content. The difference of frequency at the nucleosome

centre between the larger G/C and A/T content bins is ∼ 2.5, that is, 5 times

larger than what we found in the previous chapter with GC and AA/TT dinu-

cleotides. This larger difference shows that this G/C versus A/T pattern is much

more pronounced when using (i) the best 10,000 genome-wide NucleoFinder pre-

dictions, (ii) 6-mers instead of dinucleotides and (iii) when controlling for linker

frequencies rather than genome expectation. All together, these results show that

Θ6 captures the well-characterised nucleosome favouring and repelling motifs and

demonstrate that the level of nucleosome ocupancy is directly linked to the G/C

content.

3.2.3 PWM Performances

3.2.3.1 Cross-Validation on the 10,000 Nucleosomes Set

Once the k-mers distribution characterised, the performances of Θk to discrimi-

nate nucleosomes from linkers is evaluated in a 10-fold cross-validation scheme on

the 10,000 nucleosomes dataset. Since linker sequences are 50 bp long, i.e. three

time shorter than Θk width, one linker is randomly sample with replacement in
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each linker pair to form a 150 bp long sequence. The 10,000 nucleosomes and

linker pairs are then randomly partitioned into ten equally sized groups. 10 iter-

ations of training and validation are performed such that within each iteration a

different group is held-out for validation while the remaining 9 groups are used

for training Θk. For each Θk, a ROC curve is then obtained by varying the

log-odds score threshold separating nucleosomes from linkers. The performance

of each Θk are finally computed by measuring the area under the ROC curves

(ROC-scores).

ROC−scores :
PWM_2 = 0.83 / PWM_3 = 0.85 / PWM_4 = 0.86 / PWM_5 = 0.87 / PWM_6 = 0.87

PWM_7 = 0.84 / PWM_8 = 0.82 / Multinomial = 0.79
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Figure 3.3: The performances of Θk and θ6 are evaluated by cross-validation.
The ROC-score increases with k.
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The obtained ROC-scores range between 0.82 and 0.87 (figure 3.3), indicative of

a good discriminative power of Θk when trained and tested on the 10,000 nucle-

osomes set. Consistently with the higher information content found with larger

motifs, the ROC-score increases with k up to k = 6. For k = 7, 8, smaller values

of ROC-scores are obtained probably because of the same lack of accuracy in the

estimation of k-mers frequencies highlighted in the calculation of the information

content.

As presented in the introduction chapter (section 1.3), other DNA-histone inter-

actions models based on PWM, support vector machine, wavelet decomposition

have also been developed from in vivo data in yeast (Peckham et al., 2007; Segal

et al., 2006; Yuan and Liu, 2008) and human (Gupta et al., 2008). A comparison

of the yeast models led to ROC-scores comprised between 0.8 and 0.9 (Yuan and

Liu, 2008). Interestingly, while the features utilized by some of these approaches

are fairly different from ours (support vector machine, wavelet decomposition

versus PWM), their performances are remarkably similar and suggests that al-

though having a high discriminative power in vitro, nucleosome positions cannot

be predicted with certainty from the sequence.

3.2.3.2 Spatial Distribution of Motifs

The PWMs used so far account for both the over/under representation of k-

mers at each position as well as the variation of this k-mers distribution along

the nucleosome. Thus, we do not know whether the performances of Θk come

from (i) specific motifs, (ii) their spatial distribution along the nucleosome (i.e.

combination of motifs at specific locations), (iii) or both. To assess the importance
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of this spatial distribution we fit a simple multinomial model, θ6, and compare

its ability to discriminate nucleosome from linker sequences with Θk (product

multinomial model). θ6 assumes that every 6-mer are uniformly distributed along

the nucleosome, loosing therefore the spatial information. θ6 is estimated in a

similar way as Θk from the 10,000 nucleosome set :

θ6i = log2
f 6
i

p6i
(3.5)

where f 6
i and p6i are the frequencies of 6-mer i in the nucleosome and linker sets.

As before, θ6 log-odds scores are calculated in 10-fold cross-validation on the

10,000 nucleosomes set and lead to a ROC-score of 0.79. As shown figure 3.3,

this score is lower than any of those obtained using Θk. To test whether θ6 and

Θk (k in 1,..,6) ROC-scores are significantly different, 95% confidence intervals

are calculated via bootstrap by randomly sampling with replacement from the

original dataset. To reduce the computational burden, only 100 bootstrap sam-

ples are generated for each model, and the the 2nd and 98th percentiles of the

bootstrap distribution are used as limits of the confidence interval. As displayed

table 3.1, the ROC-score associated with θ6 is significantly lower than any of

those obtained using Θk.

This result indicates that the spatial information contained in Θk is important

for distinguishing nucleosome from linker sequences and that the loss of this

information leads to a decrease in ROC-score of ∼ 0.08. On the other hand, the
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Model
ROC-scores

Estimate
Percentiles

2nd 98th

θ6 0.796 0.792 0.799
Θ2 0.829 0.826 0.832
Θ3 0.845 0.842 0.849
Θ4 0.858 0.855 0.860
Θ5 0.867 0.864 0.870
Θ6 0.874 0.871 0.876
Θ7 0.843 0.841 0.846
Θ8 0.817 0.815 0.820

Table 3.1: For each Θk, shown are the ROC-score estimations along with their
confidence intervals derived from 100 bootstrap samples.

discriminative power of θ6 being not too far from Θk, this result also implies that

6-mers alone have an important role in nucleosome positioning.

3.2.3.3 Common Patterns With Yeast

Histones are amongst the most highly conserved proteins in eukaryotes and conse-

quently result in similar mechanisms of nucleosome packaging across eukaryotes.

To determine whether these mechanisms are common in yeast and human, i.e.

whether similar motifs are responsible for nucleosome positioning, Gupta et al.

(2008) trained two SVMs on in vivo human and yeast data. Predictions were

subsequently generated from both SVMs on the in vivo human dataset and a

correlation of 0.86 was found between the two sets. The authors concluded that

this high correlation supports the idea that human and yeast (and more generally

eukaryotes) do share common nucleosome positioning mechanisms.

If in vivo, common nucleosome favouring motifs can be detected in human and
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yeast, we expect that these similarities should be even more pronounced in vitro

where the effects of trans factors are removed. Similarly to what we did in hu-

man, we (i) run NucleoFinder on the yeast in vitro data produced by Kaplan

et al. (2009), (ii) select the 10,000 regions with the largest Bayes Factor and (iii)

fit a 6-mers PWM (Θ6
yeast) from nucleosomes and linkers sequences.

From each model, Θ6
yeast and Θ6

human (the PWM previously derived from hu-

man sequences), log-odds scores are calculated on the human 10,000 nucleosomes

set, from which a correlation of 0.44 is found between the two sets. From the

Θ6
yeast log-odds scores, a ROC-score of 0.73 is obtained, that is ∼ 0.15 lower than

that calculated with Θ6
human. These surprisingly small values of correlation and

ROC-score are not in line with Gupta et al. who support the idea that human and

yeast share similar nucleosome positioning mechanisms. Questioning our result,

we went back to Kaplan et al. (2009) and Valouev et al. (2011) articles to compare

the protocols used in the preparation of in vitro nucleosomes and realized that

they were reconstituted at 40% and 100% of the physiological histone to DNA

ratio in Kaplan et al. (2009) and Valouev et al. (2011) respectively. Because of

this important difference in protocol, we interpret our results with caution.

3.2.3.4 The Level of Positioning is Linked to the Presence of Nucleo-

some Favouring Motifs

The 10,000 sequences used so far, selected on the basis of their high Bayes Factor

and thus wrapped into strongly positioned nucleosomes, have shown a good abil-

ity to discriminate nucleosome from linker in vitro. One can now wonder whether

Θ6 has a similar power of discrimination on all the NucleoFinder predictions, in-
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cluding those having lower Bayes Factor. To address this question, NucleoFinder

is run on a randomly chosen 10 Mb region in chromosome 22, from which 25,309

predictions are obtained. The choice of a relatively small region is motivated by

the time it takes to extract the sequences and compute log-odds scores. In the

same way as previously done in 3.2.3.1, linkers are merged to form 150 bp long se-

quences and log-odds scores are computed from Θ6 on the nucleosome and linker

sequences. Figure 3.4 displays the log-odds scores distributions (a) in this 10 Mb

region and (b) in the 10,000 nucleosomes set, where the separation between the

nucleosome and linker distributions is much clearer in the latter case than in the

former, as reflected by their associated ROC-score of 0.67 and 0.87.

This poor accuracy may be due to the fact that the motifs used by Θ6 to predict

nucleosomes are fairly infrequent in regions detected with lower Bayes Factor. To

test this possible relationship between the presence of nucleosome-specific motifs

(reflected by the log-odds scores) and the Bayes Factor with which nucleosomes

are detected, the 25,309 predictions are binned into five groups according to their

Bayes Factor, from which ROC-scores are computed and plotted against the av-

eraged Bayes Factor. The number of groups is chosen so that the subsamples

used in the 10-fold cross-validation are large enough. Figure 3.4(c) confirms this

relationship between Bayes Factor and ROC-score.

This interesting result suggests that (i) the presence of well-positioned nucleo-

somes is directly related to the presence of nucleosome-specific motifs and (ii)

the human genome is populated by motifs having a wide range of affinity for nu-

cleosomes and consequently excludes the idea that it is divided in regions either
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nucleosome-specific or linker-specific. Therefore, because the nucleosome-specific

motifs characterised from the 10,000 nucleosomes set are relatively infrequent in

the human genome, Θ6 has a limited power of discrimination in the 10 Mb region

used here.
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Figure 3.4: Distributions of log-odds scores associated with nucleosomes and link-
ers calculated in (a) a 10 Mb region randomly chosen chromosome 22 (ROC-score
= 0.67), (b) the 10,000 nucleosomes set (ROC-score = 0.87). (c) Relationship
between the level of nucleosome positioning/occupancy (Bayes Factor) and the
presence of nucleosome-specific motifs, reflected by the ability of Θ6 to discrim-
inate nucleosomes from linkers (ROC-score) in a 10 Mb region randomly chosen
in chromosome 22.
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3.3 Influence of Cis-Factors In vivo

In the previous section, we showed that nucleosome-specific motifs have a large

influence on the nucleosome architecture in vitro but are generally infrequent.

We also saw that, in vitro, the Bayes Factor with which nucleosomes are detected

is directly linked to the ability of these motifs to discriminate nucleosomes from

linkers sequences. In this section, we seek to measure the influence of cis-factors

in vivo. As we cannot exclude the possibility that more complex mechanisms,

not captured in Θ6 (for instance involving long range interactions), are acting on

nucleosome positioning, we directly compare the positions of in vitro with in vivo

nucleosomes.

As mentioned in the introduction chapter (section 1.4), this strategy has already

been followed in :

• Kaplan et al. (2009), where in vitro and in vivo nucleosome occupancy

scores were correlated;

• Zhang et al. (2009), where the number of in vitro reads falling within 10 bp

of in vivo nucleosome centers were counted.

