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Thesis abstract

Genetic variability of the microalga Emiliania huxleyi (Haptophyta): a temporal

and geographical study
By Cecilia Balestreri, Wolfson College

For the Degree of Doctor of Philosophy, September 2015

4EA AOOESO Al EIi AOGA EO AEATCEI C AO A PA
this may result in speciesmigration to new habitats or, more drastically, to extinction.
Nevertheless, certain species which have a fast turnover might evolve and become
resilient to the effects of a rapidly changing environment. Thisesiliency-scenario
better applies to specieswith large population size and rapid generation times, such
as the coccolithophore Emiliania huxleyi, which plays a fundamental role in the
marine ecosystem since it produces calcium carbonate coccoliths and it is responsible
of circa 80% of carbonate precipitation in seawater. E. huxleyi shows both
morphological and genetic intraspecific variability, with A and B being its two main
coccolith  morphological types, corresponding to its two main genotypes
characterised by coccolith morphology motif (CMM) & Il respectively.

Here | present the results of a temporal and geographical study, aimed to
investigate the extant diversity of E. huxleyiin both the Northern and Southern
hemispheres and its genetic standing stock over a-Year time period. | foundthat
only genotypes CMM | & CMM |V persist and dominate throughout the years, and they
are both representative ofE. huxleyiA morphotype, which dominates Northeastern

Atlantic, Western English Channel (WEC) and North Sdéa huxleyibloom events.



Additionally, my study confirms the genetic variability in the globalE. huxleyi
community and reveals that the intraspecific variability is defined by geophysical
features, with E. huxleyimorphotype A being dominant in temperate regions (1618
°C), while morphotypes B & B/C as defined by CMM II & IIb, respectively, being
dominant in polar regions (<10 °C).

Finally my results show that cultures maintained in laboratory collections
might not be representative of real extantstocks, and therefore may not necessay

describe the genetic composition of wild biogeographipopulations.



CHAPTER 1

General introduction
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1.1 Phytoplankton Biodiversity

Biodiversity is a concept which embraces many aspects of the life aur
planet, related to different habitats, communities, species and genotypésledlin and
Kooistra, 2010). It can be described as the total genetic information on Earth or in any
part of it and it can be distinguished from diversity, which is constituted by the
components that are active and abundanat one particular time and spacgPedrés
Ali6, 2006).

The ocean efficiency to recover from perturbation, maintain water quality and
provide food is diminished by biodiversity loss(Worm et al, 2006). The recent rapid
climate change hasnodified the population structure and the biogeographic ranges
of many intertidal indicator species (e.g. Mieszkowskaet al, 2006), as well as the
response of the marine pelagic community, leading to @discrepancybetween trophic
levels and functional groupqe.g. Edwards and Richardson, 2004)

The Convention on Biological Divesity (CBD) was created in 2002 to achieve
a reduction in the biodiversity loss by the year 2010In areas where biodiversity is
affected by increasing pressuresymptoms, the indicators of the state of biodiversity,
such as extinction risk, community compsition and population dynamics, and habitat
extent and condition exhibited decline and no reductions in ratgButchart et al,
2010). The declines affected vertebrates and habitat specialist birds; shorebird
populations worldwide; extent of forest; mangroves; seagrass beds; and the condition

of coral reefs. None showedonsiderablereductions in the rate of decline.
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1.1.1 The diversity-stability debate

Biodiversity is closely related to ecosystem functioning, emeigg as one of
the most controversial research areas in ecology over the last two decadgoreau et
al., 2002). The diversity-stability debate divided scientists between the supporters of
the view that ecosystemstability is enhanced by the presence of diverse communities
and ther challengers who believed that community dynamics could be destabilized
by diversity (McCann, 2000) This debate played a key role in understanding whether
the loss of inter and intra- species variability will affect the functioning of ecosystems
(Cardinaleet al, 2012).

The GaiaE UBT OEAOEO ODAAOI AOAm 6 Edidant @A %A O
resilient over long time scales and at global spatial scales, whether or not the present
organisms living in it will persist over such scales(Free and Barton, 2007)
Nevertheless, it is of fundamental importance to assess whether and how the
ecological processes which control the fluxes of energy, nutrients and organic matter

through the environment will be negatively altered by the loss of biodiversity.

1.1.2 The importance of phytoplankton

Life evolved predominantly in the oceang{Sagan, 1961; Baross and Hoffman,
19855h AT A OEAEO Oil1 A ET OEA %AOOES8O EAAI OE E
many biogeochemical proesses on a global scalg€otner and Biddanda, 2002; Allison
and Martiny, 2008), and they are the base of the marine food web. Many studies
conducted in the mid1990s suggested that biomass production and nutrient cycling
respond strongly to changes in biological diversity (Cardinale et al, 2012).

Furthermore, key physical processes such as changing sea surface temperatures and
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upwelling events are factors thatcan impact the biodiversity of certain regions
determining a variation in the primary productivity.

Global surface temperature has increased by about 0.2°C per decade in the
past 30 years(Hansenet al, 2006), and the elevated temperatures have resulted in
changes in phytoplankton community stru¢ure (Feng et al, 2009). The ghenology
(annually recurring life cycle events such as the timing of migrations and flowering)
of many organisms may be impacted, resulting in decoupling of trophic interactions
and altered foodweb structure, ultimately leading to changesin ecosystenlevel
where the success of higher trophic levels depemsdn the synchronization with the
planktonic production (Edwards and Richardson, 2004)

On land and in the ocean®xygenic photosynthesis is responsible for the
production of virtually all organic matter (Field et al, 1998). The availability of iron,
nitrogen and light control the variation of both gatial and seasonh variation in
photosynthetic biomass in the oceans.Consequently, regional and repetitive
distributions of net primary production (NPP) are affected by physical (e.g. rain
precipitation, photosynthetically active radiation, ocean circulation, and water
column stratification) and biological processes (e.g. speciesomposition and their
interactions in the communities)(Vitousek et al,, 1997; Fieldet al, 1998).

Furthermore, phytoplankton convert dissolved C@into organic carbon in the
surface ocean and the fate of this carbon may be to be eventually rereleased to the
atmosphere as respiratory C@or exported into deeper oceans. The atmospheric GO
concentration is currently around 380 ppm, the highest it has reached ithe last 20
million years (Berner, 1990) and according to the projections of future climate from
forcing scenario experiments (IS92a of the IPCC 1996) the £€oncentration will

double by around year 2060(Cubasch et al., 2001) At the current pH level the
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2008). The dissolution of increasing C&concentrations, with the consequent rise in

hydrogen ions concentration and a reduced carbonate ion concentration, according to

the reactions

CO+HO= HCQ
H.CQ « H*+ HCQe
HCQe~ ++CQ%e (

Is leading to a lower pH level in the surface ocean. This reduction in the pH value and
OEA AT 1T OANOAT O Al OAOAOEIT 1O EIT &O01 AAiI AT OAI
AAEAEEZEAAOQOEI T 6 AT A EO EAO Al Tbékduskiithas adAEAT O
impact first on seawater chemical speciation and biogeochemical cycles of many
elements and compounds and subsequently potentially on marine organisms,
especially those characterised by the calcification processg®oney et al, 2009;
Guinotte and Fabry, 2008)

In order to understand the effects of changing climate on species diversity
and resilience, it is necessary to assess the current biodiversity and understand the
mechanisms underlying ecosystem dynamics. Assessing biodiversity is also of
fundamental importance to understand how ecosystems are regulated and to
evaluate productivity and other ecosystem services(Cardinale et al.,, 2012)
Phytoplankton can be divided into functional groups according to how they influence
the silica, carbon or nitrogen cycles. They are loosely classified as silicifiers, calcifiers
and diazotrophs, respectively, which fay specific roles in the marine ecosystem and a
number of studies have demonstrated how these groups are sensitive to increasing

CQ concentrations (Kroeker et al,, 2013, 2010; Beaufortet al,, 2011; Rostet al,, 2008;

Fabry et al, 2008) and to climate change.
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Calcifiers are directly impacted by ocean acidification, as calcium carbonate
dissolvesin acidic conditions. Calcifiers are repreented by numerous groups in the
oceans, both in the animal kingdom and among the protists:

1 Foraminifera are ameboid protists, the majority marine, which produce a
calcium carbonate shell, some becoming quite elaborate in structure
(Kennett and Srinivasan, 1983)

1 Dinoflagellatesare flagellate protists and some genera, such &nsiculiferg
Pentapharsodiniumand Scrippsiellainclude species which have calcified or
partially calcified resting cyst wall; although the wals are not exclusively
calcareous(Head, 1996)

1 Calcifying algae such as the unicellular marine coccolithophores (Haptophyta
division), the multicellular marine macrophyte Corallina spp. and Halimeda
spp. and the freshwater alga Chara (Charophyta division) produce calcium
carbonate and play a key role in the global carbon circléBrownlee and
Taylor, 2002).

9 Calcareous spongegphylum Porifera, class Calcarea) are characterized
by spiculesmade fromcalcium carbonatein the form of calcite or aragonite
(Barnes, 1963) Aragonite in seawater dissolves more readily than calcite
(Guinotte and Fabry, 2008)

1 Stony coralgdphylum Cnidaria, class Anthozoa, order Scleractia) are marine
animals formed by a foundingpolyp which settles on the seabed and starts to
secrete a calcium carbonate skeleton to protect its soft body, creating a large

colony (Bourne, 1900).


https://en.wikipedia.org/wiki/Spicule_(sponge)
https://en.wikipedia.org/wiki/Calcite
https://en.wikipedia.org/wiki/Polyp
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1 Barnacles (phylum Arthropoda, subphylum Crustacea) are marine
arthropods, which tend to live in shallow and tidal waters. Theirexternal
structure is strengthened by calcareous plateAnderson, 1994).

1 Sea snails(phylum Mollusca, class Gatropoda) are marine gastropods
with shells (Bouchet et al., 2005)

1 Bivalves(phylum Mollusca, class Bivalvia), such as clams, mussels, oysters
and scallops, castitute aclassof marine and freshwatermolluscsthat have
laterally compressed bodies enclosed by a shell. Shells magntain both
aragonite and calcite in separate monomineralic layers or they may be
totally made of aragonite(Kennedyet al,, 1969).

1 Echinoderms(phylum Echinodermata), such as brittle stars, starfish and sea
urchins, have amesodermalskeleton composed of calcareous plates
or ossicles composed mineralogically of &rystal of calcite (Bauerlein et al.,
2009).

1 Teleosts or bony fish(phylum Chordata, superclass Osteichthyes) form
calcium carbonate crystals as the result of absorbing water across the
intestine from the surrounding salted seawater(Grosell, 2014). Estimates
suggested that bony fish produce 40 milliop110 million tonnes of calcium
carbonate per year and thisrange accounts for 39415% of the estimated

total (Kwok, 2009).

Although there are no accurate calculations of the relative contributions of these
organisms on the global calcium carbonate production, the pelagic foraminifera and
coccolithophores together are likely to represent the main producers. It haseen

estimated that the coccolithophores represent up to 50% of all current global oceanic

9
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calcium carbonate production (Beardall and Raven, 2013; Brownlee and Taylor,
2002).

A study byLiu et al, (2009) demonstrated that the haptophyte algal division,
which includes the coccolithophores, dominates the chlorophyll -aormalized
phytoplankton standing stock in modern oceans. Their findings showthat the
evolution of complex eukaryotic cellsis a crucial force in the functioning of the
biosphere and that, ecologically, they may have substantially impacted the oceanic

carbon pump(Liu et al, 2009).

1.1.3 Coccolithophoresdiversity

Cocolithophores form one important group of the Haptophyta phylum: they
are characterised by leautiful calcium carbonate structures, they are major sediment
formers and indicators of palaeoceanographic change, as statedarstudy by Young
and his colleagues (2003) who redefined the coccolithophores taxonomy, which is
composed ofsix main orders:

1 Isochrysidales : include Noelaerhabdaceae and the extinct family Prinsiaceae,
based on flagella characters, biochemical characters and molecular genetics.
Noelaerhabdaceae are laracterised by placoliths, with a grill in the central
area, and monocyclic proximal shieldgFigure 1.1). The representatives of this
order have been cultured extensively and theilife-cycle is well known. Their
dominant phase is diploid, noamotile, and heterococcolithsbearing (Young et
al., 2003).

Emiliania huxleyi Gephyrocapsa oceanicdFigure 1.2) and Reticulofenestra

parvula are the preeminent representatives of this order.

10
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1 Coccosphaerales: include the two major families Coccolithaceae and
Calcidiscaceae, plus the family Pleurochrysidaceae. The grouping was made
based on their structural types and supported by molecular genetic studies.
Additionally the Hymenomonadaceae were added to this order, because they
are closely related to the Pleurochrysidaceae.

Coccolithaceae dominant phase of lifeycle is nonmotile, with placoliths
heterococcoliths (Figure 1.1). Their central area is connected by disjunct
structures, which are used to define various fossil genera. Calcidiscaceae have
proximal shields formed of a single layer of elements with subadial sutures.
The onnection between the proximal and distal shields is weak and they are
often found separated. Pleurochrysidaceae have a rim structure which appears
as a simplified version of that of the Coccolithaceae. Hymenomonadaceae are
small littoral and fresh water aoccolithophores. Their coccoliths are muroliths
with an open central area(Figure 1.1; Younget al,, 2003).

The main representatives of this order includeCoccolithus pelagicugFigure
1.2), Calcidiscus leptoporu@igure 1.2)and Pleurochrysis carterae

1 Zygodiscales: include Helicosphaeraceae, Pontosphaeraceae and the extinct
family Zygodiscaceae. These families have evolutionary connections.
Helicosphaeraceae are ellipsoidal with a prominent flagellar opening and the
coccoliths are arranged spirally around the coccosphere. Rtosphaeraceae are
sub-spherical, nonmotile. The coccoliths are muroliths (Figure 1.1), their
central area shows a variable number of perforationgYounget al, 2003).

In this order we can distinguishHelicosphaera carter{Figure 1.2), Pontosphaera

discqora (Figure 1.2)and Scyphosphaera apsteinii

11
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1 Syracosphaerales: include the families Syracosphaeraceae,
Rhabdosphaeraceae and Calciosoleniaceae, plus the genus of uncertain
placement Coronosphaera The grouping was made based on the coccolith
structure; typically the members of this order show more than one coccolith
type (polymorphism). Coccoliths are complex, consisting of three components: a
rim, a radial lath cycle and an axial structure in their centre.

Syracosphaeraceae are motile, with elaborate coccospheres, often showing
dithecatism (i.e. development of distict inner and outer layers of coccoliths).
Rhabdosphaeraceae are typically spinbearing and nonspine-bearing
coccoliths with similar shields. Calciosoleniaceae are motile, with elongate,
fusiform coccospheregYounget al,, 2003).

The only species which have been cultured from this very diverse order are
Syracosphaera plchra (Figure 1.2), Algirosphaera robustaand Coronosphaera
mediterranea (Figure 1.2; Young et al, 2003). Other representatives of this
order include Acanthoica quattrospina (Figure 1.2), Calciopappus caudatys
Michaelsarsia elegans Ophiaster hydroideus Calciosoénia brasiliensis and
Rhabdosphaera clavigeréFigure 1.2).

1 Heterococcolith and genera of uncertain placement do not show clear
affinities to any other order. They include Alisphaeraceae,
Umbrellosphaeraceae, Papposphaeraceae families and narrow rimmed
placoliths genera.

Alisphaeraceae have asymmetrical coccoliths with edge directed toward
flagellar opening extended into a protrusion and the entire coccolith is formed
of rim units. Umbrellosphaeraceae have coccoliths which consist of a funnel

shape digal part on a flat base. The funnel elements are continuous with the
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basal plate elements of the central are®apposphaeraceae are small (¢ t | Q
and lightly-calcified, and their haptonema (i.e. cylinder-shaped organelle
attached near the flagella and unique to the group)
is usually longer than the cell. They are usually recorded at hightitudes
(Younget al, 2003).

Alisphaera gaudii (Figure 1.2), Canistrolithus sp., Polycrater galapagensis
Umbrellosphaera irregularis (Figure 1.2), Tetralithoides quadrilaminata
Papposphaera lepidaPicarola margalefii (Figure 1.2) are some representatives
of these groups.

Nannoliths include Braarudosphaeraceae and Ceratolithaceae families,upl
nannoliths of uncertain placement. The structures characterising this order are
about the same size of coccoliths, but they lack definite coccolith affinities.
Braarudosphaeraceae are not grown in culture, they contain visible chloroplasts
and, at presat day, they occur in shelf environments, usually under lower
salinity conditions. Ceratolithaceae are characterised by horsesheshaped
nannoliths (Figure 1.1; Younget al, 2003). Braarudosphaera bigelowii(Figure
1.2) and Ceratolithus cristatus(Figure 1.2) are two representatves of these
families.

Other representatives of this order includeFlorisphaera profunda(Figure 1.2),

Gladiolithus flabellatusand Ericiolussp.

13



COCCOLITHTYPES AND NANNOLITHS

1' HETEROCOCCOLITH
radial array of complex

.
crystal units

HOLOCOCCOLITH
planar arrays of minute
euhedral cystallites

NANNOLITH
neither heterococcolith
nor holococcoith

HETEROCOCCOLITH SHAPE TYPES
N.B.These three shapes occur repeatedly, so the terms placolith, murolith
and planolith are purely descriptive, without particular taxonomic meaning

tube
PLACOLITH
rim with two shields distal
separated by tube —shield
proximal
N — shield
c.area rim
MUROLITH
rim with sub-vertical
wall, so coccolith bowl- ___—wall
shaped
_—flangg
—r = > —p
central area rim
PLANOLITH
rim low, so coccolith
disc-shaped < > < > < >
central area rim

Figure 1.1 From Younget al.(2003); &ey terms of the coccolith morphologyd
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One of the most important and weHstudied coccolithophore is Emiliania
huxleyi Calcification by this species is thought to exert a significant influence on net
drawdown of atmospheric CQ by creating a net export of carbon to the seabed
(Robertson et al, 1994; Riebesell and Tortell, 2011; Westbroekt al, 1993) during
and following bloom events, because its coccoliths sink towards the bottom of the
water column taking large amounts of organic carbon with them (i.e., ballast effect),
where a significant proportion becomes lost to the carbon cycle for millenniéCoxall
et al. 2005 Riebesell et al. 2009 In the short term the calcification process results in
reduced sea surface alkalinityBates et al., 1996) which in turn reduces the surface
ocean dility to drawdown CO; (Arrigo et al., 1999)and opposes the direct drawdown
of CQ by photosynthesis. E. huxleyiis, in modern oceans, the most abundant
coccolithophore (Hagino et al, 2011; Okada and Mcintyre, 1979)and it is frequently
the most numerous species in phytoplanktorcell counts from surface water samples
(Tyrrell and Merico, 2004). It is also the most widespread species, being found from
the tropics to high latitude regions and from midocean to inshore water, with the
exception of the polarwaters. Under appropriate circumstances,E. huxleyiregularly
forms bloomswhich extend over thousands of square kilometres and may persist for
many months (Holligan et al, 1993; Tyrrell and Merico, 2004; Hagincet al, 2011).
These blooms become visible to satellites such as the Moderate Resolution Imaging
Spectroradiometer (MODIS) when they collapse du® the mass shedding of calcium
carbonate coccoliths following large scale cell deatfiHolligan et al., 1993).

E. huxleyicontains high concentrations of dimethylsulphoniopropionate (DMSP), a
precursor of DMS, which is a key compound in the global sulphur cycle and its
oxidation products influence atmosphericacidity. It has also been proposed that

DMS, by providing precipitation nuclei, may influence cloud formation and the
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%WAOOES O O Adndidoo AtCab AB87; Malin, 1997)E. huxleyiis a model
organism with a fully sequenced genomé¢Readet al, 2013) and a considerable body
of physiological information (e.g. Grosset al, 2000; Conteet al, 1998; Richieret al,
2011; Beaufortet al, 2011; Brownlee and Taylor, 2002; Poultoret al, 2014; Cooket
al., 2011; Tyrrell and Schneider, 2008; Mdlleret al, 2008; Stolte et al, 2000;
Fernandez, E. Boyd, P. Holligan, P. Harbour, 1993; Balch and Utgoff, 2009; Finetay
al., 2011; Rost and Riebesell, 2004; Bell and Pond, 1996, Barcelos e Ramioal,
2010; Paasche, 2002; Reest al, 2002; Langeret al, 2009; Houdanet al, 2005).
Moreover, different strains of E. huxleyishow morphological and genetic variability
(Iglesias-Rodriguez et al,, 2006; Schroederet al, 2005). For the above reason£.
huxleyi has been chose for my research project with the overall aim of assessing the
genetic composition of its populations at different locations, characterised by
particular bio-geographical conditions and in relation to bloom and no#bloom
conditions in order to better understand the mechanisms underlying its ecosystem
dynamics in the present oceans. A more detailed description &. huxleyiand its life

cycle is explained in 1.2.

1.1.4 Assessing phytoplankton biodiversity

Many molecular markers have been wsl to characterise biodiversity within
species. DNA markers are useful in phylogenetic analysis, functional gene analysis
and applied research, such as paternity testing and food traceability. In order to
detect polymorphisms in nuclear DNA, thus assess éhgenetic diversity of a
population, the most frequently used markers are microsatellites(Marsjan and
Oldenbroek, 2007) which target noncodifying regions (Sunnucks, 2000)

Microsatellites comprise duplet or triplet nucleotide repetitions and are subjected to
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extremely high mutaton frequencies (Jarne and Lagoda, 1996) Although the
breeding structure of populations, population bottlenecks and the biogeographical
history of a species are expected to affect all markers in similar ways, the functional
gene variability can be diférent for each gene as a result of history, migration and
drift. For this reason the variation within regions which might express certain
advantageous traits and adaptable features might not be detected by their correlation

with random markers in non-codifying regions(Van Tienderenet al,, 2002).

Markers which can directly target specific genes or gene families are used to
amplify non-random regions,(Van Tienderen et al., 2002) Different taxonomic levels
can be investigated selecting an appropriate genetic marker. At general taxonomic
rank, RNA genes (small subunit, SSU, or large subunit, LSU) are well known and SSU
in particular has a huge dataset of sequences (NCBI, EMBL or ARB databases), which
covers virtually every living taxonomic group known to biology. Furthermore SSU is
known to be universally present with the same function in all organisms, except
viruses, and to contain varable regions of conservation, which enables design of
primers or probes. SSU and LSU are also used in phylogenetic analyses. Furthermore,
next-generation sequencing approaches, such as Illumina sequencing, enables
millions of sequencing reactions to be rurin parallel, at acceptable costs in a short
time (Mardis, 2008). These techniques are widely utilised to assess prokatic and
eukaryotic biodiversity within environmental samples. Whilst the V4 and V9 regions
of the small subunit (SSU) rDNA are the best targets for assessing environmental
diversity of microbial eukaryotes (Stoecket al, 2010), 16S rRNA is the most utilised
for microbial prokaryotes (Medlin and Kooistra, 2010) Metagenomics,

metaproteomics, metatranscriptomics, and proteogenomics are becoming
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fundamental approaches to characterize th microbial diversity and their interactions
with all the environmental factors (Rastogi and Sani, 2011) Furthermore, non
molecular techniques, such as flow cytometry combined with microscopy can be used
to distinguish and quanify species in environmental samplegMedlin and Kooistra,

2010).

1.2 Emiliania huxleyi

Emiliania  huxleyi belongs to the order Isochrysidales, family
NGelaerhabdaceae of coccolithophores (phylum Haptophyta; Figure 3.
Paleontological studies have revealed that coccolithophore floras in the geological
past were often dominated by a few cosmopolitan taxaHine and Weaver, 1998;
Younget al, 1999; Rickabyet al., 2002; Moolna and Rickaby, 2012)The maximum
species diversity was reached in Late Cretaceous and in some places, e.g. the white
cliffs of Dover in England, extraordinary production of chalk are still visible
(Westbroek et al, 1989). Noelaerhabdaceae, have dominated coccolithophore
communities numerically for more than 20 million years. Related species,
Gephyrocapsaspp and Reticulofenestra spp are genetically very close but vary
significantly in the morphology of the coccoliths(Beaufort et al, 2011). E. huxleyiand
Gephyrocapsa ocearacare genetically identical for theSSU rDNA and RuBisCO rbcL
sequences(Medlin et al, 1996; Fujiwaraet al, 2001), but G. oceanicéhas a longer
fossil record than E. huxleyi(Hine and Weaver, 1998; Haginet al, 2011). For this
reasonit is thought that E. huxleyidiverged from G. oceanica&irca 290 kYa (ka;Raffi

et al, 2006). Furthermore, both E. huxleyiand G. oceanic@roduce particular kinds of
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long-chain alkenones and they have in common certain fine structural features

(Paasche, 2002; Egliton et al,, 2001; Fujiwaraet al, 2001).

1.2.1E. huxleyiblooms

E. huxleyiblooms are seasonally predictable in certain shelf areas including
the North Sea(Holligan et al, 1983) and the Western English ChannglGroom and
Holligan, 1987), along continental shelves, e.g. Patagonian Sh@hinter et al,, 2010),
and in open ocean, e.g. Iceland Bas(iolligan, 1992; GarciaSdo and Fernandez,
1995). These blooms are formed by fragmented gene pools with evidence of
adaptation of local pgulations to their environment (Beaufort et al, 2011; Martinez
et al, 2012).

