MAG926 + Zn(l11) LC-MSrun 1: 6926 _Zn 220709 l1a2 01

- Peptide Peptide Peptide - -
. Peptide . A . Peptide Precursor Retention Precursor | MH+ Error
Protein name Rank Peptide Modification Peptide Sequence sequence | sequence | Matched Score By Matches MH+ (Da) | time (min) miz (ppm)
start L enath Products
o b2b3b4b5*b5b6*bEb10y2y
'POAlRGlD?;g;S:‘ULLT E;‘A’b'“d'”g 1 IAAANVPAFVSGK 70 13 24 195.23 |3ydy5y6y7°y7y8y9*yoy10f 1244.69 60.221 622.85 -4.32
p P y10y11*y11y12y13
b2b3b4b5°b5b6°b6b7°b7h8
°b8b9°h9b16h18019b2042
|POALR6|DBHA_SALTY DNA-binding AALESTLAAITESLKEGDAVQLVG 3b25b26b28b29y1y2y3y4°
rotein HU-alpha 2 FOTEK 22 29 48 402.63| . eyloytiyian] 296657 114.932 989.53 0.58
3yl4*y14y15y17y19y20y.
1y22y23y24y25y26y29
IPOALRGIDBHA_SALTY DNA-binding | - EGDAVQLVGFGTFK 37 14 6 32.54 b5b8*b8b12y6y14 1467.7 788 734.38 0.00
protein HU-alpha
b1b2b3b4b5°b5b6°b6h7HS
[POA2H9|DSBA_SALTY Thiol:disuffide b9b10b13b14b15y2y3*y3 !
ntorchange protein dabA 1 AAADLQLQGVPAMFVNGK 158 18 32 26752 4o e yytop o] 182997 81.474 b 915.49 4.00
1y12y13*y13y14y18
|POA2H9|DSBA_SALTY Thiol:disuffide YQINPQGMDTSSMDVFVQQYAD b1b2*b2b3b4b11b14y3ydy
ntorchange protein dabA 2 VK 176 25 16 02,93 | ryioye0 | 280532 87.112 955.78 3.66
IPOAZHOIDSBA_SALTY Thiokdisuffide | YHVEFLGPLGK 77 11 15 118,04|P203P4DS°DSDEDELTDEDS g ¢ 69.795 630.34 0.68
interchange protein dsbA y2y3y5y9y11
e b2°b2b3°b3b4b8°b8*b8bdb
|POA2H9|DSBA_SALTY Thiol:disulfide o s )
ntorchange protein dabA 4 TQTVQSAADIR 116 11 20 132.83 11y2y3y5y6£ yTryTy8y9y 1189.61 35.850 595.31 4.82
IPOAZHOIDSBA_SALTY Thiokdisuffide | ELTQAWAVAMALGVEDK 88 17 5 16.93 b4°b4*bab8y9 1831.95 1@B7 611.32 15.06
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | ¢ Oxidation+M(L0) ELTQAWAVAMALGVEDK 88 17 4 23.85 b6b8y 7L 1847.91 107.864 924.46 -8.46
interchange protein dsbA
[POA2H9|DSBA_SALTY Thiol:disuffide o YHVEFLGPLGKELTQAWAVAMA )
ntorchange protein dabA 7 Oxidation+M(21) . GVEDK 77 28 3 12.01 b5y5y12 3088.57 53.073 4 772.90 2.2
IPOAZHOIDSBA_SALTY Thiokdisuffide | o Oxidation+M(13) AAADLQLQGVPAMFVNGK 158 18 7 44.89 b5b68b8HI°hY7 1845.97 105.092 2 923.4 10.45
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide| g HVEFLGPLGK 78 10 1 8.01 b4 1096.61 69.772 2 5488l -8.57
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide | ) PAMFVNGK 168 8 3 35.08 b3b4b5 863.44 81.452 1 86344 1-4.3
interchange protein dsbA
b2b3b4°b4b6°b6b7b809Y 1
IPOALHSIEFTU_SALTY Elongation factgr AIDKPFLLPIEDVFSISGR 205 19 29 231,41 2D13Y1Y2YBYAYSYEVOYTYB 5117 15 104.648 706.39 -6.92
Tu y8y9°y9y10y11°y11yl2y}
5y19
T x|
'POAlHSlEFTU—S¢tTY Elongation factr AGENVGVLLR 270 10 12 105.38| PP4P5 b573%2y3y4y5yey 1027.58 56.978 514.30 -6.65




4 b2b6b7°b7b12b13b15b1Gy
'POAlHSlEFTU—S¢tTY Elongation facter ELLSQYDFPGDDTPIVR 155 17 22 216.14 1y2y3ydy5y6y8yy10y11ly 1964.97 77.466 243406 P 982.99 6.09
12y13y14y17
4 b2b3°b3b9b10b12b16y3fy
'POAlHSlEFTU—S¢tTY Elongation facter GITINTSHVEYDTPTR 59 16 25 184.9 | 3y4°yay5oysy6y7y8y9°yoy 1803.87 50.171 195031 B 601.96 1232
10y12*y12y13y14°y14yl
4 b2°b2b3°b3b4°b4b6°b6b]3
'POAlHSlEFTU—S¢tTY Elongation facter TTLTAAITTVLAK 25 13 20 150.65 |y2y3ydy5y6y7y8yoy10ylly 1303.78 84.987 192919 P 652.40 0.00
13
b2°b2b3°h3b4°b4b5°b5b°
[POALHSIEFTU_SALTY Elongation factgr TTDVTGTIELPEGVEMVMPGDNI | ., 04 a3 210,06|PEOIDIODIODISOATDIBND o\ o 67 338 1ss7al b 12736 6.0
Tu K y3y5y6°y6*y6y7y8y9y10y:
2y14*y14y15°y15y16y24)
'POAlHSlEFTU—S¢tTY Elongation facter QVGVPYIIVFLNK 124 13 11 85.72 b3b4b7b13yy113y4y5y6y9y11 1489.88 99.512 169347 b 745.44 0.25
4 b2b3b4b5b7b11°b11b12h1
'POAlHSlEFTU—S¢5TY Elongation facter IELAGFLDSYIPEPER 188 17 22 204.284y1y3ydy5y6y7y8yoy11oyll 1962.03 102.414 167915 P 981.52 3.08
1y12y13y17
'POAlHSlEFTU—S¢5TY Elongation facter g ALEGDAEWEAK 177 11 7 83.46 yAy5y6y7y8yoy1l 1218.56 46,757 5083 | 2| 609.78 220
'POAlHSlEFTU—S¢5TY Blongation facter | o4 rpamidomethyk+C(d) STCTGVEMFR 253 10 8 50.85  b6y2ya§pry8yl0 1187.52 53.376 80215| [ 594.26 2.6
'POAlHSlEFTU—S¢5TY Elongation facter VGEEVEIGIK 238 11 7 53.91 b1b3b5y3y5y7y1l 1171.6 60.824 9840 | 2| 586.33 2.92
IPOALHSIEFTU_SALTY Elongation factgr 1, | oo midomethyl+C(l) ~ CDMVDDEELLELVEMEVR 137 18 17 179, [P20SPILYIY2YSYSYSYEYE )04 01 106.536 37592| b 1112.5] 12.62
Tu y7y8y9y11y13y14y18
[POALH5[EFTU_SALTY Elongation factgr NMITGAAQMDGAILVVAATDGP i ]
iy 13 MPOTREHILLGR 90 34 6 18.16 b3b9b29ylydy13 3547.8 93.809 26017 | 3  1183)27 3.85
'POAlHSlEFTU—S¢5TY Elongation facter NM'TGAAQMMDPGQAT'LRVVAATDGP 90 27 8 26.94 | bs°bsb2ly7+y7yl0ylly27  2729.3p 106.20 245233 | 910.44 -8.14
'POAlHSlEFTU—S¢5TY Elongation facter o FESEVYILSKDEGGR 304 15 4 30.42) b7b12b13y12 1728.42 a6.54 9524 | 3| 576.95 1172
'POAlHSlEFTU—S¢5TY Elongation facter o VGEEVEIVGIKETQK 238 15 3 18.81 b3boy12 1657.88 84.037 ®14| 2| 820.45 -10.82
4 b3b4°bab5°b5b7°b7y3y4y5
'POAlHSlEFTU—S¢5TY Elongation facter MVVTLIHPIAMDDGLR 358 16 21 203.2 |y6y7y8yocyoy10°y10yllyl 1780.92 79.350 515675| B 594.31 15.42
2y13y15
'POAlHSlEFTU—S¢5TY Elongation facter o EHILLGR 117 7 5 57.9 b3°b3bdy3y5 837.48 40.208 135178 | 2 4192 -16.98
'POAlHSlEFTU—S¢5TY Elongation facter 4 TVGAGVVAK 382 9 9 76.69 | b3°b304°b4b7°b7y3y7yR  801.47 202 | 111413 | 2| 40124 -19.50
'POAlHSlEFTU—S¢5TY Elongation facter GYRPQFYFR 325 9 9 106.77  b3b5b6y3ydy5tySyeyf  1233.59 58.94| 84139 | 3| 41187 17.91
'POAlHSlEFTU—S¢5TY Elongation facter TKPHVNVGTIGHVDHGK 8 17 4 30.84 b3b14y5y6 1795.93 90.439] 8060 | 3| 599.31 17.33
'POAlHSlEFTU—S¢5TY Blongation facter  », | 4 rpamidomethyk+C(7) HYAHVDCPGHADYVK 75 15 3 24.83 b3i4 1768.75 31.532 28141 B 442.94 -17.81
'POAlHSlEFTU—S¢5TY Elongation facter EEIER 284 5 1 13.53 v3 675.33 65.003 2321 |1 675.3B -0.9d
'POAlHSlEFTU—S¢5TY Blongation facter  », | 2 hamidomethyl+C(2 3?'T'NTSHV(E:%?\T;HYAHVDCP 59 31 3 22.98 y7y8y10 3553.61 49.379 5320 5 71153 -14.0
IPOALHSIEFTU_SALTY Elongation factgr o IELAGFLDSYIPEPERAIDKPFLLPI ) g 36 9 54.25 | b3babeb7y5y6yey8ylll  4060.16 123.34 530p8 | 4015.80 -0.84
Tu EDVFSISGR
'POAlHSlEFTU—S¢5TY Elongation facter ¢ GTVVTGRVER 224 10 10 93.61| b3°b3b6boy3°y3y6y7°yly8  1003.4  26.148 46487 | 4 537.30 -8.53




'POAlHSlEFTU—S¢tTY Elongation facter HTPFFKGYRPQFYFR 319 15 4 32.8 b10b11y3y8 1991.01 103.3¢8 35264 | 2| 996.01 0.18
'POAlHSlEFTU—S¢tTY Blongation facter o | 2 hamidomethyl+ C(Li VGVPY"VE\';E:\(A%S'\QVDDEELLE 124 31 9 80.07 | b4*bab7y3ydySyey7yd  3694.8 128.08f 1839 323219 3.30
[POALHS|EFTU_SALTY Elongation factdr 4 HYAHVDCPGHADYVKNMITGAA . i )
iy 20| Carbamidomethy+C(D™ o T DGPMPOTR 75 42 6 38.17 b3b4b5y6+y6y8 4479.17 112.094 909 5  896.43 53.0
[POATHSIEFTU_SALTY Elongation factdr GYRPQFYFRTTDVTGTIELPEGVE . a3 . 2075 b5b6"b6yAy7y10 376074 7031 005 s 1054b7 1293
Tu MVMPGDNIK
'POAlHSlEFTU—S¢tTY Elongation facter 5 AFDQIDNAPEEKAR 45 14 3 19.98 b9b13y5 1603.7 84.239 519 2802.40 13.85
- 0| 0| b 23
IPOALHSIEFTU_SALTY Elongation factgr 5, TYGGAARAFDQIDNAPEEK 38 19 12 81.g6 | D4P708™BOODIODIZDIZ: ) og 92.166 3411 685.00 6.90
Tu b12y3yllyl2
'POAlHSlEFTU—S¢tTY Elongation facter 4 Oxidation+M(1) MVVTLIHPIAMDDGLR 358 16 6 51.6 y3y5y8ya°y10 1796.92 74.182 30596 B 599.64 -11.68
IPOALHSIEFTU_SALTY Elongation factgr -, | Carbamidomethyi+C(3); STCTGVEMFRK 253 11 4 25.08 b5y3y7°y7 1331.6 43.832 350 2 6.6 2.84
Tu Oxidation+M(8)
'POAlHSlEFTU—S¢tTY Elongation factr ¢ NTSHVEYDTPTR 63 12 7 40.8 b4°b4*bab6b7*h7b8 1419.65 50.164 2013 | 2| 710.33 -0.95
[POALH5[EFTU_SALTY Elongation factgr NMITGAAQMDGAILVVAATDGP ] Al
iy 36 MPOTREHILLGR ) 34 0 10.92 3530.74 93.867 15119 |4 883.4h 133
'POAlHSlEFTU—S¢tTY Elongation factdr o, GITINTSHVEYDTPTR 59 16 0 4.14 1785.86 50.182 0043 |3 59596 -6.90
. b2*b2b3b4*babsbeb7°b7b
'POAzgglRerTjnALSESS ribosomal | DQ"EAVSAMSVIQ"DVVEL'SAMEE 5 25 27 187.07 |8°b8b10b14y1y2°y2y3y4ys 2737.34 137.096 20142| B 913.12 0.71
p y6y7y9°y9y10y11y12y25
[POA299RL7_SALTY 50S ribosomal SITKDQIIEAVSAMSVMDVVELISA b2°b2b5bob14b16y1y2°yRy
orcten L7112 2 VIEEK 1 29 19 12341y Tveyoryoyloyl] 316661 136.446 9478 | B 1056.21 5.17
IPOAZ99IRL7_SALTY 50S ribosomal | 5 SLEEAGAEVEVK 109 12 4 23.03 b10y7y11°y11 1260.6/ 64.992 @09l 2| 630.82 6.20
protein L7/L12
'POAzgglRersznALLT?ESS ribosomal | FGVSAAAAVAVAAGPAEAAEEK 30 22 6 40.74 b3y6y9y10y13y16 1994 106.890 1902 | 2 994.02 12.59
1l *|
IPOA299IRL7_SALTY 50S ribosomal | AAGANKVAVIK 60 11 12 13158 |P3P7"D7DBDIDIOYAYSYEYT )1 63 29.607 50171| ®  521.32 9.73
protein L7/L12 *y7y9
[POA299IRL7_SALTY 50S ribosomal MSITKDQIEAVSAMSVMDVVEL e ] ]
orcton L7IL12 6 CAMEEK 0 30 4 17.54 b3°b3b14b17 3297.63 99.350 754 3 109988 1.9
'POAzgglRersznALLT?ESS ribosomal | 7 Phosphoryl STY(3) GATGLGLKEAK 74 11 3 25.08 b10y8y10 1192 61.565 19627 | 4 56279 7.92
IPOA299IRL7_SALTY 50S ribosomal | ¢ Oxidation+M(22) | PQIEAVSAMSVMDVVELISAMEE 5 25 5 40.32 bob16y12y13y14 2753.34 136.649 462 3 91845 2 6.9
protein L7/L12 K
b2b3b4*b4b5°b5*h5h6*b
) b8*bh8b14yly3y5y6y7°y7*
'POAlPOli?;Z;SQL‘J \;g'y;f;zge"yde S VINDNFGIEGLMTTVHATTATQK | 160 24 39 260.72 | 7y8°y8*y8y9y10*y10yllyl 2574.31 98.501 502819 B 858.78 -4.17
P ydrog 4y15%y15y16y18°y18y10yP
Oy21y22°y22y24%y24
- %y
IPOALPOIGSP1_SALTY Glyceraldehyde3- LVSWYDNETGYSNK 307 14 15 142.72| PBY2YSYAYSYBYTYB™YBYOY ) 7 77 58.863 251159| P 838.39 7.65
phohate dehydrogenase 10yl1ly12*y12yl14
b3b4b10°b10*b10yLy2y3
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AGIALNDNFVK 296 11 21 126.81 |4y5*ysy6ryey7yTyaeysty|  1161.62 61.995 224435 P 581.31 5.04
phohate dehydrogenase 8y10y11%y11




b3b4°b4*bab5°b5*b5b6°b6
'POAlPOli?;Z;fQ; \;g'y;f;zge"yde C GASQNIIPSSTGAAK 198 15 26 160.68 *b6b7°b7*b7b13b15y2y5) 1401.73 41.612 196120 p 70137 -3.05
P ydrog 6°y6y7°y7y8y9y10y1 1yl
IPOALPOIG3P1_SALTY Glyceraldehyde;3- ¢ VLDLIAHISK 321 10 10 80.63 | b2b3y2y3ydySy6y7y8ylD  1108.66  5.298 113166 | 2|  554.84 7.93
phohate dehydrogenase
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AATYEQIK 249 8 4 41.73 yAy5y6y8 923.47 31.377 113048 |2 46224 -13.62
phohate dehydrogenase
b2b3b4°b4b5°b5b6°b6b7 b
'POAlPOliiZ;SQL‘J \;g'y;f;zge"yde s 5 SDIEIVAINDLLDAEYMAYMLK 24 22 27 235.35 | 7b14b15y1y2y3ydy5y6yTly 2530.24 126.223 89865| B 844.08 -3.67
P yarog 8y9y10y11y12y13yl4y23
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g VPTPNVSVVDLTVR 232 14 5 30.74 y3y5y1lyl2y14 1495.8 7p66| 55170 | 2| 748.43 122
phohate dehydrogenase
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g VVLTGPSKDNTPMFVK 116 16 12 77.57 |Y2Y1OVIOYIOVILYIZVL 4 00) o1 58.116 52048 B 57831 1226
phohate dehydrogenase 3°y13y14y16*y16
IPOALPOIGSPI_SALTY Glyceraldehyde3- VLPELNGK 217 8 10 5527 | blb2y2y3ya*ydySy6ry6y8  869.50 4503 36920 | 2| 435.25 12.64
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyder3- VGINGFGR 4 8 3 36.96 b3y3y7 819.45 42.446 1621 2 4108 0.4
phohate dehydrogenase
b3b4b5b6b7°b7b8°h8h9K1
Carbamidomethyl+C(1 0b11*b11b12°b12*h12b13
IPOALPOIGSPI_SALTY Glyceraldehyder3- ., ;CarbamidomethyI+C(22)GANFDKYEGQDNSNASCTTNCL 132 28 37 351.95| b15b16b21b24°024b26b27 3044.42 67.215 243020 B 1015.4 4.89
phohate dehydrogenase APLAK ]
) y4y5y6y8*y8y9y10y11y12
*y12y13y14y15y16
IPOALPOIGSPL_SALTY Glyceraldehyde;3- , 5 LVSWYDNETGYSNKVLDLIAHISK [ 307 24 9 92.98 |YSYAYOYTYISYLOV20V21y2 5765 a9 96.880 203809 #  692.10 -13.60
phohate dehydrogenase 2
) . oo
IPOALPOIGSPL_SALTY Glyceraldehyde;3- VLPELNGKLTGMAFR 217 15 9 53.17 [P7PTPLIYAYSYBYLOVIOY 05 gg 73.356 19410 B 549.30 -10.31
phohate dehydrogenase 10
IPOALPOIGSPI_SALTY Glyceraldehyde3- o GGRGASQNIIPSSTGAAK 195 18 6 41.88 b5b7b8b9y8°y8 1671.88 37.081 15030 | 2|  836.45 3.87
phohate dehydrogenase
[POALPOIG3PL_SALTY Glyceraldehyde(3- , SDIEIVAINDLLDAEYMAYMLKYD 04 20 . 1181 b10°61023y10 4346.64 60,102 64 PR a11d
phohate dehydrogenase STHGR
IPOALPOIGSPL_SALTY Glyceraldehyde3- , DLIAHISK 323 8 4 53.01 b3b4b5b7 896.51 65.305 3465 2 44876 10.48
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde;3- 4 LDLIAHISK 322 9 1 8.43 b3 1009.60 65.304 34043 |2 5053 -8.28
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- o LNDNFVK 300 7 0 2.26 849.44 62.036 4921 |1 849.44 -9.84
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- LIAHISK 324 7 2 21.17 b4b6 781.48 65.302 2038| |2 391.24 135
phohate dehydrogenase
IPOALPOIGSP1_SALTY Glyceraldehyder3- AATYEQIK 249 8 0 1.13 905.46 31.355 30051| [ 453.24 5.33
phohate dehydrogenase




|POA1PO|G3P1_SALTY Glyceraldehyde:

22 VVLTGPSKDNTPMFVK 116 16 0 4.14 1715.91 58.110 3750 2 ass. 7.47
phohate dehydrogenase
b2°b2b3°h3b4°b4b5°b5bgb
o 7°b7b8°b8b9b11012°b12p1
'POAlsleNrit—esi:hT,:SDNA'b'”d'”g 1 EMLIADGIDPNELLNSMAAAK 62 21 39 262.77 |4b21yly2y3ysy6°yey7ry7y 2216.12 97.518 451809 P 1108.54 11.90
p 8y9y12y13y14y15y16°y1G*
y16y17*y17y21
— —
IPOALSZ|HNS_SALTY DNA-binding 2 YSYVDENGETK 96 11 11 66.92 [Y2YOYTYTYBYSYOYLOYIQ 50, 56 33.502 76235 2 652.78 5.05
protein H-NS *y10y11
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 3 REEESAAAAEVEER 40 14 8 68.06 b2b7y3ydySy6yTyla 157513  .290 45850 788.37 4.03
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 4 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 5 33.3 bay8yay13 1624.76 93.202 21663| |2 812.89 10.59
IPOALSZ|HNS_SALTY DNA-binding 5 LQQYREMLIADGIDPNELLNSMAA| - o 26 8 3391 | b7b9°bobl3y7ys*yByld  2904.49 100.19B 1641 4 26.88 8.99
protein H-NS AK
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 6 EEESAAAAEVEER 2 13 6 64.39 b3y4y6y7y8y10 1419.6p 35582  48G 710.31 -0.77
IPOALSZ|HNS_SALTY DNA-binding 7 TPAVIKK 114 7 5 41.35 bly2ydy5y6 756.49 20.243 55200 |2 37876 1485
protein H-NS
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 8 | carbamidomethyl+C(8 AQARECTLETLEEMLEK 15 17 3 16.9 ) 2050.99 92.163 1694 | W 513.50 6.07
IPOALSZ|HNS_SALTY DNA-binding 9 MSEALK 0 6 1 13.01 b5 678.36 75.882 5237 |1 678.36 11.88
protein H-NS
b3°b3b5°h5y3ydy5°y5Hys
[POALS2|HNS_SALTY DNA-binding |6°y6y7°y7ry7y8°y8ry8Y10 )
orotom NS 10 YSYVDENGETKTWTGQGR 96 18 29 203.240 00 e iytogiayiany) 209092 47.354 179222| B 697.65 10.04
4y15y16y17*y17
b3°b3ba°bab6hb7y3 y3y4"
[POALS2|HNS_SALTY DNA-binding . i 4y5°ySy6y7y8yoy10y11y1p
orotom NS 11 | carbamidomethy+C(d) ~ECTLETLEEMLEKLEVVVNER 19 21 27 288 | ey1eyi 7y 7yde 2563.26 123.982 113971 B 855.09 0.38
y19
IPOALSZ|HNS_SALTY DNA-binding |, QLEDFLIKE 128 9 3 30.1 yayay7 1134.59 71.986 72164 |2 se7.8p 0.78
protein H-NS
IPOALSZIHNS_SALTY DNA-binding | 5 LQQYREMLIADGIDPNELLNSMAA| - o 26 6 44.48 b10b14y7y8y12y13 2904.5 93.408 2307 3 068B4 12.69
protein H-NS AK
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 14 | carbamidomethyi+C(d) AQARECTLETLEEMLEK 15 17 3 23.90 4b15y3 2050.96 88.289 1811 3 684.32 -10.00
IPOALSZIHNS_SALTY DNA-binding | ¢ Oxidation+m(7) |FQRYREMLIADGIDPNELLNSMAA| - o7 26 5 18.96 b3*b3b11b21y8 2920.4 88.275 309 3 97415  2810.
protein H-NS AK
IPOALSZIHNS_SALTY DNA-binding | ¢ AAEVEER 47 7 0 3.39 803.39 32,259 2748 |2 4022 1.44
protein H-NS
b2*b2b3*b3b4*babSbe°b
*b6b7*b7b8b12*b12b13°h
D -
|P64076|ENO_SALTY Enolase FNQIGSLTETLAAIK 342 15 31 B7| 1 aorayoyytyeyeyneyel, 160588 86.261 289421 P 803.45 0.61
11y12y13y15%y15
b1°b1b2°h2b3°b3b5b11b}2
°b12b14°h14b15h1601842
|P64076|ENO_SALTY Enolase SGETEDATIADLAVGTAAGQIN 371 22 33 219.26 | 2yly2ydy5y7y8yoylly12] 2118.07 76.072 165326| P 1059.54 4.26
y12y13°y13y14y15y16y1ly
22
b2b3b4b6b9b11°b11y2y y
|P64076|ENO_SALTY Enolase Carbamidomethyi+G GYELGKD'TDLQQ"DCAASEFYK 231 26 20 127.37|8°y8y0y12y13y14y16y20y2 2824.28 98.259 146788| B 706.83 -13.74

1y24y26




b2b3°b3b11b12b16y3y4

Bo

|P64076|ENO_SALTY Enolase 4 AFTSEEFTHFLEELTK 266 16 16| 3.68 1928.91 103.358 100378] B 643.64 -11.48]
y5y6y7y8y10y13y16
b2b4b5°b5b6°b6*b6b8b13
|P64076|ENO_SALTY Enolase 5 GMNTAVGLDA'\E/(I;C;;CPKNLGSNAEA 200 31 23 116.67|b30y1y2y3y5°y5y6y7y8ylD 2989.48 95.633 105224] B 997.16 6.70
y15y18y19y31
|P64076|ENO_SALTY Enolase 6 DAGYTAVISHR 360 11 14 118.04 bzmb%;’;%fﬁﬁye Y87 1189.59 41.938 83508| P  595.30 -3.49
|P64076|ENO_SALTY Enolase 7 GMPLYEHIAELNGTPGK 126 17 9 & b2b10b12b175y3y4y5y11y1 1826.89 67.589 65072| B 609.63 11.23
YSMPVPMMNIINGGEHADNNVDI b2°b2b3°h3b5°b5b6b10yBy )
|P64076|ENO_SALTY Enolase 8 OEFMIOPVGAK 143 34 18 83.21 |3 o avavaayalya) 375979 99.030 61435| B  1253.9 7.66
% |
|P64076|ENO_SALTY Enolase 9 IQLVGDDLFVTNTK 311 14 13 0.9 2 bzqzs%’a’g’;’ﬂgyloyl 1562.85 78.238 36952 2 781.93 4.92
[P64076]ENO_SALTY Enolase 10 ILKEGIEK 325 ) 8 5527 | b2yA°ydy5°y5y6y7y8 929.56 29.401 820 | 2| 465.28 11.49
|P64076|ENO_SALTY Enolase 11 IEEALGEK 411 8 10 50.49 | b2bab8y3°y3y6°y6y7°y7h8  888.4€ 620 18081 | 2| 444.73 -6.87
[P64076]ENO_SALTY Enolase 12 VIGREIDSR 6 10 2 27.71 b6b8y2y3 1157.65 43.017 1552F | 2 5993 -12.44
|P64076|ENO_SALTY Enolase 13 MGSEVFHHLAK 184 11 5 29.14 b7b10y4y6y7 1255.6] 42.416 815453 | 419.21 16.04
|P64076|ENO_SALTY Enolase 14 GIANSILIK 333 9 3 39.1 Vay6y7 928,57 60.923 77449 |2 464.7 501
|P64076|ENO_SALTY Enolase 15 EIDSR 10 6 1 13.01 b4 732.38 28.913 19694 |1 732.3B 8.47
P64076[ENO_SALTY Enolase 16 GNPTVEAEVHLEGGFVEMAAMAPY 4 30 3 17.54 yay8y12 2856.35 87.997 go4d |[3  952.79 -3.68
GASTGSR
[P64076]ENO_SALTY Enolase 17 AAGYELGK 231 ) 3 2951 b3b5b7 808.44 38.656 1896] |1 808.44 22.1
% | %y 0,
|P64076|ENO_SALTY Enolase 18 VLGDKIQLVGDDLFVTNTK 306 19 14 100.58 | 7 b;;fgff’fojfi’)‘j’lgSye 2075.12 80.050 127107 B 692.38 -6.59
GMPLYEHIAELNGTPGKYSMPVP R
|P64076|ENO_SALTY Enolase 19 MMNINGGEHADNNVDIQEFMIQP| 126 51 16 92,03 |PBDOD13"DI3L1AD20D22YS () o 98.317 97567 | &  1114.34 1.23
VGAK y5y7y8y9y11y12y13*y13|
[P64076]ENO_SALTY Enolase 20 DGKYVLAGEGNK 254 12 6 4553 b4b11y3y4°ydy9 1250.64 44251 9687 | 2| 62581 12.88
|P64076|ENO_SALTY Enolase 21 GKGMNTEAXLC;'\D/E\GEE\CQPNLGSNA 198 33 6 25.36 b4b5*b5b7b15y4 3174.6 90.441 20243 | 3 1058l87 9.31
P64076[ENO_SALTY Enolase 22 SGETEDATIADLAVGTAAGQIKTG | 474 28 4 12.01 b3y4°y4y6 2737.35 74.660 o114 |3 9131 7.94
SMSR
|P64076|ENO_SALTY Enolase 23 E"DSRG:'AT:SEC:\E;TH(EE(RBGFVG 10 36 3 10.98 b13y5y16 3569.77 93.817 5069 |3  1190.59 103
|P64076|ENO_SALTY Enolase 24 DAGYTAV{/ngASA%'giDAT'ADLA 360 33 5 36.9 b6°b6b10b11b12 3288.68 74.65 2145 | 4 822P1 820
|P64076|ENO_SALTY Enolase 25 Oxidation+M(18) GNPTVEAE\(/;':\E?%?;VGM‘ WAPS 16 30 4 11.63 b10*b10b19y5 2872.39 92.700 888 3 95812 0.3
[P64076]ENO_SALTY Enolase 26 Oxidation+M(2) IMIDLDGTEN 92 11 2 28.09 b7b8y8°y8 1264.61] 31.063 353 |3 42241 2.41
|P64076|ENO_SALTY Enolase 27 GYTAVISHR 362 9 2 8.01 b3°b3 1003.53 41.947 30495 |2 50207 744
|P64076|ENO_SALTY Enolase 28 LKEGIEK 326 7 0 1.13 816.47 29.409 22988] |2 408.72 12.78
|P64076|ENO_SALTY Enolase 29 AGYTAVISHR 361 10 0 2.26 1074.57 41.937 1431 |2 5377 1.36
|P64076|ENO_SALTY Enolase 30 GREIDSR 8 8 2 22.93 b3b4 94550 43.018 232 |2 4736 71
|P64076|ENO_SALTY Enolase 31 TSEEFTHFLEELTK 268 14 3 352 b10b11b12 1710.83 103.385 2877] |2 855.9% 357
|P64076|ENO_SALTY Enolase 32 AFTSEEFTHFLEELTK 266 16 0 144, 1910.89 103.352 3950 B 637.64 -10.67
b2*b2b3°b3*b3b4*bab5y}
|P17215|L'\()Jin—j:$;:;§:/ lle/valrThr- NYDQVPANKPIVDAIK 271 16 18 137.45 | y3y5y7yoy10y11y12y13yl 1784.93 54.360 241820 B 595.65 -14.84
6
b2b3b4b5b9b12y2y3y4y]y
IP17215]LIVI_SALTY Leuflle/VallThr TQFMGPEGVANVSLSNIAGESAE 4 31 24 191.62| 6y8y13y14y17y10y20y22) 3144.63 89.048 220426 B 1048.8 1.09

binding protein

GLLVTKPK

26y27*y27y28y29y31




b2°b2b3°b3b4b5°b5b8b1Y*
[P17215|LIV]_SALTY Leu/lle/ValThr- b10b11b12°h12*b12y1y2 ! )
binding protem 3 TTGLDSDQGPTAAK 137 14 30 198,69 5 c 6 ioryonoy10n10] 136165 30.111 205507| P 681.33 3.68
y10y11y12+y12y14
[P17215|LIV]_SALTY Leu/lle/ValThr- b2b4°ba*bay3y6y8yoy12] )
binding protem 4 ENIDFVYYGGYHPEMGQILR 212 20 16 101230 rayiaytoyiryad 240112 80.556 103418 B 801.05 1.53
b2b7b10b12°b12b14°h14b
IP7215|LIVI_SALTY LeufleVallThr- | o | oo idomethyiec(r) VICHECSSSTQPASDIVEDEGILM - o, 38 24 190.92|23b24b25h26b27y1ydy5(6 4078.01 89.956 99363 B 1360.01 7.18
binding protein ITPAATAPELTAR
y7y8yl11y12y13y14y15y38
b4b5*b5b6*bEb13y2y5y6
IP17215]LIVI_SALTY Leuflle/Val/Thr 6 GGVNVVFFDGITAGEKDFSTLVAL - gg 24 21 190.21| 7y8y12y13y15y16y17y18) 2499.28 102.280 96819 B 83376 -3.42
binding protein R
19y20y21y24
[P17215|LIV]_SALTY Leu/le/ValThr- VAVVGAMSGPVAQYGDQEFTGA b1b3b6b1dy3y5y6y7yLl0yL i
binding protem 7 EQAADINAK 25 32 12 63.33 o133 3207.59 90.585 83249| B  1069.8 8.75
[P17215|LIV]_SALTY Leu/le/ValThr- QDPSGAFVWTTYAALQSLQAGLN i
binding protem 8 SDDPARIAR 290 33 5 11.22 b10°b10y8y10y33 3501.73 109.90 ool | 3 1267l9 11.16
IPL7215ILIVI_SALTY Leuflle/VallThr- | o GATVDTVMGPLSWDEK 326 16 3 17.8 b3b11y9 1705.83 79.034 5806 2 | 853.41 6.94
binding protein
IPL721SILIVI_SALTY Leullle/ValThr- | ) GFEFGVFDWHANGTATDAK 346 19 4 22.45 b2y5y7y14 2069.9 @y 2451 | 2| 1035.48 12.50
binding protein
b3°b3*h3b5°b5*b5b6°b6H7
*h7b8*b8b9b10b12°b12bjL
[P17215|LIV]_SALTY Leu/lle/ValThr- KQDPSGAFVWTTYAALQSLQAGL 3°b13b14°b14b15b18028y )
binding proten 11 NHSDDPAEIAK 289 34 46 335.79| L o ovitytoytaniayls 362977 102.849 327284 B 908.20 5.11
°y15*y15y16y17y18*y18yl
9y20°y20y21y22y23y24y45
TQFMGPEGVANVSLSNIAGESAE]
IPL721SILIVI_SALTY Leuflle/valThr- |, GLLVTKPKNYDQVPANKPIVDAI 240 47 5 14.4 b10b25y3y10y30 4910.5 86.69( 23149 | 5 982p2 .59-2
binding protein K
[P17215|LIV]_SALTY Leu/lle/ValThr- 4 VVNDGIKYVIGHLCSSSTQPASDI
binding proten 13 |carbamidomethyiC(1p) e 2 Lo 2 85 45 9 50.42 | babSbl9y3y4yey7yllyld  4803.41 94.662 20140 | 4201.61 4.47
|P17215|L'\()Jin—;:$;:;§r:‘/ le/valThr- | 4 KGGVNVVFFDGITAGEK 184 17 5 16.93 b5*bSy3°y3y16 1737.92  3.353 17987 | 4|  435.24 3.37
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valthr- | g KENIDFVYYGGYHPEMGQILR 211 21 3 14.38 b5b10y8 2529.2 28 2827 | 3| 843.76 11.29
IP7215|LIVI_SALTY Leuflle/VallThr- |, o GDLKGFEFGVFDWHANGTATDA| 4, 23 5 38.67 b7y7yoy10y11 2483.14 86.640 232 3 82839 5-8.5
binding protein K
IP7215]LIVJ_SALTY Leuflle/vallThr- |, Oxidation+M(8) GATVDTVMGPLSWDEK 326 16 3 17.8 b3b6y7 w3 62.922 4784 | 4 57461 13.82
binding protein
IP7215|LIVJ_SALTY Leuflle/VallThr- | o | CarbamidomethyRC(); 1 | 5 oAl sLSHMAFADDIK 4 21 5 25.52 b14°b14y7y12y13 22681 | 95341 4452 | 3 75605 8.85
binding protein Oxidation+M(14)
. FreTE -
IQ8ZKBOIRLO_SALTY 50S ribosomal | LADVLAAANAR 57 11 15 113,27 |P2D3°D3bATDADBYLYAYSYE" ) o) 60 53.911 137011 P 542.80 -8.55
protein L9 y6y7y9y10y11
. b1b2b3b4b6b12b13y3y4{6
lQSZKgOlRLiF;/«:;ng‘F’OS ribosomal| VANLGSLGDQVNVK 8 14 19 178.09 | y7y8yoy10*y10y1ly12yld 1413.77 57.454 8a787| b 707.39 0.69
*y14
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| 4 MQVILLDK 0 8 7 64.03 b2b3y3ydySy6y8 959.55 64.839 6065 |2 40 -9.29
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, DIADAVTAAGVDVAK 97 15 5 46 b13y3y7y9y13 1415.74 66.958 suB | 2| 70837 2.50




'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g INALETVTIASK 71 12 6 41.21 b3*b3bdy10y11y12 1259.72 61.720| 32155 | 2| 630.36 -3.39
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| LFGSIGTR 89 8 4 52.26 b4b7y6y7 850.47 52,387 1584 2 42574  .69-9
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | 7 TTGEHEVNFQVHSEVFAK 123 18 6 16.16 b1b2bob11y16y18 2099.0  67.627 11260 | 4 1030.01 9.72
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ NVEYFEARR 42 9 4 31.32 b5b7y7y9 1183.57 37.778 5309 |2 59249 12.07
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ AGDEGKLFGSIGTR 83 14 8 67.92| b7b10°b10b12y3y6y7y8  1407.7 55.074 79108 | 3  469.91 1413
'QaZKsolRLi?;/;‘;TJQSOS ribosomal| -, KNVEYFEAR 41 9 3 31.32 b7b8y4 1155.58 87.052 2074 |2 57820 962
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, Phosphoryl STY(15)| LFGSIGTRDIADAVTAAGVDVAK] 89 23 5 288 b3b7b13°h13y9 2327.19 78.956 15860 |2  1164.10 145
. b2b3b4b5b8b9ob10b13°b]13
|P66593|R36F§EAESY63OS ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 24 181.64|y2y3ydy5°y5y6y7°oy7y8yoy 2704.33 110.516 1272360 B 902.11 0.36
P 11°y11y13y14y23
IP66593|RS6_SALTY 30S ribosomal| YSAAITGAEGK 24 11 18 117.08| P2'D203°D3D4°DAY2YENVSY s o) 34.023 94714 2 53427 1178
protein S6 4y5y6°y6y7°y7y9y10y11
H % | X
IPE6593|RSE_SALTY 30S ribosomal| 4 FNDAVIR 79 7 11 g4.97 | P3DI0SYLY2VBYAYSYEYE gy 4g 42,511 57138 417.72 -14.56
protein S6 y7
IPE6593|RSE_SALTY 30S ribosomal| HAVTEASPMVK 93 11 17 164,67 |P203D4°DADS™SDEOTDTR ) g og 30.786 39660| P  585.30 5.43
protein S6 0y5y6y7y8y9y10y11
|P66593|RSEFOSIQETSY63OS ribosomall g HYEIVFMVHPDQSEQVPGMIER 2 22 3 23.78 b3b7b8 2641.2 37.389 52303 | 3| 881.07 -18.86
. b3b4b6b7b8b9°bob10b11b
|P66593|R36F§EAESY63OS ribosomal| AHYVLMNVEN’?DPE;;'DELETTFRF 56 30 24 230.38| 14b17ydy11y12y13y14ylls 3519.74 115.460 74014| b 880.69 5.76
p y16y17y18y20*y20y21y2®
|P66593|RSEFOSIQETSY63OS ribosomal| YSAAITGAEGKIHR 24 14 4 19.98 b6°b6Yy3y8 1473.76 38.310 5441 3| 491.93 11.43
1l g
|P66593|RSEFOSIQETSY63OS ribosomal| g HYE'VFMV:;TDSEEE&/ PGMIERYS 33 8 36.42 | bab5bSy4°ydylOyl2yls  3689.78 120.24) 295 5 8.783 2.38
o - b1b2b4b11°b11y3y4dy5ydy
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 21 161.738y9%y0y10y11y12°y12%y1d 2199.08 64.023 175905 B 733.70 2.44
periplasmic protein
y14y15y17y20
o b2b3°b3b4°b4b10y2°y2y3°
'POZQlOlH'ZJi—s:niY g‘fg}g'”e binding IGTDPTYAPFESK 29 13 23 164.18 y3y4y5°y5y6y7y8yoyl0°yl 1425.69 56.208 129352 P 71335 1.37
perip P Oylly12°y12y13
o b2*b2b3°b3*b3b4*bab5y
'POZQlOlH'ZJi—s:niY g'tsé:g'”e'b'”d'”g 3 NSDIQPTVASLK 120 12 21 144.52|y3yaysy7yseystysyoy10n  1272.68 48.912 100061] P 636.84 -0.96
perip P 10y11y12
o b3b8b16*b16yLy2y3yd°yh
|P02910|lezjiaz‘nizg'fg:g'”e bindin , | carbamidomethyi+C(g INTQCTFVENPLDALIPSLK 62 20 18 183 | y5y6y7y8y10yllyl3yleyR 2273.21 104.337 96678| P  1137.1] 10.53
0
'POZQ10|Hp'§i£:ﬂi22‘$:g'”e'b'”d'”9 5 NAQGELVGFDIDLAK 42 15 8 38.39 |  b1b3b5b7°b7y3yl2y1: 1589.8  79.935 31107 | 4 795.42 7.68
'POZQ10|H£i£:ﬂi22‘fg:g'”e'b'”d'”9 6 FGGPAVKDEK 201 10 11 83.00 P2 y2y30y4y5y6y7y9yL 1047.54 27.061 27284| p  524.27 -9.56
'POZQ10|Hp'§i£:ﬂi22‘$:g'”e'b'”d'”9 7 |carbamidomethy+C(18)  NAQGELVGFDIDLAKELCK 42 19 8 34.54 bh2bl3y2ysy6ysyl2yl9|  2120.06 86.797 2419 3 707.36 -5.41
'POZQ10|Hp'§i£:ﬂi22‘$:g'”e'b'”d'”9 8 QQEIAFTDK 99 9 4 31.32 b4*hay3y5 1079.54 53.811 1553 |2 54028  6.22




IPO2910JHISJ_SALTY Histidine-binding o LFGVGTGMGLR 211 11 3 36.84 yay7y9 1107.60 40.535 1192 2 554 0.99
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding AFAEMR 234 6 2 27.44 b3y3 724.34 36.431 6333 |1 724.3% -5.65
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding KYFDFDVYGG 250 10 5 55.75 b3b7b8y3y4 1210.54 75.198 4764 2 05.%7 0.50
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding IDAAFQDEVAASEGFLKQPVGK 176 22 3 13.91 b3yay18 2320.11 TR 33723 | 3| 774.06 -3.05
periplasmic protein
[P02910]HISJ_SALTY Histidine-binding ] b6b8b9_HPO3
boriplasmic protein 13 Phosphoryl STY(9) IDAIMSSLSITEKR 85 14 5 4673 | on10 HaPOA bloys | 164382 51.338 1836 | 2 82241 14.11
IPO2910]HISI_SALTY Histidine-binding , , Phosphoryl STY(10) NSDIQPTVASLK 120 12 6 51.06 b6b71885Hy6 1352.65 136.498 1689 |1 1352.6p 8.03
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding GGPAVKDEK 202 9 3 34.7 b3b4b8 900.47 27.062 9491 |2 45074 1-9.0
periplasmic protein
b1*b1b2*b2b3*h306b80dF
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD) b9b10°b10*b10b12b13b15
Gehydrogenase 1 LSHIPTAVK 21 33 26 OL6T |41 1 ayaytoy1eytoyads 338862 94.467 173004| B 1130.2 5.98
y30y33
b2b3b4b5b6b12y2y3y4yly
IP25077IMDH_SALTY Malate 2 | carbamidomethy+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 20 | 170.23 |6y12y13y15°y15y16y18yd0 2382.33 105.115 160044 B 794.78 451
dehydrogenase
y21y23
b2b3b5b6b7b8b9Ib10b14p1
[P25077|MDH_SALTY Malate 5b16b17b18y1y2y3y4y5y6 )
Gehydrogenase 3 VAVLGAAGGIGQALALLLK 2 19 29 31753 | ) o oy 1y 1oviayioyth 1735:08 120.245 143843 p  868.04 0.84
y19*y19
IP25077IMDH_SALTY Malate 4 FFSQPLLLGK 262 10 10 76.1 | b2b3°b3y2y3ydy5yey8yl0  1149.6  6.380 119219 | 2|  575.33 -8.18
dehydrogenase
b2*b2b3b4b10°b10y2y3*3
IP25077IMDH_SALTY Malate 5 IQNAGTEVVEAK 205 12 20 138.5 |y4y5y6y7y8°y8y9y10°y10f 1258.66 35.222 109387 P 629.83 -4.75
dehydrogenase
y10y12
|P25077|MDH_SALTY Malate b16y6y7*y7y8y9°yoy10°y] ! )
Gehydrogenase 6 AGGGSATLSMGQAAAR 217 16 14 9180 S Tytyioyie | 140568 40.657 87691| P  703.35 1.30
IP25077IMDH_SALTY Malate 7 DIQLGEDFINK 301 11 7 37.82 b2b3b11y5y7y8y11 1291.6F 68.55 70550 | 2| 646.33 2.17
dehydrogenase
IP25077IMDH_SALTY Malate 8 NLVQQIAK 99 8 6 36.96 b2b3y2y3y6ys 913.53 49.506 64634 |2 a2%7.| -14.16
dehydrogenase
IP25077IMDH_SALTY Malate 9 SIGTLSAFEQHSLDAMLDTLKK 279 22 6 13.91 b2b3y2y17y20y22 @123 95.071 55194 802.42 -2.64
dehydrogenase
IP25077IMDH_SALTY Malate 10 SDLFNVNAGIVK 87 12 9 65.27 | b2b3bdy2ydyby8yoyld  1276.69 P 35169 | 2| 638.85 2.29
dehydrogenase
IP25077IMDH_SALTY Malate 11 KDIQLGEDFINK 300 12 5 27.01 b11*b11y8ydy12 1419.74 49638 838 | 3| 473.92 -2.49
dehydrogenase
IP25077IMDH_SALTY Malate 12 GFSGEDATPALEGADVVLISAGVAl  g¢ 25 4 12.8 b3y4y6y25 2402.24 91.585 glod |2 120162 9.44
dehydrogenase R
IP25077IMDH_SALTY Malate 13 FGLSLVR 233 7 6 54.89 y3yd°ydy5y6°y6 791.46 67.001 0444 | 2 6.29 -18.82
dehydrogenase
IP25077IMDH_SALTY Malate 14 SIGTLSAFEQHSLDAMLDTLK 279 21 3 21.02 y7yllyl3 227712  1M8 3051 | 3 759.71 -10.83
dehydrogenase
IP25077IMDH_SALTY Malate 15 NGVEER 272 6 1 13.91 b 703.34 100.209 200 |1 7033 2.0
dehydrogenase
IP25077IMDH_SALTY Malate 16 IKGFSGEDATPALEGADVVLISAG| 5, 27 7 54.94 b8b14y3ydy5y6y8 2643.4 87.600 3825 3 88LBL 053
dehydrogenase VAR
*|
IP25077IMDH_SALTY Malate 17 | carbamidomethy+C(1l) ALQGEKGVVECAYVEGDGQYA 240 22 11 | og11 |POPLZDI2DISVBYAYSYTYE 5504 13 52.588 21379 B 800.38 0.00
dehydrogenase y9y10
IP25077IMDH_SALTY Malate 18 FFSQPLLLGKNGVEER 262 16 5 31.75 b5°bSb6y5y8 1833.97 8.6 | 15988 | 2| 917.49 -8.32
dehydrogenase




[P25077|MDH_SALTY Malate IQNAGTEVVEAKAGGGSATLSMG )
Gehydrogenase 19 OAAAR 205 28 5 35.68 y8y12y14y17y20 2645.3 96.199 5621 | 3 88245  .02-1
|P2507z|2"h3;£s£; Malate 20 AGGGSATLSMGQAAARFGLSLVR 217 23 6 30.55 b3bob13b14*b3dy | 2178.12 78.187 2297 | B 1089.57 -9.30
|P2507z|2"h3;£s£; Malate 21 Oxidation+M(16) | SIGTLSAFEQHSLDAMLDTLKK 279 22 5 22.66|  18*b13y12y13°y13 2421.23 85.157 3107| |4  606.0 -0.20
IP25077IMDH_SALTY Malate 22 Oxidation+M(10) AGGGSATLSMGQAAAR 217 16 4 17.8 b6b8y§00 1421.69 40.785 2929 | P 711.35 6.44
dehydrogenase
IP25077IMDH_SALTY Malate 23 GTLSAFEQHSLDAMLDTLKK 281 20 0 6.4 2205.10 95.046 3019 |3 s7RL -8.75
dehydrogenase
b2b3°b3b6*b6b7b8*b8b%p
[POALDS5|CH10_SALTY 10 kDa 10b12°b12y2y3y4y5y6*yay )
Shaperonin 1 ILDNGTVQPLDVK 47 13 27 233,007 00 tovt 1oyt 1yity1zy, 141178 58.107 1973100 P 706.39 1.04
13
b2b3b4b5°b5beb11b13ydy
'POAlDSl(gE;F?&igrL]TY 10 kba 2 VGDIVIFNDGYGVK 60 14 19 195.61 |4y5y6y7y8y9y10°y10y13yfl 1495.78 74.103 152758| P 748.39 0.49
4
IPOALDSICH10_SALTY 10 kDa 3 SAGGIVLTGSAAGK 20 14 11 94.34 |PTY2Y3YAYBYTYBYBYOYLY g4 65 44.398 124672| P 594.83 7.29
chaperonin 14
'POAlDSl(gE;F?&igrL]TY 10 kba 4 GEIIAVGK 37 8 6 55.27 y2y3y4y5y6y8 786.46 42.138 23853 |2 383.| -12.34
©| 4
'POAlDSl(gE;F?;Sﬁ‘"L]TY 10 kba 5 STRGEIIAVGK 34 11 11 131.58| 2304 b4b5b56b7b8b9y3y Y 1130.64 37.893 89529| P  5665.83 -8.31
IPOALDSICH10_SALTY 10 kDa 6 ILDNGTVQPLDVKVGDIVIFNDGY 47 27 4 18.32 y3y10*y10y12 2888.53 91.525 11906 |3  963.41 2:3.7
chaperonin GVK
'POAlDSl(gE;F?&igrL]TY 10 kba 7 VGDIVIFNDGYGVKSEK 60 17 4 40.08 b10b11b12b14 1839.98 BT 1519 | 2| 92047 -12.87
'POAlDSl(gE;F?&igrL]TY 10 kba 8 Phosphoryl STY(8) SAGGIVLTGSAAGK 20 14 5 28.59 b7bOy8 REH yByl2°y1}  1268.61 51.354 2043| |3 42354 -1.64
b2*b2b3b4b5b6*beb7*h7p
. AQILQQAGTSVLAQANQVPQNVL 8*b8b11°b11b15°b15b17p
[PO6179|FLIC_SALTY Flagelin 1 LR 468 27 30 2177 | {601 yardyoybyoytopt) 230061 105.902 115601 B 954.21 1.88
y12y13y14y27
% | 0, 0,
[PO6179|FLIC_SALTY Flagelin 2 SQSALGTAIER 20 11 10 57.38|%2 b2b5y4yiy7 YYOYWE 1132 59 42.641 52826 2 566.80 6.57
% | % |
[PO6179|FLIC_SALTY Flagelin 3 AQVINTNSLSLLTQNNLNK 1 19 14 50.15 |P2"D2D3"b3bAYLY2YETYEY ) 0r 4y 75.502 42245| P 1043.04 6.91
8*y8y13y15y19
b2b3°b3*b3b4°b4b5°b5*h5
[PO6179|FLIC_SALTY Flagelin 4 FNSAITNLGNTVNNLTSAR 432 19 21 127.51 |b6b11b12b13*b13b14°b14 2007.04 78.962 36464| P 1004.0 6.99
y4y7y13y14y19
%y Oy *
[PO6L79|FLIC_SALTY Flagelin 5 VSDTAATVTGY?DTT'ALDNSTF 180 24 8 20.18 [P15V8 y8y1§ 4y13y15y24 2462.19 92.789 20100 B 821.40 -1.98
[POGL79|FLIC_SALTY Flagelin 6 SDLGAVONR 423 9 6 55.64 b2yay5y6y7y9 959.48 28.339 19377 | 2 0.28 .42
|POG179|FLIC_SALTY Flagelin 7 IDAALAQVDTLR 411 12 7 60.83 b3b5b7y3yey7yl2 1285.71 61.886] 15279 | 2| 643.36 0.00
|POGL79|FLIC_SALTY Flagelin 8 QINSQTLGLDTLNVQQK 161 17 6 16.93 | b11*b11b17y8yl0yl7|  1900.03 66.077 14738 | 2 95042 8610
|POGL79|FLIC_SALTY Flagelin 9 TEVVSIGGK 370 9 2 39.1 b3b7b8y9 889.50 34.376 13628 | 2 44545 3.9
[PO6179|FLIC_SALTY Flagelin 10 ELAVQSANST'\'QSRQSDLDS'QAE'T 93 26 7 26.25 | b2b12b13*b13y3yotyd  2805.34 71.201 11891 | 3 .@m5 5.22
[POGL79|FLIC_SALTY Flagelin 11 INSAKDDAAGQAIANR 37 16 3 | 2433 bbyllyl2 1614.82 31.656 6179] |3 538.9% 0.15
[PO6179|FLIC_SALTY Flagelin 12 DDAAGQAIANR 42 11 9 37.82 | bab5bgebs*b8y2y7*y7yll  1101.53  8.238 5053 | 2| 55127 0.55
[POGL79|FLIC_SALTY Flagelin 13 MAQVINTNSLSLLTQNNLNK 0 20 2 24.32 b7b8°b8b11 2216.14 74570 1824 |2  1108h7 131
|POGL79|FLIC_SALTY Flagelin 14 LNEIDR 119 6 2 13.91 Va4 759.41 97.365 16124 |1 75941 9.97
|POGL79|FLIC_SALTY Flagelin 15 AQPDLAEAAATTTENPLOK ) 19 5 22.45 b4°b4b6b11*b11 1969.01 61.337 577 2 98501 9.9
|POGL79FLIC_SALTY Flagelin 16 NVQVANADLTEAK 280 13 7 35 b5*b5b6*h6b8Y6°Y6 1372.69 14.711 2589] |2 686.8b 145
|POGL79|FLIC_SALTY Flagelin 17 TYAASKAEGHNFK 379 13 2 30 b6b10y5y9 1423.68 41.626 380274 |3 475.2% 8.75