In this section, instead of working on the reads level or on the nucleosome oc-

cupancy level, we decide to take advantage of NucleoFinder and work on the

nucleosome level, where the positions of in vivo and in vitro nucleosomes are

compared. More specifically, we want to test whether the number of overlaps be-

tween in vivo and in vitro nucleosomes is significantly larger than expected given

the nucleosome distribution of nucleosome in vivo. This null distribution can be
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estimated by sampling positions in the neighborhood of the loci of interest (to

account for the non-homogeneous distribution of nucleosomes in vivo, cf. sub-

section 1.1.2) and counting the number of overlap occurring by chance between

these positions and in vivo nucleosomes.

Before carrying out such comparison on a chromosome scale to have a general idea

of the influence of cis-factors in vivo (sub-section 3.3.3), we first compare in vivo

and in vitro nucleosomes on the 10,000 nucleosomes set (carrying nucleosome-

specific motifs) to ensure that we can repeat the results already reported in the

literature (nucleosome-specific motifs are enriched in well-positioned nucleosomes

in vivo, see sub-section 1.4.3) with NucleoFinder predictions. We will also inves-

tigate in this section whether a similar relationship between the power of discrim-

ination of these motifs and the enrichment of nucleosomes in vitro also exists in

vivo.

3.3.1 Nucleosome-Specific Motifs are Enriched In vivo

Following on Valouev et al. observations that regions with strong G/C cores and

A/T flanks are enriched both in vitro and in vivo, we expect the 10,000 nucleo-

somes set, carrying these motifs, to be enriched in vivo.

To test this hypothesis, we look at whether nucleosomes in the 10,000 nucleo-

somes set (carrying nucleosome-specific motifs) are significantly more enriched

in vivo than 10,000 regions randomly sampled within 1 kb of each in vitro nu-

cleosome (to account for the non-uniform distribution of nucleosomes along the

genome). We remind that this random set allows to estimate how often in vitro
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nucleosomes can overlap in vivo nucleosomes by chance. The enrichment is then

calculated as the number of overlap between the in vitro and the random sets

with NucleoFinder predictions in 1, 2 or 3 in vivo dataset (CD4+T, CD8+T and

granulocyte). To account for imprecision in nucleosome position, windows rang-

ing from 5 to 50 bp across the nucleosome centres are considered.
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Figure 3.5: Number of overlaps between the two in vitro sets (the 10,000 nucle-
osomes set and random set) and NucleoFinder predictions in the three in vivo
dataset (CD4+T, CD8+T, granulocyte). To account for the uncertainty in nu-
cleosome positioning, windows varying between 5 and 50 bp are considered across
the prediction centres.

Unsurprisingly, the total number of overlaps in both sets increases as w becomes
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larger due to overlaps with more distant nucleosomes (figure 3.5). For each win-

dow width, we then calculate the proportion of 0, 1, 2 and 3 overlaps in the

10,000 nucleosomes and random set. When looking for instance at w = 30 bp,

i.e. the uncertainty chosen in NucleoFinder, ∼ 32.9%, 27.0% and 14.5% of the

10,000 nucleosomes set are found to overlaps predictions with 1, 2 and 3 in vivo

dataset, that is, ∼ 3.2%, 12.7% and 10.7% above what is found in the random

set (figure 3.5). To test whether these proportions differ between the 10,000 and

random nucleosomes set, a Pearsons chi-squared test is performed :

X2 =
4∑
i=1

(Oi − Ei)2

Ei
(3.6)

where X2 is distributed as a χ2 with 3 degrees of freedom, Oi, the number of

i− 1 overlaps in the 10,000 nucleosome set, and Ei, the number of i− 1 overlaps

in the random set. This test is typically used to measure the goodness of fit

between observed and expected values in the context of categorical data. For a

type I error rate of 5%, we reject the hypothesis that the proportion of overlaps

is equal in the 10,000 and the random nucleosomes sets if X2 is larger than

7.81, the 95th percentile of χ2
(3). As displayed table 3.2, the values obtained

for X2 are much larger than this value, indicating that the proportions differ

significantly between the two sets. This means that nucleosome-specific sequences

are indeed significantly more enriched in vivo than randomly sampled regions,

and thus confirms the influence of nucleosome favouring motifs in the nucleosome

organisation in vivo.
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w (bp) X2 − log10(p-value)

5 9202.9 4597.1
10 8126.1 4058.8
15 9110.9 4551.1
20 7833.2 3912.3
25 7241.8 3616.7
30 5658.8 2825.3
35 4947.1 2469.5
40 3831.6 1911.9
45 3559.4 1775.8
50 2900.3 1446.4

Table 3.2: Pearsons chi-squared statistics X2 and − log10(p-value) calculated for
various window width w across nucleosome predictions.

The next question that comes naturally is how often one expects these motifs

to be occupied by well-positioned nucleosomes in vivo, that is, what is the size

of this effect. To do so, we could simply look at the proportion p of the 10,000

in vitro nucleosomes overlapping at least one nucleosome in vivo. Since a non-

negligible number of overlaps occurs by chance, this would probably lead to an

over-estimation of the size effect though. To address this problem, the number

of overlaps in the 10,000 nucleosomes set is corrected by the number of overlaps

in the random set :

p =

∑4
i=2(Oi − Ei)∑4

i=1Oi

(3.7)

At w = 30 bp, p = 0.27, which means that, while almost always occupied in

vitro (ROC-score = 0.87), these motifs (found at highly positioned nucleosomes in

vitro) are occupied in less than a third of the cases in vivo. Although modest, this

98



3. Are in vivo Nucleosomes Primarily Determined by the DNA
Sequence in Human ?

proportion suggests that strong nucleosome-specific motifs have a non-negligible

influence in vivo.

3.3.2 In vivo Enrichment is Related to the Presence of

Nucleosome-Specific Motifs

In 3.2.3.4, we showed that the Bayes Factor with which nucleosomes are detected

in vitro is linked to the presence of nucleosome favouring motifs. Since these mo-

tifs also influence the in vivo architecture, we now investigate whether a similar

relationship exists between the enrichment across multiple cell lines (in vivo) and

these same motifs.

To do so, the same analysis as before is run on the 10 Mb region chromosome 22

used in 3.2.3.4, where after randomly sampling positions within 1kb of the in vitro

predictions, the number of overlaps between the predictions in vitro and in vivo

(CD4+T, CD8+T and granulocyte) is computed with w = 30 bp. The 25,309 in

vitro predictions are then binned into the same five groups as before according

to their Bayes Factor. For each group, the X2 statistics and the ROC-scores are

calculated. On figure 3.6, we can see that similarly to the in vitro Bayes Factor,

X2 increases with the ROC-score. Thus, not only nucleosome-specific motifs are

enriched in vivo, but this in vivo enrichment is directly related to the motifs’ abil-

ity to discriminate nucleosome from linker. It can also be noticed that, although

above the χ2
(3) 95th percentile, the values of X2 obtained in this 10 Mb region are

more modest than those in the 10,000 nucleosomes set.
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Figure 3.6: In vivo, the nucleosome enrichment (measured by X2) is directly re-
lated to the presence of motifs that discriminate nucleosome from linker sequences
(reflected by the ROC-score).
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3.3.3 The Relative Influence of Cis and Trans-Factors

Differ Across Functional Regions

As described subsection 1.3.2, the cellular environment (trans-factors) can move

nucleosomes to sequences that are not intrinsically favourable to being occupied.

Depending on their function, regions across the genome are led to interact more

or less with these trans-factors. The extent to which nucleosomes are moved in

vivo from their “intrinsically encoded position” in vitro thus reflect the relative

importance of cis and trans-factors on the nucleosome organisation. Assuming

that the differences between in vivo and in vitro nucleosome positions result only

from the action of trans-factors, we seek to estimate the relative contribution of

cis and trans-factors by computing X2 and p in functionally different regions. In

this way chromosome 22 is divided in five different regions : (i) highly expressed

promoters, (ii) non-expressed promoters (defined as the 2kb regions upstream of

TSSs of genes having RPKM > 10, < 0.02 respectively), (iii) exons, (iv) introns

and (v) intergenic regions (defined as the regions left after the four other categories

selected). The locations of TSSs, exons and introns are provided by the RefSeq

database (Pruitt, 2004).

Region X2 − log10(p-value) p

Unexpressed promoters 98.2 47.0 0.127
Expressed promoters 23.9 10.6 0.047
Exons 177.1 86.2 0.080
Introns 6616.0 3303.8 0.139
Intergenic regions 8274.8 4133.1 0.146

Table 3.3: Pearsons chi-squared statistics X2, − log10(p-value) and corrected pro-
portion p calculated in functionally different regions, chromosome 22.
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Table 3.3 summarizes these results where it can first be noticed that the values of

p are much lower than those computed in the 10,000 nucleosomes set (p = 0.27),

which again support the relationship between nucleosome favouring motifs and

in vivo enrichment. Substantial differences of p can otherwise be noticed across

regions : on one hand intergenic regions and unexpressed promoters display large

values suggestive of a less pronounced influence of trans-factors in these regions.

This is consistent with the idea that, generally lacking functions, these regions

are less prone to interact with transcription factors or being modified by chro-

matin remodelers. On the other hand, expressed promoters have the smallest

proportion value, p = 4.7 %, in agreement with the idea that many interactions

with the transcription machinery occur in these regions.

It can otherwise be noted that the influence of trans-factors in transcribed re-

gions varies substantially depending on whether it is an exon or an intron. Previ-

ous studies have demonstrated that in vivo, exons are more frequently occupied

by stably positioned nucleosomes than their surrounding introns (Tilgner et al.,

2009). This is indeed what we observe in the CD4+T set where an average of

1.5 nucleosomes / kb in exons and 0.15 nucleosomes / kb in introns (i.e. 10 time

less) is detected by NucleoFinder in chromosome 22. The authors put forward the

hypothesis that the presence of a stably positioned nucleosome in exons reduces

the transcription rate, allowing the recognition of the splice signals by splicing

factors. Our results refine this observation by showing that these well-positioned

nucleosomes in exons are mainly driven by trans-factors.
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Overall, the fact that the (corrected) proportion p of overlaps between in vitro

and in vivo nucleosomes ranges between 0.04 and 0.15 points toward a major role

for trans-acting factors in the nucleosome architecture in vivo.

3.4 Discussion

The study of well-positioned nucleosomes in vitro in human have allowed us to

recover the known pattern of A/T-rich and G/C-rich motifs at the flank and the

centre of nucleosomes. In line with previous studies, we showed that these motifs

are able to distinguish well-positioned nucleosomes from their linkers with high

accuracy. We also demonstrated that PWMs have a significantly better discrim-

inative power than multinomial model. However, the difference between the two

models is relatively small which suggests that the motifs rather than their spatial

distribution are important in nucleosome positioning.