Formation of E. huxleyiblooms is often linked to warm, stratified conditions
where silicic acidand microzooplankton concentrations are low and irradiance levels
are high (Holligan et al., 1983; Poulton et al, 2014) with low chlorophyll -a
concentrations (Tyrrell and Merico, 2004). In the western English ChannekE. huxleyi
blooms occur at the end of the positive net heat flux (NHF), an indicator of ecosystem
dynamics which is involved in the regulation of the yearly community structure
(Smyth et al, 2014). Other factors, such as iron availability, may also be important in
further regulating bloom formation in cold, nutrient-rich waters (Poulton et al,
2014). The end of a bloom event is associated with thevéch to negative NHF, which
appears to be an important cutoff for coccolithophore species that require thermal
stratification to thrive . Furthermore, it has been proven that viral infection, byE.
huxleyi large Iytic virus EhVs, plays an important role m terminating the bloom

(Wilson et al, 2002).
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Figure 1.3 From Liu et al, 2009, (Phylogenetic assessment of the haptophyte environmental diversity: A) LSU rDNA tree (5%
divergence cutoff), B) Focus on the stratigraphic ranges (black rectangles) of key genera within the calcifying haptophyt€ke
coccolithophore fossl record (Lower Right) represents number of fossil morphospecies along time in millions of years. Black clover
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1.2.2 Life cycle

E. huxleyi and the Haptophytes generally have ahaplodiplontic life cycle
(Figure 14). In E. huxleyi the different life cycle phases bear either coccoliths
(diploid phase) or organic scales (haploid phase)Billard, 1994). E. huxleyi is
characterised by threetypes of cell. These are the nemotile coccolith-bearing cell
(C-cell), the nonmotile naked cell (N-cell) and the flagellated haploid cell. The Cell
is the moststudied form, it has beerrecorded forming blooms and its DNA content is
twice that of the haploid cell. The haploid has two flagella which allow the cell to
swim (Paasche, 2002; Billard and Inouye, 2004)The N-cells apparently arise in
culture after extended periods of cultivation(Greenet al, 1996; Houdaret al, 2005).

E. huxleyican alternate a diploid phase and a haploid phase, via meiosis and
syngamy, and in this way genetic recombination occurs, maintaining high diversity,
however it is still not understood what is the ecological role played bye. huxleyi
switch between sexual and asexual reproduction, and vice versa. In 2008, a study by
Frada and his colleagues (2008))emonstrated that the haploid phase oE. huxleyis
OE1 OE OFE AuxldydirusDEhVs, like the Cheshire Cat in the famous nov® 1 EAA S O
Adventures in Wonderland AU , AxEO #AO0OOT 11 8 7 EEQIRACEDS
(Jaenike, 1978) explains the sexual reproduction as a cevolved defensive
mechanism of a host against its parasites, because it all® the organisms to survive
across time becoming more genetically diverse, and subsequently more resistant to
OEOAT AOOAAER OEA O#E A OFE rugdyshsws Dat 81éda86k @A C U 6
phase is used to escape deatlheung et al., 2012; Frada et gl2008). The strategy, in

fact, is efficient without variating the dominant genotypes over multiannual

mesocosm experiment{Martinez et al., 2007; Frada et al., 2008which means thatE.
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huxleyi and its pathogen ceevolved in sympatry (Leung et al., 2012) and that E.
huxleyienergetic costs are reduced.

If nutrients and light are abundant E. huxleyi will divide about once a day,
allowing very rapid population growth (Paasche, 2002)Mdller et al (2008) showed
that the cells enter the cell division cycle after reaching a critical diameter in the G1
phase, independently from the degree of calcification. The same trend was also
observed in naked cells. Muller eal also demonstrated that calcification inE. huxleyi
is confined to the G1 phase and that the cells suppress this process during the S
phase, when the very sensitive process of DNA replication takes plag@duller et al,

2008).
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MEIOSIS
Diploid cell undergoes mitosis, then divides again,
producing 4 haploid cells

MITOSIS

2N N
Diploid cells Haploid cells
with without MITOSIS

heterococcoliths coccoliths

SYNGAMY
Two haploid cells fuse,
producing single diploid cell

Figure 1.4 Emiliania huxleyihaplo-diplontic life cycle (modified from Young & Henriksen, 2003.
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1.2.3 Coccolith formation

Many theories have been proposed to explain the production of coccoliths.
These include protection from grazing, buoyancy regulation, light modification,
providing protons for conversion of HC@"to CQ for photosynthesis, and prevention
of osmotically induced volume changeg¢Kleypaset al, 2006). Furthermore, E. huxleyi
sinking rate is of interest for the ecology of this species, because the movement
through the water column maybe essential for survival, by increasing the likelihood
that it encounters patches or water layers with elevated nutrient concentrations
(Paasche, 2002) Since the eell form does not have flagella, the motility can be
increased by the presence of coccoliths. Effectively the calcite (density, 2.7 gnis
much heavier than organic cell matter (mean density, c. 1.05 g&nor seawder
(density, 1.027 gcm3; Young, 1994; Paasche, 20025tokes' law should be particularly
valid for E. huxleyj in view of its small size and spherical shap@& oung, 1994)

Coccolith formation by E. huxleyioccurs in an intracellular vesicle, the
coccolith vesicle, which seems to arise from a Golgi cisternae. The vesicle is closely
apposed to the nuclear membrane, iapparently communicates with a membranous
structure termed the 'reticular body' and it probably produces no more than one
coccolith at a time(Paasche, 2002) Inside the vesicle there are coccolith constituents
including an acidic, watersoluble, calcium binding polysaccharidgCorstjens et al,
1998; Schroederet al, 2005). A thin organic plate (called baseplate) is used as a
substrate for crystal nucleation and the accumulation of calcium and carbonate
(Westbroek, P.et al, 1989; Sekino and Shiraiwa, 1996)The coccolith vesicle is not
present during nuclear division and is reconstituted after mitosigMduller et al, 2008;

van Emburg, 1989)
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1.2.4 E. huxleyimorphotypes
E. huxleyicoccoliths are heterococcoliths, comprising two elliptical shields
(distal and proximal) connected by a central area. TEhdistal shield is formed by T
shaped crystal elements (Figure B). The coccoliths are composed of Cagénd trace
amounts of S, Sr and MdCros et al, 2013), which form complex crystal units
departing strongly from simple crystal shapegYounget al, 1999; Paasche, 20023nd
the coccolith shape varies according to different morphotypes. There are, in fact, six
well establishedforms of E.huxleyi
Morphotype A is characterised by mediurvsized coccoliths (3t t | qh OT1 AOC
distal shield elements and curved central area element§foung et al. 2003; Figure
1.6). The A morphotype is the most common in culture collections (IglesigRodriguez
2006). E. huxleyB form is characterised by larger coccoliths 3 1 Q@ AAT EAAOA
shield elements and irregular morphology in the central aregYoung et al, 2003).
This morphotype is distinctly less calcifiedYounget al, 2014)and it isfound rarely.
Morphotype C(also called O type)shows small coccoliths (250 8uv t | qh AAT EAAC
shield elements and an open central area, sometimes covered by a thin plate. There
are two additional forms of E. huxleyi type B/C, and type R. The B/C form shows
morphology intermediate between B and Cmorphotypes, with medium-sized
coccoliths 3t 1 Q@ AT A AAT EAAOA (YAUBGRGA P00PdadEokdn A AT Al
dominates assemblages in the southern hemisphe€ubillos et al,, 2007; Holliganet
al., 2010; Poultonet al, 2011), and subpdar waters (Hagino et al, 2005). The R
phenotype is an overcalcified type A, showing heavily calcified shield elements
(Younget al, 2003). Furthermore, a sixth variety ofE. huxleyhas been described, the
so called var.corona (Okada and Mcintyre, 1977) which is characterised by a

discontinuous elevated crown around the central areéYounget al, 2003).
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The volume of calcium carbonate in individual coccoliths camary by more than an

order of magnitude, with obvious implications for carbonate flux modelling(Young,

1994).

DISTAL SHIELD PROXIMAL SHIELD

\
\

CENTRAL %
AREA ' /
A

E

Figure 1.5 E. huxleyicoccolith structures. In detail: A) Scanning electron micrograph
(SEM) of an intact coccosphere with two detachingoccoliths. B) One coccolith
consists of two overhpping elliptical shields equal in size, the distal shield (upper
one) and the proximal shield (underside one), connected by a central area. C) Back
side of the proximal shield. D) Coccolith distal shield and central area. Their elements
are used to clasdy different morphotypes of E. huxleyi E) The coccolith structure is

well organised around the cell.
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Figure 1.6 SEM images oE. huxleymorphotypes: A) A form, B) R form, C) B form, D)
B/C form, E)Cform (or O) and F) var.corona, Younget al, 2003,
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1.2.5 Pigments

E. huxleypigment composition has been analysed by higherformance liquid
chromatography (HPLC) analysis in a number of studies and shown to comprise
chlorophyll-a, the carotenoid 19'hexanoyloxyfucoxanthin (yelloworange) typical for
Primnesiophyceae (Wright and Jeffrey, 1987) 19-butanoyloxyfucoxanthin together
with fucoxanthin, diadinoxanthin (yellow), diatoxanthin (pale orange),r - carotene,
the chlorophylls ¢c2 and c3 and cl (in minor quantity) and a phytesubstituted
chlorophyll ¢ (Haxo, 1985; Wright and Jeffrey, 1987; Fookes and Jeffrey, 1989; Nelson
and Wakeham, 1989; Kraayet al, 1992; Garridoet al, 1995; Garrido and Zapata,
1998). Cooket al. (2011) analysed the photosynthetic pigment composition and the
tufA gene of different strains ofE.huxleyiOUDA O | AT A " # £OI I
The carotenoid composition was found to be morphologgpecific and so was the
allelic composition oftufA. Based on their findings they proposed to classify the type

B/C asE. huxleywvar. aurorae (Cooket al, 2011).

1.2.6 Genetic variability

In 2013 the sequencing of the first haptophyte reference genome, from the.
huxleyi strain CCMP1516, was completed, revealing extensive genome variability.
This study revealed a pan genome likely supported by a complement of repetitive
sequencesthe E. huxleyigenome is comprisesof genes distributed variably between
strains additionally to common core genesAn important branch of the eukaryotic
tree of life is represented byhaptophytes, and E. huxleyigenomewill be extremely
useful in trying to better understand evolutionary, cellular and physiological

processes(Readet al, 2013).
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Before E. huxleyigenome sequencing was completed, the variability withirk.
huxleyi sp. had been described in several studies that used both genetic and
biochemical approaches. Polyclonal antibodies have been used to differentiate
between morphotypes (van Bleijswijk et a., 1991; Young and Westbroek, 1991,
Medlin et al, 1996), but they were not effective if the cells were nake{Campbell et
al., 1989).

Alkenone/alkenoate biomarkers have been used as a proxy of paksea
surface temperature (SST), to analysd&. huxleyibatch cultures originated from
coastal and oceanic regions and maintained under controlled temperature conditions.
The analysis confirmed that biogeographical variations observed in the alkenone vs.
temperature relationship in natural waters is representative of differences in gerne
makeup and physiological status of the local alkenorgynthesizing populations
(Conteet al, 1998). Furthermore, different pigment composition has been found to be
strain specific (Stolte et al., 2000).

In 2005 Schreeder and colleagues discovered a genetic marker that correlates
with the separation of E. huxleyimorphotypes (Figure 1.7) and revealed that the two
main morphotypes are composed of a number of distinct genotype¥his marker lies
in the untranslated region of the GPA gene, so called for its high content gitutamic
acid, proline and alanine and which encodes for a protein implicated in regulating
coccolith structure. The marker, circa 100 bp, has been named coccolith morphology
motif (CMM) and it has beerused to analyse strains obtained from various locations.
Four different motifs were well characterised and they described four groups in
which the isolates were divided: CMM 1, Il, Il and IVThe motif could be involved in
binding the sequence that modws the initiation machinery which controls the

overall morphology of the coccoliths or it could be involved in repressing and
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Figure 1.7 Summary ofE. huxleydifferent morphotypes and the related Coccolith Morphology Motives (CMMSs).
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It is the most common form of
E. huxleyi. It was described as a
warm type by Mcintyre and Bé,
1967.

It is an overcalcified A
maorphotype.

Many specimens of this form
were isolated in the SW Pacific
(Young et al., 2003).

It is distinctly less calcified than
A morphotype (Young et al.,
2014).

It often dominates assemblages
in the Southern Ocean (Young et
al., 2003).
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activating proteins which control the development of the coccoliths within the
coccolith vesicle(Schroederet al, 2005).

Moreover, high intraspecific genetic variability within E. huxleyisp. was
assessed analysing the microsatellite length variants (alleles) on 8. huxleyiclonal
isolates representative of different ocean basinglglesias-Rodriguez et al., 2006).
Microsatellites are multiple repeats of simple oligonucleotides which have high
mutation rates, and they are present in both coding and nowoding regions of all
prokaryote or eukaryote genomegSchlétterer and Tautz, 1992; IglesiafRodriguezet

al., 2006)

1.3 Thesis outline

Populations are dynamic and many factors, such as nutrient limitation,
physical and biological interactions, migration processes and environmental factors
can influence their structures.Montes-Hugo et al. (2009) showed a decadal variation
of phytoplankton biomass and environmental factors along the Western Antarctic
Peninsula associated with a rapl regional climate change. Also studies carried out by
Fenget al. (2009), using a natural North Atlantic bloom phytoplankton community in
A OEEDPAIT AOA Ai1T OET 01 606 AOI OOOA ET AOAAOQEITI
abundance in samples treatd at high CQ levels and highest chrysophyte abundance
the level of response to climate change differs throughout the community and the
seasonal cycle.

The stability debate on how the loss of biodiversity can influence ecosystem

dynamics is still open, as our knowledge of the marinehytoplankton biodiversity is
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still limited. Key questions relate to the extent to which phytoplankton may be able to
display particular survival mechanisms (acclimation) or whether particular species
or genotypes will be selected to dominate the oceans dhe future (adaptation).
Establishing the present condition of the marine environment and how the organisms
are responding to the fast changing climate is fundamental to understanding how
biodiversity will be affected.

high functional redundancy has helped to maintainthe continuity of oxygenic
photosynthesis. The composition of phytoplankton communities is correlated with
oceanic circulation and mesoscale physicgirocesses,which influence the fluxes of
essential nutrients (Falkowski et al., 1998).

E. huxleyis one of the major pelagic producers of CaG@ the modern ocean,
and its response to water chemistrychangesat the surfaceis of particular relevance
for ocean biogeochemical cycles and climate feedback systeng & $tAIA2014).

Knowing that E. huxleyishows genetic variability which is related todifferent
morphotypes (Schroederet al, 2005) and that complete coccoliths of a given sizean
contain widely varying amounts of calcite, as a result of variation in the degree of
primary calcification (Young and Westbroek, 1991; Young, 1994a)t becomes of
great relevance, and it is the focus of this thesis, to assess the genetic composition, the
population structure and dynamics of this key species. What is the extant genetic
assemblageof E. huxleynatural populations? Are some of its genotypes more suitable
to certain ocean carbonate parameters? Can studies conducted Bn huxleyistrains
maintained for years in laboratory collections be representative of the wild

community?
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Geneticdiversity within species is at the heart of biodiversity(Frankham et
al., 2002), and in the same way coexisting species evolve tgaudifferent resources,
reducing the effects of interspecific competition, competition among members of a
single species drives ecological diversification within natural populationgSvanback
and Bolnick, 2007).

In order to make an initial assessment of the diversity within the standing
stock of E. huxleyiheld within established culture collections, | developed a quick
method to characterise different E. huxleyigenotypes. This technige is based on
gPCR and it uses dual labelled probes, which can be combined together to run
multiplexing amplification. The probes are designed on theE. huxleyicoccolith
morphology motif (CMM). This method, called probe assay, was tested &n huxleyi
clonal isolates obtained from a cruise around the UK and in the North Sea (see
Appendix | for the details on the expedition) and on samples collected from various
oceans and held in culture collections for many years. Additionally, in order to test
the robustness of the method, the same samples were analysed by microsatellite
profiing (by Dr Stacy KruegerHadfield) and many of them were additionally
sequenced. The results of this analysis and the description of the probe assay are
illustrated in Chapter 2.

The majority of the studies found in literature regardingE. huxleyiare focused
on bloom events, aimed to comprehend the underlying causes of these episodes;
however there is only limited information about E. huxleyigenetic composition
outside the bloom context. | analysed a six year time series &. huxleyisamples
collected at the L4 station of the Western Channel Observatory to understand on a
temporal scale how the genetic composition oE. huxleyivaries when bloom events

are not occuring and to assesskE. huxleyigenetic standing stock. My working
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hypothesis was that theE. huxleyipopulation is resilient from year to year, although
the relative abundance of specific genotypes may change throughout the year and
only specific genotypesare selected to form blooms (Chapter 3).

Furthermore, | analysed the genetic composition of recently collected.
huxleyi samples from the Northern and Southern Hemispheres Appendix ).
Information obtained from this study will allow us to address the more general
hypothesis that despite rapid changing climate and the subsequent ocean
acidification problem, certain taxa, like the abundant and wide spreal. huxleyj may

survive though different genotypes within these taxa will be selectedChapter 4).
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2.1 Abstract

Due to the unprecedented rate at which our climate is changing, the ultimate
consequence fo many species is likely to be either extinction or migration to an
alternate habitat. Certain species might, however, evolve at a rate that could make
them resilient to the effects of a rapidly changing environment. This scenario is most
likely to apply to species that have large population sizes and rapid generation times,
such that the genetic variation required for adaptive evolution can be readily
supplied. Emiliania huxleyi(Lohm.) Hay and Mohler (Prymnesiophyceae) is likely to
be such a species as is the most conspicuous extant calcareous phytoplankton
species in our oceans with generation times of 1 day Here we report on a validated
set of microsatellites, in conjunction with the coccolithophore morphology motif
genetic marker, to genotype 93 lonal isolates collected from across the world. Of
these, 52 came from a single bloom event in the North Sea collected on the D366
United Kingdom Ocean Acidification cruise in Jurduly 2011. There were 26
multilocus genotypes (MLGs) encountered only orecin the North Sea bloom and 8
MLGs encountered twice or up to six times. Each of these repeated MLGs exhibited
Psexvalues of less than 0.05 indicating each repeated MLG was the product of asexual
reproduction and not separate meiotic events. In additio, we show that the two
most polymorphic microsatellite loci, EHMS37 and PO1EOQS5, are reporting on regions
likely undergoing rapid genetic drift during asexual reproduction. Despite the small
sample size, there were many more repeated genotypes than preusly reported for
other bloom-forming phytoplankton species, including a previously genotypecE.

huxleyi bloom event. This study challenges the current assumption that sexual
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reproduction predominates during bloom events. Whilst genetic diversity is high
amongst extant populations ofE. huxleyj the root cause for this diversity and ultimate
fate of these populations still requires further examination. Nonetheless, we show

that certain CMM genotypes are found everywhere; while others appear to have a

regional bias.
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2.2 Introduction

The coccolihophore Emiliania huxleyi (Lohm.) Hay and Mohler
(Prymnesiophyceae), is thought to be the main calcite producer on Ear{Vestbroek
et al, 1993), it is widespread in all but extreme polar oceansand it regularly forms
AodOAT OEOA OxEEOA x A @ddodstal Arid shelf eCosyBtemsWEIEE 1 AOE
the process of calcification results in decreased alkalinity of surface waters,
potentially reducing the drawdown of CQ from the atmosphere, coccolithophores
such asE. huxleyj are thought to contribute to redudions in atmospheric CQ by
creating a net export of carbon to the seabefRobertson et al, 1994; Riebesell and

Tortell, 2011).

Current estimates are that as much as 27% of the anthropogenic €0
produced from burning of fossil fuels released between 19532011 has been
absorbed by the oceanglLe Quéréet al, 2013). As C®@reacts with seawater, it
generates dramatic changes in carbonate chemistry, including deeases carbonate
ions and pH (ocean acidification) and anincrease in bicarbonate ions. The
consequences of this overall process are commonly referred to as ocean acidification.
Moreover, ongoing atmospheric warming is expected to cause significant charngéo
the ocean climate by the end of this century (the average temperature of the upper
layers of the ocean having increased by 0.6°C over the past 100 years, IPCC, 2007).
The oceans are, therefore, experiencing unprecedented levels of change, raising
concerns about the impacts on key biological species such Bshuxleyi.The nature of
such impacts will have important biological, ecological, biogeochemical and societal

implications (Turley et al, 2010). Langer et al. (2009) found that different clonal E.
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huxleyiisolates vary in their phenotypic traits such as growth and calcifation rate,
suggesting a potential role for selection on standing genetic variation in shaping
future populations. This mechanism was demonstrated by.ohbecket al. (2012) who
identified pH-driven selection on 6 clonal isolates from arE. huxleyibloom near
Bergen, Norway. Functional diversity within this set of clones allowed selective
sorting over only 500 generations of exponential growth. These findings raise
qguestions about the pace and relevance of such clonal sorting under natural
conditions. Unfortunately, \ery little is known about the population biology of this
key phytoplankton species and hence, forecasting how future populations will

respond is difficult.

Future E. huxleyipopulations could have a very different set of phenotypes
when compared with presentday populations. This shift in phenotypic traits would
have profound implications on ecosystem function and biogeochemical cycles.
However, before we can address the effects of a rapidly changing climate @&n
huxleyi, we must understand the very basic properties of its genetic diversity and
ecological interactions. Martinez et al. (2007, 2012) described a genetically rich, but
stable E. huxleyipopulation using the coccolithophore morphology motif (CMM) in
OEA .1 OO0OE ! OI AT OEAS AEA #-- 1EAO xEOEEI
coccolith polysaccaride associated protein GPA, which is implicated in controlling
coccolith structure (Schroeder et al, 2005). In addition, IglesiasRodriguez et al.
(2006) and Hinz (2010) found high levels of intraspecific microsatellite genetic
diversity in different E. huxleybloom events. In contrast to the CMM, microsatellites
appear to be highly polymorphic markers that can resolve neutral genetic diversity

within populations. The authors concluded that this is most likely driven by high
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rates of sexual reproduction. However, fospecies with large population sizes and
rapid generation times, sex is not the sole driver for high genetic diversity. Indeed, in
species exhibiting large dispersal potential and geographic ranges, very high levels of
genetic diversity are expected (i.e molecular hyperdiversity,Cutter et al, 2013). In
the natural environment Saccharomycegeastsonly reproduce sexuallyone in every
1000 to 3000 effective generationgTsai et al, 2008). The mycorrhizal fungi (phylum
Glomeromycota) are among the oldest and most successful symbionts of land plants
and show no evidence of sexual mroduction (VanKuren et al, 2013). Indeed, a
combination of intra-individual polymorphism and effective population sizes in the

Glomeromycota contribute to its evolutionary longevity.

The 10 polymorphic microsatellite markers used in IglesiasRodriguezet al.
(2006) and Hinz (2010) were developed without the benefit of genome sequence
information for this species (Read et al, 2013). In this study, we revisited 10
polymorphic microsatellite markers developed by IglesiasRodriguez et al. (2002,
2006), thoroughly tested and critically evaluated them in order to begin
characterizing genetic diversity in anEmiliania huxleyibloom event sampled during
the D366 Sea Surface Consortium UK Ocean Acidification cruise
(www. surfaceoa.org.uk; see Appendix 1). The estimated genetic diversity, as defined
by both the CMM and microsatellite markers, was used to critically revise the
predominant mode of reproduction during an E. huxleyibloom. Moreover, clonal
diversity in the North Sea bloom event is compared to a biogeographic phytoplankton
data set and the adaptive potential of futureE. huxleyipopulations facing a changing

ocean is discussed.
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2.3 Materials and methods

2.3.1 Validation of microsatellite primers

(I) Ten polymorphic microsatellite sequence primer pairs (AJ4873047;
AJ49473 %42, Table 2.1) were blasted (blastn) against the CCMP1516 genoliiread

et al, 2013)in order to verify the amplification of a single site within the genome.

(I PCR conditions used are as those described in Iglesi@sdriguez et al.
(2002, 2006), using the following modified PCR mix: 20 pL final volume, 2 pL of at
least 10 ng DM\ template, 1x reaction buffer, 1.5 mmol £ MgCh, 0.25 mmol L1
deoxyribonucleotide triphosphate, 250 mmol L! each of unlabeled forward and
reverse primers and 1 U of taq polymerase (GoTaq Flexi, Promega). In addition, the
loci which produced repeatabé PCR results and for which singlocus genetic
determinism was verified were tested with an annealing temperature of 54C in
order to facilitate the multiplexing of loci in the future. Initial PCR amplification trials
were visualized using 1.8% agarosgels with a 50 bp ladder (New England Biolabs,
MA, USA). Each reliable locus produced the same results as when tested with the
original annealing temperature. Therefore, all subsequent reactions were run at 54

oC, though for the purposes of this studwll reactions were done in simplex.