[PO6179|FLIC_SALTY Flagelin 18 SDLGAVQNRLFT’\'S‘Q’AAQTNLGNTVNN 423 28 4 27.46 y7ylly13yl4 2947.53 93.415 19458 | 3 98318 5.9
[POGL79|FLIC_SALTY Flagelin 19 LGGADGKTEVVSIGGK 363 16 2 24.33 b7°b7b8y14 1487.79 55.751 6871 |3 496.6D 12.8p
[PO6179|FLIC_SALTY Flagelin 20 IDAALAQVDTLRSDLGAVONR | 411 21 3 14.38 bdy6y10 2226.16 75.608 5204 |3 74272 -11.84
[POGL79|FLIC_SALTY Flagelin 21 FNSATNLGNTVNNLTSARSR| 432 21 2 2251 b4b6b10y14 2250.1] 112.78 500 | 2 112559 6.0
[PO6179|FLIC_SALTY Flagelin 22 YKVSDTAATV;EIADTT'ALDNS 178 26 3 12.5 b5y8y11 2753.35 102.078 3264 |3 91845 -0.62
. VSDTAATVTGYADTTIALDNSTF ]
[PO6179|FLIC_SALTY Flagelin 23 KASATGLGGTDOK 180 36 3 10.98 b6b12y15 3548.71 95.867 308 3 118358 -3.7B
[POGL79|FLIC_SALTY Flagelin 24 Phosphoryl STY(6 QINSLGLDTLNVQQK 161 17 2 16.93 b4*babl2y12 1979.94 100313 202 | 3| 660.66 3.14
- 5
[PO6179|FLIC_SALTY Flagelin 25 Phosphoryl STY(12)TNGEVTLAGTGEADT\?KP LTGGLPATAI 55, 28 9 4162 |P4P9 bgbl?yb?” b1IbISYT 708,29 124.731 15038| B 903.44 -0.81
[POGL79|FLIC_SALTY Flagelin 26 Phosphoryl STY(5 TESWGGK 370 9 3 31.32 b3bdy7 969.46 29.907 7874 |2 48573 3.64
b2*b2b3b4b5b6*beb7*h7p
. AQILQQAGTSVLAQANQVPQNVL 8*b8b11°b11b15°b15b17p
|P52616|FLJB_SALTY Phase 2 flageli 1 LR 479 27 30 2177 | [0 1 oyardyoybyoytopt) 239061 105.902 115601 B 954.21 1.88
y12y13y14y27
% | 0, ()
[PS2616[FLIB_SALTY Phase 2 flagelif 2 SQSALGTAIER 20 11 10 57.38|%2 b2b5y4yiy7 Y7YOYWE 1132 59 42.641 52826 2 566.80 6.57
% | % | %y
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 3 AQVINTNSLSLLRGLNK 1 19 14 50.15 |P? b%ﬂ;ﬁgjﬁﬁge Y8 2085.14 75.502 42245| P 1043.04 6.91
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 4 TIEGGYALK 328 9 7 54.39 b5yly2y3y6y8y9 951.51 44.195 3661 2 476.26 -8.53
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 5 SDLGAVONR 434 9 6 55.64 b2y4ySy6y7y9 959.48 28.339 19377 | 2 o0.28 -6.42
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 6 TAANQLGGVDGK 86 12 6 23.03 b3°b3yly7y10y12 1130.5¢ 35.960 1604 | 2 56579  .81-2
|P52616|FLIB_SALTY Phase 2 fIageIIi|\ 7 ELAVQSANST'\'QSRQSDLDS'QAE'T 93 26 7 26.25 | b2b12b13*b13y3yotyd  2805.34 71.201 11891 | 3 .®mm5 5.22
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 8 INSAKDDAAGQAWR 37 16 3 24.33 b6yl11y12 1614.82 31.656 6179 |3  538.94 0.16
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 9 DDAAGQAIANR 42 11 9 37.82 | bab5bg°bs*b8y2y7*y7yll  1101.53  8.238 5053 | 2| 55127 0.55
» ase 2 flagelli . y . . . .
P52616|FLJB_SALTY Phase 2 flageli 10 AYANNGTTLDVSBDAAIK 189 20 4 14.9 b2b3b8y14 2009.00 75.468 s111] |3 67038  .996
» ase 2 flagelli . y2y5y. .75 . K .
P52616|FLJB_SALTY Phase 2 flageli 11 YFVTIGGFTGABIA 234 15 5 26.78 b3b13y2y5y12 1517.79 83.044 341 3 50649 1.34
» ase 2 flagelli . . . y. b7 -13.
P52616|FLJB_SALTY Phase 2 flageli 12 MAQVINTNSLSIQNNLNK 0 20 4 24.32 b7b8°bsb11l 2216.14 74.570 1822 |2  1108p7 -13.77
» ase 2 flagelli . y3yl4°y14+y .34 . .
P52616|FLJB_SALTY Phase 2 flageli 13 NANDG'S'AQTT:GALNE'NNNLQ 66 25 6 26.55 b5b6y3y14°y14*y14 2670.39 87.308 338 |2 ®ws| 1518
» ase 2 flagelli . y3y5y! . . . .
P52616|FLJB_SALTY Phase 2 flageli 14 TEVVTIDGK 381 9 3 39.1 3y5y6 961.51 52.999 31507 |2 4812 685
» ase 2 flagelli . y3°y3y. . . Y, .
P52616|FLJB_SALTY Phase 2 flageli 15 FNSAITNLGNTMNSEAR 443 19 4 15.49 b18y3°y3y10 2035.0 90.893 10425 | 2 oms| 14.10
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 16 VSGQTQFNGVK 125 11 6 51.62 y3ydy9*yoy10*y10 1164.5¢ 33875 9775 | 2| 582.80 -6.18
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 17 AQPELAEAAAK 403 11 4 25.08 b3y8y10*y10 1098.56 88.151 5644 |2 549.78 -16.78
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 18 DTPAVVSADAK 288 11 3 25.08 b3b7y4 1073.56 83.618 1979 |1 1883.| 13.99
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 19 SRIEDSDYATEWSR 462 17 7 45.39 b5b7b8y5y8*y8y13 1959.8f 51.32d 58697 | 3 53.9% 2.62
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 20 TIEGGYALKAGDK 328 13 3 28.84 y3y7y8 1322.69 37.958 17208 |3 44157 4.6
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 21 AQPELAEAAAKENPLQK 403 19 6 43.7 b4b6b7*b7b10b12 2010.0B 101.565 8817 | 200552 -11.78




|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 22 SDLGAVQNRLFSNE‘QAAFLTNLGNTVNN 434 28 4 18.03 yAy8*y8y26 2975.48 71.527 8643 |4 74462 -5.9]
% | o ]
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 23 NAL'AGGVDATTDS\IL\'GAELVKMSY 299 26 9 275 | P8 b3b12*bbll(§/gl4b16 b16 2624.27 74.652 8375 | 4  656.82 -8.19
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 24 TEVVTIDGKTYISK 381 15 5 30.42 b14y6*y6y8y13 1625.84 71.218 739 2 81342 281
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 25 QINSQTLGLDSIQKAYDVK 161 21 6 40.73 b3*b3b4b8b12b16 2334.21 90.384 6914 3 | 778.74 -6.80
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 26 TYNASKAAGHDFK 390 13 5 35.11 b6°b6bob12y9 1409.6 60.822 sesp | 2 705.34 2-5.0
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 27 KDDAAGQAIANR 0 12 2 7.26 b4°ba 1229.61 31.618 5168 |2 615.3] 824
|P52616|FLJB_SALTY Phase 2 flagellilw 28 NGTTLDVSGLDBIK 193 16 4 21.69 b3b11°b11b14 1589.83 75.525 1538 |2 79541 198
b2b3b4b5°b5*b5b6°b6*b
o b7°b7b8°h8*b8b11*b11b]L
'Poﬁoi'ipﬁﬁ—_;’:ﬂ Pri't'si'r":‘sm'c 1 LADPNKSE;Q?IE%SE IANIDD | 155 38 34 179.03|3b14°b14y1y3y4y8y11y1dy 4001.02 83.618 265721| b 801.01 1233
gopep gp 19y22y25y27y28y31y36yR
8*y38
|P06202|OPPA_SALTY Periplasmic b4b5b10°b10b11b12°b13y )
igopeptde-binding protein 2 AEQQLDKDSAIVPVYYYVNAR 494 21 16 127.69 | 3 ) eeeyryoytoyor | 244223 73.695 134672 B 814.75 0.90
. . b2°b2yly3y4y5°y5y6y7y8|
IP06202|OPPA_SALTY Periplasmic | WSDGTPVTAHDFVYSWQR 107 18 18 149 |oy10°y10y11y13y16y18+yfl 2151.98 72.787 128257 B 718.00 5.45
oligopeptide-binding protein g
.. b1b2b3b4b5b11b14b15yly
IP06202|OPPA_SALTY Periplasmic | -, SGEIDMTYNNMPIELFQK 263 18 20 132.35| 2+y2y3ydy7yoy10y11y12{ 2130.01 87.235 116527 b 1065.5 8.14
oligopeptide-binding protein
y12y18
IP06202|OPPA_SALTY Periplasmic | ¢ LVEPEWFK 352 8 9 64.03 |  b2b3y3ydys°ysy6°y6y 1047.54 71.61¢ 108136 | 2| 524.28 -6.06
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 16 117.5¢ P8P6D7DBDIDI0DI01YY oy 86.525 106228 B 791.06 0.51
oligopeptide-binding protein 2y5y7y9°y9y10y11y20
[P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN bdy2ydy11y12y13y15y22) ]
igopeptde-binding protein 7 | carbamidomethyl+C(4 NTAVK 439 29 11 66.12 g2 3294.43 90.700 90795| B 1098.83 6.60
o b8°b8*b8bIb10y2*y2y3y4
'Poizlioilipg(i—_;ﬁ'&m Pri't'si'r":‘sm'c 8 TVINQVTYLPISSEVTDVNR 241 20 23 152.67|*yaysy6ry6y7yseystyayll 2248.21 77.790 76266 2 1124.61 11.84
gopep 9p *y11y12y14y15y20
IP06202|OPPA_SALTY Periplasmic | g NQGDLPAYSYTPPYTDGAK 333 19 10 51.85|PAP1IYSYBYBYLOVIIYILY 5507 g6 59.954 74340 | 2 1029.4¢ 8.66
oligopeptide-binding protein 14y19
T b1b2b3b4b6*b6b7b11b1dy
IP06202|OPPA_SALTY Periplasmic | -, , NLGVNVNLENQEWK 410 14 18 151.996y7°y7y8y10y11y12%y12yl 1656.84 67.405 48263| P 828.93 5.60
oligopeptide-binding protein 4
|P06202|OPPA_SALTY Periplasmic " )
sigopeptde-binding protein 11 HQGTFDVAR 430 9 8 76.69 b6y3ydy5y7y8*y8y9 1030.5 31758 9 | 2| 51575 4.74
IP06202|OPPA_SALTY Periplasmic |, LADPNTASPYASYLQYGHIANIDD | 4,5 29 6 11.81 boyly2y10y25y29 3091.5 88.944 2732 | 3 10311  6.40
oligopeptide-binding protein IIAGK
IP06202|OPPA_SALTY Periplasmic | 5 LIADTLK 474 7 4 41.35 y3y5y6y7 773.47 44.033 14209 |2 387.24 3.4D
oligopeptide-binding protein




IP06202|OPPA_SALTY Periplasmic | - , KPATDLGVK 154 9 3 31.32 b5y3y4 928.53 27.292 5105| |2 464.7f 613
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | o DIVNK 325 6 2 30.45 y3y5 701.42 56.014 15261 [1 701.42 6.18
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | -, o DLFEGLLISDVEGHPSPGVAEK 67 22 4 21.65 b6y8y10y15 2300.16 89.765 12707 | 3 77039 264
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | -, WENK 89 4 1 13.16 v3 576.27 33.250 3053| |1 576.21 12,6
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | -, o NNGSEVQSLDPHK 43 13 6 44.45 b5bOb12y7y11°y11 1424.66 836 1879 | 1| 1424.66 11.48
oligopeptide-binding protein

T b3y5*y5y11°y11"y11y13*

IP06202|OPPA_SALTY Periplasmic | 4 TVINQVTYLPISSEVTDVNRYR 241 22 16 97.64 [13y14y16y17y18y19y20°)2 2567.34 77.621 151638 B 856.45 -0.76
oligopeptide-binding protein 020

IP06202|OPPA_SALTY Periplasmic | NNGSEVQSLDPHKIEGVPESNVSR 43 24 9 62.5{P1OVSYSYTYTYIOYLIYIAN o) oy 51.859 73614 4 64881 11.40
oligopeptide-binding protein 2

IP06202|OPPA_SALTY Periplasmic | FGDKWTQPANIVTNGAYK 200 18 8 62.87 | bab7°b7yey7yoyl0yll  012.00 63.322 58588 670.67 -3.28
oligopeptide-binding protein

i H %y

IP06202|OPPA_SALTY Periplasmic | o, | o i midomethyi+C(1B) EIPNEVRVDPYLCTYYYEINNQH 284 23 13 114,97 | P3PSD7DIDISYEYBYTYBYD 5551 4 76.798 32436 B 974.14 6.77
oligopeptide-binding protein y10yl1ly21

IP06202|OPPA_SALTY Periplasmic | VKNQGDLPAYSYTPPYTDGAK 331 21 5 30.88 b6b12y8yoy11 2286. | 55.732 205907 | 4 76238 1.28
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | -, NPQYWDNAKTVINQVTYLPISSEV| 4, 29 5 22.73 b22y5y7°y7y8 3364.70 102.251 1788 3 11224 756
oligopeptide-binding protein TDVNR

IP06202|OPPA_SALTY Periplasmic | -, NQGDLPAYSYTPPYTDGAKLVEP| 544 27 4 12.24 bay5°y5y22 3086.51 85.173 1732 3 102951 910.9
oligopeptide-binding protein EWFK

IP06202|OPPA_SALTY Periplasmic | -, ENAKWSDGTPVTAHDFVYSWQR 103 22 9 81.96| blly5°y5y6y7yge0yl5| 2504.22 69.126 16833 |3 865.41 4.42
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | DPLDNIYVKNLYIIK 527 15 3 35.34 b4b5b6 1821.01 129.380 @3 | 2| o11.01 -4.69
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | -, YRSGEIDMTYNNMPIELFQK 261 20 3 21.69 b4b7b9 2449.1 7B55| 4659 | 3| 817.04 1455
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | TFLDTRHQGTFDVAR 424 15 4 18.81 b8*h8y3y6 1763.84 g7.649 022 | 3| 58862 -14.39
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | 5, KNLGVNVNLENQEWK 409 15 3 26.89 yaydy7 1784.92 76.099 1905 3| 595.64 5.13
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | 5, LSDSSNNTAHYK 456 12 0 9.04 1336.61 90.676 sg48| |2 668.8]L 0.82
oligopeptide-binding protein

IP06202|OPPA_SALTY Periplasmic | 4, PVYYYVNAR 506 9 1 7.52 b5 1144.59 73.748 s001| |2 5728 10.56
oligopeptide-binding protein




'Poizligilr?eigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 33 TASPYASYLQYGHIANIDDIAGK 130 24 1 8.77 b12 2581.26 88.20 1653 | 4| 646.07 -12.48
b2*b2b3b4°ba*hab5h6*b
[POAA28[THIO_SALTY Thioredoxin-1 1 LNIDQNPGTAPK 58 12 25 175.57|b7b10y2y5y6y7y8°y8*y8yD 1267.65 39.190 105650 P 634.33 -14.06
°y9y10°y10*y10y11y12
*y
[POAA28[THIO_SALTY Thioredoxin-1 2 MIAPILDEIADEYQGK 37 16 16 140.2 | P203DADBY2YATVAYSYBYTY ) gc o1 94.217 104663 P 903.46 7.64
9y10y11y13y14y16
[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 11 91.47 | b2b3bsyly2y3yaySy6y7y9  1001.6B  GBM 89577 | 2| 501.32 11.27
[POAA28[THIO_SALTY Thioredoxin-1 4 IHLTDDSFDTDVLK 4 15 4 18.81 b3y6y12y15 1731.89 72.098 39300 |2  866.45 4.30
[POAA28[THIO_SALTY Thioredoxin-1 5 MIAPILDEIADEYQGKLVAK 37 21 10 104.06 b3y7y113;11293;12%y16y17y13 2318.22 95.250 124125 B 773.41 -2.95
[POAA28[THIO_SALTY Thioredoxin-1 6 LNIDQNPGTAPKYGIR 58 16 4 17.8 b4*bab7y13 1756.91 96.496 6160| |2  878.9p -13.55
[POAA28[THIO_SALTY Thioredoxin-1 7 GIPTLLLFK 74 9 0 151 983.62 91.055 1772 [ 492.32 -0.31
. b2b3b4°b4yly2*y2y3*y3
|P67091|UF—Srgt:iTnYFU”“’ersa' stress| TILVPIDISDSELTQR 3 16 23 170.08| 4y5y7y8°y8yoy10y11y12°) 1799.98 82.687 133796 P 900.50 5.22
p 12*y12y13y14y16
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 5 | carbamidomethyi+C(4 HAECSVLVVR 134 10 10 79.11  blb2hByMy6y8yoy10| 1169.60 41.791 64294 [2  585.31 -5.43
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 5 SQLEAIIKK 69 9 6 46.88 b2y2y3y5y7y9 1029.62 44.995 4830 2 5832 -7.35
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 4 VISHVEAEAK 19 10 12 102.37 b5b8y1y2y§’,1363y4y5y6y7 P 108258 24.750 28010| ®  541.79 -4.06
. > .
IP67091|UF_SALTY Universal stress| VQAHVAEGSPK 85 11 13 g7 | D1D2D3bADAVZYAYAYSYE o5 g 19.171 7282 561.80 -6.42
protein F y7y9y11
|P67091|UF—psrgt:iTnYFU”“’ersal stress| g ILEMAK 8 6 2 27.44 b5y5 704.39 38.734 10503 [1 704.3¢ -13.69
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 4 VHFLTV'PSLAT\AYJSSEGLAYSAELP 34 31 4 22.98 y10°y10y11y13 3394.74 126.62 230 3 1132p6 88 3.
|P67091|UF—psrgt:iTnYFU”“’ersal stress| g VQAHVAEGSPKDK 85 13 3 28.84 b4b9b10 1365.7 69.797 537 2 3.38 7.15
|P67091|UF—psrgt:iTnYFU”“’ersal stress| g Oxidation+M(27) VHFLTV'PSLAT\AYJSSEGLAYSAELP 34 31 3 11.47 b4b16y5 3410.77 94.465 115400 | 4 85345 3.0
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 1 ISHVEAEAK 20 9 3 21.17 b3°b3b7 983.51 24.751 10715 |2 49226  .353
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 49 SHVEAEAK 21 8 4 34.7 b3b4°b4b6 870.42 24.764 7820 |2 43 181
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 4 QAHVAEGSPK 86 10 2 8.01 b3*b3 1023.52) 19.178 1740 |2 51226  780.
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 13 SQLEAIIKK 69 9 0 151 1012.59 45.014 2485 3 338.24 -13.56
b4°bab5b6°b6b7°b7b10y]y
'sti?ﬂ%(gﬁtﬁig;\ig g;gf‘e'iftose' 1 SSIPVFGVDALPEALALVK 250 19 20 154.41| 2y3yay5y6y8ylly13yldyl 1926.10 108.382 1163180 P 963.56 5.32
6y19
b2b3b7b9°bOb11b17ylydy
'sti?ﬂ%GAtﬁSQ;\ig Drgf‘e'ifmse 2 SGAMAGTVLNDANNQAK 269 17 21 168.22 | 5y6y7y8y9°yoy10y11y12°y 1661.79 46.903 89046 2 831.40 0.81
9 perip P 12y13y17
'sti?ﬂ%(gﬁtﬁig;\ig g;gf‘e'iftose' 3 ALAINLVDPAAAGTVIEK 84 18 9 4351 | b2b3b5*b5bey6yllyldyls 1766.02 81.205 73182 2 88351 5.81




IP23905IDGAL_SALTY D-galactose- | VPYVGVDKDNLSEFTQK 315 17 12 111,55/ P L LYSYEYBYBYVLIYLIYL g0 g0 62.176 45108| B 647.00 139
binding periplasmic protein 3yl4y16y17

IP23905IDGAL_SALTY D-galactose- | YDDNFMSVVR 34 10 7 53.01 b2y2y4°yay5y6yT 1245.57 67.078 490 | 2| 623.29 7.84
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | ¢ HWQANQGWDLNK 148 12 5 33.25 bab7y6°y6y1l 1496.71 62.687 131 | 3| 499.58 12.89
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | AYYVGTDSK 127 9 7 61.39 b5h6y4y5°y5y7°y7 1003.44 69.772 aot | 2| 50224 7.01
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | g VLTLSAVMASLLFGAHAHAADTR 4 23 3 13.49 b17y5y13 2352.29 2669 1549 | 3| 78477 18.27
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | g SAPDVQLLMNDSQNDQSKQNDQ| - 5, 29 7 41.1 b3°b3y3ydy5y25y27 3227.6 78.756 4004 3 1a76/5 6.73
binding periplasmic protein DVLLAK

IP23905IDGAL_SALTY D-galactose- |, , IGVTIYKYDDNFMSVVR 27 17 3 16.93 b12y5y7 2020.02 78.238 506 | 3| 674.01 -1.45
binding periplasmic protein

IP2390SIDGAL_SALTY D-galactose- | |, AIEKDGK 45 7 3 41.35 b3b4b5 760.43 72.332 11024 |1 760.48 13.2
binding periplasmic protein

IP2390SIDGAL_SALTY D-galactose- |, ALDSYDKAYYVGTDSK 120 16 11 80.69 | PLOYSYYAVAYSYEVBYT 1795 8o 48.721 7742 599.28 -8.16
binding periplasmic protein y7y8

|P23905|DGAL_SALTY D-galactose- SSIPVFGVDALPEALALVKSGAMA . . ] )
binding periplasmic protei 13 CTVLNDANNOAK 250 36 5 10.98 boy11°y11y14*y14 3568.83 74.548 724 4 892.96 -9.51

|P23905|DGAL_SALTY D-galactose- MDAWLSGPNANKIEVVIANNDA .
binding periplasmic protei 14 S AMOAVEALK 214 32 4 11.34 b13y6y11°y1l 3343.7 92.657 621 3 1115p4 6014,

IP23905IDGAL_SALTY D-galactose- | ¢ ELNDKGIQTEQLALDTAMWDTAQ | ;g7 25 8 43.65 | b5b8b10b12*b12y7y8yl3  2790.36 100.2( 294 %598.35 0.87
binding periplasmic protein AK

IP23905IDGAL_SALTY D-galactose- | o KALDSYDK 119 8 4 33.95 bBb7y7°y7 939.46 35.801 2018) |2 4702k 1462
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- |, IQYVLLKGEPGHPDAEAR 163 18 5 39.49 y8°y8y9y10y12 1993.08 51.337 1983 | 3  665.02 -7.90
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | 4 ESGVIQGDLIAKHWQANQGWDL | 46 24 3 13.12 b4b13y7 2707.33 101.631 183 3 903.12 9.8
binding periplasmic protein NK

IP23905IDGAL_SALTY D-galactose- | 4 Oxidation+M() IEVVIANNDAMAMGAVEALK 226 20 7 40.35 | b3yley10yllyl2yl5°y1d  2075.06 67.146 2487 |3 692.3p 4.24
binding periplasmic protein

IP65702|PGK_SALTY Phohoglyceratq VLPAVAMLEER 373 11 15 102.75|P102D3Y2°V2Y3Y3yAYSY8Y 1557 67 80.693 166594| P 614.34 2.19

kinase 7y8°y8y9yl11
b2b4b5°b5b8bob11b12b]3
|P65702|PGK—2§;T€Y Phohoglyceratg SVNDVKEDEQ:tE'GDASAQQLAE 272 27 25 177.61|b14*b14b18b24b25b26yly 2941.50 100.530 152008) B 981.17 0.91
2y3y4y5y7y10y13y15y27
IP65702|PGK_SALTY Phohoglyceratd 5| oo midomethyl+C(6) ~ FADVACAGPLLAAELDALGK 156 20 15 12p |P203DBY2Y3YSTYSYBYBYOYL ) 99.608 127765 P 1001.5% 3.35
kinase Oy12y13y14y15




b3b12b13*b13y4*ydy5y6
|P65702|PGK—§§aLSTeY Phohoglyceratg TILWNGPVGVFEFPNFR 302 17 16 123.81y6y7y11y12y13*y13y14y 1993.05 106.895 1110280 P 997.03 7.10
7
IP65702|PGK_SALTY Phohoglyceratq VATEFSETAPATLK 258 14 15 112.64|P10204°DADLAYSYSYSYBNT ) ) 76 53.239 96387| P  732.88 -0.50
kinase y9y10y11ly12y14
IP65702|PGK_SALTY Phohoglyceratq ¢ | oo midomethyl+C(g LLTTCDIPVPTDVR 244 14 16 110,1§2P5D6DEOTDTHIDNS ) oo op 69.377 87392 2 800.43 4.43
kinase y7y8y10y11y12y14
IP65702|PGK_SALTY Phohoglyceratq ADLNVPVKEGK 19 11 13 100,53 |P20ATDADY2YSYBYAYSVEY 164 65 37.361 84644| P  585.33 2.50
kinase 7y8yll
[P65702]PGK_SALTY Phohoglyceratd VMVTSHLGRPTEGEYNEEFSLLP b1b2b5b6b14°b14b17b1gb )
e 8 VYLK 53 29 14 76.85 2 1b02yy5y7y2 3321.66 92.647 82841| 4  83L17 6.32
IP65702/PGK_SALTY Phohoglyceratq o LVKDYLDGVDVAEGELVVLENV % »3 1% 2463 |P1b267b8D10D14DIAYIY o 97303 sasi| b saso 115
kinase R y3y4*ydy5y6y12y23
|P65702|PGK—§§aLSTeY Phohoglyceratg 4, ASLPTIELALK 38 11 6 51.62 y1y3ydy6ysyll 1155.69) 77.846 sa40| 2| 578.35 433
|P65702|PGK—§§aLSTeY Phohoglyceratq MTDLDLAGKR 5 10 9 83.09 | b2yly3ydy5yey7ydyl0|  1119.58 43.101] 50027 | 2| 560.29 -4.69
|P65702|PGK—§§aLSTeY Phohoglyceratq TILWNGPVGVFEFPNFRK 302 18 5 33.47 y5y10y15y16y18 21211  97.209 41552 | 4 707.71 -5.06
|P65702|PGK—§§aLSTeY Phohoglycerald 15 | Carbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 5 25.73 b2b3ydyl1y13 2043.93 90.559 25744 |3 6819 -4.66
[P65702]PGK_SALTY Phohoglyceratld VMVTSHLGRPTEGEYNEEFSLLP o3 a1 . 26.6g | PLPED7D12°D12b14DIAT 96,461 10050 b soro6 048
kinase VNYLKDK y31
|P65702|PGK—§§aLSTeY Phohoglyceratd ISYISTGGGAFLEFVEGK 355 18 3 16.16 b10y6y12 1874.9p 78.99| 12250 | 3| 62566 5.86
|P65702|PGK—§§aLSTeY Phohoglyceratq 5 'ADQL'VGGG'ATFVAAQGHSVG 206 25 3 1238 b5ydy14 2423.30) 78.749 38038 |3  808.44 12
|P65702|PGK—§§aLSTeY Phohoglyceratlq 7 EPARPMVAIVGGSK 179 14 3 19.98 b5b7y9 1411.7 56.879 242903 |  471.26 -0.26
|P65702|PGK—§§aLSTeY Phohoglyceratg ¢ LSNPVR 84 6 4 40.98 b3°b3b4b5 685.40 22.984 19178 | 2 34320  36-4.
|P65702|PGK—§§aLSTeY Phohoglyceratq 4 EDEQILDIGDASAQQLAEILK 278 21 5 19.74 b10b12y12y15°y15 |  299.19 62.085 7569 | 4 57555 8.71
|P65702|PGK—§§aLSTeY Phohoglyceratg ) DYLDGVDVAEGELVVLENVR 93 20 3 14.9 b7y7y13 2204.12 116®9 | 5260 | 3| 735.38 5.21
[P65702]PGK_SALTY Phohoglyceratd GTEIVANAIADSEAFSIAGGGDTLA| a5 . 2168 b3bab14y11 53937 110,05 ab | 3 11311 2
kinase AIDLFGIADK
|P65702|PGK—§§aLSTeY Phohoglyceratq , MTDLDLAGK 5 9 3 31.32 b6b8Y5 963.49 25.256 1603| |2 482.24 4.69
|P65702|PGK—2§;T€Y Phohoglyceratg 4 CarbamidomethyI+C(E)LLTTCDPVPL?'_\L/EVATEFSETAP 244 28 3 12.01 b9b11y9 3045.57 85.150 4691 |3  1015.86 2.8
|P65702|PGK—§§aLSTeY Phohoglyceratg TDLDLAGKR 6 9 1 8.43 b4 988.54 43.003 22106 [z 494.77 7.16
|P65702|PGK—2§;T€Y Phohoglyceratg g LNVPVKEGK 21 9 0 2.26 983.58 37.373 13519| [2 492.2¢ -8.13
|P65702|PGK—§§aLSTeY Phohoglyceratg ¢ DLNVPVKEGK 20 10 1 8.01 b3 1098.60 37.370 12414 |2 549.8 02.0
|P65702|PGK—§§aLSTeY Phohoglyceratg ,; PAVAMLEER 375 9 3 36.84 b3b5b7 1015.52 80.691 7249 |2 50846 253
y b1b2°b2b3°h3b4°b4b14b]9
IPOA2B3IPTGA_SALTY Glucose-ecifiq | STLTPVVISNMDEIKELIK 133 19 23 162.75|°b19y3y4°ydy5y6y8yllylb 2130.16 93.031 354741 B 710.73 5.16
phohotransferase enzyme IIA compongnt
y13y15y16y17y19
IPOA28SIPTGA_SALTY Glucose-ecifi MVAPVDGTIGK 59 11 15 117.08 |P102D3DAYLY2VBYSYOYBYT ) 107 o7 46.894 144889 P 544.29 -10.78
phohotransferase enzyme IIA compongnt y8y9y10y11l




IPOA2B3[PTGA_SALTY Glucose-ecifiq 4 VGDPVIEFDLPLLEEK 115 16 17 144,57| PAP5DSDEL7LEDELIOOIS 05 o7 100.241 94121 P 906.99 4.85
phohotransferase enzyme IIA compongnt y3°y3y4y6y9y10yl1y16
IPOA2B3IPTGA_SALTY Glucose-ecifiq LSGSVTVGETPVIR 152 14 9 67.92| b3b7°b7bllydy7y8yolds 1394 | 56.286 44997 | 4 707.90 -2.50
phohotransferase enzyme IIA compongnt
IPOA2B3[PTGA_SALTY Glucose-ecifiq o STLTPVVISNMDEIK 133 15 3 18.81 b6b13y11 1646.88 73.831 ®13| 2| 823.904 7.78
phohotransferase enzyme IIA compongnt
[POA283IPTGA _SALTY Glucose-ecific] DTGTIEIVAPLSGEIVNIEDVPDVV | 2 5 1181 b5b12y4 2060.64 67 819 o1d |3 1003ho 190
phohotransferase enzyme IIA compongnt FAEK
IPOA28SIPTGA_SALTY Glucose-ecifi VKVGDPVIEFDLPLLEEK 113 18 15 157.35| D3PEDTOEOLLYSYIYAYSYS 01 15 95.610 123061 B 680.71 -5.39
phohotransferase enzyme IIA compongnt y7y8y9y10y13
IPOA2B3[PTGA_SALTY Glucose-ecifiq g VGDPVIEFDLPLLEEKAK 115 18 4 35.81 y3y5y12y15 2012.07 o1 17230 | 3| 67136 -11.04
phohotransferase enzyme IIA compongnt
IPOA2B3[PTGA_SALTY Glucose-ecifiq o Phosphoryl sTY(9) |'FETNHAFSIESDSGIELFVHFGIDT - 44 30 3 17.54 |  b3bsbl0_H3PO4 bid 3474.66 118.6¢ 197 4 Bedls 668
phohotransferase enzyme IIA compongnt VELK
IPOALSO|IHFA_SALTY Integration hosf TGEDIPITAR 66 10 16 132.45|P203°03b4°bAD5Y3YAYSYYS ) ) o 43.599 56607 | 2  536.78 8.31
factor subunit alpha y6y7y8°y8y9y10
IPOALSO|IHFA_SALTY Integration hosf -, LSGFGNFDLRDK 45 12 6 33.25 b5b7y2y5°y5y8 1368.69 51.786 21| 3| 456.90 3.75
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf - NQRPGR 57 6 2 30.45 b3bs 727.40 50.309) 4307 |2  364.20 05
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf LSGFGNFDLR 45 10 7 53.01 y5°y5y6°y6yTy9*y9 11255 50589 688 | 3| 375.87 18.33
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf - ALENGEQVKLSGFGNFDLR 36 19 5 23.27 b7°b7y3y4°y4 2004.08 . 1676 | 3| 698.69 8.86
factor subunit alpha
IQ7CQOSIGRCA_SALTY Autonomousy | MITGIQITK 0 9 7 31.32 b2bByly2y6y7yd 1004.57 55.602 121215 | 2 502.79 1221
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 14 120.57|P37D3PADY2Y2yAYSYBYEY ) 357 o 55.146 82265| P  669.33 0.73
glycyl radical cofactor 9y10y11y13
IQ7CQOSIGRCA_SALTY Autonomous) 5 LGEIEYR 48 7 8 51.88 b2b6y2y3°y3ydy6y7 879.45 42.619 7510 2440.23 1173
glycyl radical cofactor
e
IQ7CQOSIGRCA_SALTY Autonomousy FNSLTPEQQRDVIAR 106 15 11 30.42| 270203 D3YLy2ydySy101 120 o4 48.047 55808 B 591.97 12.94
glycyl radical cofactor y10y15
% | O %y
IQ7CQOSIGRCA_SALTY Autonomous) o FNSLTPEQQR 106 10 13 89.63|P2D2DYLYBYAVAYSYSYS 151 6o 38.560 41037| P 610.30 -6.61
glycyl radical cofactor y7y8y10
IQ7CQOSIGRCA_SALTY Autonomous) ¢ EIPMEVKPEVR 55 11 7 66.92 y2ydyByTy8yoy1l 1326.7 48984 470 | 2| 66386 2.39
glycyl radical cofactor
0 *y X
IQ7CQOSIGRCA_SALTY Autonomousy VEGGQHLNVNVLR 66 13 11 90.49 | PADBDTDTYAYAYSYENYEY ) 13, 76 50.550 48655| B 478.92 1821
glycyl radical cofactor 7y8
IQ7CQOSIGRCA_SALTY Autonomous) g AANDDLLNSFWLLDSEK 9 17 4 23.92 b7yl0y11°y11 1950.94 10898 4287 | 2| 975.97 -4.63
glycyl radical cofactor
b3b4*b4b5°b5*h5b6°b6*
Oy 7%
IQ7CQOSIGRCA_SALTY Autonomous) o AANDDLLNSFWLLDSEKGEAR 9 21 31 268.97| 807 D7"D7D10DI2DIAYIE ) 4y 93.100 195604 B 788.72 2,69
glycyl radical cofactor y5y7y8y9y10y11°y11y13yl
4°y14y15y16y18y19
IQ7CQOSIGRCA_SALTY Autonomous) VSGYAVRFNSLTPEQQR 99 17 5 40.08 b3°b3b4b5h14 1951.97 4% 4592 | 2| 97649 1257
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy ETLEDAVKHPEK 80 12 7 4855 |  b7b9bl1°b11y9°yoy1d 1395.7p  3%B. 2856 | 2| 698.36 4.64
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy SGFAEDEVVAVSKLGEIEYR 35 20 3 14.9 b12b14y5 2198.1 1m9 | 2225 | 3| 73337 -0.22
glycyl radical cofactor




'Q7CQ0;§;$2,;§£EZ;§EE°”O'“O”S 13 | carbamidomethyi+C(l)  CIVAKSGFAEDEVVAVSK 30 18 4 16.1 6°b6b10y10 1908.95 65.332 1659 |3 636.9 -10.3
'Q7CQ0;§;$2,;§£EZ;§EE°”O'“O”S 14 PMEVKPEVR 57 9 2 19.33 b3b7 1084.57 48.995 3792 2 54279 0-7.2
'Q7CQ0;§;$2,;§£EZ;§EE°”O'“O”S 15 TGIQITK 2 7 3 23.8 b4*b4b6 760.45 55.587 6306| |1 760.4 7.79
'Q7CQ0;§;$2,;§£EZ;CA£:°”°'“O”S 16 EIPMEVKPEVR 55 11 0 2.26 1308.68 48.984 10326 |3 436.9p 112
. | b2b4°b4b5b12b13b15b1by
|P°A1E3|CYSK—SAALTY Cysteine synthgse | YLSTALFADLFTEKELQQ 305 18 25 169.11|2+y2yBy6*yEy 7oy 7Hy7y8yd  2117.09 102.831 88660| P 1059.04 5.42
*y9y10*y10yl1y12°y12y18
[POALE3ICYSK_SALTY Cysteine synthdse GVLKPGVELVEPTSGNTGIALAWV[ 25 " o533 | VOYAYSYBYTYOYLAYIGYITY o 51,689 s773a] b oise1 503
A AAAR 28%y28
- ] % |
|P°A1E3|CYSK—SAALTY Cysteine synthase IQGIGAGFIPGNLDLK 226 16 12 46.56 | P12 bztil?it;i{tyZy?ySle 1612.91 84.021 68833 2  806.96 3.41
IPOALESICYSK_SALTY Cysteine synthase LTLTMPETMSIER 87 13 14 79.45 | PYLYZY2YAYAYEYBYBYY 1551 79 74.704 56008 2 761.39 7.70
A y9y10y11y13
. | b1b2b3b9b15y3°y3ydy6yT°
|P°A1E3|CYSK—SAALTY Cysteine synthase o YLLLQQFSNPANPEIHEK 137 18 19 130.3dy7y9*y9y10°y10y11y13yl} 2141.09 74.669 55172 B 714.37 -3.99
y18
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ NIVVILPSSGER 293 12 11 99.15 b2b3b4b5yiy27y8 YBYOV10Y 198373 64.720 24984 | P 642.37 -0.67
|P°A1E3|CYSK—SAALTY Cysteine synthgse ALGANLVLTEGAK 105 13 9 97.75 | b2y3ySyey7y8yoyllyld  1258.7| 61.889 18686 | 4  628.86 -3.01
|P°A1E3|CYSK—SAALTY Cysteine synthgse o VVGITNEEAISTAR 246 14 4 28.55 bly7yoy12 1459.76 50.282) ass | 2| 730.38 -10.03
|P°A1E3|CYSK—SAALTY Cysteine synthgse o IGANMIWDAEK 44 11 9 28.09 | bilb2bay2ysyoeyoyllryilt  1247.6  2.606 8565 | 2| 624.32 12.23
|P°A1E3|CYSK—SAALTY Cysteine synthase , YLSTALFADLFTEK 305 14 4 25.42 b5yoy10y14 1618.84 103.753 7224 | 2| 809.92 3.09
|P°A1E3|CYSK—SAALTY Cysteine synthase VVGITNEEAISTARR 246 15 5 24.83 b10y9y10°y10y15 1615.87  5.890 3725 | 3| 539.29 -4.23
|P°A1E3|CYSK—SAALTY Cysteine synthase IGNGR 22 5 2 27.07 baya 516.28 37.185 49445 |1 516.28 -14.5
[POALE|CYSK_SALTY Cysteine synthdse TTGPEWEDTDGQVDVFISGVGT i )

A 13 COTLIGOVTR 155 32 3 11.34 b7boy16 3265.57 94.488 14418 | 3 1089018 10.
|P0A1E3|CYSK—SAALTY Cysteine synthgse , , IYEDNSLTIGHTPLVR 3 16 5 36.03 b4b8b9*hob12 1827.95 9B85| 1967 | 2| 914.48 7.48
[POALE3ICYSK_SALTY Cysteine synthdse GKTDLITVAVEPTDSPVIAQALAG | oo a3 . 30.05|  babsboyoyl0ylyzd 5361 50110 676 W oos6| 004

A EEIKPGPHK
|P0A1E3|CYSK—SAALTY Cysteine synthase , LIDKVVGITNEEAISTAR 242 18 7 47.94 | beyaysyloyl2y13+y13  929.06 60.143 47868 643.69 -3.48
'POA1E3|CYSK—SAALTY Cysteine synthase , AEE'VASDPQ;LLE%QQFSNPANP 126 29 7 30.2 b3b13°h13y3y6y9y10 3308.66 77.70 273 4 og27| 546
IPOALESICYSK_SALTY Cysteine synthgse , o LMEEEGILAGISSCAAVAAALKLQ | - 55 32 5 36.11 b9b10b11b13y13 3202.6p 74.607 235 4 8232 220

A EDESFTNK
|P0A1E3|CYSK—SAALTY Cysteine synthase , o LQEDESFTNKNIVVILPSSGER 283 22 3 13.91 b4b10y6 247544 798 4768 | 3| 82575 1233
'POA1E3|CYSK—SAALTY Cysteine synthase Phosphoryl STY(5) VVGITNEEAISTARR 246 15 3 26.8 b3bBb1 1695.83 53.203 16894| B 565.95 0.50
'POA1E3|CYSK—SAALTY Cysteine synthase | LLLQQFSNPANPEIHEK 138 17 0 4.9 1978.02 74.669 9404 |2 oBo§ -10.43

x|
|PO0924|ENOL_YEAST Enolase 1 NVNDVIAPAFVK 67 12 16 157.26 | P20ADS™OSDELTDIYIYSYRY ) ap 79 66.818 101489 P 643.86 -1.99
7y8y9y10*y10y12
% | [
[PO0924[ENO1_YEAST Enolase 1 VNQIGTLSESIK 346 12 12 102.46|%2 be?’y?fg/ﬁWVS Y8V 128871 55.006 91688 2 644.86 0.00




|PO0924|ENOL_YEAST Enolase 1 3 SIVPSGASTGVHEALEMR 32 18] 15 131.84 |P2P14°DLAY2VAYEYBYTYRY 1041 o9 61.868 67627 B 614.31 -10.15
9y10y11y13y15y16
|PO0924|ENOL_YEAST Enolase 1 4 TAGIQIVADDLTVTNPK 312 17 9 81.21 b15y3y4y6y1170y11y12y13 1755.96 73.176 39255| P 878.48 6.60
|PO0924|ENOL_YEAST Enolase 1 5 IEEELGDNAVFAGENFHHGD 154 21 8 39.72 | b3ylyoyl0°y10yllyloypl  2328.0B 58.20] 322 4582.76 -9.23
[PO0924|ENOL_YEAST Enolase 1 5 AVDDFLISLDGTANK 88 15 6 e b5b6y5y6y12y15 1578.81 82.842 2863 2 78991 6.73
| o *|
|PO0924|ENOL_YEAST Enolase 1 7 WLTGPQLADLYHSLMK 272 16 9| 36.04 |PEPEPLL zbylli bLLyLy6yl 187295 96.489 22692| B 624.99 -10.23
|PO0924|ENOL_YEAST Enolase 1 8 SIVPSGASTGVHEALEMRDGDK 32 22 4 21.65 b8y6y10y14 2256.10 76.827 2154 |2 11285 4.0
[PO0924|[ENOL_YEAST Enolase 1 9 WLTGPQLADLYHSLMKR 272 17 3 24.33 b4b10b12 2029.07 84.979 1841 |2  1015.04 1.0
|PO0924|ENO1_YEAST Enolase 1 10 AADALLLK 338 8 9 109.4 | b4b6°bEb7y3ydySy6y7 814.49 54.246 123 407.75 -20.98
[PO0924|ENOL_YEAST Enolase 1 11 YDLDFK 258 6 2 30.45 Vay5 800.37 55422 58517 |2 400.6 13.1%
|PO0924|ENOL_YEAST Enolase 1 12 TFAEALR 178 7 6 65.41 b4°bay3ydy5y6 807.42 46.045 5795 2 204 | -16.63
|PO0924|ENOL_YEAST Enolase 1 13 HLADLSK 132 7 3 38.34 b5y4y5 783.42 26.341 27811 |2 3922 227.
|PO0924|ENOL_YEAST Enolase 1 14 NVPLYK 126 6 1 13.01 va 733.42 37.390 19670 |1 7334 9.57
|PO0924|ENOL_YEAST Enolase 1 15 IATAIEK 330 7 5 41.35 V3y5°y5y6°y6 74543 28.983 15424 |2 am. 16.54
|P00924|ENOL_YEAST Enolase 1 16 AAQDSFAAGWGVMVSHR 358 7 1 3 16.93 bdy6y1l 1789.85 61.762 6224] |2  895.4B 1.71]
|PO0924|ENOL_YEAST Enolase 1 17| carbamidomethyl+{(5) GLDICASSEFFK 243 12 4 33.25 bob11y6y1l 1373.66 136.496 275 1373.65 3.91
[PO0924|ENOL_YEAST Enolase 1 18 SVYDSR 9 6 2 13.01 V33 726.35 71.991 1512] |1 726.3p 10.74
|PO0924|ENOL_YEAST Enolase 1 19 AVDDFLISLDGTANKSK 88 17 5 23.85 b5b10y10%y10y15 1793.91] 65.868 147390 | 2 89746 0aL0.
|PO0924|ENOL_YEAST Enolase 1 20 IEEELGDNAVFAGENFHHGDH 415 22 6 39.17 b3y5y10y11y12+y12 2441.11 64.508 4837 4 @®1| -12.00
AAQDSFAAGWGVMVSHRSGETH Q )i ) )
|PO0924|ENOL_YEAST Enolase 1 21 OTEIADLVVGLR 358 34 6 22.22 b7b9b14°b14b29y14 350272 105.241 54 4 ogog| 775
[PO0924|ENOL_YEAST Enolase 1 22 SVYDSRGNPTVEVELTTEK 9 9 1 3 22.45 b4b7b10 2124.05 69.335 5289 |2 1062.63 2.14
|P00924|ENOL_YEAST Enolase 1 23 VYARSVYDSR 5 10 3 37.71 Vay5y6 1215.61 70.209 5014 |2 60831  0OL
|PO0924|ENOL_YEAST Enolase 1 24 GVFRSIVPSGASTGVHEAEEN 28 22 3 13.01 baydy7 2300.19 102.255 1584 |3 76740 1.5
|PO0924|ENOL_YEAST Enolase 1 25 Phosphoryl STY(H) GWBIELTTEK 15 13 2 21.36 b3b5y11°y11 1496.67 50.036 15795 | 2 8.4 7.10
|PO0924|ENO1_YEAST Enolase 1 26 Oxidation+M(17 SIVRSGGVHEALEMRDGDK 32 22 5 22.66 b8b9°boy8°y8 2272.04 47.389 85521 568.78 2.15
[PO0924|ENOL_YEAST Enolase 1 27 Oxidation+M(15 WLTGRQLYHSLMK 272 16 2 17.8 b11lyl0y13°y13 1888.95 87.695 6094 | 3 630.32 7.56
|PO0924|ENOL_YEAST Enolase 1 28 GTLSESIK 350 ) 0 2.64 834.46 55.080 2313 |2 417.7B 417
IQ9ZFEOIGLTL SALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 15 97.85 | PIP2D3DSOTYLY2Y3yAYSYT 4 50 64 64.001 169494 B 657.34 -8.12
periplasmic-binding protein y12y14y16y18
b1b2b3b6*b6b8Hbb10°b10
'QQZFBOJSLlls'ii’(f_‘tmir?'“tfg:;f’aa"ate VVGYSQDYSNAIVEAVK 61 17 24 174.98 | b11b16°b16yLy3ydySyoyl 1841.94 68.493 140115 P 921.47 6.23
perip gp 1y12+y12y13*y13y15y17
IQ9ZFEOIGLTLSALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 11 76.67|P2 D203 D3DILYGY7YBYONL ) 0o 76 56.277 1358200 p  846.38 3.10
periplasmic-binding protein Oy14
IQ9ZFEOIGLTI_SALTY Glutamate/aartate AVAFMMDDALLAGER 198 15 17 207.3 |P3DADSDEDLIDI2YSYAYSNT ) o g 85.068 126550 P 805.39 5.84
periplasmic-binding protein y8y10y11y12y13y14y15
*| % |
IQ9ZFEOIGLTI_SALTY Glutamate/aartate NGVIVVGHR 38 9 12 91.47 | P2D2D3™D3DAY2YBYAVSYE  ory gy 32.807 104941 P 475.77 -13.61
periplasmic-binding protein y7y9
o *
IQ9ZFEOIGLTL SALTY Glutamate/aartate Carbamidomethy+C(19) KPDNWEIVGKPQSQEAYGCMLRK 217 23 21 | 4a16 |PLOSDSDEDEDIODIODIGY oop) o) 56.885 100336 h  684.33 -10.36
periplasmic-binding protein 5y11*y11y23
IQ9ZFEOIGLTL SALTY Glutamate/aartate LIPITSQNR 89 9 5 39.1 y5y6*yBYTy9 1041.59) 43.536 4367 2 sa1 | -1031
periplasmic-binding protein




'QQZFaolgLT'—S.AL.TY.G'“tam"".te’aa”ale 8 QAAFSDTIFVWGTR 122 14 6 34.02 b3b8ylyllyl2yld 151170  42B. 38921 | 2|  756.40 3.96
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate o NGVIVVGHRESSVPFSYYDNQQK 38 23 5 20.88 b13y3y6y10y23 2618 58.182 23167 | 4 875.11 5.40
periplasmic-binding protein

p

IQ9ZFEOIGLTI_SALTY Glutamate/aartae | o pamidomethyl+C(1B)  IPLLONGTEDFECGSTTNNLER 8 22 o| s [PEPIYLYYVIOVILYIZW Hoo6 og 82.362 22035| P 1263.62 12.95

periplasmic-binding protein 2
. .