Because nucleosome specific motifs are fairly infrequent in the human genome,

the majority of in vitro nucleosomes cannot be predicted accurately from them

(ROC-score = 0.67). We further showed that the presence of these particular

motifs is linked (i) to the Bayes factor with which nucleosomes are detected in

vitro and (ii) to the nucleosome enrichment in different cell lines in vivo.

From the comparison of in vitro and in vivo nucleosomes, we then estimated

the influence of cis-factors in the in vivo nucleosome organisation at ∼ 10-15%,

i.e. ∼ 10% less than in yeast. Interestingly, while an important discrepancy was

found between nucleosome occupancy and positioning in the estimation of cis-

factors in yeast, our result is not too far from Tillo et al. (2010) estimate (R2 =
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0.08), based on nucleosome occupancy. All together, these results support the

idea that DNA has a modest role in nucleosome positioning in human, as pointed

out in Valouev et al. (2011).
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Chapter 4

Transcription Regulation by

Nucleosomes and Histone

Modifications

4.1 Introduction

4.1.1 General

As introduced in chapter 1, epigenetic factors have been shown to be instrumental

in the regulation of many cellular processes, including gene transcription. The

epigenetic information is embedded into the chromatin structure and have com-

monly been classified into three categories according to the chromatin layer it

belongs to :

• the DNA level where the methylation of cytosine nucleotides leads to tran-

scriptional silencing,
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• the nucleosome level, where the nucleosome position, the use of histone vari-

ants and post-translational modifications of histones can induce or silence

transcription,

• higher structural level where the chromatin itself interacts with other com-

ponents present in the nucleus such as the nuclear lamina.

The mechanisms by which epigenetic factors are modified, the pathways followed

to regulate downstream cellular processes and the combination of marks involved

in these cellular processes remain incompletely understood. In the previous chap-

ter, the focus was on the first point where we measured the relative influence of

cis and trans factors on the nucleosome architecture and demonstrated that the

former have a minor role. This chapter, on the other hand, is concerned with

the last point, that is, understanding the effects of histone marks and nucleosome

positioning on gene regulation.

Histone modifications have been shown to alter the chromatin structure by two

mechanisms that can function either individually or in combination. The first is

the reduction of the DNA/histones interaction caused by the variation of charge

induced by the histone modification. The second is the recruitment of non-histone

protein complexes able to remodel the chromatin (Kouzarides, 2007).

Prior studies have allowed the association of specific modifications with gene

activation or repression as well as with various genomic region including pro-

moters, enhancers, insulators and transcribed regions (Barski et al., 2007; Wang

et al., 2008). In this way, acetylation and phosphorylation are generally associated

with transcription, sumoylation and deimination with gene silencing, methylation
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and ubiquitination are found both in activation and repression of transcription

(Kouzarides, 2007).

The large number of histone modifications as well as the high level of correlation

among some of them have given rise to the “histone code” which hypothesizes that

the combination of different histone marks induces a particular chromatin state

and subsequently allows a given cellular processes to be performed (Jenuwein and

Allis, 2001).

In order to (i) understand the downstream effects associated with various sets of

histone modifications, and (ii) gain insight into the “histone code”, computational

and statistical approaches integrating different data types have been developed.

In this way, two directions have been followed in the literature :

• the first aims to identify the epigenetic factors (mainly histone modifica-

tions) involve in gene regulation and measure how much of the variation in

gene expression they explain;

• the second seeks to identify combinatorial patterns of epigenetic factors

associated with different functional regions.

Before presenting these two directions, we review the patterns of epigenetic mod-

ifications characterised at different functional locations in the genome.

4.1.2 Histone Modifications across Functional Regions

Promoters. The epigenetic state at promoter region have received much at-

tention for the insight it provides into the regulation of transcription. Different
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modes of regulation have been linked to high and low GC content promoters. A

study in human stem cells showed that, while the characteristic modifications of

active promoter H3K4me3 is found in a majority of high CpG-content promoters,

this mark is tightly associated with the level of expression in low CpG-content

promoters (Kim et al., 2005). However, these observations in stem cells do not

all apply in differentiated cells. In particular, a large proportion of high CpG-

content promoters, non essential in differentiated cells, are made inactive during

differentiation by the deposition of the H3K27me3, H3K9me3 marks (Mikkelsen

et al., 2007). The H3K4me3 rich sites are accompanied by features of accessible

chromatin, including histone acetylations, occupancy by the H3.3, H2A.Z his-

tone variants, hypersensitivity to DNase I digestion and DNA hypomethylation

(Wang et al., 2008). Many promoters carrying this particular open structure

have been shown to be enriched in Pol II reflecting either transcriptional initi-

ation or active transcription (Ramirez-Carrozzi et al., 2009). Interestingly, in

accordance with the phenomon of multivalency, Wang et al. (2008) showed that

a set of 17 “backbone” modifications (H2A.Z, H2BK5ac, H2BK12ac, H2BK20ac,

H2BK120ac, H3K4ac, H3K4me1/2/3, H3K9ac, H3K9me1, H3K18ac, H3K27ac,

H3K36ac, H4K5ac, H4K91ac) are present in a majority of active promoter in

CD4+T cells.

Gene bodies. Mammalian genes are characterised by numerous short exons

distributed between large introns. Four methylation (H2BK5me1, H3K27me1,

H3K36me3, H3K79me1/2) and six acetylation (H2BK20ac, H2BK120ac, H3K4ac,

H4K5ac, H4K8ac and H4K16ac) marks have been linked to active transcription

where a majority of them have been shown to correlate with the level of gene
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expression (Barski et al., 2007; Wang et al., 2008). The enrichment in these marks

appeared to be more pronounced in exons than introns, which could possibly be

due to a higher abundance of nucleosomes in these regions (Tilgner et al., 2009).

Enhancers. Enhancers are located from few hundred base pairs to several hun-

dred kilobase pairs upstream or downstream their associated transcript. They can

also be found in intronic region as well as 5 and 3 untranslated region. By observ-

ing the histone marks at known enhancers, (Heintzman et al., 2009) noticed a rel-

ative enrichment in H3K4me1 along with a depletion in H3K4me3. Other marks

such as H2K27ac, H3K36me1, H3K4me2, H3K27me1, H3K9me1 and H2BK5me1

were also found in another study (Hon et al., 2009), suggesting again a certain

level of redundancy across the histone marks. Using these histone marks to find

new enhancers, Heintzman et al. found that the chromatin patterns at enhancers

are more variable and cell type specific than those observed at promoters.

Large-scale repression. As the cell differentiates from a totipotent to a spe-

cialized state, many genes are not expressed and large proportions of the genome

become stably repressed. These regions are marked with the silencing histone

modifications H3K9me2/3, H3K27me2/3, H3K79me3 and H4K20me3 (Wen et al.,

2009) and have been shown to interact with the nuclear lamina (filaments located

in inner face of the nuclear) in approximatively half of human genome in fibrob-

last (Wen et al., 2009). This repressive chromatin environment results in reduced

expression level for the genes lying in these regions (Reddy et al., 2008).

Summary. Based on Barski et al. (2007); Wang et al. (2008) observations, the

histone modifications are classified by genome location and function. Enhancer
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modifications are not included as they are not used in the remainder of this

chapter.

Active Marks Silencing
TSS Genic region Common Marks

H3K4me3 H2BK5me1 H2BK12ac H3K9me2/3
H2A.Z H3K27me1 H2BK20ac H3K27me2/3
H2AK9ac H3K36me3 H2BK120ac H4K20me3
H2BK5ac H4K16ac H3K4ac
H3K9ac H3K4me1/2
H3K18ac H3K9me1
H3K27ac H3K79me1/2/3
H3K36ac H4K5ac
H4K91ac H4K8ac

H4K12ac
H4K20me1

Table 4.1: Classification of histone marks by region and function according to
Barski et al. (2007); Wang et al. (2008).

4.1.3 Previous Work

Now that the patterns of epigenetic modifications in different functional regions

have been presented, we now turn to the two directions explored in the literature

to characterise histone modifications.

4.1.3.1 Link Between Gene Expression Level and Histone Modifica-

tions

The first direction, gene centered, focuses on the relationship between gene ex-

pression level and epigenetic pattern at promoter and/or gene body. The goal
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is essentially to relate the level of gene expression to the enrichment in histone

marks at promoters (or transcribed regions) and identify the marks which are the

most predictive of gene expression. Various machine learning approaches have

been used to address these questions, including Bayesian network (Cheng et al.,

2011; Yu et al., 2008), support vector machine (Cheng et al., 2011), linear and

non linear regressions (Cheng et al., 2011; Karlic et al., 2010; Xu et al., 2010).

These studies share a similar setup where genes are used as units of observations,

enrichment in histone modifications as predictors and gene expression level as

response variable.

A general picture is now emerging where (i) histone marks measured at promoter

and gene body are highly predictive of gene expression (Pearson correlation =

0.7-0.8, Hoang et al. 2011). (ii) When fitting models between gene expression

and histone marks in small regions (e.g. 1 kb) upstream, across and downstream

of genes, large R2 are found across the whole transcribed regions and extend few

kilo bases upstream of the TSS and downstream of the TES (Cheng and Gerstein,

2012). This result indicates that histone modifications present at promoter, tran-

scribed and TES regions are highly predictive of gene expression level. It does not

specify however whether all the marks have the same predictive power through-

out these regions or whether the correlation between gene expression and histone

marks is driven by different sets of marks in different regions. (iii) The addition

of the transcription factor binding information to the histone marks are redun-

dant for the prediction of gene expression (Cheng and Gerstein, 2012). (iv) In

promoter regions, an almost identical prediction accuracy can be obtained with

a handful of these marks. For instance, Karlic et al. found that four histone
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marks (H4K20me1, H3K27ac, H3K79me1, H2BK5ac) have an almost identical

predictive power as a set of 39 marks, suggesting a high degree of redundancy

among histone modifications at promoter. (v) Slight differences in histone sig-

natures are found between high and low CpG content promoters (Karlic et al.,

2010). (vi) The relationship between histone modifications and gene expression

is general and does neither depend on the tissue / cell-type, nor on the type of

gene (coding/non-protein-coding genes, Zhang and Zhang 2011).

4.1.3.2 Functional Elements are Marked with Specific Histone Mod-

ifications

The second direction is somehow similar in the sense that it aims to characterise

chromatin signatures at functional elements. However, it differs in that regions

under study are not restricted to the genes regions and that the objective is to

identify the chromatin patterns itself, not to predict gene expression. As rightly

said in Ernst and Kellis (2010), the goal is not to uncover causal effects between

chromatin signatures and regulatory processes but rather to identify the signa-

tures existing in different functional regions that could potentially be used in

future experiments to pinpoint new functional elements.

Supervised classification methods have first been introduced to identify chro-

matin patterns at known functional sites (Heintzman et al., 2007; Liu et al.,

2005). However, because (i) much of our current knowledge of the human genome

is concentrated on genes and promoters, these studies have ignored a majority of

the genome, and because (ii) different regulatory elements are used in different

conditions and that their location are not necessary known a priori, unsupervised
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learning methods appeared to be better suited for this type of problem.