(111 In order to investigate the stability of alleles at each locus, strain no. 62
used in Lohbeck et al. (2012b, 2013) was genotyped at the start of the experiment
and after 1300 generations of exponential growth under a set of different GO
conditions (i.e. mapping any changes between June 2010 to November 2012). A

second strain, CCMP1516(Read et al, 2013), was also used spanning multiple
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generations, varying culture conditions under alternating exponential and stationary

growth conditions that resulted in loss of coccolith production.

Table 2.1 Characteristics of the 10 microsatellite markers isolated inEmiliania

huxleyiby IglesiasRodriguezet al. (2002, 2006). NBio, total number of distinct alleles

observed over the biogeograplt data set andNNS total number of distinct alleles

observed over the North Sea Bloom data set.

Locus | Acc. No. F'“c’lrj‘;s:e”t Profile* | BLAST Ag:ggfcifr;‘gg” A'(rsg)ge NBio NNS

EHMS37 | AJ494737 PET one 1 0.93 194-340 | 37 12
AJ494738

POL1EO5 | AJ494739|  6-FAM one 1 0.96 106-190 | 28 10
AJ494740

PO2F11 | AJ487316 NED one 0 0.98 98-192 21 8
AJ487317

PO2E09 | AJ494741 PET one 1 0.99 82-172 10 7
AJ494742

PO2B12 | AJ487310 NED one 0 1 204-224 | 11 4
AJ487310

PO2E11 | AJ487312 VIC multiple 1 - - - -
AJ487313

PO2E10 | AJ487314| 6-FAM | multiple 5 - - - -
AJ487315

EHMS15 | AJ487304 VIC multiple 2 - - - -
AJ487305

PO1F08 | AJ487306 - none. 0 - - - -
AJ487307

P02A08 | AJ4873G8 - none 0 - - - -
AJ487309

*. number of loci amplified
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2.3.2 Microsatellite amplification

For optimization purposes, all successful PCR products were transferred to an
ABI 3130 xL genetic analyzer (Applied Biosystems, Foster Git€A, USA) equipped
with a 36 cm capillary array. The PCR mix was updated to include a fluorescently
labeled forward primer: 150 mmol L1 of the labeled forward primer, 100 mmol L:1 of
the unlabeled forward primer and 250 mmol ! of the unlabeled reverseprimer,
where all other mix components remained unchanged. Two pL of each PCR product
was added to 10 pL of loading buffer containing 0.3 pL of size standard (GeneSgan
500 Liz, Applied Biosystems, Foster City, CA, USA) plus 9.7 pL eDHformamide
(Applied Biosystems, Foster City, CA, USA). The loading mix was denatured at 92°C
for 3 minutes. A positive and negative control was electrophoresed with each set of

samples run on the sequencer.

After optimization, a subset of known genotyps was transferred to
SourceBioScience Nottingham for fragment analysis on a 3730xL DNA analyser run
on a 50 cm capillary array. For all clonal isolates, 7 pL of each PCR product was sent
to SourceBioScience, including positive and negative controls foaeh sequencer run.

All genotypes were scored manually usingsENEMAPPER/er. 4 (Applied Biosystems,

Foster City, CA, USA).

2.3.3 UK Ocean Acidification Research Cruise

The R/V Discovery, cruise number 366, circumnavigated the British Islaa
June/July 2011 as part of the UK Ocean Acidification research programme

(www.surfaceoa.org.uk;see Appendix ). Samples used in this study were collected
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mainly in the North Sea (5 stations, Figure 2.1) and also in the Western coast of

Scotland, Bay oBiscay and Western English Channel (Table 2.2).

26-06 to 02-07 03-07 to 09-07

05-06 to 11-06 12-06 to 18-06
(a) 2011

Figure 2.1 Earth observation 7day composite data showingemiliania huxleyibloom
development before, during and after cruise: (a) Enhanced ocean colour from Agua
MODIS, showing coccoliths as bright pehes and persistent cloud in black. (b)
Chlorophyll-a concentration from AquaMODIS, with cloud in light grey. (c) Sea
surface temperature from AVHRR, where numbered circles indicate cruise stations

listed in Table 2.2.
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Table 2.2 Emiliania huxleyiisolates used in this study

Strain Strain ID MLG Poex Station  Year Location Latimde Longiade Morphotype CMM EHMS37 DOLEDS PO2F11 PO2ED® PO2B12 58T S5T cluster  Culture collaction
number value sequencing  probe assay
1 D366 106-2 MLG1 3010718 2011  Morth Sea 57.2 148 A I(W) I 1 0 210 142 142 98 102 102 102 208 208 1054 mediom Plymouth
2 D366 17-1 - - 5 2011  Morth Sea 56.5 3.65 A I(W) I 1 0 210 142 142 98 102 102 102 208 208 1054 mediom Plymouth
3 D366 26-1 - - 5 2011  Morth Sea 56.5 3.65 A - I 1 0 210 142 142 98 102 102 102 208 208 1054 mediom Plymouth
4 D366 1241 MLG2 T54x107% 4 2011  Morth Sea 5745 5.53 A I{l I 1 210 210 142 142 102 102 102 102 208 208 1004639 medinm Plymouth
5 D366 40-1 - - 5 2011  Morth Sea 56.5 3.65 A ] I 1 210 210 142 142 102 102 102 102 208 208 105H  medinm Plymouth
] D366 32-5 - - 5 2011  Morth Sea 56.5 3.65 A I{D I I 210 210 142 142 102 102 102 102 208 208 105H  medinm Plymouth
7 D366 1242 - - 4 2011  Morth Sea 5745 5.53 A - I 1 210 210 142 142 102 102 102 102 208 208 1004639 medinm Plymouth
8 D366 124-5 - - 4 2011  Morth Sea 5745 5.53 A - I I 210 210 142 142 102 102 102 102 208 208 10639 medinm Plymouth
g D366 35-1 - - 5 2011  Morth Sea 3.65 A - I 1 210 210 142 142 102 102 102 102 208 208 1054  medinm Plymouth
10 D366 25-3 MLG3 - 5 2011  Morth Sea 3.65 A I{m I I 210 210 142 142 102 102 102 102 212 212 105 medinm Plymouth
11 D366 112-1  MLG4 2051077 2 2011  Morth Sea 42 A I(W) I 1 214 214 142 142 102 102 9% 102 208 208 10571 mediom Plymouth
12 D366 30-1 - - 5 2011  Morth Sea 3.65 A I{l I 1 214 214 142 142 102 102 9% 102 208 208 1054 mediom Plymouth
13 D366 40-5 - - 5 2011  Morth Sea 3.65 A - I 1 214 214 142 142 102 102 9% 102 208 208 1054 mediom Plymouth
14 D366 33-3 - - 5 2011  Morth Sea 3.65 A - I 1 214 214 142 142 102 102 9% 102 208 208 1054 mediom Plymouth
15 D366 112-3 - - 2 2011  Morth Sea 42 A - I 1 214 214 142 142 102 102 98 102 208 208 10571 mediom Plymouth
16 D366112-2 MLGS - 2 2011  Morth Sea 42 A - I 1 214 214 137 142 102 106 98 102 208 208 10571 mediom Plymouth
17 D366 21-5 MLGE - 5 2011  Morth Sea 3.65 A - I 1 04 218 137 142 102 106 102 102 208 208 105H  medinm Plymouth
18 D366 214 MLGT - 5 2011  Morth Sea 3.65 A - I 1 196 206 132 142 102 106 102 102 208 208 105H  medinm Plymouth
19 D366 1243 MLGE 274107 4 2011  Morth Sea 5.53 A I{n I 1 202 210 142 142 102 102 102 102 208 208 10539 medinm Plymouth
20 D366 1244 - - 4 2011  Morth Sea 5.53 A - I 1 202 210 142 142 102 102 102 102 208 208 10539 medinm Plymouth
i | D366 26-3 MLGES 0035 5 2011  Morth Sea A I{n I 1 206 206 142 142 102 102 102 102 208 208 1054  medinm Plymouth
22 D366 264 - - 5 2011  Morth Sea A - I 1 206 206 142 142 102 102 102 102 208 208 1054  medinm Plymouth
23 D366 26-5 MLG10 - 5 2011  Morth Sea A I{n I 1 206 2§ 142 142 102 130 102 102 208 208 105H  medinm Plymouth
24 D366 33-1 MLGI11 5161079 5 2011  Morth Sea A I(W) I 1 06 26 152 152 118 134 102 102 208 208 105H  medinm Plymouth
25 D366 332 - - 5 2011  Morth Sea A - I 1 04 2§ 152 152 118 134 102 102 208 208 105H  medinm Plymouth
26 D366 17-3 MLG12 - 5 2011  Morth Sea A - I 1 06 26 152 152 102 102 102 102 208 212 105H  medinm Plymouth
27 D366 35-2 MLG13 4152108 5 2011  Morth Sea A Il I 1 206 206 132 132 102 102 102 102 208 212 1054  medinm Plymouth
28 D366 35-3 - - 5 2011  Morth Sea A - I 1 206 206 132 132 102 102 102 102 208 212 1054  medinm Plymouth
29 D366 364 - - 5 2011  Morth Sea A - I 1 206 206 132 132 102 102 102 102 208 212 1054  medinm Plymouth
30 D366 204 MLG14 - 5 2011  Morth Sea A Il I 1 206 206 132 132 102 102 102 102 208 208 1054  medinm Plymouth
3 D366 21-3 MLG1S - 5 2011  Morth Sea A I(W) I 1 206 214 148 143 102 102 102 102 208 208 105H  medinm Plymouth
32 D366 89-5 MLG16 - 5 2011  Morth Sea A - I 1 210 254 132 132 102 102 102 102 208 208 1054  medinm Plymouth
33 D366 26-2 MLG17 161 =105 3 2011  Morth Sea A I{l I 1 210 218 126 142 102 102 102 102 208 208 105H  medinm Plymouth
34 D366 30-2 - - 5 2011  Morth Sea A - I 1 210 218 126 142 102 102 102 102 208 208 105H  medinm Plymouth
35 D366 24-1 MLG1E - 5 2011  Morth Sea A - I 1 02 210 130 130 102 102 106 106 208 208 105H  medinm Plymouth
36 D366 374 MLG19 - 5 2011  Morth Sea A - I 1 00 M 132 142 102 102 106 106 208 212 105H  medinm Plymouth
37 D366 120-1 MLG20 - 3 2011  Morth Sea A - I 1 206 210 132 152 102 102 102 102 208 208 10571 medinm Plymouth
38 D366 40-3 MLG21 - 5 2011  Morth Sea A ] I 1 04 218 126 142 102 102 102 102 208 208 105H  medinm Plymouth
30 PVDCHI MLGl-Geo - - 2011 Pacific Ocean. Chile R - I I 27§ 20 146 144 102 102 102 102 204 208 15445  high Buoscoff
40 PVDCHS MLG-Geo - - 2011 Pacific Ocean. Chile R - I 1 232 4 150 150 102 102 102 102 204 8 15445  high Baoscoff
41 PVDCHS MLGI-Geo 336x10778 - 2011 Pacific Ocean. Chile R - I 1 282 22 156 156 102 102 102 102 208 208 15645  high Boscoff
42 PVDCHII2 - - - 2011 Pacific Ocean. Chile R - I 1 282 282 156 156 102 102 102 102 208 208 15645  high Buoscoff
43 PVDICH4T - - - 2011 Pacific Ocean. Chile R - I 1 282 22 156 156 102 102 102 102 208 208 15445  high Bioscoff
44 PVDCHI40 MLGHGeo - - 2011 Pacific Ocean. Chile R - I 1 276 284 160 160 102 102 g8 102 208 08 15445 high Buoscoff
45 PVDCHI4E MLGS-Geo - - 2011 Pacific Ocean. Chile R - I 1 268 276 146 146 102 130 93 154 208 208 15445  high Boscoff
46 UTO2462 MLGS-Geo - - 20010 Oslo Fjord A - I 1 206 214 150 156 102 130 102 102 208 M8 12 medinm University of Oslo
7 UTO269 MLGT-Geo - - 20010 Oslo Fjord A - I 1 06 214 146 156 102 130 102 102 208 M8 12 medinm University of Oslo
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Strain Strain D MLG Pox Station  Year Locaton Latitnde Longimde Morphotype CMM EHMS37 BO1EDS BI2F11 POEOE PO2B12 55T 55T chuster  Culture collection
number value SEQUEDCIng  probe assay
48 D366 10464 MLG22 - 1 2011 Morth Sea 572 348 A - I v Mg 23 126 142 102 2 102 102 208 03 1054 medium Plymouth
42 D366 106-5 MLG23 - 1 2011 Morth Sea 572 348 A - I v 10 212 13 13 102 M2 102 114 208 2083 1054  medium Plymouth
50 D366 120-2 MLG24 - 3 2011 Morth Sea 5701 435 A - I b 206 210 150 150 102 102 102 102 208 208 10571 medium Plymouth
51 D366 31-3 MLG25 - 5 2011 North Sea 565 3.45 A - I b 206 210 132 142 102 102 102 102 208 208 10544 medium Plymouth
52 D366 34-1 MLG26 - 5 2011 North Sea 56.5 3.45 A - I v 210 210 132 142 102 M2 &2 02 208 208 1054 medium Plymouth
53 D366 36-5 MLG27 - 5 2011 North Sea 56.5 345 A - I e 210 210 132 13 102 102 102 102 208 208 105M medum Plymouth
54 D366 34-3 MLG28 - 5 2011 Morth Sea 56.5 3.45 A - I v 210 210 13 137 102 10§ 102 102 208 203 1054  medium Plymouth
55 D366 19-2 MLG29 - 5 2011 Morth Sea 56.5 3.45 A - I b 19§ 210 142 142 102 106 102 102 208 208 1054 medium Plymouth
56 D366 36-2 MLG30 - 5 2011 North Sea 565 3.45 A - I b 210 210 132 156 102 106 102 102 208 208 10544 medium Plymouth
7 D366 21-4 MLG31 - 5 2011 North Sea 56.5 3.45 A - I b 202 206 132 142 102 106 102 102 208 208 1054 medium Plymouth
58 D366 31-2 MLG32 - 5 2011 North Sea 56.5 345 A - I Y 10 20 160 160 102 102 102 102 208 203 1054  medium Plymouth
e D366 48-3 MLGEZe0 - - 2011  Western coastof Scodand 567 -T. A - I b 194 206 142 142 102 126 102 102 208 208 11384 medium Plymouth
&0 D366 80-1 MLGIGeo - 2011  Bay of Biscay 457 -7.16 A - I v 214 214 131 146 102 102 102 102 208 212 15523 hish Plymouth
41 D366 97-5 MLGI0-Geo - - 2011 ‘Western English Channal  50.08 —4.41 A - I Y 06 226 132 142 102 102 102 102 208 212 13.007 medium Plymouth
42 D366 48-5 MLGIl-Geo  — - 2011  Western coastof Scodand 457 —7.16 A - m b 19§ 202 150 150 102 102 102 102 208 208 11384 medium Plymouth
43 D366 126-2 MLG33 - 4 2011 Morth Sea 5745 553 A IV (&) w v 02 202 137 142 102 2 102 102 212 Z12 10639 medium Plhymouth
64 D366 304 MLG34 - 5 2011 North Sea 56.5 345 A IV () w v 196 204 132 13 102 134 82 102 208 203 1054 medium Plymouth
45 D366 91-2 MLG35 - 5 2011 Morth Sea 56.5 3.45 A - v b 194 210 132 142 102 106 102 102 208 208 105H medium Plymouth
&6 D366 48-2 MLG12-Geo - - 2011  Western coast of Scodand 5678 -7 A TV () nw 196 264 138 138 98 134 102 102 208 2083 11384 medium Plymouth
7 D366 80-3 MLG13-Geo - - 1011 Bay of Biscay 457 -7.16 A - v Tb 276 274 146 146 102 102 102 102 208 208 15523 high Plymouth
58 D366 304 MLGl4-Geo 324310~ 2011 Bay of Biscay 457 -7.16 A - v b 276 274 146 160 102 102 102 102 208 208 15523 hizh Plymouth
a2 D366 80-5 - - - 2011 Bay of Biscay 457 -7.16 A - w Db 274 27 146 160 102 102 102 102 208 208 15523 high Plymouth
7 D366 71-1 MLG15-Geo 442210703 - 2011 Bay of Biscay 462 -721 A IV (¥} w v 02 202 146 146 102 118 102 102 212 212 15149  high Plymouth
71 D366 714 - - - 1011 Bay of Biscay 462 -721 A - w IV 02 202 146 146 102 118 102 102 212 212 15149  hish Plymouth
72 D366 98-1 MLG34 - - 2011  Western English Channa]l 5008 —4.41 A IV (&) nw 19 204 132 132 102 134 82 02 208 203 13007 medium Plymouth
73 D366 131 MLG16-Geo - - 2011 Irish Ses 5246 -58 A - w v 196 230 150 150 98 12 82 102 208 208 12268 medum Roscoff
74 D366 17 MLGIT-Geo  — - 2011  Irish Ses 5246 -59 A - w v 233 00 132 150 102 134 98 102 208 208 12268 medium Roscoff
75 PVDCH230 MLG18-Geo - - 2011 Pacific Ocean. Chile -341 -79 R - w 06 214 130 130 102 102 82 a2 208 220 16420  hizh Roscoff
76 PVDCH280 MLG18-Geo - - 2011 Pacific Ocean. Chile —-34.1 -79 R - w v 02 260 142 160 102 102 102 102 208 208 16429 hish Roscoff
7 PVDCH288 MLG2-Geo - - 2011 Pacific Ocean. Chile —-34.1 -79 B - nw W2 240 150 150 102 102 9B 102 208 2083 16420 hizh Roscoff
78 BOUMES MLG21-Geo - - 2008 Mediterranesn Sea Spain 39.1 535 A - w v 02 460 150 156 102 102 102 102 208 202 19385  high Roscoff
e BG10-6 MLG2-Geo  — - 2007 Irsh Sea 405 —105 A IV (&) w v 04 214 106 118 9B 98 102 102 208 208 13417 medium Roscoff
20 EHS0_5028 MLG23-Geo - - 2007 Southern Ocean —40.58 149025 A IV (8) Vb Ik 210 210 142 142 102 120 102 154 208 208 9133 medium UTAS
81 EH50_5.25Q MLG24-Geo - - 2006  Southem Ocean —40.58 14025 A - w v 210 210 132 15 102 102 102 154 208 208 0133 medium UTAS
82 EHS0_50.14 MLG25-Geo - - 2006  Southem Ocean —40.58 14025 A IV (¥} w v 210 210 137 156 102 102 102 154 212 214 9133 medium UTAS
83 EH50_50.25 MLG26-Geo - - 2006  Southern Ocean —40.58 14025 A IV (¥} w v 02 206 132 156 102 102 102 154 212 212 0133 medium UTAS
84 EHS0_30.3 MLG2T-Geo — - 2006  Southern Qcean —40.58 14025 A - w v 210 210 132 170 102 120 102 154 208 212 0133 medium UTAS
85 EHEi_21 MLG28-Geo - - 2006 Bicheno. East Tasmanis —41.11 14816 A - Vb IVb 27 234 132 156 102 102 82 102 208 212 15523 high UTAS
86 CH25_90 MLG2O-Geo - - 1000  North Sea 5743 122 B o o o 232 282 132 138 102 134 102 102 204 M4 - - Plymouth
7 HG26 MLGI0-Geo  — - 2011 Tsushima Strait. Japan 34z 128.67 C o ox mOb 04 210 142 142 102 130 98 102 208 208 21257 high Roscoff
28 EH50_65.06 MLG31-Geo - - 2007  Southem Ocean —5411 146 B/C I {s) M b 202 206 132 142 102 2 102 102 208 208 4177 low UTAS
g0 EHS0_8.15 MLGI2-Geo - - 2007 Southem Ocean —53.55 14535 B/C IO {s) 1] 04 204 132 142 102 02 102 102 204 203 4950  low UTAS
a0 EHS50_8.15Q MLG33-Geo - - 2007 Southern Ocean —53.55 145355 B/C - M IOb 206 206 132 132 102 M2 102 170 204 203 4980  low UTAS
a1 EH50_65.17 MLG34-Geo - - 2007  Southem Ocean —5411 14616 B/C o) M b 06 214 132 137 102 M2 102 170 212 212 4177 low UTAS
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2.3.4 Satellite Imagery

Ocean colour data from the Moderate Resolution Imaging Spectroradiometer
(MODIS) sensor on the Aqua satellite were acquired from NASA OceanColor Website
and processed to version R2013.0using the PML Generic Earth Observation
Processing System (GEOP$hutler et al, 2005). Chlorophylla concentration was
estimated using the OC3M algorithm, and a-day median composite calculated from
the cloud-free pixels to gain a synoptic view. The enhanced colour view is obtained
from 7-day median composites of remote sensing reflectance at 547nm, 488nm and
443nm, combined & the red, green and blue channels respectively of an RGB image;
hence this enhances the greeblue section of the visible spectrum. These images are
useful for distinguishing different types of plankton or sediment: pure water looks
blue; plankton bloomsappear green or brownred for more dense blooms; suspended

sediment appears whitish/yellow; and E. huxleyblooms appear brighter turquoise.

Seasurface temperature (SST) data were generated from Advanced Very High
Resolution Radiometer (AVHRR) data on NOAA satellites, acquired by NEODAAS
Dundee, and processed using the Panorama systdMiller et al, 1997). The NOAA
non-linear SST (NLSST) algorithm was applied, and again thed@y median

composite used to reduce the effect of clouds.

2.3.5. E. huxleyi clonal isolates

Culture strains used in this study are listed in Table 2.2. The D366 samples
were screened and sorted using a flow cytometer (FACSORT, BD Biosciences, San

Jose, CA, USA) and cell counts were assessed using a flow cytometer (Accuri C6, BD
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Bioscienes, San Jose, CA, USA) at the following thresholds: FSC 2000 and FL3 800. A
dilution factor was calculated in order to obtain a starting concentration of
approximately 1000 cells/mL. Each sample was subjected to a dilutieto-extinction
regime in order to isolate individual cells and obtain clonal unilgal cultures
(Appendix II). All the cultures, including those additional geographically diverse
strains resourced from various culture collection repositories (Table 2.2), were
maintained in f/2 -Si medium (Guillard, 1975) in a constant temperature room at 15

°C and irradiated by a photon flux of 4@ vt [-4s1on & 16:8 hours LD cycle. The
Qiagen DNeasy Blad and Tissue protocol (QIAGEN, Valencia, CA, USA) was used to

extract DNA from each isolate.

2.3.6 Scanning Electron Microscopy

i1 1T &£ OEA OAI PI AOG xAOA &£EI OAOAA OOET C
filter, mounted onto metallic stubsusing adhesive tape and coated in a thin layer of
gold (Au) using an Au sputter coater. These were visualized using a JEOL 5600 Low
Vacuum Scanning Electron Microscope. Scanning electron micrographs were
captured at magnifications ranging between x8,000 x20,000, and electron beam
damage was minimized by operating the microscope at 15 kV. A total of 152
micrographs were captured, 62 from the environmental samples and 90 from the
clonal isolates. All coccoliths were measured mainly at x20,000 magnificati using
ImageJ v1.38 software (rsb.info.nih.gov/ij/). Morphometrics included in analysis
were distal shield length and width, central area length and width, average element
length and width, and coccosphere diameter. To reduce bias and maintain a

randomized sampling method during examination the surface area of the stubs was
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divided into nine squares. For each sample, six squares were randomly allocated
using a random number generator, and examined for coccospheres with coccoliths

lying flat on the substrae.

2.3.7 CMM amplification and sequencing

Amplification of the coccolith morphology motif (CMM Schroederet al,, 2005)
AO AAEEAOAA OOET ¢ A OAO-AGTETATERDOICAGCRTRE] AOO
AT A N#" OGGCCTAGGACCAGTCTTRGEQ Al OOAODPI 1T AET ¢ Of
1221 and 12831303, respectively, for the GPA mRNA of strain L (AF012542). The
template DNA was added to 12.5 pL of QuantiTect Multiplex PCR NoROX kit master
mix (Qiagen) and 1 pL for each probe (2 pmol), final volume of 25 pL for each
reaction. PCR products were indvated with ExoSAPIT (USB corporation) before
being sequenced using the ABI Big Dye terminator cycle sequencing ready reaction kit

version 3.1 (Applied Biosystems) at Geneservice, Cambridge, UK.

2.3.8 CMM probe design and multiplex assay

Dual labelled probes (Table 2.3, Figure 2.2) were designed based on multiple
sequence alignments from reference CMM sequences (Schroearal, 2005) and
sequences generated from section 2.7. The probes were designed to be specific to a
particular CMM group | to IV. Based on the sequence variation, two different probes
were designed for CMM Il and IV. The probes were divided into two mulprobe sets
according to their fluorescent dyes and melting temperatures to allow for
multiplexing (Table 2.3). Themultiplex probe assay was carried out using a Corbette
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Rotor AT AA oenmm j1)!" %. h 6A1 AT AEAh #! h 53! Q8
denaturation at 95 °C for 15 minutes, followed by 40 cycles oftao-step PCR: 94 °C

for 60 seconds and 68 °C for 60 seads for the first probe-set (probes I, 1l and III)

and 94 °C for 60 seconds and 64 °C for 90 seconds for the second prebe (probes

llb, IV and IVb). The fluorescence was acquired at the end of each

annealing/extension step on the green, yellow and crison channels.