IQ9ZFEOIGLTI_SALTY Glutamate/aartae 1, | o pamidomethyl+C(1h) KPDNWEINGKPQSQEAYGCML 217 22 11 | seg |PEPTDTLIODIOVAYSYIVE Heg o6 62.135 11702 | B 869.42 3.00
periplasmic-binding protein Oy12y22

IQ9ZFEOIGLTLSALTY Glutamate/aartate |, | ) o midomethyi+c(2f) <KPPNWEIVGKPQSQEAYGCML 5 24 4 24.16 b7ydy5y12 2805.44 58.163 1149 3 93581 7.5]
periplasmic-binding protein R

|Q9ZF60|GLTI_SALTY Glutamate/aartale LTTAMLVMGLSAGLAHAEDGAP ) )
eriplasmic-binding protein 13 AAGOTLDK 5 30 4 17.09 b13y11y13y22 2869.4 68.055 6001 |3 957.15 0.7

%

IQ9ZFEOIGLTLSALTY Glutamate/aartate |, | o) o midomethyi+c(2py - | SQNRIPLLONGTFDFECGSTE o 31 13 76.44 | PIOIOVAVAYBYTYTYOVIQ  og g o4 87.447 242850 B 1183.6] 7.15
periplasmic-binding protein NNLER y11ly14y21y29

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o QKQAAFSDTIFVWGTR 120 16 5 45.74 b8b13y3ydy5 1767.98 @28 | 40801 | 3| 580.98 732
periplasmic-binding protein

q

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o ESSVPFSYYDNQQKVVGYSQDYS 4, 31 3 11.47 b8y13y27 3514.70 80.714 2932 3 1172.p4 10.5
periplasmic-binding protein NAIVEAVK

IQ9ZFEOIGLTL SALTY Glutamate/aartate ALFKAPNDK 290 9 4 46.61 b6y3ydy5 1003.55 38.826 2634 2 5822 -11.62
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o DHGDSFRTLESGR 185 13 3 21.36 b10y3y12 1476.66 42.48 315 238.8% 13.23
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartate ISAKDHGDSFR 180 12 4 23.03 boy3°y3y11 1345.6 69.791 228 2673.34 5.71
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate ) | Carbamidomethy*C(1¥) | | o\ GTEDFECGSTTNNLER 98 22 3 23.78 b11b14b15 2606.17  3a0. 44004 | 3| 869.40 8.34
periplasmic-binding protein ;Phosphoryl STY(16)

|Q9ZF60|GLTI_SALTY Glutamate/aartate Carbamidomethyl+C(1 "
eriplasmic-binding protein 21 | Dposphon! STY(3) KPDNWEIVGKPQSQEAYGCMLRK 217 23 4 22.52 b9*boy9y10 2814.34  88.065 2604 | 3  938.78 13.62

|Q9ZF60|GLTI_SALTY Glutamate/aartale o LTTAMLVMGLSAGLAHAEDGAP
eriplasmic-binding protein 22 Oxidation+M(5) AAGSTLDK 5 30 3 17.54 y3y15y23 2885.46 88.264 44358 |4 72212 6.26

IQ9ZFEOIGLTL SALTY Glutamate/aartaje Oxidation+M(2) LMDDTIAQAQTSGEAEK 247 17 4 27.07 b3b6HEY 1823.85 81.391 8406 | B  608.62 9.17
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje PITSQNR 91 7 1 9.02 b6 815.43 43537 1031 2 40822 -14.0
periplasmic-binding protein

IQ9ZFEOIGLTI_SALTY Glutamate/aartae g | o pamidomethyl+C(1P)  VGKPQSQEAYGCMLRK 224 16 0 6.7 5180 56.880 3009 | 3  617.97 -8.70
periplasmic-binding protein

IQ9ZFEOIGLTI_SALTY Glutamatefaartae g | o pamidomethyl+C(1B)  IVGKPQSQEAYGCMLRK 223 17 0 6.7 964.98 56.886 3373 655.66 -13.36
periplasmic-binding protein




|Q9ZF60|GLTI_SALTY Glutamate/aartale

PLTLSALTY ; 27 NGVIVVGHR 38 9 0 151 933.52 32.776 3066| |2 467.24 -4.97
periplasmic-binding protein
. b2*b2b3*b3b4*b4b5*b5y.
IQ8ZKQLILSRB_SALTY Autoinducer 2y NNLAIVGFSTPNVMRPYVQR 237 20 17 102.83 y5y12+y12y14y15y16y17y 2276.19 78.561 132121 B 759.40 -4.18
binding protein IsrB 20
. b2b6b7b8b9b10b15y1y3y5
IQ8ZKQLILSRB_SALTY Autoinducer 2y, AYPDLDAIAPDANALPAAAQAAE 209 28 20 154.32|yeyoy10y12y13°y13y18yllo 2863.50 88.258 87761 B 955.17 0.09
binding protein IsrB NLKR
y20y28
IQ8ZKQLILSRB_SALTY Autoinducer 21 ISVYVANALLK 273 11 7 69.93 y2y3y6y7y8yl0y11 1190.71 74.250| 77018 | 2| 595.86 2.36
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 2y, ISQEHPGWENTTQFGYNDATK 177 22 10 68.35| POP10°DIODLLYSYSYTYBYL o0r) g 73.443 77391 B 84L.07 0.10
binding protein IsrB 2y22
it *y
IQ8ZKQLILSRB_SALTY Autoinducer 21 LVGVGFFTSGGNGAQEAGK 35 19 11 49.64| PIPEPITYLY2YBYSTYSYIAY 490 o9 72.385 63824 2 898.46 4.35
binding protein IsrB 15y19
it %
IQ8ZKQLILSRB_SALTY Autoinducer 2y VAFFYSSPTVTDQNQWVK 154 18 12 97.19| POP10DI2D13YBYL0"YIONL. 47 g 78.340 62110 2 1059.03 9.34
binding protein IsrB 1y12y13y14y18
IQ8ZKQLILSRB_SALTY Autoinducer 2y SLQTAEGIIK 199 10 4 27.71 b8y4y7y10 1059.64 51.719 5770 2 038 -8.06
binding protein IsrB
IQ8ZKQIILSRB_SALTY Autoinducer 21 ¢ NMPMNVGDSLDIPGIGK 284 17 10 54.45| P2PEPIODI2Y2YSy1Iy1ayL ) 4y o7 80.330 47959 | P 879.44 5.62
binding protein IsrB 5y17
N o %y
IQ8ZKQLILSRB_SALTY Autoinducer 21 g GTVKEFGLWDVVQQGK 257 16 11 7.1 |POPSBYSYBYSYBYTYIONL g4 o) 76.721 47469 | B 597.65 11.93
binding protein IsrB 3y16
IQ8ZKQLILSRB_SALTY Autoinducer 21, SYYINQGTPK 124 10 8 77.07 b2b3b4y3y5y6y8y10 1170.57 38.941 45932 | 2| 8579 3.75
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 VTVSPNSEQGYHYEAK 301 16 12 84.22|PBYIY2YAYSYTYIYOYLOVLL 050 o) 37.014 43847| B 603.61 13.83
binding protein IsrB y12y16
IQ8ZKQLILSRB_SALTY Autoinducer 21, GNGIVLLPER 317 10 8 37.71|  b2*b2y2ey2ydysyeyld  1067.62 @1 | 26361 | 2| 534.31 3.77
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, 5 EFGLWDVVQQGK 261 12 8 37.23| Db3b10*b10yly7y8tysyl2 140571 83.119 25731 | 2| 703.36 0.00
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 , QLGSMLVEMAAHQVDK 134 16 3 17.8 b5b12y4 1756.89) 57.440 215| 2| 878.95 9.03
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ VAFFYSSPTVTDQNQWVKEAK 154 21 6 32.32 b1b5b6b10b13y13| 4220 85.287 2325 | 3 815.74 250
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 o | o) o midomethyl+C(1p) ILTWDSDTKPECR 111 13 15 165.§AP07PIDOYBYAYVAYSYEYNY 1 6r0 74 50.775 94133 B 540.92 -16.87
binding protein IsrB 8y9y10y11ly12
IQ8ZKQLILSRB_SALTY Autoinducer 21, IAFIPK 29 6 3 40.98 b3y4y5 688.43 54.506 19839 |1 688.4B -14.9
binding protein IsrB
IQBZKQIILSRB_SALTY Autoinducer 21 ¢ VIFNK 327 5 1 13.53 b3 620.37 70.436 9983| |1 620.3] -10.5
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 g AYPDLDAIAPDANALPAAAQAAE 209 27 6 22.17 b5°b5b11y6y8y14 2707.3% 95.404 195 4 67759 17.13
binding protein IsrB NLK
|08ZKQLILSRB_SALTY Autoinducer 2 NMPMNVGDSLDIPGIGKVTVSPN o i .
binding protein 1B 20 SEOGYHYEAK 284 33 6 22.08 b13°b13*h13y3y6y7 3547.71 80.233 1964 4 ems7 6.19
IQ8ZKQLILSRB_SALTY Autoinducer 21, AKISQEHPGWEIVTTQFGYNDAT| 445 24 4 13.12 b6b11y12°y12 2720.3 112.789 549 3 907.44  82-6.
binding protein IsrB K
N o % | *|
IQ8ZKQLILSRB_SALTY Autoinducer 21, QLGSMLVEMAAHQVDKEK 134 18 10 51.37 |P7°D7DE™DEOILOIIDIZYE o ) 105.907 1852 | P 1007.5 12.30
binding protein IsrB y12*y12
IQ8ZKQIILSRB_SALTY Autoinducer 21 4 GNGIVLLPER 317 10 0 1.88 1049.59 62.091 2219 |2 525.3p 12.2
binding protein IsrB
H *y
IPOATWAIRSS_SALTY 30S ribosomall AYGSTNPINVVR 126 12 17 130.99| P1D2DSDADSYLY2YSydydy o) o7 51.764 138399 P 645.84 -4.26
protein S5 5y6y7y8y10*y10y12
. b2b3b4b12*b12b13b14ydy
IPOA7WAIRS5_SALTY 30S ribosomall VEMQPASEGTGIAGGAMR 93 19 21 191.485y6y7y11y12y13°%13ylayfl 1892.95 68.737 102781 b 946.98 5.48

protein S5

5y16*y16y17y19




|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal 5 SVEEILGK 159 8 5 41.73 y2y3ydy6ys 874.48 50.785 6409 2 4877 -13.05
" O %y
'POA?WMRS;’E)?QHS\;?’OS ribosomall -, ATIDGLENMNSPEMVAAK 138 18 8 44.89 b15y3y4y113é12 YIZYIZM 189091 64.094 52616| P  945.96 10.59
. b2°b2b5y1y3y4y5y8y10*y[l
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal g ATIDGLENMNSPEMVAAKR 138 19 17 121.89| Oy11%y11y12+y12y13y16y 2046.98 59.784 50494 B 683.00 578
17
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal IFSFTALTVVGDGNGR 29 16 5 26.17 y2y6yTylaryl4 1653.8 2790 21364 | 2| 827.44 2.36
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal 7 AREVPAAIQK 52 10 8 91.85 b3b4b6b7h9y4y6y10 1082.68 28.089 78® | 2| 54182 -6.20
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall g NMINVALNNGTLQHPVK 69 17 3 25.58 b10b12b13 1862.97 83.397| 558 | 2| 93199 -10.75
IPOATWAIRSS_SALTY 30S ribosomall ¢ AVLEVAGVHNVLAK 112 14 11 140, |P3PALSYAYSYBYBYOYIOVIL 4 )1q g9 60.940 100681 B 473.94 -18.14
protein S5 y12
IPOA7WA4IRSS_SALTY 30S ribosomal LIAVNR 14 6 1 13.91 y5 685.43 33.169 7133 1 685.44 -8.99
protein S5
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, QAGELQEK 6 8 6 52.26 b3b7y6ry6yT°y7 902.45 97.429 4351 |1 ee2. 5.28
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, , IFSFTALTVVGDGNGRVGFGYGK 29 23 4 13.49 b6y3y12*y12 2302 73.344 268783 4  s591.31 6.82
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, 5 RNMINVALNNGTLQHPVK 68 18 3 35.08 b3b4b5 2019.08 56.716 122 | 3| 673.70 -3.75
[POATWA4IRS5_SALTY 308 ribosomal NMINVALNNGTLQHPVKGVHTG o » 5 1312 b3y5y15 557 30 61403 vzl |s  soad 104
protein S5 SR
IPOA7WA4IRSS_SALTY 30S ribosomal ¢ AYGSTNPINVVRATIDGLENMNSP! o 30 6 24.46 b3b6b8b10*H10y10 3162.55 78.97 341 3 16548 -1.24
protein S5 EMVAAK
[POATWA4IRS5_SALTY 308 ribosomal GVHTGSRVFMQPASEGTGIAGGA o 2 5 125 b10yAy5 2557 27 113,604 ol |3 sead oa
protein S5 MR
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, ; ATIDGLENMNSPEMVAAKR 138 19 5 15.49 b5b7°b7y12°y12 2088. 55.739 1857 | 4  512.50 -3.88
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, ¢ Oxidation+M(14) ATIDGLENMNSPEMVAAK 138 18 4 23.57 b7ygBy9 1906.90 83.127 3113 | P 953.96 7.94
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, 4 Oxidation+M(3) VEMQPASEGTGIAGGAMR 93 19 4 26.74 b3b@yB 1908.91 76.084 2735 | B 477.98 -12.66
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal ) NMINVALNNGTLQ 69 13 1 7.26 v4 1401.71 83.424 2513| |2 701.3¢  4.35
b2b3b4b5*b5b6*bey2y3yh
|P41031|CY_SALTY Thiosulfate-bindin y5y6y7y8y9y10*y10yl1°yl
brotein 1 AYLNWLYSPQAQTIITHYYYR 265 21 28 249,020 tayayiy1e) 266433 93.545 196120 B 888.78 1.19
17y19y21
b2b3b4b5b6b13y2y3ydyd*
. L o1 o
IP41031|CY_SALTY Thiosuffate-binding GLGDVLISFESEVNNIRK 208 18 28 213.3qY2YOYBYBYIYOYVIOVE 59, 3 101.638 182579) B 664.02 -14.48
protein Oyl1°y11*y11y12*y12y13
14y16y18
. — .
IP41031[CY_SALTY Thiosulfate-binding VNNPEIMGK 286 9 13 91.47 | P2702b3DELIY2YBYAVEYTY ) g 36.771 140038| P 501.25 -9.32
protein 8*y8y9
'P41031|CY—S'T)LrZLi:h'OS“'fate'b'”d'” 4 FGSWPEVMK 311 9 11 69.18|P?03 b3b4y;y2y3y5y8 Y& 1080.51 69.161 1131000 P 540.76 -5.20
IP41031[CY_SALTY Thiosulfate-binding 5 NIHDWSDLVR 132 10 11 89.63 | PAYLY2YBYAYSYBYTYBYL0T )55 ) 63.152 95827| P 627.81 1.75
protein y10
. _hi . % | o *|
IP41031|CY_SALTY Thiosuffate-binding ¢ QYEAQGFEVVIPK 226 13 14 83,28 | P2 "D2D1LDII"O1IDIZDIE ) o) 49 70.549 95610 2 754.39 0.65
protein y2y3y5y8y10y11y13
. o o I
IP41031[CY_SALTY Thiosulfate-binding LPNNSSPFYSTMGFLVR 110 17 15 g3.5¢ P2D3"D3bATDADTYLY2Y3YS o o7 92.572 92030| P  965.49 7.15
protein y6ylly12y13y17




. o S .
IP41031|CY_SALTY Thiosuffate-binding o ELFAALNPPFEQQWAK 37 16 15 73.63| P2 DOPT*DTOBYLy4YOYOUL 4 gag o7 90.424 76104 2 944.99 6.27
protein 0°y10y12y13*y13y16
. — 5 - S
IP41031|CY_SALTY Thiosulfate-binding o TEQFMTQFLK 179 10 13 77.07 |P2D2D30ADAV2YSYSYTYE® 4 50) 63 76.010 71239 2 636.82 1.06
protein y8*y8y10
'P41031|CY—S'T)LrZLi:h'osu"ate'b'”d'”’ 10 NVEVFDTGGR 189 10 10 88.84| b2bab8ydysyey7y8yBy10  1093.52 47.790 68532 | 2|  547.26 9.60
. — —
'P41031|CY—S'T)LrZLi:h'°S“"ate binding ; QALAILQGLK 71 10 11 76.1 |PZD203 b?géoylﬁysyfs 1054.65 75.571 53125 2 527.83 9.61
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” b 12 GLGDVLISFESEVNNIR 208 17 6 16.93 b2b11y4*yay10y17 188 | 107.648 35008 | 3 931.49 4.20
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” V13 ADVVTYNQVTDVQILHDK 81 18 4 23.57 b3y3ydy18 2058.05 64.67 9042 | 3| 686.69 214
lP41031lCY_S/?JLthZiIhlosu"ate'b'”d'” SV TNILAEFPVAWVDK 239 14 6 28.58 b3°b3b11y5°y5y7 1602.8/ 298 11181 | 2| 801.93 -4.87
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” T GATTTFAER 199 9 4 58.65 y3y4yBy7 953.46 31.325 533 |1 95346 8.0%7
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” ! 16 YTYLAAWGAADNADGGDK 159 18 4 16.16 b6y6°y6y8 1858.84 548 3512 | 4| 465.47 10.77
. - b3b4b6*b6b14yAy5y6 y6
'P41031|CY—SALthZi:h'°S“"ate binding 7 TNILAEFPVAWVDKNVQANGTEK| 239 23 19 165.74|9y12y13y14y16y17y18°%yl8 2544.31 91.080 262811 B 848.77 -0.38
P y19y20
'P41031|CY—S'T)LrZLi:h'osu"ate'b'”d'”’ 18 L'PADWQSRLP\’/\‘SSSPFYSTMGF‘ 101 26 5 35.79 y5y8yoy11y24 2996.53 96.365] 95118 | 3 999.51 6 4.5
. — . *
'P41031|CY—S'T)LrZLi:h'°S“"ate binding 4 YTYLAAWGAADNADGGDKAK 159 20 8 ag.a5 P18 blgys‘;%ylly”ylg 2057.95 62.749 83610 B  686.65 -3.91
. — .
IP41031[CY_SALTY Thiosulfate-binding NVEVFDTGGRGATTTFAER 189 19 13 112.g7P3P4"D4b10bLIDIGYSYAYS )7 o; 57.248 48422 B 676.66 -6.20
protein y9yl4yl6yl7
. — —J g
'P41031|CY—S'T)LrZLi:h'°S“"atE binding ,; KQYEAQGFEVVIPK 225 14 9 52.34 | P47048 b3t1)210b11y5y12 1635.86 63.869 35012 B 545.96 -11.27
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” b 20 ADVVTYNQVTDVQILHDKGK 81 20 6 54.19 b3bay3ydy5y17 22481 | 59.288 24968 | 4  561.54 1491
'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” )23 GNPKNIHDWSDLVR 128 14 3 19.98 b3b8y9 1650.8 84.025 137123 | 550.95 2.07
'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” V24 THFASGGELDKLLAAGR 320 17 4 16.93 b3b12°b12y4 1742.91 6 8328 | 3| 58164 511
'P41031|CY—SAerZLi:h'OSU'fate'b'”d'” Vo5 VEEKFGSWPEVMK 307 13 3 21.36 b12y6y9 1565.7% 67.12 243p | 2783.38 -10.45
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” ! 26 GSWPEVMK 312 8 0 151 933.45 69.203 7614| |1 933.4% -2.59
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” b 27 HDWSDLVR 134 8 0 1.88 1027.51 63.109 2000 |2 5142 14.49
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” 28 NVEVFDTG 189 8 0 1.88 880.41 47.777 2192| |1 8804 9.84
b1b2°b2b4°b4b10b11b12fb
12b13°h13b14°b14y1y2°y2
'O33921|A6i5§§:¥ Glucose-1 1 VTVLVGHD‘E’SI'DAQS\'(‘ETRALDFKPYQ 304 31 36 179.39| y3yacyarydyseysy6y7yosy  3542.78 96.485 198576 b 709.36 -13.71
P 9y10y11°y11*y12°y12y16ly
17y19y20y31
'O33921|A(‘5)i5§:t:¥ Glucose-1- 2 TPIGGQLVFQR 335 11 10 86.47| blb2y3+y3yaySy7yeyoWll 12856  62.075 118221 4  608.34 2,61
b2b3b5°b5b12y2y3y5y6yl7
'O33921|Aiigﬁgzlg Glucose-1 3 MGTMDPTFNPVITDDSAAFR 141 20 19 134.47y8y9y11°y11y12y14y15y20 2186.01 79.204 105942| P 1093.51 9.27
20
'O33921|A(‘5)i5§:t:¥ Glucose-1- 4 NVAAPLVK 281 8 6 41.73 b2ylydy5y6ys 811.49 40.632 74959 |2 a®6 1181
-1- 0 Ty
I033921|AGP_SALTY Glucose-1 5 IEYVYQSAR 358 9 15 76.69 |P203"D30OVLY2Y3YSYEVRY 41 5g o6 43.168 50111 2 564.78 5.19
phohatase 7y8*y8y9*y9




-1 - *| 0| *|
I033921|AGP_SALTY Glucose-1 6 NAEALTLK 370 8 11 g2.33 | P3pATDADEDE™OEYSYAYEY oo g 41.677 56836 | 2  430.24 7.81
phohatase 8*y8
b3°b3babob12°b12b14ydy
I033921|AGP_SALTY Glucose-1- 7 |carbamidomethyrrcpf WEVAQGLIPSGECPAPDTVYAY | o7 29 20 104.47|3y4y6y7*y7yoy10°y10y1ly 3205.59 94.493 44770 B 1069.2 9.06
phohatase ANSLQR
13y15y29
|o33921|Ac‘5):5§£:¥ Glucose-1- 8 QQAVQAMEK 161 9 9 69.18 | b2*b2y3ydystysyey7yd  1032.51 2602 | 40432 | 2| 516.76 -8.39
'O33921|Ai55§€3:¥ Glucose-1- 9 |carbamidomethyrrc(b) VATAQFF'TGAIE PGCDIPVHHQE 4 25 3 19.02 y5y7y12 2771.34) 79.524 34605 |4  693.49 -6.25
[033921]AGP_SALTY Glucose-1- VGNSLVDAFTLQYYEGFPMDQVA o
hohatase 10 WEGHTOR 226 31 5 22.98 y3°y3y6°y6y7 3486.66 105.044 3057p | 3 116289 .44 6
[033921]AGP_SALTY Glucose-1- APLANNGSVLAQSTPNAWPAWD b2b3b4b9°bob14b18y8y]3 ]
hohatase 11 VPGGOLTTK 43 31 11 45.98 V1401 3161.62 84.276 30435| B 1054.59 6.41
'O33921|A(‘5)Eg§§:¥ Glucose-1- 12 GGVLEVYMGHYTR 74 13 8 57.98 b3b5y1y3y5y6y7y13 148170 .G85 20569 | 3| 49457 -12.44
'O33921|A(‘5)i5§:t:¥ Glucose-1- 13 SQLHLDESYK 172 10 10 53.99( bl°blb2°b2b3b8ydy6y7y10 1209.6  40.838 24059 | 24 610.30 0.70
IO33921|A?;?5§£:¥ Glucose-1- 14 |carbamidomethyk+C(1h) LLEQITHYQDSPSCKEK 182 17 49.d4 b2y2y6yTy10yl1y15y17|  2076.00 48.415 14373 |3 692.67 5.4
'O33921|A(‘5)i5§:t:¥ Glucose-1- 15 | carbamidomethyl+C(1h) LLEQITHYQDSPSCK 182 15 24.43 bHB 1818.86 60.742 3465 | B 606.96 -4.56
I033921|AGP_SALTY Glucose-1- 16 |CarbamidomethyC(); /) b scpyDANGFCPLDK 383 20 5 14.9 b14*h14y6°y6y9 223309  68.502 81463 | 3  745.03 5.47
phohatase Carbamidomethyl+C(16)
|033921|AGP_SALTY Glucose-1- Carbamidomethyi+C(2):GCPVDANGFCPLDKFDNVMNTA X
hohatase 17 | CarbamidomethyiCL0) " 389 24 8 62.51 | b22y3y8ylOyl3yldy20yp2  2641.119 79.13p 784pB | 881.07 2.40
I033921|AGP_SALTY Glucose-1- 18 LKNGYQDSLFTSPTVAR 264 17 14 126.5| P7"P7bBDODIODI2DIAYSNS o0 o 59.273 75131 B 632.99 -7.66
phohatase y5y6y7y8y11l
[033921]AGP_SALTY Glucose-1- HNLRAPLANNGSVLAQSTPNAWP b12°b12b14b15b22"b22H2 )
hohatase 19 AWDVPGGOLTTK 39 35 9 32.19 B 3681.87 78.273 72079 4  921.22 4.24
|033921|AGP_SALTY Glucose-1- VTVLVGHDSNIASLLTALDFKPYQ i . ] )
hohatase 20 LHDQYERTPIGGOLVFOR 304 42 6 21.64 |  bobl0°b10b24y3*y3 4739.43 98.474 47939 | & 7A90| -14.22
[033921]AGP_SALTY Glucose-1- MGTMDPTFENPVITDDSAAFRQOA o .
hohatase 21 VOAMEK 141 29 7 26.9 b3°b3y3y4°yay15y24 3199.52 82.501 30345 | 3 1867 954
[033921]AGP_SALTY Glucose-1- VGNSLVDAFTLQYYEGFPMDQVA I )
hohatase 22 WGGIHTDROWK 226 34 3 37.21 yoy7y8 3928.87 85.008 15437 |3 1310.B0 11
'O33921|A(‘5)Eg§§:¥ Glucose-1- 23 | carbamidomethyl+C(2 4§QLHLDESYKLLKEQ'THYQDSPSC 172 25 3 1238 b6y3y5 3019.43 82.514 8974 |5  604.60 -4.61
'O33921|A(‘5)Eg§§:¥ Glucose-1- 24 DLMKIEYVYQSAR 354 13 4 21.36 b7b9y10°y10 1615.83 66.728] 466 | 2| s808.42 12.09
'O33921|A(‘5)Eg§§:¥ Glucose-1- 25 Phosphoryl STY(6) NAEALTLK 370 8 3 33.95] b5y3y4 939.45 3R 4455 | 2| 47023 10.20
I033921|AGP_SALTY Glucose-1- 26 LEVYMGHYTR 77 10 0 3.01 1268.61 64.084 6249 |2 634.81 2.02
phohatase
I033921|AGP_SALTY Glucose-1- 27 LHLDESYK 174 8 1 8.43 b6 1004.50 40.862 3374| |2 502.7% -7.23
phohatase
I033921|AGP_SALTY Glucose-1- 28 EVYMGHYTR 78 9 0 3.01 1155.51 64.060 2052 |2 578.24 -10.04
phohatase
I033921|AGP_SALTY Glucose-1- 29 NVAAPLVK 281 8 0 1.13 794.47 40.631 3520 | P 397.74 2.92
phohatase
I033921|AGP_SALTY Glucose-1- 30 QQAVQAMEK 161 9 0 151 1015.49 26.927 3358 |2 508.21 9.68
phohatase
I033921|AGP_SALTY Glucose-1- 31 NAEALTLK 370 8 0 1.13 842.46 41.705 2193 | P 421.73 -1.81
phohatase
IQ7CQN4ILPPL_SALTY Major outer | SDVQAAKDDAAR 52 12 12 g1.g1 |PL'DID2°D20BLIYSYAVEY® ) 16 59 18.650 13018 P 623.80 6.27
membrane lipoprotein 1 y7y8




IQ7CQN4ILPPL_SALTY Major outer | VDQLSNDVNAMR 40 12 5 35.31 b10y8yoy11y12 1361.68 40369 122 | 2| 68133 -0.09
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | IDQLSSDVQTLNAK 26 14 4 27.76 b3°b3b9b10 1531.7 78.190 46| 2| 766.40 2.07
membrane lipoprotein 1
IQ8ZP20[TREA_SALTY Periplasmic 1 VAAAAQAHLLQPGGLATTSVK 428 21 11 78.0g |P2P3POPIODLILIZYSYBYI0 ) 1) 58.451 88534 B  668.71 2.92
trehalase y19y21
o b1b2b4b5°b5b6°bEb13*HL
IQ8ZP20[TREA_SALTY Periplasmic 2 TFADAIPNSDPLMILADYR 68 19 23 118.89| 3b14y2y3°y3ya°ydy5eysyf 2123.07 102.130 50971 P 1062.04 9.77
trehalase S
y9y13°y13y14y19
'QBZPZOlTRi/;EEQ‘iY Periplasmic 3 TTTIAPVDLNALLYQLEK 335 18 9 35.86 | b2°b2b3°b3ylydySy13§] 2003.12 104.308 55414| P 1002.0 6.64
'QBZPZOlTRi/;EEQ‘iY Periplasmic |, YVPPAGQSLREHIDGLWPVLTR 113 22 7 31.76 b1b2bSy3y5y11y20|  502.30 84.364 55178 | 4  626.83 -14.62
'QBZPZOlTRi/;EEQ‘iY Periplasmic 5 WMDNPQQLSTIR 323 12 6 30.23 y2y4y9*yoy10y12 1488.7 63.084 47005 | 2| 744.87 5.41
'QBZPZOlTRi/;EEQ‘iY Periplasmic 6 SNPNRPATEIYR 296 12 8 65.53|  b2y3yacydyey7yloylp  1417.7 133 37051 | 3| 473.24 -7.40
'QBZPZOlTRi/;EEQ‘iY Periplasmic 7 YVPPAGQSLR 113 10 9 50.55| b4b5b6hoyly6oy6tyeyl0  1087.5 320 31633 | 2| 54429 -8.19
'QBZPZOlTRi/;EEQ‘iY Periplasmic 8 SAAASGWDFSSR 311 12 4 30.23 y8yO9y11y12 1241.5 54.457 250662 | 621.29 12.19
'QBZPZOlTRi/;EEQ‘iY Periplasmic 9 SQPPFFAFMVELLAQHEGDDALK| 212 23 6 24.56 b6b7b10y2y7°y7 7 91.077 12154 864.09 2.07
1 it *| A
IQ8ZP20[TREA_SALTY Periplasmic | =, HFVDVNFTLPK 08 11 9 32,07 | PLD2DADSOTDILDIIYILY ) 516 70 70.210 10244| P 658.85 2.13
trehalase 11
'QBZPZOlTRi/;EEQ‘iY Periplasmic | WDSLLPLPESYVVPGGR 142 17 6 33.99 b5b12°b12y4yoy12 1885.| 92.168 5888 | 4  943.00 6.67
'QBZPZOlTRi/;EEQ‘iY Periplasmic |, DQLTAAALFPLYVNAAAKDR 405 20 4 23.03 b3bdy3y20 2148.11 B0 2520 | 3| 71671 -14.09
'QBZPZOlTRi/;EEQ‘iY Periplasmic | 5 TYYLSR 206 6 1 13.01 y4 802.40 38.188 go77| |2 40171 -6.31]
'QBZPZOlTRi/;ESQ‘iY Periplasmic |, , ASAAAGDR 357 8 3 36.96 b3b6y3 718.36 37.081 4031l |1 71836 2.1
'QBZPZOlTRi/;EEQ‘iY Periplasmic |, VADMVANFGYEIDAWGHIPNGNR| 183 23 4 13.49 b4b10*h10y6 2508 81.811 4275 | 4 849.41 7.48
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyi+C(6};MLDLICPQEKPCDSVPSTRPASLS
rornse 16 | CarbamidomethyiC(LE) ATPTR 534 29 4 17.5 b13y3yl4y23 3199.61 64.759 306 3 1067p1 9.1
'QBZPZOlTRi/;ESQ‘iY Periplasmic |, DTPRPESWVEDIATAK 280 16 4 39.83 b3b5h8b12 1814.9 63.258 2640 | 2| 907.95 1.14
____ -
'QBZPZOlTRi/;ESQ‘iY periplasmic | g NVEKWDSLLPLPESYVVPGGR 138 21 10 78.34 ® b6b11y31y24y5y6y8y10 2355.24 88.425 55491 B 785.75 1.04
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyi+C(6};MLDLICPQEKPCDSVPSTRPASLS
rornse 19 | CarbamidomethyiC(LE) ATPTKTPSAATO 534 36 6 26.57 b3b4b6b26y10y21 3855.9 64.71 51814 | 4 96473 1.08
IQ8ZP20[TREA_SALTY Periplasmic | DTPRPESWVEDIATAKSNPNRPAT o5 5 2oL b12b24y10 313,58 93659 woh |5 ossn a6
trehalase EIYR
IQ8ZP20[TREA_SALTY Periplasmic | . LFPDQKTFADAIPNSDPLMILADY [ . 5 234 b10b11y10 2851 40 93342 206 s os1ds s
trehalase R
'QBZPZOlTRi/;ESQ‘iY Periplasmic |, Oxidation+M(13) TFADAIPNSDPLMILADYR 68 19 3 22.45 b5bEB 2139.04 102.831 13751 B 713.69 -0.91
[Q8ZP20[TREA_SALTY Periplasmic - SGQQWDAPNGWAPLQWVAAEGL )
rornse 23 Oxidation+M(32) ONYGQDDOVAMEVTWR 449 37 3 10.93 b5b12y10 4189.9( 76.977 2882 | 4  1048p3 17
'QBZPZOlTRi/;ESQ‘iY periplasmic |, PNRPATEIYR 298 10 0 2.64 1216.64 33.090 1173 2 60842 2.0
'QBZPZOlTRi/;ESQ‘iY Periplasmic | ¢ HEVDVNFTLPK 08 11 1 8.01 y10 1299.67 70.218 3450 |2 650.3 425




IQ8ZP20[TREA_SALTY Periplasmic | -, SNPNRPATEIYR 296 12 1 7.72 b9 1400.67 33.120 1845 |3  467.96  .6013
trehalase
. b2b3b4b6*b6b8b12yly2+y
'POAlZZlSKP—SASLJ ¥ Chaperone protgin IAIVNMGNLFQQVAQK 23 16 22 147.83 | 2y3yaysrysyeryeyTry7yl| 1773.97 90.442 119216 P 887.49 3.58
P 1y12y13y16
'POAlZZlSKP—SAS% ¥ Chaperone pm“Tn 2 METDLQSK 59 8 9 41.73 | b2psy2yayeyey7oyTYE 951.43 27284 ea® | 2| 476.22 1418
N o %y
[POA1Z2|SKP_SALTY Chaperone protgin TGVSNTLENEFK 39 12 14 102.46|02 P2OOV2YAYSYBYTYBYBY | 330 56 58.344 105661 P 669.83 1.82
skp 9y10°y10y12
[POALZ2|SKP_SALTY Chaperone protsin VANDQSIDLVVDANTVAYNSSDV b4b5°b5beb10b14*h14b18
o 4 OTADVLE 126 32 14 537 |7 ayiavzaasyse | 339273 90.453 63728| B  1131.54 6.84
'POAlZZlSKP—SAS% ¥ Chaperone pm“Tn 5 LEKDVMSQR 82 9 4 46.1 b4b6y3y4 1105.56) 49.768 3794 |2 55329 762
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 6 VANDQS'DLV\/TNTVAYNSSDV 126 24 5 13.12 b3b14*h14y8*y8 2537.25 84.893 25784 | 3 84642 814
: = 5
IPOALZ2|SKP_SALTY Chaperone protgin - AAELQKMETDLQSK 53 14 12 g3.21 |PSPBDLOYSYEYSYTYOVLY g9 79 51.638 130366 B  531.27 -10.74
skp y10*y10y12
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 8 AQAFEKDR 97 8 3 41.73 y3y5y6 964.48 18.362 11708 |2 482.7B 96.3
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'” 9 LEKDVMSQR 82 9 3 39.1 y3y6y7 1105.55 28.068 5255| |2  553.2B 042.
'POAlZZlSKP—SAS% Y Chaperone protgin TGVSNTLENEFKGR 39 14 3 25.42 b8hoy13 1551.7) 100.46 33952 | 776.39 -2.99
*|
IPOA2SLAHPC_SALTY Alkyl 1 |carbamidomethyk-C(1) AAQYVAAHPGEVCPAK 153 16 13 gg.opP2P30ADSDEDBY2y3yAYBY ) g 79 35.908 48834 B 556.94 -14.70
hydroperoxide reductase subunit C 11y12y16
IPOA2SLAHPC_SALTY Alkyl 2 YAMIGDPTGALTR 93 13 9 54.67 | blb2b3b4boy7yl0°y10yil  1®Eb.| 63.702 47123 | 4 68335 2.95
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 3 NFDNMREDEGLADR 106 14 8 42.75| bl*blydySyeeybyl2ylh  16HL. | 47.654 44375 | 3 56124 -12.92
hydroperoxide reductase subunit C
[POA251|AHPC_SALTY Alkyl b2°b2b3°b3b4b5b6b9b10y )
hydroperoxide reductase subunit C | 4 ATFVVDPQGIIQAIEVTAEGIGR 120 23 18 114.910 ) 2 ayevryryoiones| 238427 129.118 25010 B 795.43 2.97
IPOA2SLAHPC_SALTY Alkyl 5 LGVDVYSVSTDTHFTHK 63 17 10 55.7 | blb3b4a°bdb7y3°y3ySy6k9 90E.93 58.053 24236 635.98 -0.06
hydroperoxide reductase subunit C
|POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA| i ]
hydroperovide reductase sabunit C 6 |CarbamidomethykC(15) DHYEELOK 32 31 4 11.47 b4b6y8y31 3757.75 120.024 890 3 1253p6 9.4
IPOA2SLIAHPC_SALTY Alkyl 7 ATFVVDPQGIIQAIEVTAEGIGRDA| 5, 30 4 11.63 b3b6y16y30 3154.64 137.222 3322 | 3 105224 5.1
hydroperoxide reductase subunit C SDLLR
IPOA2SLIAHPC_SALTY Alkyl 8 AWHSSSETIAK 80 11 12 103 54| P30AP5DEEDELIDOLIYY ) 5 ¢ 57 30.038 39679| B 406.20 -18.66
hydroperoxide reductase subunit C 3y8°y8
IPOA2SLAHPC_SALTY Alkyl 9 NGEFIEVTEK 17 10 3 34.7 y5y7y8 1165.55 89.415 2723 |3 380.1b 7.8
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 10 IKYAMIGDPTGALTR 91 15 6 49.2 b8b11y3yS5y6y10 1606.84 33 23356 | 3| 536.28 14.74
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 11 |carbamidomethy+C(1B)  AAQYVAAHPGEVCPAKWK 153 18 4 28.4 b4b6b7y10 1982.97 47.206 6493| |4 4965 11.4
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 12 NGEFIEVTEKDTEGR 17 15 3 18.81 b7y5y7 1723.79 86.454 411p | 3575.27 -11.26
hydroperoxide reductase subunit C
[POA251]AHPC_SALTY Alkyl
hydroperovide reductase subunit ¢ | 13 Phosphoryl STY(17)| ATFVVDPQGIIQAIEVTAEGIGR 120 23 4 28 b8y3y5y8 2464.27 82.478 19911 [3 8221 13.77
IPOA2SLAHPC_SALTY Alkyl 14 STDTHFTHK 71 9 2 21.17 b4bs 1073.52 58.055 8314 |2 537.% 14.6
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 15 YAMIGDPTGA 93 10 0 3.01 995.44 63.653 6215 |2 498.22 -12.2(
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 16  |carbamidomethy+C(1L) QYVAAHPGEVCPAK 155 14 0 4.14 1526 35.940 1646 | 4 50058 7.44
hydroperoxide reductase subunit C




IPOATWBILIVK_SALTY Leucine-ecific- | LOKENIDFVYYGGYYPEMGQMLR| 211 23 12 69.15 |POP15YLY2YSY6YBYYBYOYLL o f 55 85.435 53007 B 938.79 7.46
binding protein y12y23
o b3°b3bab5°b509b 1101245
IPOATWBILIVK_SALTY Leucine-ecific- | -, TAGLDSSQGPTAAK 139 14 19 157.79y7°y7*y7y8yoy10y11y12yl 1303.64 29.477 50523 2 652.33 -4.49
binding protein 4414
- _ o % | *|
[POAIWSILIVK_SALTY Leucine-eciic 5 QGNANIVFFDGITAGEKDFSALIA| . M o1 |P2b3D3babansyLayisy 105.048 waiii]l B sesac 175
binding protein R 19y20y25
[POALWGILIVK_SALTY Leucine-ecific- TQFMGPEGVGNASLSNIAGGAAE b2°b2*b2b3bOb16y2y4ys)
binding proten 4 OMLUTMPK 242 31 13 34.22 11y13713y81 3035.49 93.260 34142| B 101250 7.56
IPOATWBILIVK_SALTY Leucine-ecific- | o GYQYIMR 132 7 5 38.34 baylydysy7 930.45 47.980 33194 |2 4657 321
binding protein
IPOALWBILIVK_SALTY Leucine-ecific- | VAVGAMSGPVAQWGDMEFNGA| — ,; 23 4 13.49 b3y5y8y23 2363.15 88.063 2145p |3 788.39 10.9
binding protein R
'POAlWB'L';':(;;gg;:ﬁ“C'”e'ec'f'c' 7 |carbamidomethyl+C(10) LVGVEYDDACDPK 66 13 6 40.21 b2bgRyBy9 1480.66 47.757 8410 | p  740.83 2.72
IPOALTWBILIVK_SALTY Leucine-ecific- | ¢ YILETVKPQR 153 10 8 83.00 |  y3*y3ydy5y6yTry7y8 1246.69 4544 | 58201 416.23 -20.56
binding protein
IPOAIWBILIVK_SALTY Leucine-ecific- | o SASHAPLDLVK 316 11 3 32.07 b4b5b10 1137.63 48.012 36170 | 2 .®BO 3.43
binding protein
IPOATWBLIVK_SALTY Leucine-ecific- | =, , IAIHDK 163 7 3 41.35 y3y5y6 809.48 33.284 19919| |2 405.24 784,
binding protein
'POAlWB'L';':(;;gg;:ﬁ“C'”e'ec'f'c' 11 DPSGPYVWITYAAVQSLATAMTR| 293 23 4 13.49 b5°b5y3y6 24082| 75.237 4375 625.31 5.18
'POAlWB'L';':(;;gg;:ﬁ“C'”e'ec'f'c' 12 QGNANIVFFDGITAGEK 186 17 4 16.93 b12*h12y6y12 1780.8 ER 3487 890.93 17.34
IPOATWBILIVK_SALTY Leucine-ecific- |, 5 GDLKGFEFGVFQWHADGSSTVAl 5,4 23 4 13.49 b5°b5y13y16 2483.23 100.24 3716 | 2 124212 s011.
binding protein K
IPOATWBILIVK_SALTY Leucine-ecific- |~ , RYDQDPANK 273 9 6 46.1 b3°b3b5y3*y3y5 1106.52 16.076 1674 |2 5336 0.00
binding protein
IPOATWBILIVK_SALTY Leucine-ecific- | ¢ Oxidation+M() | | QFMGPEGVGNASLSNIAGGAAR 31 4 11.47 b3°b3b5y26 3051.5( 80.766 939 3 1017[34 12.4
binding protein GMLVTMPK
b2b3b4°bab6°b6b7y2y3ydy
IPOALDSICHEO_SALTY 60 kDa 1 GYLSPYFINKPETGAVELESPFILL 47 29 20 145.02| 5y7y9y10y11y12y13y25yp 3239.72 96.130 136728] h  810.68 2.71
chaperonin ADKK 6y29
'POAleliE:;)&igtTY 60 kDa 2 EMLPVLEAVAK 231 11 9 75.68 | b2b3y2y3yayeysyoyll  1199.6 606 112293 600.34 -5.49
% | *|
[POALD3|CHBO_SALTY 60 kDa 5 ANDAAGDGTTTATVLAQSITEGL 80 - 1 153.06| P2"D20304D5DEOTDASYY ) 0 o 92,786 wossol b 80675 1o
chaperonin K 4°y4y5y6y7y8y9y10yl11ly26
b2b10°b10*b10b11b12b]4
IPOALDS|CHEO_SALTY 60 kDa 4 VVINKDTTTIIDGVGEEAAIQGR 322 23 21 146.33 | b20y2y3y4ySy6y7°y7y8yd 2399.27 68.034 86744| B 800.43 -3.46
chaperonin .
y9y12°y12y13
b2°b2b3bab5°b5*b5b7bgb
% | % |
IPOALDSICHEO_SALTY 60 kDa 5 |cabamidomethyi+c(1gy \tQYAASVAGLMITTECMVIDL | g, 25 28 201.39|10"P10012D12b13YLy2YE o0, o) 124.730 69542 B 890.78 1.19
chaperonin PK y4y5y6y7y8°y8y9y10yl11yfl
2y25
IPOALDS|CHEO_SALTY 60 kDa 6 AVAAAVEELK 122 10 12 gg.g4 | P1D2D3DADSYLY2YSYEYTYE ) 4 56 47.940 50002| P 500.78 -10.31
chaperonin y10
IPOAleE::;)gé:i,L]TY 60 kDa 7 | carbamidomethyl+C(8 ALSVPCSDSK 132 10 11 595010203 b3yéy2y4y6y7y8 1 106351 35.923 40180 | P  532.26 -3.56
roe
IPOALDSICHEO_SALTY 60 kDa 8 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 11 54.4) P2"D20IDIDI2YIYSYIV 7 ) 62.452 39361 2 979.01 7.73
chaperonin 4y15y18
'POAleliE:;)&igtTY 60 kDa 9 VGAATEVEMK 380 10 7 41.25 b2b3ylySy7y8y10 1034.53 35043 881 517.76 -2.95
IPOALDS|CHEO_SALTY 60 kDa 10 AVAAGMNPMDLK 105 12 11 102.46 | P2PSYLYSYSYBYTYBYOVIOF 1514 64 59.107 30441| P 609.31 3.21
chaperonin y10
IPOALDSICHEO_SALTY 60 kDa 11 SFGAPTITK 42 9 9 63.16 |  b2b3boyly3y5y6y7yd 921.49 45.524 3891 461.25 -12.05

chaperonin




IPOAlel(gE:F?&i:"L]TY 60 kDa 12 VEDALHATR 395 9 9 63.16 b2b8y1y3y4y5y8°y8y9 1011.51 26.688 27359 2 506.26 -9.78
IPOAlel(gE:F?&i:"L]TY 60 kDa 13 AIAQVGTISANSDETVGK 142 18 7 33.96 b9b11y2y9y10y13y1§ 60791 49.143 22537 y 880.96 5.62
IPOAlel(gE:F?&i:"L]TY 60 kDa 14 SFGAPTITKDGVSVAR 42 16 9 36.71 b1b3°b3b7y2y6y7y9y16 365 55.721 16019 3 535.95 -8.51
IPOAlel(gE:F?&i:"L]TY 60 kDa 15 ATLEDLGQAK 311 10 5 41.25 b9y3y7y8y10 1045.55 44.770 14396 2 523.28 -5.49
IPOAlel(gE:F?&i:"L]TY 60 kDa 16 AVAAGMNPMDLKR 105 13 4 21.36 b1b3b8y11 1373.72 57.594 Q22 | 3 458.58 14.04
IPOAlelCHBO—SA.LTY 60 kDa 17 VGKEGVITVEDGTGLQDELDVVE 168 29 6 26.03 b4b13b14ydy11°y11 3135.4p 76.934 2834 4 3846 -9.03
chaperonin GMQFDR
IPOAlel(gE:F?&i:"L]TY 60 kDa 18 LAGGVAVIK 371 9 4 46.61 b6y4y7y8 827.52 45.605 62044 2 414.26 -17.92
IPOAlel(gE:F?&i:"L]TY 60 kDa 19 DTTTIIDGVGEEAAIQGR 327 18 4 23.57 b7°b7b8y9 1845.91 o] 40220 3 615.97 -5.29
IPOAlel(gE:F?&i:"L]TY 60 kDa 20 LIAEAMDK 160 8 4 58.28 y3ydy6y7 890.45 39.681 22938 2 445.7 21.25
IPOAlelCHBO—SA.LTY 60 kDa 21 GGDGNYGYNAATEEYGNMIDMG 470 28 3 23.03 y3ydy7 2966.34 89.050 2246 2 1483.67 20.0]
chaperonin ILDPTK
IPOAlelCHBO—SA.LTY 60 kDa 22 GYLSPYFINKPETGAVELESPFILL 197 28 4 22.22 b11b12*b12y13 3111.61 102.684 5144 3 1037|189 2.081
chaperonin ADK
IPOAlel(gE:F?&i:"L]TY 60 kDa 23 AAVEEGVVAGGGVALIR 404 17 3 24.33 b3b7b11 1567.91 67.111 382 3 523.31 20.79
t3
IPOALDS|CHB0_SALTY 60 kDa 24 EIELEDKFENMGAQMVK 58 17 10 97.75 | POYSYEYBYTYBYLOYI2Y14 5416 o4 73.979 107889 B 670.98 5.77
chaperonin y15
IPOAlel(gE:F?&i:"L]TY 60 kDa 25 NVVLDKSFGAPTITK 36 15 5 41.22 b5y5y7y12y13 1589.87 5864 41130 3 530.63 -13.28
|POA1D3|CH60_SALTY 60 kDa GGDGNYGYNAATEEYGNMIDMG
chaperonin 26 ILDPTKVTR 470 31 3 17.33 y3y6y23 3322.52] 87.217 39284 3 1108.1L8 6.76
IPOAlel(gE:F?&i:"L]TY 60 kDa 27 Carbamidomethy+C(16) AVAAAVEELKALSVPCSDSK 122 20 B2 b3y4y6y8y10y17y18 2045.04 72.687 37181 3 682.35 -8.6
b3b4b5b6b7°b7*b7b8°b8h
IPOALDS|CHB0_SALTY 60 kDa 28 AMLQDIATLTGGTVISEEIGMELE 286 35 22 166.84| 10y4y5y6y7+y7y10y16y2] 3675.89 122.604 33606 B 1225.97 6.51
chaperonin KATLEDLGQAK
y25y26y27y29
IPOALDS|CHB0_SALTY 60 kDa 29 Carbamidomethy|+c(13fM EAPLRQIVLNCGEEPSVVANT 445 25 7 30.5 b7b12b16y5*y5y10y13 2725.41 74.738 28903 | 3 .1909 4.48
chaperonin VK
|POA1D3|CH60_SALTY 60 kDa . QIVLNCGEEPSVVANTVKGGDGN L
chaperonin 30 CarbamldomethyHC(e)YGYNAATEEYGNMIDMGILDPTK 452 46 3 16.44 b11b14b25 4904.31 83.842 12378 5 981.67 11.
|POA1D3|CH60_SALTY 60 kDa ANDAAGDGTTTATVLAQSIITEGL b3b11°b11y6*y6y8y9y12]
chaperonin 31 KAVAAGMNPMDLK 80 37 9 26.18 12 3616.83 132.353 7740 B 1206.29 3.17
IPOAlelCHBO—SA.LTY 60 kDa 32 CarbamidomethyI+C(E)ALSVPCSDSKAIAQVGTISANSDE 132 28 4 17.94 b12y12y14y24 2805.34 83.383 451 4 702.09 9213.
chaperonin TVGK
IPOAlel(gE:F?&i:"L]TY 60 kDa 33 DTTTIIDGVGEEAAIQGRVAQIR 327 23 4 23.58 b4b5°b5b11 2428. 55.750 3034 3 805.10 4.35
IPOAlel(gE:F?&i:"L]TY 60 kDa 34 IADLKGQNEDQNVGIK 425 16 4 29.29 b3y8y10y11 1741.91 82831 2203 2 871.46 1.54
IPOAlel(gE:F?&i:"L]TY 60 kDa 35 Oxidation+M() AVAAGMNPMDLKR 105 13 3 28.84 yay5y7 13897 26.463 37697 3 463.90 -1.05
IPOAlel(gE:F?&i:"L]TY 60 kDa 36 Oxidation+M(9) VGAATEVEMKEK 380 12 8 72.08 b3b5°b5b81RY8y10 1307.65 74.619 10192 3 436.54 -4.11
IPOAlelCHBO—SA.LTY 60 kDa 37 Oxidation+M(22) EGVITVEDGTGLQDELDVVEGMQ 171 26 3 22.28 b7b8y10 2867.37 65.700 909( 3 956.46 13.8]
chaperonin FDR
IPOAlel(gE:F?&i:"L]TY 60 kDa 38 Oxidation+M(2) EMLPVLEAVAK 231 11 3 28.09 b6b7y7 1215.65 64.556 7407 2 608.33 -12.85
IPOAlel(gE:F?&i:"L]TY 60 kDa 39 Oxidation+M(9) VGAATEVEMK 380 10 3 27.71 b8y5y7 1050.52 5.942 1523 1 1050.52 1.39