So far, four approaches have been introduced to characterise chromatin signa-

tures at different functional regions. They proceed in a similar manner where

common combinatorial patterns are identified with clustering techniques and then

characterised by mapping the occurrences of each clusters to known functional

regions.

Hon et al. introduced ChromaSig, a progressive alignment approach that itera-

tively (re-)defines chromatin motifs and localizes the loci that match these motifs.

From a collection of 21 histone modifications assayed in Barski et al. (2007), Hon

et al. identified 14 distinct chromatin states at promoters, 11 at enhancers and 7

at loci distal to known regulatory regions. Beside recovering known patterns at

promoters and enhancers, they found that H3K36me3 is found at exon 5’ ends

and is associated with exon expression and alternative splicing. They also char-

acterised different chromatin signatures in repeat sequences that associate with

distinct modes of gene repression (e.g. lamina-associated domains).

Jaschek and Tanay approached this problem using an HMM, considering that

this family of models are well suited for large datasets where the spatial de-

pendency among functional regions can be used to improve the clustering (e.g.

transcribed regions are expected to occur after promoters). Using multivariate

distributions to model chromatin signatures over the same set of 21 histone modi-

fications as Hon et al., Jaschek and Tanay inferred 16 distinct hidden states. The

distributions of histone marks associated with each state allowed them to retrieve
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known patterns of histone marks at TSS, transcribed and large-scale repressive

regions.

Ernst and Kellis also opted for an HMM approach where, unlike Jaschek and

Tanay (2009), the histone mark were binarized in 200 bp windows to reduce

the number of parameters and avoid making any assumption on their distribu-

tions. Based on the same dataset as Hon et al. augmented with 17 additional

histone modifications (mainly acetylations), Ernst and Kellis characterised 51

distinct chromatin states that could be grouped into four categories according to

their genomic positions : promoter, transcribed, active intergenic, repressive and

repetitive regions.

Ucar et al. introduced a biclustering approach that identified 843 distinct clus-

ters, among which 721 were enriched for at least one of the eight functional regions

under study (CpG island, conserved sequence, insulator, DNAse hypersensitiv-

ity site, enhancer, long intersperse non-coding RNA, promoter and gene body).

To characterise these functional regions from the obtained clusters, the authors

identified the histone modifications that frequently co-occur in each set of region-

specific clusters. These “core chromatin modifications” along with the emission

probabilities inferred by Ernst and Kellis will be utilized in section 4.4 to char-

acterise clusters of histone marks found in promoter and transcribed regions.

Overall, even if these methods have resulted in very different number of clusters,

their findings are consistent with prior knowledge on the location and function of

histone modifications presented in the previous section (e.g. H3K4me3 is found
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at active promoters).

4.1.4 Question

In this introduction, we have seen that two main directions have been explored to

characterise histone modifications : the first seeks to measure the effect of histone

marks on transcriptional regulation and identify the marks that are the most

predictive. The second aims to identify the combinatorial patterns of histone

marks that characterise distinct functional regions. In this chapter we aim at

bridging the two approaches by (i) clustering the histone marks in promoter and

transcribed regions using gene expression level, and (ii) measuring their individual

effect on gene expression along genes. The first step is similar to the second

direction, with the difference that in addition to clustering histone marks on their

co-occurrence in the same functional regions, we make use of gene expression to

select the histone marks that account for most of the gene expression variation.

The second step is then similar the first direction where the influence of each

cluster on transcription level is measured along the genes. This will allow us to :

• identify clusters of histone marks associated with gene activation or repres-

sion in promoter and transcribed regions and see whether they are region-

specific or shared across the two regions;

• link clusters to gene function (cell-specific versus housekeeping genes);

• understand how broad promoter and transcript specific signals are;

• see whether the combination of promoter and transcript specific signals can

improve the prediction of gene expression;
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• lastly, as mentioned in the introduction chapter, we will see whether the

size of the nucleosome depleted region have a significant influence on gene

expression level.

The remainder of this chapter is organised as follow, section 2 introduces the data,

the way they are processed and how the promoter/transcribed region boundary

is chosen; section 3 describes how histone modifications are clustered; section 4

aims to characterise the function associated with the clusters; section 5 combines

the promoter and transcript clusters signals in order to improve the prediction of

gene expression, finally section 6 examines whether the nucleosome organisation

across the TSS has an influence on transcription.

4.2 Data Description and Pre-Processing

4.2.1 Data Description

Histone modifications. The ChIP-Seq tags used in this analysis were taken

from two genome-wide studies of (i) 20 lysine and arginine histone methylations,

1 histone variant (H2A.Z) (Barski et al., 2007) and (ii) 19 histone acetylations

(Wang et al., 2008). Both studies were measured in human CD4+T cells and

produced by a same group (Zhao et al.). From the former, the ChIP-Seq tags

of the transcription polymerase II (Pol II) were also retrieved in order to test

the influence of nucleosome position on both the transcription and the binding

of the transcription polymerase II (Pol II). Similarly to what was done in 2.2,

tags mapping more than one genomic region were discarded, the remaining ones

were then corrected for possible amplification errors and shifted to +/- 75 bp
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(according to their strand) to localize nucleosome centres.

Nucleosomes. Since the histone modifications used in Barski et al. (2007) and

Wang et al. (2008) were assayed in CD4+T cells, we could have re-used the nu-

cleosome data from Valouev et al. (2011) also measured in CD4+T cells and

already processed in the previous chapters. However, the group who generated

the histone modification datasets (Zhao et al.) also studied nucleosome in human

CD4+T cells using a similar protocol and a same sequencing platform (Solexa,

i.e. different from this utilized in Valouev et al. 2011). Therefore, to minimize

the inter-study and inter-platform variations, we made use of Zhao’s nucleosome

dataset (Schones et al., 2008) in this analysis. The same normalizing and nucle-

osome calling procedures (NucleoFinder) used in chapter 1 were then performed.

Gene expression. The gene expression dataset came from Zhao’s nucleosome

study (Schones et al., 2008) who made use of an Affymetrix Human Genome

U133 Plus 2.0 GeneChip. Raw expression values were normalized with the RMA

algorithm (Bolstad et al., 2003) and averaged over the replicates. During this nor-

malization step, the microarray probes were mapped to 18,982 Ensembl genes.

Because our aim is to relate gene expression level with histone modifications

at specific genomic regions (promoter, gene body), mapping the probes with

Ensembl transcripts would have been preferable to distinguish alternative tran-

scripts. However, given that the probes of U133 Plus 2.0 GeneChip target the 3’

end of transcripts, this distinction cannot be done.

Promoter selection. Given that in human, most of the genes are alternatively

spliced, we need to ensure that the gene body and promoter at which histone
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modification are measured correspond to the right gene expression measurements.

To do so, we mapped the Ensembl genes to their Ensembl transcript sets, and

for each set, the transcript with the highest averaged enrichment across the 39

histone modifications at promoter is selected (as proposed in Karlic et al. 2010).

Each histone mark is standardized beforehand so they all have the same influence

in the choice of promoters.

4.2.2 Summarization of Histone Modification Enrichment

In 4.1.2, we saw that histone modification enrichment is strongly dependent on

the genomic region considered, some histone marks are promoter specific, others

gene specific. In this way, to understand the differences between these two adja-

cent regions we need to find the boundary that separates the signals specific to

each region and choose a measurement that summarizes the signal accurately in

each region. This last point has been addressed in two ways, while the first two

studies on this topic simply counted the number of ChIP-Seq tags in a window

few kilo bases large centered on the TSS (Karlic et al., 2010; Yu et al., 2008), Xu

et al. (2010) and Hoang et al. (2011) considered that part of the histone modifica-

tion information is encoded in its spatial distribution. To take into account this

spatial distribution, these authors suggested to (i) characterise this distribution

(“template”) for each mark by averaging the histone modification signal along all

the (scaled) genes, and (ii) estimate a “gene-dependent amplitude” by regressing

the histone modification signal along each (scaled) gene on its associated “tem-

plate”. When fitting MARS models using these two methods, Hoang et al. found

that the spatial approach resulted in a 0.02 increase in R2 over the counting
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approach, corresponding to an improvement of 4% in the model fit. This result

suggests that the spatial distribution does not necessarily need to be accounted

for when predicting gene expression. For this reason, in the following, we will

follow the counting approach.

4.2.3 Variables Transformation

Before analyzing and fitting models to the data, transformations of the response

variable (gene expression) and predictors might be required to improve the fit and

correct possible violations of model assumptions such as normality and constant

variance of the error.

4.2.3.1 Transformation of the predictors

Given that the size of genes greatly differ from one another, the count of Chip-

Seq tag in a given region (promoter, gene body, see 4.2.4 for the determination

of the boundary between these two regions) is normalized by the number of base

pairs in this region so they can be compared. The distributions of normalized

tag count in a 4kb window centred on TSSs are shows figure 4.1(a), where it can

be seen that most of the mass is concentrated around zero with few larger values

as indicated by the long tails. When fitting a linear model, the points in the

tails will have large leverage and potentially distort the regression estimate. To

reduce the effect of these points, a log or square root transformation is commonly

applied to reduce the range of the data. Given that the normalized tag counts

are close to zero, the log(1 + x) transformation has little effect as shown 4.1(b).

The square root, on the other hand, successfully reduce the long tails and spread

out the mass around zero.

119



4. Transcription Regulation by Nucleosomes and Histone
Modifications

0.0 0.1 0.2 0.3 0.4

0
10

0
30

0
50

0

Density of Chip−Seq Tags

Normalized Number of Fragments

D
en

si
ty

0.0 0.1 0.2 0.3

0
10

0
30

0
50

0

Density of Chip−Seq Tags
Log scale

log(1 + Normalized Number of Fragments)

D
en

si
ty

0.0 0.2 0.4 0.6

0
10

20
30

Density of Chip−Seq Tags
Square root scale

sqrt(Normalized Number of Fragments)

D
en

si
ty

Figure 4.1: Distributions of normalized tag count in a 4kb window centered on
TSSs, associated with the 39 histone modifications on the natural scale (a), log
scale (b) and square root scale (c). The square root transformation allows to
reduce the long tails and spread out the mass around zero.
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4.2.3.2 Transformation of the response variable

In this chapter we will make use of linear models to regress either histone marks

(to determine the promoter/gene boundary) or their principal components (to

determine how groups of histone marks are predictive of gene expression) X =

(xij), onto the gene expression level of n gene y = (y1, ..., yn)T :

y = βX + ε (4.1)

where β is the vector of coefficients associated with the histone marks (or their

principal components) and ε is the vector of random error. β is commonly esti-

mated by least-squares and lead to the solution :

β̂ = (XTX)−1XTy (4.2)

The underlying assumptions when using a linear model are :

• the mean of the responses, E(y), is a linear function of the predictors, and

• ε = N(0, σ2I), that is, the errors are independent, normaly distributed and

have equal variance.