Table 2.3 Emiliania huxleyidual labelled probes for the CMM probe assay.

Sequence Tm
j & o (°C)
CCTGACG
GGTGGTG 6-FAM BHQ1 Green 470 nm/ 510 nm
GGCGGCC
CGGCGAT
Probe TTTTATG .
1 I Il CGCCCAC 68 ATTO680 BBQ650 Crimson 680 nm/ 712 nm
CA
GATCGAG
Probe AGGCCTG
" 1] ACGGGTG CY5 BBQ650 Red 625 nm/ 660 nm
G
CGGCGAT
Probe TTTATGC
b Il GCCCACC HEX BHQ1 Yellow 530 nm/ 555 nm
A
GGCGGCC
Probe ATTTTTA .
2 Y, v TG@CGC 64 ATTO680 BBQ650 Crimson 680 nm/ 712 nm
CCCA
GGGGCGC
Probe CAATTTT
Vb \Y] ATGCCCG 6-FAM BHQ1 Green 470 nm/ 510 nm

CCCCA

Multiplex ~ Probe CMM $UA Quencher — ~pannel  EXcitation/
{ 00 Q Detection

Probe
|
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USR] M AT PANER T ] IASSINCY AR eSS ] SR ARG (R BRI ST i s TS T sk A e ey
10 20 30 40 50 60 70 80

L*m |CTCGACGCTGCCTCGAGGAT [CGAG GCCTGACGGGTGGTGGGCGGCGEGATTTTTATGCGCCCGCCAGTGCAAAG

O|CTCGACGCTGCCTCGAGCAT [CGAG GCCTGACGGGTGGTGGGCGGCGLGATTTTTATGCGCCCGCCAGTGCAAAG

X [CTCGACGCTGCCTCGAGGAT [CGAG GCCTGACGGGTGGTGGGCGGCGLERATTTTTATGCGCCCGCCAGTGCAAAG

CH25/90* ICTCGACGCTGCCTCGAGGAT -ICGAG GCCTGACGGGTGG GCGCGGEGATTTTTATGCGCCCGCCAGTGCAAAG

® ICTCGACGCTGCCTCGAGGAT [CGAG GCCTGACGGGTGG GCGCGGEGATTTTTATGCG CCAGTGCAAAG

O|CTCGACGCTGCCTCGAGGAT |ICGAG GCCTGACGGGTGG GCGCGGEGATTTT TGCG ACCAGTGCAAAG

L*[CTCGACGCTGCCTCGAGGAT [CGAG AGGCCTGACGGGTGG GCGGCGLGATTTTTATGCGCCCGCCAGTGCAAAG

CCMP1516*A |[CTCGACGCTGCCTCGAGGATFJGGATCGAGGCCTGACGGGT GG GCGGC | GA GCCCGCCCCAGTGCAAAG
» ICTCGACGCTGCCTCGAGGATGGGATCGAGGCCTGACGGGTGG GCGGC - | GATTTTTATGCCCGCCMCAGTGCAAAG CMM IV

<4|CTCGACGCTGCCTCGAGGCAFGGATCGAGGCCTGACGGGT GG GCGGC | GATTTTTATGCCCGCCMCAGTGCAAAG

Y |CTCGACGCTGCCTCGAGGATHEGATCGAGGCCTGACGGGT GG GCGGC | GATTTTTATGCGCGCGCCAGTGCAAAG

AICTCGACGCTGCCTCGAGGATGGGATCGAGGCCTGACGGGT GG GCGGC \ GCCCGCCCCAGTGCAAAG

Figure 2.2 Alignment of CMM sequences produced in this study to reference CMMs
(Schroeder et al. 2005). The CMM region is ked. The dash line indicates the split
between two subgroups of CMMs based on variation outside the CMM genotype. The

bases shaded in grey show the positions of the probes (Table 2.3).

2.3.9 Microsatellite multilocus genotype analyses

For each of the following analyses, the biogeographic (MkGeo) and North

Sea (MLG) bloom clonal isolates (Table 2.2) were treated separately.

Prior to analyses, the number of repeated identical multilocus microsatellite
genotypes (MLG) was computed using thMutlilocus Matches option INnGENALEX ver.
6.5 (Peakall and Smouse, 2006, 2012) Ths option automates detection of repeated

genotypes within a dataset. The genotypic richnes) was calculated as:

where Gis the number of distinct multilocus genotypes andN is the total number of
studied individuals (Dorken and Eckert, 2001) This modification ofEllstrand and
Roosés (1987) index of clonal diversity was proposed by Dorken and Eckert (2001)
such that the smallest possibé value in a moneclonal bloom is always O,
independently of sample size, and the maximum value is still 1, when all the different

samplesanalysedcorrespond to distinct clonal lineages.
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Repeated MLGs may occur due to repeated sampling betsame genet which
are produced through asexual reproduction (i.e., sampling many clones of the same
genotype) or two distinct sexual events wherein the resulting cells share the exact
same alleles at all loci. In order to estimate whether putative gereshared the same
MLG,GENCLONE2.0 was used(Arnaud-Haond and Belkhir, 2@6). For each repeated
MLG,Psex Which is the probability for a given multilocus genotype to be observed iN
samples as a consequence of two different sexual reproductive events, was calculated.
For Psex> 0.05, duplicated multilocus genotypes were gwsidered as different genets
having arisen from two independent sexual recombination events). Psex<0.05, the
duplicated multilocus genotypes were considered clones of the same genet (i.e.,

products of asexual reproduction).

2.3.10 Null alleles and linkage disequilibria

The frequency of null alleles was estimated using a maximum likelihood
estimator in the software ML-NULLFREQ (Kalinowski and Taper, 2006) Linkage
disequilibrium was tested for usingGENEPOPVer. 4.1(Rousset, 2008) In addition to
physical linkage on a chromosome, disequilibria may be due to a lack of
recombination caused by clonal propagation or selfing (mating system) roto
differences in allele frequencies among populations (spatial genetic structure).
Significance testing was done using 1,000 permutations and Bonferroni correction

(Sokal and Rohlf, 1995)
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2.3.11 Sampling effort

Variation in allelic richness depends, essentially, on population sizelarge
samples are expected to have more alleles, especially rare ones, than small samples.
Rarefaction (in-silico) analyses involve subsampling each sample without
replacement at a range of depths. By considering these subsamples taken from each
sample, samples originally of different sizes can be compared and unbiased estimates
of allelic richness computedKalinowski, 2005). Using rarefaction, as implemented in
the program HP-RARE Vver. 1.0(Kalinowski, 2005), the mean number of alleles (i.e., the
number of alleles averaged over the total number of loci used) expected with a
sample size of 5, 10, 15, 20, 25, 30, 35, 40, 45, 50 and 75 were computed. In addition,
the accumulation of different genotypes sampled in the Nth Sea bloom was
calculated for CMM and the microsatellites separately using theAsSTGRoOuPIweb-

based calculator(Yu et al,, 2006).

2.3.12 Genetic distance

Bruvo et al's (2004) approach was used to calculate a genetic distance matrix
from the alleles observed at the five microsatellite markers. The genetic distance
between two & T A E O Fal Dshnplrdicrosatellite marker reflects the probability
that the alleles of one imlividual mutated to the other. Probabilities are calculated
using a model which assumes that slippedtrand mis-pairing is the main cause of
changes in microsatellite éngth, resulting in singlestep mutations. Notably, the
Bruvo et al. (2004) calculation is independent of the microsatellite mutation rate,

which in this study, and the majority of other studies, is unknown. A genetic distance
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matrix (comparing all samples) was computed for each miosatellite marker and the
average of these matrices used in the analyses described. The Polysat pack@ggrk

and Jasieniuk, 2011was used withR version 3.0.0 to perform the computations.

The genetic distance matrix vas then analyzed using a permutational
multivariate analysis of variance implemented in the R community ecology package
Q6 ACAT 6 -7j0sBnereet ak B012). TermedADONISIN the software package, the
function partitions the variation observed in the distance matrix into sums of square
distance matrices, characterisig variation attributable to specified sources. This
method is a robust alternative to parametric MANOVA (multivariate analysis of
variance) and to ordination methods for describing how variation is attributed to
different uncontrolled covariates. ADONISiS also an alternative to AMOVA (nested
analysis of variance,Excoffier et al, 1992) for genetic data when there are some
samples with limited numbers of individuals. Significancesi assessed using-
statistics on sequential sums of squares from permutations of the raw data. In this
study, permutational multivariate analysis of variance (ADONIS) was used to
partition distance matrices among the following sources of variation in SeSurface
Temperature (SST), Northern vs. Southern Hemisphere and Locality. These tests
were considered across all samples (i.e. the full genetic distance matrix) and within
samples of specific CMM genotypes (i.e. submatrices of samples extracted from the

full genetic distance matrix according to CMM genotype).
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2.3.13 Global SSTs determination

Gridded (1° x 1°) Sea Surface Temperature (SST) data originated from the
Hadley Centre (www.metoffice.gov.uk/hadobs/hadisst/). For those samples thatell
outside the Hadley Centre SST coverage, i.e. the extreme coastal, their nearest SST
values in a latitudinal direction were used instead. Similarlyin situ SST data were
used for the Oslo Fjord strains. The matrices have been calculated by averag8§T
values for the sampling effort (from January 2006 to December 2011). The samples

were then clustered using a hierarchical clustering algorithm (termed hclust)

implemented in R (version 3.0.0) The algorithm starts with each sample as a cluster

initsAl £ AT A [T AOCAO Al OOOAOO OI CAOEAO OANOAT C
criterion (Ward, 1963). The sequential merging was continued until all sampsewere

contained in a single cluster and the subsequent tree describing how the clusters

i AOCAA xAO OAOO8 OiF UEAI A OEOAA Al OOOAOOS

high SST groups.

2.4 Results

2.4.1 Genetic inheritance, polymorphism and stabili ty of the microsatellite

markers

Loci PO1F08 and P02A08&lid not produce any PCR products after repeated
attempts and alteration of PCR conditions (Table 2.1). These two markers were,
therefore, the first to be eliminated from the suite of dci. In addition, there were no

hits against the CCMP1516 genome for either of these two primer pairs (Table 2.1). Of
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the remaining eight markers that produced products, PO2E11, PO2E10 and EHMS15
resulted in multi-allelic (i.e., more than two, the maximummumber of alleles possible
for a diploid) profiles. There were at least three distinct peaks corresponding to at
least three different alleles (Supplementary Figure 2.1). Altering PCR conditions
resulted in different allelic peaks rendering these loci urepeatable. Moreover,
PO2E10 and EHMS15 primer pairs were found five and two times, respectively, in the
CCMP1516 genome (Table 2.1). The multiple hits suggested these primer pairs may
have amplified more than one region in the genome which corresponded the multi-
peaked profiles observed. As they were not repeatable and did not follow single

locus genetic determinism, they were rejected from further analyses.

EHMS37, PO1EO5, PO2F11, PO2E09 and P02B12 produced consistent results
at their original annealing temperatures as well as the modified PCR program with an
annealing temperature of 54 °C. For each of these polymorphic markers, singdeus
Mendelian inheritance was assumed as only one (i.e., homozygous) or two peaks (i.e.,
heterozygous) were observed for each of the clonal isolates tested. For the 15
samples (5 replicates, 3 different C® conditions) from Lohbeck et al. (2012)
extracted at the start of the C®@ selection experiment in 2010, there were no
differences between replicats and treatments. Further, in the same replicate
selection lines extracted after 1300 generations of exponential growth, there was no
change in the alleles present at each locus (Table 2.4). However, CCMP1516 showed
variation in allele number and size fo both EHMS37 and PO1EO5; the two most
polymorphic loci (section 3.5). When comparing the genome sequen¢Readet al,
2013) and previously characterized microsatellite déa for this strain (Mackinder et

al., 2011b)to our PCR amplicons, variation extended to the locus PO2EQ9. The loss of
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the 137 PO1EOS5 allele in strain CCMP1516 genotyped in this study coincided with the
loss of calcification, ie. failure to produce a coccolithosphere. Unfortunately,
Mackinder et al. (2011) did not look at this allele (Table 2.4). Moreover, CCMP1516
can no longer produce haploid flagella life-forms (P. von Dassow,personal

communication), therefore these genetic modifications were not due to sexual

recombination.

2.4.2 D366 E. huxleyicultures

The techniques used to isolate clonal uralgal E. huxleyistrains from the
D366 cruise, selected only for calcified (diploid) forms that were cultured. We
successfully produced 104 isolates from single cells, 88 (85%) remained viable (data
not shown). Of these, 65 D366 isolates were successfully genotyped (Table 2.2), 52 of
which originated from the North Sea bloom event (Figure 2.1)E. huxleymorphotype
A was the only morphotype to be identified (Figure 2.3). The mean coccosphere
AEAT AOAO xAO wuv&t8ut it IjQBAT#«AMAd 8 EOE AEIT AT OEI
consistent with the classic morphotype A phenotype. The mean coccolith distal shield
1 ATCOE xAO 08¢ t 1 1@BAT QqHT G SARAQOOOMAT ¢ 8qtsdpqh Al
OEEAI A xEAOE xAO ¢8¢ tIi OATCEIC &EOIiI p8u O
AOAA 1T AT COE xAQcpsot it Qhj SBARCAEA T AAT AAT OO
til j OAIp@A ndxds 4EA T AAT AOGAOACA Al AT AT O I
ndwu tiqh AT A OEA 1 AAT AOAOACA Andpdil Of gE&EA

All consistent with the classic morphotype A phenotype (Younget al, 2003).
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Sample Year Generations EHMS37 PO1EO5 PO2F11 PO2E09 P02B12 Source
2010 0 208 214 124 148 102 104 102 104 208 208 this study
Lohbeck*
2012 1300 208 214 124 148 102 104 102 104 208 208 this study
2007 - 341 158 no hit 100 no hit Readet al.(2013)"
2010 - 339 339 ND 119 193 96 102 212 216 Mackinder et al.(2011a)
¢TmpT - 339 339 ND 119 193 96 102 212 216 Mackinder et a. (2011a)
CCMP1516
2010 ND 338 340 137 153 120 192 100 106 212 216 this study
2011 ND 340 340 137 153 120 192 100 106 212 216 this study
CTp( ND 338 340 153 153 120 192 100 106 212 216 this study

*: Lohbeck et al. (2013)
" independent loss of coccolithghere production
A: from the genome
ND: not determined
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Figure 2.3 Scanning electron micrograph of a mixed&Emiliania huxleyiculture prior to single cell isolation originating from D366

station 5 in the North Sea. Bar = gm.
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Figure 2.4 Frequency dstribution histograms of all the measurements taken for

distal shield length (a) and width (b): 95% tconfidence for mean is shown.
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2.4.3 Biogeographic E. huxleyicultures

A select group of 2€E. huxleystrains were chosen based mainly onrigin and
date of isolation. Our aim was to include strains from diverse geographic locations,
from both northern and southern hemispheres and disparate climatic environments.

In addition, we wanted to restrict the age of the cultures to lessen the infence of
genetic drift from the point of isolation. Our final data set comprised strains not more
than 5 years older than D366 strains, with the only exception being strain CH25/90
(Table 2.2) as the most recent and only one of two reference strains fororphotype B
(CMM 1) still in culture (Schroeder et al, 2005). The majority (84%) of all the
biogeographic samples, including the D366 cultures, were isolated in 2011. Twenty
isolates originate from the Southern hemisphere, while 6 isolates were isolated from
the Mediterranean Sea, Oslo fjord, Irish Sea and Tsushima Strait, Japan (Table 2.2).
The SST experienced by these strains ranged from 4.1 to 21.2 °C (Figure 2.5). All
strains could be clustered into three SST groups, namely low, <5 °C, medium >5 &
<14.3 °C, and high >14.3 °C (Table 2.2). The North Sea SSTs as observed by AVHRR
(Figure 2.1c) are consistent with the SST clustering ranges that were based on Hadley

Centre temperatures (Table 2.2).
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2.4.4 CMM genotyping

Isolates in our redued D366 dataset could be divided into three main CMM
groups, namely homozygous for CMM |, homozygous for CMM IV and heterozygous
for CMM I/IV & III/IV (Table 2.2). It is, however, important to note that two of the 13
isolates that did not make the final educed D366 dataset, produced complex MLGs
and CMM profiles; all indicative of the presence of multiple genotypes in the same
sample (data not shown). For technical reasons, these and the remainder 11 strains

were not included in later analyses.

The CMM identity was mainly determined by applying the multiplex CMM
probe assays (Supplementary Figures 2.2 and 2.3), with sequencing of CMM
amplicons from a few isolates to validate the probe assay results (Table 2.2). Note
that multiple CMM probes were designed to account for the additional sequence
variation outside the designated CMM region (Figure 2.2). When this was taken into
account for two of the main affected CMMs, namely CMM Il and IV, both sets of probes

improved the sensitivity of the assay.

Of the North Sea D366 clonal isolates, 38 were homozygous for CMM |, 3 were
homozygous for the CMM IV and 11 were heterozygous for CMM I/IV (Table 2.2).
Therefore, CMM | was the most numerically abundant genotype. CMM | in a
homozygouws state was also found in other geographic strains, seven were of Chilean
and two of Norwegian origins (Table 2.1). Similarly, CMM IVs were distributed widely

geographically, while CMM I/IVs where restricted to the Northern hemisphere.

No CMM lIs were detected in our D366 dataset. The five B/C and C

morphotypes from the Southern Ocean and Tsushima Strait, respectively, were
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however shown only to have the CMM Il genotype (Table 2.2). There are 91 samples
in this data set and of these 6 are dmozygous CMM Il (including the homozygous
CMM Il morphotype B Ch25/90 reference strain- Schroeder et al, 2005).
Furthermore, exactly these 6 samples are characterized by a morphotype other than
type A (morphotype R being a Southern Ocean owveslcified variant of A). The
probability that these non-morphotype A samples are the only CMM Il genotypes by
chance is 1/(1Gs) = 1.5e09. The number®lG = 666563898 is the total number of
ways 6 samples can be selected from 91, it suggests the observed result is highly

unlikely to have occurred by randan chance.

2.4.5 Microsatellite genotyping

There were significantly greater amplification rates in this study (Table 2.2)
compared to IglesiasRodriguez et al. (2006; t = 5.18, df = 5, p = 0.004), but no
difference between this study and Hia (2010; t = 0.75, df = 4, p = 0.493). However,
the amplification rate at locus P02B12 in Hinz (2010) was only 66%, whereas in this

study it was 100%.

One hundred and eight alleles were characterized across the five
microsatellite loci. The number of alleles ranged from two to ten in the North Sea
bloom, whereas there were five to 17 alleles encountered on a global scale (Table
2.2). Each of the loci corresponded to a stepwise mutation model. EHMS37 was the
most polymorphic locus whereas P2B12 was the least polymorphic locus. Allele

frequencies are available upon request.
Of the 52 clonal isolates genotyped in the North Sea bloom, 26 MLGs were
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only encountered once, five MLGs were encountered twice, two MLGs were
encountered three times, one MLG was encountered five times and, finally, one MLG
was encountered six times. The genotypic richnesR, in the North Sea was 0.667, the
smallest value reported during a phytoplankton bloom. Moreover, each duplicated
MLG was charaterized by Psexvalues much smaller than 0.05 (Table 2.2). In other
words, it was extremely unlikely that they were the product of two independent
meiotic events. All repeated microsatellite MLGs also shared the same CMM allele.
Consequently, all repeagd MLGs were considered descendants of the same genotype.
In addition, there was also a repeated microsatellite MLG encountered three times in
a bloom sampled off the coast of Chile in 2011 (Table 2.2). This repeated MLG
exhibited Psex values much smalle than 0.05 (Table 2.2) and, as above, was

considered descendants of the same genotype.

There was no evidence of linkage disequilibrium in the North Sea bloom (i.e.,
all p-values were > 0.05 before Bonferroni correction). There was evidened null
alleles at each locus except PO2F11 in the North Sea bloom. The null allele
frequencies varied from 0.194 at EHMS37 to 0.258 at PO1EO5. However, as
demonstrated by Krueger-Hadfield et al. (2011, 2013), null allele frequencies
calculated in diploid stages of haploiediploid life cycles could be biased due to
violation of some of the assumptions underlying maximum likelihood estimators.
Therefore, null alleles may be preent in our diploid strains (i.e., a diploid strain may
have been scored as homozygous at locus EHMS37, but was in fact a heterozygote for
the allele amplified and for an allele that was not amplified due to, for example, a
possible mutation in the primer binding site). However, the frequency estimates are

likely upwardly biased and the actual numerical value should be treated with caution
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as we are unsure of certain parameters of thE. huxleyiife cycle (i.e., mating system),

which could bias the maximum likelihood estimator.

2.4.6 Sampling effort

There was a difference between CMM and the microsatellites in that the
rarefaction curve for CMM genotypes reached a plateau whereas the microsatellites
did not (Supplementary Figure 2.4). Altbugh the microsatellite rarefaction curve did
not plateau, at the point at which sampling was ceased, the gradient of curve was not
as steep as that observed in other studies (e.g., Hinz, 2010). That said, a slight

increase did occur between 50 and 75 gexs sampled (Supplementary Figure 2.4).