IPOALDSICHEO_SALTY 60 kDa 40 EDALHATR 396 8 0 151 912.45 26.674 24693 |2 456.73 -8.16
chaperonin
IPOALDSICHE0_SALTY 60 kDa 4 AAAVEELK 124 8 1 8.43 b6 830.45 47.947 7466 | [1 830.45 -11.33
chaperonin
IPOALDSICHEO_SALTY 60 kDa 42 SFGAPTITKDGV 42 12 0 4.14 1192.60 55.777 6593 |2  596.8 -14.3
chaperonin
'POAlel(C:E:F?&iQIL]TY 60 kDa 43 | carbamidomethyl+C(4) SVPCSDSK 134 8 0 1.88 879.39 35945 1509 | 1| 879.39 6.73
IPOALDS|CHEO_SALTY 60 kDa 44 EMLPVLEAVAK 231 11 0 2.26 1181.64 80.664 5662| [z 591.33 -9.81
chaperonin
IPOA297IRL10_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 11 75.99 |P20370304°DADBYBYOYIONL |\ )7 70 65.910 75403 2 724.39 0.67
protein L10 1y13
[POA297|RL10_SALTY 50S ribosomal . VVEGTQFECLKDTFVGPTLIAYSM i ]
orotain L10 2 | carbamidomethyl+C(d AR 62 32 5 16.38 b10y13y17y30y32 3494.7 92.843 54063 | 4 87443 224
|P0A297|RL;(:32'§1LHO503 ribosomall AAAFEGELIPASQIDR 109 16 9 75.00| b5boy5y7yByOy1ly1oyl6 8188 69.397 53448 | 2 844.44 7.23
|P0A297|RL;(:32'§1LHO503 ribosomall GALSAVVADSR 20 11 10 72.67 b3b11y4y5yf YOY7Y8YBYL 104557 48.842 42907 | P 523.20 7.71
|P0A297|RL;(:32'§1LHO503 ribosomall ¢ QAIVAEVSEVAK 8 12 6 23.03 b2b9*h9b12y8y10 1243.69 57.968] o033 | 2| 62235 -2.36
IPOA297IRLI0_SALTY 50S ribosomall ¢ LMATMK 138 6 1 13.01 b4 694.37 41.470 15439 |1 694.37 12.66
protein L10
|P0A297|RL;?52'§1LHO503 ribosomall DTFVGPTLIAYSMEHPGAAAR 73 21 3 14.38 b10b12y11 2204.1 5 7348 | 3| 735.37 8.64
IPOA297IRL10_SALTY 50S ribosomall o GVTVDK 31 6 1 13.01 b5 618.35 72.036 2123 |1 618.38 8.69
protein L10
|P0A297|RL;?52'§1LHO503 rbosomall g | arhamidomethyl+C(9 VVEGTQFECLK 62 11 3 25.08 boyay7 a8y 68.425 2018 | 4  655.34 16.87
IPOA297|RLI0_SALTY 50S ribosomall EAGVYMR 46 7 3 38.34 b5b6y6 825.39 74.649 1755 |1 825.3p -4.07
protein L10
|P0A297|RL;(:32'§1LHO503 ribosomall LATLPTYEEAIARLMATMK 125 19 5 21.57 b5b8y6y18°y18 21291 | 58532 232807 4  708.37 1115
IPOA297IRL10_SALTY 50S ribosomall AAAFEGELIPASQIDRLATLPTYEE| 4 g 29 7 45.67 b4b5b6b10y4y9y20 3116.65 93.504 20216 | 3 8839  6.19
protein L10 AIAR
|P0A297|RL;(:32'§1LHO503 ribosomall -, 5 ALNLQDKQAIVAEVSEVAK 1 19 5 32.46 y3y5y8°y8y9 2026.10 3 27306 | 3| 676.04 9.22
|P0A297|RL;(:32'§1LHO503 ribosomall -, , Oxidation+M(9) AGREAGVYMR 43 10 4 42.22 b7b8y5y7 1125.56  42.406 9372 | 2| s63.28 13.12
|P0A297|RL;(:32'§1LHO503 ribosomall ;o Oxidation+M(2) LMATMKEASAGK 138 12 3 27.01 bay9y10 1262 51.349 2108 | 4 41855 14.51
IPOA297|RLI0_SALTY 50S ribosomall o IAYSMEHPGAAAR 81 13 0 10.17 1373.68 92.869 2038| |2 687.34 11.9
protein L10
IGQVKDDNITVVWVPGAYELPLA b3b8b9*b9b12b13b14b2Qy |
|P66038|RISB_SALTY 6 1 TEALAK 40 29 15 82.92 |77 oyiayisze | 311069 98.952 g7079| B 10375 3.69
|P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 15 138.4| P2D30BOYAYSYBYBYOYIQY ) g g 101.780 61551| P 1055.04 9.72
13°y13y14y15y19
[P66038|RISB_SALTY 6 3 GAEAALTALEMINVLK 136 16 7 36.71 b&b7b16ylydy10 1643.01 103.442 28899 |2 822.4p 1.49
|P66038|RISB_SALTY 6 2 ANVAAPDAR 5 9 6 39.1 b2*b2y3y5y6y9 884.45 23575 9085] |2 4®@7| 918
|P66038|RISB_SALTY 6 5 NIIK 1 2 1 13.16 V3 487.32 37.877 11641] |1 487.37 6.45
|P66038|RISB_SALTY 6 6 VATIAR 14 7 3 41.35 Vay5y6 743.47 44.807 9192 |2 372.2 716,58
|P66038|RISB_SALTY 6 7 AGNKGAEAALTALEMINVLK 132 20 9 897 | b5b7b8bobl6y3ydy5y6|  2014.08 97.577 54360 |3 672.03 9.4
|P66932|TIG_SALTY Trigger factor 1 NVALEEQAVEAVLAK 399 15 12 99.22 bzmmyiﬁﬁfwyﬂylz 1583.87 80.775 53273 2 792.44 1.39
|P66932|TIG_SALTY Trigger factor 2 ANDIDVPSALIDSEID\RR 296 20 8 28.73| b2*b2b3bdylyldyleydo 221115 91.13p 313p®8 | 737.72 -4.31




|P66932|TIG_SALTY Trigger factor 3 SQAIEGLVK 287 9 7 31.32 b2*b2b5y1y7y8y9 944.53 47.917 3041f 2 | 47277 -7.69
|P66932|TIG_SALTY Trigger factor 4 FGVEDGSVAGLR 255 12 7 30.23 b2yly2y3y8ydy12 1206.61L 58.000 14422 | 2| 603.81 1.32
|P66932|TIG_SALTY Trigger factor 5 ANDIDVPSALIDSEID\R 296 19 14 70.61 befggizigs;zig*l?b“ 2055.07 95.250 9842 | 2  1028.04 4.99
|P66932|TIG_SALTY Trigger factor 6 NKELMDNMR 390 9 6 66.17 b3y3ydy6y7yd 1150.54 35.613 7801 |2 557 2.97
|P66932|TIG_SALTY Trigger factor 7 ATSFNELMNQQA 420 12 33.24 b3b5b8 1353.60 50.717 6009| |3 45187 -9.11
|P66932|TIG_SALTY Trigger factor 8 GLIEEMASAYEDPKEVFE SK 368 22 6 36.81 b5b7b10b19y6y12 2548.25 83.377 479 | 4 .8837| 1188
|P66932|TIG_SALTY Trigger factor 9 ATDFVLAMGQGR 181 12 35.31 b5b6b8y5y12 1265.65 94.463 3764 |2 633.38 13.70
|P66932|TIG_SALTY Trigger factor 10 AEVR 267 4 1 13.16 b3 474.26 30.774 7875 |1 474.26 -8.56
|P66932|TIG_SALTY Trigger factor 11 YGASVR 57 6 2 27.44 b3b4 652.34 27.468 6504 |1 652.3% -7.67
|P66932|TIG_SALTY Trigger factor 12 MQVSVETTQGLGR 0 13 56.22 b3b11y6°y6y7yoyll 1405.72 59.287 317 |2 70336 5.21
|P66932|TIG_SALTY Trigger factor 13 INPAGAPNYVPGEYK 83 15 4 26.89 b8b9*b9b12 1589.79 52.240 3069 |3  530.0 2.69
|P66932|TIG_SALTY Trigger factor 14 VTITIAADSIETAVK 14 15 4 49.45 b8b9b10b11 1531.83 76.929 2272 |2 76642 21.8
|P66932|TIG_SALTY Trigger factor 15 ANDIDVPSALIDSEIDRR 296 20 3 24.32 b10b13b14 2211.1 91.028 18938 | 2 110608 .51-7
|P66932|TIG_SALTY Trigger factor 16 YGASVRQDVLGDLMSR 75 16 3 24.33 bsboy3 1766.88 70.807 9514 [3  580.68 5.73
|P66932|TIG_SALTY Trigger factor 17 AGEEFTIDVTFPEEYBALKGK | 206 23 3 19.9 b7bob11 2624.28 62.582 886 |3  875.43 810.9
|P66932|TIG_SALTY Trigger factor 18 VKGLIEEMASAYEDPK 68 16 3 17.8 b12y6y1l 1779.86 70.783 783 |3 59396 -12.89
|P66932|TIG_SALTY Trigger factor 19 RFGVEDGSVAGLR 254 31 3 21.36 b10y7y10 1362.70 49.770 5551 |3 45490 -6.21
|P66932|TIG_SALTY Trigger factor 20 GHKAGEEFTIDVTFPEBAENLK | 203 24 3 35.45 b10b11b12 2761.3( 74.628 4104 |3 92141 -1.95
|P66932|TIG_SALTY Trigger factor 21 Oxidation+M(6) EEMASAYEDPKEVIEFYSK 368 22 4 18.96 b3b6y11y13 2564.25 &6 2828 | 2| 128263 14.76
|P66932|TIG_SALTY Trigger factor 22 SQAIEGL 287 7 0 151 717.38 47.865 6169| |1 7173 3.15
|P66932|TIG_SALTY Trigger factor 23 ANDIDVPSALIDSEI a9 15 3 13.42 y3°y3y13 1571.78 95.274 23130 |2 786.3p 0.78
|Q8ZQT5[TOLB_SALTY Protein tolB 1 SNNTEPTW;ES\S/% LAFTSDQAG  5g7 29 12 46.31 bw?gggﬁ%@;‘g}lgyﬂ 3285.57 78.297 102913 B 1095.84 7.06
|Q8ZQTS|TOLB_SALTY Protein tolB 2 VSDYDGYNQFVVHR 183 14 9 90.35 | y2yaysy6y7yoyloyl2yld  1698.76 54.492 86488 | 3 669 -14.80
|Q8ZQT5[TOLB_SALTY Protein tolB 3 WAGPGAAPEDIGGIVAADR 43 20 9 63.06 b7y2y5y9y1§y13y14y15y2 1936.00 86.119 52305 2 968.50 2.33
b3b9b12yly2y3y5°y5y6°y6
|Q8ZQTS|TOLB_SALTY Protein tolB 4 IAYWWQTNGGQFPYELR % 17 18 96.51 |yByl1°y11y12*y12y13*y18 1955.02 74.077 50348| p  978.01 9.12
y17
|Q8ZQTS|TOLB_SALTY Protein tolB 5 YAGHTASDEVFEK 142 13 6 | 35.11 b6y4y6y9°yoy13 1453.64 37.731 49708 |3 485.2R -10.88
|Q8ZQTS|TOLB_SALTY Protein tolB 6 IEITQGVDSARPIGVVPFK 24 19 11 53.62 bzmbgbé}/lly;;’fg 12y16YL 506,12 71.186 47379 B3 676.04 -6.63
|Q8ZQTS|TOLB_SALTY Protein tolB 7 SPQPLMSPAWSPDGSK 197 16 6 42.95 b8y3ySy10y13y16 1684.81 63.370 4446p | 2 84291 986
|Q8ZQTS|TOLB_SALTY Protein tolB 8 LAYVTFESGR 213 10 5 34.7 b2y4y5y8y10 1142.5¢ 58.284 4283 | 2 718 3.21




|Q8ZQT5[TOLB_SALTY Protein tolB 9 TGSLNLYVMDLASGQIR % 17 5 23.85 bebl4ySy11yl7 1837.9 90.096 378de | 2 919.48 5.3
|Q8ZQT5[TOLB_SALTY Protein tolB 10 SALVIQTLANGAVR 223 a 9 76.09 | b3b4y2y5yey8yoyl0yl4d  1412.81 71.531 35905 | 2 069 035
|Q8ZQT5[TOLB_SALTY Protein tolB 11 MNINGGAAQR 316 10 13 74.06 bz*be‘:’/;zzl;g;’llgylyfsyT 1031.50 28.595 3225 p 516.25 5.80
|Q8ZQT5[TOLB_SALTY Protein tolB 12 HNGAPAFSPDGTK 244 13 4 40.34 b3ydy5y6 1298.62 67.881 7884| |2 e49.8 4.98
|Q8ZQT5[TOLB_SALTY Protein tolB 13 ITWEGSQNQDADVSSDGK 326 18 3 16.16 b5y3y11 1936.82 56.922 2054 |2  o9e8.dL -17.3
|Q8ZQT5[TOLB_SALTY Protein tolB 14 'E'TQ%E,SE@TCE c';(f\\//X:g'EQNAGPG 24 39 9 29.92 | b9°b9b16°b16y3y5y6yoy13  3943.09 95.360 657f% | 986.53 -4.58
|Q8ZQT5[TOLB_SALTY Protein tolB 15 SPQPLMSPAWEEDGSKLAYVTFES 197 26 11 77.45 b5b24y4y52’§§°y9y13y15y 2808.39 81.699 32047 B 936.80 7.48
|Q8ZQT5[TOLB_SALTY Protein tolB 16 NSGKFNPLDR 63 10 6 59.55 bOydy5*y5y6y8 1147.5 41.743 214012 | 574.29 -3.40
|Q8ZQT5[TOLB_SALTY Protein tolB 17 ARLPATDGQVK 411 11 9 119.29|  b3b4b5h7b9y6y7y8yd 1155.84 788, 13579 | 2| 57832 -6.34
|Q8ZQT5[TOLB_SALTY Protein tolB 18 HNGAPAFSPDGTKLAFAK 244 20 4 23.46 b5bob16y12 2029.07 62.044 13591 | 3 677p3 6 83
|Q8ZQT5[TOLB_SALTY Protein tolB 19 VSDYDGYNVSSF;’\D/EEEPQPLMSP/ 183 30 4 25.34 b3bdy3ys 3364.57 70.693 4599 |4 84190 0.9
|Q8ZQT5[TOLB_SALTY Protein tolB 20 LPATDGQVKSPAWSPYL 13 17 3 16.93 b6y6y12 1829.94 91.169 3144 |3 61065 -0.01
|Q8ZQT5[TOLB_SALTY Protein tolB 21 QVASFPRHNGAPAFSPDR 237 20 4 14.9 b13y5y8°y8 2084.06 113.008 1924 |3 69596 25
|Q8ZQT5[TOLB_SALTY Protein tolB 22 TGSLNLYVMDLASGQIRIDGR | 264 23 6 37.69| b5b12*b12b13*b13bll  2508.20 80.598 3181 3| 836.77 1.65
|Q8ZQT5[TOLB_SALTY Protein tolB 23 Phosphoryl STY(9 EITQGVDSARPIGVVPFK 24 19 3 24.67 b7b8b12 2106.06 59.234 @47 4| 527.27 -13.91
QDLVTGGVQVLSSTFLDETPSLAH
|Q8ZQT5[TOLB_SALTY Protein tolB 24 Oxidation+M() | NGTMVIYSSSQGMGSVLNLVSTD| 360 49 4 24.41 b7*b7b8y4 5044.41] 74.744 17735 |6 84198 12.3
GR
|Q8ZQT5[TOLB_SALTY Protein tolB 25 Oxidation+M(9) TGSILYVMDLASGQIR 264 17 4 16.93 b9°b9b11y6 1853.97 55.702 1741 3| 61864 -11.98
|Q8ZQT5[TOLB_SALTY Protein tolB 26 VIQTLANGAVR 226 11 1 7.38 b3 1141.65 71.524 19064 |2 571.38 622
|Q8ZQT5[TOLB_SALTY Protein tolB 27 DYDGYNQFVVHR 185 12 0 3.39 1512.71 54.527 3014 |2 7568 14.6¢
|Q8ZQT5[TOLB_SALTY Protein tolB 28 TGSLNLYVMDLASGQIR & 17 0 452 1819.95 90.137 8105| |2 9104 7.91
|Q7CR87|SURA_SALTY Chaperone sufA 1 IQELPGIFAQALSTAK 3 16 8 38.32 | b2b3*h3ba*yl2yl3yldyl6  1686.95 90.573 76295 | 2843.98 3.47
|Q7CR87|SURA_SALTY Chaperone sufA 2 ITVLPQEVDALAK 149 31 9 68.78 | b3°b3bdy2y8ydy10yllyl3a  1396.8) 71.353 63595 | 2 .oa9s8 1.92
[Q7CR87|SURA_SALTY Chaperone sufA 3 LIMDQILQMGQK 73 13 7 69.17 b6y3ydy5y6y7y13 1530.84 88.692 52020 |2  765.92 2.74
|Q7CR87|SURA_SALTY Chaperone sufA 4 ITDEQLDQAIANIAK ) 15 10 65.16 b7b10*b1§3’;1y:y6y9y13yl 1642.88 81.050 51253 2 821.94 6.46
|Q7CR87|SURA_SALTY Chaperone sufA 5 LAYDGLNYSTYR 117 12 6 51.06 b5y2y3y5yeys 1435.69 59.204 s88 | 2| 718.35 6.04
[Q7CR87|SURA_SALTY Chaperone sufA 6 GQISAPVHSSFGWHLETR 362 22 11 30.06 bz*b2b4°;147*5;2t’5b13y2y3 2463.25 94.095 39907| %  616.57 -12.09
|Q7CR87|SURA_SALTY Chaperone sufA 7 LNAGQAGQQLPDDATLR 50 17 9 72.17 | bab7y3ydyey7yoyloylf  1767.9p 51.65 37115 | 2 4.488 3.04
[Q7CR87|SURA_SALTY Chaperone sufA 8 QAESIVEEAR 197 10 4 34.7 yay5y8y10 1131.56 38.773 20120 | 2 .B®6 -3.56
[Q7CR87|SURA_SALTY Chaperone sufA 9 HILLKPSPIMNDQQAR 882 16 5 17.8 b2b3y4*ydys 1861.00 49.730 23470 |3 62100 7.7




QIGTQNDASTELNLSHILIALPENP b9b12°b12yLy3*y3y5y9y.
|Q7CR87|SURA_SALTY Chaperone sufA 10 TSEQUNDAGR 162 35 10 23.98 435 3816.93 89.385 21527| B 1272.94 7.74
|Q7CR87|SURA_SALTY Chaperone sufA 11 GQSQSISVTEVHAR 427 14 6 42.75 y2y6y7y8y10y14 1498.74 37.469 1655p | 3 500.25  .0014
|Q7CR87|SURA_SALTY Chaperone sufA 12 VAAVVNNGVVLESDVDGLMQSV 27 23 10 55.22 b2b3b4b15>;3y5y7y8y12 P 234325 91.687 8115 | 2 1172.13 13.23
|Q7CR87|SURA_SALTY Chaperone sufA 13 LAITYSADQQALK 214 13 5 21.36 b2b9y7y10y13 1421.76 55.372 085 | 2| 711.38 -1.46
|Q7CR87|SURA_SALTY Chaperone sufA 14 EMIISEVR 134 8 3 41.73 yAy5y6 976.51 53.911 34754 |2 4887 310
|Q7CR87|SURA_SALTY Chaperone sufA 15 HQILER 67 6 3 27.44 b3*b3y4 795.44 25.729 19899 |2  398.2p -8.21
|Q7CR87|SURA_SALTY Chaperone sufA 16 GGQMGWGR 227 8 3 33.95 bSy4y5 848.37 35.031 5681 |2 42449  so12.
|Q7CR87|SURA_SALTY Chaperone sufA 17 TDAAQK 388 6 2 13.91 yary4 633.33 33.353 2640 |1 633.33 8.96
of *|
|Q7CR87|SURA_SALTY Chaperone sufA 18 LAITYSADQQALKGBIBWGR 214 21 10 73.68 | P1OP10 ;111‘1}'143’53’8)’93’1 2251.12 65.804 33428| B 75105 -3.04
|Q7CR87|SURA_SALTY Chaperone sufA 19 QAESIVEEARNGADEG 197 17 5 28.32 b4b5b9°hoy6 1820.9 36.616 189 5  364.99 012.2
|Q7CR87|SURA_SALTY Chaperone sufA 20 Phosphoryl STY(2 Q'GTQNDT/;SEEEVL,\']'EL)/?S:;'ALPENP 162 35 9 35.56 | b3b4°ha*bab6*bby7*y7y8  3896.8 114.869 1605 4 | 974.98 8.40
|Q7CR87|SURA_SALTY Chaperone sufA 21 GQSQSISVTEVHAR 427 14 0 3.39 1481.72 37.481 1530| |3 494.5 -3.95
. o % | *|
IPOALPGIGLNA_SALTY Glutamine 1 EIPQVAGSLEEALNALDLDR 406 20 15 51,51 |PADADT*DTDIIMDLIDISVE ) 0 4 96.454 50663 | B 718.37 2.27
synthetase y6°y6y14y15°y15*y15y2(Q
i %
IPOALPGIGLNA_SALTY Glutamine 2 SAEHVLTMLNEHEVK 1 15 11 97.58 | PADSPIDIOVAYBYTYE™YBYD 1736 gy 55.530 26027 B 579.62 1371
synthetase y15
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 3 LVPGYEAPVMLAYSAR 322 16 8 53.47 | bl5ydy5°y5yoyllylasyla 736.91 78.279 24987 | 2  868.96 6.04
i % | *| 0 0,
IPOALPGIGLNA_SALTY Glutamine 4 AINALANPTTNSYKR 307 15 16 74.19 |P2D3"DSDADAYTYTYEYEL ) oag o5 43.355 24241 B 545.29 -10.01
synthetase y8y9*y9y10*y10y13y15
. oo
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 5 | carbamidomethyl+C(l CDILEPGTLQGYDRDPR 89 17 23.8§2b3b11y2yf YOYOYLIVE 5004.95 60.690 23142 B 668.99 0.49
'POAlPGlGLS’;ﬁigL;Y Glutamine 6 GGYFPVPPVDSAQDIR 177 16 5 25.21] b3b5y2y8y12 1717.47 .84 12328 | 2| 85044 10.80
IPOALPGIGLNA_SALTY Glutamine 7 GINESDMVLMPDASTAVIDPFFAD|  gq 30 5 17.09 b11ly6y11y13y30 3238.6 114.118 688p | 3  1080[21 .69 7
synthetase STLIR
'POAlPGlGLS’;ﬁigL;Y Glutamine 8 ATGIADTVLFGPEPEFFLFDDIR 117 23 9 42.42| b2b3y2y3ysy8ygooy13|  2570.27 117.747 5724| B 857.43 5.13
'POAlPGlGLS’;ﬁigL;Y Glutamine 9 FGASISGSHVAIDDIEGAWNSSTK| 140 24 3 13.12 b1dy7y12 2449.16  76.875 2655 | 3  817.06 0.20
'POAlPGlGLS’;ﬁigL;Y Glutamine 10 IHPGEAMDK 386 9 4 46.61 b7y5y7y8 997.47 37.295 2133 |2 490244 7.59
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 11 AGGVFTDEAIDAYIALR 430 17 5 37.86 b5b6°bEb7y12 1781.88 180 69779 | 2| 891.44 -16.58
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 12 MSAEHVLTMLNEHEVK 0 16 3 17.8 b7b12y4 1867.89 81.472 51769 3 | 623.30 -6.80
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 13 MTPHPVEFELYYSV 455 14 4 25.42 b7°b7y5y6 1711.88 49879 288 | 2| 856.42 15.97
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 14 NLYDLPPEEAK 395 11 3 32.07 y5y6y9 1288.66 65.398 13227 |2 844 17.52
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 15 | carbamidomethyl+C(1L) FPDPAANPYLCFAALLMAGLDGIK 360 2 6 39.67 b7b15b16y3y15y16 2565.3 136.686 614p | 2 128317 7516
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 16 EQHVTIPAHQVNAEFFEEGK 28 20 3 14.9 b13b19y6 2310.15 1627 | 4902 | 2| 1155.58 14.37




'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 17 AINALANPTTNSYK 307 14 3 28.55 y3y7y9 1477.77 48.671 38os| |2 739.39 2.07
IPOALPGIGLNA_SALTY Glutamine 18 FNTMTK 225 6 1 13.91 v4 741.36 109.830 2705| |1 7413 4.86
synthetase
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 19 | carbamidomethyi+C(1) CDILEPGTLQGYDR 89 14 5 19.98 byBy12*y12 1636.79 61.326 1938 | B 546.27 14.32
[POALP6IGLNA_SALTY Glutamine 20 FGASISGSHVAIDDIEGAWNSSTK] " . o5 34 b0b10y5y12 3007 4 53008 s10ds | 3 1033h6 28
synthetase YEGGNK
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 21 Carbamidomethy|+c:(1lﬁpDPAANPYLCEQALLMAGLDG'K 360 26 5 275 b4b10b13b20y15 2807.41 100.220 6993 | 3 93647 .35-6
[POALP6IGLNA_SALTY Glutamine .  EGKTATFMPKPMFGDNGSGMHG e I
aynihetase 22 | carbamidomethyi+C(2pf MSLAK 249 28 6 39.47 b12b18y6y7y8°y8 3085.4 133.436 sgsf | 4 77211 11.08
[POALP6IGLNA_SALTY Glutamine o3 AEDYLRATGIADTVLFGPEPEFFLH - " 5 181 b6yoyLL 317 60 97968 wied |2 s30ds 06
synthetase DDIR
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 24 | carbamidomethyl+C(l) CDILEPGTLQGYDRDPR 89 17 3 16.93 L) 2004.93 59.049 2279 | B 668.98 -9.13
IPOALPGIGLNA_SALTY Glutamine o5 | CarbamidomethyWC(L),  p) eo st 0 GYDRDPR 89 17 3 16.93 b3b1ly5 2084.9p 59.781 6076 4| 521.98 7.49
synthetase Phosphoryl STY(12)
IPOALPGIGLNA_SALTY Glutamine 26 NALANPTTNSYKR 309 13 0 3.77 1449.74 43.339 2438 |2 7253F 112
synthetase
IPE63L3IRLE_SALTY 508 ribosomal| APVVVPAGVDVK 6 12 12 130.99 | P203bADSY3YSYBYTYBYOVL ) 154 6o 54.035 72276| P 57584 -4.46
protein L6 Oy12
|P66313|RL?)?§I/::;1T:6505 ribosomal |, INGQVITIK 18 9 6 39.1 bly3y7y8°y8y9 985.59 49.110 5003 |2 @@ -9.29
|P66313|RL?)?§I/::;1T:6505 ribosomal | 5 TLNDAVEVK 35 9 9 31.32 | b2eb2b7yly2y3eyayryel  988.52 30.071| 7980 | 2| 494.76 -10.19
IPE63L3IRLE_SALTY 50S ribosomal| ALLNSMVIGVTEGFTK 69 16 11 66.12 P2DEPLAY2Y6YTYBYL2VIlY | orq g 94.786 46537 P 840.45 153
protein L6 13y16
|P66313|RL?)?§I/::;1T:6505 ribosomal | g YADEVVR 163 7 4 41.35 y3yayS5y7 851.42 30.928 4530 |2 4262L 128
|P66313|RL?)?§I/::;1T:6505 ribosomal | ¢ DGYADGWAQAGTAR 55 14 7 60.28 b3ylydySy7y10y11 1438.64 @1 38770 | 2| 719.82 5.01
|P66313|RL?)?§I/::;1T:6505 ribosomal | 7 HADNALTFGPR 44 11 8 71.7 b2b5b6ydy5y9y10y11 1198.5p 45972 30514 | 2| 590.80 -3.56
|P66313|RL?)?§I/::;1T:6505 ribosomal | ¢ LOLVGVGYR 86 9 7 46.88 b2*b2y2y3y5y7y9 1004.58 60.209 29398 2 | 502.80 -5.53
|P66313|RL?)?§I/::;1T:6505 ribosomal | ¢ QVIGQVAADLR 138 11 6 51.62 y1y2y5y6y8y9 1169.66 58.002 1213| 2| 585.33 6.26
|P66313|RL?)?§I/::;1T:6505 ribosomal |, GADKQVIGQVAADLR 134 15 4 32.8 b4boy5y6 1540.83 58.996 302 | 3| 51428 -6.42
|P66313|RL?)?§I/::;1T:6505 ribosomal | YADEVVRTK 163 9 3 31.32 b5b6y8 1080.58 26.250 6858 |2  540.7p  786.
. b2b3y4y5*y5y7*y7y8°y8*
|P64052|EFTS—S/+\'S‘TY Elongation factar VASLEGDVLGSYQHGAR 134 17 19 118.288y09y10°y10y11*y11y12ylB 1758.86 59.594 131716 B 586.96 -10.34
°y13yl17
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 2 ITDVEVLK 104 8 6 58.28 y2y3ydy6y7y8 916.52 49.296 12001p |2 84w 12,52
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 3 AEITASLVK 1 9 6 63.16 b3y4y5y6y7y9 931.53 49.340 11928% |2 286 -14.09
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 4 FTGEVSLTGQPFVMEPSK 222 18 10 79,94 P4D5PED7 b37y1y3y5y10 L 1953.97 75.479 72060 | 2 977.49 5.62
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 5 IGENINIR 125 8 9 55.27 | b2y2ysty3ysyey7ryryd  928.51 45.005| 0687 | 2| 464.76 -11.83
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 6 ALTEANGDIELAIENMRK 25 18 5 32.2 b7b10y5y9y16 1988.00) 789 34040 | 3| 663.34 7.37
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 7 SVGQLLKEHNADVTGFIR 240 18 8 35.86|  blba*hdydy6y8yocy9 105 66.237 21246 | 3 662.02 7.08




|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 8 VLDAAVAGK 95 9 4 54.39 b3y3y6y8 843.48 34.212 19832 |2 42224 1382
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 9 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 6 49.03 b2bdy2ygy5 1098.47 21.671 10886| P  549.74 -6.22
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 10 ALTEANGDIELAIENMR 25 17 4 16.93 b7y6*tyeyll 1859.91 8266 5770 | 3| 620.64 -4.66
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 11 FEVGEGIEK 258 9 3 31.32 b4b8y7 1007.4¢ 35.543 81348 |2 50424 2163
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 12 IGVLVAAK 151 8 3 41.73 y3y6y7 770.50 47.719 58749 |2 385.74 )
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 13 VALVAK 119 6 2 27.44 yay5 600.41 47.714 3610| [ 600.41 071
|P64052|EFTS—S/+\'S‘TY Elongation facigr DAGFQAFADKVLDAAVAGK 85 19 4 26.74 b3y6y7yld 1893.94 &4 96054 | 3| 631.99 -13.47
|P64052|EFTS—S/+\'S‘TY Elongation factdr ¢ FEVGEGIEKVETDFAAEVAAMSK | 258 23 18 153.95 gissrf;ylslytﬁ)ilbllyzlgﬁayl 2457.18 106.415 g7494| B 819.73 -0.99
20y21
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 16 KAGNVAADGVIK 51 12 8 76.58 | b3b5b8°b8ydy6y7yll 1142.69 38 51178 | 2| 571.83 3.74
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 17 RVASLEGDVLGSYQHGAR 133 18 3 23.57 b8y4y5 1914.9 55.03¢ 1324 | 3| 638.99 7.84
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 18 KALTEANGDIELAIENMR 24 18 4 33.47 yay5y12y16 1988.03 675 10489 | 2| 99452 7.74
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 19 AQFEEERVALVAK 112 13 6 28.84| bobll°bll*hlibi2°blly  14R9.| 109.266 10230 | 2 745.41 8.44
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 20 KFTGEVSLTGQPFVMEPSK 221 19 5 26.74 b7y7y8y12%y12 2082.4 77.863 8031 | 3  694.70 7.50
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 21 EHNADVTGFIRFEVGEGIEK 247 20 4 23.03 b3b4y6°y6 2247.00  .B® 5238 | 3| 749.70 7.50
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 22 FTGEVSLTGQPEVMEPSKSVGQLL 222 25 5 28.57 b3b5b9°bob10 2679.44 84.944 479p 893.82 410.
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 23 Oxidation+M(14) FTGEVSLTGQPFVMEPSK 222 18 3 16.1p b3Sy 1969.96 80.349 7420 | b 985.48 1.61
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 24 ITASLVK 3 7 0 151 731.46 49.337 14372| 1L 731.46 -4.92
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 25 VLDAAVA 95 7 1 9.02 v5 658.38 34.219 13188 L 658.38 4.73
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 26 TDVEVLK 105 7 3 25.19 b3°b3b4 803.44 49.304 3962] |1 803.4k 782.
|P64052|EFTS—S/+\'S‘TY Elongation facigr Carbamidomethyl+C(7) GAGMMDCKK 16 9 0 1.88 997.42 21674 3148 | 2| 499.22 -3.30
[P26982|DEGP_SALTY Protease do AGDVITSLNGKPISSFAALR| 332 20 10 83.55 | b3b4bSb8bl0b12y3ydylyd  2017.09 75.520 72203 | 673.03 -9.80
|P26982|DEGP_SALTY Protease do GYVVTNNHVVDNASVIK 124 17 16 154.9 bzﬁiﬁ’/ﬁgii’g’/ﬁi{%ﬁ);lo 1828.93 50.768 58718 B 610.31 -14.35
[P26982|DEGP_SALTY Protease do SDIALIQIQNPK 160 12 16 122.41 b3°2by‘°’3t;123§3;’y16$:;102b12y 1339.76 64.714 51013| p  670.38 0.27
|P26982|DEGP_SALTY Protease do AQVGTMPVGSK 352 11 12 75.68 bz*msylgﬁ’fyf’wywys 1074.55 35.480 42426 p 53778 7.16
[P26982|DEGP_SALTY Protease do GAFVSQVMPNSSAAK 313 15| 12 123.66 b3b5b7°1bo7yblslzllébl3y8ygy 1493.75 53.963 42000 b 747.38 4.66
[P26982]DEGP_SALTY Protease do NLTSQMVEYGQVK 275 13 3.38 b5b11b12yly5y13 1496.75 58.266 2136 | 2 748.48 5.64
[P26982]DEGP_SALTY Protease do ISLGLLR 363 7 5 54.89 V3ydyby6y7 771.50 68.977 2256] |2  386.05 -10.44
[P26982|DEGP_SALTY Protease do VGDYTVA'GN:LFSRLGETVTSG'VS 186 28 18 125.63 b;yf;g‘;gg;gig;ﬁ;%gé Y 2750.43 117.119 22369 B 917.48 2.57




o y
|P26982|DEGP_SALTY Protease do 9 SGLNVENYENFIQTDAAINR| 214 20 10 29.17 beeblgyglzfé%ys Y8YI2l 506811 78.240 18594 | P 1134.5¢ 11.09
[P26982|DEGP_SALTY Protease do 10 GELGIMGTELNSELAK 289 16 3 17.8 boy6y1l 1661.85 102.098 2113 |3 554.6p 3.45
Carbamidomethyl+C(1 g\'
_ ; FQQFFGDDSPFCQDGSPFQNSPF d
|P26982|DEGP_SALTY Protease do 11 ,Carbamldc;methyI+C(2 COGGONGONGOA0OK 71 39 4 14.67 b12y8y10y13 4240.8( 91.536 481 3 1414p7 11.97
[P26982|DEGP_SALTY Protease do 12 VMPSVVSINVEGSTTVRTP| 48 20 6 318 b4b5b7°b7y5y13 2087.08 88.209 2555 | 3 69687 4 16
|P26982|DEGP_SALTY Protease do 13 NIAELR 443 6 1 13.01 b4 715.41 34.089 2337] |2 3582 4.27
|P26982|DEGP_SALTY Protease do 14 RGELGIMGTELNSELAK 828 17 13 111.6 b5b6b77 )Z%Eiggfyzltg“ysy Y 1817.92 69.255 47265 B 606.65 -10.34
[P26982|DEGP_SALTY Protease do 15 VDAQRGAFVSQUMPNSEAA 308 20 2 14.9 b6°b6y5y13 2063.07 48.788 11795 | 4 51641 7.4b
|P26982|DEGP_SALTY Protease do 16 GAFVSQUMPNSSAAKAGIK 313 19 3 22.45 b6b8b13 1862.99 63.306 8021 | 3 62146 17y
|P26982|DEGP_SALTY Protease do 17 KGDVIGANQQPVK 429 14 5 27.76 V5*Y5y7y8*y8 1466.83 39.162 7214] |2 733.93 2.16
|P26982|DEGP_SALTY Protease do 18 GELGIMGTELNSELAKAMK| 289 19 5 41.07 b3b4b5b10y15 1992.0] 95.304 6971 | 2 996.p1 7 3.3
|P26982|DEGP_SALTY Protease do 19 Phosphoryl STY(J4)  YV\GTNNHVVDNASVIK 124 17 4 16.93 beb13y4°y4 1908.91 87.021 7@ | 2| 954.96 -3.65
[P26982|DEGP_SALTY Protease do 20 Oxidation+M(6) AQWEPNGSK 352 11 3 25.08 b5b10y10 1090.54 46.043 2507 | 2 54519 49 6.
X | x| o
|P26982|DEGP_SALTY Protease do 21 VTNNHVVDNASVIK 127 14 10 sa.71 |P4PS b‘r{,tt’)izb*itilzl bLIbIP 569 g0 50.763 1756 | 2 755.40 -4.61
- 0 *
IQSLATOILUXS_SALTY S 1 TMNTPHGDAITVFDLR 23 16 15 73.63 | P20SPLODILDILDLLY2YE ) /) o 71.822 49756 | B 596.62 -9.63
ribosylhomocysteine lyase y6°y6y10°y10y11y12y16
'%gt:;g'oﬂﬁgiﬁzzai 2 MQAPAVR 13 7 6 41.35 b1b2y3ydy5y7 772.40 31.078 26800 |2  3B6.] -13.75
'%gt:;g'oﬂﬁgiﬁzzai 3 PLLDSFAVDHTR 1 12 4 23.03 b11y5°y5y7 1370.70 56.900 2100p | 3 57.87 -8.19
[Q9L4TOLUXS_SALTY S- . [VODQNQIPELNVYQCGTYQMHSL i
bosyhomocysiane lyase 4 |carbamidomethyrc(1s) SEAQDIAR 113 31 8 35.55 | blOb12y3y8yllyl3y24y3l  3635.70 75.86D 20368 | 1212.57 5.17
'%gt:;g'oﬂﬁgiﬁzzai 5 TGFYMSLIGTPDEQR 84 15 7 38.39 b3b13y2y7°y7y8yl4 1714.42 9.181 17215 | 2|  s8s7.901 5.77
'%gt:;g'oﬂﬁgiﬁzzai 6 VADAWK 99 6 1 13.91 bs 689.37 37.307 5790| [t 689.37 14.25
[Q9L4TOLUXS_SALTY S . HLNGNGVEIDISPMGCRTGFYM ] ) ]
bosyhomocysane lyase 7 |cabamidomethyi+c(18} SLIGTPDEOR 65 34 3 22.43 b14b15y3 3792.79 107.47 780 4 94895 3.9
'%gt:;g'oﬂﬁgiﬁzzai 8 EVMPEKGIHTLEHLFAGFMR 45 20 3 23.03 b10y6y7 2342.11 g7.108| 4178 | 3| 781.39 -3.96
'%gt:;g'oﬁiigiﬁz;ai 9 TGFYMSLIGTPDEQRVADAWK 84 21 5 39.72 b3b9b10b11y11 23865.1  86.284 2624 | 3 795.72 5.53
'%gt:;g'oﬁiigiﬁz;ai 10 Oxidation+M(13) GIHTLEHLFAGFMR 51 14 3 19.98 b7b11y8 2685 66.749 11738 | 2 822.93 11.87
IQ9LATOILUXS_SALTY S- 1q [|CarbamidomethyhC(18) 1, \sNGVEIDISPMGCR 65 19 8 44,07 |PBP1ODLODLITDILYOVIZNL )15 g9 108.715 2374 | P 1057.0d 5.20
ribosylhomocysteine lyase ;Oxidation+M(16) 3
'POASBBlYBAB—Syﬁ';TBY UPFO133 proteln VE'DPSLLED%';'Z'\QLEDLV‘ AAFN 54 28 5 26.46 b6b7b9y7y12 3089.51 127.514 566 | 3  1030/51 2.3)
'POASBBlYBAB—Syﬁ';TBY UPFO133 proteln | carhamidomethyl+C(9 VTINGAHNCR 43 10 9 56.02  yly2y3*ydydy6y7yl0| 1141.55 21.122 4769 | p 57128 -3.53
'POASBBlYBAB—Syﬁ:TBY UPFO133 proteln 4 MQEEIAQLEVTGESGAGLVK 23 20 7 46.37| beb10b12b13°h13bl1zdh 2089.04 105.298 2764 | B 697.02 -4.79
'POASBBlYBAB—Syﬁ';TBY UPFO133 protein EMLEDLVAAAFNDAAR 66 16 3 17.8 bob12y4 1735.82 95.595 2205 |2 868.42 -4.36
'POASBBlYBAB—Syﬁ';TBY UPFO133 proteln o EMLEDLVAAAFNDAARR 66 17 3 16.93 b6y3y10 1891.91 87.044 22| 3| 63131 1213
'POASBBlYBAB—Syﬁ';TBY UPFO133 proteln ¢ MASVSSGMQLPPGFK 91 15 3 26.89 b5b6b9 1536.7% 41.077 2885 | 312.% 6.91
'POASBBlYBAB—Syﬁ';TBY UPFO133 protein MASVSSGMQLPPGFKMPF 91 18 3 16.16 b12y5y8 1911.91 68.50p  1742| 2| 956.46 -2.94
'POASBBlYBAB—Syﬁ';TBY UPFO133 proteln o GGLGNLMKQAQQMQEK 4 16 3 17.8 b3b6y5 1760.88) 118.429 260d |2 8084 1.04




'POASBBWBAB—%';TBY UPFO133 proteln EKMASVSSGMQLPPGFK 89 17 4 23.92 b13b14y10*y10 1793.90  .a02 1847 | 2| 897.46 6.67
'POASBBWBAB—%@:EY UPFO133 protefn Oxidation+M(1) MQEEIAQLEVTGESGAGLVK 23 20 4 14.9 b10yAdy16 2105.02 85.863 7948 | B 702.35 -10.67
'POASBBWBAB—%';TBY UPFO133 proteln 4, | carbamidomethyl+C(d) TINGAHNCR 44 9 1 8.43 b7 1042.48 128 3023 | 2| 52174 -3.98
lposr?ol\ﬂri)lr?bZZﬁignL;Zr:sr:C" 1 AGLGMMEGVLENVPSAR 78 17 10 59.6 b11b13y‘;y172;’17;’10y11 VIt 173087 82.428 31138| P  865.94 5.92
lposr?ol\ﬂri)lr?bZZﬁignL;Zr:sr:C" 2 VLVLVAAPEGIAALEK 155 16 11 108.47 b2b3b4b5t§,61bz7y2y9ymy] 1 1592.97 86.660 23992| P 796.99 5.36
'Posﬁmﬂﬁbzzﬁﬁgr&;zr:ggc" 3 MALIVDPMLATGGSVIATIDLLKK | 124 24 4 23.41 b2b3b6b7 2470.40| 114.459 17700 | 9 824.14 2.67
lPOs&miﬁbZZﬁignL;;:srgcu 4 ITVVPILR 70 8 4 41.73 yAy5y6y8 910.60 70.362 12934 |2 4sB8L 635
'Posﬁmﬂﬁbzzﬁﬁgr&;zr:ggc" 5 ELASEVGSLLTYEATADLETEK 29 22 3 13.91 b7yoy15 2369.19 1098 2161 | 2| 1185.10 13.71
lposr?ol\ﬂri)lr?bZZﬁignL;Zr:srgcu 6 AHPDVELETLgizgStNEHGY"P 171 32 3 11.34 b5bays 3365.68 53.907 6269 |4 842.18 15.0
'Posﬁmﬂﬁbzzﬁﬁgr&;zr:ggc" 7 NEETLEPVPYFQK 103 13 4 21.36 b6b8°b8y7 1593.76 52.99] 49602 | 797.38 -10.72
'Posﬁmﬂﬁbzzﬁﬁgr&;;g:”' 8 VTIEGWNGPVEIDQIK 51 16 3 17.8 b6b8y4 1797.92 59.718 4174 |3 9988 12.22
lposr?ol\ﬂri)lr?bZZﬁignL;Zr:sr:C" 9 AHPDV&&E’XZ'BSI%%HGY"P 171 37 11 62.14 b5b6b7lgzli’ifylf4 b1V 3911.04 89.296 32257 4 978.74 175
'Posﬁmiﬁbzzﬁﬁgr&;;g:”' 10 Oxidation+M() AGLGMMEGVLENVPSAR 78 17 3 25.58 b3b4b13 45786 64.041 16567 582.96 4.47
'PGBl?OlRLprc—)iﬁngsos ribosomall SVEELNTELLNLLR 9 14 12 105.95 b2b3b4b?i3yﬁy5y6y8yg b 1642.90 101.324 01518 P 821.95 -0.52
'PGBl?OlRLprc—)iﬁngsos ribosomal -, SVEELNTELLNLLREQFNLR 9 20 8 54.19 | b2b3bay13y16y17y18yR0 2430.29 112.169 36655| B 810.77 -3.72
'PGBl?OlRLprc—)iﬁngsos ribosomal 5 MQAASGQLQQSHLLK 29 15 7 30.42 b2*b2b4b5b1ly2y5 1630.85 .25 4525 | 3| 54729 558
'PGBl?OlRLprc—)iﬁngsos ribosomal -, EQFNLR 23 6 4 27.44 y3*y3yd*yd 806.41 42.431 4696 |2 4037 219
'PGBl?OlRLprc—)iﬁngsos ribosomal g EKSVEELNTELLNLLR 7 16 4 29.29 b12y3y5y6 1900.02 94.984 825 | 3| 634.01 -10.99
'PGBl?OlRLprc—)iﬁngsos ribosomall ¢ EQFNLRMQAASGQLQQSHLLK 23 21 5 19.74 b6°b6b12y3y15 24572  85.833 11579 | 4 809.76 2.51
'PGBl?OlRLprc—)iﬁngsos ribosomal 7 Phosphoryl STY(7) SVEELNTELLNLLR 9 14 3 19.98 b3b6y8 122 | 108.192 2379 | 4  574.95 -5.46
IQ7CQVIIDPS_SALTY DNA protectior) -, TALTDHLDTMAER 70 13 6 42.38 b2y3y5y7y8y13 1473.68 52.862| 8882 | 3| 491.90 13.83
during starvation protein
. = v 5
'Q7CQ\3?]|5“ZS§Z€;;1 [”)’r\loﬁ,\e‘i’r:mec“m 2 GANFIAVHEMLDGFR 55 15 11 76.77 |P7P° bgbilgygéwsysye ¥ 1676.80 82.661 38170 B 559.60 -14.34
IQ7CQVIIDPS_SALTY DNA protectior| = 5 AIGEAKDEDTADIFTAASR 134 19 9 51.85 | b2b4abl2y5y6°yey8yHB| 1980.95 59.028 25401 B 660.99 -2.10
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior| -, AVQLGGVALGTTQVINSK 83 18 7 38.2 b15y2y3°y3y9y11y15 1786, 68.181 22300 | 4 87851 5.42
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) ASNLLYTR 10 8 4 41.73 b3°b3b4b6 937.51 45.382 9304 |2 46996 234
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) ¢ SYPLDIHNVQDHLK 105 14 5 28.58 b6b8y3y7*y7 1678.85 58.116| 649 | 3| 560.29 0.65
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) -, FLWFIESNIE 157 10 8 62.56|  boy3°yayacyayeryeyo|  1297.67 582 6102 | 2| 649.34 18.34
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) o ASNLLYTRNDVSESDK 10 16 7 46.93 | bayllyl2°y12+y12yl4yl5 11890 90.440 20151 604.64 11.18
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) o GANFIAVHEMLDGFRTALTDHLD 55 28 3 18.03 yay8y16 3131.50 104.299 18906 |4  783.43 15
during starvation protein TMAER




IQ7CQVIIDPS_SALTY DNA protectior) TALTDHLDTMAERAVQLGGVAL 70 31 3 17.33 b11b13b29 3210.64 117.951 1562 | 3 107088 12.p4
during starvation protein GTTQVINSK
IQ7CQVIDPS_SALTY DNA protectior) LTDHLDTMAER 72 11 3 28.84 b3b4b9 1301.63 52.828 6055 |2 6513 13.97
during starvation protein

[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN b5b6b7b23b25y2y3°y3y6ly
subinit alpha 1 OSGGYNDEIEGK 463 36 14 59.12 TyryLLy1oy36 3950.90 95.835 94139| 4  988.48 2.29

IQ7CPELIATPA_SALTY ATP synthasq ILEVPVGR 93 8 7 55.27 b2y3ydy5y6°y6y8 882.53 53.131 4695p | 2 41.37 11.34
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 4 MQLNSTEISELIK 0 13 8 46.88 | b2b3y2y3ysyloyllyld  1505.7p 5TR 37068 | 2|  753.40 1.22

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthase 4| carbamidomethyh+C(7 IHGLADCMQGEMISLPGNR 40 19 7 26.7%  2bBy3yd*ydy6yl9 2098.98 69.584 34203 |3 700.3 151

IQ7CPELIATPA_SALTY ATP synthasq o ASTISNVVR 201 9 6 39.1 bly5*y5y6y7y9 946.52 37.858 31741 |2 347 -8.06
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ GYLADVELAK 453 10 6 59.55 b3y3y6y7y8y10 1078.57 60.974 2952| 2| 539.79 758

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg QYAPMSVAQQSLVLFAAER 434 19 7 2157|  b2*h2b3bloysyleyld 02110 93.857 26966 | 2  1055.09 8.01

IQ7CPELIATPA_SALTY ATP synthasq ¢ DSVGAVVMGPYADLAEGMK 68 19 11 60.8g | P3D3DEDB™DEOOLISYIIYL g0 og 84.274 23767| 2 955.47 11.57
subunit alpha 3y18y19

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g ELAAFSQFASDLDDATR 401 17 9 71.36| b2b6b7y3yay5y6yl0yl7 5GBS 89.183 21133 | 2 928.94 7.76

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ELAAFSQFASDLDDATRK 401 18 3 25.08 y4yoy10 1984.95 83.88¢ 17790 | 3| 662.32 -6.89

O

IQ7CPELIATPA_SALTY ATP synthasg QSVDQPVQTGYK 139 12 12 102.4¢| P5PSDIDI2YSYAYSYBYTY 1549 67 34.736 14940| P 67534 172
subunit alpha 9y10y12

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasd 15 | Carbamidomethyl+C(1) CIYVAIGQK 192 9 5 55.64 b3b4b5b6y9 1051.56 58.111 14646| P  526.28 2.44

IQ7CPELIATPA_SALTY ATP synthasg 5 IAQFNVVSEAHNEGTIVSVSDGVI 15 25 5 128 b2b3b13*h13y15 2641.3 93.843 537 3 88Ll3 510.3
subunit alpha R

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg TALAIDAINQRDSGIK 175 17 7 37.38 b4°b4b6°b6b7b14y6 1798 104.628 2785 | 4 899.99 -12.89

IQ7CPELIATPA_SALTY ATP synthasg ¢ AVDSMIPIGR 151 10 3 34.7 b4b7b8 1058.56 52.835 155430 | 2 ®9.] -6.23
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ GEDALIIYDDLSK 252 13 4 35.48 b5b12y3y4 1451.72 68.928 40888 2 | 726.36 -3.03

IQ7CPELIATPA_SALTY ATP synthasq TALAIDAINQR 175 12 3 23.03 bayay9 1298.74 74.802 32419 |2 @@ 113
subunit alpha

IQ7CPELIATPA_SALTY ATP synthasg o VGGAAQTK 376 8 4 41.73 b3b4b7*h7 731.40 33.365 1257 1 73140 -10.26
subunit alpha

IQ7CPELIATPA_SALTY ATP synthasg 4 ATQSW 508 5 1 13.53 v4 592.27 76.137 a8l |1 s92.2F -1.24
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 5 DHAPLMQEINQSGGYNDEIEGK 477 22 3 13.91 b12ydy12 2445.1p 07404 2422 | 3 81571 2.00

IQ7CPELIATPA_SALTY ATP synthasg VNADYVEAFTK 303 11 3 28.09 bay8y9 1256.64 40.189 2117 |3 4m.5| 1846
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ,, VNADYVEAFTKGEVK 303 15 4 30.42 b12ydy7y8 1669.82) 63.727| 883 | 3| 557.28 12.06

[Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV bab26y3y6°y6y7y8y10y1dy
subinit alpha 23 EAAPGVIDR 106 33 12 65.31 16y26°26 3263.72 84.920 33155| B 1088.54 8.90

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg QSVDQPVQTGYKAVDSMIPIGR 139 22 5 25.01 b5b12b13°h13y8 8221 98.355 32047 | 2 1195.11 -1.63

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g QKQYAPMSVAQQSLVLFAAER 432 21 4 25.52 b12ydy5y13 2365.28  86.440 14110 | 3  789.08 -2.99

IQ7CPELIATPA_SALTY ATP synthasg ¢ TALAQYRELAAFSQFASDLDDAT | 59, 24 3 22.42 b8y5y6 2660.29 95.448 s36d |3 887.44 0.2
subunit alpha R

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 7 DRGEDALIYDDLSK 250 15 8 56.18 | b3b4°h4abl2b13y7ylioi1l 722.85 96.488 2604 | 2 86193 -1.70




'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g Oxidation+M(8) DSVGAVVMGPYADLAEGMK 68 19 6 39.63 b5b126y4y7y11 1925.92 67.215 3163| |2 963.44 11.28
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g ELAAFSQFASDLDDATRK 401 18 0 4.9 1966.95 83.884 2659 |3 836 1.74
_ecifi i *| oy Q]

[P26976/PHON_SALTY Non-ecific aci | NGSYPSGHTAYGTLLALVLSEARA " 1 47 o3 | P2D203D3D3bEDLAYTYE 96,799 s3201] b 690.60 10.62

phohatase ER 2y16y22y26
'PZBQ?BlpHosﬁfrgi;Non'ec'f'c acg LQTIPAFQK 215 9 6 46.88 b2*b2y3y5y7y9 1045.59 55.841 4680 2523.30 -8.87
'PZBQ?BlpHosﬁfrgi;Non'ec'f'c acq 3 IFSPVVGAK 85 9 7 39.1 b2yly2y3ydy7y9 917.54 51.820 4190 2 9.2% -10.64
IP26976|PHON_SALTY Non-ecific acid NLLTMGGYYATASAK 108 15 11 95.08 |P2P3DLIDISYSYEYIOVIIYL gy g 70.472 34127| ®  780.89 4.15

phohatase 2y13y15
'PZBQ?BlpHosﬁfrgi;Non'ec'f'c acg g NLLTMGGYYATASAKK 108 16 3 24.33 bllylly12 1688.85 64.615| 9762 | 3| 563.62 11.64
|P26976|PHON_SALTY Non-ecific acid b2*b2b4b10°b10y4*ydy9

Dhonatase 6 QAAEDADVSVENIAR 70 15 15 65.16 | 0 oy 1y1ty 3oy vt 158777 51.373 7824 | 2 794.39 4.46
'PZBQ?BlpHosﬁigi;Non'ec'f'c acq 4 NNLLSKEDHPK 236 11 3 36.84 y3y4y5 1294.66) 31.042 188 |3 4324 1113
'PZBQ?BlpHosﬁigi;Non'ec'f'c acd g |carbamidomethy+C(12) TRPFVLFNHSTCRPEDENTLR 128 21 384 b12*b12y9y11 2589.21 74.655 2050| |3 863.7% -18.5
'PZBQ?BlpHosﬁfrgi;Non'ec'f'c acq 4 EELNDK 230 6 2 13.01 b3°b3 747.36 46.100 1814 |1 747.3p 5.88
'PZBQ?BlpHosﬁigi;Non'ec'f'c ace 10 WKQAAEDADVSVENIAR 68 17 3 23.92 boy6y7 1901.92 54.771 347 | 3| 634.64 1021
[P26976]PHON_SALTY Non-ecific acid YTSAETVQPFHSPEESVNSQFYLP

Dhohatase 11 PPONDDPAYRYDK 16 38 5 20.54 b3b9b12b14y8 4342.99 104.134 155 5 86940 7 0.8
'PZBQ?BlpHosﬁigi;Non'ec'f'c ace 9 RGWEFGQSR 182 9 3 31.32) b7ydy7 1122.5H 53.914 468 3 374B5  .09-6
'PZBQ?BlpHosﬁigi;Non'ec'f'c acd 13 FSPVVGAK 86 8 1 9.02 b4 804.45 51.780 6943 |1 804.45 -14.9
'PZBQ?BlpHosﬁigi;Non'ec'f'c acd 14 IFSPVVGAK 85 9 0 151 899.52 51.802 2831| |2 450.21 -6.58

1 *y *y

IP65882IPURA_SALTY Adenylosuccingle ;| oo midomethyl+C(7)  LLLSEACPLILDYHVALDNAR 97 21 11 mp | P20SPBYSYETYBYOVLLYLY a6 56 92.232 20457 B 799.42 -3.26

synthetase yl4y21
|P65882|PURi}iﬁgzssde”ybsucc'”dte 2 GNNVVVLGTQWGDEGK 1 16 4 255 yly3yeyll 1672.83 82.502 1686 3| 558.28 212