The estimation of the coefficients, their confidence interval and associated test

are valid if the model fit the data correctly. In this way a diagnostic procedure is

commonly performed prior to the analysis and consists in checking the assump-

tions of constant variance and normality of the error, as well as removing outliers.
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Figure 4.2: Diagnostic plots : residuals versus fitted plots (left) and normal Q-Q
plots of the residual (right) computed on in the promoter region (4 kb across the
TSS) on the natural scale (top), after Box-Cox transformation (middle) and after
both Box-Cox and square root transformation (bottom).
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To do so, we (i) plot the residuals (ε̂ = y − β̂X) against the predicted values

(Ŷ = β̂X) and check whether the error is homogeneous across the predictions,

and (ii) assess the normality of the residuals using a Q-Q plot. For the sake

of simplicity, this procedure is illustrated in the promoter region (4kb window

centered on TSSs) where the 39 histone marks are used as predictors. A similar

procedure is also performed in transcribed regions and by using the principal

components as predictors. After square root transformation of the predictors,

the residuals versus fitted plot suggests that the variance is not constant across

the predictions and increases with the fitted values (top left, figure 4.2). Also,

the Q-Q plot shows a large deviation of the data from the normal distribution on

both tails (top right, figure 4.2). To deal with non-constant variance and non-

normality, the Box-Cox transformation is commonly performed. The Box-Cox

method transforms the response y into tλ(y) where the family of transformations

indexed by λ is :

tλ(y) =


yλ−1
λ

λ 6= 0

log(y) λ = 0
(4.3)

The parameter λ is estimated by maximum likelihood. The same two diagnostic

plots are generated after Box-Cox transformation (bottom row, figure 4.2), where

the residual shows higher homogeneity across the fitted values than previously.

Also, even if the points do not lie perfectly along the y = x line in the Q-Q

plots, a substantial improvement is visible compared to what obtained before.

Taken together, these diagnostic plots therefore suggest that after square root

(predictors) and Box-Cox (response) transformations, the models fit the data
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relatively well and can be used for further inference.

4.2.4 Determination of the Promoter/Gene Separation

Next, to find the boundary that separates promoter from gene body we look at

the width of the histone enrichment across TSSs. Given that genes length vary

over four orders of magnitude, the enrichment found at promoters may also vary

with the gene size, making its estimation potentially difficult. However, when

dividing the Ensembl transcripts into two subsets according to their length and

aligning the histone signals at the TSS, no striking differences can be noticed

(figures 4.3a,b). This suggests that the histone enrichment at promoter is inde-

pendent of the gene length and that a same window width can be apply across

TSSs to identify the enrichment at promoters. Looking at figures 4.3(a,b), the

promoter specific peaks seem to be contained in a window 4-6 kb across the TSS.

To determine this window width, we fit linear models between gene expression

level and the 39 histone modifications (square root of the normalized Chip-Seq

count) using four different window width (2, 4, 6 and 8 kb) across the TSSs. Sim-

ilarly, linear models are fitted in gene body regions where whole gene and whole

gene minus 1, 2, 3 and 4 kb at the 5’ end are considered. The R2 associated

with these nine models are shown figure 4.3 where, unlike gene models which are

not affected by the exclusion of 1-4 kb in the 5’ end regions, promoter models

have better fits when increasing the window size across TSSs. This increase is

particularly visible between 2 and 4 kb than 4 and 6, or 6 and 8, which raises the

question of whether these different R2 are significantly different. To answer this
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Figure 4.3: Normalized count of histone modifications across TSSs in the 50%
larger (a) and smaller (b) Ensembl transcripts. Comparison of R2 associated
with linear models fitted at promoter regions (2, 4, 6 and 8 kb across TSSs) and
in gene bodies where whole gene and whole gene minus 1, 2, 3 and 4 kb at the 5’
end are considered (c).

125



4. Transcription Regulation by Nucleosomes and Histone
Modifications

question, 95% confidence intervals are produced for each R2 values by bootstrap-

ping 1,000 times the two datasets. The resulting confidence intervals associated

with promoter models overlap each others, suggesting that the differences among

R2 are not significant. However, because the 4,6,8 kb models seem very similar

and larger than the 2kb one, we define the “TSS dataset” as the enrichment in

histone modifications in the 4 kb region surrounding TSSs and the “transcript

dataset” the histone marks enrichment within transcribed regions minus 2 kb at

the 5’ end. This boundary at 2kb appears as a good compromise between cap-

turing promoter specific signal without overlapping too much with transcribed

regions.

4.2.5 Collinearity Among Predictors

Before examining the differences between the histone marks at TSS and transcript

regions, a look at the following correlation heatmaps (figure 4.4) built from the

TSS and transcript datasets allows us to get a sense of the relationships amongst

histone modifications and gene expression level (GE). The first observation that

can be made is that a large number of these histone marks are highly positively

correlated, indicating an important redundancy among them. Different block of

marks can be distinguished in each heatmap :

• In the TSS dataset, the variables can roughly be divided into three groups.

From the top to the bottom of the heatmap we have (i) a set of marks

highly correlated between each other (particularly the histone acetylations)

and also with the level of gene expression (GE), (ii) a set of five methylations

(H3K36me3, H4K20me3, H3K9me2, H4R3me2, H3K27me2) which show lit-
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tle if any correlation with the first block (including gene expression) but are

positively correlated with the last block, (iii) two methylations (H3K9me3,

H3K27me3) which are negatively correlated with the first group (including

gene expression) and positively with the second.

• In the transcript dataset four groups can be distinguished : (i) the same

block of highly correlated acetylations found in TSS (containing less marks

though) that weakly correlates with gene expression, (ii) nine marks that, on

average, show low positive correlation with any other histone modifications

both within and outside the block, (iii) seventeen marks, highly correlated

with gene expression and (iv) a set of six modifications that are negatively

correlated with the first and third block (including gene expression) and

positively with the second.

One way to address this problem of collinearity is to reduce the number of pre-

dictors by removing those either redundant or with low power of prediction. As

the model becomes less complex, it is less able to adapt to complicated struc-

tures and result in an increased bias. At the same time, because more general,

this model will suffer less from overfitting and have lower variance. This is the

well-known bias-variance trade-off dilemma where the objective is to choose an

estimator with the smallest mean squared error :

MSE(β̂) = E[(β̂ − β)2]

= V ar(β̂) +Bias(β̂, β)2 (4.4)
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Figure 4.4: Heatmap of correlation among histone modifications and gene expres-
sion level (GE) in the TSS (top) and transcript (bottom) datasets.
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Among the large number of approaches to variable selection and coefficient shrink-

age that have been proposed (Hastie et al., 2003), we choose principal component

regression in the following for its ability to both identify sets of correlated predic-

tors and measure the contribution of these sets to the variation of the response

variable. To ease the interpretation of the principal components, we make use

of an alternative approach called sparse PCA. Sparse PCA aims to express the

principal axes with as few original variables as possible while accounting for most

of the variation in the explanatory variables. A shrinkage parameter allows to

trade-off between prediction accuracy and number of explanatory variables used

in each principal axes. This approach allows therefore to cluster correlated his-

tone modifications into few principal axes and then evaluates their influence on

gene expression level.

4.3 Principal Component Regression

4.3.1 Description

Principal component regression (PCR) proceeds in the same way as linear regres-

sion except that y is regressed on the principal components of X instead of X

directly. This method is well suited when many predictors are highly correlated

and can be represented by a small number principal components. The principal

components can be obtained by decomposing X into orthogonal scores (principal

components) U and loadings (principal axes) V by singular value decomposition

:
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X = UDVT (4.5)

where U and V are n× p and p× p orthogonal matrices, with the columns of U

and V spanning the column spaces and the row spaces of X respectively, D is a

p× p diagonal matrix whose values d1 ≥ d2 ≥ ... ≥ dp ≥ 0 are the singular values

of X. The principal components U therefore give the positions of the original

data in the new system of principal axes.

PCA can been viewed as a rotation under the constrains that each new axis

ui, is orthogonal to the previous one(s) and lies in the direction of the greatest

variation left after removing the effect of the previous components. In this way

the first principal component (PC) u1 yields the largest sample variance among

all possible linear combinations of the columns of X and can be expressed as :

V ar(u1) =
d21
n

(4.6)

Since PCA looks for linear combination of the original data with high variance,

this technique depends on the scaling of the data. To prevent variables with large

variance to dominate the principal components the data are typically standard-

ized. Given that all the histone modifications used in this analysis come from

Zhao’s group and have been produced with the same protocol, we only centered

them. After running a principal component decomposition on X, y is regressed

onto the principal components instead of the predictors where the coefficients are
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given by :

β̂ = V(UTU)−1UTy = VD−1UTy (4.7)

4.3.2 Sparse PCA

The goal of PCA is to summarize correlated variables into a small number of

principal components, see how much of the variations they explain and read the

contribution of the original variables to each principal components from the load-

ings. Since most of the variability is generally captured by the first few principal

components, one typically discard those associated with small eigenvalues di to

make the interpretation simpler. To ease the interpretation of the loadings, and

because many chromatin states involve only a few histone modifications (Schones

and Zhao, 2008), a further simplification can also be done by forcing some of

them to zero.

In factor analysis, this problem is addressed by finding a rotation that reduces

the number of non-null loadings. In PCA, Zou et al. (2006) propose an approach

inspired from shrinkage regression that induce sparsity in the loading matrix.

The idea is that since PCA can be expressed as a regression problem, a shrinkage

method can be used instead of the ordinary least squares, setting some loadings

to zero. Zou et al. opted for the elastic net penalty (Zou and Hastie, 2005) which

combines the norm 1 and 2 penalties of the coefficients such that the first encour-

ages sparse loadings while the second encourages highly correlated predictors to
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be averaged. In this way, we replace the classical PCA by Zou et al.’s method in

the principal component regression to induce sparsity in the loadings and make

them easier to interpret.

Suppose we consider the first k principal components, let Xi denote the ith row

vector of the matrix X and α, β be p × k matrices. For any norm 1 and 2

penalties λ1 > 0, λ2 > 0, Zou et al. showed that the solution of the optimization

problem :

(α̂, β̂) =argmin
α,β

n∑
i=1

|Xi −αβTXi|2 + λ2

k∑
j=1

|βj|2 +
k∑
j=1

λ1|βj|1

subject to αTα = Ik. (4.8)

leads to β̂ ∝ V. In this way, the larger λ1, the sparser the Vs are. To determine

this λ1 parameter and the optimal number of principal components to keep in

PCR, we evaluate the R2 and the mean squared error of prediction (MSEP) in

10-fold cross validation for various values of λ1 and k :

MSEP =
1

n

10∑
k=1

∑
i∈κ(k)

(f−k(xi)− yi)2 (4.9)

where κ is an indexing function κ : {1, ..., n} 7→ {1, ..., 10} that indicates which

partition (fold) observation i belongs to, and f−k the PCR trained on all partition

but k.