2.4.7 Population genetic structure at different spatial scales

Using the ADONIS method to attribute variation in microsatellite Bruvo
genetic distances (Figure 2.6) to variation in SST, Northern vs Sharn hemispheres
and locality yielded weak correlations: between 8 and 31% of the variation in the
distance matrix was explained by these variables (Table 2.5). In addition, the
morphotypes did not cluster together on the basis of microsatellite geneticistance,
notably the four B/C morphotypes from the cooler Australian waters were dispersed
between other morphotypes (Figure 2.7). Within CMM genotypes, locality explained

the most variation out of the three covariates.
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Table 2.5 ADONIS output with three different clustering variables: SST, Northern vs.
Southern hemispheres (North vs. South) and Locality. Each model is fitted to all
samples, CMM type I/l samples only, CMM type II/ll samples only, CMM type I/IV
samples only, and CMM type IV/IV samples onl

Clustering variables Samples (N) R2 6 DF~?
SST All (71) 12.9 2
I-1 (28) 19.8 1
[1-11 (5%) 39.0 1
-1V (15) 9.0 1
IV-IV (23) 15.8 1
North vs. South All (71) 8.8 1
I-1 (28) 19.8 1
[1-11(5%) 39.0 1
I-IV (15) NA NA
IV-IV (23) 12.8 1
Locality All (71) 31.1 9
I-1 (28) 25.6 2
11-11(5%) 39.0 1
[-IV (15) 33.6 3
V-1V (23) 51.3 7
N: sample size
*: small sample size
O0d 2vc¢ ETAEAAOAO OEA pPOI PTI OOETT jpbpq T £ OAO

variable

A DF is the umber of free parameters in the model
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2.5 Discussion

The use of a validated set of microsatellites andhé CMM functional genetic
marker demonstrated clear evidence of asexual reproduction prevailing during a
single E. huxleyibloom event in the North Sea in 2011. Eight genotypes were
encountered between two to six times across the sampling dates and locat®of the
bloom event. Despite the small sample size, there were many more repeated
genotypes than previously reported for other bloomforming phytoplankton species,
including a previously genotypedE. huxleyibloom event. This study challenges the
assumpton that sex drives genetic diversity within and between E. huxleyi
populations. Whilst genetic diversity is high amongst extant populations d&. huxleyi
the root cause for this diversity still requires further examination in order to be able
to predict the impacts of unprecedented levels of climate change are having on key

biological species such ak. huxleyi

2.5.1 Asexual dominance in the D366 North Sea Bloom

For population genetics, the key benefit of microsatellites is the high inter
individual variation, which makes it possible to study both intra and inter-population
genetic diversity. The evolutionary dynamics, biological function, genomic
distribution and practicality of microsatellites have been summarized in a wide
variety of reviews (seeSchlétterer, 1998; Selkoe & Toonen, 2006)As a downside,
mutation rates may be so high that appreciable genotypic changes may occur during
an observational period (e.g.Tessonet a., 2013). However, whether these are real

mutations or mis-scoring (discussed again below) would need more careful analysis.
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Microsatellite mutation rates vary, but the typical range is thought to be 18to 106
mutations per locus per generation(Li et al, 2002). Hinz (2010) estimated the
number of mutations per microsatellite locus per generation inE. huxleyito be
between 7x103 to 142 over a 15 year culture period. Assuming this calculation is
meaningful for certain strans, 1 mutation per 1000 generations is expected
statistically within each lineage. As each of these mutations would be selectively
neutral, the probability of fixation would be negligible and would be dependent upon
the size of the asexual population. nl other words, even if occasional mutations
occurred in uni-algal cultures, it would not be possible to detect as seen for the
Lohbecket al, (2012b) strain that did not show any changes based on microsatellite
genotyping during 1300 asexual generations. However, we investigated a second
strain (CCMP1516) that originates from the warmer tropical Pacific environment and
has been in culture since 1991Schroederet al, 2005). In contrast, the strain used in
Lohbecket al.(2012b) originates from Bergen (relative cooler environment) and was
maintained in culture for a lot less time (i.e., since 2009) and under continuous
exponential growth. Our data suggests the change in selectiveepsure incurred due
to culturing in artificial laboratory conditions over a 20 year time period has had a
compounding effect on fitness. While adaptation to high pGQ@onditions had little
effect on Lohbeck strains ability to calcify (i.e. cells never logheir ability to produce
coccoliths), we predict that the same would not be true for CCMP1516. We predict
that it would have behaved very differently as it often loses its ability to calcify under
current pCQ scenarios. Replicate cultures of CCMP151fave to be kept to ensure

that the calcified form of CCMP1516 is not lost for good.
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Mis-scoring of alleles was certainly a problem for CCMP1516 (Table 2.4). The
variations observed in the EHMS37 and PO2F11 are likely as a result of noise, user
interpretation and between sequencer shifts associated with the stutter peaks
00001 O1 AET ¢ OEA OAT T ETAT 66 1 EAOI OAOGAT 1T EOA
contrast, the variations observed in PO1E05 and PO2EQ9 are more intriguing. What is
the source of this variaton? Could the PO1EO5 loci be informative about the state of
calcification? We know that the allele size 137 for PO1EOS5 was likely present in the
genome sequence datasgRead et al, 2013) but was omitted from the final genome
due to the complexities of assembly, i.e. assembly of genomes of diploid organisms
eliminates subtle variation and reports mainly on a single consensus chromosomal
copy. However, the disappearance dahis allele in the 2012 nonrcalcifying strain
(Table 2.4) raises important questions regarding the role of this genomic region in
the calcification process. What is certainhowever, is that some genomic regions
within E. huxleyiare subject to greater gnetic drift or rearrangements within an
asexually maintained state. Until we determine the source and the nature of these
variations and understand the effect and extent of the changes on the fitness of a
diversity of strains, estimation of microsatellite mutation rates per locus forE. huxleyi
would be futile. This in turn raises questions of the usefulness of these particular

microsatellites in E. huxleypopulation genetics

Microsatellites have previously been used to explore geneticiwkrsity and
population structure in several bloomforming phytoplankton (e.g., diatoms:
Rynearson & Armbrust, 2000, 2004, @05; Evans et al, 2005 dinoflagellates:
Alpermann et al, 2009; Erdneret al, 2011; Casabianceat al., 2012;coccolithophores:

IglesiasRodriguez et al, 2006). High levels of intraspecific genetic variability have
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been reported in dl phytoplankton groups, but often these results are discussed as
somewhat of a paradox. A bloom event should be dominated by asexual
reproduction, as asexual reproduction is likely the only mode by which such large
biomass can be generated over short tie periods. Yet, the paradigm of sexual
reproduction being the source of exceptional genetic diversity during bloom periods
has pervaded the microbial literature. ForE. huxleyi,we have seen that sexual
recombination was not the cause of the microsatete variation observed in
CCMP1516. This has been documented in other asexually reproducing organisms,
such as fungi. Sexual recombination was thought to only occur between two fungal
strains of opposite mating types; however, Lin et al. (2005) demonstrated
recombination in isogenic mating types. We have no evidence that recombination
between diploid E. huxleyicells are the source for the genetic variation observed, but
this merely highlights the many possibilities that coull explain high levels of genetic
variation within species. Due to the high levels of genetic diversity and linkage
equilibrium observed in our study, genetic drift had occurred, but was unlikely to
have contributed to genetic diversity directly during the D366 North Sea bloom.
Indeed, rare recombination events can erase any signatures of clonality, such as
heterozygote excess and linkage disequilibriunfHalkett et al, 2005). Yet, the fact
that many genotypes were resampled indicates that asexual reproduction was

driving the bloom formation.

This is one of the only studies which calculatedPsex values in order to
demonstrate the origin of the repeated MLGs (sexual or asexual events). In contrast,
IglesiasRodriguezet al. (2006) and Hinz (2010) reported few, if any, repeated MLGs

in two previous studies onE. huxleyiblooms, but this is likely due to several features
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of these studies which do not arise directly from the biology of this coccolithophore.
First, the sample size used to calculate geneticwdirsity from a sampling location or
time point (lglesias-Rodriguezet al, 2006) or a particular mesocosm or time point
(Hinz 2010), was small and therefore, repeated genotypes may not be detected due to
chance or isolation techniques. SecondglesiasRodriguez et al. (2006) included
several loci which have been shown in this study to be multillelic and are, therefore,
not suitable for genotypic diversity estimates. Further, only seven out of the 85
isolates tested amplified at all ten loci. It is unelar from IglesiasRodriguezet al.
(2006) what the genotypes were for the validated five loci used in this study and
whether these genotypes were in fact different. Third, in IglesiaRodriguezet al.
(2006), the authors used two microsatellites, PO1EO5pptentially mutating after long
periods of time in culture) and EHMS15 (multallelic), in isolation to describe the
geographic distribution of genotypes and potential reductions in gene flow. However,
if one uses restricted data sets to perform these aallations, such as between
Northern and Southern hemisphere strains, spurious results will be encountered. For
example, we demonstrated that SST, Northern vs. Southern hemisphere and Locality
does not explain the overall clustering of the strains based oMM or microsatellite

profiling.

IglesiasRodriguezet al.(2006) also estimated the number of genotypes in the
environment to be, at the minimum, 2.4 x 18. Yet, the computational method of
calculating this value depends on locus indepalence. There were no calculations of
linkage disequilibrium, but if one assumes the loci are independent and in linkage
equilibrium based on the results of the current study, this would not be a major

violation. However, the method likely overestimates tk number of different
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genotypes. If there were four alleles at a locus, then in Iglesi&odriguez et ald O
(2006) method, there would be six different heterozygous combinations plus the four
possible homozygous states. This would then be multiplied by theext figure at the
next locus and so on. The computational method used does not take into account the
manner in which certain alleles are encountered or that some combinations are never
found. Capturerecapture statistics is a preferred method to estimat the number of

lineages within a bloom in a conservative manner.

One issue with studies, such as this in coccolithophores (also s€eoket al,
2013) or in diatoms, as in Rynearson and Armbrust (2005), is the sample size of
clol Al EOT 1 AOA OedE@ mhcrodlgad; Ei$nkdessadbyGdsample at least 30
diploids and haploids (for those which have haploiediploid life cycles) from a
population (Krueger-Hadfield et al, 2011). However, due to the difficulty of single cell
extractions in some phytoplankton and the large scale of their distribution and bloom
events, more than 30 samples of at least the diploid phase are likely to be necessary.
For example, the daily sample size of clonal isolates from Rynearson and Armbrust
(2005) varied from 20 to 76 with values ofD ranging from 0.87 to 1.0. Plotting theN
versus R resulted in a significant negative slope ré= 0.456,b = -0.001, p < 0.023),
indicating that increasing the sample size of clonal isolates increases the chances of

re-encountering a MLG.

Yet, even values ilRynearsonand Armbrust (2005) with apparently sufficient
sample size to detect repeated MLGs, there were still more igne MLGs encountered
than in the North Seak. huxleyibloom studied here. This might be expected due to
the nature of diatom blooms. Diatoms continue dividing until they reach a critical

size when sexual reproduction is triggered(Chepurnov et al, 2005). However,
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Rynearson and Armbrust (2005) did not find any sexual stages during the sampling of
a Ditylum brightwellii bloom event in Puget Sound. Therefore, the high genotypic
diversity in the diatom bloom may have been due to pastegual events, but also

resting stages ofD. brightwelli. Resting stages can act as inocula for blooms and

provide an additional diversifying effect.

2.5.2 A place for CMM

Ascribing a genetic basis to a particular coccolithophore morphotyg has
been attempted in several studies which were able to show some genetic
differentiation among the strains tested (gpa/CMM: Schroedeet al., 2005, tufA:Cook
et al, 2011, cox1b and atp4Hagino et al, 2011). There are four main morphotypes:
Type A [E. huxleyivar huxleyi has varying levels of calcification, global distribtion
and is the most prevalent in bloom events (Hagin@t al, 2011; Cook et al, 2011,
2013). The other three, namely CH. huxleyivar kleijniae Young & Westbrek ex
Medlin & Green](Young et al, 2003), B[E. huxleyivar pujosae (Verbeck) Young &
Westbroek ex Medlin & Green] and B/C Hmiliania huxleyi var aurorae Cook &
Hallegraeff] are found in the most northern and southern latitudegvan Bleijswijk et
al., 1991; Younget al, 2003; Cooket al, 2013). Two other morphotypes, R (Younget
al.,, 2003; Cook et al, 2011) & O (Haginoet al, 2011) have been reported in the
southern and northern latitudes, respectively. Schroedeet al.(2005) used the CMM
to reinforce the partitioning of the A & B mophotypes. In addition, morphotype A
has a combination of CMM I, CMM Il or CMM 1V alleles, while morphotype B was only
found associated with CMM Il. The present study has expanded on this finding by

showing that the morphotype R is likely an overalcified form of A, and more
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surprisingly linking morphotypes C and B/Cs to B. While the latter share a similar
biogeography, their cell sizes span the smallest (€2.5 um) to the largest (B¢ 7 pum)

for this species.

CMM | was the numerically dminant allele in the form of homozygous CMM |
and heterozygous CMM I/IV. However, CMM IV was the second most abundant
genotype and the most widely distributed. This was partially supported by the
ADONIS variation test (i.e. locality being the greatest flnence on the genetic
variation for homozygous CMM 1V), but also by the discovery of a CMM |V repeated

MLG in the North Sea and the Western English Channel (see Table 2.2, MLG 34).

CMM I, on the other hand, was not detected in the North &éocality. One of
the original B morphotype strains, CH25/90, originated from the North Segvan
Bleijswijk et al, 1994) at a location not too dissimilar from the D366 North Sea
sampling sites. In additionMartinez et al.(2012) reported the presence of CMM Il in
the North Sea in 1999. The absence of morphotype B or CMM Il in our D366 culture
collection raises important questians as to whether the welldocumented increase in
SSTs over the past decade could have negatively affected the natural habitat for this
i T OPEl OUDPAS 7A ETT x OEAO #-- ))Oh EITAI OAE
exclusively occupy the more northern andsouthern latitudes. It is conceivable to
DOAAEAO OEAO ET OEA AAOA 1T &£ OEA .1 00E ! Ol A
further north to cooler environments. Helaouét et al. (2011) showed a similar
northward movement for the copepod,Calanus over the past decade. Higher spatial
and temporal resolution is required before we can conclude that climate change could
also have attributed to the range restriction of morphotype B. Tken together,

morphotype A appears to be more resilient and thus dominates at a regional and
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global scale while morphotype B is more sensitive and thus likely to be more specific

to the niche it occupies.

Assessing the CMMs to clonal samples obtained froenvironmental cultures
raise some issues regarding the reliability of the results when making ecological
inferences about E. huxleyi wild populations. Every sample taken from the
environment and transferred into an artificial habitat is subjected to seleton, genetic
mutation and subsequent mutation accumulation, and recombinatiofLakemanet al,
2009). These artificial labinduced processes alter the final interpretation of the
frequencies of alleles in field populations., In order to obtain results which mirror the
OOAAT 8 Al b epmOui®,BHe istraihsAhould be isolated as soon as possible
from the environmental material it was collected from and they should be maintained
at similar conditions to that from which they were sampled(Lakeman et al, 2009).
Nevertheless, certain genotypes or strains more suited tohéese artificial lab

environments and the interpretation of lab based results should always be validated

with in situ based observations.

The true biological function of the calcium binding protein, GPA, which CMM
is thought to influence (Schoeder et al, 2005), remains to be resolved. Recent
studies have shown that GPAs most likely not directly involved in the production of
coccoliths in E. huxleyi(Mackinder et al, 2011; Rokitta et al, 2011) but there is
evidence to suggest GPA binds €gCorstjenset al, 1998). The link between CMM
and morphotypes observed in this study is clear (i.e., one in one and a half billion
AEATAA T &£ Al OE@ #-- )) 80 rpghdifpés@thedthdnATl I 1 U
the dominant A morphotype). Interestingly, the plastid geneufA (Cooket al.2011)

supports the division of E. huxleyiinto two main subgroups or varieties (Cooket al.
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2013), while the mitochondrial (mtDNA) cox1bATP4 genes (Hagino et al, 2011)
found that no genetic distinction could be made. The most parsimonious explanation
for this apparent discrepancy is that the chromosomal (CMM) and plastidtufA)
alleles are under different selection pressure, possibly as a function of their individual
attributes to fitness, while the mtDNA genes provide an insight into the ancestral
history of this species through their maternal line. Such discrepancies between
MtDNA and chromosomal phylogenies are well documented in animal systems. For
example, apparent discrepancies exist between the distributions of the lineages of
MtDNA and of thetwo major Y-chromosome lineages in mic€Boissinot and Boursot,
1997). Some subspecies share the same mtDNA lineage but have different
chromosome lineages or vice versgBoissinot and Boursot, 1997) Partitioning E.
huxleyiinto different CMM subgroups certainly has its place in population genetics as

it appears to be more informative than when using microsatellites in isolation.

2.5.3 Implications for future research in microalgal population genetics

The bloom population in E. huxleyiappears to be relatively stable over
consecutive blooms in a similar location, as also documented Ditylum brightwellii
(Rynearson and Armbrust, 2005) Martinez et al.(2007) demonstrated a stable inter
annual population using CMM genotypes using environmental DNA. However, this
has been a limiting step as microsatellites necessitate clonal cultures or individuals.
Preliminary data suggest certain allelic combinations are found in different years in
the North Atlantic (unpublished datd. Yet, this raises a critical point. As microalgae
inhabit such a stochastic environment that changes rapidly, how should genotypes be

scored? As gradations of allele frequenciesr distinctive diagnostic genotypes?
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Schuller et al. (2012) demonstrated genetic difference inSaccharomyces cerevisiae
were due to finescale allelic changes rather than diagnostic genotypes (i.e., very
different allele sizes). The authors cautioad that though microsatellites are useful
for population-level analyses, sukstrain level discrimination may occur due to their
relatively high mutation rates. In this study, there was noise around the dominant
allele of several base pairs, suggesting tee alleles were recent mutations from the
dominant (i.e., 100 and 104 alleles surrounding the 102 allele in PO2F11, Table 2.4).
Therefore, it might be necessary to treat microalgae in a similar manner to yeast.
Does this represent something biological ois it simply noise? Are other bloom events
in other basins dominated by the same or different alleles? Applying the techniques
used in this study will enable us to respond to these questions and in so doing begin
to describe the genetic structure oE. huxeyiin more detail. This is a critical step for
further exploring host-viral dynamics (e.g.,Martinez et al,, 2007), the occurrence of
meta-population dynamics (Rynearson et al, 2009), associated levels of genetic
diversity (Walser and Haag, 2012)and understanding how this species will respond
to climatic change or ocean acidification. High standing genetic variation and the fact
that bloom events do not appear to cause a genetic bottleneck indicate that
phytoplankton populations have the potential to adapt fast enough to keep pace with
ongoing climate change.E. huxleyiis a relatively new species, having only appeared
less than 300,000 years ag@¢Raffi et al, 2006). Therefore, it will be interesting to
explore the population genetics of this species in more dail in order to determine

how this species has and is evolving.
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2.7 Supplement

a)

b) N

c) / [ |

Supplementary Figure 2.1 The traces from two assumed Mendelian markers with a
single BLAST hit against th&miliania huxleyiCCMP 1516 genome sequence (Read et
al. 2013) and one nonMendelian marker. Each arrow indicates a putative
microsatellite allele. a) Locus PO2F11 did not exhibit stutter peaks occasionally
associated with microsatellite trace profiles, but produced reliable single peaks. This
trace demonstrates a homozygous strain at PO2F11 (i.e., allele 1). b) Locus PO1EOQ5
exhibited stutter bands. However, it was possible to score the largest and furthest
right peak as the locus profile was reproducible within and among strains (i.e., the
same number of stitter peaks with the largest peak. This trace demonstrates a
heterozygous strain at PO1EOQS (i.e., allele 1 and allele 2). c) Locus PO2E10 produced
multiple peaks for the tested strains which were not reproducible between different
PCRs of the same strainThis locus was found five times in the CCMP 1516 genome.
Moreover, it was impossible to score the alleles as exhibited in this trace where there
were four possible alleles. The fourth allele (indicated with an asterix) does not
follow the typical stutter motif pattern as the largest peak is not the furthest right.
This problem was also found in different PCRs where the peak heights within the
stutter motif were altered in which the largest peak could be the first, second or third.
The remaining loci, EHMS15 and PO2E11, exhibited similar types of patterns as
demonstrated at PO2E10.
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Supplementary Figure 2.2 The following panels show the probesspecificity for their respective sequences for Multiplex 1: a) probe
| (6-FAMzgreen chainel), b) probe Il (ATTO680z crimson channel) and c) probe Il (CY5red channel) (Table 2.3). Red numbers1-
6) CMM |, 11111, 1V, IVb and Ib template DNA, respectively.
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Supplementary Figure 2.3 The following panels show the probesspecificity for their respective sequences for Multiplex 2:a) probe
IV (ATTO680z crimson channel), probe 1Vb (6-FAMzgreen channel)and c) probe Ilb (HEXyellow channel) (Table 2.3).Red numbers

1-6) CMM 1, 11, IV, 1Vb and llb template DNA, respetvely.
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Supplementary Figure 2.4 a) Genotype rarefaction curve for CMM genotype (solid
line) and microsatellites (dashed line) generated using FASTGROUPII (Yu et al.,
2006). The curve reaches a plateau for CMM genotypes whereas, there appeared to
be microsatellte MLGs which were not sampled. b) The variation in the mean
number of alleles (averaged over 5 microsatellite loci) observed with different
numbers of genes sampled using HRARE (Kalinowski 2005) indicated that after
sampling at least 75 genes(or at least 38 diploid isolates), the chances of

encountering a rare allele decreased.
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3.1 Abstract

The coccolithophoreEmiliania huxleyiregularly forms extensive white-water
blooms that extend over thousands of square kilometres and may persist for many
months in high latitude coastal and shelf ecosystems. Coccolithophores take
advantage of the seawater carbonate chemistry to create insoluble carbonate
structures known as coccoliths. A variety oE. huxleyigenotypes corresponding to
either of two main coccolith morphdogical types, morphotype A or B, have been
reported. By using a multiplex probe assay, we monitored thén situ E. huxleyi
intraspecific genetic diversity at the L4 longterm monitoring site within the Western
Channel Observatory over a period of 6 year§Ve report here that only 2 out of the 6
known CMM genotypes, CMM | & CMM 1V, persist and dominate throughout the year;
in both bloom and nonblooming periods. Both genotypes correspond to the classic
morphotype A phenotype, which have in the recent pastden reported to dominate
North-eastern Atlantic, Western English Channel (WEC) and North S&a huxleyi
bloom events. One specific genotype linked to morphotype B, that previously formed
blooms in the WEC and North Sea, was only found during the winter ndrooming
months in the WEC in our éyear dataset. This recent disappearance of morphotype B
forming blooms coincides with the welldocumented rise since the 1980s of sea

surface temperatures in this region.

99



\-‘
CHAPTER3 6

3.2 Introduction

About half the anthropogenic CQ@ produced from burning of fossil fuel
released between 1800 and 1994 has been absorbed by the ocedf@abine et al,
2004). As CQreacts with seawater, it causes a decrease in pH (ocean acidification)
and carbonate ions and an increase in bicarbonate iongRaven et al, 2005).
Moreover, compounding stressors include an increase in global sea surface
temperatures by 0.6 £ 0.2 °C over the 20th centurfRayner et al,, 2003). The complex
and rapid changes in ocean physical and chemical properties raise concerns about the
impact on key biological species over such short timescales. The nature of their
responses will have important biological, ecologida biogeochemical and societal

implications (Turley et al, 2010).

The coccolithophoreEmiliania huxleyi(Prymnesiophyceae) is one of the main
calcium carbonate producers on Eart{Westbroek et al, 1993) and is present in all
but extreme polar oceans. In the right conditionsit regularly forms blooms which
extend over thousands of square kilometres and may persist for several months
(Holligan et al., 1993). Coccolithophores contributein the reduction of atmospheric
CQ, assinking coccoliths, especially at the final stages of the bloormansport large
amounts of associated organic carbon to the deep sea enhancing the oceanic sink for
carbon (Coxall et al, 2005; Riebesellet al, 2009; Riebesell and Tortell, 2011;
Robertson et al, 1994). Moreover, anthropogenic C®has the potential to reduce
calcification rates in various morphotypes oft. huxleyi(Riebesellet al., 2000; Muller

et al, 2015).
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E. huxleyi is characterised by two major morphotype groups: type A and B.
Morphotype B is distinctly less calcifiedYounget al, 2014); and has a higher calcite
carbon to organic carbon ratio than morphotype A(van Bleijswijk et al, 1994).
Variation occurs within each group as evidenced by both morphologgyoung and
Westbroek, 1991;Younget al, 2014) and genetics(Schroederet al., 2005; Krueger
Hadfield et al, 2014). A dual labelled probe assay technique allowed the genetic
characterisation of numerousk. huxleyisamplesfor the coccolith morphology motif
(CMM), discovered bySchroederand his colleagug2005), and determined that CMM
| and CMM 1V, assoctad with morphotype A, are the most prevalent in both the
Northern and Southern hemispheres, while CMM Il, associated with morphotype B, is
more rare (Krueger-Hadfield et al, 2014). This latter observation contradicts an older
study which described the dominance of morphotype B in the North Seévan

Bleijswijk et al,, 1991).

Krueger-Hadfield et al. (2014) also genotyped a bloom event that occurred in
late June 2011 in the North Sea; revealing that the CMM | and CMM IV dominated the
bloom and that asexual repraduction drove its formation. Moreover, in two separate
mesocosm studies in Raunefjorden in western NorwayMarine Biological Field
Station), conducted in June 2000 and June 200@artinez et al, (2007) monitored the
progression of independent coccolithophore bloom events and found that CMM |
dominated each bloom. A subsequent study conducted ate¢hsame station in June
2008 by Sorensenet al.(2009) showed thatE. huxleyigenetic composition during the
bloom was still dominated by CMM IFurther studies of a bloom event in the North
Sea in June 1999Martinez et al, 2012) revealed the presence of five distinctE.

huxleyigenotypes by DGGE analysis. Although a higanetic variability was detected
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in the water column, the bloom chlorophyll maximum was characterised only by
CMM |V (Martinez et al, 2012). Highfield et al. (2014) showed that an E. huxleyi
bloom event in late summer 2006, was dominated by CMM IVhe CMM IV genotype
appears to dominate in a wide range of environmental niches, from cold to warm and

often changeable environmentgKrueger-Hadfield et al,, 2014).

All the aforementioned studies represent snapshots of diversity in a restricted
time frame and the source of the diversity that underpins bloom development
remains an open question. For xample, does an extensive genetic standing stock
AGEOO AOI I xEEAE A OOAOAO 1T &# OZFZEOGE CAT T OUD
Time-series data offer a great resource to assess the continuous genetic composition
of a species over time. The Westerol CI EOE #EAT T Al j 7#1 h v
www.westernchannelobservatory.org.uk; see Appendix 1) has been studied
intensively for more than 100 years(Southward et al, 2005) and this abundance of
data provides a robust context with which to explore temporal microbiological

complexity in the cdcifying haptophytes.

Several molecular studies on the L4 station of the WCO have successfully
analysed the prokaryotic community structure, detecting strong seasonal patterns
(Caporasoet al, 2012; Gilbertet al, 2009, 2012) To date, no study has described the
molecular eukaryotic diversity at this station. Nonetheless, a substantial intesnnual
variability in the composition of the phytoplankton community has been routinely
observed at L4 through the use of traditional microscopy techniques. During the
summer months, thermal stratification and increased irradiance coincided with
increased coccolithophorid abundance, withE. huxleyiaccounting for ca. 90% of the

species composition(Widdicombe et al, 2010). The seasonal patterns observed at the
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WCO are consistent with phytoplankton succession during the year defined by
turbulence and nutrients (Margalef, 1978). A high abundance of diatoms that flourish
in well-mixed and highnutrient waters, occurs during the spring followed by
coccolithophores and finally by dinoflagellates, which flourish in welktratified and
low-nutrient waters, at the end of the summer/beginning of autumn(Margalef, 1978;

Balch, 2004)

The switch in species dominance can also be corrédal with net heat flux
(NHF) at the L4 station Emyth et al, 2014). The NHF was calculated using modelled
meteorological conditions and measured seaurface temperature. The NHF takes
into account five different parameters: & temperature, dew point, wind speed, cloud
fraction and atmospheric pressure, and it was used as a critical indicator of
ecosystem dynamics. A tight correlation has been shown between phytoplankton
abundance and diversity patterns and the switches betwee negative and positive
NHF over an annual cyclgSmyth et al, 2014). The switch to positive NHF at L4
coincided with the initial dominance of phytoflagellates and diatom species, while
the switch to negative NHF toward the autumn proved to be an important cuaff for
coccolithophores and dinoflagellates. Therefore, th&. huxleyipopulation at the WCO
requires well-stratified waters, low-nutrient concentration, moderate density and day
length approaching 16h for bloom development. Independent studies at other
locations, i.e. during the summer of 1992 in the Equatorial Pacifi(Balch and
Kilpatrick, 1996), in the Bering Sea during 199¢Napp and Hunt, 2001)and in the
Gulf of Maine during June 200QBalch et al,, 2004), confirm these requirements. Here
we used NHF to constrain the periods wheik. huxleyis predicted to bloom; thereby

allowing us to determine the composition, by CMM profiling, of theE. huxleyi
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community in monthly samples collected at the L4 station of th WCO, over a 6 year
period through bloom and nonbloom months. We show for the first time genotypes
that co-occur in nonbloom populations in the Western English Channel. However,

only selected genotypes go on to develop into bloom populations.