4 b7b8°b8b9°b9b12b17y1y3

IP65882|PURA_SALTY Adenylosuccingte VLDDTMAVADILTSMVVDVSDLL 186 27 21 145.06 *y3yay5y8yoy10y11*y1ly 2905.46 138.240 11570| B 969.16 1.76

synthetase DQAR

12y17y18y27

|P65882|PURi}iﬁgzssde”ybsucc'”a]‘e 4 MGNNVVVLGTQWGDEGK 0 17 4 16.93 b2bdyoy14 1803.87 67.569 219 | 2| 902.44 1.08
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 5 IEELTGVPIDIISTGPDR 402 18 5 22.64 b3b5y5°y5y10 1925.06 3407 17751 | 2| 9e3.03 15.73
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 6 TGWLDTVAVR 307 10 4 42.49 y3y6y9°y9 1117.61 49.176 1509 2 om 7.86
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 7 | carbamidomethyl+C(2 LCVAYR 343 6 1 13.91 b3 781.3¢ 34.96] 2564 | 2| 391.20 -14.22
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 8 GIGPAYEDK 132 9 3 39.1 b6b7b8 949.47 77.373 158 |1 949.47 5.53
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 9 MGNNVVVLGTQWGDEGKGK 0 19 4 29.35 b5b15y7y8 1988.94 42.482| 33651 | 4| 498.00 2.15
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 10 VLDDTMAV%%:LSQMRWDVSDLL 186 29 3 22.22 b10b11y23 3189.63 109.917 5750 | 3 10e3lss 1.9
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 11 | carbamidomethyi+C(2) LCVAYRMPDGR 343 11 3 25.08 b7y3y7 331.66 55.962 5207 | 2 669.33 11.13
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 12 YVVRYQGGHNAGHTLVINGEK 29 21 4 28.19 b11b12y12y14 23181 83.893 4685 | 3 77140 4.12




|P65882|PURi}iﬁgzssde”ybs”cc'”fe 13 C"’_‘;bri)”;gfor?jtgﬁ;%)l H AVQLNSLSGFCLTK 318 14 3 19.98 b3b8y6 1617.76 40.758] 127181 | 3539.92 -0.83
|P65882|PURi}iﬁgtzssde”y'osucc'”al' 14 Phosphoryl STY(6) TGWLDTVAVR 307 10 3 27.71 bdy5_H3Pg@47 1197.57 56.181 1865 | P 599.29 12.84
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 15 Oxidation+M(9) GVEPIYETMPGWSESTFGVKDR 367 22 4 23.78 bUgh4b11 2501.19 69.683 13565 |4  626.0% 8.10
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 16 Oxidation+M(6) VLDDTMAVA'IDD"(‘QTA??MVVDVSDLL 186 27 4 23.09 b4°b4bsba 2921.41 123.21% 420 3 97449 7.0p
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 17 Oxidation+M(5) LKEVMEYHNFQLVNYYK 161 17 4 24.33 Y35y 2234.07 71.127 3149 | P 1117.54 -13.22
|P65882|PURi}iﬁgzssde”ybsucc'”dte 18 Oxidation+M(1) MGNNVVVLGTQWGDEGK 0 17 5 27.07 b5b10*bti02y15 1819.88 76.009 1544 4 455.73 9.79
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| QIHDWNDLIKPGVSVITPNPK 126 21 8 46.13|  bsbebobldy2ydysy2l 2371.25 73.259 104084 b 59357 11.74
- b2b3b4°bab5beb11yly2y3
'POZQOBlSUB'—SrC/;Z;Y Sulfate-binding YLYSPEGQEIAAK 263 13 21 151.62| y7yseystysyaryoy10y11ey  1468.73 51.393 73779 2 734.87 0.42
P 11y12y13
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| NVEVLDSGAR 183 10 7 53.01 b2y5y6y7°y7y8y10 1059.54 40633 o04m | 2| 53027 7.26
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| LFTIDEVFGGWAK 298 13 9 60.99 | b2b3°b3b8y5yEyByoylR 14827  102.437 50267 | 4  741.89 0.58
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding ¢ WNYLAAWGYALHHNNNDQAK 153 20 4 14.9 b8b12y7y20 2386.13 ) 30821 | 3| 796.05 8.08
- b2*b2b4b6°b6b9b11017y3
'POZQOGlSUB'—pSrC/;Z;Y Sulfate-binding| QATSV'NG'EQ%\F/{TLALAYDVD 66 28 19 148.42|y4y5y6y7y8°y8yoy10yllyl 2917.52 128.619 15544| B 973.18 1.09
3
'POZQOGlSUB'—pSrC/;Z;Y Suffate-binding) LPDNSAPYTSTIVFLVR 104 17 4 25.58 b7°b7bob10 1892.9 66.50| 4711 | 3| 631.66 22.18
'POZQOGlSUB'—pSrC/;Z;Y Suffate-binding) g AVAEAYLK 255 8 4 41.73 b3b5b6°b6 864.48 93.172 3242| |2 43278 755
'POZQOGlSUB'—pSrQZLY Suffate-binding) GIGDVLIAWENEALLATNELGK 202 22 3 23.78 b4bsb12 2326.22 1010 1604 | 2| 1163.61 -4.51
'POZQOGlSUB'—pSrQZLY Sulfate-binding| RLPDNSAPYTSTIVFLVR 103 18 6 32.2 b7b9b12°b12ydy6 2000.]1 83.136 52349 | 34 683.70 -6.79
'POZQOGlSUB'—pSrQZLY Sulfate-binding| WNYLAAWGZ’ELFT/'?(NNNDQAKA 153 26 4 16.47 b5b8y4y6 3074.47 66.790 3888 |3 10250 3.0
'POZQOGlSUB'—pSrQZLY Sulfate-binding| NVEVLDSGARGSTNTFVER 183 19 4 15.49 b7°b7boy8 2051.04  88B. 2513 | 4| 51352 11.78
'POZQOGlSUB'—pSrQZLY Sulfate-binding| 5 QATSV'NG'ZAA'E\Q&LALAYDVD 66 30 5 22,53 b7b8b12*b12y11 3130.6 117.201 247 4 78341 107
'POZQOGlSUB'—pSrQZLY Sulfate-binding| , , QSHGGSA"\CL;';\%\JS)\/IE\\‘;LEADVVTL 58 36 3 22.59 b10b11y10 3655.84 135.49 242 4 91471 9.8
_hi n *| e Oy
IPO2906|SUBI_SALTY Sulfate-binding| ¢ DIQLLNVSYDPTRELYEQYNK 20 21 9 39.33 | P1LP11D12y67Y6y10V1P o, 4 99.470 1859 867.77 6.48
protein yll*y11
POALH3|EFG_SALTY Elongation factor VYSGVVNSGDTMBVK 337 17 14 105.55| P102D4DSDLAY2YBydyIIYL 40y o 62.805 57493| P 869.46 3.58
2y13y14y15y17
POALH3|EFG_SALTY Elongation factor IATDPFVGNLTRF 323 14 11 74.33 | P20APSDSDLAY3YTYIOVIL 5oy g4 93.852 55516 | P 799.43 4.43
y12yl4
5 ongation factor . . . ) -6.
POALH3|EFG_SALTY Elongation f IHAEVPLSEMFGYQLR 653 18 13 77.12 b2b3b4b75;193by1118y1y2y4y6y 2062.03 89.942 50194| B 688.01 6.75
5 ongation factor . . . p ) .
POALH3|EFG_SALTY Elongation f SGPLAGYPVVDLA 562 15 14 91.56 | D3P3DSTDSDEDELTOTYGY ) 199 g5 77.260 40024 P 75042 2.52
4y8y10y11y15
[ [EFG._: ongation factor EFNVEANVGKP@VR 475 16 5 255 yoy8*y8y12y16 1820.91 54.093 36772 |3  607.64 -9.72
[POALH3[EFG_SALTY Elongation factor MEFPEPVISIARE 408 15 6 24.83 b2b12y2y12y13y15 1685.8p 86.45 359 2 4843|521
[POALH3[EFG_SALTY Elongation factor IGEVHDGAATMDMEQEQER 39 20 8 36.86| blb2bl2b13y6°y6y7y20  2332.01 62.642 5382 | 3| 778.01 3.87




[POALH3|EFG_SALTY Elongation factor|G 8 ILFYTGVNHK 29 10 8 53.01 | b10y2y5y6y7y8y10%y1d  1191.65 5833 22334 | 2| 596.33 -3.48
[POALH3|EFG_SALTY Elongation factor|[G 9 GQYGHVVIDMYEPGSNPK 512 20 10 60.26 bz*b2b7*bz}l’gbllb12y6y9 2201.07 70.801 20537 8  734.36 -2.00
[POALH3|EFG_SALTY Elongation factor|G 10 |  CarbamiddgtC(20 AGD'AAA'GLKSI\(ETRGDTLCDPEN 378 30 10 51.49 b3b7b9bli$1137 Y3YAYIIML 3138 63 85.761 17404 | B 1046.88 8.79
[POALH3|EFG_SALTY Elongation factor|G 11 LGANPVPLQLA\'/?(AEEGFTGVVDL 161 26 6 18.65 yly2y5y7yldy26 2607.43 120.61 16586 | 3 869.82 -3.00
[POALH3|EFG_SALTY Elongation factor|G 12| CarbamiddgtC(10 VLDGAVMVYCCVVRGGVQPQSETV 104 24 6 13.12 b2b14y1y3y10°y10 2621.2 86.613 14785 | 3 8744  3.63
[POALH3|EFG_SALTY Elongation factor|G 13 YLGGEELTEEEIK 236 13 6 33.35 b7b9b10b13y6y13 1509.74 89.77| 12043 | 2| 755.37 4.12
[POALH3|EFG_SALTY Elongation factor|G 14 | CarbamiddgtC(11 VLNNEILVTCGSAFK 255 16 6 42,57 b1b5b6y6y8y10 796 79.764 11280 | 2  889.48 3.30
[POALH3|EFG_SALTY Elongation factor|G 15 NIGISAHIDAGK 11 12 6 23.03 b2b4b6°b6*h6y5 1195.64 45.603 160 | 3| 399.22 3.47
[POALH3|EFG_SALTY Elongation factor|G 16 GGVIPGEYIPRK 541 14 5 39.46 b3bdy3°y3y4 1414.77 32.682 1130p | 2  707.89 476
[POALH3|EFG_SALTY Elongation factor|G 17 GQESEVTGVK 643 10 5 41.25 b8ydy6°y6y7 1033.5] 26.164 11148 | 2517.26 9.21
[POALH3|EFG_SALTY Elongation factor|G 18 VWGQIK 153 6 1 13.91 b5 643.41 45.602 10867 |1 643.41 -7.40
[POALH3|EFG_SALTY Elongation factor|G 19 INIDTPGHVDEVER 83 18 3 16.16 b9b13y10 2068.07 66.883 946 4 51717 482
[POALH3|EFG_SALTY Elongation factor|G 20 LHFGSYHDVDES\FK 577 17 4 23.85 b7b9y3y9 1951.92 50.568 5664 3 65141 409
[POALH3|EFG_SALTY Elongation factor|G 21|  CarbamiddmitC(9) DVTTGDTLCDPENPIILER 389 19 3 15.49 b4b8y10 2158.0]  71.372 3701 | 2 1079.53 11.09
[POALH3|EFG_SALTY Elongation factor|G 22 GVQAMLDA(;/I'L%YDL(';?PVDVPA'N 273 30 6 25.64 b8°b8b14y13y15y16 3095.6p 118.768 2581 | 3 .8634  19.48
[POALH3|EFG_SALTY Elongation factor|G 23 QSGGR 507 5 1 13.53 b3 504.26 47.060 2513 1 504.26 14.95
[POALH3|EFG_SALTY Elongation factor|G 24 GITITSAATTISGMAK 59 18 4 22.64 b3b14y5y9 1813.93 88.578 2184 2 90747  525.
[POALH3|EFG_SALTY Elongation factor|G 25 QYEPHR 77 6 1 13.91 y5 829.40 109.161] 1504 |1 820.4p 10.08
[POALH3|EFG_SALTY Elongation factor|G 26 ASYTMEFLKYDADRAPNNVAQAV'E 677 25 8 44.32 | b9°b9bl2b13ydy5ysylp  2816.37 84.81p 638p9 | 339.48 4.59
[POALH3|EFG_SALTY Elongation factor|G 27 YLGGEELTEREIALR 236 17 3 24.33 y10y12y15 1978.00 74.068 50870 |3 6600 8.15
[POALH3|EFG_SALTY Elongation factor|G 28 GITITSAATTISGMAKQYEPHR 59 24 3 19.43 b8b10b13 2624.26 76.971 50334 | 4 6.85 -10.51
[POALH3|EFG_SALTY Elongation factor|G 29 AKPVLLEP'MIE\I/DEL\;TPEENTGDV 607 30 3 22.98 y5y6y8 3278.70 84.357 30959 |4 82043 5.14
[POALH3|EFG_SALTY Elongation factor|G 30 DTPAERHASDEESALAFK 303 20 3 23.03 b7bsy11 2204.0( 43.961] 16023 | 3 73534 -11.63
[POALH3|EFG_SALTY Elongation factor|G 31 INIDTPGHVDEVERSMR 83 21 4 14.38 b3b10y7°y7 2442.2 82.492 13737 | 3 .mn4 14.89
[POALH3|EFG_SALTY Elongation factor|G 32 NIGISAHIDAGRTTER 11 18 3 23.57 b10y3y4 1884.95 85.056 6990 2 942.98 0813.
[POALH3|EFG_SALTY Elongation factor|G 33 TKADQEK 423 7 4 38.34 b5*b5y5y6 819.43 31.584 5988 |2 410.2p 607.
[POALH3|EFG_SALTY Elongation factor|G 34 AKVTDIEGK 495 9 3 31.32 b6y3ys 960.54 22.933 5041 |2 480.77 22.9
[POALH3|EFG_SALTY Elongation factor|G 35| CarbamiddgietC(10 VLDGAVMVJV%AQVA?\‘?(VQPQSETV 104 28 4 17.94 b5b15b19y8 3062.5( 83.523 5019 | 3 1021)53 14.11
[POALH3|EFG_SALTY Elongation factor|G 36 QSGGRGQYGHP\I’(V'DMYPLEPGS 507 25 5 28.57 b3b5b8b9°h9 2686.34 92.279 2831 | 3 896.]2 13.18




[POALH3|EFG_SALTY Elongation factor 37 VWTDEESNQDTR"QiMGELHLD"V 446 28 4 12.01 b5b12*b12y4 3213.55 109.914 189 4 80414  9013.
[POALH3|EFG_SALTY Elongation factor 38 PhosphofjYgL1) VYSGVVNSGDTVLNSVK 337 17 4 23.92 boy7y8°y8 1817.81 04541 3763 | 2|  909.44 3.76
*|
[POALH3|EFG_SALTY Elongation factor 39 PhosphofjYEL3) INIIDTPGHVDFTIEVER 83 18 4 16.16| Pt bllyyaf’olo—mpo“ 2148.03 118.852 2711 | B 1074.52 -0.11
[POALH3|EFG_SALTY Elongation factor 40 |Carbamidomethyl*C(LOVLDGAVMVYCAVGGVQPQSETV 4, 24 3 19.43 b3b5b12 2637.24 95.322) 2230 3 879.16 17
;Oxidation+M(7) WR
[POALH3|EFG_SALTY Elongation factor M Oxidation-8yI( GVQAMLDA(;/I'L%YDL(EIEPVDVPA'N 273 30 5 14.73 b4b16y5y8°y8 3111.54 95.330 638 3 1037)87 822
[POALH3|EFG_SALTY Elongation factor 42 FYTGVNHK 31 8 0 1.88 965.48 55.311 9879| |2 483.24 -6.76
[POALH3|EFG_SALTY Elongation factor 43 LFYTGVNHK 30 9 0 1.88 1078.55 55.283 6431| [ 530.74 -12.11
[POALH3|EFG_SALTY Elongation factor 44 EFNVEANVGKRAYR 475 16 1 7.26 b10 1802.90 54.078 1571 |3 eoL6H -5.08
[POA7KO|RL1L_SALTY 50S ribosomal b2*b2b3*b3b6y2y3°y3y5y ! )
orotein L11 1 AQLQEIAQTK 103 10 17 88.84 | L e o nnyayey10 | 112961 39.612 77821| P 566.31 9.29
IPOA7KOIRLLL_SALTY 50S ribosomall -, AADMTGADIEAMTR 113 14 13 90.35 |PTO2YAYSVTYBYYBYOVIONL ) o) o5 58.104 61783 2 726.83 5.71
protein L11 1ly12°y12y14
'POA?KOlRLilrgzﬁLHlSOS ribosomall 4 GLPIPVVITVYADR 51 14 5 34.02 b3bdyly6y10 1512.84 o1.880| 132 | 2| 756.95 2.90
'POA?KOlRLilrgzﬁLHlSOS ribosomal -, TPPAAVLLK 72 9 3 31.32 bdysy7 909.57 54.955 46211 |2 455.29 752
'POA?KOlRLilrgzﬁLHlSOS ribosomall g SIEGTARSMGLVVED 127 15 5 30.42 bdy5°y5y13y14 1563.78 85.1 4009 | 2| 78239 6.48
. e b2b3b4b5y2y4y5y8y9y11|
IPOA2CS|RBSB_SALTY D-ribose-binding | ILLINPTDSDAVGNAVK 84 17 18 146.13 | 12°y12y13°y13%y13y14y1b 1739.96 71.561 100051 P 870.49 5.12
perlplasmlc protem y17
IPOA2CS|RBSB_SALTY D-ribose-binding IPVITLDR 107 8 7 55.27 y1y2ydy5y6y7y8 926.55 62.532 5087 2 6328 1476
periplasmic protein
- -
IPOA2CS|RBSB_SALTY D-ribose-binding LAATIAQLPDQIGAK 253 15 14 96.21 |P2D3P12YLY2y3ydyTyBYSr 5 g o6 67.145 49869 | P 755.43 105
periplasmic protein y9y10y12y15
IPOA2CS|RBSB_SALTY D-ribose-binding VIELQGIAGTSAAR 150 14 13 g0.g [PLPSYLYAYEYTYTYOYIOVIZ 4 par 2g 59.761 36544 2 693.39 2.82
periplasmic protein y12*y12yl4
|POA2C5|RBSB_SALTY D-ribose-bindin GLNVMQNLLTAHPDVQAVFAQN b4b6*b6b15b22y2y4yoy1ll
boripaamic protein 5 DEMALGALR 193 31 14 55.48 | e iovisyiayal | 333669 103.338 323290 B 11129 2.41
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ IAGDYIAK 135 8 4 41.73 y3y6y7y8 850.46 36.191 24492 |2 4257 9.90
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding 7 ELANVQDLTVR 70 11 6 37.82 b10y3y5°y5y6y11 1257.64 58434 736 | 2| 620.34 155
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ ADVMVVGFDGTPDGEK 231 16 5 20.29 b5°b5y10y11y14 1636.7p .8 14491 | 2| 818.89 6.34
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding o GDVVSHIASDNVLGGK 119 16 5 2521 b8b12y3yoy16 1567.8 523 3766 | 2| 784.40 -3.43
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding GEGFQQAVAAHK 166 12 4 27.01 b3bdy2y8 1242.67 35.081] 3215 |2 182 0.39
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding FNVLASQPADFDR 178 13 3 26.13 b12y4y5 1479.7 84.051 187 2 032 0.74
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding LVIK 201 4 1 13.16 v3 472.35 56.835 gs10| [1 472.35 -4.97
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ;5 GVEVADK 268 7 4 38.34 b3y5°y5y6 717.39 26.137 2675 |2 359.2p 537
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding , , FNVLASQPADFDRTK 178 15 3 26.89 y5y7y10 1708.8¢ 60.732 as| 3| 57029 -8.29
periplasmic protein




IPOA2CS|RBSB_SALTY D-ribose-binding ;5 GTKILLINPTDSDAVGNAVK 81 20 4 14.9 b3y3y9*y9 2026.09 563 16513 | 3| 676.04 1241
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ;o ALQTAGKADVMVVGFDGTPDGE |, 23 4 19.9 y7°yTyl2y14 2306.11 78.979 7781 |4  s577.d8 -10.5
periplasmic protein K
IPOA2CS|RBSB_SALTY D-ribose-binding 7 GEGFQQAVAAHKFNVLASQPADH g6 25 6 4033 | ysyoyl2ty12y13°y13 2703.3 97.869 520 3 mL| 1147
periplasmic protein DR
IPOA2CSIRBSB_SALTY D-ribose-binding 4 ADVMVVGFDGTPDGEKAVK 231 19 3 22.45 b3b6b8 1934.96 8o.468) 3312 | 2| 967.98 1.32
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ Oxidation+m(z) | CENVMQNLLTAHPDVQAVFAQN 193 31 4 2227 b7b8*b8y13 3352.70 90.890 2301 |3 11184 5.3
periplasmic protein DEMALGALR
IPOA2CSIRBSB_SALTY D-ribose-binding AGDYIAK 136 7 1 9.89 b6 737.37 36.219 2272 [ 737.37 -14.24
periplasmic protein
By o RO R
IPOA9YQICC_SALTY Cold shock-like | GFGFITPADGSK 15 12 17 159,04 P2D3PADSDEDEYSY3YAYRY g6 5o 65.011 255470 P 598.80 357
protein cC 6y7°y7y8y9y10y12
. b2b3b4b5b22y5+y5y6 Y6
IPOA9YQICC_SALTY Cold shock-like | GFGFITPADGSKDVFVHFSAIQGN 5 27 19 146.97| 7y9y10y11y13y21y22y23y 2843.38 87.772 68045 #  711.60 1151
protein cC GFK
25y27
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 4 DVFVHFSAIQGNGFK 27 15 6 32.8 b6b11y10y11*y11yl5 1665.84  4.007 17994 | 2| 83342 2.20
'POAQYQlCC‘—)rSO?;Kgo'd shoclclie | WFNESKGFGFITPADGSK 9 18 5 35.86 b12y3y6y7yll 1987.95 @85 | 25719 | 3| 663.32 4.42
IP67093|UG_SALTY Universal stress| | HATLPVLVVR 132 10 13 90.6 |PLP2D3DILADAYLYAYEYTY ), gg 60.788 110053] P  552.85 5.19
protein G 8y9y10
IP67093|UG_SALTY Universal stress| TIMPVDVFEMELSDK 3 16 12 73.63 | P203DAPLIYLY2YSYOVIZYL ) g og 104.968 85736 P 933.97 5.56
protein G 3yl4yl6
'P67093|UGBf£:;YGU”'Versa' stress| 3 NPSITTHLLGSNASSVVR 114 18 6 27.48 b2b13y5y0y10y18 1892.9  59.202 43103 | 4 618.33 7.44
'P67093|UG§£:;YGU”'V”S""' stress| LOTMVGHFSIDPSR 69 14 9 83.39| b4*babllydyayey7ysyl2  1587.|  64.069 80201 | 4 52003 -16.07
IP67093JUG_SALTY Universal stress| o HAEFLAQQDGVIHLLHVLPGSAS 22 28 6 26.46 b7*b7b12b13y6y8 3063.5 69.252 5665 | 4  766.64  9.441
protein G MSLHR
'P67093|UG§£:;YGU”'V”S""' stress| g TIMPVDVFEMELSDKAIR 3 19 10 106.6 b3y3y4y93gly°1y711y13y15yl 2207.13 101.091 64318| B 736.38 -7.63
[P67093]UG_SALTY Universal stress DVVNEMGEELDADVVVIGSRNPS o i ]
rotein G 7 T THLLGSNASSUVR 94 38 6 217 b3°b3y9*yoy13y14 3979.95 103.374 34448 | 5 796.80 -14.29
'P67093|UG§£:;YGU”'V”S""' stress| g MYKTIIMPVDVFEMELSDK 0 19 4 15.49 b10y5y9°yo 2289.10 9985 5067 | 3| 763.70 1141
'P67093|UGBf£:;YGU”'Versa' stress| 4 Oxidation+M(11) TIIMPVDVFEMELSDK 3 16 5 31.75 b4b5°h5yBy 1882.89 63.167 1599 | P 941.95 -14.20
'P67093|UG§£:;YGU”'V”S""' stress| 19 IMPVDVFEMELSDK 4 15 0 4.14 1765.85 104.970 1551 |2 88343 12.86
[P65889|PUR7_SALTY o )
Phohoribosylaminoimidazole- 1 LAEAGIPTQMER 60 12 15 113 65| P1P203DATDADSTDILEYEY 5 g oo 50.731 54051| P 658.34 -2.60
. ‘ 6y7y8*y8yoy10
succinocarboxamide synthase
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 2 QSLGGLIEAYEAVAHR 215 16 6 255 b2°b2yly5y7y10 1713.8] &5 37192 | 3| 57196 -11.68
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 3 | carbamidomethyl+C(7 LLSDTECLVK 72 10 6 29.47 b2b8°b&yg10 1177.62 53.848 36688 P  589.31 4.15
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 4 TVYSTENPDLLVLEFR 13 16 8 53.00| b2b3bdy3ydyllyl3ylp  1885.| 80.156 23536 | 4  948.50 5.92
succinocarboxamide synthase
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 5 LGVEEGMELNPPIFDLFLK 104 19 4 15.49 b5°bSboy14 2161.08 12D 3817 | 3| 72103 -19.32
succinocarboxamide synthase




|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 6 Carbamidomethyl+C(9 KLEMVPVECVVR 82 12 7 60.83 b5b10p3y7°y7y11 1458.78 62.688 34727 2 729.89 0.84
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 7 FRQSLGGLIEAYEAVAHR 213 18 3 16.16 b13y7y13 2017.0 79.885 23663 3 673.02 -5.51
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 8 TVYSTENPDL(L;XLREFRNDTSAGD 13 26 5 275 b15y3y7y11y20 2840.39 81.380 13129 3 947.47 6.4
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 9 NDTSAGDGARIEQFDR 29 16 3 26.17 y6y12y13 1751.7 72.553 227 | 3 584.60 -1.46
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 10 LEFGLYKGEVVLGDEFSPDGSR 177 22 3 22.64 b4y13y14 2414.17  6.589 5070 4 604.30 -7.89
succinocarboxamide synthase
|P65889|PUR7_SALTY j i
Phohoribosylaminoimidazole- 11 GEVVLGDEFSPDGSRLWDK 184 19 11 84.6 b3b4 b4bﬁ)§3b191 b9b10b31 2106.04 76.878 3493 702.69 13.91
succinocarboxamide synthase yLLy
|P63411|ACKA_SALTY Acetate kinasg 1 Carbamidomethyi4) MLNKPVEELN”TRCHLGNGGSVSA 195 26 5 12.5 b2b8°b8b10y14 2822.4 78.235 2294 4 706.86 19313
%
|P63411|ACKA_SALTY Acetate kinasg 2 EGTRPAVVIPTNEEIAQDASR 374 23 14 89.14 b8b%b14b1?b20 b20ySy@y 2465.31 69.724 21037 B 822.44 2.67
7°y7y14°y14y15y23
|P63411|ACKA_SALTY Acetate kinasg 3 LGVLGFEVDHER 348 12 6 51.06 b1b7y3y8y9y10 1370.69 68.04( (0]0/7¢] 3 457.57 -14.78
|P63411|ACKA_SALTY Acetate kinasg 4 SGDIDPAIFHLHDTMSVDQINK 243 25 3 22.34 b13b14y17 2736.35 89.230 290. 3 2.7 -5.98
|P63411|ACKA_SALTY Acetate kinasg 5 DSASFAPLHNPAHLKEHALK 114 22 6 23.78 b5°b5b6°b6b11°b11 2272.21 83.094 104083 758.07 -0.97
|P63411|ACKA_SALTY Acetate kinasg 6 Carbamidomethyhd) FA”DAVNGDEXLRSGLAECFHLPE 17 26 3 12.5 b3b13y11 2907.37 112.367 6997 3 969.719 -10.4
|P63411|ACKA_SALTY Acetate kinasg 7 YGAHGTSHFYVTQEAAK 178 17 4 24.33 y5°y5y7y13 1866.87] 50.765 5669 3 622.96 -1.1
|P63411|ACKA_SALTY Acetate kinasg 8 LDAVVFTGGIGENAAMY 324 18 3 16.16 b4y4y6 1819.93 83.440 4854 2 910.47 -3.2
|P63411|ACKA_SALTY Acetate kinasg 9 Carbamidomethyi4) ESGLLGLTEVTSDCR 272 15 3 26.89 y8y9y11 1636.7p 72.70 356 3 546.26 -16.71
|P63411|ACKA_SALTY Acetate kinasg 10 Carbamidometfyh9 FA”DAVNGDEA\Q';GLAECFHLPE 17 28 3 22.22 b15y11y12 3148.59 98.952 3357 4 787.90 5.4
|P63411|ACKA_SALTY Acetate kinasg 11 CarbamidometByB) AMDVYCHRLAK 301 11 3 25.08 b3y7y9 1363.65 47.947 5671 3 5582 -5.55
|P63411|ACKA_SALTY Acetate kinasg 12 YlGSYTAL“éﬁiE;BQVVFTGGIG 312 30 3 11.63 b5b7y10 3147.57 113.652 2891 3 1049.86 2.1
|P63411|ACKA_SALTY Acetate kinasg 13 LDAVVFTGGIGEKNAAMVRELSLG 324 24 3 23.41 b3b4b9 2447.28 75.226 24171 3 816.43 -4.6
|P63411|ACKA_SALTY Acetate kinasg 14 Carbamidometfyh8 MLTKESGLLGLTEVTSDCR 268 19 6 37.16 b8°b8y9°y9y10y11 2110.05 62.060 1549 704.02 1.04
|P63411|ACKA_SALTY Acetate kinasg 15 Phosphoryl ST)Y(] LDAVVFTGGIGENAAMVR 324 18 3 16.16 b7y7y10 1899.88 59.958 143 2 950.44 -8.22
IQ7CPKOJUGPB_SALTY sn-glycerol3) TGYLPITTAAYELTR 343 15 13 104.12|P3P4P7DLOVLYAYSVBYTYONY 4 g0 g9 85.468 98273| P 83545 358
phohate-binding periplasmic protein uggB 9y11y15
|Q7CPKOJUGPB_SALTY sn-glycerol-3 . " )
phohate-binding periplasmic protein ugdB 2 LGNMPQIR 389 8 8 68.8 b3b6y4y5y7*y7y8*y8 928.49 48.339 5665( 2 464.75 10.25
IQ7CPKOJUGPB_SALTY sn-glycerok3) 4 TIVDEELESVWTGKK 397 15 8 41.22| b2bsy3ydysyl3°yldylh 178 76.179 44660 | 4  578.63 -10.42
phohate-binding periplasmic protein uggB




|Q7CPKOJUGPB_SALTY sn-glycerol-3 AIKPVYEVFKDAGINFDESQFVPT .
ohohato-binding periplsmic protei ugs 4 VAGYYTDAK 99 33 9 40.38 | blyly5°y5y7y8yl0y11y33  3682.8f 94.08 373 2228.29 10.08

- - °| P
IQ7CPKOJUGPB_SALTY sn-glycerok3) o TGNAPAILQVYEVGTATMMASK 77 22 9 49.25 | PIDSDI2YSYTYOYI2VIAYR s 15 94.762 241901 2 1127.08 12.68
phohate-binding periplasmic protein uggB 2
IQ7CPKOJUGPB_SALTY sn-glycerok3) ¢ FNQANPDYK 47 9 6 31.32 b7y2ydy5°y5y9 1096.5( 29.216 2144 2 4885 557
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok3) — ; SGHLLSQPFENSSTPVLYYNK 132 20 6 28.73 b2b3b6y6y7y20 22821  68.870 18143 | 4 75138 173
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3) o SGHLLSQPFNSSTPVLYYNKDAFK 132 24 7 20.79 b3b4b7blly7*gdy | 2713.33 107.107 18016| B 679.09 12,51
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3) o TIVDEELESVWTGK 397 14 6 55.35 b8b13y6y10y1lyl12 1605.81  .989 14514 | 2|  803.41 7.07
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) FNYGVGMMPYDADIK 282 15 7 75.49 | bsy7yByl0y11y12y13 1728. 75.307 13380 | 4  860.89 6.31
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok3) ;| oo midomethyl+C(d)  FYNGDCAMTTASSGSLANIR 258 20 4 2. yAy12y13y20 2135.97 61.858 9730| |2 10684 9.60
phohate-binding periplasmic protein uggB

- - % 0 3
IQ7CPKOJUGPB_SALTY sn-glycerok3| —,, FLDFLAKPENAAEWHQK 326 17 10 65.24 [PBYSYAYSYLOYIOVIIVIIE 55 gq 73.872 104652 kB 51175 19.23
phohate-binding periplasmic protein uggB yl1ly13
IQ7CPKOJUGPB_SALTY sn-glycerol-3) QMLNKPPLPFTK 374 12 3 30.23 yay6y7 1413.77 61.874 5010 3 @31| -15.02
phohate-binding periplasmic protein uggB
|Q7CPKOJUGPB_SALTY sn-glycerol-3 HTALGLALSLAFTGQALAVTTIPF d 1 )
ohohate-binding periplasmie protem ol 14 WHSMEGELGK 5 34 3 16.86 b3bgb12 3567.85 102.319 11781 | 4 892 4.1
IQ7CPKOJUGPB_SALTY sn-glycerol-3) AIKPVYEVFK 99 10 3 37.71 y5Y6Yy7 1193.68 60.329 7376| |3 39856 1217
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) 5 GAPQNAIGGASLWVMQGK 297 19 3 24.67 y11y13y14 1897.9 1929 6348 | 2| 949.50 174
phohate-binding periplasmic protein uggB

- - ki
IQ7CPKOJUGPB_SALTY sn-glycerok-3| ~,; NNGFDGTDAVLEFNKPEQVK 212 20 9 86.6 | PAYSYSYSYTYIOVIYI6YE 500 19 66.216 5587 1111.54 11.76
phohate-binding periplasmic protein uggB 8
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g HIALLEEMNK 232 10 3 20.47 b3b4y5 1197.61 58.892 4279 |2 59931 -18.86
phohate-binding periplasmic protein uggB

- . © *|
IQ7CPKOJUGPB_SALTY sn-glycerok-3| g AGLDPEQPPKTWQELADYTAK 157 21 14 111,57 P3PADSDE"DELTDTOBYAS o006 73.383 74035 B 786.72 135
phohate-binding periplasmic protein uggB y5y11y14y17
IQ7CPKOJUGPB_SALTY sn-glycerol-3) EQGYYDKNPGADIATR 358 16 5 55.58 y3ydy5y8y9 1797.83 489 | 50285 | 3| 599.95 -8.89
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3| TPQQALDTAVDRGNQLLR 412 18 3 16.16 b4b10y15 1996.06 6207 | 43745 | 3| 666.02 5.44
phohate-binding periplasmic protein uggB
|Q7CPKOJUGPB_SALTY sn-glycerol-3 AIKPVYEVFKDAGINFDESQFVPT . ]
Dhohate-bindig periplasmie protom ugls 22 VAGYYTDAK 99 33 5 23.66 y6°y6y11y13y19 3682.79 87.255 3899 5 737 2.00L




|Q7CPKOJUGPB_SALTY sn-glycerol-3

[ ALTY ; 23 TIVDEELESVWTGKK 397 15 3 26.89 b8b10b12 1733.8 94521 5@ | 2| 867.44 11.12
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) EVDSLAQRFNQANPDYK 39 17 5 23.85 b6b8*b8y11y15 199495 . BF 4402 | 3| 6665.66 2.51
phohate-binding periplasmic protein uggB
|Q7CPKOJUGPB_SALTY sn-glycerol-3 FLDFLAKPENAAEWHQKTGYLPIT
ohohate-binding periplasmie proten ol 2> TAAVELTR 326 32 3 17.15 b4b6b10 3694.9( 123.804 312 3 1232B31 35
IQ7CPKOJUGPB_SALTY sn-glycerol-3) ¢ Oxidation+M(16) GAPQNAIGGASLWVMQGK 297 19 6 32.82) bb6y3ydyll 1914.00 69.692 3808| |2 957.50 4.66
phohate-binding periplasmic protein uggB
%
[POALPS|GLRXL_SALTY Glutaredoxin-IL 1 TVGKPVETVPQIFVDQ 50 17 11 57.38 b1b3b9y233;21y75y7y8y11y 1885.03 65.606 20326 B 629.01 7.38
Carbamidomethyl+C(11)
[POALP8|GLRX1_SALTY Glutaredoxin-L. 2 |:Carbamidomethy+C(ll4  MFTVIFGRPGCPYCVR 0 16 5 29.29 b3b12b13°b13y4 1959.43 e8.52 6542 | 3| 653.98 -6.10
)
[POALP8|GLRX1_SALTY Glutaredoxin-L 3 ADLEK 45 5 3 27.07 b3°b3y4 575.30 29.395 4561 |1 575.3 1.1
Carbamidomethyl+C(11)
[POALP8|GLRX1_SALTY Glutaredoxin-l 4 |:Carbamidomethy+C(1l4 MFTVIFGRPGCPYCVRAK 0 18 5 27.48 b6°b6b7b11y6 2159.0 78.26| 2716 | 3| 720.37 8.48
)
[POALP8|GLRX1_SALTY Glutaredoxin-L 5 PQIFVDQK 59 8 0 4.52 974.54 65.601 6871| |1 974.5 451
|QOL6NL|METE_SALTY 5 o
methyltetrahydropteroyltrigutamate—- | 1 | Carbamidomethyi+C(7 LWVNPDCGLK 719 10 12 102.3})2b5b8b93g‘y163'7 Y7Y8Y8  1201.60 61.220 35032 2 601.30 183
homocysteine methyltransferase 2y
|QOL6NL|METE_SALTY 5 ohE AR AOH AR 7
methyltetrahydropteroyltriglutamate-- 2 QAGIDLLPVGDFAWYDHVLTTSL 52 31 17 105.53 b2b5*b5*b5b6°b6b7*b 7y 3351.80 119.930 34626 B 1117.94 7.14
. LLGNVPAR y5y6*y6y7y8y24y25y31
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltrigiutamate— |~ 3 LAAITAQDSQRENPYEVR 395 18 9 56.39 | P2D3Y2Y6Y13y14y1SVIBYL 6, ) 48.142 30267 B 687.68 7.34

. 8
homocysteine methyltransferase

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 4 Carbamidomethyl+C(1) CVKPPVVIGDISRPAPITVEWAK 515 23 9 3.82 | b2b3b4b6b7y4y15y20y2;3 2532.3 76.351 24628 3 844.80 3.37-
homocysteine methyltransferase

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 5 DALNSGETAALEEWSAPIQAR 360 21 3 21.02 y5y7y19 2229.1 &n9 22858 2 1115.06 13.03
homocysteine methyltransferase

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 6 LTWTQLLEEVDEALALGHK 137 19 8 48.93 b2°b2y2y4y6y9y12y15) 186.13 119.397 20001 B 722.71 -6.76
homocysteine methyltransferase

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 7 QAIIEQER 466 8 9 41.73 | b2*b2y4°ydy5°y5y6*y6yB 986.52 31355 12877 2 493.76 -8.66
homocysteine methyltransferase

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 8 Carbamidomethyl+C(1) CGELALLRDALNSGETAALEEWS 352 29 7 26.9 b6°b6yly3y5y6y8 3141.57% 104.65 12342 3 1647(8 1.94

homocysteine methyltransferase APIQAR

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 9 AQESYWAGNTTR 21 12 4 45.98 y5y7y8y9 1383.64 41.566 11620 2 92.82 -3.71
homocysteine methyltransferase

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 10 Carbamidomethyl+C(1) CGELALLR 352 8 3 36.9 b3b7y5 981.5) 61.213 10881 2 466.25 -8.26
homocysteine methyltransferase

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 11 DALNSGETAALEEWSAPIQARR 360 22 3 20.43 b4b11b13 2385. 5.886 8456 3 795.72 -9.72
homocysteine methyltransferase




|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

12

LAAITAQDSQR

395

11

36.4

b2b8b10°b10*b10y3y4

1173.6

L

387

7552

587.31

-9.78

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

13

Carbamidomethyl+C(§

) ALWVASSCSLLHSPIDLSVETR

315

22

8.96

b7b10ydy12

2441.25

80.622

1950

6

407.7

-1.60

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

14

YAQSLTDKPVK

538

11

49.14

bab7°b7b8*h8y3y10

1249.6

3461

26562

417.22

-17.49

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

15

Carbamidomethyl+C(1

1) GMLTGPVTILCWSFPR

549

16

25.5

b1#14

1834.94

100.255

17823

917.9

4.92

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

16

GWPETR

731

13.91

b3

745.37

58.826

1490

745.3

5.44

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

17

AALANMVK

737

50.49

b4y3y5y6

817.45

44.108

12850

409.23

15.31

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

18

ADLTEK

298

27.44

b3°b3y5

676.36

47.957

6361

676.3

13.34

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

19

GQQFR

132

13.53

y3*y3

635.32

42.388

4911

635.3

-2.64

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

20

SDWDAYLEWGVEAFR

611

15

26.89

y7y9y10

1843.8

70.394

282

N

922.44

19.60

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

21

HWEQQK

46

13.91

va4

855.42

139.663

2447

1

855.4

12.04

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

22

WFENTNYHYIVPEFSK

117

15

37.69

y3y4y6y10

1944.9

53.118

853

972.95

-14.62

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

23

DDVAELHQR

270

31.32

b4°bab7ys°y8

1082.5]

31.634

1641

1.%8

-13.42

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

24

FKLPAWPTTTIGSFPQTTEIR

420

21

22.5]

b3y4y13*y13y15

22%

88.324

40187

797.76

-2.55

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

25

GRAPTGEPAAAAEMTK

101

16

51.33

b7b8b9b11y7y9

1557.7

.356

17639

519.92

-10.97

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

26

VKGEPFDR

172

33.95

b7y5y6

947.50

41.670

1663|

2

474.7

4 6.6

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

27

Carbamidomethyl+C(§

)ALWVASSCSLLHSPIDLSVETRLD
TEVK

315

28

12.01

b12b14y5°y5

3126.63

103.52

416

782.

1

5.7

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

28

GNLDANHYRTGIAEHIK

449

17

24.33

b3b8b11

1908.97

76.106

873

954.99

-0.45

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

29

RGIEWVQIDEPALVLELPQAWLDA
FKPAYDALAGQVK

200

37

15.05

b12*b12y8y13y21

4150.14

136.53%

376

1884

-9.41

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

30

KAQESYWAGNTTR

20

13

21.36

b4°b4y6°y6y8

1511.7

35.924

378

756.36

-4.12




|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 31 GWPETRAALANMVK 731 14 3 27.76 b7b8b11 1543.81 60.800 1704 2 772.41 5.46
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5- .
methyltetrahydropteroyliriglutamate— | 32 |Crbamidomethy+CLGMLTGPVTILCWSFPREDVTRET) ¢/ 26 3 125 b4b11y12 3057.53 115.083 4721 |4 76514 14.05
. ;Phosphoryl STY(13) AK
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5- )
methyltetrahydropteroyltrigutamate— |~ 33 Car?g)?&ict’i?:fm;:(l ) GMLTGPVTILCWSFPR 549 16 3 24.33 b13y7y8 1850.94 102.025 5180 2| 925.97 6.13
homocysteine methyltransferase ’
|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 34 YWAGNTTR 25 8 0 2.64 968.44 41.540 1712 1 968.44 -14.14
homocysteine methyltransferase
|Q8ZQS2|GPMA_SALTY 2 1 AIHTLWNVLDELDQAWLPVEK 62 21 14 648 b4 b4t))/15§231/;)):;¥;9y2y4 ¥ 2490.30 117.997 52785 B 830.77 -1.37
|Q8ZQS2|GPMA_SALTY 2 2 VIPYWNDTILPR 160 12 6 30.23 b2y2y5y9y10y12 1486.8 82.209 5781 2 743.91 1.15
|Q8ZQS2|GPMA_SALTY 2 3 GFAVTPPELTKDDER 117 15 7 38.3p b3t 2b13y5y9y15 1674.83 63.779 7846 3 558.9p -4.81
|Q8ZQS2|GPMA_SALTY 2 4 EEGFSFDFAYTSVLKR 46 16 4 25.5 y248y12 1895.93 105.293 3853 2 948.47 6.95
|Q8ZQS2|GPMA_SALTY 2 5 LLKEEGFSFDFAYTSVLK 43 18 3 25.04 8 2094.08 58.011 5294 o 524.28 1.17
|Q8ZQS2|GPMA_SALTY 2 6 FTGWYDVDLSEKGVSEAK 21 18 6 32.2 §H9y4°y4y13 2030.99 92.154 4834 2 1016.0D 11.42
|Q8ZQS2|GPMA_SALTY 2 7 ENRFTGWYDVDLSEK 18 15 4 26.7 b3 1858.88 84.348 3463 B 620.30 12.61
|Q8ZQS2|GPMA_SALTY 2 8 HYGALQGLNKAETAEK 90 16 3 17.8 b6yl 1729.88 91.422 1711 p 865.44 -6.70
|Q8ZQS2|GPMA_SALTY 2 9 GFAVTPPELTKDD 117 13 1 7.3 y4 1389.6) 63.787 7052 2] 695.34 -10.19
'POAlRS'D‘)Brgtzf:bTJetzNA'b'”d'”g 1 NPQTGKEITIAAAK 61 14 9 43.74 | b7T*b7yly2y3yayeysyld 14487 37.055 45037 | 4 481.26 -14.90
|POALR8|DBHB_SALTY DNA-binding ALDAIIASVTESLKEGDDVALVGF 9
protein HU-beta 2 GTRAVK 23 30 9 65.54 |  b4b5yly3y4y6y7y8y19 3036.62 136.20f 18933 | 3 1288 3.06
IPOALRS|DBHB_SALTY DNA-binding | ALDAIIASVTESLK 23 14 3 21.43 b4°babs 1430.81 98.812 5652 |2 15m1 171
protein HU-beta
IPOALRS|DBHB_SALTY DNA-binding | -, IAAGADISK 9 9 5 66.17 bay3ydy7y8 845.46 28.927 230276 |2 4m2| -19.92
protein HU-beta
|POALR8|DBHB_SALTY DNA-binding ALDAIIASVTESLKEGDDVALVGF i
protein HU-beta 5 GTFAVK 23 30 3 22.98 y3y7y8 3036.59 123.885 2965 4 759.90 7.24
|POA2C7|POTD_SALTY j j .
ermidine/putrescine-binding periplasmi¢ 1 EGGIFWMDSLAIPANAK 249 17 9 35.24 b5*p5b12 b1127y5 ySyl2yls 1819.92 94.337 46115 p 910.46 8.25
protein y
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 2 LlNFLLRPDVAI;i\éAETIGYPTPNL 273 28 6 17.94 b2b3y6y8y13*y13 3081.61 99.108 44870 4 771.17 -13.55
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 3 QAGTPLEVVWPK 237 12 3 23.03 b10y5y8 1324.73 75.861 34493 2 62.87 -0.65
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 4 EVAETIGYPTPNLAAR 285 16 8 59.78 b6b8°b8y1y8y9y10yl 179 61.812 29770 2 851.45 4.66
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 5 QAGTPLEVVIYDVAPNKAEISGIFWMDSLA 237 29 8 26.03 b7b8*b8b13y2y3y5*y5 3125.64 105.18 14849 3042155 9.14
protein
|POA2C7|POTD_SALTY
. . L . LTNFHNLDPEMLNKPFDPNNDYS i
ermldlne/putres‘;:rlggizlnd|ng periplasmi 6 VPYIWGATAIGYNSDAIDPK 103 43 9 42.77 | b2b8b13b24y2y7y8y10y11  4803.33 95.45p 13774 1201.59 5.29
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 7 TITSWADLWKPEYK 146 14 6 62.04 b9y4y5y7y9yl11 1737.8 8597 62814 3 579.96 -13.63
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 8 VIYSTYESNETMYAK 53 15 3 18.81 b3b8y8 1798.83 52.320 8392 2 9982 5.77
protein




[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 9 EGMIQK 92 6 1 13.91 b4 705.36 41.526 4382 1 705.3 -5.54
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 10 LGYSGNTTDPK 179 11 4 42.59 b7b8b9y9 1152.54 31.084 349 2 .6 -8.37
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 11 KLMSEY%T@SQ;:E\TZQAEGE 200 37 5 10.93 b13°b13y13°y13y25 4010.9p 110.79 477 3 .6337 0.43
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 12 DGAYDLVVPSTYYVDKMR 73 18 3 23.32 b3b8b12 2092.01 81.193 054 2 1046.51 1.98
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 13 LGYSGNTTDPKEIEAAYEELK 179 21 3 14.38 b7y5y12 2328.17 1280 3782 3 776.71 -1.15
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 14 QAGTPLEVVIYDVAPNKAEISGIFWMDSLA 237 29 4 17.5 b3b13b21y5 3125.57% 113.64 3162 3 1042)53 3145
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 15 Phosphoryl STY(10) EVAETIGYPTPNLAAR 285 16 6 52.3 b6B7b8b9y8 1781.86 56.310 26767 3 594.6. 13.56
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 16 Phosphoryl STY(10) SLYPDAQTISK 312 11 5 28.09 b8°b815986 1302.60 31.154 1975 p 651.81 12.28
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 17 Phosphoryl STY(6) EIEAAYEELK 190 10 3 37.71% b3b4b5 1554, 28.750 1667 2 637.78 1.25
protein
H %y
IPOA2ASIRLL_SALTY 50S ribosomal | VVGQLGQVLGPR 122 12 14 85.91| PLDZDOSYLY2Y3VAYSYTYTY 1555 25 59.795 96125 2 611.86 5.59
protein L1 8y10*y10y12
[POA2A3|RL1_SALTY 50S ribosomal b3°b3ba°bab13y3y7*y7ydy )
orotoin L1 2 VGTVTPNVAEAVK 141 13 15 98.06 | g0 ontovioizyts | 128471 48.859 92647| P 642.86 0.95
'POAZAglRLt—ri’Q;TLSOS ribosomal| VAVFTQGPNAEAAK 74 14 5 45.76 y7y8y10yllyl4 1402.73 45913 84288 | 2| 70187 -0.61
'POAZAglRLt—ri’Q;TLSOS ribosomal |, FNESVDVAVNLGIDAR 37 16 3 17.8 b4b14y5 1718.87, 77.696 6424 | 3 573.63 1.56
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal| AAGAELVGMEDLADQIK 88 17 5 54.71 y7yoy10y11y12 1730.87 g3 14167 | 2| 865.94 5.36
IPOA2ASIRLL_SALTY 50S ribosomal | ¢ GATVLPHGTGR 60 11 12 86.21 | D3'D3D4DADSDEVAYAYRY ) e o7 30.043 14083| » 53329 -8.48
protein L1 6°y6y7
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal | KGEMNFDVVIASPDAMR 105 17 7 35.24|  b5*b5b10°b10ydy5y7 1898 41.064 44567 | 3 627.30 -12.34
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal | g Oxidation+M(9) AAGAELVGMEDLADQIK 88 17 4 24.33 b5°bsb71a1 1746.88 77.479 12826| P 873.94 9.92
'POAZAglRLt—ri’Q;TLSOS ribosomal | g Oxidation+M(9) AAGAELVGMEDLADQIKK 88 18 5 33.47 b5°bSba2b13 1874.93 77.502 8926| B 625.65 -12.70
IP22107|]TRAT_SALTY TraT complement NTSDKDMSDLQSLIAK 58 16 9 51.33 | bobl2y2y3ydy5yoryliyl6 GES5 66.243 73439 589.29 7.12
resistance proteln
IP22107|]TRAT_SALTY TraT complement ATVTTDNVAALR 177 12 9 81.81 | b3°h3bdydy5y6y8yoyld  1231.66 46.276 43015 | 2  616.33 -4.06
resistance proteln
IP22107|]TRAT_SALTY TraT complement NTSDKDMSDLQSLIAKDIQAK 58 21 7 14.38 b5yly2y3*+y3y19y21 22.16 76.079 41845 774.39 2,63
resistance proteln
IP22107|]TRAT_SALTY TraT complement GYTVVTSPDK 79 10 8 57 b2b3°b3b9y4dy5y6y10 1066.54 36.767 am2| 2| 53377 -3.89
resistance proteln
IP22107|]TRAT_SALTY TraT complement FEEAKPVLEEQLAK 223 14 5 11.37 b2b10°b10y9y14 1630.8f 520 | 11412 | 2| 815.04 2.47
resistance proteln
IP22107|]TRAT_SALTY TraT complement AYYWIQANVLK 89 11 3 25.08 b7y6y8 1368.73 78.041 25071 |2 esas8 2.41
resistance proteln




IP22107|]TRAT_SALTY TraT complement IQTSTETGNQHK 196 12 7 37.23 b7°b7b8y4*ydy7*y7 1343.67 FR9 1755 | 2| 672.34 8.81
resistance proteln
IP22107|]TRAT_SALTY TraT complement ¢ VNLKFEEAKPVLEEQLAK 219 18 5 25.72 b8*b8y3y7y9 2085.15| 631 43350 | 3| 695.72 -4.92
resistance proteln
IP22107|]TRAT_SALTY TraT complement ¢ GYTVVTSPDKAYYWIQANVLK 79 21 4 19.74 b3b12y5y9 2416.24 amo 35409 | 3|  806.09 -4.55
resistance proteln
IP22107|]TRAT_SALTY TraT complement TKATVTTDNVAALR 175 14 3 28.55 y3y5y10 1460.79 69.682 7797| 2| 730.90 -10.19
resistance proteln
IP22107|]TRAT_SALTY TraT complement MDLRESQGWLNR 103 12 5 45.98 b4b6b10b11°b11 1504.12 136.484 1813 | 1| 1504.72 6.90
resistance proteln
[P22107|TRAT_SALTY TraT complemefit ,,  |CarbamidomethykC(16] MMVTLVSSTLALSGCGAMSTAI 5 - 5 2234 b5y10y11 »586.38 76,085 ssrian |3 seado 6.6
resistance protein ;Oxidation+M(19) KK
[P22107|TRAT_SALTY TraT complemefit ;. |CarbamidomethykC(16] MMVTLVSSTLALSGCGAMSTAI 5 04 . 131 b6 b6y15y17 p458.24 96,002 s1ed |4 6154 0.04
resistance protein ;Oxidation+M(19) K
|054297|RSSF§$T;1303 ribosomall AALELAEQR 156 9 8 46.61 b3yly2ydy5y6°y6y9 1000.53 43921 382 | 2| 50077 11.96
H *y
1054297|RSA_SALTY 30S ribosomall VVNIASYQVSPNDVVSIR 128 18 13 99.49 | P12D15YAVBYSYIOVILYIL g6 o7 72.913 33353 2 980.54 8.41
protein S4 y13*y13y14y16y18
1054297|RSA_SALTY 30S ribosomall VVNIASYQVSPNDVVSIREK 128 20 9 53.85 | PSPIAYSYIOVLIVIZVISVE )15 49 66.777 22097 B 739.73 2.97
protein S4 9y20
|054297|RSSF§QET;13OS ribosomall | o hamidomethyi+C(l CKIEQAPGQHGAR 31 13 5 46.88 b4bEly8b 1451.70 57.454 13570 B 48457 -11.94
IP02936|OMPA_SALTY Outer membrape ;| o nidomethy+C(18)  GMGESNPVTGNTCDNVKPR 302 19 16 250 PSY2YBYSYTYBYOVLLYLIML 1o g 38.213 83163 B  678.30 -11.59
protein A 2y13°y13y14y15y17y19
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape GVKDVVTQPQA 339 11 9 53.91 | b4°bab6bs*bsylydyeyll 114161  7.787 50605 | 2| 57131 -8.13
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape 5| - midomethyl+C(6 AALIDCLAPDR 321 11 11 8399720306 b6y131y4 YAYSYIYEY 1514 62 62.682 30403 2 607.81 -3.22
'POZ%GlOMPAp—rig'i‘JX Outer membrape LGYPITDDLDVYTR 103 14 3 28.55 yay7y9 1640.82 76.810 1286 2 820.91 0.37
'POZ%GlOMPAp—rig'i‘JX Outer membrape o | o - midomethyl+C(6 AALIDCLAPDRR 321 12 4 27.01 b5beyTT° 1370.72 41.619 4569 | B 457.58 -1.16
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape o AQSVVDYLISK 281 11 3 36.84 y7y8y9 1222.66 72.784 3089 2 el 2.80
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape FGQQEAAPVVAPAPAPAPEVQTK 194 23 3 13.49 bay8y10 230325  .635 7279 | 2| 115213 19.72
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape g DGSVVVLGFTDR 255 12 4 23.03 bdy5°y5y10 1264.6 87.799 2680 2 | 632.84 21.24
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape g IGSDAYNQGLSEK 267 13 4 21.36 b6b8*b8y11 1381.6 110677 376 | 2| 691.32 20.76
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape GIPSDKISAR 292 10 3 34.7 y3y7y8 1043.54 32.224 1870B | 2 52229 -7.37
'POZ%GlOMPAp—rig'i‘JX Outer membrape IGSDAYNQGLSEKR 267 14 4 25.42 b3bdy11°y11 1537.78 63.158 2625 | 2| 769.39 12.86
. b3°b3b9°b9*boy1y3ydy5yh
|P67904|RS‘1)?£QLSTI0303 ribosomal LIDQSTAEIVETAKR 16 15 19 164.14|°y6y7y8y9y10y11y12y13yl 1673.88 52.755 111531 B 558.63 -14.80
5
. 5 v
IP67904|RS10_SALTY 30S ribosomal LIDQSTAEIVETAK 16 14 14 90,2 |P2D3DADSY2yAyAYSYOYRY 5,7 g4 56.279 64277 2 759.41 0.88
protein S10 10°y10y11lyl4
|P67904|RS‘1)?£QLSTI0303 ribosomal 4 LVDIVEPTEK 72 10 8 79.11 b2b3y3ydy6y8y9y10 1142.6 52519 43 | 2| 57181 7.37
|P67904|RS‘1)?&§QLST Iosos ribosoma) LIDQSTAEIVETAKR 16 15 3 26.89 b3b7b11 1673.91 49.791 58898 4 | 419.23 2.99
|P67904|RS‘1)?&§QLSTI0303 ribosomal g GPIPLPTRK 37 9 4 46.61 b3y4dy5y6 978.60 43.577 |3IP | 2 48940 1042




|P67904|RS‘1)?&§£LSTI0303 ribosomal ¢ RLVDIVEPTEK 71 11 7 66.65 b3b4b7ydy5°y5y6 1298.7 51200 o0&8 | 2| 649.87 -3.29