On figure 4.5, the values of MSEP and R2 are displayed for various number
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of principal components as a function of the number of non-null loadings per

principal component (which is directly related to λ1). In both set, the R2 curves

increase markedly for small number of non-null loadings (1 - 10) and then reach

a plateau for larger values. This can be explained by the redundancy among

histone marks where few well-chosen marks representative of a given function are

sufficient to explain most of the variability. Important improvements in model fit

can be observed when the number of PCs is larger than 4 and 5 in the transcript

and TSS sets respectively, which motivate us to select the models with :

• 5 PCs and 5 non-null loadings per PC in the transcript set,

• 6 PCs and 7 non-null loadings per PC in the TSS set,

as indicated by the black rectangles figure 4.5. The R2 associated with these two

models corresponds to 91% and 97% of the full models fits and thus indicate that

most of the information is kept after dimension reduction in both sets.
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Figure 4.5: Tenfold cross-validation estimate of mean-squared error prediction
(along with ± two standard error bars) and R2 against the number non-null
loadings per principal component in TSS (top) and transcript (bottom). In the
TSS set, a good trade-off between accuracy and interpretability is reached when
PCR is fitted with the first 6 principal components and 7 non-null loadings per
PC (indicated by the black rectangle). Similarly, we consider that a good trade-
off is reached in the transcript set when the first 5 principal components and 5
non-null loadings per PC are considered. The full models R2 are shown by the
gray dashed lines.
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4.4 Characterization of the Principal Compo-

nents

4.4.1 Principal Axes

The loadings found in the TSS and transcript sets are displayed figure 4.6 and

represent the contribution of the histone marks to the principal axes in both

datasets. The action of sparse PCA is clearly visible, as shown by the small

number of loadings with non-null values in each principal axis. These non-null

loadings represent clusters of histone modifications that may be associated with

different functions.

The remainder of this section is dedicated to the characterisation of the PCs’

function and their spatial relationship with gene expression level. To do so,

we (i) relate the histone marks that constitute the principal axes to chromatin

signatures identified in previous studies, (ii) check whether common chromatin

patterns are detected in promoter and transcribed regions, (iii) look at the sign

and the strength of the association between the PCs and gene expression level,

the variation of this association (iv) between cell-type specific and housekeeping

genes and (v) spatially, across the TSS.

Because the function of the principal components will be refined as we advance

through the chapter, the following notation will be used to keep track of their

function : PCdataset−PC Number
Function , where function is one of Tr (gene activation in

transcribed regions), Pr (gene activation in promoter regions), Co (gene activa-
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Figure 4.6: Loadings computed by the sparse PCA method in TSS and transcript
datasets.
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tion in promoter and transcribed regions), Si (gene silencing), Ti (tissue specific)

and Un (undetermined). Each time a PC function is refined, the new function

will be reflected in its name.

4.4.2 Characterization Based on Previous Studies

To characterise the PCs, we first aim to relate the histone marks associated with

their principal axes to the chromatin signatures found in the studies presented

in the introduction section. These signatures are either in the form of groups of

histones modifications (as shown table 4.1) or emission probabilities associated

with the chromatin states inferred by Ernst and Kellis HMM. For the first cate-

gory, we measure the similarity between principal axes and chromatin signatures

by Manhattan (l1) distance after binarizing the loadings :

d1(a
j,pak) = ||aj − pak||1 =

p∑
i=1

|aji − pcki | (4.10)

where aji and paki are dummy variables indicating the presence or absence (1/0)

of the ith histone mark in the jth annotation set and the kth principal axis. For

the second category, the similarity is given by the angle between each couple of

principal axis and vector of emission probabilities.

The results corresponding to the TSS and transcript sets are summarized in table

4.2 and 4.3 respectively. For each PC, the Manhattan distances with the chro-

matin signatures characterised in Barski et al. (2007); Ucar et al. (2011); Wang
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]

Source Category PCTSS1 PCTSS2 PCTSS3 PCTSS4 PCTSS5 PCTSS6

Barski Promoter 6 14 10 19 9 18
& Gene Body 11 11 11 6 8 7

Wang
Common 17 13 17 12 16 19
Silencing 12 12 12 11 11 2

Ucar

Promoter 6 14 10 19 9 18
Gene Body 7 7 7 12 6 11
Enhancer 7 11 7 12 8 11
Insulator 7 7 5 12 8 11

Ernst Active Inter. Trans. Prom. Trans. Trans. Silencing.
Majority Prom. Trans. Prom. Trans. Trans. Silencing

Table 4.2: Characterization of PCs’ function in the TSS set based on previous
annotations. Shown are the Manhattan (l1) distances calculated between each
PC and chromatin signature annotated in Barski et al. (2007); Ucar et al. (2011);
Wang et al. (2008). For each PC, the smallest l1 distance is in bold. The angles
between the principal axes and the emission probabilities inferred by Ernst and
Kellis are measured. The hidden state associated with the smallest angle (highest
collinearity) is displayed. Each PC is then classified based on the majority vote
of the 3 sources of annotations.

]

Source Category PCTrans1 PCTrans2 PCTrans3 PCTrans4 PCTrans5

Barski Promoter 18 10 16 18 17
& Transcription 5 9 5 9 8

Wang
Common 13 15 15 9 18
Silencing 10 10 10 10 1

Ucar

Promoter 18 10 16 18 17
Gene Body 11 9 9 11 10
Enhancer 11 9 9 11 10
Insulator 11 9 9 11 10

Ernst Trans. Active Inter. Trans. Trans. Silencing.
Majority Trans Undetermined Trans. Trans. Silencing

Table 4.3: Characterization of PCs’ function in the transcript set in the same
fashion as table 4.2.
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et al. (2008) as well as the hidden state whose emission probabilities have the

highest collinearity with the associated principal axis are displayed. The last row

of both tables proposes a classification for each PC based on the majority vote of

the 3 sources. As the annotation from Barski et al.; Wang et al. and Ernst and

Kellis show very good consistency, the proposed classification is mostly driven by

them. Out of 6 PCs in the TSS set, 2 are classified as promoter, 3 as transcript

and 1 as silencing. Similarly, the 5 PCs found in the transcript set can be split

into 3 transcript, 1 gene silencing and 1 unknown PCs.

In this classification we can note that (i) transcript-specific PCs are overrep-

resented in the two sets, suggesting that the signal associated with gene body

is detected in a close proximity of TSSs; (ii) more than one TSS and transcript

specific signatures are found in the promoter and both sets respectively, which is

consistent with previous studies that identified multiple clusters of histone marks

in these two regions.

4.4.3 Collinearity Among Principal Axes

The annotations from previous studies provided a useful starting point for the

characterisation of the PCs. We now wonder whether among the silencing and

the 3 transcript-specific PCs present in each set, some of them are shared across

the two regions. Similarly to the previous subsection, we measure the angle

between each pair of principal axes (PA) and identify those with a high degree of

collinearity. This measure has been shown to be directly linked to the correlation

among the vectors’ coordinates by the cosine function (Legendre and Legendre,
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1998) :

rPAi,PAj = cos(θPAi,PAj) (4.11)

for any principal axes PAi and PAj. Since these two measures are equivalent,

correlations instead of angles are used in this subsection to facilitate the compre-

hension.

Figure 4.7 reveals that out of five principal axes in the transcript set, only one

(PATrans3
Tr ) does not seem related to those in the TSS set. The first two principal

axes in the transcript set, PATrans1
Tr and PATrans2

Un , show modest correlations with

PATSS4
Tr and PATSS5

Tr , and PATSS1
Pr and PATSS4

Tr respectively. If we compare the cat-

egories of these correlated principal axes, we can note that PATrans1
Tr , PATSS4

Tr and

PATSS5
Tr are all annotated transcript-specific, whereas PATrans2

Un correlates both

with a promoter-specific (PATSS1
Pr ) and a transcript-specific (PATSS4

Tr ) principal

axes which suggests that it contains histone marks associated with both regions.

This could explains its classification as undetermined.

The last two PAs in the transcript set (PATrans4
Tr and PATrans5

Si ) correlate with

only one PA in the TSS set each, with larger correlation values than the two

previous ones. The almost perfect correlation between PATrans4
Tr and PATSS2

Tr , both

classified as transcript-specific, indicates they are identical and capture the same

signal (H3K79me1/2/3, as shown on the heatmap of loadings). Similarly, the

substantial correlation between the two silencing PATSS6
Si and PATrans5

Si , suggests
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Figure 4.7: Correlation among the principal axes in the TSS (vertical) and tran-
script (horizontal) sets.
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that the same histone marks are involved in gene silencing in both regions.

Overall these results supplement the classification made previously by revealing

that :

• the principal axes PATSS3
Tr and PATrans3

Tr , annotated as TSS and transcript

specific, show little or no correlation with any PA found in the other set,

supporting the fact they are region specific;

• conversely, each pair of PAs, PATSS2
Tr and PATrans4

Tr , PATSS6
Si and PATrans5

Si ,

classified as transcript-specific and gene silencing respectively, show high

degree of collinearity, suggesting that each pair detect the same signal;

• the uncharacterised PATrans2
Un correlates with two PAs classified as promoter

and a transcript specific, implying that it consists of histone marks associ-

ated with both regions (PATrans2
Co ).

4.4.4 Variable Importance

To gain further insight into the characterisation of the PCs, we now aim to

understand the strength and the sign of their relationship with gene expression.

4.4.4.1 CAR Scores

We are interested in the quantification of each PC’s contribution to gene expres-

sion variation, that is, we would like to decompose the explained variance of gene

expression by PC. When the predictors are uncorrelated, the assessment of each

predictor’s contribution is simply given by the R2 from its univariate regression,

142



4. Transcription Regulation by Nucleosomes and Histone
Modifications

all univariate R2 values adding up to the full model R2. In our case, because

sparse PCA is used to simplify the interpretation of loadings, the PCs are no

longer orthogonal, making the full model R2 not straightforward to break down

into PCs. To address this problem, different measures of relative importance

have been proposed among which we choose the one introduced by (Zuber and

Strimmer, 2010) based on the CAR score :

ω = P−1/2PXy (4.12a)

= Corr(P−1/2Xstd,y) (4.12b)

The CAR score can be interpreted as the marginal correlations between response

and predictors (PXy) adjusted by the correlation among predictors (P−1/2), or

equivalently, as the correlation between the response and the decorrelated pre-

dictors (P−1/2Xstd, where Xstd are the standardized predictors). The associated

measure of variable importance is given by the square of ω and presents the in-

teresting properties that (i) it is non-negative, (ii) ω2 decomposes the proportion

of variance explained by the predictors (
∑p

i=1 ω
2
i = R2), (iii) ω2

i reduces to the

univariate R2 when the explanatory variables are uncorrelated, and (iv) the de-

composition respects orthogonal subgroups. Furthermore, this measure is closely

related to partial correlation, where instead of calculating the correlation of y

and Xi after removing the linear effect of the remaining p−1 predictors X−i, the

response y is left unchanged in CAR score (4.12b).