3.3 Materials and methods

3.3.1 Samplecollection and oceanographic data

Surface seawater samples were collected from the L4 station
(www.westernchannelobservatory.org.uk see Appendix I) from January 2008 to June
2013. Five litre volumes of seawdh O x AOA EEI OAOAA OEOI OCE
cartridge (Millipore) and stored at -80 °C(Gilbert et al, 2009). Corresponding NHF
data was collated as described bySmyth et al. (2014). All the cell count, the
chlorophyll-a and thetemperature datarelative to the L4 stationwere found online at

www.westernchannelobservatory.org.uk
3.3.2 DNA extraction and genetic analysis

Sterivex filters were selectedior DNA extraction as described ifNeufeldet al,
(2007). The only modification to the protocol was that the Sterivexes were first
broken and the filter-part removed so as to improve DNA vyiel efficiencies. To

confirm the quality of the DNA, PCR amplification of the V9 eukaryote SSU rRNA gene

region (Dunthorn et al, 2012)x AO 1T AOAET AA OOET C p t1 1T &£ C
AAAAA OT v t1 ov8 #1171 0601 AGO "1 4AN &I A@E " O
i- jooii AcAgqh ¢8u 1 o#2 . OAl AT OEAA -E@ pmn
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¢cm8 j"EI OEOI qh mn8p 1t 107 tiRbidga) Bp.td a fidal voluiie A OA O A
I £ cv t1 A O AAAE OAAAOQEIT 18 4EA o0#2 DOIT AARAA!
3 minutes, followed by 40 cycles of a three step PCR: 94 °C for 45 seconds, 50 °C for

60 seconds and 72 °C for 90 seconds. The ®ulas repeated 35 times.

Amplification of the CMM was carried out using the multiplex probe assay
technique as described inKrueger-Hadfield et al, (2014) to detect the presence of
certain genotypes in each L4 sample. Each CMM tested was cloned into plasmidic
vectors (pCBtpq OOET C 4! #I1TTEIT C” +EOh xEOE bD#2Ac
Chemically Competent E. coli (Invitrogen, Life technologies, PaisleyK). These were
used as a positive control during each gPCR run (Corbett Life Scienc®otor Gene
6000). The positive controls were also used as an indicator of the amplification
quality and quantity after setting fluorescence thresholds against standard@urves
i 30bbi ATl AT OAOU &ECOOA o8pQq AT A APDPI UET C OE/
Ol T A AT OOAAOCEIT 16 AAAT OAET C O1 OE/&ené AT OZEA
6000, Operator Manual, 2006) Additionally, they were used to normalize the data
within and between gPCR runs. Cycle threshold (CT) values were compal@hen
possible) for the samples and a foledifference value (FD) was calculated to quantify
the presence of each specific CMKBupplementary Figure 3.3) Calculation of the
standard deviaton for each plasmid confirmed the robustness of the technique

between different PCRs (Supplementary Figure 3.2)

3.3.3 Estimation of genotypic diversity

Genotype diversity during sampling was calculated by simply using the

number of coccoithophore genotypes (CMMs) recorded at each sampling event.
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To assess whether particular genotypes were found preferentially during
predicted bloom or non-bloom conditions, we performed a number of randomization
tests. Given the number of times a particaF genotype was observed at each time
point during the 6 year study, we calculated the likelihood of finding a particular
genotype the number of times it was actually observed during the predicted. huxleyi
bloom period. Specifically, these tests were bad on the total (T) number of sampling
times (nT=51), the number of samples collected during the predicteH. huxleybloom
(B) period (nB=8); and for each genotype the total number of times it was found (nT,i,
where i is the genotype) and the number of thes it was sampled during predicted
bloom conditions (nB,i). The predicted bloom times were set to be 8 days as predicted
by Smythet al 2014. We thus randomly selected nT,i (say 7 for i=CMM IVb) numbers
from nT (51) random numbers without replacementz with the sequence of numbers
representing a series of random sampling times for genotype i. We ran 1 million
iterations for each genotype. We then summed the number of times that genotype i
was found during the predicted bloom times (nhatB,i). For each rarmmm realization,
this sum varied from no occurrences of the genotype in the predicted bloom times (0)
to the genotype being found during all possible bloom times (8). The randomization
tests thus represent the likelihood of obtaining nB,i or more occurrence of the

genotype during the predicted bloom time given the distribution of nhatB,i.

3.4 Results

PCR amplification of the eukaryotic V9 SSU rRNA region was achieved for all

51 samples collected (data not shown), whil&. huxleyiCMM amplfication occurred

106



\-‘
CHAPTER3 6

in 46 out of the 51. No CMM amplification occurred in three consecutive months from
April to June in 2012 (Figure 3.1). The other two negative results occurred at a similar

time of the year, i.e. July 2008 and May 2013.

Using the NHF criteria as defined in Smyth et al 2014, we were able to
positively assign the sampling dates collected for the months of July and August to fall
within the predicted E. huxleyibloom period (Figure 3.1). Temperature datarelative
to the samples support the trend described by the NHE while chlorophyll-a data and
cell count data show some anomalies (Figure 3.1Jwo CMMs, namely CMM | and
CMM 1V, were most prevalent over the six year period and both were present in 7 out
of the 8 bloom months (Fgure 3.1). For those 46 sampleswhere E. huxleyiwas
detected, only two months during the spring of 2008 showed an absence of CMM 1.
Similarly, CMM IV was not amplified for only 5 months, three of which were in 2008.
CMM Il amplification occurred less frguently and was absent in 2012 and 2013.
Moreover, CMM Il was not detected in the predicted bloom months, while the months
of April, May and June gave consistent positive amplification for CMM Il in 2008, 2009
and 2011. Year 2010 was unusual as CMM Il amred later on in the year, i.e.
September to December 2010; however, samples were not available from March to
August of this year. In addition, the occurrence of CMM Il extended into early January
2011. CMM IVb was occasionally amplified, and was found Thout of the 46 samples
and in 2 out of the 8 bloom months. Two CMMs, namely CMM Ill and CMM lIb, were

not detected in this time series.
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Figure 3.1 (previous page). Presence/absence of specific CMMs and positive net
heat flux (NHF).51 samples selead over a six year period at the L4 station in
relation to the positive NHF for each year (highlighted background) are compared
with the coccolithophores cell count, the chlorophyla (chla) content and the
temperature (T) of the surface seawater over thesame time. The presence of a
coloured square on the genotype plot, indicates a great amplification of a specific
genotype, related to the corresponding CMMA hatched square indicates the
detection of a certain CMM, although the signal was too weak fom aaccurate
quantification. The star on a square indicates the dominance of that CMM. Some

months of this time series are missing, because there were no samples available.

CMM | was not only the most prevalent but also dominated the population in
the presence ofthe other CMMsWhen the amplification of two or more CMMs in the
same run was quantifiable, CMM | resulted dominant in 9 samples out of {(ED=7.7
for September 2008; FD=5.2 for August 2009; FD=14.2 for September 2009; FD=60.5
for September 2010;FD=5.1 for October 2010; FD=11 for December 2010; FD=5.9 for
February 2011; FD=23.3 for April 2011; FD=5.4 for June 2011Pnly in two cases,
June and July 2009, was CMM I not the dominant CMM. During these periods, CMMs Il
and IVb were dominant respectiely (FD=7 for CMM Il and FD=104.5 for CMM IVHdp
four cases we were not able to establish a clea@lominance of a single CMM (August

and November 2008, May 2009 and February 2010; Supplementary figure 3.3).

There was no significant differece between the coccolithophore genotypic
diversity during E. huxleyibloom (2.00+£0.33) and nonrbloom (2.05+0.15) conditions.
Based on the randomization tests, the probability that CMM | was found 7 or more
times during the predicted bloom times (nB, CMM [# given that it was found in 44

samples (nT, CMM I[=44) is p=0.700 (Figure 3.2a). Given how common this genotype
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is, there is a 70% chance of it being found 7 or more times during the predicted bloom
times. Similarly for CMM IV (Figure 3.2c), the probabtly of this genotype being found

7 or more times during the predicted bloom times (nB, CMM IV=7) given that it was
found in 41 samples (nT, CMM 1V=41) is p=0.503, suggesting that the prevalence and
dominance of both CMM | and CMM IV throughout the year isgmod predictor for

which genotype(s) will go on to bloom in the WEC.

For CMM I (Figure 3.2b), the probability of it never being found during the
predicted bloom times (nB, CMM 1I=0) given that it was found in 12 samples (nT,
CMM 11=12) is simply the value at zero of p=0.097. This is marginally significant
(p<0.1), implying that this genotype is rarely found during bloom times as
experienced in the WEC. For CMM IVb (Figure 3.2d), the probability of this genotype
being found 2 or more times dring the predicted bloom times (nB, CMM 1Vb=2)
given that it was found in 7 samples (nT, CMM IVb=7) was 0.300, suggesting that this

genotype could potentially bloom but is certainly not the dominant genotype.
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Figure 3.2 Histogram of results from randmization tests (n=1,000,000) showing the

probability of each genotype being found a certain number of times during the

predicted bloom period. Dashed blue line shows the observed number of times each

genotype was found during the bloom. P gives the probdity of the observed number

of occurrences in the bloom.
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3.5 Discussion

Phytoplankton succession in the WE®llowstE A - AOCAT A&A6 O OAAODI
where the spring bloom starts wth a positive NHF as defined by an increase iight
availability, an increase insea surface temperature (SST) and anhibit ion of vertical
mixing (stratification), which caus the phytoplankton and the nutrients to be
maintained at the surface (Margalef, 1978; Mann and Lazier, 2005; Miller, 2004;
Widdicombe et al, 2010). E. huxleyin this period is found in concurrence with small
phyto-flagellates (between 2 and 4 mm in size) and diatomshowever it is the
diatoms which regularly dominate the spring period in the WEC. Between March and
May diatoms such asChaetocerosand Thalassiosira,are known to be the dominant
species(Widdicombe et al, 2010). Stratification lasts until September, with elevated
chlorophyll in June,July and August as showed in Figure 3.1, with the exception of
summer 2010 and two anomaly peaks in spring 2009 and spring 2012The
temperature profile follows the NHF predicted period, with the positive NHF starting
when the water gets wamer (Figure 3.1).E. huxleyicell count generally does not fit
the expected bloom period(Figure 3.1), but we have to take into account that the
measurements used to produce the plot were taken at theeasurface, and therefore
they may not be representatve of the real depth at which the bloom was occurring.
Breakdown in stratification and erosion of the thermocline, with consequent
replenishment of nitrate to the surface layers inducesthe switch to a negative NHF

and determines the cutoff point for the E. huxleybloom (Smyth et al,, 2014).

The screening of environmental samples for a short genetic marker, such as

the probes designed based on the CMM, could present some disadvantages, as it
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would be possible that the marker is not unique for a certain species withia whole
mixed community. When, at firstSchroeder and his colleagues (2005Jiscovered the
correlation between the CMM sequence and differeriE. huxleyimorphotypes, they
tested the oligonucleotide primers, which produced amplicons only foE. huxleyiand
not for other Haptophyte spedes, such asGephyrocapsa oceanica, Coccolithus
pelagicus and Phaeocystis globosaG. oceanicaand E. huxleyihave been proven
belonging to the same speciesomplex (Bendif et al., 2014) therefore they are
genetically very close. Nevertheless, the probes tested Bghroeder et al. (2005)and
used in this study appear to beE. huxleyispecific, although E. huxleyigenomic

sequence is the only Haptophyte species fully characterised to date.

E. huxleyimorphotype A (specifically CMM | and CMM I\Wlearly dominates
the blooms in the WEC This is consistentwith the blooms documented in 2006
(Highfield et al., 2014) and is typical of the blooms in the North SeéMartinez et al,
2012; Krueger-Hadfield et al, 2014). When the NHF switches tdecomepositive we
found that the CMM Il genotypes appeain the first two/three months: April, May and
Juneof years 2008, 2009 and 2011CMM Il is paitively correlated with the presence
of E. huxleyimorphotype B (Schroederet al, 2005; KruegerHadfield et al,, 2014) and
this morphotype was first isolated ina bloom event inthe WECin July 1975(Young
and Westbroek, 1991) In the 19906, it was also observed in the NorthEast Atlantic
region and in theNorth Sea(van Bleijswijk et al., 1991), where it was responsible for
a bloom event in the summer of 1990. In 1993 it was only found rarely during
another bloom event in the same areaVan der Wal et al, 1995). Therefore,

morphotype B has been observed to form blooms both in the WEC and North Sea

POET O OI OEA ¢nmnndo08 2AAAT Ol uUh xA Ai Ol A
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during the bloom event in the summer of 2011(Krueger-Hadfield et al, 2014) and
this study showed no bloom event in the WEC dominated by B morphotype between
2008 and 2013. It has been well documented that the Nortkast Atlantic and UK
coast SST have been rising at a similaate to land air temperature. Since the 1980s
the rate of rise has been about 0:B.6 °C per decad€¢Rayner et al., 2003, Figure 3.3).
In the last 40 yars, the warming SST in the Northern Hemisphere seems related with
the disappearance of B morphotypdédloom eventsin the Western English Channel and
in the North Sea (Figure3.3). Calld morphotype B prefer cooler summer SSTs? If so,
this would be consistert with our observation of its more recent presence in the
cooler April to May months. An alternate explanation could be that sincearphotype

B is less calcied and largerthan morphotype A (Young et al., 2014), it could be more
susceptible tograzing by zooplankton (Fileman et al, 2002). However, zooplankton

abundance is low in early springMiller, 2004).

If we consider the annual tend of genotypes ofE. huxleyiin the WEC,we
found that CMM | and IVwere generally present throughout the year, often being
present outside the periods ofseasonal stratification of the watercolumn. In fact, the
winter/early spring and autumn are characterised by welmixed water columns
(Smyth et al,, 2010). Thereforethere is no requirement for a stable water column to
permit E. huxleyigrowth in this region. Balchet al. (2000) showed that in the Arabian
Sea, the highest coccolithophorid abundance was during theghly productive inter-
monsoon period (Balch et al, 2000, 2001) suggesting an association between high
numbers of coccolithophores and mixed overlyingvaters of high productivity (Balch,
2004). However, the majority of studies observinge. huxleyinatural blooms (and the

associated measured water conditions) suggest that thetend to occur in highly
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stratified water where the mixed layer depth is usually ~1620 m, and is almost

always S30 m (Nanninga and Tyrrell, 1996; Tyrrell and Taylor, 1996)

Morphotype A has been shown to dominate bloom events in the northern
hemisphere, i.e. inthe North-East Atlantic Ocan in June 1991(Holligan et al,, 1993),
in the WECin June 1992(GarciaSoto and Fernandez1995), in the North Sea in July
1993 (Van der Walet al, 1995) and June 2011(Krueger-Hadfield et al,, 2014), and in
the Norwegian mesocosm expement in 1992 (Young, 1994) The studies on
cocmlithophore bloom events in the southern hemisphergBrown and Yoder, 1994,
Brown and Podesta, 1997; Gayas 1995; Painteret al, 2010) have not focused on the
morphological or genotypic composition of the bloomso preventing any insight as to
whether morphotype B is able to form bloom events in this hemisphere. Nevertheless,
the B/C morphotype, related tothe CMM lIb(Krueger-Hadfield et al, 2014), is found
in high abundanceduring the bloom event in December 2008 along the Patagonian
Shelf and it has been reported that this mgahotype is specifically a Southern Ocean
ecotype (Poulton et al, 2011). Indeed, this E. huxleyiform was found in many studies
in the southern hemisphere (Cubillos et al, 2007; Holliganet al, 2010; Cooket al,
2011; Mdller et al, 2015), and subpolar wates (Hagino et al, 2005). Moreover, we
could not detect the B/C morphotype (CMM lIb) in the WEC. This adds credence to
OEA OACETT Al AEAO I &£# AAOOAET #-- CAT1T OUPAO

for E. huxley(Mdiller et al, 2015).
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Figure 3.3 (previous page). Presence ofE. huxleyimorphotypes A and B in the last
40 years, as observed during bloom events in the Western English Channel and North
Sea.The letters A and B next toE. huxleyiphotos refer to the morphotype. The
hatched red cross represents a presence followed by an absence Ef huxleyiin a
certain area. Colorcoded maps in Robinson projection display a progression of 5 year
rolling average of changing global surface temperature anomalies. Three decade
period, from 1951 to 1980, functioned as a baseline for the analysis of the
temperature produced at NASA'sGISS Surface Temperature Analysis (GISTEMP)
using current data files from NOAA GHCN v3 (meteorological stations), ERSST v4
(ocean areas), and SCAR (Antarcticadtons) combined as describedy Hansenet al,
2010. The software calculated the difference between the surface temperature in a
given month and the average temperature for the same place from the baseline.
Higher than normal temperatures are shown in red and lower than normal
temperatures are shown in blue Credit for the Global Temperature Anomalies maps:
NASA/Goddard Space FlighCenter Scientific Visualization StudioData provided by
Robert B. SchmunkKNASA/GSFC GISSYisualizations byLori Perkins (NASA/GSFC)
Visuals review by lead scientist and headf the Goddard Institute for Space Studies
(GISS) Gavin A. Schmid{NASA/GSE GISS) For more information Vvisit
http://svs.gsfc.nasa.gov/goto?4252
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The CMM IVbgenotype shows a different temporal abundance pattern to
CMM 1V despite their close sequence similaritiedrueger-Hadfield et al,, 2014). The
significance of this remains unclear, especially since CMM Vb was seen teocour

with CMM IV in the North Sea bloom of 201XKrueger-Hadfield et al,, 2014).

Finally, we have to take in account the possibility of homozygous and heterozygous
CMM cedominance. In the study of ark. huxleybloom event from 2011 in the North
Sea, both homozygous clones for CMM | &drfCMM IV and heterozygous clones for
CMM 1I/IV and CMM I/IVb were shown to cedominate the bloom(Krueger-Hadfield et
al., 2014). In our study we could only assess which CMM dke was the most
dominant in environmental samples and further analysis would be necessary to

determine contingent heterozygosity.
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Supplementary Figure 3.1 Different plasmidic concentration during a multiplexing

run: after applying the slope correction visualisation mode and setting the
fluorescence threshold at 0.15 it is observable a decreasing cycle threshold (CT) value
mirroring a decreasing concentration of plasmidic material (specifically plasmid

pCB2, corresponding to CMMII sequence). In detail: 1) Yellow curve, plasmid
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4.29. The bottom line (light blue) repesents the negative control.
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mpCB1 (n=22; pCB2 (n=11, pCB3 (n=10lm pCB4 (n=13, pCB5 (n=11m pCB6 (n=11)
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Supplementary figure 3.2 Standard deviation for eachCMMover multiple PCR runs.
The small valueof the standard deviation, with the exception of the&CMM ll, indicates
robustness of the probe assay over multiple expanents. Represented on the plot
there are the mean values for theCMM CT amplificationcalculated on the total

number (n) of probe assays in which eac&MM was recorded
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Supplementary figure 3. 3 CT comparison of multiple CMMs detected in a same nmtbnThis bar plot shows the months in which multiple CMMs

were recorded and their signal was strong enough for quantification. There is a correlation between the difference in CT esl({CT) andthe fold-

difference (FD) of DNA and this determined which CMMominated in a specific moment. Furthermore, the standard deviation bars are showed

and only in four cases (August and November 2008, May 2009 and February 2010) we could not assess the dominance of a unilyiM. C
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4.1 Abstract

Emiliania huxleyiis a coccolithophore that has a global distribution and under
appropriate conditions form extensive blooms in both northern and southern
latitudes. A few studies have suggested that certaife. huxleyi genotypes are
generalists, with others having restricted biogeographical boundaries. Here we report
on a biogeographic survey to determine the extant diversity dE. huxleyiin both the
Northern and Southern hemispheres. We profiled DNA extracteffom both in situ
environmental water samples and were possible from singleelled isolated clones
established from the same bodies of water. We show th& huxleyimorphotype A as
defined by the coccolith morphology motif (CMM) dominates the temperate regions
(10 -18 °C), while morphotypes B & B/C as defined by CMM Il & llb, respectively,
dominate the polar regions (<10°C). There was however a notable exception in the
Greenland Sea, likely due to the extensive intrusion of temperate waters into this
otherwise polar environment. These results confirm the genetic variability in the
global E. huxleyicommunity and how the intraspecific variability is defined by
geophysical features. Furthermore, our finding demonstrate that we should be
cautious in descrbing the genetic composition of biogeographipopulations based on
cultures maintained in laboratory collections alone, as the cultured isolates might not

be representative of real extanstocks.
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4.2 Introduction

Over the last two decades, biodiversityand ecosystem function has emerged
as one of the most controversial research areas in ecolodi,oreau et al, 2002).
Species definitions further complicate matters especially in the microbial world
where sequence barcodes are routinely being used to define and-define species
(e.g. Bendifet al,, 2013). Furthermore, genetic variation is driven by breeding, the
environment and random mutations. If thisvariation occurs in genes, the variation
might express certain advantageous traits and adaptable featur¢¥an Tienderenet
al., 2002). It is predicted that a rapidly changing climate will directly influence species

diversity and distribution (Thomaset al,, 2004).

A study by Liu et al. (2009) demonstrated that haptophytes dominate the
chlorophyll-a normalized phytoplankton standing stock in modern oceansThey
propose that ecological and evolutionary success of this group may have significantly
impacted the oceanic carbon pumgLiu et al, 2009). The marine coccolithophore
Emiliania huxleyiis one of the most abundant calcareous phytoplankton species, it is
found at all the latitudes but the extreme polar regionsand under appropriate
conditions it can form extensive blooms observable through satellite imagd8erge,

1962; Brown & Yoder, 1994; Holligan et al., 1993; Holligan et al., 1983)

Over the past decade, many gene markers have been used to characterise the

biodiversity within this species (Bendif et al, 2014).

We have recently used a multiplex probe assaysing the CMM as a short
molecular marker, to monitor the in situ E. huxleyintraspecific genetic diversity at

the L4 longterm monitoring site within the Western Channel Observatory over a
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period of 6 years. We report that only 2 out of the 6 known CMM genotypes, CMM | &
CMM 1V, persist and dominate throughout the year; in both bloom and ndsilooming
periods (Balestreri et al., unpublished). Both genotypes correspond to the classic
morphotype A phenotype, which have in the recent past been reported to dominate
North-eastern Atlantic, Western English Channel (WEC) and North S&a huxleyi
bloom events. One specific genotype linketb morphotype B, that previously formed
blooms in the WEC and North Sea, was only found during the winter ndslooming
months in the WEC in our éyear dataset. This study highlights the importance of
characterizing the standing stock for any given region sathis is fundamental to

determining which E. huxleypopulation will be selected for in future ocean scenarios.

We have also previously suggested that the two main morphotypes, A and B
(which includes B/C) of E. huxleyiis unequally distributed in the modern oceans
(Krueger-Hadfield et al., 2014; Balestreri et al., unpublished). Here we wanted to
further test this hypothesis by screening the DNA collected from environmental
samples and clonal cultures isolated from numerous scientific cruises across difént
geothermal boundaries. We sampled across the gebermal boundary in the
Southern Indian Ocean created by the Antarctic Circumpolar Current (ACC). A similar
geothermal boundary was sampled in the Arctic Ocean, where the Gulf Stream enters
the northernmost part of the Atlantic Ocean, passing soutbast the Iceland, crossing
the Norwegian Sea toward the Barents Sea. We show that both the Arctic and
Antarctic polar waters have selected similar ecotypes, while temperate waters are

dominated by two genoypes within morphotype A.
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4.3 Materials and methods

4.3.1 Environmental samples

A total of 49 environmental samples (Table 4.2) were collected from CTD
casts during two cruises as part of the UK Ocean Acidification research program
(Table 4.1). These wises were aimed to investigate the biology of surface ocean
communities and biogeochemistry in areas known as GOOOET EO AT A
(www.surfaceoa.org.uk, see the cruise track in Appendix I). Additionally, we collected
26 samples during the second trasect of the Great Southern Coccolithophore Belt
(Table 4.1), a cruise which was aimed to examine several aspects of the
coccolithophore biology and the impact of shorterm ocean acidification on
coccolithophore growth and calcite dissolution (www.bcedmo.org/project/473206,

see the cruise track in Appendix I).