IPOA7XO0|RSE_SALTY 30S ribosomal) SMQDPIADMLTR 1 12 14 160.27| P2030ADIDI0Y3Y4YSYEYEY ) 077 oo 78.827 108518 P 689.33 -0.44
protein S8 9y10y11ly12

'POA?XOleiF;gETSYSSOS ribosomal| AAVTMPSSK 22 9 3 39.1 y3y6y7 891.46 31.983 866094 |2  446.2B 60.9

. - - —

IPOA7XOIRSE_SALTY 30S ribosomal) AVVESIQR 69 8 13 64.03 |P2PEDOYLY2'V2YSyaySYb o) o 33.364 58533 | ©  451.25 -12.80
protein S8 y6y8*y8

IPOA7XO0|RSE_SALTY 30S ribosomal) VSRPGLR 77 7 4 41.35 b5°b5y4y6 784.47 22.975 2187 | 2 39274 5871
protein S8

o0

IQ7CPE2IATPB_SALTY ATP synthasq QLDPLVVGQEHYDTAR 343 16 14 104.63| P2 D2Y3Y3Y4YSYBYBYOYID )04 oo 58.459 73881 B 614.31 -8.29
subunit beta y10y11y16*y16

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ VALTGLTMAEK 219 11 8 102.75 |  b3y3ydy5y7y8yoyl0 1133.62 58 52004 | 2| 567.31 571

'Q7CPE2|ATEU%—U?]QETQLATP synthasg TVNMMELIR 156 9 7 55.64 b2°b2y3y5y6y7y9 1106.56 76.536 a220| 2| 553.78 -8.49

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ YTLAGTEVSALLGR 247 14 9 31.75 | blb2°b2boy2y6ylOyllyiid 04D 80.606 40208 | 2 725.90 0.17

'Q7CPE2|ATEU%—U?]QETQLATP synthasg GLDVKDLEHPIEVPVGK 65 17 7 16.93 b3b9°h9y1y2y12y17 1848.9|  67.906 35700 | 3  615.67 1032

'Q7CPE2|ATEU%—U?]QETQLATP synthasg ¢ AAPSYEELSNSQELLETGIK 112 20 4 23.03 b12b13y4y20 2179.00  4.519 34884 | 2| 1090.05 10.64

IQ7CPE2JATPB_SALTY ATP synthas¢ GIMEGEYDHLPEQAFYMVGSIDE| . I o320 |P2OAYEYEYEYOYLIyIdy 100.298 sza1| B 101081 .
subunit beta AVEK 27

'Q7CPE2|ATEU%—U?]QETQLATP synthasg g TIAMGSSDGLRR 53 12 6 23.03 b2b11yly4y10y12 1263.644 37.706 3953 | 2| 63233 -2.99

'Q7CPE2|ATEU%—U?]QETQLATP synthasg g VGLFGGAGVGK 145 11 8 37.82 b2b9yly2ydy7y8yll 961.54 50.640 33956 | 2| 481.27 5.78

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ QIASLGIYPAVDPLDSTSR 324 19 6 39 yayl1y12°y12y13y19 203 81.242 32725 | 4 1002.04 12.19

aor 5

IQ7CPE2IATPB_SALTY ATP synthas¢ FLSQPFFVAEVFTGSPGK 399 18 12 44,64°2037P30IDOVBYTYOYOML 4 5eq ) 100.303 28213 P 97951 7.86
subunit beta 6°y16y18

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ VYDALEVQNGNEK 25 13 7 21.36 | b3y2yseysylieyllyls|  1478.72 45.133 25856 | 2| 739.86 2.23

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ 13 | carbamidomethyk+C(d) VIDLMCPFAK 132 10 6 40.4 b2b6bEELO 1193.61 81.344 24721 P 597.31 0.72

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ NIAIEHSGYSVFAGVGER 165 18 5 33.47 y5y10y11y13y18 19069  66.644 13107 | 4 63598 5.19

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ¢ MPSAVGYQPTLAEEMGVLQER 261 21 3 14.38 b7ydy6 2306.14 gz2 | 25109 | 2| 115357 10.16

|Q7CPE2/ATPB_SALTY ATP synthasd TGSITSVQAVYVPADDLTDPSPAT] o
bt bt 16 S EAHLDATVVLSR 287 37 4 23.26 b6b8°b8bY 3816.0 89.678 12637 | 5 764.00 16.1

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ VSLVYGQMNEPPGNR 202 15 3 26.89 yeylly12 1660.8p 67.60 4830 | 3| 55427 -4.78

IQ7CPE2IATPB_SALTY ATP synthas¢ o YQELK 367 5 1 1353 b4 680.37 45.808 2035| |1 680.37 5.29
subunit beta

IQ7CPE2IATPB_SALTY ATP synthas¢ 15 | o) o midomethyi+C(2f) 7S Y EELSNSQELLETGIKVIDLM| 1, 30 12 90.37 |PO"POLTDBYAYSYBYTYBYLlY 5ags 6o 121.228 38780| B 1118.51 5.61
subunit beta CPFAK 16y28

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ 5 Oxidation+M(11) IMNVLGEPVDMK 87 12 4 23.03 b6b9°hoy4 1R68 34.069 24926 | 3 45457 3.32

'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ 5, Oxidation+M(4) TIAMGSSDGLR 53 11 4 37.82) b3b5b6y9 1125  88.150 6125 | 1 112353 -8.15

IQ7CPE2IATPB_SALTY ATP synthasq  ,, | Carbamidomethyi+C(6); VIDLMCPFAK 132 10 3 27.71 b5y5y8 1209.58 60.828 4733 |3 40387 -1362
subunit beta Oxidation+M(5)

IQ7CPE2IATPB_SALTY ATP synthasg GYSVFAGVGER 172 11 0 4.9 1141.56 66.677 2064 2 57128 6.1
subunit beta

'Q7CPE2|ATEU%—U?]QETQLATP synthase AMGSSDGLRR 55 10 0 2.64 1049.51 37.713 14947 |2 52526 16




'Q7CPE2|ATEU%—U?1QEELATP synthase g DVKDLEHPIEVPVGK 67 15 6 34.64 b4b7°b7b8b11°b11 167499  7.885 4011 | 3| 558.97 -8.60
'Q7CPE2|ATEU%—U?1QEELATP synthase g QLDPLVVGQEHYDTAR 343 16 0 4.14 1822.88 58.481 2406 |3 6083 -12.32
'POAls“'ST":r/;‘t—eSinA;& DNA-binding | MNLMLQNLNNIR 0 12 9 57.82 | b2b3b4bOyatyeyoylOylp 147371  6.912 19580 | 2|  737.39 0.17
IPOALS4|STPA_SALTY DNA-binding |, ADGINPEELFAMDSAMPR 66 18 12 66.72| P2P3PBDLLDLIDIS®DISYD ) oy o 89.615 19490| P2 982.46 12.93
protein stpA y4y8y10y14
IPOALSA|STPA_SALTY DNA-binding | EFSIDVLEEMLEK 19 13 3 30.6 b5b8b12 1581.74 104.404 10276 | 2 1.39 3.32
protein stpA
'POAls‘”ST;f)‘t—eSi:;;IDNA'b'”d'“g 4 TPKPIAQALAAGK 113 13 3 21.36 bdy4y10 1265.74 46.862 8066 |3 224&8 -16.01
[POALS4|STPA_SALTY DNA-binding |, INAFLELMKADGINPEELFAMDSA| o7 . 779 /Yoy 10513 23023.49 113,023 a21 |3 1008ko o4
protein stpA MPR
'POAlS‘”ST;/:)‘t—eSinAg;X DNA-binding | ¢ EFSIDVLEEMLEKFR 19 15 6 38.39 b3°b3b12y3y7y8 1884.98 118, 7015 | 3| 628.98 6.54
'POAlS‘”ST;/:)‘t—eSinAg;X DNA-binding | AMAREFSIDVLEEMLEK 15 17 5 16.93 b10y4°ydy7°y7 2011.04 B51 5310 | 3| 67101 7.47
IPOALSA4[STPA_SALTY DNA-binding | o Oxidation+M(3) NLMLQNLNNIR 1 11 3 25.08 b8y6y9 1358.71 470 4757 | 2| 679.86 -7.10
protein stpA
IQ8ZL4BICOAD_SALTY Phohopantethe| | ATAHLGNVEVVGFSDLMANFAR 57 24 7 30.67 | b9*bobl3bldy3yloyll  2590.25 74.68 a64p | 4 2ma8| -1451
adenylyltransferase DR
o *y Xy
IQ8ZL4BICOAD_SALTY Phohopantethe| AVADFEYEMQLAHMNR 91 16 9 45.74 | P2DSPILDLLYA?VAYSYEYY o)) gg 76.088 4636 L 481.98 5.20
adenylyltransferase 6
IQ8ZL4BICOAD_SALTY Phohopantethe| 5 HQGDVTHFLPDNVHQALMDK 137 20 8 14.9 | b2*b2b6ydy7ry7yeey8y 2302.12 59.762 4366 i 576.29 7.00
adenylyltransferase
IQ8ZL48|COAD_SALTY Phohopantethe| KPMFTLDER 42 9 5 31.32 b3b9y3y7y9 1136.57 34.054 3012 |2 =871 -10.10
adenylyltransferase
IQ8ZL48ICOAD_SALTY Phohopantethe| ATQMFDHVILAIAASPSKKPMFTL [, o7 . 15.98 b7boy6y21 301760 136.514 082 4 7551s 124
adenylyltransferase DER
IQ8ZLAS|COAD_SALTY Phohopantethe ATAHLGNVEVVGFSDLMANFAR 57 22 4 22.66 b4y9y10°y10 2319.2q  84.137 1557 | 2| 1160.10 17.37
adenylyltransferase
IQ8ZL48ICOAD_SALTY Phohopantethe| Phosphoryl STY(7) EWSFISSSLVK 122 11 3 32.0F b3b5b6 |82 33.304 1852 | 4 68182 1.25
adenylyltransferase
IQ8ZLASICOAD_SALTY Phohopantethe| ¢ ATAHLGNVEVVGFSDLMANFA 57 21 0 7.16 2163.04 74.679 14705| |3 2m69 -5.08
adenylyltransferase
IQ8ZLAS|COAD_SALTY Phohopantethe ¢ HVILAIAASPSKKPMFTLDER 30 21 0 8.29 2324.27 136.564 2260| |3 7513 2.73
adenylyltransferase
IPO2911JARGT_SALTY Lysine-argininer | 2 i omethyic(1) CTWVASDFDALIPSLK 66 16 8 4257  b3pBb12°b12y3ydyld  1822.91 98.801 5648 2 91196 5.76
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer IGTDTTYAPESSK 29 13 8 64.30| bl2ySy6°y6ydyloyl2yla  1387.68 53.846 33339 | 2|  694.34 0.88
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer HVGVLQGSTQEAYANDNWR 134 19 8 57.14| b4blly3*yey7y8yoyld  145.00 54.178 33170 715.67 -3.98
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer EYAFAGPSVK 198 10 6 34.7 b1b3b4°h4b6y10 1068.54 30.03 51782 | 534.78 8.00
ornithine-binding periplasmic protein




'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ'q’:f’;ﬁ';‘:e' 5 GVDVVAYANQDLIYSDLTAGR 155 21 3 14.38 b6bl4yl7 2240.13 38 4209 | 3| 74738 2.51
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ'q’:f’;ﬁ';‘:e' 6 |Carbamidomethyl+C(1¥) GEFIGFDIDLGNEMCK 45 16 5 42.5¢ b10y10y13y15 1844.85 79.817 34514 |3 615.62 16.81
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ'q’:f’;ﬁ';‘:e' 7 YFGDGTGVGLR 211 11 5 49.14 b3b9b10y7y9 1141.56 56.564 220052 | 571.29 -0.21
'Pgf:itlhlirlﬁgrlj—i%%;\i;I:ii'q’;f’;’é’t'g;:e 8 QQEIAFSDK 99 9 6 46.1 b5*b5h7y3y5°y5 1065.54 80.765| 5084 |2 3.28 21.08
lP(c)jr?itlhlirlﬁftfi;rli_iri;Alr;;\i:)I:ii??;ggil:e 9 GSPIQPTLESLK 120 12 3 23.03 bdy4ys 1269.70 62.476 .8 | 2 35| 077
lP(c)jr?itlhlirlﬁftfi;rli_iri;Alr;;\i:)I:ii??;ggil:e 10 GSPIQPTLESLKGK 120 14 3 19.98 b6yoy12 1454.8p 54.478 8006 2 | 727.92 151
lP(c)jr?itlhlirlﬁftfi;rli_iri;Alr;;\i:)I:Z,ilwr:s_;?tlgil:e 11 ALTELRQDGTYDK 234 13 3 21.36 b12ysy11 1509.76 39.501] ®56 2| 755.38 3.56
lP(c)jr?itlhlirlﬁftfi;rli_iri;Alr;;\i:)I:Z,ilwr:s_;?tlgil:e 12 QPAGKEYAFAGPSVK 193 15 3 18.81 b12y9y12 1549.8L 75.281 029 | 2| 775.41 5.75
'P23:“1?11"'2?&[&%%;;I:ﬁ'q’;f’;’é’t'zi':e 13 IGTDTTYAPFSSKDAK 29 16 5 36.71 b6b12y7y8y10 1701.8B B3, 1700 | 2| 851.42 0.50
'P23:“1?11"'2?&[&%%;;I:ﬁ'q’;f’;’é’t'gi':e 14 Phosphoryl STY(5) IGTDTTYAPFSSKDAK 29 16 4 35.2) yoyay11 1781.81 89.617 2847 | p 89141 10.07
pryTREE
|Q8ZRP4|DAPD_SALTY 2 1 EAVNQVISLLDSGALR 28 16 11 65.11 P204 b4bfosfglzy4y5y9 1684.93 92.663 47496 | b 842.97 3.69
- 5
|Q8ZRP4|DAPD_SALTY 2 2 MQQLQNVIETAFER 0 14 12 76.0¢ b3b4y113;71y2%113yy1140y“ b 1706.86 86.533 44567| P 853.93 5.36
|Q8ZRP4|DAPD_SALTY 2 3 INDNQVIDGAESR 68 13 8 79.43  yly5y§9ylOyllyl3 |  1430.69 41.887 21013 |2 715.8% 2.56
[Q8ZRP4|DAPD_SALTY 2 Z FADYDEAR 89 8 5 50.49 bay2y5y6y7 986.42 34.995 13518 |2 49371 3.6
B . y! ) . . .52
8ZRP4|DAPD_SALTY 2 5 YFDK 81 4 1 13.16 3 572.28 116.036 1588] |1 5722 1157
|Q8ZRP4|DAPD_SALTY 2 6 IYDRETGEVHYGR 213 13 2 30.7) b5bigye 1594.78 58.069 13877] B 532.27 12.55
|Q8ZRP4|DAPD_SALTY 2 7 YFDKVPMK 81 8 Z 36.96 b4°b4b7y3 1027.52 43.383 13638 |2 51496 1117
|Q8ZRP4|DAPD_SALTY 2 8 RADITPANVDTVTR 14 14 3 19.98 b10yE? 1528.83 99.476 10413| P 764.92 13.73
|Q8ZRP4|DAPD_SALTY 2 9 VPAGSVVVSGNLPSKDGK 226 18 5 257p  6b9b1L*blly6°y6 1710.94 44319 1950] |2 856.97 1.43
'QSZKP”TP'ZE;A;;SZT”oseph"hate 1 | carbamidomethyi+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 9 w89 |P? b2b5b8yiy11 YILY12Y2 558931 83.418 49955 | B 863.78 2.07
. b2b3°b3b5°b5b12yly2y4y5
'QSZKP”TP'ZE;A;;SZT”oseph"hate 2 SATPAQAQAVHK 176 12 21 112.68| *y5y6yTHyTy8*yByotyoyl | 1208.63 19.807 42529 P 604.82 7.68
0°y10y12
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 3 | carbamidomethyl+C(d) KELTGVAGCDVAIAPPEMYIDLA 27 24 4 76 b10b16y9y13 2561.31 103.587 3806 |3  854.44 4.77]
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 4 TQGAA ‘FEGAVILAYEPVWA'GTG 152 24 7 31.71|  b4b8bls*hiSyayoyll  2407.2p 94.35] 390/ 2 4120 14.40
'QSZKP”TP'ZE;A;;SZT”oseph"hate 5 | carbamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 3 129 b7y3y10 2433.23 88.978 8200 |2 1217.1p 12.14
'QSZKP”TP'ZE;A;;SZT”oseph"hate 6 DIGAQYIIGHSER 84 14 5 19.98 b11*b11y5°y5y9 1571.83 65.436| 4922 | 2| 786.42 7.46
[Q8ZKP7[TPIS_SALTY Triosephohats AAAGSHIMLGAQNVDLNLSGAFT - )
e 7 SEr SaEMLK 52 32 8 29.97 | b5b8bOy7°y7yll%y1lydl  3204.54 136.470 164 401.89 7.69




|Q8ZKP7|TPIS_SALTY Triosephohate Carbamidomethyi+C(9} EQGLTPVLCIGETEAENEAGKTEE b5°b5b12y3y4y5y6y9y10y1
o ace 8 | CarbamidomethyirC(2) VAR 117 28 16 4L30| e S oyatyatyaay2s| 309045 73.031 105735| B 1030.83 4.82
IQ8ZKP7[TPIS_SALTY Triosephohatg ¢ Oxidation+m( | AAACSHIMLGAQNVDLNLSGAFT 52 32 3 22.31 b9b10y10 3220.57 85.792 9349 |4  805.90 4.02
isomerase GETSAEMLK
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 10 TPAQAQAVHK 178 10 6 30.23 b3°b3b7°h7b8°b8 1050.56 19809 0s&r | 2| 525.78 -7.55
'QSZKP”TP'ZE;QES\;T”osephOhate 11 PAQAQAVHK 179 9 8 62.52 | b3*b3ba*babSbe*bebd  949.51 19.805 4025 | 2| 475.26 1028
IQ7CRA6]IRAP_SALTY Ant-adapter [ QVEGALEGVKPDASVPDHDTELL| » 1 o4 33 |PODOD2ABY TV 50.392 20286 | b 6445 .
protein iraP R y19
- *| o o
IQ7CRABIRAP_SALTY Anti-adapter | NMAQNEQEMLIR 38 12 11 67.61 |P20203YSYBYBYOYOYVIOY ) 16 4 56.683 32442 2 738585 2.81
protein iraP 11y12
IQ7CRABIRAP_SALTY Anti-adapter | 5 QVEGALEGVKPDASVPDHDTELL| 5 28 5 12.01 b5°b5b14y12°y12 3003.5 103.29p 10081 | 4  774p5 3.95
protein iraP RQYVK
- 0| %y
IQ8ZLD7|UA_SALTY Universal stress| | AVSMARPYNAK 22 11 14 56.92 |P2PIDIDIOYLYZYSYEYTT 57 o) 31.625 81407 2 604.31 -4.04
protein A y7y9°y9*y9y11
T % | % | *|
IQ8ZLD7|UA_SALTY Universal stress| QLINTVHVDMLIVPLRDEEE 124 20 15 gg.51 |P2D2D10"DI0DILDIIYLY e o) 87.073 80525 B 788.41 217
protein A 6y7y8y9°y9y12y20*y20
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS e o I A
rotein A 3 GSCDLGOVLVDAK 61 39 8 12.49 | blb6°b6b12°b12y3yl4yBO  4067.4 98.38p 790p0 | 2017.52 0.00
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS [ ]
rotein A 4 CSGDLGOVLVDAKK 61 40 7 21.34 | boblSbl7b22y2y4y22d  4195.1) 94.714 29766 | 4 3849  5.00
IQ8ZLD7|UA_SALTY Universal stress| o ISLIHVDVNYSDLYTGLIDVNLGD 33 28 7 17.94 | b13°bl3ylyeyloeyloylls  3191.6 107.038 10344 | 4798.66 237
protein A MQKR
'QaZLD”UA—p‘Q;QLeiTnYAU”“’ersa' stess| g | carbamidomethy+C(d)  KYDMDLVVCGHHQDFWSK 100 18 3 16.1 7H12y3 2265.05 68.450 7406| 3 755.69 10.89
'QaZLD”UA—p‘Q;QLeiTnYAU”“’ersa' stress| 7 SMARPYNAK 24 9 4 32.07 b4°bab6b7 1037.51 31.620 o050 | 2 =92 529
'Q8ZLD7|UA—p‘°;$:iTnYAU”“’ersa' stress| g VSMARPYNAK 23 10 3 8.01 b8°b8*h8 1136.58 31.621 85200 |2  568.7p -8.27
'Q8ZLD7|UA—p‘°;$:iTnYAU”“’ersa' stress| g LINTVHVDMLIVPLRDEEE 125 19 0 5.65 2235.14 87.037 2657 |3 7B -11.80
'QSZLD”UA—p‘Q;Q:iTnYAU”“’ersa' stress| 19 AVSMARPYNAK 22 11 0 2.26 1189.60 31.611 5381 |3 397.21 -6.67
. b5b8°b8b9*h9b11°b11b1p°
IQ8ZPBS[TPX_SALTY Probable thiol | SQTVHFQGNPVTVANVIPQAGSK] 1 23 22 119.11b12b13°b13y2ydy6°y6y7y0 2379.24 65.332 98691 B 79375 0.62
peroxidase
y10y11y12*y12y23
'Q82P65|Tngii‘i;;:epmbab'e thiol| AQAFTLVAK 24 9 7 66.17 bay2y3ydy6y7y9 948.54 53.852 6150 2 7447 9.65
'Q82P65|Tngii‘i;;:epmbab'e thiol| 3 | carbamidomethy+C(1§)  VLNIFPSIDTGVCAASVR 48 18 7 27.48 2bByl0y13°y13ylay1s|  1919.02 85.912 50534 |2 960.01 7.44
IQ8ZPBSITPX_SALTY Probable thiol | -, | o 2 idomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 11 o8, 7g02D3PILDI2°D12ydy6y1y ooy o6 86.648 37432 2 919.49 8.90
peroxidase 14y15y17
IQ8ZPBS[TPX_SALTY Probable thiol | ¢ DLSDVSLSQYAGK 33 13 10 56.22 | P20SPTDTYLYSYYLLYIZY 4505 69 60.123 34106 2 691.85 5.39
peroxidase 13
'Q82P65|Tngii‘i;;:epmbab'e thiol| ¢ NYGVEIVDGPLK 116 12 6 38.32 b2b3y4y8y10y12 1303.6 65551 3315 | 2| 652.35 3.18
IQ8ZPES[TPX_SALTY Probable thiol | - 7 |~ o midomethylc(ag) VQEATEVENTVVLCVSADLPFA 67 26 3 125 b5y4y6 2908.43 110.704) 2309 |4  727.86 -5.54
peroxidase QSR
b3b4b5b6b7b10b11°b1 11
|Q8ZP65[TPX_SALTY Probable thiol AVIVLDENDNVIFSQLVDEITHEPD 6b18b22y3y5y6y7y8y12yiL
Doroxidase 8 N DAALNVLKA 133 35 27 230.2 | S 1o oooyoyaayzyh 238300 120.693 78267| B 1295.0 7.80
9y30y31
'QSZPGSlTngii‘i;;:epmbab'e thiol ¢ NNEFLKNYGVEIVDGPLK 110 18 4 33.47 b3b4b7b10 2049.0 7@88 | 12168 | 3| 683.69 -6.31




'QSZPGSlTngrii‘iggepmbab'e thiol | 14 Phosphoryl STY(L3) MSQTVHFQGNPKVTVANV'PQAGS 0 24 5 13.12 b5*b5b12+h12y12 2590.21 98.520 8394 |4 64841  s0-.
'QSZPGSlTngrii‘iggepmbab'e thiol | 4 Oxidation+M(1) MSQTVHFQGNPKVTVANV'PQAGS 0 24 3 19.43 y7yoy13 2526.28 76.096 5748 |3 842.7p 0.87]
[POS98IIILVC_SALTY KetoF-acid L GFGVPTLIAVHPENDPQGEGMAI - M o7 o3 | P20SDAYLY2YTYBYOVIAV2L 867 wszo| b ss010 077
reductoisomerase K y25
IPOS989IILVC_SALTY Ketol-acid 2 AYALSEQLKEIMAPLFQK 284 18 6 25.72 b2b3y3y5y16y18 2080.10 103.721 30337 | 34 694.04 -7.63
reductoisomerase
i *| *
IPOS9BIIILVC_SALTY Ketok-acid 3 ANYFNTLNLR 1 10 10 76.1 | P2D2D3y3yAVBYTYBYLOY 505 6a 68.528 28692| P 613.32 2.49
reductoisomerase 10
IPOS9BIIILVC_SALTY Ketok-acid 4 DGAALGYSHGFNIVEVGEQIR 123 21 6 21.02 b2b3bllbld°bldy21 232,11 92.125 14145 | 2 1116.5§ 4.05
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 5 | carbamidomethyl+C(6)  VVIVGCGAQGLNQGLNMR 39 18 4 16.1 bRy 7y11 1885.99 72.601 6761 3  629.33 6.93
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 6 FMGRDEFADGASYLQGK 21 17 3 25.58 y3ydy15 1891.8 51.640 wo1| 3| 631.20 2.77
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 7 | cabamidomethyirc(g) VVIVECCAQCLNQGLNMRDSGL | 49 29 4 25.53 b9b10y8yl4 3076.54 94.972) 297 3 1026419 7.6
reductoisomerase DISYALR
IPOS9BIIILVC_SALTY Ketok-acid 8 DGAALGYSHGFNIVEVGEQIRK 123 22 4 25.01 b4b5b13y8 2360.1f  3.015 1666 | 4| 590.80 -13.45
reductoisomerase
. Carbamidomethyl+C(11),
IPOS989IILVC_SALTY Ketol-acid 9 |:carbamidomethyi+c(@SP-MCEQTILCEMLQAGSLLEFD| 24 5 176 b4b12y12y14°y14 2687.2 93.129 26509 | 3 89643 0.901
reductoisomerase ) K
IPOS989IILVC_SALTY Ketol-acid 10 TAFETAPQYEGK 336 12 3 23.03 b6b10y10 1341.6% 35.949 2301 | 3 7.88 -5.55
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 11 QGGITLMMDR 266 10 3 27.71 b5boy4 1121.54 35.020 2261 |2 56147 -2.83
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 12 AGVLESSFVAEVK 202 13 4 30.7 b5b10y7y9 1335.69 50.519 219 2 68.85 -18.55
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 13 AWAAATGGHR 192 10 4 40.46 b3b7ydy8 997.49 68.389 2174 |1 9974 312
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 14 DEFADGASYLQGK 25 13 3 21.36 b7b10y10 1400.6 28.658 1538 | 2700.84 21.88
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 15 VGTYEELIPQADLVVNLTPDKQHS) o9 28 4 25.74 b8b14ydy5 3135.59 99.481 3625p | 3 104587 -14.
reductoisomerase DVVR
IPOS989IILVC_SALTY Ketol-acid 16 | carbamidomethyi+C(d) QQLAQLGKCR 11 10 34.7 yay6y7 1561 | 39.584 14311 | 3§ 40121 -14.02
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 17 LIQFGWETITEALKQGGITLMMDR| 252 24 9 59.73 | b3b6b7y3ydyByloy21| 2751.42 119.452 7302| [3  o917.81 1.33
reductoisomerase
. Carbamidomethyl+C(11),
[P05989|ILVC_SALTY Ketol-acid _ ; SDLMGEQTILCGMLQAGSLLCFD . I
oo romerace 18 ,Carbamldc;methyI+C(21 K LUAEGT DPAYALK 215 37 6 24.27 b3y6°y6y8yay12 4031.9 118.582 6495 | 3 1344le6 12.41
IPOS989IILVC_SALTY Ketol-acid 19 EETGKTAFETAPQYEGK 331 17 4 34.64 y6y8yoy11 1885.8p 8545| 4166 | 3| 620.30 4.92
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 20 |Carbamidomethy+C(1l)  DITVVMVAPKCPGTEVR 145 17 16.98 b3°b3b9y8 1871.97 70.365 1661 [3  624.64 -0.46
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 21 Phosphoryl STY() |SVQPLMKDGAALGYSHGENIVEV) 4, ¢ 28 3 18.03 b8b13b15 3095.53 80.255 6782 | 3 1032)51 10.4
reductoisomerase GEQIR
[POS98IIILVC_SALTY KetoF-acid I Phosphoryl STY(@) | C7 VP TLAVHPENDPQGEGMA | . . o461 | P4DSDI0BBIODILDILYIdy o 136.420 6035 | b 87675 542
reductoisomerase K 11*y11
c - T
IQ7CPLEIRL18_SALTY 50S ribosoma) | VQALADAAR 102 9 12 76.69 | P23 DIYSYAVAYSYEYTYS g1 4 49 31.978 102114 2 45775 13.28
protein L18 *y8y9
'Q7CPL6|RL‘1)?&‘:’£LLT1\;503 ribosomal -, GIKDVSFDR 85 9 3 39.1 y3ydy6 1036.53 41.978 22857 |2 51877 838
'Q7CPL6|RL‘1)?&‘:’£LLT1\;503 ribosomal HIYAQVIAPNGSEVLVAASTVEK 33 23 5 20.31 b4b12b13y7yl4 2396 63.965 163557| 4  599.82 9.88
IQ56073[DNAK_SALTY Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 14 116.63 [P20SYOYSYBYTYOVLOVLINL )5 4 75.716 50677 B 739.06 -6.28
protein dnakK 2y14y17y19y21




lQSGOBlDE&iT:Q,&;Z Chaperone 2 MQELAQVSQK 587 10 7 49.03 b2b3y3°y3y6y8y10 1161.59 37.774 9446 | 2| 58130 -1.05

lQSGOBlDE&iT:Q,&;Z Chaperone 3 QAVTNPQNTLFAIKR 56 15 5 53.65 yAy5y6y8y10 1700.92 50.406| 3782 | 3| 567.65 1256

lQSGOBlDE&iT:Q,&;Z Chaperone 4 ASSGLNEEEIQK 502 12 6 45.98 y5y7*y7yoy10y12 1304.62 35.373 21886 | 2| 652.82 -6.08

lQSGOBlDE&iT:Q,&;Z Chaperone 5 SLGQFNLDGINPAPR 452 15 7 30.42|  blOyayByl0°y10*y1Oyl5  &5a 72.714 20647 | 2 799.92 7.86

IQ56073|DNAK_SALTY Chaperone 6 TAEDYLGEPVTEAVITVPAYFNDA| 4,0 26 6 33.91 b5b7b9y5y6y9 2869.41 94.277 7569 | 2 143sj21 1511
protein dnaK QR

lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone 7 IELSSAQQTDVNLPYITADATGPK| 270 24 3 13.12 b9b1ly5 253220  2.752 6065 | 3| 844.77 4.34

lQSGOBlDE&iT:Q,&;Z Chaperone 8 TFEVLATNGDTHLGGEDFDTR 214 21 4 14.38 b3b5y10y21 229506 5.7 5705 | 4| 57452 -1.60

lQSGOBlDE&iT:Q,&;Z Chaperone 9 VAEFFGKEPR 352 10 6 34.7 b1b5°b5b7b8°b8 1179.40 44.78f 28422 | 590.30 -11.28

IQ56073|DNAK_SALTY Chaperone | TIAVYDLGGGTFDISIEIDEVDGE | 1 gq 26 6 32.44 b6b11y3ydy7yll 2769.3 119.898 32841 | 3 923[8 -15.43
protein dnaK K

IQ56073|DNAK_SALTY Chaperone | LMEIAQQQHAQQQAGSADASAN | 5o, 25 3 1238 b8y6y9 2610.22 93.489 1696 3 870.7%4 57
protein dnaK NAK

lQSGOBlDE&iT:Q,&;Z Chaperone |, GMPQIEVTFDIDADGILHVSAK 467 22 5 30.16 b5b7b8b13*b13 54 95.247 9847 | 4  580.79 -19.89

IQS6073|DNAK_SALTY Chaperone |, 5 FQDEEVQR 76 8 3 36.96 b3b7y6 1050.4 74.092 205 2 52573 0822
protein dnaK

IQ56073|DNAK_SALTY Chaperone |, HSQVFSTAEDNQSAVTIHVLQGE| 5, 24 3 23.41 y3yay7 2653.35, 82.712 157 |2 1327.18 20.8
protein dnaK R

lQSGOBlDE&iT:Q,&;Z Chaperone | ¢ Carbamidomethy|+c(15§"GK”G'DLGTT'\ECVA'MDGTQA 0 25 5 12.8 b21y6*y6y9*y9 2622.30 85.358 277426 |3 874.7f 71.7

IQ56073|DNAK_SALTY Chaperone | o AKIELSSAQQTDVNLPYITADATG | - g0 26 4 18.65 y6y8y13+y13 2731.40 99.413 32026 |3 91114 4-3.8
protein dnaK PK

IQ56073|DNAK_SALTY Chaperone | ;7 SIEPLKVALQDAGLSVSDINDVILV | 5,5 30 4 22.53 b3yay5y7 3107.70 107.344 22780 | 3 10367 2.1
protein dnaK GGQTR

|056073]DNAK_SALTY Chaperone [MEIAQQQHAQQQAGSADASAN o I
brotein dnak 18 A O DOVVDALFERVK 597 38 6 16.62 b5°b5bob11ydy10 4100.9p 89.97 14295 | 5 82009 10.48

lQSGOBlDE&iT:Q,&;Z Chaperone | 4 LPADDKTAIESALNALETALK 556 21 5 50.52 b11b12b13b14y3 2486 74.727 8809 | 4 72872 -7.60

lQSGOBlDE&iT:Q,&;Z Chaperone |, ASDNKSLGQFNLDGINPAPR 447 20 6 20.6|  b8bl2*h12yl1°y1lylld 2114.06 69.743 6477 705.36 0.46

lQSGOBlDE&iT:Q,&;Z Chaperone |, DQGIDLRNDPLAMQR 246 15 5 26.89 b5b6°h6h9*Hh9 1741.8p 232 3017 | 2| 87143 -1.61

lQSGOBlDESIKe_i:Qﬁ;Z Chaperone |, IGADNGDAWLDVKGQK 92 17 4 25.58 b7b8b10*b10 1799.94 1269 1896 | 2| 900.47 5.0

|Q56073]DNAK_SALTY Chaperone b9°b9*bOb11°b11*b11b14° )
orotein dnak 23 Phosphoryl STY(15)| IELSSAQQTDVNLPYITADATGP 270 24 12 | 4271 b12b13°D13y0y14 2612.22 51.390 16488 | B 871.41 8.04

|P60446|RL?‘;?§I/::;1T:3505 ribosomal | IFTEDGVSIPVTVIEVEANR 13 20 4 9.2 b5y4°ydy20 2188.17 88685 | 33508 | 2| 1094.59 8.03

IP60446|RL17§2H:3505 ribosomal |, VTQVKDLANDGYR 33 13 8 80.94 | bayey7ysyocyoyloyl2| 147874  0.319 13234 | 3 49359 -11.97

|P60446|RL?‘;?§I/::;1T:3505 ribosomal | 4 NLLLVK 184 6 4 40.98 b3*b3y3y4 699.47 56.826 17001l |1 699.4 857

|P60446|RL?‘;?§I/::;1T:3505 ribosomal | GLWEFR 77 6 1 13.91 v4 807.42 39.249 14897 |2 4042p 12.02

IP60446IRL3_SALTY 50S ribosomal| ¢ VGMTR 8 5 1 13.53 b4 563.30 50.550 1003 |1 563.3 1.63
protein L3

IP60446IRL3_SALTY 50S ribosomal| WNFR 124 4 1 13.16 v3 622.31 71.631 g109| |1 622.3L -6.2d
protein L3

|P60446|RL?‘;?§I/::;1T:3505 ribosomal| VDAER 179 5 2 27.07 b3b4 589.30 62.497 52360 |1 580.3p 3.52




|P60446|RL?")—$2:;1T:3505 ribosomal | ¢ VTVQSLDVVR 169 10 4 44.26 b7y3ydy5 1115.64 57.251 242 |1 1aas -2.30
|P60446|RL?")—$2:;1T:3505 ribosomal | ¢ TQDATHGNSLSHR 128 13 7 35.11|  b7°b7y7*y7yoy11°y1] 1423.67 112.989 1776 | 4 712.34 2.74
|P60446|RL?")—$2:;1T:3505 ribosomal| LAEGEEYTVGQSISVELFADVK 83 22 5 44.74 b3b4b5b12b14 2384. | 136.458 1744 | 4 79541 7.99
|P60446|RL?")—$2:;1T:3505 ribosomal| 11 | corpamidomethyl+C(d)  GGVPGATGCDLIVKPAVKA 190 19 9 78.6| bSb7b13y5y6y7y8y13yl6  1809.97 56.937 8341 |3  603.99 6610.
|P60446|RL?")—$2:;1T:3505 ribosomal |, IFTEDGVSIPVTVIEVEANRVTQVK| 13 25 6 23.76 b5b7°b7y16y1EY 2743.49 95.604 42675| B 915.17 151
|P60446|RL?")—$2:;1T:3505 ribosomal| 4 ANRVTKPEAGHFAK 56 14 3 19.98 b4b12y9 1525.83 54.730 260§ | 3509.28 -3.76
|P60446|RL?")—$2:;1T:3505 ribosomal |, , WNFRTQDATHGNSLSHR 124 17 5 23.92) b5y10°y10y11°y11 2086.| 105.388 2121 | 4 507.50 8.13
P
[POALVA|KAD_SALTY Adenylate kinasd 1 YGIPQISTGDMLR 23 31 12 59.89 b2y1y3ﬁg§iz*£;3/10 Y10 145074 73.354 40686 | P 725.87 2.02
|POALVAIKAD_SALTY Adenylate kinast 2 LVEYHQMTAPLIGYYR 167 17 13 27.07 b1b2b72%f’yglfflb7“ylyz Y 2054.04 69.808 37404| B 685.35 -1.43
[POALVAIKAD_SALTY Adenylate kinast 3 NGFLLDGFPR 78 10 4 44.26 b7y4y5y6 11355 81.161 2650 | 2 38| -2.26
[POALVAIKAD_SALTY Adenylate kinast 4 ILLGAPGAGK 2 11 5 36.84 b2y2y5y7y9 1009.63 61.824 18904 |2 552 -5.56
[POALVAIKAD_SALTY Adenylate kinast 5 T'PQADAMgS’E\S'\\//E\)/S YVLEFDV 88 31 4 11.47 b9b1dyly8 3460.78 123.159 969 3 1154p6 6.4
[POALVAIKAD_SALTY Adenylate kinast 6 VDGTQAVADVR 195 11 3 25.08 b3y8y10 1130.58 37.276 64964 |2 365 -2.05
|POALVAIKAD_SALTY Adenylate kinast 7 FNPPK 136 5 3 27.07 b3y4*y4 602.32 56.516 4979 1 60232 9.5
|POALVAIKAD_SALTY Adenylate kinast 8 EAGIVVDYVLEFDVPELIVDR 97 22 3 13.91 b14y10y12 2505.22 92.335 4021f |3 83575 2154
|POALVAIKAD_SALTY Adenylate kinast 9 GTQAQFIMEK 13 10 6 29.47 b3*b3b4°b4a*bay9 1152.54 51.307 151 576.79 3.71
[POALVAIKAD_SALTY Adenylate kinast 10 ILLGAPGAGKGTQ@@FIMEK 2 21 5 39.33 b3bdy3ydy17 2143.19 73.301 34726 |3 71507 -3.42
[POALVAIKAD_SALTY Adenylate kinast 11 AAVKSGSELGK 36 11 3 36.84 y5Y6Y7 1046.58 49.627 2520 |2 5937 -3.15
[POALVAIKAD_SALTY Adenylate kinast 12 VEGKDDVTGEDLTTR 141 15 5 18.81 b8b13°b13y11°y11 1634.7p 79.88]1 16176 | 2 8178  5.00
|POALVAIKAD_SALTY Adenylate kinast 13 DIMDAGKLVTDELVALVK 50 19 7 71.09 b4b8y3y4y5y6y7 2043.12 116.625 13958 |3 B8l | -10.46
|POALVAIKAD_SALTY Adenylate kinast 14 GTQAQFIMEKYGIRETGDMLR 13 23 3 13.49 b8b1lyl2 2584.24 77.491 12776 | 3 862.09 -10.30
|POALVAIKAD_SALTY Adenylate kinast 15 LVEYHQMTAPLTEWQKEAEAGN 167 25 7 28.43 |  b8°bsyatysyeyl2yl7 2854.3] 97.963 6878 | 3 ®mH2.| -11.97
|POALVAIKAD_SALTY Adenylate kinast 16 Oxidation+M(7) LVEYHQMTAPLT'EWQKEAEAGN 167 25 5 23.8 b17y8y12°y12y13 2870.3] 91.581 3211 |3 95746 0.631
|Q56109|NRDI_SALTY Protein nrdl 1 'QVDEPY'LVVPPSF\: GGGEMAGAV| 55 25 7 33.31 | b13b21y8yl3yl5yley2s  2545.20 92.19% 50790 | 3 9.184 -6.91
|Q56109|NRDI_SALTY Protein nrdl 2 FELMGTQRDIDNVR 108 14 7 28.58 | b6b10°b10y4°ydyl0yl4  1693.84 68.410 14044 | 3 565.8 281
|Q56109|NRDI_SALTY Protein nrdl 3 SALVYFSSSSENTHR 1 15 52.86 b8bOy4y5y6 1684.80 60.120 4629| |3 s62.2f 6.23
|Q56109|NRDI_SALTY Protein nrdl 4 FELMGTQRDIDNVR 108 14 3 19.98 b7y6y1l 1693.84 75.501 2125 |2 s47.4p 173
|Q56109|NRDI_SALTY Protein nrdl 5 | carbamidomethyH+6) PV'ASGNRNFGEAWGCAGDV'AQ 76 24 3 13.12 b1lyl2yl4 2463.15 92.714 1849 |4 61654 12.2
b2b3°b3bab5bEb25yLy3ya
IP14845|CARA_SALTY Carbamoyt 1 |carbamidomethy+C(12) FLETDIPLFGICLGHQLLALASGA 257 52 20 148.73 |y5y6y7y14°y14y19y20y2ly 2684.45 128.243 37977| B 895.49 -0.64
phohate synthase small chain 23y25




IP14845|CARA_SALTY Carbamoyl 2 AFPGLNGMDLAKEVTTAETYR 148 21 4 14.38 b10b12y11°y11 2288. 82.400 9396 | 3 762.05 8.23
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 3 SALLVLEDGTQFHGR 3 15 6 37.69 b1b3b8H9b11*b11 1642.85 620 | 3907 | 3| 54829 -0.67
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- TDKPAFSFQGHPEASPGPHDAAP) )
Shohato synihase smal chain 4 FOHFIELIEQYR 342 36 4 24.66 b3b5y3y4 4064.91 106.85( 15760 | 5 813.79 11.
IP14845|CARA_SALTY Carbamoyl 5 NVVMITAQNHGFAVDEDSLPANL | 5, 24 5 29.79 b6b10b11b15y3 2611.25 101.606 226 4 65357 6.361
phohate synthase small chain R
IP14845CARA_SALTY Carbamoyl- 6 SEDDLPFHVVAYDFGAK 185 17 3 24.33 yoy11y13 1909.9( 82241 682 | 3| 637.30 153
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 7 SLFDGTLQGIHR 330 12 4 27.01 b7°b7b8y5 1343.71 59.208 151 3 48.58 6.0
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- 8 | carbamidomethyl+C(8 EKGAQNGCIAGDSPDAK 123 18 4 25.7p 13y3y10y16 1830.85 64.671 2077| |4 458.47 -6.20
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- 9 Oxidation+M(8) AFPGLNGMDLAKEVTTAETYR 148 21 4 25.52 b1Ey6y15 2300.14 88.669 23790 B 767.39 7.64
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- |, Oxidation+M(8) AFPGLNGMDLAK 148 12 3 23.03 b4b7y8 1248.6| 35.466 15118 | 4 417.22 7.52
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | Oxidation+M(13) FGHHGGNHPVKDMDR 287 15 4 26.74 b5b12§3y 1719.75 58.933 2263 | P 860.38 -14.83
phohate synthase small chain
IP66738IRRF_SALTY Ribosome-recycling ASPSLLDGIVVEYYGTPTPLR 31 21 12 71.25|PEPBY2YSYTYLOVLIYIIL ) g 5y 93.975 46386 | P 1124.61 14.55
factor 2y15y19y21
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 2 SMGPAVEK 72 8 6 52.26 b2b6b7y3y6y8 818.41 27.363 975 2 497 082
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 3 AIMASDLGLNPSSAGTDIR 80 19 5 15.49 b5b11°h11y13°y13 18mB. | 86.272 28023 | 4  945.00 21.26
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 4 MISDIR 0 6 1 13.91 v5 734.40 42.975 10303 |2 3677 12.22
[P66738IRRF_SALTY Ribosome-recyclig AIMASDLGLNPSSAGTDIRVPLPP 2 B 54.52|  bSboysy7y12y20y21 30205 57 052 05 s 500l 436
factor TEER
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 6 IVRGEAEQAR 115 10 5 57 b5b6b7y3y5 1128.6( 16.452 979 2  9p4g -11.36
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 7 | carbamidomethyl+C(l CVEAFKTQISK 15 11 3 32.07 b3b7b8 89 49.638 4392 | 4 43757 12.20
|P66738|RRF—S/:‘:CTI; Ribosome-recycling o INVFDRSMGPAVEK 66 14 5 25.42 b11*h11b12y8°y8 1562.81 5.9 3067 | 3| 52161 4.22
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 9 Oxidation+M(13) VDAALADKEAELMQF 170 15 3 24.83 b12y13y14 1666.79 136.634 2249 | L 1666.79 7.91
— 3 * 3
IQ8ZKS57|IOLG_SALTY Inositol 2 1 NIIDSGEIGQPLMVHGR 137 17 8 37.38| P12 PLIYTYVILYIYIZY gqc o7 71.169 8187 | 2  918.49 14.69
dehydrogenase 12
IQ8ZKS7|IOLG_SALTY Inositol 2- 2 TPQAIYETLIHEIDVMHWLLNEDY 165 25 4 1238 b8*h8hb19y8 3071.52 106.653 2067 |4  768.44 0.95
dehydrogenase K
IQ8ZKS7|IOLG_SALTY Inositol 2- 3 |cabamidomethyi+c(2fy VACLPPAGPTSWDGYLAAVTAD| g4 27 5 27.9 b13y7y9y10y13 2715.31 108.01 2622 | 3 00578  .4112
dehydrogenase ACVK
IQ8ZKS7|IOLG_SALTY Inositol 2- 4 |CarbamidomethyRC(A), \\copi b AVTAADCOR 91 17 3 25.58 b6b7b9 2027.94 53.602 2214 | 3676.65 1126
dehydrogenase Carbamidomethyl+C(1%)
IQ8ZKS7|IOLG_SALTY Inositol 2- 5 FIDAYDIEFQDFFDR 274 15 5 30.42 b4b7b8°b8Yy5 1940.9 67.141 18839 | 2| 970.96 21.95
dehydrogenase
IQ8ZKS7|IOLG_SALTY Inositol 2- 6 HYNASTVPEYK 154 1 6 37.82 b6b7*b7b10y7°y7 1308.60 102.77% 2041 | 3| 436.87 -16.04
dehydrogenase
'Q82K57|iﬁ;jggﬁg"os'to' 2z 7 |carbamidomethy+C(1%) LANTVSGVEVVAVCDIVAGR 20 20 4 14.9 b4b14°b14y7 2029.07 73.125 2103| |3 677.0 -0.42
IQ8ZKS7|IOLG_SALTY Inositol 2- 8 AAKYSTDILVDWK 259 13 4 30.6 b3b8°b8b11 1509.77 114.144 215| 2| 755.39 -14.39
dehydrogenase
|Q8ZK57|IOLG_SALTY Inositol 2- Carbamidomethyl+C(14) b8b14y7y8y14°y14y15_ HB )
dohydrogenase 9 Phosphoryl STY(6) | LANTVSGVEVVAVCDIVAGR 20 20 7 40,07 | e HPO3y1s | 210900 97.428 3802 703.67 12.97




IQ8ZKS7IIOLG_SALTY Inositol 2- 10 Oxidation+M(8) AGIVGIGMIGSDHLR 4 15 6 38.39 b5b14y5y&}B 1511.82 99.519 10433 B 504.61 10.09
dehydrogenase
IQ8ZKS7|IOLG_SALTY Inositol 2- 11 Oxidation+M(13) NIDSGEIGQPLMVHGR 137 17 3 16.93 bllyzy 1851.91 71.325 8277 | B  617.98 -14.30
dehydrogenase

|08ZQM3|GSIB_SALTY Glutathione- ELLKEAGYPDGFSTTLWSSHNHS - e i ) )
binding protein GoB 1 TAOK 335 27 7 49.74 b8°b8y7y8°y8y9y10 3004.42 66.525 36944 | 4 em1| 861

IQ8ZQMS|GSIB_SALTY Glutathione- | -, NLTGFWIMPDTGFSFDDADLK 491 21 8 27.87| bababsy2yoylly?y| 2390.13 107.384 32636 P 1195.57 10.93
binding protein gsiB

IQ8ZQM3(GSIB_SALTY Glutathione- | DIGFHPVGTGPYQLETWNQTDFY ) i 453 |P9DODLODIAD20YGYIOYILT 53627 s578| b 01712 o 86
binding protein gsiB K ylly24

IQ8ZQMS|GSIB_SALTY Glutathione- | -, FQDGADFNAAAVK 97 13 6 44.14 b2y5y9y10y11y13 1353.68 536 | 24335 | 2| 677.33 2.16
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | o EALNYAINR 286 9 4 39.1 Y5y6y7y9 1063.55 45.736 21804 |2 53228 -6.77
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | ¢ AAMLQTGEAQFAFPIPYEQAALLA| 55 25 4 128 b5b11y10y25 2679.4 97.789 20828 | 3 893.0 5.3
binding protein gsiB K

IQ8ZQMS|GSIB_SALTY Glutathione- | -, ITAMDAGQR 379 9 4 58.65 yAy5y7y8 962.47 29.779 16831 |2  481.7h -6.34
binding protein gsiB

- _ %y

IQ8ZQM3[GSIB_SALTY Glutathione . YGKDIGFHPVGTGPYQLETWNQT . " 134 | PADBDLIDIOVLY2VTYBHEY o 6018 ool b 7re1s 662
binding protein gsiB DFVK 11

IQ8ZQMS|GSIB_SALTY Glutathione- | o NLELVASPSIMQR 256 13 6 54.66 b3y5y6y7y8y13 1457.78 69.319 11322 | 2| 729.40 3.18
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | - LDSITWRPVTDNNTR 214 15 4 42.46 yay7y11y13 1787.98 57504 5602 | 2| 894.47 13.04
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, SFYQGLFGLDKDMK 56 14 6 19.98|  b8b11°b11*h11y8°y8 1648.8D 69.859 54690 | 2|  824.91 0.00
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, FAGYWQQGLPK 203 11 5 32.07 b3b9b10*H10b11 1294.68 53.054 8339 | 2| 647.84 14.52
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, 5 ASNPDNHLKR 115 10 6 37.71 y1y2y5y6y7y10 1151.5 15.008 37492 | 576.30 -6.25
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, , TEVVDPATVK 134 10 3 42.49 y3y5y8 1058.57 39.608 2587 2 5907 565
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, o VLQFTQQQLAQIGVK 362 15 6 26.78 b5°b5b7*b7ydy12 1700.98  2.909 16650 | 2|  8s50.99 4.88
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, ¢ QVDSDLAAALK 442 11 4 32.07 b3b4bg°b8 1130.60) 51.296 gaod |2 588 -4.53
binding protein gsiB

IQ8ZQMSIGSIB_SALTY Glutathione- | YISMNVTQKPFDNPK 269 15 6 30.42 b4°bab8°b8b11y6 1781.93  9.180 4691 | 2|  891.47 21.92
binding protein gsiB

IQ8ZQMSIGSIB_SALTY Glutathione- | 4 NVLAEGYTVSDDGLTYTITLR 72 21 4 14.38 b7*b7b10y11 2301.12  80.236 4084 | 4 576.03 -18.99
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | - 4 EAGYPDGFSTTLWSSHNHSTAQH 339 23 4 20.88 b12y3y6y10 2981.| 70.318 1761 | 4 84107 16.85
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | TQFITHK 1 7 5 51.88 b3*b3b4b5y5 874.47 30.669 1729 |2 4377 o082
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, FAGYWQQGLPKLDSITWRPVIDN 55 26 4 22.28 boy5°y5y6 3063.53 83.549 73799 |5  613.91 35
binding protein gsiB NTR

IQ8ZQMS|GSIB_SALTY Glutathione- | -, ITLKQPFSAFINILAHPATAMISPQA - ) 29 5 27.17 yAyByTryTy11 3150.70) 110.349 38376 |4 78843 o064
binding protein gsiB LEK

IQ8ZQMS|GSIB_SALTY Glutathione- | -, SFYQGLFGLDKDMK 56 14 4 45.76 y7y8y10y11 1648.78 80.3771 4ar | 3| 550.27 13.77
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- |, , NKNLELVASPSIMQR 254 15 5 38.82 b3*b3bdy6y7 1699.92 623 6114 | 2| 85047 5.03
binding protein gsiB

|08ZQM3|GSIB_SALTY Glutathione- VAFAGYATPATGVVPPSIAYAQSY X
binding protein goB 25 OPWPYDPAKAR 300 35 4 22.99 b4b6b11b15 3710.88 86.626 3296 | 3 1237[63 5.5

IQ8ZQMS|GSIB_SALTY Glutathione- | QGVKFQDGADFNAAAVK 93 17 5 27.07 b5b8b13+h13y11 176591  6.831 2506 | 3| 589.31 12.79
binding protein gsiB

'Q8ZQM;'ij:g—piﬁ;ﬁggg‘tam'0”9' 27 Phosphoryl STY(7) | NVLAEGYTVSDDGLTYTITLR 72 21 6 22.83  Stb5*b5b6°bEY3 2381.11 91.695 3612| |4  596.0 -2.87