In the rest of this chapter, the CAR score will be used to measure the contribu-

tion of each PC to gene expression level. To ensure this measure is consistent
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with other methods, we compared the CAR score with two others metrics lmg

and pmvd presented in Gromping (2006) and found almost identical results.

4.4.4.2 Application to the TSS and Transcript Sets

We now compute the CAR scores for each PC in the TSS (figure 4.8, top left)

and transcript sets (bottom right). Instead of using the CAR score directly, we

calculate sign(CAR)×CAR2 which has the advantage of giving both the direction

of the relationship and the contribution of the PC to the full model’s R2. In this

way, the last PCs in both sets have large negative scores, consistently with their

silencing role. If we now examine the scores in the TSS set, we can notice that

the largest score is obtained by PCTSS2
Co , annotated as transcript-specific, while

those classified as specific to this regions, PCTSS1
Pr and PCTSS3

Pr , have more modest

scores. This somehow surprising result either calls into question the classification

of PCTSS2
Tr or suggests that the histone modifications that influence the most gene

expression in the TSS region are common to those in of gene body.

In the transcript set it is PCTrans3
Tr , annotated as specific to this region, which

dominates the other transcript-specific PCTrans1
Tr , PCTrans4

Tr and the undetermined

PCTrans2
Co principal components.

To pinpoint region-specific PCs, we now project the two datasets onto the prin-

cipal axes derived from the other set. The reason is as follows. The principal

components U of a dataset X are obtained by projecting the row vectors Xi onto

the principal axes V that correspond to the directions of maximum variation

through X. Among the principal axes in a given set, some of them are likely to

represent region-specific variations in the data unlikely to be present in the other
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Figure 4.8: Car scores associated with the principal components in the TSS and
transcript datasets. To pinpoint region-specific PCs, the TSS and transcript
datasets are projected onto the principal axes derived from the transcript (top
right) and the TSS sets respectively (bottom left). For each CAR score, a 95%
confidence interval is produced by bootstrapping 1,000 times the two datasets.
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set. Therefore, a simple way to identify these region-specific axes is to project

one dataset onto the principal axes of the other dataset and look for those with

small or null projections. Principal axes can therefore be viewed as filters that

let the signals associated with their function unchanged and remove those which

are not specific.

Instead of directly looking at the projections of the transcript dataset onto the

TSS principal axes, we measure the association of these pseudo principal compo-

nents with gene expression level using the CAR scores. If the projections onto

the TSS-specific principal axes are small or null, as expected, their corresponding

scores should also follow the same trend. Figure 4.8, bottom left, displays the

CAR scores associated with the projections of the transcript set onto the TSS

principal axes. The null scores obtained with PATSS1
Pr and PATSS3

Pr suggest that

these two principal axes are TSS-specific. This result is in phase with their pre-

vious annotations and their weak collinearity with the principal axes from the

transcript set. Conversely, PATSS2
Tr , classified as transcript-specific, has a smaller

score than obtained in the TSS set but non-null, suggesting that this principal

axe contain signal common to both set.

The same procedure is performed with the TSS set that we project onto the

principal axes derived from the transcript set (figure 4.8, top right). PATrans3
Tr ,

annotated as transcript-specific, has a much smaller score than in the transcript

set, confirming thus its transcript-specific classification. PATrans2
Co and PATrans4

Tr on

the other hand, have larger score than in the TSS set. Since a near zero score

was obtained in the transcript set for PATrans2
Co , this result point to a higher speci-
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ficity of this PA for TSS regions. This observation is consistent with the fact that

PATrans2
Pr was related to the TSS-specific PATSS1

Pr in the previous subsection. In the

previous subsection we also highlighted that PATrans4
Tr and PATSS2

Co were collinear,

which implies that the lack of specificity of PATSS2
Co for either regions also applies

for PATrans4
Co .

Lastly, little variations across the TSS and transcript sets have been observed

for PATrans1
Tr and PATSS4

Tr , which suggest they are common to both regions.

4.4.5 Tissue/Cell-Type Specific versus Housekeeping Genes

So far, we have sought to classify the principal components based on their genomic

location (promoter, transcribed regions) or their influence on gene expression (ac-

tivating, silencing), but other categories such as genomic features or gene function

could help us refining their understanding. For instance, Karlic et al. found that

two distinct sets of histone marks decorate low and high CpG content promoters.

Using the same criterion as Karlic et al., we separated the set of Ensembl genes

into those with low and high CpG content at promoter and tested whether some

PCs showed an association with this feature. The examination of the PCs’ CAR

scores in both sets did not reveals any clear relationship between any PCs and

the CpG content.

Two other studies showed that genes involved in tissue/cell-type specific pathways

display different patterns of histone marks at promoters as compared with house-

keeping genes (Pekowska et al., 2010; Zhang and Zhang, 2011). In particular,
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Pekowska et al. identified a H3K4me2 peak spanning few kilo bases downstream

of the TSS in tissue-specific genes that is (i) independent of gene expression level

and (ii) enriched in DNase I hypersensitivity sites, hallmark of cis-regulatory el-

ements. Zhang and Zhang, on the other hand, identified three histone marks,

H3K4me3, H3K27ac, H3K79me3, that are preferentially found at tissue-specific

genes.

Similarly to what we did with CpG content, we test whether some PCs are asso-

ciated with tissue-specific genes by computing their CAR scores in tissue-specific

and housekeeping genes separately. To do so, we make use of the 454 CD4+T

cell-specific and 630 housekeeping genes selected by Zhang and Zhang on the

basis of their gene expression’s entropy across different tissues. After projecting

these two datasets onto the TSS and transcript principal axes, CAR scores are

computed and 95% confidence intervals are generated from 1,000 bootstrap sam-

ples. On figure 4.9, we can notice that the confidence intervals are much larger

than those obtained before on the full TSS and transcript datasets and make the

comparison between CAR scores almost impossible. This problem is probably

due to the smaller number of genes used in the cell-specific and housekeeping

sets. An important difference can nevertheless be noted at PCTSS3
Pr between the

two sets of genes, where the CAR score is null in housekeeping genes but not in

the tissue-specific genes.

Despite the fact that this difference is not significant (the two confidence in-

tervals overlap), when looking at the heatmap of loadings figures 4.6, it can be

noted that PATSS3
Ti is made up of three histone marks, H3K4me2/3 and H2AZ, all
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Figure 4.9: Car scores calculated in housekeeping and CD4+T specific gene
datasets. PCTSS3

Pr shows large CAR score in CD4+T specific genes only, sug-
gesting that they are associated with tissue-specific genes. For each CAR score, a
95% confidence interval is produced by bootstrapping 1,000 times the cell-specific
and housekeeping genes datasets.
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characterised as tissue-specific in Pekowska et al. (2010) and Zhang and Zhang

(2011). Furthermore, consistently with the location of the H3K4me2 peak found

downstream of TSSs (Pekowska et al., 2010), this PC is classified as TSS-specific.

4.4.6 Spatial Distribution

The projection of the TSS and transcript datasets onto their principal axes have

allowed us to distinguish region-specific PCs from those that are common to both

regions. To confirm these results, we now explore the spatial effect of the PCs

on gene expression and see whether they are consistent with the classification

previously made. Previous studies have also investigated the spatial distribution

of histone modifications and their predictive power along genes (Cheng and Ger-

stein, 2012; Cheng et al., 2011). They found that (i) the patterns of correlation

between the histone marks and gene expression level mirror directly their ChIP-

seq profiles, (ii) all together, the histone modifications are highly predictive of

gene expression from the TSS to the TES, with a maximum in the ∼ 2 kb region

downstream of the TSS. Although very important, this second observation does

not specify the relative importance of the histone marks and their variation along

genes.

This question is addressed figures 4.10 where the CAR scores of the 6 PCTSS (top

left) and 5 PCTrans (top right) are shown in a 60 kb window centered on TSSs

(only genes longer than 30kb and whose 5’ end is at least 30kb away from the

previous gene 3’ end are selected). Consistently with the previous results, the

promoter-specific PCTSS3
Ti ,PCTrans2

Pr , PCTSS1
Pr are correlated with gene expression in
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Figure 4.10: CAR scores associated with the PAs derived from the TSS (left) and
transcript (right) datasets across TSSs (top) and along genes (bottom).
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the region overlapping the TSS, whereas the transcript-specific PCTrans3
Tr shows

small and large CAR scores upstream and downstream of the TSS respectively.

Only the transcript-specific PCTSS5
Tr shows a correlation pattern inconsistent with

its annotation : instead of having a non-null association with gene expression in

transcribed region only, it peaks just upstream of the TSS, questioning thus its

classification. However, if we go back to the annotations table 4.2, we can note

that the Manhattan distances between (i) PCTSS5
Tr and (ii) promoter and gene

body annotation in Barski & Wang are very close (9 and 8 respectively). This

point suggests that the original classification of this PC was weakly supported by

Barski and Wang’s annotations.

These two figures are otherwise useful for precisely delineating the regions where

the PCs are associated with gene expression. In this way, all classified promoter-

specific, PCTSS1
Pr , PCTSS3

Ti and PCTrans2
Pr display distinct spatial distributions, where

for instance, the tissue-specific PCTSS3
Ti peaks downstream of the TSS, in agree-

ment with Pekowska et al. observations. Also, it can be noted that the distinction

previously made between transcribed and common (TSS and transcribed) regions

is somehow artificial since both categories follow a similar pattern of correlation

across the TSS : weak CAR scores upstream of the TSS, followed by higher values

downstream of it. The only difference arises from the location at which the tran-

sition between these two modes occurs : upstream (PCTSS2
Co ) and across (PCTSS4

Co )

the TSS for PCs common to both regions, or downstream of the TSS for the

transcript-specific PCTrans3
Tr .

Lastly, the CAR scores of PCTSS2
Co , PCTrans5

Si and PCTrans3
Tr show steady decrease
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(PCTSS2
Co , PCTrans5

Si ) and increase (PCTrans3
Tr ) in transcribed regions, raising the

question of whether extremums are reached in a particular region of genes. To

address this question, the Ensembl genes are split into 10 bins of equal length

and the CAR score is calculated in each of them. Small variations of score can

be observed throughout the transcribed regions (figures 4.10, bottom row), sug-

gesting that PCTSS2
Co , PCTrans5

Si and PCTrans3
Tr have in fact fairly constant values in

transcribed regions.

4.5 Combination of TSS and Transcript Signals

As shown in the previous section, both the TSS model and the transcript model

are highly predictive of gene expression. The question that can then be asked is

whether the combination of the signals associated with both dataset can further

improve the predictive power ? To answer this question, we compare the R2

obtained with (i) the TSS model, (ii) the transcript model and (iii) a linear model

using the eleven PCs derived from the TSS and transcript sets as predictors.