Table 4.1 Cruise list

VESSEL CRUISE NAME PERIOD

RRS Discovery D366 June/July 2011

RV Roger Revelle RR1202 February/March 2012
RRS James Clark Ross JR271 June/July 2012
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Table 4.2 List of the environmental samples
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Station CTD cast Original collection area Latitude Longitude Year
number (DD.dddddd®) | (DD.dddddd®)
1 JR271 CTD 42 Greenland Sea 78,9871 7,9797 2012
2 JR271 CTD 29 Greenland Sea 78,7181 -0,0001 2012
3 JR271 CTD 41 Greenland Sea 78,4218 2,7657 2012
4 JR271 BIO 4 Greenland Sea 78,3526 -4,168 2012
5 JR271 CTD 44 Greenland Sea 77,9291 9,1365 2012
6 JR271 CTD 40 Greenland Sea 77,8465 -1,2959 2012
7 JR271 CTD 45 Greenland Sea 76,2619 12,5416 2012
8 JR271 CTD 27 Greenland Sea 76,1753 -2,5495 2012
9 JR271 CTD 48 Eastern Barents Sea 74,09 25,9993 2012
10 JR271 BIO 5 Eastern Barents Sea 72,8916 26,0017 2012
11 JR271 CTD 55 Norwegian Sea 71,7607 13,3949 2012
12 JR271 CTD 56 Norwegian Sea 71,7475 8,4428 2012
13 JR271 CTD 57 NorwegianSea 71,7519 3,8717 2012
14 JR271 CTD 58 Norwegian Sea 71,7453 -1,2672 2012
15 JR271 CTD 59 Norwegian Sea 71,7517 -5,8638 2012
16 JR271 CTD 62 Norwegian Sea 70,5083 -10,1 2012
17 JR271 CTD 64 North of Iceland 67,8343 -12,1742 2012
18 JR271 CTD 65 North of Iceland 67,8304 -16,4218 2012
19 JR271 CTD 67 North of Iceland 67,8315 -20,0642 2012
20 JR271 CTD 68 North of Iceland 67,2642 -24,0415 2012
21 JR271 CTD 17 South West of Iceland 60,5942 -18,8565 2012
22 JR271 BIO 2 South West of Iceland 60,5942 -18,8565 2012
23 JR271 CTD 12 South West of Iceland 60,0014 -18,6702 2012
24 JR271 CTD 8 North and North-West of Scotland 60,1342 -6,7121 2012
25 JR271 CTD 10 North and North-West of Scotland 59,971 -11,9751 2012
26 D366 CTD 15 North and North-West of Satland 59,9423 -1,7858 2011
27 D366 CTD 16 North and North-West of Scotland 60,0002 -2,6645 2011
28 D366 CTD 17 North and North-West of Scotland 59,4247 -7,7973 2011
29 D366 CTD 18 North and North-West of Scotland 57,4512 -11,1675 2011
30 D366 BIO 1 North and North-West of Scotland 56,7943 -7,4055 2011
31 JR271 CTD 6 North Sea 58,7397 -0,8615 2012
32 D366 CTD 11 North Sea 57,9245 4,865 2011
33 D366 CTD 10 North Sea 57,6938 4,4183 2011
34 D366 CTD 9 North Sea 57,5778 4,2017 2011
35 D366 CTD 13 North Sea 57,4595 5,5472 2011
36 D366 CTD 8 North Sea 57,4492 3,9582 2011
37 D366 CTD 14 North Sea 57,2415 4,0308 2011
38 D366 CTD 7 North Sea 57,201 3,4893 2011
39 D366 CTD 12 North Sea 57 4,9978 2011
40 D366 BIO 5 North Sea 56,504 3,6555 2011
41 JR271BO 1 North Sea 56,2666 2,6333 2012

129



CHAPTER}

42 D366 CTD 6 North Sea 54,372 5,1592 2011
43 D366 CTD 5 North Sea 53,656 4,1977 2011
44 D366 BIO 4 North Sea 52,994 2,4997 2011
45 D366 CTD 1 South West of Ireland 51,258 -11,3348 2011
46 D366 CTD 4 Western EnglisiChannel 50,0867 -4,6178 2011
47 D366 CTD 2 Western English Channel 50,029 -4,3795 2011
48 D366 CTD 3 Western English Channel 48,8237 -5,1492 2011
49 D366 BIO 3 Bay of Biscay 46,2013 -7,2215 2011
50 RR1202 CTD 1 | Southern Indian Ocean: above the A( -35.507 37.455183 2012
51 RR1202 CTD 5 | Southern Indian Ocean: above the A( -37.053 39.517 2012
52 RR1202 CTD 7 | Southern Indian Ocean: above the A( -37.920117 40.440033 2012
53 RR1202 BIO 1 Southern Indian Ocean: above the A( -38.314983 40.958083 2012
54 RR1202 CTD 13 | Southern Indian Ocean: above the A( -40.355133 43.496483 2012
55 RR1202 CTD 22 | Southern Indian Ocean: above the A( -44.11375 48.178283 2012
56 RR1202 CTD 26 | Southern Indian Ocean: above the A( -45.707933 50.25725 2012
57 RR1202 CTD 2 | Southern Indian Ocean: above the A( -46.059317 52.646483 2012
58 RR1202 CTD 35 | Southern Indian Ocean: above the A( -46.743333 57.483917 2012
59 RR1202 BIO 2 Southern Indian Ocean: above the A( -46.821367 58.312133 2012
60 RR1202 CTD 38 | Southern Indan Ocean: above the AC| -47.047067 59.922217 2012
61 RR1202 CTD 47 | Southern Indian Ocean: above the A( -47.8981 67.37615 2012
62 RR1202 CTD 49 | Southern Indian Ocean: above the A( -48.027267 69.053467 2012
63 RR1202 CTD 57 | Southern Indian Ocean: belothe ACC| -51.411017 72.602367 2012
64 RR1202 CTD 59 | Southern Indian Ocean: below the A( -52.458117 73.265967 2012
65 RR1202 CTD 87 | Southern Indian Ocean: below the A( -54.2439 88.139383 2012
66 RR1202 CTD 89 | Southern Indian Ocean: below the AQ -52.768717 90.217383 2012
67 RR1202 CTD 77 | Southern Indian Ocean: below the A( -58.749433 80.8856 2012
68 RR1202 CTD 102, Southern Indian Ocean: above the A( -43.135083 102.190017 2012
69 RR1202 CTD 100, Southern Indian Ocean: above the A( -44.616767 100.498517 2012
70 RR1202 CTD 96 | Southern Indian Ocean: above the A( -47.588783 96.93655 2012
71 RR1202 CTD 111 Southern Indian Ocean: above the A( -39.475433 108.934817 2012
72 RR1202 CTD 112| Southern Indian Ocean: above the A({ -40.260267 109.62705 2012
73 RR1202 CTD 119 Southern Indian Ocean: above the A( -42.081683 113.399883 2012
74 RR1202 CTD 115 Southern Indian Ocean: above the A( -42.666783 111.760783 2012
75 RR1202 CTD 117| Southern Indian Ocean: above the A( -43.998867 112.9806 2012
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4.3.2 Sea Surface Temperature, Mesoscale Circulation and Geehermal

boundaries

Daily maps of absolute dynamic topography and sea surface temperature
were used to examine the mesoscale circulation of all the regism the six months
prior to sampling at the siations. Images for Figures 4.1 & 4.2 were selected from the
3 month period prior to sampling at intervals of 2 weeks. The absolute dynamic
topography fields were calculated by Aviso at 1/4 degree horizontal resolution from
all remotely-sensed altimetry mission data available at a given time referenced to a
20 year mean. High resolution (1/20 degree) sea surface temperature data were
produced from the Operational Sea surface Temperature and Ice Analysis (OSTIA)
system using both in situ and satellite datdDonlon et al,, 2012). Based on these data
the samples could be assigned to two main gdbermal groups: cold polar seawater

(<10 °C) and temperate seawater (1018 °C).

4.3.3 Clonal isolates

Seawater samples were transferred in vessel otaining /2 medium
(Guillard, 1975) and maintained on board in incubation at 15 °C and 8 °C, for cruise
D366, and cruises RR1202 & JR271 respectively. They werradiated by a photon
flux of 40-u vt 1 -4s1on & 16:8 hours LD cycle. Clonal isolates (Table 4.3) were
established as described inKrueger-Hadfield et al. (2014) The environmental
samples were screened and sorted using a FACSORT flow cytometer. Cell count was
assessed using a Accuri C6 flow cytometer (threshold FSC 2000 and FL3 800) and
dilution factor was calculated to obtain a starting concentration of about 1000

cell/ml. Subsequently each sample was subjected to a dilutieto-extinction regime in
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order to isolate individual cells and thus obtain clonal unialgal cultures (see Appendix
II). All the cultures were maintained in f/2 medium (Guillard, 1975) in a constant
temperature room, at 15 °C and irradated by a photon flux of 460 v { [-2sil onla

16:8 hours LD cycle.

Table 4.3 List of the clonal isolates

CMM detected
Station number | Clone Morphotype Allele 1 Allele 2
1 JR271 34 A | \Y
JR271 3@ A | \Y
JR271 33 A | \Y
JR271 3@ A | \Y
JR271 3G A | \Y
2 JR271 24 A 1l \Y
JR271 2@ A 1l \Y
JR271 263 A 1l \Y
JR271 26} A 1l \Y
JR271 26 A 1l \Y)
3 JR271 29 A | |
JR271 22 A | |
JR271 218 A | |
JR271 291 A | |
JR271 2% A | |
5 JR271 31 A | |
JR271 32 A | |
JR271 3B A | |
JR271 34 A | |
JR271 3b A | |
6 JR271 28 A | |
JR271 281 A | |
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JR271 2%

JR271 288

JR271 28R

JR271 288

JR271 288

JR271 288

JR271 28Q

JR271 28@

JR271 28@

JR271 286

JR271 52

JR271 59

JR271 5%

JR271 611

JR271 62

JR271 6B

JR271 64

JR271 66

10

JR271 5@

JR271 53

JR271 64

JR271 56

JR271 51

JR271 5@

JR271 5B

JR271 54

JR271 5b

JR271 52

JR271 52

JR271 55

JR271 528

JR271 528
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JR271 528

JR271 528

JR271 528

JR271 558

JR271 552

JR271 558

JR271 558

JR271 558

JR271 558

JR271 558

JR271 558

JR271 558

JR271 5580

JR271 54

JR271 5@

JR271 5@

JR271 5@

JR271 56

JR271 584

JR271 5&

JR271 58

JR271 58

JR271 5%

12

JR271 64

JR271 62

JR271 63

JR271 63}

JR271 65

JR271 638

JR271 632

JR271 638

17

JR271 64

B/C
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JR271 6& B/C IIb IIb
JR271 68 B/C IIb IIb
JR271 68 B/C IIb IIb
JR271 6& B/C IIb IIb
18 JR271 64 A IVb IVb
JR271 62 A Vb Vb
JR271 638 A \% IVb
JR271 69 A v Vb
JR271 6% A IVb IVb
21 JR271 22 A | |
JR271 23 A | |
JR271 23 A | |
JR271 25 A | |
22 JR271 14 A | |
JR271 12 A | |
JR271 143 A | |
JR271 16 A | |
JR271 1% A | |
JR271 12 A | |
JRZ1 122 A | |
JR271 13 A | |
JR271 12 A | |
JR271 15 A | |
JR271 128 A v v
JR271 128 A v v
JR271 128 A v v
JR271 128 A v v
JR271 1285 A v v
JR271 13 A v Vb
JR271 12 A | |
JR271 13 A v Vb
JR271 13 A \% IVb
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JR271 15

JR271 182

JR271 18

JR271 18

JR271 1%

JR271 158

JR271 158

JR271 158

JR271 158

JR271 158

JR271 14

JR271 1@

JR271 163

JR271 18}

JR271 1%

JR271 12

JR271 1-8

JR271 1A

JR271 16

JR271 14

JR271 1&

JR271 18

JR271 18

JR271 1%

30

D366 482

D36 483

D366 485

| IVb

11l Vb

31

JR271 149

JR271 12

JR271 128

JR271 19

32

D366 1261
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D366 1262

IVb

34

D366 1121

D366 1122

D366 1123

35

D366 1241

D366 1242

D366 1243

D366 1244

D366 1245

D366 1262

38

D366 1062

D366 1064

D366 1065

40

D366 171

D366 173

D366 192

D366 264

D366 213

D366 214

D366 215

D366 224

D366 241

D366 253

D366 261

D366 262

D366 263

D366 264

D366 265

D366 361

D366 362

D366 364

D366 312
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D366 313 | IVb
D366 325 | |
D366 331 | |
D366 332 | |
D366 333 | |
D366 341 | v
D366 343 | \%
D366 351 | |
D366 352 | |
D366 353 | |
D366 362 | IVb
D366 364 | |
D366 365 | IVb
D366 374 | |
D366 461 | |
D366 463 | |
D366 465 | |
D366 895 | |
D366 912 \% IVb
46 D366 975 | v
D366 981 \% v
49 D366 711 v v
D366 714 \% v
50 RR1202 8 v v
RR1202 2 \% v
RR1202 8 v v
RR1202 4 | |
RR1202 @ | |
RR1202 4 v v
RR1202 2 v v
RR1202 B v v
RR1202 42 \% v
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RR1202 42 \Y \%
RR1202 43 v v
RR1202 42 \% \%
RR1202 4% v v
51 RR1202 24 | |
RR1202 22 | |
52 RR1202 23 \% \%
RR1202 2-2 [\ v
RR1202 23 \% \%
53 RR1202 11 v v
RR1202 B v v
RR1202 # v v
RR1202 6 v v
RR1202 B v v
RR1202 14 v v
RR1202 12 v v
RR1202 13 v v
RR1202 14 v v
RR1202 1% v v
RR202 211 v v
RR1202 22 v v
RR1202 2B v v
RR1202 21 v v
RR1202 256 v v
RR1202 44 v v
RR1202 4@ v v
RR1202 43 v v
RR1202 4@ v v
RR1202 46 v v
RR1202 63 \% v
RR1202 63 v v
RR1202 63 \% v
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RR1202 63 \Y \%
RR1202 638 v v
RR1202 64 | |
RR1202 62 | |
RR1202 63 | |
RR1202 694 [\ v
RR1202 6% \% \%
RR1202 698 \% \%
RR1202 692 v v
RR1202 698 \% \%
RR1202 698 \% v
RR1202 6988 v v
64 RR1202 34 | |
RR1202 3@ | v
RR1202 3@ | v
RR1202 3@ v v
RR1202 36 | v
68 RR1202 3a v v
RR1202 3@ v v
RR1202 33 v v
RR1202 3@ v v
RR1202 36 v v
72 RR1202 14 11l 1
RR1202 12 11l 1
RR1202 148 11l 1
RR1202 14 11l 1
RR1202 14 11l 1
73 RR1202 52 v v
RR1202 52 v v
RR1202 53 \% v
RR1202 55 v v
RR1202 528 \% v
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RR1202 522 A \Y \%
RR1202 5283 A v v
RR1202 528 A \% \%
RR1202 528 A v v
RR1202 58 A \% \%
RR1202 52 A [\ v
RR1202 58 A \% \%
RR1202 58 A \% \%
RR1202 5% A v v
75 RR1202 14 A \% \%
RR1202 1@ A \% v
RR1202 13 A v v
RR1202 1@ A \% v
RR1202 16 A v v

4.3.4 Scanning Electron Microscopy (SEM)

Lol OEA AT TTAI AOl OO0OAOG xAOA £EEI OAOAA
membrane filter, mounted onto metallic stubs using adhesive tape and coated in a

thin layer of gold (Au) using an Au sputter coater. These were visualized using a JEOL

5600 Low Vacuum Scanning Electron Microscope. Scanning electron micrographs

were captured at magnifications ranging between x7.508 x20,000, and electron

beam damage was minimized by operating the microscope at 15 kV.
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4.3.5 DNA extraction

From each CTD cast up td L quantities of seawater was collected into
Nalgene bottles and subsequently filtered using a vacuum pump and a filter rig
through0.45t i BT 1 UAAOATT AOA 1 AT AOAT A &AEI OA0OO jo!
Each filter was rinsed into a petri dish with 2ml of phosphate buffered saline (PBS)
solution and the final solution was collected into an eppendorf tube. The solution
from the eppendorf tubes was used to carry out DNA extractionn situ for each
environmental sample, using Qiagen DNeasy Blood and Tissue kit protocol (QIAGEN,
Valencia, CA, USA), and subsequently in our laboratory on each isolated strain and the

clonality was confirmed by G°A gene as described iKrueger-Hadfield et al (2014).

4.3.6 Probe assay

Amplification of the coccolith morphology motif was carried out using
multiplex probe assay techniquepreviously described inKrueger-Hadfield et al,, 2014

and Balestreri et al,, unpublished.
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4.4 Results

4.4.1 Culture and DNA collection

From the starting material collected on board of each cruise we were able to
maintain in the laboratory in UK a total of 75 environmental culturegAppendix I1), of
which 25 belongng to polar regions and 50 belonging to temperate regions. Out of
OEA ¢uv ODPI 1 AOS6 OAIPI AORh uv xAOA AT 11 AAOGAA
I'T OAOAOEA #EOAOQOI PT1 A0 #OOOAT O j!##Qqh xEEI A
collected in the GreenlandSea, Eastern Barents Sea, the Norwegian Sea and North of
y AAT ATA j &ECOOA 18p AT A 18¢(Q8 ¢ p Scibhebni DPAOAOD
yTAEAT 1 AAATh AAT OA OEA '## AT A OEA OAI A
collected in the ocean SoutiWest of Iceand, North and NorthWest of Scotland, in

the North Sea, in the Western English Channel, South West of Ireland, and in the Bay

of Biscay (Figure 4.1 and 4.2).

Subsequently, we succeeded in isolating 292 clones, of which 100 clones from
polar regions: 95 d them belonging to the Northern Hemisphere (45 of them from the
Eastern Barents Sea, and 35 of them from the Greenland Sea) and 5 of them belonging
to the Southern Hemisphere. The remaining 192 clones were obtained from
temperate regions and 109 of them blonged to the Northern Hemisphere (56 of
them from the North Sea, and 47 of them from SoutWest of Iceland), while 83 of
them belonged to the Southern Hemisphere. DNA was successfully extracted for all

the environmental and clonal isolate samples.
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Figure 4.1 Composite images of the environmental sample locations for the Northern Hemisphere, obtained combining water flows and
sea surface temperature (SST in °C). The black lines are dynamic height and the closed contours show eddies. The main ctlowest
are reported by arrows: blue arrows for cold water coming from the North and orange arrows for the warmer currents coming fno the
Atlantic Ocean. Each red dot represents a sample and the number above the dot indicates the closest time of the yeahiah the
sample was collected; in detail: A) refers to 1/06/2012, B) refers to 15/06/2012, and C) refers to 29/06/2012. Note that samips 26-30,

32-40 and 42 were collected in June/July of 2011and these stations on the maps are indicative of a siméamperature pattern.
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Figure 4.2 Composite images of the environmental sample locations for the Southern
Hemisphere, obtained combining water flows and sea surface temperature (SST in °C). The
black lines are dynamic height and the closed contours showdeies. The main current flow,
the Antarctic Circumpolar Current (ACC) is reported by black arrows. Each red dot
represents a sample and the number above the dot indicates the closest time of the year at
which the sample was collected; in detail: A) referto 15/02/2012, B) refers to 29/02/2012,

and C) refers to 14/03/2012.
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4.4.2 Genetic diversity of E. huxleyiin the Northern Hemisphere

A total of 49 environmental samples were screened for the CMM region. The
samples collected in the Northern Hemispherevere dominated by CMM I, which was
detected in 13 out of 20 in the polar region and 24 out of 29 in the temperate region
(Figure 4.3). CMM Il was found in 2 out of 20 in the polar region and 5 out of 29 in
the temperate region. CMM IIb was detected 6 tingein the polar region and 1 time
only in the temperate region (Figure 4.3). CMM llI, IV and Vb were amplified in 1, 13
and 3 samples and in 2, 2 and 2 in the temperate and polar region respectively. Seven
samples out of 22 collected during the D366 cruisevere sampled in a bloom area in

the North Sea.

The CMM screening of the clonal cultures isolated from the temperate region
showed that 74 resulted homozygous for CMM |, 16 of them were homozygous for
CMM 1V and 1 sample was homozygous for CMM lIl. Thénet strains studied were
heterozygous: 6 strains had CMMIV, 7 strains had CMM-IVb, 4 strains had CMM IV

IVb, 1 strain had CMM IHIVb (Figure 4.4).
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Figure 4.3 (previous page) Bar-plot of all the environmental samples and the
respective sea vater temperature (T). The dotted line indicates the
Northern/Southern hemisphere division. Each geographical province is highlighted
by a black rectangle grouping the datgoint on the x axis. The bars show the different
CMM composition for each station ath the stars on top of the bars indicate a nen
quantifiable, but detected, amplification. The CMM are grouped according to the
relative morphotypes. The temperature plot shows the Tin situ for each

environmental sample.
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Figure 4.4 Bar-plot of the allelefrequency detected in the clonesThe dotted line indicates the Northern/Southern hemisphere division.
Each geographical province is highlighted by a black rectangle grouping the dgiaint on the x axis. The bars show the allelic

composition for each staion.
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4.4.3 Genetic diversity of E. huxleyiin the Southern Hemisphere

A total of 26 environmental samples from the Southern Hemisphere were
screened for the CMM region and the majority of them were dominated by CMM llib,
both in polar and temperate regons: 4 out of 5 and 17 out of 21 samples respectively
(Figure 4.3). CMM Il was found in 3 out of 5 samples in the polar region and in 5 over
21 in the temperate region. The CMM | was amplified only in 1 samples from the
temperate region and CMM Il & IV wee found 3 and 4 times exclusively in the

temperate region (Figure 4.3).

The CMM composition changed when we analysed the 87 clonal isolates
obtained from the original environmental cultures. Almost all the clones resulted
homozygous, with the exception 3 clones from the polar region having the allelic
composition CMM HV. The CMM- was found in 1 sample from the polar region and
in 7 samples in the temperate region. CMM W was detected in 1 sample in the
polar region and 71 times in the temperateregion, accounting as the main allelic
combination in this region. Additionally, 5 samples from the temperate region

showed CMM I1HII composition (Figure 4.4).

4.5 Discussion

The amplification of the CMM region was not successful for more than arithi
of the samples collected at temperature <10 °C and it occurred significantly more
often in samples collected in the Southern Ocean below 50 °S. This is probably

explained by the fact thatE. huxleyiis worldwide spread with the exception of the
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extreme polar regions (Holligan et al,, 1993; Tyrrell and Merico, 2004; Hagincet al,
2011), which are characterised by low sea temperatures (Antarctic Convergence <6
°C,Deacon, 1982 Arctic Ocean <4°CSteele, Ermold, & Zhang, 2008Nevertheless, in
the Arctic Sea we could amplify samples collected at 79 °N and only 5 samples were
not amplified for the CMM sequence and the majority of them belonged to the lower
temperature group (<10 °C), supporting the idea that a low seawater temperature
increases the probability of not findingE. huxleyand subsequently the PCR failure for
the GPA gee. We have to take into account thahdividual strains of E. huxleyihave
different growth rate tolerances to temperature, in the range between 2 °C and 27 °C
(Brand, 1981), therefore E. huxleyi specific growth rate may vary greatly, making
extrapolation of strain-specific data to hypothetical scenarios such as models difficult

(Fielding, 2013).

The screening of environmental samples revealed the dominance (>50% of
the alleles detected) of CMM I in 38 out of the 75 site In fact, in 75% of the cases CMM
| dominated the Northern Hemisphere sites, consistent with the results previously
described by KruegerHadfield et al. (2014). On only one occasion CMMdould be
found (<30% of the CMM alleles) in the oceans below the equatorial line, but
nonetheless in a émperate environment. CMM 1 is associated with morphotype A
(Schroeder et al, 2005) and our findings confirm many oceanic observations (J.
Young, personal communication) that morphotype A is the most wide spread and
abundant in the modern oceans. More specifically, morphotype A and B are unequally
distributed in the Northeast Atlantic region (van Bleijswijk et al., 1991)as well as in
the Southwest and Southeast Atlantic (van Bleijswijk et al., 1994) and the

morphotype B is found rarely compared to the morphotype A (KruegeHadfield et
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al.,, 2014). In line with this, we amplified CMM II, which is related to the genuin®
form, only 15 out of the 75 sites (20%) and it only dominated (>50% of the alleles
detected) at 6 out of the 75 sites (8%) all exclusively to the Southern Hemisphere. We
previously reported the presence of CMM Il in the Western English Channel (WEC) in
the non-blooming winter months (Balestreri et al, unpublished), hypothesizing that

its absence in the summer blooming months could be explained by the increase SSTs
observed in recent years in the North AtlantiqRayner et al, 2003). In this study we
note that CMM Il could still be found (between 3045%) in more northerly latitudes

in the summer blooming period months. This suggests that CMM Il can still persist in
this warming environment and the conditions have not deteriorated sufficiently to
see its extinction. This further suggests that something else is at play in the WEC that
has seen its disappearance in the summer months. Nonetheless, CMM 1l is in decline
in the Northern Hemisphere, wereit once formed blooms as the recorded byan
Bleijswijk et al. (1991). Our study also opens a new possibility that CMM Il might in
fact be a Southern Hemisphere morphotype or ecotype that through ocean circulation
or anthropogenic facing resulted in incursions into the Northern Hemisphere

regions.