IQ8ZQMS|GSIB_SALTY Glutathione- | ¢ Phosphoryl STY(8) TEVVDPATVK 134 10 3 27.71 b3b7y4 188, | 33.454 1553 | 4  569.77 2.79
binding protein gsiB
IQSZQMsilr?dsir:s—piﬁ:;\(gggtathIone_ 29 Oxidation+M(8) NLTGFWIMPDTGFSFDDADLK 491 21 8 32.32 HBih8*b8b10bl1°b1ly 2406.11 136.433 4048 3 802.71 6.09
IQ8ZQMSIGSIB_SALTY Glutathione- | - 4, PDNHLKR 118 7 0 1.88 879.47 15.002 2061| |2 440.24 -7.91
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | 5, NPDNHLKR 117 8 0 1.88 993.51 15.008 1869| |2 497.2 -11.5¢
binding protein gsiB
- *|
IP66764|METK.—SALTY S 1 SLQEAVMEEIKPILPSEWLNTSTK 197 25 14 48.07 b2b5b9k311 b11b12b23yly 2856.51 111.636 34044 B 952.84 2.31
adenosylmethionine synthetase 2y5°y5y10y13y25
IP66764|METK.—SALTY S- 2 Carbamidomethyl+C(10) FVIGGPMGDCGLTGRK 230 16 6 47.53 bb&15y6y8y11 1664.82 62.571 12599 3 555.6[L -5.50
adenosylmethionine synthetase
|P66764|METK_SALTY S- ADPLEQGAGDQGLMFGYATNET
adenosyimethionine synthetase 3 DVLMPAPITYAHR 109 35 3 11.05 b5b11y5 3749.77 84.951 1128p 4 938.20 4.69
IP66764|METK.—SALTY S 4 Carbamidomethyl+C(1 CEIQVSYAIGVAEPTSIMVETFGTE 294 26 5 12.5 b4°b4b12y13y26 2859.38 94.439 7499 3 953.80 9 1.7
adenosylmethionine synthetase K
|P66764|METK_SALTY S- EFFDLRPYGLIQMLDLLHPIYKET 5 o .
adenosyimethionine synthetase 5 AAYGHEGR 331 32 6 25.04 b9b10°b10y7y9°y9 3810.91 113.81f 3478 4 853.4 8.65
IP66764|METK.—SALTY S 6 QSPDINQGVDR 98 11 4 25.08 b3y5°y5y10 1228.58 43.754 797p 2 481 -13.41
adenosylmethionine synthetase
IP66764|METK.—SALTY S 7 TGMVLVGGEITTSAWVDIEEITR 47 23 3 19.9 b4b11b13 2477.29 17203 2461 3 826.43 8.08
adenosylmethionine synthetase
IP66764|METK.—SALTY S 8 Carbamidomethyl+C(1 S)EIGYVHSDMGFDANSCAVLSAIG 74 24 3 22.42 b6b7y13 2541.16 62.623 1779 3 847.12 -6.24
adenosylmethionine synthetase K
IP66764|METK.—SALTY S 9 ETAAYGHFGR 353 10 4 27.71 b4°b4b9y6 1108.5 109.788 164y 1 0813 11.34
adenosylmethionine synthetase
IP66764|METK.—SALTY S 10 MAKHLFTSESVSEGHPDK 0 18 3 16.16 b7b14y6 1999.9p 102.418 159 3 667.32 -0.31
adenosylmethionine synthetase
|P66764|METK_SALTY S- HLFTSESVSEGHPDKIADQISDAYV _ .
adenosyimethionine synthetase 11 LDAILQQDPK 3 34 3 11.13 b17y7y21 3703.86] 78.273 29657 4 926.72 3.95
IP66764|METK.—SALTY S- 12 SAAYAARYVAK 273 11 5 49.14 b7b8b10y3y8 1170.64 44.204 20388 2 585.82 11.68
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 13 IIVDTYGGMARHGGGAFSGK 246 20 6 20.6 b8°b8b15°b15y7y11 9396 74.655 17291 665.33 -14.08
adenosylmethionine synthetase
|P66764|METK_SALTY S- QSPDINQGVDRADPLEQGAGDQG . X
adenosyimethionine synthetase 14 LMEGYATNETDVLMPAPITYAHR 98 46 5 11.74 b4b9*bh9y5y9 4959.38 88.896 16616 4 1240.60 410.1
IP66764|METK.—SALTY S- 15 ENFPWEKTDK 363 10 3 29.47 b9y5y6 1293.67 77.777 5844 2 647.31 4.15
adenosylmethionine synthetase
|P66764|METK_SALTY S- SQVTFQYDDGKIVGIDAVVLSTQ i E
adenosyimethionine synthetase 16 HAEDIDQK 166 31 3 11.47 b12y5y7 3419.65 114.804 297 4 855.47 14.
IP66764|METK.—SALTY S- 17 AKHLFTSESVSEGHPDK 1 17 4 23.85 b9b12y7y13 1868.90 96.47p 2258 2 934.95 -8.56
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 18 ETAAYGHFGRENFPWEK 353 17 4 24.33 y4y6y8°y8 2038.96 124.4 2248 3 680.32 7.06
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 19 SLQEAVMEEIIKPILPSE 197 18 0 7.53 2026.05 111.657 4847 3 6.62 -13.98
adenosylmethionine synthetase
- T "
IP20753|PPIA_SALTY Peptidyl-prolyi cig- NFVDYVNSGFYNNTTFHR 54 18 14 111,31 PZOSYLYSVAYSYETYTYBYL0 51, gq 75.216 56313| B  732.33 2.67
trans isomerase A y11y12y16y18
IP20753|PPIA_SALTY Peplidyl-prolyl cis- VIPGFMIQGGGFNEQMQQK 72 19 5 24.52 b6y5y11y13y19 2100.05 7.318 31047 | 2|  1055.03 10.42
trans isomerase A
IP20753|PPIA_SALTY Peplidyl-prolyl cis- TADKDSATSQFFINVADNAFLDH | 14 26 7 36.11 |  blly4y7ylOylly13y2d 2868.38 86.47 3192 4 788 -8.85
trans isomerase A GQR
|P20753|PPIA_SALTY Peptidyl-prolyl cid- TADKDSATSQFFINVADNAFLDH j ]
trans isomerase A 4 GORDFGYAVFGK 116 35 9 23.98 b2b3b5°b5b7b12y2y3yl3 3852.40 95.90p 236R3 571.36 7.73
[P20753|PPIA_SALTY Peptidyl-prolyl cid- GMDVADKISQVPTHDVGPYQNV ]
trans isomerase A 5 PTKPVVILSAK 154 33 9 58.29 b3b4b5b22y3y4y6y11y81 3503.84 69.08p 100086 876.72 3.83
IP20753|PPIA_SALTY Peplidyl-prolyl cis- TADKDSATSQFFINVADNAFLDH | 14 26 5 22.93 b9b13y7yoy13 2868.34 107.972 151 | 3 9569  57-3.
trans isomerase A GQR




[P20753PPIA_SALTY Peptidyl-probicif- TADKDSATSQFFINVADNAFLDH [~ " o oL 851 32 56477 s00al s 7135 a1
trans isomerase A GQR
[P67617[FETP_SALTY Probable Fe(24)- LLEQEMVSFLFEGKDVHIEGYTPE 2 : 125 67D 7y3y13y26 23053.49 0643 s0arb |2 70043 1l
trafficking protein DK
IP67617|FETP_SALTY Probable Fe(24)- | o) o midomethyi+C(4 TIFCTYLQR 3 9 8 54.3d b7yly3y5°yEy#9 1201.60 64.758 15090 | P 601.30 0.71
trafficking protein
IP67617|FETP_SALTY Probable Fe(24)- 5 LLEQEMVSFLFEGK 64 14 6 32.54 b5°b5y3y7y12%y12 1669.87 s 2877 | 3| 557.29 10.82
trafficking protein
IP67617|FETP_SALTY Probable Fe(24)- ;| o) o midomethyi+C(6 SRTIFCTYLQR 1 11 5 28.0 ba°bAyGyTT* 1444.72 81.856 2565 | B 482.24 -11.58
trafficking protein
IP67617|FETP_SALTY Probable Fe(24)- o Oxidation+m(e) | WEQEMVSFLFEGKDVHIEGYTPE g, 26 4 125 bob25y13°y13 3069.51 136.56 269 2 1535P26  610.6
trafficking protein DK
'POAZBQ"RS;FC?QETS\;?’OS ribosomall FGSELLAK 17 8 5 41.73 b2y3ydy7y8 864.47 51.989 45417 |2 4z2qs 1292
. o %
IPOAZB3IRS7_SALTY 30S ribosomal| STAESIVYSALETLAQR 36 17 12 72,82 | P2'P20BD13Y2YByAySYEYY 4 gag g6 106.847 43349 b 919.98 4.45
protein S7 6y7y17
'POAZBQ"RS;FC?QETS\;?’OS ribosomall 4 FVNILMVDGK 25 10 6 41.25 b2b3y3ydy8y10 1135.61 76.283 18162 2 | 56831 -9.03
'POAZBQ"RS;FC?QETS\;?’OS ribosomall MAEANK 143 6 2 27.44 b3y5 663.31 52.883 16821 |1 66331 -5.06)
IPOAZB3IRS7_SALTY 30S ribosomal| NALAMR 96 6 1 13.91 y5 675.36 36.466 5781 [t 675.34 -3.98
protein S7
'POAZBQ"RS;FC?QETS\;?’OS ribosomall ¢ LANELSDAADNK 119 12 5 23.03 b3*b3b7y4°y4 1260.63 45.290 p67 | 2| 63082 20.63
IPOAZB3IRS7_SALTY 30S ribosomal| ILPDPK 11 6 1 13.01 v4 682.41 32.695 2334| |1 68241 -5.28
protein S7
lPOAZBSlRS;FciQETsYﬁOS ribosomall g RVGGSTYQVPVEVRPVR 78 17 9 93.93|  b4bSbE°b6b7HSbOYBYO 1889 |  49.702 39796 | 3 633.69 771
[P16657|FABI_SALTY Enoyl-[acyl-carrie|- LSIAYGIAQAMHREGAELAFTYQN . ] ]
brotein] redustase [NADH] 1 oK 17 26 8 28.47 | blbl1°blly3ydy7y24y26  2897.44 107.149 106358 | 725.12 4.47
IP16657|FABI_SALTY Enoyk[acyl-carrief- AIPNYNVMGLAK 151 12 7 65.53 b1b4b5b7b9b10y12 1290.7 sg52| 22834 | 2| 64585 7.28
protein] reductase [NADH]
[P16657|FABI_SALTY EnoyHfacyl-carrief- FDGFVHSIGFAPGDQLDGDYVNAl 2 . 2228 b2b10011y5 2797 34 52,051 o |3 osals oa
protein] reductase [NADH] VTR
- - i - | L
IP16657|FABI_SALTY Enoykfacykcarrief- TMLNPGSALLTLSYLGAER 132 19 11 40,61 | P2DSPEDEYLY2YAVTYBYLD 07 o7 101.728 13025 P 1004.04 6.14
protein] reductase [NADH] y19
IP16657|FABI_SALTY Enoyk[acyl-carrief- o VNAISAGPIR 183 10 6 40.46 b2b3b5*h5y6y8 997.57 44.890) 845 2499.29 11.44
protein] reductase [NADH]
|P16657|FABI_SALTY Enoyl-[acyl-carrief- . J
brotein] reductase [NADH] 6 YMANAMGPEGVR 171 12 5 30.23 b2y6y9°y9y10 1295.56 45.501 484 | 2| 648.30 3.96
|P16657|FABI_SALTY Enoyl-[acyl-carrief- )
brotein] reductase [NADH] 7 LSIAYGIAQAMHR 17 13 6 56.22 b10b12y4y5y9y11 1430.74 7u31| 8353 | 3| 477.58 14.50
IP16657|FABI_SALTY Enoyk[acy-carrief- o VAHDISSYSFVAMAK 114 15 3 24.83 b10b11y1l 1625.77 77.669 820 | 2| 813.39 -16.67
protein] reductase [NADH]
[P16657|FABI_SALTY Enoyl-[acyl-carrie|- . [ VEEFAAQLGSSIVLPCDVAEDASI b4°bab5°b50607*b7b12y]L
brotein] reductase [NADH] 9 |carbamidomethykC(16) B AMEAELGNVWEK 47 37 10 49.42 010 3978.99 68.489 5375 796.60 19.08
[P16657|FABI_SALTY Enoyl[acyl-carrie|- TMLNPGSALLTLSYLGAERAIPNY . ] I
brotein] reductase [NADH] 10 NVMGLAK 132 31 4 11.47 b5°bSb11y10 3278.7 88.202 56642 | 5  656.56 7.3
[P16657|FABI_SALTY Enoyl-[acyl-carrie|- . RVEEFAAQLGSSIVLPCDVAEDA ] )
brotein] reductase [NADH] 11 |carbamidomethyt+C(1§ CIOAMEALL GNVWPK 45 39 3 22.91 b5b6y16 4192.03 93.911 24068 |5 83941 0.8
IP16657|FABI_SALTY Enoyk[acyl-carrief- EGFKVAHDISSYSFVAMAK 110 19 3 23.27 b8bay8 2087.03 97.425| 17457 | 3| 696.35 -1.05
protein] reductase [NADH]
IP16657|FABI_SALTY Enoykacyl-carrief- 5 AIPNYNVMGLAKASLEANVR 151 20 3 24.32 b6b9b10 2131.13 903 5408 | 3| 711.05 -3.32
protein] reductase [NADH]
IP16657|FABL_SALTY Enoy-[acyl-carriel- 1, | oo pamidomethyl+C(1f)  VAHDISSYSFVAMAKACR 114 18 3 28.0 y3y4y6 2012.95 77.857 5067 | W 503.99 -10.67]
protein] reductase [NADH]
IP16657IFABL_SALTY Enoyl-[acyl-carrief- o Oxidation+M(2) TMLNPGSALLTLSYLGAER 132 19 5 26.74 b3h309y3 2023.04 87.842 3640| [ 1012.0p -8.21
protein] reductase [NADH]




. b2b3*b3b5b6b7°b7b8°ber
IPOAAO7IPTHP_SALTY Phohocarrier| MFQQEVTITAPNGLHTRPAAQFV 0 24 21 122.14 | b8yly2yoy10y13yldyléyl 2684.37 63.940 410651] B 671.85 -9.91
protein HPr K
8y19y20y24
. o] *| b
IPOAAO7IPTHP_SALTY Phohocarrier| GFTSEITVTSNGK 27 13 12 49.68| P2OSPIIDIT'OILYIONITE o) o7 51.413 24677 2 670.84 0.46
protein HPr y11y12°y12y13*y13
b3°b3*h3b6°b6b11°b11y3y
[POAAO7|PTHP_SALTY Phohocarrier LQTLGLTQGTVVTISAEGEDEQKA 8y11y13°y13y14y15y16y17 )
orotem HPr 3 VEHLVK 49 30 25 22059 1 o o poya1yaayoayedy 319367 81.929 482463 4 799.17 8.49
26y28
[POAAOTIPTHP_SALTY Phohocarrier| FQQEVTITAPNGLHTRPAAQFVKE | ” 5 125 bob13y3 - 99,603 00d |2 7oidks 2o
protein HPr AK
'POAAO?lPT;'th—eSi:‘hLT Phohocarrier| ¢ Phosphoryl STY(9) GFTSEITVTSNGK 27 13 4 26.1 bdy3*y3y4 420.61 60.153 7520 474.21 12.80
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmt‘T” 1 VLSESDFQVNQLLDILR 49 17 6 42.82 b13y3ydy5y13yl7 1989.08 05882 32082 | 2 995.04 6.32
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 2 SRDDLQSVMALVR 135 13 6 33.35 b4b6b7b13*b13y5 1489.78 6.1 | 30838 | 2| 745.39 -0.49
'QaZchlYAJQ—?QjLQTY UPF0234 pmtei'” 3 GIEGASLDVPDEFVHSGK 72 18 8 44.89| b2b10°b10y5y6y1ly12)181856.89 67.625 21152| B 619.63 -8.61
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 4 PSFDIVSEVDLQEAR 1 15 3 24.83 b5y3y4 1704.8 67.622 262 3 8.%H -7.23
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 5 TWYVEAK ) 7 4 41.35 b5y4°y4y6 896.45 47.966 16014 |2 44878 046
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 6 GGDLGQPFQFK 148 11 4 37.82 bdy3y7y8 1193.5p 60.82] 151 2 7.380 -1.94
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 7 VQAQIQGEEIR 120 11 4 36.84 yAy6*y6y9 1270.67 40.132 6904 |2 568 -0.38
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 8 MPSFD'VSEVD;QEARNGVDNAV 0 24 8 41.32 | bab8bllb12°b12y7y13y19  2661.90 113.11 g2 387.78 1.10
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 9 RGIEGASLDVPDEFVHSGK 71 19 4 32.46 yey7yllyld 2013.01L 80.0 7639 | 3| 67168 3.46
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 10 FDFRGVEATIELNDANK 29 17 5 35.24 b4bBb7y5y10 1938.97 7|1 2766 | 3| 647.00 7.62
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 11 NGVDNAVREVESR 16 13 3 28.84 yoyllyl2 1444.71 61.275 2200 | 2722.86 1.10
'QachleAJQ—?/QjLQTY UPF0234 pmtei'” 12 Oxidation+M(1) MPSFDIVSEVDLQEAR 0 16 7 55.58  y6°y6*yByEy10yll 1851.89 76.793 2236| | 926.49 4.61
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 13 IVSEVDLQEAR 5 11 0 3.77 1258.67 67.660 11879 |2 620.84 1.84
'QBZRCQWAJQ—?QJ.LQTY UPF0234 protgin EGASLDVPDEFVHSGK 74 16 0 4.9 1686.79 67.618 1914 |2 84390 275
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLK 85 18 10 57.42 |P37D3DOY2yAYOYI2VIZYI4Y 5515 15 116.484 36307| P 1108.0 10.69
lipoprotein carrier protein 18
IQ8ZQDA|LOLA_SALTY Outer-membraj DATGNTPFMLIAR 103 13 4 21.36 b6y 7y10y13 1406.71 79.115 @7 | 2| 70386 -0.26
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLKDATG 85 31 8 14.39 |  b2b4ab6obeyly7y25y31  3602.8% 129.94 11881 | 3 o162 7.18
lipoprotein carrier protein NTPFMLIAR
IQ8ZQDA|LOLA_SALTY Outer-membraj FTETPPQGVTIDDQR 187 15 5 26.89 b3°b3b9b10*H10 1721.88  489. 2455 | 3| 574.63 15.03
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj SQQONGAVDPSK 176 11 7 57.38]  boyBy7y9°yoy10%y10 1130.56 82.2 1945 | 1| 113055 1.84
lipoprotein carrier protein




IQ8ZQDA|LOLA_SALTY Outer-membraj NQASDWQQYNIKQDGDNFVLTP| 1 23 3 22.52 b3y20y21 2709.34 68.686 5456 | 3 903.17 3.4
lipoprotein carrier protein K
IQ8ZQD4ILOLA_SALTY Outermembraj ;| oo midomethytsc(g) MAACALLSSVVASSVWADAASS 3 27 5 26.94 b8b9b12y11y13 2751.4 74.901 819 3 917.81 2.8
lipoprotein carrier protein LKSR
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ SAYQLKSQQNGAVDPSK 170 17 7 44.14 b7b9*hob12ydy7y14 1880.| 60.819 5100 | 4 91096 5.23
lipoprotein carrier protein
|Q8ZQD4|LOLA_SALTY Outer-membrai VTDGSGAAVQEGQGDLWVKRPN )
iboprotein cartier protein 9 LFNWHMTOPDESILVSDGK 44 21 5 15.71 b6b9b11y5y10 4482.1¢ 85.018 279 4 11219 150
IQ8ZQDA|LOLA_SALTY Outer-membrar VSSFHATFTQKVTDGSGAAVQER 44 30 4 11.63 b4bBy12°y12 3150.54 97.880) 237 3 105086 2.7
lipoprotein carrier protein QGDLWVK
IQ8ZRNLMETQ_SALTY D-methioniney IVELEAPQLPR 178 11 6 36.84 b2yly5yey7yll 1264.72 67.04 x62| 2| 632.86 -3.67
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney LKDGVGLLPTSLDIVENPK 156 19 7 32.46 y2ya*ydy5yTyl1y19 28012 79.849 33401 | 3 670.04 711
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney SLDELKDGSQVAVPNDPTNLGR 122 22 7 18.96 b7°b7b13y2y6y9y22 2325.17 58.629 17522 8 775.73 2.63
binding lipoprotein metQ
|Q8ZRN1JMETQ_SALTY D-methionine .
binding Ipoprotein metQ 4 FVQAYQSDEVYEAANK 245 16 8 39.15 | b7y2ydy6tyeyl0yllyl 1R87 51.765 15770 | 2 931.44 6.82
IQ8ZRNLMETQ_SALTY D-methioniney TEVYPIAGYSK 108 11 4 48.61 y3y4y5y8 1245.66) 49.611 2414 |2 823 8.53
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney DGIFVEDK 215 8 3 33.95 b6y4y5 922.47 53.101 6710 2 46L.Th oae.
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney DGSQVAVPNDPTNLGR 128 16 5 46.93 b3b4b6b7y3 1639.7 67.60p 15798 | 3| 547.27 1012
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney g SLDELK 122 6 2 13.91 ya°y4 704.39 50.588 5500| |1 704.3p 5.08
binding lipoprotein metQ
- i i *
IQ8ZRN1METQ_SALTY D-methionine{ o FVQAYQSDEVYEAANKVFNGGA | - 04 1 ga |D3DADADSOEDTYIYBYLIAR oo o 26196 ar036| b s7e77 315
binding lipoprotein metQ VK 2
IQ8ZRNLMETQ_SALTY D-methionine Phosphoryl STY(L0) LKDGVGLLPTSLDIVENPK 156 19 4 34.2] 4yTyoy11 2088.11 85.138 330479 |3 696.71 11.46
binding lipoprotein metQ
|Q8ZRN1|METQ_SALTY D-methionine: Carbamidomethyl+C(17) .
binding Ipoprotein metQ 11 [“oposphonl STy(in)| TFAAVGALIGSLALAGCGQDEK 6 22 3 22.66 b12y10y11 2229.03 809 3479 | 2| 1115.02 8.87
H *| %y
IP66541|RS2_SALTY 30S ribosomal| TVPMFNEALAELNK 45 14 9 31.75 | P7PIADIAYLYOYOVIONIE 076 o) 85.057 60369| P  788.91 8.13
protein S2 yl4
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| WLGGMLTNWK 95 10 6 34.7 bly2y3y8yoy10 1205.61 85.663 40687 | 2 603.31 2.63
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall 5| oo hamidomethyC(18) AASEAVKEAANSCDOFFVNHR 74 21 82. | b2bSb10b12°b12y6y21|  2351.08 54.892 1700 | 3 78437 -0.9
[P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF 1 I
otein 52 4 VIEGNDOAR 174 34 4 11.13 b2b5y13y22 3569.7 101.77 185 5 71476 7.7
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| AGVHFGHQTR 11 10 4 20.47 b6b7y4°ys 1109.5 46.890) 947 2 z5.| 407




|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| ELEKLENSLGGIK 139 13 4 30.6 b3b10b12°h12 1429.78 59.606 @27| 2| 715.39 -7.85
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall EGRSQDLASQAEESFVEAE 222 19 4 21.57 b3b11y5y9 2081.94 88| 2641 | 4| 52124 5.04
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g TVPMFNEALAELNKISAR 45 18 3 25.08 b7b11b12 2004.04 111.663 1963 | 3| 668.70 10.23
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g AGVHFGHQTRYWNPK 11 15 4 44.68 b5b6b9b10 1797.8p 92.621 u72l 2| 899.45 -0.61
IP66541|RS2_SALTY 30S ribosomal| Oxidation+m(11) |-ENSLGGIKDMGGLPDALFVIDAD] 4 31 4 11.47 b11b14°b14y12 3304.68 103.46p 1891 4 82603 1.70-
protein S2 HEHIAIK
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall Oxidation+M(6) MATVSMRDMLK 0 11 3 25.08 b5b8y10 1298.64  9.919 1615 | 2| 649.82 10.81
IPO0929ITRPA_SALTY Tryptophan 1 HPTIPIGLLMYANLVFNNGIDAFY 91 26 6 40.2 y1y4y5y10y11y26 2920.51 105.911 15598 | 3 97448 1.84-
synthase alpha chain AR
[P00929[TRPA_SALTY Tryptophan IDTLIDAGADALELGVPFSDPLAD b1b4°bab5°b5013y1y6yldy ]
aynthase alpha chan 2 GPTIQNANLR 35 35 10 28.57 1 3605.84 112.098 11308 k90221 9.07
IPOO929[TRPA_SALTY Tryptophan 3 EGAFVPFVTLGDPGIEQSLK 15 20 6 14.9 b5°b5b7°b7y15y20 2104.| 94.815 7564 | 4  1052.56 8.12
synthase alpha chain
IPOO929[TRPA_SALTY Tryptophan 4 | carbamidomethyl+C(9 HNIAPIFICPPNADDDLLR 145 19 4 1549  bSb12y12°y12 2191.12 85.602 6694| |3 7310 11.48
synthase alpha chain
IPOO929[TRPA_SALTY Tryptophan 5 AGAAGAISGSAIVK 225 14 6 56.29 b6b8b9°b9b10b12 1172.6f  076. 4303 | 2| 586.84 2.08
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan 6 YENLFAQLNDRR 3 12 3 23.03 b4b11y4 1538.75 77.270 2664 |3 543§ 1158
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan 7 |carbamidomethy+C(11)  AFAAGVTPAQCFEMLALIR 70 19 5 20.35  b3b13°h13y12y13 2066.05 102.068 1572 2 1033.53 2.6
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan 8 QMLAELR 249 7 3 38.34 b3bdy6 860.48 36.479 1541 2 430.7% 712.2
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan 9 YENLFAQLNDR 3 11 3 25.08 b7yadys 1382.69 40.215 3046f |2 69186 5.48
synthase alpha chain
IPOO929ITRPA_SALTY Tryptophan | | o pamidomethyl+C(l) CEQVGVDSVLVADVPVEESAPHR 117 23 29.31 | b10°b10b12b13yoy13|  2502.1 81.78( 234p | 2 125160 7111
synthase alpha chain
IPOO929ITRPA_SALTY Tryptophan |, QVASYGRGYTYLLSR 164 15 3 26.89 b3b10b12 1733.9p 51.471 216 | 3| 57865 14.93
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan |5 | corpamidomethyl+C(1l) QAALRHNIAPIFICPPNADDDLLR 140 42 4 19.43 yey8yl1°y1l 2730.42 118.708 20220 |3 ol0.81L 2.32
synthase alpha chain
IPOO929[TRPA_SALTY Tryptophan | 5 SGVTGAENRGALPLHHLIEK 179 20 5 21.69 b5°b5b10*H10b13 2081 85.805 2215 | 4 1050.08 12.79
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan |, | o o midomethyirc(d) VAP IFICPPNADDDLLRQVASYG) )\ 26 4 18.96 b3b5h10y6 2952.53 112.32 1918 | 3 984.84 12.6
synthase alpha chain R
IPO0929|TRPA_SALTY Tryptophan |, o Phosphoryl STY(10)|  REGAFVPFVTLGDPGIEQSLK 14 21 14.98 b8b10y3 2340.13 67.407 3688| |2 1170.5f -11.44
synthase alpha chain
. TR T
IP66643IRSO_SALTY 30S ribosomal| SLEQYFGR 33 8 10 49,24 |P2D2D3DIDATDATDAYEYRY o0 4g 60.869 41040 | %  500.25 -5.25
protein S9 8
|P66643|RSzFOSteA;TSY9305 ribosomal| GGGISGQAGAIR 68 12 6 27.01 b4b5°h5y1y8y12 1043.56 34.004 8085 | 2| 52228 -7.95
IP66643IRSO_SALTY 30S ribosomal| GELR 95 4 1 13.16 v3 474.26 44.146 20154 |1 474.2p 13.1
protein S9
|P66643|RSzFOSteA;TSY9305 ribosomal| AGFVTRDAR 100 9 3 31.32 b5b7y7 992.52 86.137 9974 |2 49%.76 864
|P66643|RSzFOSteA;TSY9305 ribosomal| g MVVRQPLELVDMVEK 45 15 4 24.83 b12y7°y7y8 1785.97 106532 182 | 2| 893.49 5.33
|P66643|RSzFOSteA;TSY9305 ribosomal| ALMEYDESLRGELR 85 14 4 31.75 b12y9y10y13 1681.84 83.49( 9a7 | 2| 84142 9.73
|P66643|RSzFOSteA;TSY9305 ribosomal| DARQVER 106 7 5 41.35 b3b5*b5h6°b6 873.46 67.917 163§ |1 &34 538
|P66643|RSzFOSteA;TSY9305 ribosomal| g ISGQAGAIR 71 9 1 7.72 b8 872.50 33.964 3901 |2 436.7F 7.56




IPS5900]SERC_SALTY Phohoserine| ASIYNAMPIEGVK 335 13 5 21.36 b3°b3b5y9*y9 1392.71 50.713| 2883 | 3| 464.91 7.36
aminotransferase
IPSS900ISERC_SALTY Phohoserine| -, | oo midomethyl+C(7)  LAQQELCDWHGLGTSVMEISHR 20 22 12 65 |PSPAYLYSYAYBYTYYIZYIR oogy 10 74.666 28758 4 64255 -12.27
aminotransferase y13yl4
IPS5900]SERC_SALTY Phohoserine| 5 AQVFNFSSGPAMLPAEVLK 1 19 9 53.62| b3b8bYyly3y6yl3yl6yl9 008.06 92.108 23259 1003.53 10.34
aminotransferase
IPS5900]SERC_SALTY Phohoserine| GKEFIQVAEEAEQDFR 42 16 5 24.33 b13y3y4y10°y16 1895.98  2B8. 12000 | 3| 63265 10.24
aminotransferase
IPS5900|SERC_SALTY Phohoserine| TTADYVDAGYWAASAIK 91 17 4 16.93 b4°b4b13y11 1802.88 1081 1560 | 2| 901.94 11.98
aminotransferase
IPS5900]SERC_SALTY Phohoserine| NDVAQANR 287 8 4 55.27 b3b6y5Sy7 887.41 50.710 483 |1 887 152
aminotransferase
IPS5900]SERC_SALTY Phohoserine| 7 AELLYGVIDNSDFYR 272 15 4 30.42 b6y4y5y10 1774.84 68.487 oas | 2| 887.93 -4.95
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ¢ MAQVFNFSSGPAMLPAEVLK 0 20 3 21.69 b4b8b10 2137.1 90.902 532 | 2| 1069.07 20.22
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ¢ YGVIYAGAQK 188 10 3 27.71 b6b8y4 1069.55 44.785 1508] |2 53528 -17.80
aminotransferase
IPSS900|SERC_SALTY Phohoserine| | oo idomethyl+C(d) KYCAPQIIDAK 111 11 4 32.01 b7b8HITD 1306.67 67.480 01738| b 653.84 -8.41
aminotransferase
IPS5900]SERC_SALTY Phohoserine| GQFAGVPLNLLGDKTTADYVDA 77 31 5 22.36 b6*b6b7b25y25 3212.68 97.762 19387 | 3 1071f55 07 7
aminotransferase GYWAASAIK
IPSS900ISERC_SALTY Phohoserine| AELLYGVIDNSDFYRNDVAQANR| 272 23 5 20.88 b12y10y12y14*41 2643.30 79.852 o164 | B 88177 7.57
aminotransferase
IPS5900|SERC_SALTY Phohoserine| 5 WLKAQGGVAAMHK 254 13 3 21.36 b7y3y5 1396.75 50.604 7646 |3 66805 4.02
aminotransferase
IPSS900ISERC_SALTY Phohoserine| VVGGMRASIYNAMPIEGVK 329 19 7 42.37 | beb12°b12b14b17y1By| 1992.01 64.003 3888 | P 996.51 -12.99
aminotransferase
IPSS900ISERC_SALTY Phohoserine| TTADYVDAGYWAASAIKEAK 91 20 3 14.9 b4b6y13 2131.03 69.783 | 3756 | 4| 53351 2.29
aminotransferase
IPSS900|SERC_SALTY Phohoserine| -, o | CarbamidomethyHC(7), | ) e coWHGLGTSVMEISHR 20 22 4 13.91 b7b9y12°y12 258321  2.2D0 9240 | 4| 64656 0.19
aminotransferase Oxidation+M(17)
IPS5900]SERC_SALTY Phohoserine| ,; Oxidation+M(1) MNVPFQLADNTLDK 297 14 4 32.54 b6bob12y12 1621.81 88.548 8820 811.41 11.06
aminotransferase
IPS5900|SERC_SALTY Phohoserine| 4 Oxidation+M(12) AQVFNFSSGPAMLPAEVLK 1 19 4 42.04] b3baigy 2022.03 82.324 4141 P 1011.5% -3.44
aminotransferase
IQ8ZRPOIYAET_SALTY Outer membrape ALFATGNFEDVR 64 12 8 70.62 | b3ydy7yoylotyiloyllyle  1339.6f  8.%45 20031 | 2| 670.34 1.09
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrape VAVGAALLSMPVR 36 13 3 35.83 yAy5y6 1283.75 77.598 14381 |2 28 -0.76
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrape LSNMQPQIAMDR 535 12 4 30.23 y5Y7y8*y8 1403.68) 51.872 611d |2 o024 252
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrape AEQFQFNIGK 792 10 4 42.22 b5b8y3y4 1181.6 41.603 4359 | 3 mpal| 289
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrape SYGTDVTLGFPINEYNTLR 507 19 3 24.67 b10b11b13 2160.0B 207. 2163 | 2| 1080.54 8.82
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrape VSLDTATYVPIDNDHK 606 16 5 28.62 b12y4y8y10°y10 1787.86 502 1926 | 3| 596.63 9.70
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrape TGDTVNDEDISNTIR 49 15 3 24.83 bdy10y11 1649.7 48.569 0538 2 | 825.39 1.78
protein assembly factor yaeT




|Q8ZRPO|YAET_SALTY Outer membra YLESMGQSADTSSFAADDFTFNY] . I ]
brotoin assembly factor yaeT 8 CWTYNK 547 29 22.22 b14y10%y10y11°y11 3316.3 90.713 851 4 ®9. 7.14

IQ8ZRPOIYAET_SALTY Outer membrape g AVVTPLPR 152 8 41.73 yAy5y6 852.52 44.780 5005 |2 426.7p 826.
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane , , VQSQPEINDADK 321 12 23.03 bllysyll 1343.6 63.794 248 3 8. -19.81
protein assembly factor yaeT

IQ8ZRPO[YAET_SALTY Outer membrane WVVLGR 622 6 13.91 b3 729.44 47.911 2010 |1 729.44 -3.01
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrae ., LGFFETVDTDTQR 301 13 42.38 y3y9°yoy11y12 1528.76 76.944 91a | 3| 510.26 20.52
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane , , VTIPGSDNEYYK 594 12 27.01 b10*h10y8y9 1385.67 119.885 484| 2| 693.34 5.02
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane , , FNIDSTQVSLTPDK 237 14 19.98 b6boy8 1564.77 34.901 158 2782.89 -6.63
protein assembly factor yaeT

IQ8ZRPO[YAET_SALTY Outer membrae TGDTVNDEDISNTIRALFATGNFE| o7 2300 b3b13014 2070.38 84.423 oo | 4 743ds 81
protein assembly factor yaeT DVR

IQ8ZRPOIYAET_SALTY Outer membrane , o LDRGYFPTDGSR 576 12 23.03 b10y5y9 1383.68 91.654 128 2 2.350 12.97
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane FEGNDTSKDSVLR 353 13 21.36 b12y9°yay1l 1467.7p 65.82 e386| 2| 734.36 8.15
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane QNLEASGVRVGESLDR 111 16 26.17 b3b4°bab12+b12 1729.46  4.808 7227 | 2| 865.43 -13.13
protein assembly factor yaeT

IQ8ZRPO[YAET_SALTY Outer membrae , o VTIPGSDNEYYKVSLDTATYWPID | o, - 2992 b12b13y13 4154.54 100,738 aob | 4 78040 03
protein assembly factor yaeT NDHK

|Q8ZRPO|YAET _SALTY Outer membra LSGVQVSGNLAGHSAEIENLTKIE S | ]
brotoin assembly factor yaeT 20 OELYNGTK 267 33 22.36 | b15°b15*b15yd°ydy5tyb 34257 114.42 282 31142.58 7.84

IQ8ZRPOIYAET_SALTY Outer membrane GYARFNIDSTQVSLTPDK 233 18 41.36 b8*b8hb9y3y5y6 2012.01 55.760 1944 | 3 67134 -0.12
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane  ,, LAGDLETLRSYYLDR 218 15 24.83 b12y3y4 1784.94 82.199 a66| 2| 892.95 11.69
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane YGYAYPRVQSQPEINDADK 314 19 15.49 b3b12y3 2214.0% 6316| 1502 | 4| 554.27 0.00
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane Phosphoryl STY(L0) FEGNDTSKDSVLR 353 13 30.1 b3b8y3y1 1547.65 89.783 1728 | 8  516.55 1223
protein assembly factor yaeT

IQ8ZRPOIYAET_SALTY Outer membrane PQIAMDR 540 7 2.64 830.42 51.859 4056| |1 830.4 3.75
protein assembly factor yaeT

IPOAAO2INUSG_SALTY Transcription| | VMGFIGGTSDRPAPISDKEVDAM] - o9 26 41.25 | b2b3bdy5*y5yTy21y24yR6  2776.36 73.67 330 4694.84 -8.62

antitermination protein nusG NR




IPOAAO2INUSG_SALTY Transcription| WYVVQAFSGFEGR 8 13 42.69 b2b5h7y8y10y11 1545.76 88.28 773.39 9.79
antitermination proteln nusG
IPOAAD2INUSG_SALTY Transcription| LQQVGDKPRPK 114 11 32.07 b2y4ysy7 1265.7 18.200 3 s@2| 1418
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| -, VMGFIGGTSDRPAPISDK 88 18 82.27|  b3b7b8b9b10b14y3y6l12 847192 102.787 924.46 -5.48
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| Oxidation+M(2) VMGFIGGTSDRPAPISDK 88 18 16.16 b6b8y9 6393 56.986 621.98 2.29
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| ¢ Oxidation+M(2) | VMCFIGGTSDRPAPISDKEVDAM| 5o 26 125 bey7y12 2792.35 61.405 4 698.8 6.3
antitermination protein nusG NR
IPOAAD2INUSG_SALTY Transcription| VVQAFSGFEGR 10 11 7.52 b8°bs 1196.61 88.299 1 1196, 18 4
antitermination proteln nusG
IP67912|HLDD_SALTY ADP-L-glycero-} | YQAFTQADLTNLR 271 13 26.13|  blb2*h2b3*h3y9y10 1540.7 BEB7 770.89 3.09
manno—heptose—6—ep|merase
IP67912|HLDD_SALTY ADP-L-glycero-} QILPEANSQIVGFR 152 14 19.98 b10y3y12°y12 1571.87 69.852 2|  786.44 8.23
manno—heptose—6—ep|merase
IP67912|HLDD_SALTY ADP-L-glycero-} 5 DFVYVGDVAAVNLWFLESGK 209 20 14.9 b3b6y10y20 2229.12 1082 743.71 230
manno—heptose—6—ep|merase
IP67912|HLDD_SALTY ADP-L-glycero-} AESFQAVADATLAYHK 239 16 178 b4b13y3 1721.87 60.944 574.63 12.19
manno—heptose—6—ep|merase
IP67912|HLDD_SALTY ADP-L-glycero-} o GSIEYIPFPDK 256 11 42.42 b5°h5h6y3y4 1265.65 58.48 342255 5.02
manno—heptose—6—ep|merase
IP67912|HLDD_SALTY ADP-L-glycero-} = ¢ EIPFLYASSAATYGGR 107 16 17.8 b6b11°b11y11 1702.86 86.09 2| 85194 12.33
manno—heptose—6—ep|merase
IP67912[HLDD_SALTY ADP-L-glycero-} =/ EYEKPLNVYGYSK 131 13 21.36 b7y3y5 1589.79 48.675 2 549 5.22
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} = o GRYQAFTQADLTNLR 269 15 42.46 b3b8*b8b11°b11b13 1753.92 83.535 877.46 10.37
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} o EIPFLYASSAATYGGRTSDFIESR 107 24 20.14 boy3y5y7°y7 26788 41.689 660.33 2.13
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-l DGTKFVNLVDLNIADYMDK 34 19 24.67 y3y10y11 2171.09 63.89 724.37 9.56
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} =, Oxidation+M(13) FVNLVDLNIADYMDK 38 15 18.81 b3b12y10 785.87 97.941 595.96 -1.44
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} =, Oxidation+M(10) TVAEGVTEYMAWLNR 203 15 24.83 bey5y6 53.81 105.021 878.41 -14.81
manno-heptose-6-epimerase
IPS8663|RCSB_SALTY Capsular synthgsis LDAHVLITDLSMPGDK 47 16 178 b5y3y14y16 1724.87 90.569 575.63 111
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis LGVENDIALLNYLSSVTLSPTDKE| 192 24 54.47 | b2babl2°b12ysEEe | 2591.34 109.770 1296.1 1.04
regulator component B




IPS8663|RCSB_SALTY Capsular synthgsis LSPK 150 4 2 13.16 b3°b3 444.28 104.33§ 268] |1 44448 12,9
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis SAMMKLGVENDIALLNYLSSVTL 187 28 8 31.67 | b9°b9b10°b10y3y9°yoyl3  3010.54 114.941 2127 3| 1004.19 122
regulator component B SPTDK
IPS8663|RCSB_SALTY Capsular synthgsis LGVENDIALLNYLSSVTLSPTDKE| 192 24 5 24.65 b3b8y6y10y13 2582 85.870 3605 | 4 1296.16 1131
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis Phosphoryl STY(17)| LGVENDIALLNYLSSVTLSPTDKE 192 24 4 b y6yOy11y12 2671.28 63.869 3437| |4 6685 -8.23
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis Oxidation+M(12) LDAHVLITDLSMPGDK 47 16 3 26.17 b3b4bla 40.86 59.700 5203 | 3  580.96 -12.83
regulator component B
[P66869|SUCC_SALTY Succinyl-CoA .
lgase [ADP—ormming] Subunit beta 1 |carbamidomethykc(11) YGLPAPVGYACTTPR 14 15 3 26.80 VBylL2 1622.81 62.280 17146 p  s811.91 4.14
|P66869|SUCC_SALTY Succinyl-CoA e |
lgase [ADP—orming] Subunit beta 2 VALDPLTGPMPYQGR 146 15 6 30.42|  bl3y5ylly13°y13*+y1 1|4, | 71722 16972 | 4 807.92 6.88
|P66869|SUCC_SALTY Succinyl-CoA LVTYQTDANGQPVNQILVEAATDI b2b7b8°b8bOy1y2y3y5y6
lgase [ADP—orming] Subunit beta 3 GKELVLGAVVDR 80 36 13 65.89 e 3874.05 122.028 13832 B 1292.03 5.80
|P66869|SUCC_SALTY Succinyl-CoA )
lgase [ADP-orming] Subunit beta 4 AFAENWLGKR 70 10 5 53.01 bly3y6y7y8 1191.61] 58.448 3519 |3 .8e7 11.17
IPE68E9ISUCC_SALTY Succiny-CoA| o IFMGLATIFLER 179 12 3 23.03 b3y3y10 1410.78) 109.269 12420 | 2 05.89 3.03
ligase [ADP-forming] subunit beta
|P66869|SUCC_SALTY Succinyl-CoA . AQAAQWELNYVALDGNIGCMV . ]
lgase [ADP—orming] Subunit beta 6 |carbamidomethy+C(20f NOAGLAMGTMBIVK 241 36 4 10.98 bSy7°y7y1l 3810.84 125.613 530 5 762.97 10.3
IPE68EIISUCC_SALTY SuccinykCoAl 7 | o o midomethyl+C(8)  QGDLICLDGKLGADGNALFR 205 20 3 14.9 b6y9y13 2133.06 101.123 2006| |3 711.69 -8.36
ligase [ADP-forming] subunit beta
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 1 GH"N|GSTAGSV¥PYAGGNVYGAT 126 25 4 19.02 y7y9yl1°yll 2491.25 65.281 56147 4 623.57 6.8
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 2 AVLPGMVER 115 9 3 39.1 yayéy7 971.53 53.634 28484 2 486.2 667.
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 3 AAIEEMMASLPAQWR 58 15 4 26.78 b5b11y5y10 1703.85 91.114 11 2 852.43 14.62
ydfG
|P69936]YDFG_SALTY NADP-dependdnt TYENTTALTPEDITEAVWWVATL
L-serine/L-allo-threonine dehydrogenade 4 PAHVNINTVEMMPVTQSFAGLSV| 199 48 7 38.61| b2bgbgb13°h13bl4yd 5340.63 136.531 7038 | 4 59B3| -0.09
ydfG HR
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 5 VTDIEPGLVGGTEFSSVR 171 18 6 16.16 b6°bEb14°b14y7°y7 1862 | 101.256 4003 | 4  931.98 6.55
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 6 LQALK 36 5 2 27.07 b3y4 572.37 47.620 33135 1 572.3 -14.41
ydfG
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 7 TDLHGTAVR 162 9 3 39.1 b3b7b8 969.53 60.239 2265 2 485.2)7 359
ydfG
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 8 NRGH”NIGST'AA(_BFSKWPYAGGNVYG 124 27 5 12.24 b4b13*b13y12*y12 2761.31 63.860 372 4 691.10 -3.71
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenage 9 DELGENVLTAQLDVRNR M 17 5 40.08 b4b9b10*b10b11 1941.98  2@B4 3570 | 2| 971.49 -10.94
ydfG




|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 10 Phosphoryl STY(12) GHINIGSTAGSWPYAGGNVYGAT 126 25 12.8 b12_l-13PO4 2571.17 102.124 5718 f 643.55 -10.63
e K b12yl1°y11y13
|P69936]YDFG_SALTY NADP-dependdn CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenade 11 _ Y MIVLVTGATAGFGECIAR 0 18 16.16 b7b9y11 1945.90 72.572 1740 2 973.46 -7.72
ydiG ;Phosphoryl STY(6)
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 12 Oxidation+M(9) ASVEDWETMIDTNNK 93 15 32.8 b3b4°b4y4y6 1768.75 32.152 10636 f 442.94 -10.63
ydfG
|P69936]YDFG_SALTY NADP-dependdn CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenade 13 [ v MIVLVTGATAGFGECIAR 0 18 27.48 b3y6y7yl4 1881.94 82.376 533 2 941.47 -9.86
ydiG ;Oxidation+M(1)
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 14 LPGMVER 117 7 1.51 801.42 53.631 3056 2 401.21 -13.3
ydfG
IPOAALSIOMPR_SALTY Transcriptiondl ;| o o midomethyl+c(2b - T RESFHLMVLDLMLPGEDGLSH 26 23.17 b2y6y8y9 3015.51 108.067 508 |4  754.63 -12.3
regulatory protein ompR CR
'POAM?SS’I';E&S‘)AF&;; To'naquc"pt'ona' 2 SVANAEQMDR 32 10 59.55 |  b2b5°h5ydy5y6y8yL0 112051 28.254 4460 | 2| 560.76 0.76
'POAM?SS’I';E&S‘)AF&;; To'naquc"pt'ona' 3 ELLAR 110 5 40.6 b3bdy3 601.36 29.025 60558 |1  601.3p -10.7)
IPOAALSIOMPR_SALTY Transcriptiongl YIQTVWGLGYVFVPDGSK 220 18 64.83 |POPLODIOYSYBYTYLLYLYY 509 01 109.889 6725 | B  677.01 1438
regulatory protein ompR 14
'POAM?QS’I';E&SPAF&;; To'naquc"pt'ona' 5 EPLSR 177 5 13.53 v4 601.34 62.711 3201 |1 0L 137
'POAM?QS’I';E&SPAF&;; To'naquc"pt'ona' 6 LNLGTR 144 6 13.01 y5 673.39 44.353 2601| |2 337.2 -13.3
'POAM?SS’I';E&SPAF&;; To'naquc"pt'ona' 7 SVANAEQMDRLLTR 32 14 19.98 b5y9°y9y13 1603.82 63.270 aes5| 2| 802.41 122
'POAM?QS’I';E&SPAF&;; To'naquc"pt'ona' 8 RQANELPGAPSQEEAVIAFGK 121 21 19.74 b5*b5h9y3y13 22m.1  69.763 1802 | 3  738.04 1137
1 1 % | *|
[POAALOIOMPR_SALTY Transcriptiondl Phosphoyl STY(5) | ENLGTREMFREDEPMPLTSGEFA |, o6 5317 | b3D3b4"bADI0_HIPOY 114.934 aras | b 7eser .
regulatory protein ompR VLK b10
|POAA19|OMPR_SALTY Transcriptiong| 10 Carbamldgmethyl+c(2 ) LTRESFHLMVLDLMLPGEDGLSI 42 26 37.23 b8bOy6°yBy11y12 3031.5¢ 133.419 100366 3 1011 5.88
regulatory protein ompR ;Oxidation+M(10) CR
IPOAALSIOMPR_SALTY Transcriptiongl ;| CarbamidomethyC(21) eoryy \ivi pLMLPGEDGLSICR 46 22 13.01 b3b7y4°y4 2548.1 gz 2703 | 4| 637.80 12.07
regulatory protein ompR ;Oxidation+M()
. Carbamidomethyl+C(1
[POALV6KPRS_SALTY Ribose-phohate _ ; }NVSQVMHIIGDVAGRDCVLVDD )
Dyrophohokinase 1 ,Carbamldc;methyl+c(3 MIDTOGTLOK 198 33 27.91|  b2b8bl7y2y3yeysyo 3559.7p 105.971L 265 4 6890 1.58
'POAlVGlKﬁ;ﬁ;:cﬁ]ﬂ;:;zose'phc’ha]e 2 LFAGNATPELAQR 5 13 33.35| bibsybylOyll*yllyld  1387.78  .G4 22287 | 2| 69437 0.79
'POAlVGlKﬁ;ﬁ;:(ﬁ]ﬂ;:;zose'phc’har 3 ITAVIPYFGYAR 84 12 27.01 bayey7 1370.75 81.231 17457 |2 @8 0.89
'POAlVGlKﬁ;ﬁ;:(ﬁ]ﬂ;:;zose'phc’har 4 LYTSLGDAAVGR 22 12 38.32 b6ySy7y10y12 1222.63 53.153 1®672] 2| 61182 6.29
'POAlVGlKﬁ;ﬁ;:(ﬁ]ﬂ;:;zose'phc’har 5 VFAYATHPIFSGNAANNLR 243 19 29.35 b16b17y8y12°y12 2063 65.876 14892 | 4 68835 -8.40




IPOALVEIKPRS_SALTY Ribose-phohafe ¢ AAEALK 231 6 3 27.44 b4°bays 602.35 31.992 15611 |1 60236 18.2
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe 7 |- idomethyl+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 4 pac) b8bOb15y7 2259.16 88.937 5624 |2 1130.9 9.40
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe o LLNDTDMAIIDK 182 12 3 27.01 b7b8y8 1361.69 34.925 281 |2 eA. -7.80
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe o | o o migomethyirc(1) PCPIFIQSTCAPTNDNLMELVWM | 29 3 22.22 b10b11y6 3192.6( 121.794 1737 |4  798.91 7.9
pyrophohokinase VDALR
IPOALVEIKPRS_SALTY Ribose-phohafe ASAGRITAVIPYFGYAR 79 17 3 16.93 b6y3y10 1812.94 g5.081| 488 | 2| 906.98 -14.48
pyrophohokinase
[POALVEIKPRS_SALTY Ribose-phohafe LYTSLGDAAVGRFSDGEVSVQINE o7 : 232 T 2596.41 50,600 wosd s ss0.00 12
pyrophohokinase NVR
IPOALVEIKPRS_SALTY Ribose-phohafe MPDMKLFAGNATPELAQR 0 18 4 16.16 b5b15°b15y10 1989.99 0 1738 | 3|  664.00 0.49
pyrophohokinase
[POALVEIKPRS_SALTY Ribose-phohate Phosphoryl STY(L1) VFAYATHPIFSGNAANNLR 243 19 3 15.4 8H10y7 2143.00 58.017 4084| W 536.50 -3.08
pyrophohokinase
. Carbamidomethyl+C(1 }
IPOALVEIKPRS_SALTY Ribose-phohafe ), |. -, amidomethyl+ @ Y SQVMHIIGDVAGRDCVLVDD | og 33 7 22.72 |  beb8°b8b11*h11b13 3575.78 110.748 243 4 4.689 8.40
pyrophohokinase A MIDTGGTLCK
);Oxidation+M(7)
IPOALVEIKPRS_SALTY Ribose-phohafe ) FSGNAANNLR 252 10 0 5.27 1063.52 65.824 12507 |2 532.2p -5.08
pyrophohokinase
|P66692|RPIA_SALTY Ribose-5-phohale AVGWAALQYVQPGTIVGVGTGST b3b4b5b6b7b9ob11b17y6)9
o rase A 1 AAUEIDALGTMEK 8 35 17 12453 vadyasyaoy2eyay 346782 108.158 52425 B 1163.2 5.53
|P66692|RP'Ais—osn{?é‘;zeRA'bose's'phOha[e 2 | carbamidomethyl+C(3 FICIADASK 112 9 5 39.1 VA*yAy5yTy9 028.51 51.730 32564 512.76 -3.81
|P66692|RP'Ais—osn{?é‘;zeRA'bose's'phOhale 3 GADVALIGTPDGVK 201 14 6 34.02 b5b6y2y3y7yls 1312.64 5616 | 26553 | 2| 656.85 -13.02
IP66692IRPIA_SALTY R'bose'S'phOhale 4 LGGRPEYR 149 8 6 49.24 b6b7y2y3ydys 947.50 24.373 557 2 44| 825
isomerase A
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale 5 GQIEGAVSSSDASTEK 43 16 5 36.04 b4b10y6yoy13 1565.13 w36 3519 | 2| 78337 3.43
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale 6 QVDILGKFPLPVEVIPMAR 121 19 3 24.67 yey7y9 2122.19 100571 34417 | 3| 708.07 7.36
IP66692IRPIA_SALTY R'bose'S'phOhale 7 GGRPEYR 150 7 2 28.2 b3bs 834.41 24.379 14988 |2 s771 13,
isomerase A
P66692IRPIA_SALTY Ribose-5-phohafe o VGVGTGSTAAHFIDALGTMK 23 20 1 10.06 b14 1932.97 108.163 1| 2| 966.99 6.57
isomerase A
IPOA7Z7IRPOA_SALTY DNA-directed| SLTEIKDVLASR 208 12 6 45.98 y1y3y5y6y7yl2 1331.74 63678 148 | 2| 666.37 -9.72
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| MQGSVTEFLKPR 0 12 5 56.77 b3b7bob11y12 1392.76 76.99 310812 | 696.88 14.29
RNA polymerase subunit alpha
[POA7Z7|RPOA_SALTY DNA-directed . ]
RNA polymarase subunit aphe 3 | carbamidomethyl+C(8 LLVDACYSPVER 170 12 10 96.14  b2bgbBy7y8yoy10yld  1421.71 60.129 27541 |2 7113 1.97
IPOA7Z7IRPOA_SALTY DNA-directed| ;| o0 idomethyto(g) "-SSMPGCAVTEVEIDGVLHEYS | g 26 3 125 b12y20y23 2848.42 91.534 20490 |3 95015 3.5
RNA polymerase subunit alpha TK
[POA7Z7|RPOA_SALTY DNA-directed
RNA polymarase subunit alphe 5 EGVQEDILEILLNLK 71 15 7 45.2 bSy2y3ydy5y7y15 1725.97 1878 12764 | 2|  863.49 2.83
IPOA7Z7IRPOA_SALTY DNA-directed| LVIEMETNGTIDPEEAIR 200 18 6 25.72|  b13°b13y5y8y10°%y10) pO34 84.164 11008 | 3  677.35 12.57
RNA polymerase subunit alpha




