Supplementary Table 1

Mass spectrometric output for the proteins identified in the study

# of
. Mascot matched Mascot
Spot No. SWISS_.Pmt Sequence total ion peptide/ peptide sequcnce error peptide
Accession # coverage (ppm)
score searched score
peptides
1 P05109 39 242 4 GADVWFK 24.8 51
GNFHAVYR 28.7 47
ALNSIIDVYHK 29.7 92
LLETECPQYIR 30.5 51
2 P06702 24 177 2 LGHPDTLNQGEFK 29.5 51
NIETINTFHQYSVK 26.5 126
3 P06396 9 59 7123 AGKEPGLQIWR -24.7
EVQGFESATFLGYFK 18.5
HVVPNEVVVQR 8.6
EGGQTAPASTR 17.1
TPSAAYLWVGTGASEAEK 12.6
YIETDPANR 8.9
YIETDPANRDR 8.9
4 Q16891 12 252 4 VWSQYHELVVQAR 10.9 43
GIEQAVQSHAVAEEEAR 10.6 59
LSQEQVDNFTLDINTAYAR 12.3 42
ANCSDNEFTQALTAAIPPESLTR 8.9 60
5 Q13228 13 108 3 EEIVYLPCIYR 14.3 35
FLYFSNWLHGDLR 21.9 32
HNVMISTEWAAPNVLR 19.1 38
6 Q13228 15 108 2 EEIVYLPCIYR 235 30
HNVMISTEWAAPNVLR 224 50
7 P02787 18 192 2 DSGFQMNQLR 34.1 31
NLNEKDYELLCLDGTR 25.1 32
8 P02787 20 342 7 EGYYGYTGAFR 36.6 46
KPVEEYANCHLAR 31.3 31
EDPQTFYYAVAVVK 254 44
ADRDQYELLCLDNTR 25.0 38
NLNEKDYELLCLDGTR 23.9 44
SAGWNIPIGLLYCDLPEPR 22.9 53
KPVDEYKDCHLAQVPSHTVVAR 16.2 31
9 P61160 22 319 5 HLWDYTFGPEK 53.0 77
GYAFNHSADFETVR 45.9 90
LCYVGYNIEQEQK 40.6 30
SMLEVNYPMENGIVR 39.1 62
LALETTVLVESYTLPDGR 38.4 45
10 Q01995 31 481 6 LGFQVWLK 15.2 62
QMEQVAQFLK 17.9 79
VPENPPSMVFK 15.4 81
TDMFQTVDLFEGK 15.7 114
TDMFQTVDLFEGKDMAAVQR 15.6 80
LVNSLYPDGSKPVKVPENPPSM 14.2 64
11 P09327 14 348 7 EVQGNESEAFR 18.1 31
LQEENLVITPR 9.8 30
LIIQWNGPESTR 12.9 51
MVDDGSGEVQVWR 14.2 65
GSLNITTPGLQIWR 12.5 34
LYHVSDSEGNLVVR 12.1 60
FDATSMHVKPQVAAQQK 6.5 42
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ALVSAQWVAEALR
AGQPLQLLDASWYLPK
HIPGAAFFDIDQCSDR
TSPYDHMLPGAEHFAEYAGR
SQPAPAEFR
DGIEPGHIPGTVNIPFTDFLSQE(
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VVIGMDVAASEFFR
YDLDFKSPDDPSR
YISPDQLADLYK
DYPVVSIEDPFDQDDWGAWQK
LAQANGWGVMVSHR
SGETEDTFIADLVVGLCTGQIK
YPQLLPGIR
ALDIAENEMPGLMR
YISPDQLADLYK
VVIGMDVAASEFFR
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TFCQLILDPIFK
STAISLFYELSENDLNFIK
ALLELQLEPEELYQTFQR
VTDGALVVVDCVSGVCVQTETV
DGAGFLINLIDSPGHVDFSSEVT.
LDKESYPVFYLFR
ESYPVFYLFR
DGDFENPVPYTGAVK
GQGVYLGMPGCLPVYDALAGEF
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LISWYDNEFGYSNR
VIHDNFGIVEGLMTTVHAITATQF
LPFAAAQIGNSFR
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