In comparison with the models performances calculated in the original datasets

(R2
TS = 0.595 ± 0.019, R2

Tr = 0.650 ± 0.015), an non significant improvement

(R2
both = 0.674±0.014) is obtained by combining them, suggesting that the signals

contained in the TSS and transcript datasets are generally redundant for gene

expression. This result does not mean that TSS and transcript specific signals

are redundant, but since they are present in both datasets, the combination of

these datasets does not lead to any substantial improvement in gene expression

prediction.
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Figure 4.11: PCs CAR scores calculated either in the TSS and transcript datasets
(white) or the combined (TSS + transcript) dataset (gray). Except PCTSS5

Tr and
PCTrans2

Pr , all the PCs show important variations in CAR scores between their
original dataset and the combined dataset. For each CAR score, 95% confidence
intervals are produced from 1,000 bootstrap samples.
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We then wonder whether this “overlap” of predictive information results in a

uniform decrease of all PCs’ CAR scores or whether some of them are impacted

more than others. The first case would suggest that the signal captured by

each PC is also detected by another PC in the other set and that, consequently,

none of them are dataset specific. The second would on the other hand suggest

that some PCs are highly redundant while others are dataset specific. In figure

4.11, we can see that apart from PCTSS5
Tr and PCTrans2

Pr whose values are close to

zero, the combination of the TSS and transcript datasets results in a significant

(the confidence intervals do not overlap) decrease in CAR score for all the PCs,

supporting thus the first hypothesis.

4.6 Effect of the Nucleosome Position on Tran-

scription

Nucleosomes located in the vicinity of TSSs have been shown to take different

conformations, depending on whether they are associated with active or inactive

promoters. In human, Valouev et al. (2011) found that the nucleosome depletion

region (NDR) upstream of the TSS and the level of phasing emanating from this

NDR are related to the binding of Pol II and to some extent to gene expression.

However, this relationship between nucleosome positioning and gene expression is

not systematic since a significant fraction of genes are associated with poised or

stalled Pol II at their promoter (Schones et al., 2008). Typically, the promoters

associated with these genes contain a NDR and exhibit very low levels of expres-

sion.
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Figure 4.12: Scatter plots of gene expression and PolII binding versus NDR width
: no relationship can be observed.

To investigate this relationship between the level of Pol II binding or gene ex-

pression and the width of the NDR, we make use of scatter plots (figure 4.12)

and linear models (table 4.4). Consistent with Zaugg and Luscombe (2012) defi-

nition, the width of the NDR is defined as the distance between the nucleosomes

immediately upstream and downstream of the TSS. The coefficients estimated

in both models (using gene expression or PolII binding as response variable) are

very small and not significant, as indicated by the large p-values table 4.4. In the

same way, the examination of figure 4.12 suggests that there is no link between

the amount of gene expression and PolII binding and the NDR width. These

results suggest that either the effect is too weak to be detected or, in line with

Zaugg and Luscombe (2012) observations in Saccharomyces cerevisiae, that there

is no such association between NDR width and transcription level. Indeed, Zaugg
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and Luscombe (2012) observed that nucleosome positions follow discrete config-

urations at promoters that determine the active and silent transcriptional states

of a gene, but not its transcriptional level.

Response Gene Expression Pol II Binding
Estimate Std. Error Pr(> |t|) Estimate Std. Error Pr(> |t|)

Intercept 7.868e+00 5.464e-02 ¡2e-16 8.331e-03 5.263e-04 ¡2e-16
NDR width 1.449e-04 8.552e-05 0.0902 1.503e-06 8.238e-07 0.0681

Table 4.4: The effects of the NDR width on gene expression and Pol II binding
is estimated by fitting two linear models. The effect is not significant in both
models, as shown by the large p-values associated with their coefficients.
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4.7 Discussion

In this chapter, we have aimed to bridge two related areas that are concerned

with (i) the characterisation of histone marks specific to distinct regions and (ii)

the effects of these cluster of histone modifications on transcription. The ap-

proach followed was to first identify clusters of histone modifications in promoter

and transcribed regions and then characterise their functions from (i) previous

annotations, (ii) their association with gene expression, the variation of these

associations (iii) between cell-specific and housekeeping genes and (iv) spatially

across the TSS. Thanks to sparse PCA the clusters are made of a small number

of histone marks (five to seven), which will make their identification in future

studies easier. Table 4.5 summarizes the classification of the eleven clusters of

histone marks.

Promoter
Transcript Common Silencing

Tissue Specific -

PCTSS3
Ti PCTSS1

Pr PCTrans3
Tr PCTSS2

Co PCTSS6
Si

PCTrans2
Pr PCTSS5

Tr PCTSS4
Co PCTrans5

Si

PCTrans1
Co

PCTrans4
Co

Table 4.5: Summary of PCs categories.

From these analyses, we found that :

• Among eleven clusters identified, three are promoter specific, two are tran-

script specific, four are common to both regions and two are associated with

gene silencing.
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• Among the three promoter specific clusters, one (PCTSS3
Ti ) is associated with

cell-specific processes. This result is supported both by (i) the association

of PCTSS3
Ti with gene expression level in cell-specific genes but not in house-

keeping genes, and (ii) the fact that PCTSS3
Ti is made up of histone marks

characterised as tissue-specific in previous studies.

• TSS and transcript specific clusters are found in both datasets (TSS and

transcribed regions). Thus, the combination of both datasets does not

lead to an increase in gene expression prediction. Figure 4.10, showing

the spatial distribution of CAR scores across TSSs, provides an insight

into this somewhat surprising result : the CAR scores curves, reflecting

the enrichments in histone marks, show that (i) promoter specific clusters

extend as far as 5 kb on each side of the TSS and that (ii) transcript

specific clusters start from the TSS. Consequently, there is a ∼ 5 kb region

where both promoter and transcript specific clusters are present. Therefore,

the way to capture promoter and transcript specific clusters independently

would be to remove this ∼ 5 kb region from both datasets.

• Clusters specific of transcribed and common (TSS and transcribed) regions

have similar pattern of correlation with transcription level, the only differ-

ence being the location at which the transition between weak and higher

value of correlation occur.

• Lastly, unlike what was reported in Valouev et al. (2011), we have not found

any relationship between the level of gene expression and the width of the

nucleosome depleted region. As pointed out earlier, this lack of association

is in line with a recent study from Zaugg and Luscombe (2012) who showed
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that nucleosome positions determine the transcriptional states of a gene,

but not its transcriptional level.
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Chapter 5

Discussion

Epigenetics is the study of the mechanisms that control gene expression indepen-

dently of changes in the DNA sequence. In multicellular eukaryotic, these mech-

anisms occur principally during the development stage where totipotent stem

cells are turned into fully differentiated cells by modulating the access of DNA to

DNA-binding proteins through chromatin structure modifications. These changes

are preserved during cell division throughout one individual’s life. The epigenetic

information is present at three different levels of the chromatin, DNA, nucleosome

and higher levels where the chromatin itself interacts with other components in

the nucleus. In this work we only focused on the nucleosome level, where we

(i) sought to determine the relative influence of cis and trans-factors in the nu-

cleosome organisation in human, and (ii) investigated the relationship between

histone post-translational modifications and transcription regulation.

In the introduction chapter, we presented how cis and trans factors act on nu-

cleosome positioning and how the choice of summary statistics led to different

conclusions regarding their relative influence in vivo. In Zhang et al. (2009,

2010), the authors discussed the use of nucleosome occupancy and nucleosome
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positioning and showed that, unlike the latter, the former fails to capture the

key biological feature of the nucleosome organisation, i.e. the precise knowledge

of nucleosome positions. Since both of these statistics are sensitive to techni-

cal noise and that none of the nucleosome calling methods account for control

sample, we introduced in chapter 2 a statistical approach able to detect nucleo-

somes that show (i) a high level of positioning and (ii) an enrichment relative to

a control sample. The comparison of NucleoFinder with two other nucleosome

calling methods showed that our approach is highly specific of well-positioned

nucleosome and have equal or better ability to identify (i) the regular nucleosome

spacing downstream of active gene TSSs and (ii) the stereotypical A/T, G/C

dinucleotide patterns at well-positioned nucleosomes in vitro.

A large number of studies have been conducted in yeast to measure the rela-

tive influence of cis and trans-factors, from which a consensus has emerged on

the fact that ∼ 20 % of the nucleosomes are intrinsically encoded in yeast. In

human, on the other hand, fewer studies have been done and no such estimate

have been obtained apart from this in Tillo et al. (2010), based on nucleosome

occupancy. To fill this gap, we made use of the recent mapping of nucleosomes

in vivo and in vitro in human by Valouev et al. Using a PWM based on 6-mers,

we showed that nucleosome specific motifs are highly predictive of nucleosomes

in vitro, but because fairly infrequent, the majority of the in vitro nucleosomes

cannot be predicted accurately from the DNA sequence (ROC-score = 0.67). We

further showed that the presence of these particular motifs is linked (i) to the

Bayes factor with which nucleosomes are detected in vitro and (ii) to the nucle-

osome enrichment in vivo. Because the mechanisms responsible for nucleosome
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positioning may not be fully captured with a PWM, we also directly compared

in vitro with in vivo nucleosomes. We estimated that cis-factors account for

∼ 10-15% of the in vivo nucleosome organisation. This influence was larger at

intergenic regions and unexpressed promoters than at expressed promoters, in

agreement with the idea that transcription factors and chromatin remodelers in-

teract more often with the latter than the formers.

In chapter 4, we aimed to (i) identify histone marks that cluster in different

functional regions and (ii) measure their association with gene expression level.

Thanks to previous annotations, the sign and the spatial distribution of the as-

sociation between these clusters and gene expression, we found that among the

eleven clusters, three are promoter specific, two are transcript specific, four are

common to promoter and transcribed regions and two are associated with gene

silencing. Prior to this analysis, we expected to find different groups of histone

modifications across TSSs and in transcribed regions that, when combined to-

gether, would lead to an improvement in gene expression prediction. Instead, we

found that both datasets contained TSS and transcript specific signals and that

their combination did not lead to any significant improvement in gene expression

prediction. Otherwise, based on CD4+T specific and housekeeping genes selected

in Zhang and Zhang (2011), we identified one cluster of histone marks involve

in cell-type processes. Finally, unlike expected, we did not see any associations

between Pol II binding and (i) the width of nucleosome depletion upstream of

TSSs and (ii) the level of phasing downstream of TSSs.

We see future development of the work in this thesis in two aspects. On sev-
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eral occasions throughout this work, we argued that the identification of well-

positioned nucleosomes is fundamental in the understanding of the nucleosome

organisation because they indicate regions consistently occluded or accessible to

trans-factors. In order to identify the determinant of the nucleosome architec-

ture in chapter 3, we used NucleoFinder predictions to estimate the influence of

cis-factors in the nucleosome organisation. Another interesting direction would

be to investigate whether well-positioned nucleosomes away from genic regions,

especially those driven by cis-factors, contain functional elements.

Otherwise, in chapter 4 we identified patterns of histone marks present at TSS and

transcribed regions and measured their association with transcription level using

data from a single cell-line of a single individual. To improve our understand-

ing of cell-specific processes and get a sense of the inter-tissue / inter-individual

variations, it would be of great interest to perform a similar association analysis

across tissues and individuals on a gene basis.
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