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1 MVSGMSTEEE KEGTNDEEVS EEREVEETSE EEFPKLSIQD IELLMKNTEI

51 WDNLLNGKIS VDEAKRLFED NYKDYEKRDS RRKAKKAASK KVKKTKKKEK
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12 - 23
12 - 35
12 - 35
24 - 35
36 - 46
47 - 58
59 - 65
59 - 66
59 - 66
59 - 66
67 - 73
67 - 77

Observed
697.3330
1414.0430
943.6070
727.1660
660.1220
709.4810
381.5800
459.5540
306.9810
460.1790
464.9710
732.5800

Mr (expt)
1392.6514
2826.0714
2827.7992
1452.3174
1318.2294
1416.9474
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917.0934
917.9212
918.3434
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1463.1454

Mr (calc)
1392.5641
2826.1839
2826.1839
1451.6304
1317.7214
1415.7045
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916.4978

916.4978

916.4978

927.4338
1462.6616
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0.0874
-0.1124
16153
0.6871
0.5081
1.2430
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K.EGTNDEEVSEER.E (Ions score 79)

K .EGTNDEEVSEEREVEETSEEEFPK.L (Ions score 58)
K.EGTNDEEVSEEREVEETSEEEFPK.L (Ions score 46)
R.EVEETSEEEFPK.L (Ions score 74)
K.LSIQDIELLMK.N Oxidation (M) (Ions score 80)
K.NTEIWDNLLNGK.I (Ions score 31)

K.ISVDEAK.R (Ions score 52)

K.ISVDEAKR.L (Ions score 52)

K.ISVDEAKR.L (Ions score 36)

K.ISVDEAKR.L (Ions score 46)

R.LFEDNYK.D (Ions score 51)

R.LFEDNYKDYEK.R (Ions score 63)



Figure S8 Mascot data results for Rpo13 (S. shibatae) from LC MS/MS experiment. On top the sequence coverage (63%; red) obtained by identification of the fingerprinted peptides generated by trypsinization of gel fractions. 





