Over 205 total clones obtained from the samples collected in the Northern
Hemisphere, 141 (69%) amplified for CMM I, as we would have expected after the
CMM analysis of the environmentasamples. In addition, the isolation of clones from
samples collected in the Southern Indian Ocean produced 8 out 87 (9%) CMM 1 clones
which confirms the presence of this genotype in the Southern Hemisphere in a
smaller proportion. Furthermore, 7 of these suthern CMMs | were isolated from a

seawater temperature >10 °C and from locations influenced by the Agulhas Return
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Current (Lutjeharms and Ansorge, 2001) This current shows enhancedprimary
productivity , with chlorophyll-a concentrations significantly higher than the
surrounding South Indian Ocear(Mann and Lazier, 2005) CMM | was also present as
one of the alleles in many of the heterozygous strains (21 clonésolated from the
Northern Hemisphere). As previously observed by Kruegeradfield et al. (2014),
based on clonal culture collections alone CMM | appears to be more resilient and thus

it can dominate temperate regions at a regional and global scale.

CMM 1 was found 15 times in our environmental samples, 7 times in the
Northern Hemisphere and 8 times in the Southern Hemisphere. Moreover, we found
to be the dominant (>50% alleles detected) in 5 of the 13 (38%) temperate region
influenced by the Agulhas Rettn Current. This is in direct contrast to the absence of
the CMM Il allele in any of the clonal isolates collected from either the temperate or
polar regions. Our inability to bring the CMM Il or morphotype B strains into culture
suggests that this genotyp has different nutrient and/or temperatures to that of
morphotype A. Furthermore, we know that morphotype B is distinctly less calcified
than morphotype A(Young et al.2014) and maybe this factor makes this morphotype
more susceptible to damage during the isolation process. This finding nonetheless
highlights once again the biases associated with culture collections and that we would
have been wholly incorrect to infer from our culture collection that CMM Il or
morphotype B in absent in the Southern Indian Ocean. In fact the most southerly

sample site was exclusively CMM II.

Although CMM Il (morphotype B) was not prevalent in any of the Northern
Hemisphere environmentd samples, the related genotype CMM IIb (correlated to the

B/C morphotype) was detected on 5 occasions (4 of which were exclusively CMM lIb)
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in samples collected in the Norwegian Sea and North of Iceland, an area where the
cold water of the East Greenlanurrent separates from the main branch and turns
southeast, contributing to the East Icelandic CurrenfAagaard and Coachman, 1968;
Delworth et al, 1997, Woodgateet al, 1999). These samples were therefore
represented true polar waters. We confirmed the presence oE. huxleyi B/C
morphotype through scanning electron microscopy (SEM; Figure 4.5). Five clones
isolated from one environmental sample collected in the searea northern of Iceland
were found to be B/C phenotype and their CMM analysis confirmed that their
genotype was CMM llb, supporting the correspalence between the morphotype and

this specific genetic sequence.

— 1pm PlymEMC 7/18/2013
X 7,500 15.0kV SEI SEM WD 10mm
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— lpm PlymEMC 7/18/2013
X 11,000 15.0kV SEI SEM WD 10mm

1pm PlymEMC 7/18/2013
15.0kV SEI SEM WD Smm

Figure 4.5 Electron Scanning Microscope (SEM) photas E. huxleyB/C morphotype

found in clonal isolates North of Iceland.
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In the Southern Hemisphere we found CMM Ilb more frequly: in 21
samples out of 26 (81%). At 14 sites, CMM lIb was the exclusive genotype; 11 found
in the temperate region, 3 in the polar region with one exception showing evidence of

the presence of CMM IlI.

In the polar regions 1 environmental samples wez dominated by CMM IV
and its related genotype, CMM IVb, was also found to dominate on 1 occasion. In the
temperate region we found CMM IV on 17 occasions and CMM IVb on 2 occasions. We
know that these genotypes are found in the North Sea and Western EmsgliChannel
(Krueger-Hadfield et al. 2014, Balestreri et al.unpublished) and that CMM IV can
dominate bloom events in the WEQHighfield et al,, 2014). The genotype IV appears
to adapt to a wide range of environmental niches, from cold to warm and often
changeable environments(Krueger-Hadfield et al, 2014). However, as the Attic
polar region especially the Greenland Sea was heavy impacted by the temperate
waters, the CMM llb should be considered as the true Arctic genotype while CMMs |,

I, IV & IVb are relics or active intrusions from temperate waters.

Out of 292 isolatedclones, 96 (33%) amplified for the CMM IV, which means
that this allele in present circa one in three of our isolates in the culture collection.
Conversely only 3 strains showed CMM IVb, and they were isolated from cold
seawater collected North of IcelandThe majority of the CMM IV clones were isolated
from environmental material originated in the Southern Hemisphere in polar regions
and in areas influenced by the Agulhas Return Current in the region Sodfast of
South Africa and by Leeuwin Current in theegion SouthWest of Western Australia.
Only one clone was isolated from the North of Heard Island and McDonald Islands, in

a polar region. The diversity of environments in which we found CMM IV and Vb
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supports the hypothesis that these genotypes are #&bto adapt to a variety of niches.
Moreover, CMM IV and IVb alleles were found in all the heterozygous strains,
meaning that these genotypes mate with a higher frequency. The main heterozygous
combinations detected in our study were CMM-IV, Vb and IMIVb and these
findings are in line with KruegerHadfield et al. (2014) study, who showed co
existence of these alleles in presence of a bloom event dominated by homozygous

CMM |, occurred in the North Sea in the summer of 2012.

CMM Il was amplified on aly 6 occasions in the environmental samples, 2
times in polar regions and 4 times in temperate regions. It was found in the
Greenland Sea, Eastern Barents Sea and also in the North Sea, and in three locations
South-West of Western Australia. This CMM is mare genotype, despite its ability to

occupy a multiplicity of conditions.

In summary, the most dominant genotype was CMM | (51% of the positive
amplified samples), followed by CMM lIb (37%), which are related t&. huxleyiA and
B/C morphotypes, respecively. Furthermore, we showed that the former dominated
(75 %) in the Northern Hemisphere, while the latter dominated the Southern regions
(81%). To our knowledge, this is the first study that reports on such a clear provincial
delineation. Other studies lave reported that the B/C morphotype ofE. huxleyi is
found in the Patagonian Shelf, in the Southern Ocean and in spblar Antarctic
waters (Poulton et al, 2011; Cooket al, 2011; Cubilloset al, 2007; Haginoet al,
2005). We now can confirm the only other location that it can be found is in the true
polar waters north of Iceland. Morphotype A (CMM 1) is a temperate strain, while
Morphotype B/C (CMM lIb) is a polar strain. In addition, morphotype B (CMM l1) also

appears to prefer the Southern Hemisphere and polar waters. However, this
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assessment does not find an exact correspondence in the genetic composition that we
observed in the clonal solates. Although the dominant genotype among the 292
clones was again CMM 1 (51% of the total samples), the second most frequently was
CMM 1V, being present in more than 32% of the cases. Given this, we recommend that
culture collections should not be ged in isolation for the genetic profiling ofE. huxleyi
populations. The genetic variability that characterizes environmental material is
biased toward a smaller number of genotypes grown in artificial conditions and it is

not necessary representative othe real population structure ofE. huxleyi

We have to take into account, especially when making ecological statements
based on lab based genetic studieshat every organism could not be obtained by
laboratory culturing and isolation as a result of theartificial selection pressure placed
on them. In most of the cases, artificial growth selection deeply impacts on the true
genetic assessment of the original population, which can lead to misinterpretation of
the real picture. In a laboratory environment he real ecological dynamics between
organisms are not respected: competition for a resource, e.g. nutrients, might be
compromised or overturned by the organism whose physiology better adapt to the
artificial conditions (Service and Rose, 1985) The culture establishment is moreover
altered by irradiance, salinity, nutrients and light which often differ from the natural
environment (Lakeman et al, 2009). Furthermore, the maintenance of a culture for
long periods can lead to physiological and phenotypical changes an organism, e.g.
strain of calcifying E. huxleyikept in a manipulated environment for a long time can

lose their ability to calcify (Greenet al,, 1996; Houdanet al,, 2005).

E. huxleyi AAOPEAO A OAOEAA OATCA T &£ EAAEOAO
likely resilient to the changing ocean conditions. This is consistent with the numerous
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studies that demonstrate the varied responses oE. huxleyistrains challenged with
future climatic exposures (lglesias-Rodriguez et al, 2008; Riebesellet al, 2008;
Muller et al, 2015; Rost and Riebesell, 2004; Meyer and Riebesell, 2015hat said
we observed a clear sparation of dominant genotypes both in habitat and between
Northern and Southern hemispheres. Additionally, we observed a greater
heterogeneity and heterozygosity in the Northern Hemisphere and in proximity of the
continental shelves. In open ocean envimmments, far from the continents and at
oligotrophic conditions, such as the Southern Indian Ocean, only a couple of
genotypes prevailed in the environmental samplesFuture experiments need to
address the differential responses of strains/genotypes isolatéfrom their respective
habitats. Our current knowledge is largely limited to a CMM |, morphotype A response

scenario.
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(Consideringthat the more prevalent coccolithophorespeciesappear to be
vulnerable to ocean acidification, a local or global shift in the species
composition or a replacement by other photoautotrophic organisms may
occur and could affect higher trophic levels and ocean biogeochemical

cyclingd(Meyer and Riebesell, 2015)

The question of how the Emiliania huxleyi speciescomplex successfully
colonized very diverse surface ocean habitats while its close relatives remained more
ecologially restricted has broader implications for understanding controls on
phytoplankton adaptation to new and changing habitat§Bendif et al, 2015; Readet
al.,, 2013). Not only E. huxleyiis numerically the most abundant coccolithophore
species,but it is found in several different habitats (Mtller et al, 2015). The work
carried out in my PhD project, demonstrated and confirmed a high genetic variability
associated with different morphotypes (Chapter 2- Krueger-Hadfield et al,, 2014).
Furthermore, it showed a dominance of certain CMM genotypes to specific

geographical regions both in time (Chapter 3) and space (Chapter 4).

One of the main effects of anthropogenic COemissions that challenges
calcifiers in current oceans is the acidification of seawater. The lowest pH values are
found in upwelling areas, such as Equatorial Pacific and Arabian Sea, where the
surface moves to deegpr layers as the rich deep water with lower pH value is brought
to the surface. Conversely, in areas where the biological production and export are
elevated, the dissolved C®is converted into organic carbon by phytoplankton and
exported in deeper oceansesulting in higher pH values in the surface waterg§Raven

et al, 2005). The Southern Ocean is known as one of the main sinks forCGut
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studies by Le Quéréet al. (2007) found that this sink has weakened between 1981
and 2004 by 0.08 petagrams of carbon per year per decade due alterations in the
Southern Ocean winds. Moreoveltpw levels of iron and irradiance, especially during
the winter, make theSouthern Ocean not aproductive as may be expectedalthough

it is generally corsidered a nutrient rich ocean(Harper et al, 2011). In the temperate
and subpolar regions of the North Atlantic and North Pacific, there are lontgrm
records that the pH varies on a seasonal cyc(Bellerby et al, 2005; Woottonet al,
2008; Olafssonet al, 2009) because of changes physical ocean properties, such as
temperature and salinity, but also because of the biological process@sndlay, 2010).
Nevertheless, in the Arctic Ocean the alkalityi level is already lower than many other
oceans and overall polar pH levels are changing twice as fast as tropical ones;-pre

industrial pH 8.2 dropped to pH 8.1, indicating increased aciditgHarper et al, 2011).

Another main effect of increasing C® emissions is the rise in ocean
temperature (Fenget al, 2009), and its negative effects on marine organisms have
been shown in numerous studies.Global surface temperature has increased 0.2 °C
per decade in the past 30 years, especially in the Western Equatorial Pacific and
Indian Oceans, which are approximately as warm now as at the Holocene maximum
(Hansenet al,, 2006). Moreover,the upper layer of the oceanetains anomalous heat
which is originated from changing solar irradiance(White et al, 1997). In the region
of the Weddell Sea from 35°S to 65°S, the Southern Ocean has warmed by 0.17 °C in
the upper 1000 metres since the 1950¢Gille, 202) and a predominantly seaice-free
Arctic is predicted for the end of this century(Johannessen et al., 2004)

Morphotype A ofE. huxleyiappears to dominate the wild populations in the Northern

Hemisphere, while the morphotypes B and B/C are more frequently found in
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environmental samples collected in the Southern Hemghere. We know that the
different strains of E. huxleyirespond to acidification in diverse waysand that they
might differ genetically (Langer et al, 2009); it remains unclear which mechanism

underlies the selection of a morphotype over the othein a specific region.

Physiological experiments need to be conducted in order to delineatE.
huxleyistrain-specific response to altered pH conditions. A newly submitted studyy
Rickaby et a. (unpublished) on recently isolated, genetically diverse, stins of E.
huxleyi collected in the Northern and Southern Hemispheres shows that the
physiological properties of each strain is related to the natural environmental
concentration of carbonate ion at the site of isolation. The projection of the study
anticipates the future outcompetition of the morphotypes B/C and R by more rapidly
photosynthesising, and lightly calcified strains of morphotype A but with their rate of
calcification highly dependent on the surface ocean saturation stat@ickaby et al.,

unpublished).

The work carried out for this thesis showed thatE. huxleyiblooms are
characterised by one or two dominant genotypes, even if natural variability is found
within its genetic standing stock. This matches with our finding regarding asexual
reproduction driving a bloom event in the North Sea in 2011. Furthermore, this study
brought light on E. huxleyipopulation dynamics in the Western English Channel over
a longer time period. Four genotypes were detected: two of them found constantly
over the years and able to produce blooming events (CMM | & IV), and the remaining
two (CMM 1l & IVb), which were sporadically found during the cold seasons, and

unable to form blooms, even if, in the past, bloom events dominated [&. huxleyi
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morphotype B, accountirg for CMM I, were recorded in the same region taken in
exam during this study (van Bleijswijk et al, 1991; Van der Walet al, 1995). The
reasons underlying the selection of certain genotypes to thrive during the blooms are
still unknown. We can hypothesize that zooplankton grazing, chaeg in nutrient
availability, variation in salinity due to abundant precipitation and the rise in

seawater temperature might be involved in the selection and not exclude each other.

E. huxleyiis a speciescomplex (Bendif et al, 2015), composed of numerous
genotypes, and given that the short and lonterm survival of species depends in part
on the options that their genetic diversity gives them for adapting to changgatton
et al, 2011), we can speculate thak. huxleyisp. is likely to survive future ocean
conditions. Nevertheless, there are different lines of evidence that suggdst huxleyis
increasingly expanding its range into the polar ocean§Winter et al, 2014). It has
been predicted that one of the likely results of climate change is an alteration in the
distribution and the abundance of specieThomas et al, 2004). A global meta
analysis, conducted on more than 1700 species, documented significant range shifts
averaging 6.1km per decade towards thepoles (or metres per decade upward) for
279 species, and significant mean advancement of spring events by 2.3 days per
decade(Parmesanet al, 2003). This poses the question of whether both the two main
morphotypes of E. huxleyiare globally shifting or if morphotype B specifically is
moving toward the Polar RegionsE. huxleyiB and B/C morphotypes show a lower
degree of calcification and these formare prevalentin the Southern Hemisphere.
Morphotype A is regularly found in the Northern Hemisphere and we found it in only
one sample collected in a temperate region of the Southern Hemisphere. However,

there is a large part of the Southern Hemisphere itunexplored for the different E.
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huxleyi morphotypes and genotypes. Expeditions in the Southern Atlantic and Pacific
Oceans would fill the gap and bring light orE. huxleyicommunity composition in

these areas.

The 0T AAI T AA OOODA e orjabdisaidn of hd AukadzBtic A A
organisms ata high taxonomic leve] and this was possible through theise of genomic
data and the rise of phylogenonus (Liu et al, 2010). Numerous genetic markers have
been wed to characteriseE. huxleyigenetic delineation from its closest relativeG.
oceanica the nuclear 18S rDNA and 28S rDNA, the plastidial 16S rDMiGL, tufA, and
petAand the mitochondrial coxl, cox2 cox3 rpl16, anddam (Bendif et al,, 2014; Liuet
al., 2010). E. huxleyishows extensive genome variability and as much as 25%
variability in gene content might occur between strains of theE. huXeyi species
complex (Bendif et al, 2015; Readet al, 2013). It is still unclear what are the
phylogenetic links betweenE. huxleyispecies and the lineages to which they belong
and how many coccolithophore existed in the past that are not found todagde
Vargas and Probert,2004). We have to take in account thatmany evolutionary
processes canaffect the genetic diversity of natural populations,e.g.the Wahlund
effect, the gene flow via migration, natural selection, inbreeding, spontaneous
mutation, and random genetic dift (Hartl and Clark, 2007) Analysis of mutations of
coccolithophores using population genetics, phylogenetic, angenomic approaches
may help to answer some of these questiongde Vargas and Probert, 2004)
Moreover, next generation sequencing (NGS) technologies have improved in the last
few years we can now rely onreads of sufficient length for accurate annotatio and
assembly of whole operonsand the future studies will be aimed to experimental test

the gene function(Temperton and Giovannoni, 2012) NGS technology has made high
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resolution biodiversity assessments of environmental samples possiblgladziavdic
et al, 2014), using transcriptome or genomic data obtained through NGS search for

new genetic markers, which can develop a strategy to analyse the gene function.

Our analysis of environmental samples and laboratory clones showed a bias
toward certain genotypes and morphotypes. This is reasonable, as it is shown in
many studies, e.g. on bacterigRussell, 2003) phytoplankton (Lewis and Hamm,
1986), invertebrates (Regoli ard Principato, 1995), and mammals(Crabbe et al,
1999), how difficult is to translate experimental findings to the environmental
situations.

All these observations lead to the need of being cautious in making general
statements about the physiology, genetic compadson and behaviour of the organism

exclusively using laboratory material, especially the ones with a fast turnover, even if
substantial changes in community composition in less than a few hours are not

expected(Fuhrman et al, 2015).

The disappearance oE. huxleymorphotype B from temperate waters and its
movement toward northernmost latitudes could affect the community dynamics in
OET OA AOAAOGq " 11 OPET OUPA EOh ET EAAOh 1AO
diet mignt AA AEEAAOAA AT A OOAOGANOAT O1T U AECCAO B
there are substantial differences in the physiology of differenE. huxleyigenotypes,
e.g. DMSP production, which has been shown to be metabolised by the gra2gyrrhis
marina (Wolfe et al, 1994). O. marinahas also been proven to feed preferentially on
E. huxleyiinfected by its virus, EnV-86 (Evans and Wilson, 2008) and although a

correlation between different E. huxleyiviruses and different E. huxleyimorphotypes
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and/or genotypes has not been demonstrated. in # study by Schroeder and his
colleagues (2003)a diverse virus succession was founth the presence of &. huxleyi
bloom in a mesocosm experiment, suggesting that despite a genetic variation in the
virus population, only few genotypes were able to infect and terminate the bloom. In
the paper they leave an open question: whether or not thvirus geneticspecificity is

linked to a host genetiespecificity and the question is still without answer.

In the research work conducted for this thesisE. huxleyimorphotype A
shows a greater genetic variability than morphotypes B or B/C. Furtherme,
heterozygosity was found in numerous clones characterised by A morphotype (CMM
[-IV, FIVb, IN-IVb, 1I-IV, llI-IVD), but it was never found in presence of B/C
morphotype. Might this mean that morphotype A more frequently reproduce
sexually? Perhaps theRed Queen Hypothesis is relevant for morphotype A, and the
Cheshire Cat Strategy is prevalent for morphotype B. Moreover, morphotype B is
genetically characterised by homozygous CMM [Krueger-Hadfield et al., 2014),
however the heterozygous CMM HV shows morphotype A characteristics. Does this

mean that allele 1V is dominant?

Since the calcite production is strictly correlated with celspecific
calcification rate and irradiance (Poulton et al, 2014) a shift toward colder regions of
E. huxleyB and B/C morphotypes could have implications on the biogeochemistry of
those waters, especially if these morphotypes are outcompeted by the stronger A
morphotype in the formation of large blooms. In these areas thedn availability
could also play an important role for the bloom formationE. huxleyispecies survival

is not in danger in the light of the changing climate, nevertheless, the shift in genetic
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composition may lead to shift in the food web dynamics and sskquently in how

carbon and nutrients are metabolised in the ocean.

In order to answer some of the key questions that this study raises, e.g. what
is the physiological response of different genotypes to the changing climate, what are
the trophic effects due to the movement of certain morphotypes toward higher
latitudes, whether and how the carbon pump will be affected bya possible
disappearance of the morphotype B, antow different genotypes interact in the wild
population,, we need in the first placanore sampling efforts, especially in areas not
yet studied for the genetic composition oE. huxleyistanding stock, and more genetic
markers. The scientific community needs to address its laboratory studies on freshly
collected samples and newly isolateatlones and physiological variability should be
determined in situ. Furthermore, it would be extremely valuable to acquire
elucidation on the specific genetic adaptations, whether it exists, of particular strains
studies relative to other coccolithophore pecies. Finally, we should look at studies of
other phytoplanktonic species to determine whether the same principles of genetic

diversity and distributions also apply to other organisms.
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APPENDIX I: Cruises & L4 Station

In order to assess the present genetic composition &. huxleyipopulations
and interpret the new data in the light of its population structure in a changing

climate we used different sampling approaches.

Cruises

One fundamental resarce for this research has been provided by the field
work that | carried out in the Northern and in the Southern Hemispheres on board
three scientific cruises These campaigns allowed me to sample seawatéom
different geographical regions around the wdd, wide-ranging in latitude and
longitude.
Two of these cruises were part of the UK Ocean Acidification (UKOA) research
program, funded by the Natural Environment Research Council (NERC). The aim of
these expeditions was to investigate the biology of sface ocean communities and
biogeochemistry in areas known as CGGOOET EO AT A O OOAAOSE | xxx8
Additionally, samples were collected along the second transect of tligreat Southern
Coccolithophore Belt, a campaign which aimed to examine sewdraspects of
coccolithophore biology and the impact of shorterm ocean acidification on
coccolithophore growth and calcite dissolution (www.bcedmo.org/project/473206).
My participation in this cruise was funded by an UK Ocean Acidification Added Value

Grant from NERC.
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8§ Cruise D366 (6th June 2011, Liverpool- 10th July 2011, Liverpool) on board the

RRS Discovery (UK).
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8 Cruise JR271 (1st June 2012, ImminghamUK - 3rd July 2012, Reykjavik) on board

the RRS James Clark Ross (UK).
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8 Cruise RR1202 (18th February 2012, DurbanSouth Africa- 23rd March 2012,

Fremantle-Australia) on board the R/V Roger Revelle (USA
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DNA extraction from the environmental samples was carried out on board
each cruise and the DNA samples were storedofzen. These samples collecteid-situ
provided an important biological resource, representing snapshots ot. huxleyi

community structure at particular locations at present day C&concentrations.

Western Channel Observatory (WCOPIlymouth)

WCO (Appendix Figure 1) provided another important data resource. The
WCO has some of the longest timsgeries in the world for zooplankton and
phytoplankton, with data collected over a century
(www.westernchannelobservatory.org.uk). This great collectionsupplied a large
amount of environmental samples and it gave me the opportunity to study thé&.

huxleyipopulation composition over a 6 year time at the L4 station.

Google earth
S

Appendix Figure I. L4 station ofthe Western Channel Observatory
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APPENDIX Il Culture collection

An algal culture collection was established (Appendix Figure II) from the
water samples collected during the cruise work. Many culture vessels containing f2
Si (Guillard, 1975) culture medium were inoculated with the environmental water
samples, maintained in an on board incubator and subsequently transported to the
laboratory at the MBA in Plymouth (UK). Unalgal cultures were obtained by
screening the environmental water samples using a FACSORT flow cytometer
(FACSORT, BD Biosciences, San Jose, CA, USA), which allowed for the selection of
distinct features and characteristics associated with coccolithophores, diatomsnd
picoeukaryotes. The chBs isolated in this way were transferred into culture vessels
containing /2 nutrient media and were incubated at 15°C at a light intensity between

1t AT A v 8s withial16:8rlight:dark cycle.Dilution to extinction was carried
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out (seethe details inO0" T @ | AOET A d@ainklbnal lurdaighl @olofids and

subsequently clonal cultures

Appendix Figure Il. Established culture collection of 292 clonal cultures.

BOX METHOD

Dilution to extinction technique

Appendix Figure |ll.

Plate with E. huxleyi
colonies growing in each
well at different
concentrations. The top
row contained thousands
of colonies per well, the
bottom row contained
\/ between 1 and 10

colonies per well.
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