IPOA7Z7IRPOA_SALTY DNA-directed| 7 QPEVKEEKPEFDPILLRPVDDLELT 50 27 7 18.32 b2*b2b4°h4b7h9y27 3204.71 114.34f7 7494 | 3 .e0ed  -0.91
RNA polymerase subunit alpha VR

IPOA7Z7IRPOA_SALTY DNA-directed| o LVIEMETNGTIDPEEAIRR 200 19 5 26.74 b10b13b1dy11°y11 2186 | 108.453 2070 | 4 720.37 -3.57
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| ¢ VTLEPLER 25 8 5 41.73 yA°ydy5°y5y6 956.53 52,758 36045 |2 a78.| 1270
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-drected| IHSEEDERPIGR 158 12 3 30.23 y3ydy6 1437.6 25.307 27803 | 3 .oev9| -15.62
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| | QPEVK 238 5 2 13.53 b3°b3 600.34 31.613 14377 |1 e00.d4 5.5
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| IAYNVEAAR 182 9 3 31.32 b4bey3 1006.53 43.340 7606| |2 50377 273
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| 5 EEKPEFDPILLRPVDDLELTVR 243 22 4 13.91 b7b10y11°y11 26uB 91.007 5420 | 4  656.61 0.93
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-drected| | AEAHYIGDLVQR 271 13 4 21.36 boy4y6°y6 1484.80 43.235 28371 |3 495.61 12.17
RNA polymerase subunit alpha

[POATZ7RPOA_SALTY DNA-diected| 1o [ oo oo |RILLSSMPGCAVTEVEIDGVLHEY |, o7 1 6113 [p12°D12b14b16y7yBYI2NL o 114.920 10330l b 75168 439
RNA polymerase subunit alpha STK 2y13y14

IPOA7Z7IRPOA_SALTY DNA-directed| 15 | o pa idomethy+C(d)  SANCLKAEAIHYIGDLVOR 265 19 3 254 b5b7b14 2158.10 77.291 20888 [3  720.04 -4.98
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| IAYNVEAARVEQR 182 13 3 21.36 b8b10y3 1518.79 43.508 21229 |3 0683 11.41
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| 1o | o amidomethyl+C(18) IHSEEDERPIGRLLVDACYSPVER 158 42 3 22.42 b10y12y13 2840.39 62.064 12661 |4 71085 -3.35
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| o GYVPASTRIHSEEDERPIGR 150 20 3 14.9 b5y5y15 2269.14 .21 8415 | 3| 757.05 1.61
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| ) GLSLGMRLENWPPASIADE 310 19 4 15.49 b9°b9y3y5 2056.00 680 6725 | 3| 686.01 -4.87
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| GRGYVPASTR 148 10 4 20.47 b4b5y5°y5 1063.56 24.91¢ a0l | 2 =me2| 72
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| Oxidation+M(5) LVIEMETNGTIDPEEAIR 200 18 3 16.16 b6y YL 2046.03 79.848 3734 | &  512.26 10.62
RNA polymerase subunit alpha

IPOA7Z7IRPOA_SALTY DNA-directed| TEIKDVLASR 300 10 1 7.72 b3 1131.63 63.730 21051 |2  566.3p 433
RNA polymerase subunit alpha

|068883|CISY_SALTY Citrate synthas¢ 1| carbamidomet2 TAGSSGQ’\(‘;Z;\A,\‘CE'QAXS'(ASLWGPA 240 34 5 1351 b6b16y17y26y34 3195.58 116.90p 22808 | 3 16688 4.05

|068883|CISY_SALTY Citrate synthas¢ 2 ILILHADHEQNASTER 222 18 6 16.16 b2b3y2y5yoy18 2005.0 44.490 18416 | 3  @9.p -9.56

|068883|CISY_SALTY Citrate synthas¢ 3 TVGWIAHWNEMHTIMK 388 17 10 54.45 |78 b8b10b)/1122b13y1y2y5y7 2012.90 67.158 17268| B 671.64 7.58

|068883|CISY_SALTY Citrate synthas¢ 4| carbamidometb() DSHPMAVMS\(/;,\'IT,\‘(;AF‘{LAAFYHDSL 127 29 7 42.6 yay6y8ylly13yl4y29|  3159.4 109.016 11729 | 4 6290 2.47




|068883|CISY_SALTY Citrate synthas¢ 5 AMGIPSSMFTVIFAR 371 17 5 35.24 b7b12y3ydy13 1829.9 120.158 689D | 2 91547 1409
|068883|CISY_SALTY Citrate synthas¢ 6| Carbamidometbyls NDLSYAGNFN“I;'\'}"L';;STPCETYEV 189 29 6 25.53 b1b3b12y2y13y14 3411.5] 112.01p 6806 | 3 14378 10.09
|068883|CISY_SALTY Citrate synthas¢ 7 ELGTKDDLLE{\I/:?EMKELEH'ALNDP 328 28 6 40.01 y8°y8y9y13°y13y14 3245.6 105.35p 243 | 4 2| 203
|068883|CISY_SALTY Citrate synthas¢ 8 YSIGQPFVYPR 178 11 3 25.08 bdy3y6 1326.69 69.276 17342 | 2 em3| 175
|068883|CISY_SALTY Citrate synthas¢ 9 LMGFGHR 300 7 3 38.34 bSbey4 817.43 28.785 2831 |2  400.42 20.4p
|068883|CISY_SALTY Citrate synthas¢ 10 LYPNVDFYSGIILK 357 14 5 32.54 b4bgb12y11°y11 1641.84 6290 | 1571 | 2| 82143 -17.99
|068883|CISY_SALTY Citrate synthas¢ 11 TTVTRHTMIHE®T 105 15 3 18.81 b14yoy12 1823.94 100.24 203391 | 2 912.48 2.01
|068883|CISY_SALTY Citrate synthas¢ 12|  carbamidome@(10) RDSHPMAVL"S(\:IE'JS:LAAFYHDS 126 30 4 17.54 b6b12b14°b14 3315.5 103.43p 22263 | 4 82065 5912
|068883|CISY_SALTY Citrate synthas¢ 13 TVGWIAHWNEMHBMKIARPR | 388 22 3 13.91 bob11y3 2606.21 136.43§ 11347 | 3 @94 581
|068883|CISY_SALTY Citrate synthas¢ 14 ELGTKDDLLE{\I/:?EMKELEH'ALNDP 328 28 6 40.43 b3b9b10b11y7y10 3245.6]7 127.604 2344 | 3 16825 12.49
|068883|CISY_SALTY Citrate synthas¢ 15|  carbamidonte@(®) ETCHEVLKELGTK 320 13 4 28.84 b8°b8bob11 1543.8 TEE 2007 | 2| 772.40 14.87
[POALUB[YIGD_SALTY Uncharacterizdd LIEELLEDGSDPDALYTIEHHLSA s a3 1 42 75 | P2D305DI22yTyI2yIByAL " 107489 Josz8| b 4346 Lo
protein yjgD DDFETLEK y33
'POAlUBlYJGgC—)iﬁL;gDU”CharaCte”ZEd MANPELLEEQREETR 0 15 8 38.39| b6°heblOy3°y3ydoyayll  18%4.| 83.628 10478 | 4 61563 3.4
'POAlUBlYJGgC—)iﬁL;gDU”CharaCte”ZEd ANPELLEEQREETR 1 14 6 19.98 boy2y6°y6y12y14 1713.82 4.32| 8815 | 3| 57194 -14.03
'POAlUBlYJGgC—)iﬁL;gDU”CharaCtE”ZEd MANPELLEEQREETR 0 15 4 26.89 y6°yBylly12 1844.8 98.791 77® | 2| 922.95 5.03
IPOALUG|YJGD_SALTY Uncharacterized PELLEEQREETR 3 12 0 3.39 1528.74 40.340 2151 |2 76448 1.13
protein yjgD
[Q7CPHS|SECB_SALTY Protein-expof GTFPQLNLAPVNFDALFMNYLQQ b4b6°b6*b6b9°b9b15y3ydy
orot sect OAGEGTEENODA 120 35 12 42.9 By10y13 3893.83 116.803 14341 B 1298.63 5.96
'Q7CPH8|SE;EI£ASL;E Protein-expoit LDLDTASSQLADDVYEVVLR 41 20 7 39.93 b5b6b8y2y3ydy20 2228, 109.853 11272 | 2 111158 12.63
'Q7CPH8|SE;EI£ASL;E Protein-expoit IYTKDVSFEAPNAPHVFQK 15 19 6 20.35| b13°b13017*b17yllylle 192.12 75.968 5030 | 4 54853 -0.89
'Q7CPH8|SE;EI£ASL;E Protein-expoit DVSFEAPNAPHVFQK 19 15 3 18.81 b3yoy1l 1685.8% 61.237 2067 | 2843.42 2.32
IQ7CPHBISECB_SALTY Protein-expoif DWQPEVK 34 7 3 41.35 b4b6y5 901.45 60.130 2214 |2 45123 14.6B
protein secB
IP15888INFNB_SALTY Oxygen-insensit TLLQYSPSSTNSQPWHFIVASTER 5 26 8 37.5 | b8°b8b9*b9bl0bl4y3yd6  2907.41L 105.197 26903 | 369.82 -3.27
NAD(P)H nitroreductase GK
|P15888|NFNB_SALTY Oxygen-insensit )
NAD(PIH niroredustase MDIVSVALQR 0 10 4 40.46 b3b6y4y6 1131.61 70.180 7417 |2  566.31 -4.64
IP15888INFNB_SALTY Oxygen-insensit GYTSLVVVPVGHHSVEDFNAGLP|  1q) 24 8 40.97 |  b3b5b7b23y2ydy8y1§ 2522.30 71.627 410 | 3 4841] 165
NAD(P)H nitroreductase K
|P15888|NFNB_SALTY Oxygen-insensit
NAD(PIH nitoredustase FFADMHR 122 7 3 41.35 b3y3y6 923.42 66.129 24864 |1 92342 3.64
|P15888|NFNB_SALTY Oxygen-insensit o o
NAD(PIH nitoredustase LPLETTLTEV 207 10 5 34.7 y3°y3y4°ydy9 1115.63 46.053 163 |3 7235 13.68
IP15888INFNB_SALTY Oxygen-insensit SAAGNYTFNERK 62 12 6 41.33 b3°b3b4b5*b5y11 1357.65 91.064 1742 | 2| 679.33 -0.45
NAD(P)H nitroreductase
[P15888|NFNB_SALTY Oxygen-insensit EKGYTSLVVVPVGHHSVEDFNAG o N ]
NAD(PIH nitoredustase bk 179 26 6 16.47 |  be°b6b25y10*y10y18|  2779.41 100.19H 4786 | 4 .6a95| -11.95
'P15888w;g'gj—)iﬂ‘i;;gjﬁygzzgnsensn VSLKDDHQWMAK 129 12 5 48.55 b8b11y3y5y1l 1457.73 86.596) 9@t | 2| 720.37 8.71




IPS3636|SODCL_SALTY Superoxide| | oo midomethyi+C(3 FACGVIEK 169 8 12 79.33P20ADSYLY2Y2V3YSYSYBY o5 45 41.520 139543 P 462.23 -12.23
dismutase [Cu-Zn] 1 7y8
IPS3636|SODCL_SALTY Superoxide| EVPALMAGGHLDPEK 84 15 5 30.42 b14y3y8y9°y9 1563.74 58.043 19362 | 3| 521.93 1.95
dismutase [Cu-Zn] 1
|P53636|SODCL_SALTY Superoxide | b4b7b10°b10*b10y3y5y8 )
Hismutass [Cu-zn] 1 3 GGDNYSDKPAPLGGGGAR 151 18 15 147.8] 7 oyioyiiyioyis | 168877 33.877 82958| B  563.59 17.49
IP53636|SODCL_SALTY Superoxide| GHLGDLPGLVVNADGTATYPLLA| 4, 25 6 37.85 b3b4b5°h5h16y14 2517.3p 83.52 48444 | 4  630[08 -18.14
dismutase [Cu-Zn] 1 PR
[P53636|SODCL_SALTY Superoxide HLGPYNDKGHLGDLPGLVVNAD b3b5b8°b8b10b14b18y3Y4 ]
Hismutass [Cu-zn] 1 5 OTATYPLLAPR 102 33 14 85.66 VoyeyByl1v1l 3441.78 81.434 133312 h  861.20 3.12
IPS3636|SODCL_SALTY Superoxide| ¢ DGKEVPALMAGGHLDPEK 81 18 4 25.72 b11b13b17y7 1863.92 &4 | 16210 | 2| 932.46 229
dismutase [Cu-Zn] 1
IP53636ISODCL_SALTY Superoxide| PALMAGGHLDPEK 86 13 1 7.3 b3 1335.68 58.079 2181 |2 668.3p 78.8
dismutase [Cu-Zn] 1
IP53636ISODCL_SALTY Superoxide| g EVPALMAGGHLDPEK 84 15 0 3.77 1545.76 58.039 2776| |3 51592 535
dismutase [Cu-Zn] 1
[P14146|PHOP_SALTY Virulence 1 SSDVSLPVLVLTAR 68 14 9 53.71| bilb3°b3bsbsysysyloyls  1886.| 87.312 19507 | 4 728.92 2.35
transcriptional regulatory protein phoP)
[P14146|PHOP_SALTY Virulence 2 GQGYLFELR 215 9 5 31.32 b6yLy3ydya 1082.5 72.232 15731 | 2 mu 1.92
transcriptional regulatory protein phoP)
[P14146|PHOP_SALTY Virulence 3 VLVVEDNALLR 3 11 7 57.38 b3y6*y6y7°y7y8y9 1240.72 68.269 as | 2| 62086 -6.30
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 4 IQAQYPHDVITTVR 201 14 5 56.29 y6y8y9y10y12 1640.88 52102 20866 | 3| 547.62 1533
transcriptional regulatory protein phoP)
[P14146|PHOP_SALTY Virulence 5 LTAFEYTIMETLIR 150 14 5 28.58 b7b12°b12y3y9 1700.91 6mal | 19647 | 2| 85096 11.12
transcriptional regulatory protein phoP)
[P14146|PHOP_SALTY Virulence 6 ELSVNEEVIK 140 10 6 27.71 b6b8°b8*h8y8*y8 1159.61 52.259 782 | 2| 580.31 -9.68
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 7 MQALMR 112 6 1 13.01 b3 749.39 51.344 3g18| |2 3752 14.17
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 8 VEVLSSGADDYVTKPFHIEEVMA 88 24 3 13.12 b13y7y12 2692.37 82.655 3244 |4 67385 14.3
transcriptional regulatory protein phoP) R
[P14146|PHOP_SALTY Virulence EGWQDKVEVLSSGADDYVTKPF . I ]
transcritional requintory protein phop| EEVMAR 82 30 6 25.64 b8b15y6°y6y7y10 3435.64 84.301 42t | 4 85967 201
[P14146|PHOP_SALTY Virulence 10 Oxidation+m(a) | PSEMLQLYPDAELRESHTIDVLM 172 25 5 23.76 b6b8b11yoy18 2018.4 107.17 a20p | 3 973h7 8812
transcriptional regulatory protein phoP)| GR
[P14146|PHOP_SALTY Virulence 11 Oxidation+M(9) LTAFEYTIMETLIR 150 14 5 31.75 b7b8b11°h0 1716.89 113.773 2085 | p  858.95 1.56
transcriptional regulatory protein phoP)|
IPSBEELIAAT_SALTY Aartate 1 ANYSNPPAHGASIVATILSNDALR| 280 24 4 22.42 b2b8y6y7 2452.2 86.788 11542 | 3 818.09 -0.20
aminotransferase
O E*
IPSBEGLIAAT_SALTY Aartate 2 MFENITAAPADPILGLADLFR 0 21 11 39.02 | P20APSTDSDIDILY2YSYTY 505 50 121.188 11410 p 11381 8.37
aminotransferase 13y21
IPSBEGLIAAT_SALTY Aartate 3 QNGMFSFSGLTK 343 12 3 23.03 b4b6y11 1316.6p 73.43 3585 | 3 5439  -8.90
aminotransferase
IPSBEGLIAAT_SALTY Aartate 4 NFGLYNER 246 8 4 52.26 b6b7y5y7 1012.47 96.404 327 1 101247 -10.73
aminotransferase




IPSBE6LIAAT_SALTY Aartate 5 AEQYLLENETTK 51 12 3 23.03 b10y4y6 1438.67 73.361 3164 |2 wao.| 2231
aminotransferase
IPSBEELIAAT_SALTY Aartate 6 | Carbamidomethy+C(4 VGACTLVAADAETVDR 254 16 4 28.62 tBsEy12 1647.81 55.646 3104 P 824.41 5.11
aminotransferase
IPSBEELIAAT_SALTY Aartate 7 |carbamidomethy+C(15) VNVAGMTPDNMAPLCEAIVAVL 374 22 5 8196 b10b1dy8y14°y14 2285.10 76.768 184 |3 762.37 -15.1
aminotransferase
IPSBBELIAAT_SALTY Aartate 8 AWEQELTDMR 304 11 7 49.14 |  b3b4b7°b7*b7y3y10 1391.66 1285 | 1550 | 1| 139166 2.02
aminotransferase
IPSBBELIAAT_SALTY Aartate 9 INLGIGVYKDETGK 28 14 3 28.55 y5y7y13 1506.81 44.806 4645 |3 0294 7.13
aminotransferase
IPSBE6LIAAT_SALTY Aartate 10 AIWEQELTDMRQR 304 13 3 21.36 b5y5y8 1675.83 37.743 1702 | 4 1081 7.36
aminotransferase
IPSBEELIAAT_SALTY Aartate 11 TAQTPGGTGALRIAADFLAK 96 20 5 38.58 b10b11°b11b12b15 o954 62.079 1540 | 4  653.68 -13.65
aminotransferase
IPSBEELIAAT_SALTY Aartate 12 Oxidation+M(10) AWEQELTDMR 304 11 3 25.08 bab10y8 1469. | 73.667 3878 | 4 704.34 5.46
aminotransferase
[P11003|METF_SALTY 5 1 | carbamidomethy+C(L1) TGLEAAPHLIDATRDELR 80 20 9 31.8 | b5°b5b8bOyly2y3yl7yd0  2239.11 789, 10195 | 3|  747.04 -3.60
[PLL003METF_SALTY 5 2 EGVKDFHEYTLNR 266 13 2 33.31 b7ygy0 1625.79 61.748 13933] B 542.60 8.03
[PL1003IMETF_SALTY 5 3 LVGANIAMDMVK 250 12 4 33.24 Va°yay10 1261.65 71.666 11562| P 63L.33 12.67
[PL1003IMETF_SALTY 5 4 TIARDYWNNGIR 100 2 Z 27.01 b9b10°b10y9 1478.7 72.659 4487 2| 739.88 751
[PL1003[METF_SALTY 5 5 IPSWMSLMFEGLDNDAETR 230 19 7 24.5p bebob12y2y10°y10y19|  2212.03 111.544 4459 |2 1106.52 11.8
[PLL003METF_SALTY 5 5 IPSWMSLMFEGLDNDAETRK 230 20 5 28.4 b1b6bsbllyl2 2340.08 81.586 4069] |2 1170.84 10.2
[PL1003IMETF_SALTY 5 7 FADMTNVR 222 8 Z 33.95 b2bayby6 953.46 43.390 2711] |2 47708 614
[PL1003IMETF_SALTY 5 8 EVADFDISVAAYPEVHPEAK 140 20 7 488| b3b5b8bllybyllyl7 2187.10 63.991 68456 | 4 54743 19.8
|PL1003METF_SALTY 5 9 ATQFFFDVESYLR 179 14 2 3176 b10b13y10 1735.86 72.556 9967| |2 868.44 3.31
[PL1003IMETF_SALTY 5 10 FVSVTYGANSGER 54 13 7 46.8B b3EIRb10y7°y7 1386.65 27.795 7661 |2 693.8 9.77
[P11003|METF_SALTY 5 11 | carbamidomethyi+C(fL1) TGLEAAPFCIDATR 80 16 4 255 b4b6°b6b9 1725.84 90.473 1887 |2 86344 902
[P11003|METF_SALTY 5 12 | carbamidomethyl+C(8) AEMSYAITEGVRPGL 279 17 3 16.93 b3b7y13 1874.95 72.607] 150 2 93798 5.69
[PLL003METF_SALTY 5 13 AITQFFFDVESYLRFR 179 16 3 17.4 ) 2039.04 58.429 11233] B 680.35 2.04
[P11003|METF_SALTY 5 14 | carbamidomethy+C(13) ~ ERTGLEBALTCIDATR 78 18 5 23.57 b12°b12y7y8°y8 2011.0 105381  6BlO| 3| 67101 13.23
[PL1003METF_SALTY 5 15 VDAGANRAITQFFFDVESYLR 172 21 5 38 b3°b3b13"b13y19 2419.17 67.505 9687] |4  605.5p 14.2
[P11003|METF_SALTY 5 16 | Carbamidomethy+C{1) CVSAGIDNASILPVSNFKQAK 197 24 4 13.12 b4b11°b11y3 2555.39 63.95] 065 | 3| 85247 1.62
o GDLPPGSGKPEMYAADLVGLLKE . I
[P11003|METF_SALTY 5 17 Oxidation+M(12) |7 2 P EAK 118 42 4 10.86 b4°hab7y1l 4412.21 113.522 3324 | 4 110381 3.6
[P11003|METF_SALTY 5 18 | carbamidomethyl+C[1) CIDATRIFEL 90 10 0 5.65 1248.61 59.756 5843| |2 624.81 4.40
[P64267/GNS_SALTY Protein gns 1 TGQEVSEIEFAPR 28 13 2 35.83 V7y8yoy13 1462.78 57.90] 14745 | 2731.87 6.26
*|
[P64267|GNS_SALTY Protein gns 2 TGQEVSEIEFAPRETMK 28 17| 8 62.9 blomlbma“ b14y6yOWl 1951 95 84.951 6856 651.32 2.13
[P64267|GNS_SALTY Protein gns 3 NSEELTHK 1 8 Z 36.96 babby7°y7 957.48 58.951 2794 |2 47994 ods.
[P64267|GNS_SALTY Protein gns 2 ETMKGLEGYHVK 41 12 3 20.0 b6b7y9 139171 46.740 1901 |2 696.34 9.12
[P64267|GNS_SALTY Protein gns 5 KTGQEVSEIEFAPR 27 14 6] .181]  b6boy5°y5y10y12 1590.84 117.226 18701 |2 7959 14.7
[P77983|KPYK1_SALTY Pyruvate kinasp | 1 GDLGVEIPVEEAQK 244 17 8 58.71| b3b5b7°b7bl2y3ydyl?  1843.00 95.42p 28252 | 922.01 10.07
[P77983|KPYK1_SALTY Pyruvate kinasp | 2 |  Carbamidoryletd(3) IVCTIGPK 5 8 4 36.96 b3b6y7y8 887.51 44.184 1576 2 426 7.50
[P77983|KPYK1_SALTY Pyruvate kinasp | 3 IENQEGLNNFDEASDGIMVAR | 220 24 4 22.42 b3b4*bdy11 2677.25 113.11¢ 7824 | 3893.00 -8.66
[P77983|KPYK1_SALTY Pyruvate kinasp | 4 AEAGDVANA'L[A’ETDAVMLSGES 292 25 4 19.54 b7b14b17y9 2405.1 75.413 5084 | 3  802.38 7.9
[P77983|KPYK1_SALTY Pyruvate kinasp | 5 MLDAGMNVMR 22 10 4 29.47 b5°bSy6y7 1137.52 68.435 5033 |2 =mm. -0.21

N =



_ yruvate kinasg . y7y . . 5 . .
P77983|KPYKL_SALTY P kinast | 6 VVITATQMLDSMI 272 14 5 28.58 b8b10°b10y7y12 1549.8] 72.264 3436 | 2 77541 1229

_ yruvate kinasge . y . . g . .
P77983|KPYKL_SALTY P kinas | 7 AHGGENIQIISK 208 12 4 38.32 bab7b11y9 1266.6 60.233 388d7 | 2633.84 1.25

_ yruvate kinasg . Y5y . . . -12.
P77983|KPYKL_SALTY P kinasp | 8 AGQTFTFTTDK 86 11 4 28.09 b8*b8y5y6 1216.57 58.937 13028 |3 6.0 12.64

] SVVGNNEIVAVTYEGFTSDLSVG b9°b9*b9b10°b10b14y3y Ty ]

[P77983[KPYKL_SALTY Pyruvate kinase |~ 9 TV LVDDGLIGMEVTARGNK 97 44 12 30.48 101010416 4526.28 97.419 10613 | #  1132.3 7.66
|P77983|KPYK1_SALTY Pyruvate kinasg | 10 MMIEK 261 5 1 13.53 y3 651.31 44.474 7562 |1 65131 -10.21
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 11 GAVETAEK 360 8 4 52.26 b3b6ydys 804.42 68.459 6734 |1  8o4dp  .0as8
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 12 LEGGNDVSLK 76 10 4 27.71 b4°b4b8y7 103158 41.658 1967 |2 me.| 1266
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 13|  CarbamiddiyleC(7)| QDLIFGCEQGVDFVAASFIR 175 20 4 24.32 b3b4*h4b8 210 112.797 1538 | 3  758.04 1.72
[P77983|KPYK1_SALTY Pyruvate kinasp | 14 GAVETAEKLEBRVATQGGK 360 22 4 13.91 b6b10°b10y5 2181.19 81.371 25208 | 3727.74 -8.17
[P77983|KPYK1_SALTY Pyruvate kinasg | 15 GDLGVEIPVEEXQKMMIEK 244 22 4 18.96 b6b11y5y8 2475.29 70.238 10332 |3 5827 -0.59
|P77983|KPYK1_SALTY Pyruvate kinasg | 16 KYFPDATILATNEVTAR 388 19 3 15.49 b3bey3 2124.12 83.174 9751 |3 7087L 604
[P77983|KPYK1_SALTY Pyruvate kinasg |~ 17|  CarbamiddryleC(3) VICKVLNNGDLGENK 141 15 5 18.81 b3y3°y3*y3y12 1685 26.457 6980 | 34  558.29 -11.60
|P77983|KPYK1_SALTY Pyruvate kinasg | 18 PhosphofY&.0) LEAPLIVVATQGGK 368 14 5 19.98 bab11°b11*h11y3 1478, 49.712 23102 | 4 738.40 4.88
[P77983|KPYK1_SALTY Pyruvate kinasp | 19 PhosphofY &) DVALQSGLAQK 434 11 4 39.41 bab10y3y4 1209.57 40.801 623 | 2| 605.29 -3.63
[P77983|KPYK1_SALTY Pyruvate kinasg | 20 Oxidation-8y( VVITATQMLDSMIK 272 14 3 27.76 y5y12y13 1565.83 63.816 @3 | 2| 783.42 -1.09
|P67551|YAEP—S)I/;';;Y UPF0253 proten VLNEVAADSALSESVREK 32 18 4 16.16 b9*b9b13y15 1916.94 7858 2057 | 3| 639.67 -3.06
|P67551|YAEP—S)I/;';;Y UPF0253 protein -, VLNEVAADSALSESVR 32 16 5 29.29 b15°b15y9y10y14 1650.87 .25 1833 | 3| 553.96 6.47
|P67551|YAEP—S)I/;';;Y UPF0253 proten 4 AAYAAANLLVSDYVNE 50 16 3 17.8 bdy3y8 1683.83 106.479 1573| [2 842.42 152
[P67551[YAEP_SALTY UPF0253 prote)n . YAEIASGDLGYVPDALGCVLKVL ]

JacP 4 |carbamidomethy+C(18) NV AADSALSESVR 11 37 3 10.93 b7b11y10 3851.97 114.845 19707 | 4 963.15 7.4
'Q82P84|UE—‘)?Q:;YEU”“’E'S&" stress| 4 MAMYQNMLVVE PNQDDQPALR 0 23 6 27.28 | bl0Obl2yl2°yl2y13y2d  2718.3b 94.42] 52438 | 3 7906] 11.86
'Q82P84|UE—‘)?Q:;YEU”“’E'SE" stress ALVAVNLASEEPYHNALNEK 155 20 8 47.63 | b2b3blibiey7yoyleyl 2182.12 66.811 11830 B 728.04 0.78
'Q82P84|UE—‘)?Q:;YEU”“’E'SE" stress 5 TAWIREQAK 68 9 6 46.1 b3°b3baydy5y9 1102.60 49.629 11416 |2 1.88 1.66
|Q82P84|UEB?QZ;YEU”“’E'SZ" stress| 4 AMYQNMLVVIDPNQDDQPALRR 1 22 5 3524 | yloylleyllyl2#y12 23.30 81.369 2723 | 4 64758 8.02
'Q82P84|UE—‘)?S:;YEU”“’E'SE" stress| g VVWHNRPFEA'I'S EVIAGSHDLVL 89 25 4 19.02 b3b7*b7b10 2870.51 110.664 22027 |3 957.81 120.4
'Q82P84|UE—‘)?S:;YEU”“’E'SE" stress g TGLSAAFLGNTAEQVIDHLR 273 20 3 14.9 b3y10y16 2113.06 8637 | 5538 | 3| 705.02 2172
'Q82P84|UE—‘)?S:;YEU”“’E'SE" stress 7 AFLPIYDFSYEMTTLLSPDER 36 21 9 56.23|  b7°b7b8b10y3y6°yee7| 2508.23 85.365 5287 | P 1254.63 13.24
'Q82P84|UE—‘)?S:;YEU”“’E'SE" stress g DQPWPEGGK 146 9 4 31.32 b5b7y8*y8 1013.4 55.484 2186 | 2 m07.p  15.78

I %y
IQ8ZP84JUE_SALTY Universal stress| ¢ VVWHNRPFEAIQEVIAGSHDLVL | = . 4367 | PIOSDIAYBYI2VIB VI o7 374 23] b 750,00 0.20
protein E KMAHQHDR *y14
'Q82P84|UE—‘)?S:;YEU”“’E'SE" stresst 1 MAHQHDRLEAVIFTPTDWHLLR 114 22 5 22.66 b8°b8b9°hoy7 2686 116.084 6834 | 4  896.12 -7.63




[Q8zP8aU E_‘)?S:;YEUmversal stess| |, AFLPIYDFSYEMI;I'TLLSPDERTAM a6 . 5 128 b12y4y7 296740 92,201 PO I D | .
'Q82P84|UE—‘)?S:;YEU”“’E'”' stress 4 IKAFLPIYDFSYEMTTLLSPDER 34 23 6 40.7 y7y8°y8yl0y11°y1l | 2749.38 74.756 2476 | 4  688.10 1.24
'Q82P84|UE—‘)?S:;YEU”“’E'”' stesst 13 | carbamidomethy+C(2) KCPSPVWMVK 136 10 41.25 b4°batyEh 1231.64 60.748 1602 | P 616.32 7.53
|P40827|NLPD_SALTY Lipoprotein nip(l 1 VIENFGASEGGNK 26 13 5 33.35 b5b8°b8boy6 1321.63 74.709 16018 | 2 661.32 4.9
|P40827|NLPD_SALTY Lipoprotein nip(l 2 IATMGSTGTSSTR B4 13 10 85.72 b8b9b11y4y§y7 YIYOYI0ML 1569 61 28.726 13714| 2 635.31 2.98
|P40827|NLPD_SALTY Lipoprotein nip(l 3 VVYAGNALR 297 9 6 31.32 b1b6*beydy7y9 962.53 40.818 10359 |2 8147 -11.03
|P40827|NLPD_SALTY Lipoprotein nipl 4 GSYTGGSTYTVK 112 12 5 41.33 b3y6y7y8y12 1220.57 34.48¢ 864p 2 | 610.79 -5.00
. ipoprotein nip . YOy . . . )
P40827|NLPD_SALTY Li in nipi 5 SAQNSTVAVASSA?\‘T(T'TYSEGSGE( 190 28 6 17.94 |  bob11*b11b13yoy28 2812.3% 48.62 3120 | 3 938 486
. . MLPNNKPAGTVVTAPVTAPTVST
|P40827|NLPD_SALTY Lipoprotein nipl 6 TEPNASSTSTSAPISAWR 218 4 6 35.43 b2bdy10y12y13y14 4110.1B 69.24 2651 | 3 13707 11.64
. . MGATTQQTPQQAPQIQPVQRPVT
|P40827|NLPD_SALTY Lipoprotein nipl 7 OPMOTOPVTEOPVOMENGR 58 42 3 23.78 y10y11y13 4684.34 58.626 535 |4 11714 8.34
|P40827|NLPD_SALTY Lipoprotein nipl 8 GDTLFYIAWITGNIOF 125 16 3 35.2 b8b9b10 1888.94 56.035 3861 |2  944.98 11.7
|P40827|NLPD_SALTY Lipoprotein nip(l 9 KGDTLFYIAWITGNER 124 17 3 16.93 boy3y9 2017.02 70.706 2974 |4  505.41 1.18
|P40827|NLPD_SALTY Lipoprotein nipl 10 GIDIAGSKGQAIVRADGR 278 19 3 15.49 b4b7y5 1799.95 106.50( 291 3 600.6 9-5.2
|P40827|NLPD_SALTY Lipoprotein nipl 11 IATMGSTGTSSTREEIR 343 19 4 24.52 b5b7boy3 2065.04 69.675 2420 | 3 689.02 445
. LGSVFSSTGTGGGQEQTITSTWT ]
IQ8ZQ4O0|WRBA_SALTY Flavoprotein| LAHHGMVIVPIGYAAQELFDVSQ 106 49 14 68.14 | P7PISYLY2BYAYSYOYTYT o) o7 116.792 24701 B 1284.4 3.04
wrbA VR y10y12y16y49
'Q82Q40|WRBCV—£:LTY Flavoprotein| TQNAPVATPQEI_\EADYDA"FGTPT 54 25 7 33.31 b4b11y3y4y6y12y25 2689.35 90.675 1151 | 3 897 0.8
'Q82Q40|WRBCV—£:LTY Flavoprotein| 5 TFLDQTGGLWASGSLYGK 88 18 4 16.16 b2b8y3y11 1900.94 11800, 2647 | 2| 9s50.97 -3.98
'Q82Q40|WRBCV—£:LTY Flavoprotein| GGTPYGATTIAGGDGSR 155 17 7 33.99]  b10°h10b13y6yBy12y{12 53774 34.938 22145 513.25 8.34
'Q82Q40|WRBCV—£:LTY Flavoprotein| o FGNMSGQMR 79 9 3 31.32 b8ySy7 1027.44 38.754 120908 | 2 51423 120
'Q82Q40|WRBCV—£:LTY Flavoprotein| ¢ VPETMPPEIFAK 38 12 5 38.32 b3°b3b5b10y8 1358.7B 84.007 37012 | 679.87 16.80
'Q82Q40|WRBCV—£:LTY Flavoprotein| 7 GGTPYGATT'@?;DGSRQPSQEE 155 28 4 22.95 b14y10y23y24 2776.3 55.81§ 1885 | 3 92643 9 5.1
|08ZQ40]WRBA_SALTY Flavoprotein TQNAPVATPQELADYDAIFGTPT oh AR , i
vt 8 RFGNMSGONR 54 34 7 15.77 b4b6°b6*b6b8°b8Y5 3697.81 93.933 14675 | 3 2233 1050
'Q82Q40|WRBCV—£:LTY Flavoprotein| ¢ AK'LVLYYSMYSAHIQETMAHAVAE 1 26 6 27.45 |  b13°b13b21y5yldyls 2866.41 100.244 4524 | 3 esefl  -9.11
'Q82Q40|WRBCV—£:LTY Flavoprotein| 4, VPETMPPEIFAKAGGK 38 16 4 28.62 b3b6boy4 1671.8p 40.01 622 | 3| 557.96 -8.10
'Q82Q40|WRBCV—£:LTY Flavoprotein| -, LGSVFSSTGTG&GQEQT'TSTWT " 106 26 0 16.57 2587.22 116.797 4407 |3 863.0B -11.8p
'Q82Q40|WRBCV—£:LTY Flavoprotein| TQNAPVATPQELADYDAI 54 18 2 8.06 y12%y12 1916.92 90.698 s | 3| 639.64 -3.69
o *
'Q7CR64|YAEH—§::}IY UPF0325 protg TVVADGIGQGYKEVQEISPNLR 55 22 10 44.21|P2D2b4y4 32/3y6y9y11y13y 2373.24 72.503 38767 B 79175 0.41
'Q7CR64|YAEH—§::}I Y UPFO325 protg SLGITNPEEIDR 6 12 3 23.03 b7b10y6 1343.7 49.933 2518 | 3 8% 13.26




'Q7CR64|YAEH—§§:JY UPFO325protd 5 | carbamidomethyl+C(10) YVIDELDQICQRDR 77 14 49.76  b2yAyBy4y9°yoy10 | 1822.85 56.311 2398 |3 608.29 -14.4(
'Q7CR64|YAEH—§::}I Y UPFO325 protg ILDDLR 99 6 13.91 b5 744.42 52.531 13301 |1 744.41 -9.35
'Q7CR64|YAEH—§::}I Y UPFO325 protg o ISEIEADLDK 114 10 34.7 yAy5°y5y9 1132.55 100.181 22311 |1 258 -18.86
'Q7CR64|YAEH—§;LJ Y UPFO325 protg ¢ TVVADGIGQGYKEVQEISPNLR 55 22 23.78 b9°b9*h9b10b20 2378 78.958 21417 | 3§ 79176 8.44
'Q7CR64|YAEH—§§:JY UPFO325protd 7 | carbamidomethyl+C(10) YVIDELDQICQRDR 77 14 39.74 bt758b12 1822.86 65.759 2789 |3 608.29 9.24
'Q7CR64|YAEH—§§:JY UPFO325 protd g | carbamidomethyl+C(20)  EVQEISPNLRYVIDELDQICOR 67 22 68 b7°b7y5y6 2717.36 120.108 2684| |3 906.4 2.34
'Q7CR64|YAEH—§;LJ Y UPFO325 protg g YDNLKSLGITNPEEIDR 1 17 16.93 b6b13y12°y12%y12 1977.00  2.868 2147 | 2| 989.01 6.17
'Q7CR64|YAEH—§;LJ Y UPFO325 protg SLGITNPEEIDRYSLR 6 16 29.29|  bob13*h13blahldy9  1862.9 103.425 1565 | 4  931.97 -13.30
|P14062|6P%2E§£';;;(ng:;hOhog'UCO”Tte 1 IVSYAQGFSQLR 329 12 48.99| b2yey7oy7y9cyoy10°ylo  1368.78 63.196 10158 | 2|  684.87 0.80
IP14062|6PGD_SALTY 6-phohoglucongte  , |- idomethyi+c (1) A VAEPGEPCVTYIGADGAGHY | g 25 1238 b10°b10b21y10 2563.24 72.899 848 3 855.08 9.7
dehydrogenase VK
|P14062|6P%2E§£';;;(ng:;hOhog'UCO”Tte 3 NLALNIESR 16 9 39.1 b2yady5y6 1029.57 72.082 4749 |2 51528 120
IP14062|6PGD_SALTY 6-phohoglucongte ELSAEGFNFIGTGVSGGEEGALK| 113 23 34,6 POPILPIIDISTDIZYIZVIS )54 09 68.481 3705 | 2  1135.04 2.37
dehydrogenase yl4
|P14062|6P%2E§£';;;(ng:;hOhog'UCO”Tte 5 WTSQSALDLGEPLSLITESVFAR 264 23 36.7| b4bs°b8b9°hoy®EE | 2520.31 117.778 2815| P 1260.66 4.65
|P14062|6P%2E§£';;;(ng:;hOhog'UCO”Tte 6 GDIIDGGNTFFQDTIR 93 17 25.58 y9°y9y10*y10y13 1881.9 1.958 2205 | 2| 04147 -4.61
|P14062|6P%2E§£';;:ng;hOhog'UCO”Tte 7 AAVLPANLIQAQR 432 13 21.36 b3y3y9 1364.80 65.318 6393 |2 28® 0.89
[P14062/6PGD_SALTY 6-phohoglucondte o DVVAYAVQNGIPVPTFSAAVAYY | - . 2300 Joy7y9°y0 2036.48 134440 JS N P 06
dehydrogenase DSYR
|P14062|6P%2§£';;zn§;hOhog'UCO”Tte 9 AEFIEK 314 6 13.91 b4 736.40 84.337 1926] |1 736.4p 14.4
|P14062|6P%2§£';;zn§;hOhog'UCO”Tte 10 MSKQQIGVVGMAVMGR 0 16 31.75 b7b11ydy5 1691.84 101729 786 | 2| s846.43 12,55
[P14062/6PGD_SALTY 6-phohoglucondte ELSAEGFNFIGTGVSGGEEGALKG a3 1122|  b7b7b12b12°b12y8 32715 64 200 610 s sad 4w
dehydrogenase PSIMPGGQK
|P14062|6P%2E§£';;;(ng:;hOhog'UCO”Tte 12 AQPAGDKAEFIEK 307 13 28.84 y3y7y8 1403.71 36.461 se1d |2 .22 217
|P14062|6P%2E§£';;:n2;hOhog'UCO”Tte 13 KIADEYQQALR 394 11 81.43 b5b6°h6hy3y4y7y8 1334.7% 4685| 3642 | 3| 44558 12.53
|P14062|6P%2E§£';;:n2;hOhog'UCO”Tte 14 Phosphoryl STY(15)| ELSAEGFNFIGTGVSGGEEGAL 113 23 ) b13*b13b14y8 2349.04 104.335 4368 |4  s588.0R -6.34
|P14062|6P%2E§£';;:n2;hOhog'UCO”Tte 15 Oxidation+M(8) QQIGVVGMAVMGR 3 13 28.84 y3y4y9 1361.74  48.869 1935 | 3  454.58 11.83
|P66955[TALB_SALTY Transaldolase [iz LSYDTEASIAK 100 11 36.84 y8y9y10 1197.60 44.963 22145 |2 .889 2.34
|P66955[TALB_SALTY Transaldolase [iz ISTEVDAR 92 8 58.28 b7y2y3y5y7y8 890.44 28.747 1477 2 75| 1481
|P66955[TALB_SALTY Transaldolase [iz LYQPQDATTNPSLIBNQIPEYR 25 24 13.12 b8y2y4°ydyoy24 2716.4 82.247 784 3 06.%4 3.51
|P66955[TALB_SALTY Transaldolase [iz ELAESEGAIER 250 11 25.08 b3y7yoy1l 1203.59 37.218 550 2 2.3 2.64
|P66955[TALB_SALTY Transaldolase [iz LYNDAGISNDR 117 11 39.41 b3b7y4ySy11 1237.56 63.147 333 3413.20 3.75
|P66955[TALB_SALTY Transaldolase [iz AAEQLEK 141 7 21.8 bdy4°yarya 788.41 35.495 2208 |1 78841 .84




|P66955[TALB_SALTY Transaldolase [iz 7 | carbamidometbyta NVGEILELAGCDR 228 13 30.7 b3b7y6yll 1445.7 74514 22B | 2| 72337 17.65
|P66955[TALB_SALTY Transaldolase [iz 8 MIGDLL 311 6 13.91 b5°b5 661.35 79.371 7984| |1 661.3% -11.9
|P66955[TALB_SALTY Transaldolase [iz 9 LTSLR 4 5 13.53 v4 589.37 64.482 6344| |1 580.3] 6.32
|P66955[TALB_SALTY Transaldolase [iz 10| Ccarbamidomet@ye) ACAEAGVYLISPFVGR 165 16 17.8 b3b1dyl4 1709.8F om05| 3725 | 2| 855.44 1.43
|P66955[TALB_SALTY Transaldolase [iz 11 'TEAEFLWQHH?RDPMAVDKLADG 275 25 19.02 y3y5y12 2920.43 74.820 15216 |4  730.46 4.0
|P66955[TALB_SALTY Transaldolase [iz 12 LASTWQGIRAAEQKE 132 16 17.8 b3y5y12 1800.95 78.844 2069 |2  900.98 -3.73
|P66955[TALB_SALTY Transaldolase B 13 LYQPQDATTN 25 10 7.16 1150.53 82.302 1609| |2 57577 -9.87
'POAZNZNSDE—?ISA;; Y Virdlence proteln ;| omidomethy+C(12)  IIFGHELNQSYCLNSIDEVEK 110 21 4 a8 b6°b6y5yL0 2508.20 124.059 3238 |3 836.74 -1.69
'POAZNZNSDE—?ISA;; Y Virdlence protein 5 | oo midomethyl+C(6 IKDALCIESKER 31 12 7 55.5 b8boyZEgBy12 1461.77 42.323 2480 | B 487.93 -3.34
'POAZNZNSDE—?ISA;; Y Virulence protein HFSSSGEFYVR 198 11 25.08 b3y5y8°ys 1315.58 43.767 155614 | 3139.20 -18.84
'POAZNZNSDE—?ISA;; Y Virulence protein -, NTASPTVGLDSAIVDK 94 16 25.21 b8b15y7yl4 1587.81 67.9471 582 | 2| 794.41 1022
'POAZNZNSDE—?ISA;; Y Virdlence protein o | oo midomethyl+C(9 HDFNAVVICEYDK 161 13 6 42.69 babydy5y9 1609.77 51.380 2489 | P 805.39 21.16
'POAZNZNSDE—?ISA;; Y Virdlence protein o | o amidomethykC(19) ESSFIISAENYIAPIIGECR 141 20 5 Q4. b5°b5b8°h8y7 2269.12 95.404 1655| |4  568.04 3.34
'POAZNZNSDE—?ISA;; Y Virdlence protein | oo midomethyl+C(4 DALCIESKER 33 10 4 42.2p b4b7y8y9 2089 32,572 20393 | 2  610.80 -6.60
- Carbamidomethyl+C(19
IPOAZN2IVSDE_SALTY Virulence proteln ;CarbamidomethyI+C(29)ESSFIlSAENYlAP”GECRHDFNAV 141 33 18.61 b5b9b11y7y9 3859.8 91.614 12297 | 3 1287)27 179
vsdE ) VICEYDK
4 5 3 :
IPOAZN2IVSDE_SALTY Virulence proteln o | o midomethyi+C(2§)  RESSFIISAENYIAPIIGECR 140 21 11| agp |PEP3HADSLIODIODIAHL 0 5y 102.810 2255 | b 1213.11 -3.42
vsdE 4y5y16y17
'POAZNZNSDE—?ISA;; Y Virulence protejn VSGSASSQDIISRINSK 2 17 25.58 b4b5b7 1748.90 80.057 17d52 | 874.95 -8.10
'POAZNZNSDE—?ISA;; Y Virlence proten KHFSSSGEFYVR 197 12 35.31 b10y5y10y11 1443.48 92.74p 15262 | 72235 12,77
'POAZNZNSDE—?ISA;; Y Virlence protein Phosphoryl STY(8) ILYPQNLSR 43 9 4 31.3 b6b8*h8y8 1883.| 41711 30712 | 4 395.19 -12.07
IQ8ZIWEIRSMC_SALTY Ribosomal RNA ILDETFGFHEVIAQTGR 311 17 58.78 b3b4b5b6y5y13 1933.0L  .588 4770 | 3| 645.01 14.52
small subunit methyltransferase C
IQ8ZIWBIRSMC_SALTY Ribosomal RNA HLNSGGELR 291 9 16.53 b5y3°y3y9 982.52 35.935| 3802 |2 49176 13.17
small subunit methyltransferase C
IQ8ZIWEIRSMC_SALTY Ribosomal RNA QPQFSLESWWAEYNIDGLTIK 149 21 42.73 b5b6°bebllbl2yls| 28229 72.894 26190 842.43 20.79
small subunit methyltransferase C
IQ8ZIWEIRSMC_SALTY Ribosomal RNA SAFTPASEVLLR 1 12 30.23 b4b10°b10b11 1290.6p 67.14 121772 |  645.85 -15.32
small subunit methyltransferase C
IQ8ZIWEIRSMC_SALTY Ribosomal RNA - ATLAANGLEGEVFASNVFSEVK 237 22 13.91 b14°b14b16y11 2253 95.388 5081 | 4  751.73 21.67
small subunit methyltransferase C
|Q8ZIW6|RSMC_SALTY Ribosomal RNA NKPEAQFQLMNILSLMPSGVDVF | )
amall subunt mefhyliransforase 6 VOENR 86 29 22.22 b7ylly12%y12 3232.59 121.783 4679 |3 1078p0 3717




IQ8ZIWBIRSMC_SALTY Ribosomal RNA 7| o idomethyi+C(4 LTLCDVSAPAVEASR 222 15 18.81 bagi3 1588.80 87.794 2608 | p  794.91 1.92
small subunit methyltransferase C
IQ8ZIWEIRSMC_SALTY Ribosomal RNA g | oo midomethyl+C(18) FSLVAQASDVADCDTLIYYWPK 64 22 4 5 b10*b10y9y10 2562.19 81.801 2488| |3 8547 -13.2
small subunit methyltransferase C
|Q8ZIW6|RSMC_SALTY Ribosomal RNA . LTLCDVSAPAVEASRATLAANGL ]
amall subunt mefhyliransforase O 9 | carbamidomethy+C(4  CEVEASNVESEVK 222 37 4 21.74 b5b9b10y13 3822.8 99.571 2617 3 1274)96  2813.
IQ8ZIWEIRSMC_SALTY Ribosomal RNA 1| o pa midomethyi+C(1f)  ILFAGDLQDDLPARFECAASR 22 21 ag b16y8y10 2365.15 89.100 gooo| |3 789.0 -2.89
small subunit methyltransferase C
IQ8ZIWBIRSMC_SALTY Ribosomal RNA | QPQFSLESWWAEYNIDGLTIKTLP 4 /g 29 7 53.4 b4b5b8b9°boy3y4 3382.76 103.57 447 3 112826 12.63
small subunit methyltransferase C GVFSR
IQ8ZIWEIRSMC_SALTY Ribosomal RNA SAEPMLADYAPLNKVDSAR 119 19 3 15.49 b7b11y5 2047.94 1756 1526 | 2| 1024.50 1317
small subunit methyltransferase C
IQ8ZIWBIRSMC_SALTY Ribosomal RNA 5 | Carbamidomethy*C(6); \ 1\ 05 Gy SAALASHSPK 199 21 6 19.74 bg°bsbll°bllyeyll|  &m003 102.770 5174 697.01 10.40
small subunit methyltransferase C Phosphoryl STY(12)
|Q8ZIW6|RSMC_SALTY Ribosomal RNA o NKPEAQFQLMNILSLMPSGVDVF d )
amall subunt mefhyliransforase O 14 Oxidation+M(10) VGENR 86 29 3 11.81 b9b11y9 3248.64 95.253 208 |4 8122 0.2
IQ8ZIWBIRSMC_SALTY Ribosomal RNA o Oxidation+M(5) SAEPMLADYAPLNK 119 14 3 25.42 b3bay4 1535 53.761 2160 | 4 512,59 5.01
small subunit methyltransferase C
[PO6196|USHA_SALTY Silent protein VVIQELNMNEKPDVIATTHMGH b1b2b3b8*b8b12y2y4°y4 )
LSAQ) 1 ONGDHGSNAPGOVEMAR 197 M 17 95,57 | g miyianaoyls| 447503 69.757 30860| 6  746.68 10.69
'POBl%lUSHﬁS—SAA('a)TY Silent protein| IAVIGLTTDDTAK 164 13 3 21.36 b3b1ly5 1317.73 61.445 17014 |2 659.37 -0.28
'POBl%lUSHﬁS—SAA('a)TY Silent protein| 4 QNGIWIVQAHEWGK 279 14 8 84.59 | ylyaysyey8yloyl3yld  1665.8| 103.443 12851 | 4  585.96 0.44
'POBl%lUSHﬁS—SAA('a)TY Silent protein| SEYGEYGLAAQK 48 12 4 30.23 yAyoy10y12 1315.61 44.632 1144 2658.31 -6.50
[PO6196|USHA_SALTY Silent protein EVAQEGGSVLLLSGGDINTGVPES ) ] )
LSAQ) 5 DLODAEPDFR 68 34 4 13.51 b5b15y5y21 3514.6 73.292 719 3 1172p2 12.
'POBl%lUSHﬁS—SAA('a)TY Silent protein| VQPFGNIVVYADMSGK 425 16 4 17.8 b11y5y13y16 1724.8 87572 6305 | 3| 575.62 672
'POBl%lUSHﬁS—SAA('a)TY Silent protein| IGNPEYFTDIEFR 177 13 3 35.83 y7y8y9 1600.71 78.231 523 3 .ER4 5.72
'POBl%lUSHﬁS—SAA('a)TY Silent protein| g IDNKPGYVNTGFIDAEVLK 508 19 3 15.49 b6y6y9 2003.12 69.772| 351 | 3| 698.38 14.23
'POBl%lUSHﬁS—SAA('a)TY Silent protein| g VLYTPEIAENPQMLSLLTPFQNK 332 23 3 22.52 bay5y6 2646.38 1644 12447 | 3| 88280 -1.38
[POG196/USHA_SALTY Sient protein| GMNLIGYDAMAVGNHEFDNPLT | . . 2557 b307010011 7473 95 51 1244 s ook oL
ushA(0) VLR
'POBl%lUSHﬁS—fAA('a)TY Silentprotein| ;| &2 hamidomethyl+C(1h) QVNYVPGTPCAPDK 265 14 28.95 1 2*b12 1545.70 70.548 9839| |3  515.91 -20.93
'POBl%lUSHﬁS—fAA('a)TY Silentprotein| ;5 | 2 bamidomethyl+C(2 )?LPAGSLAM'VE?\I?(HSQDPVCMAS 238 26 4 125 b17y5y11°y11 2656.34 78.20§) 462 3 886.11 18.0
'POBl%lUSHﬁS—fAA('a)TY Silent protein| 5 FPFLYANIYQK 134 11 3 28.09 b7ydys5 1403.74 29.534 447 |3 4885  6.26
'POBl%lUSHﬁS—fAA('a)TY Silent protein| ADFEFR 297 6 2 27.44 b5y5 784.36 51.415 4229 |2 392.68 -9.34
'POBl%lUSHﬁS—fAA('a)TY Silent protein| ¢ MATLSFNATGGDGYPR 492 16 6 36.71 b8b13ydy5y12°y12 16671 81.874 3842 | 2 820.38 471




A

'POBl%lUSHﬁS—fAA('a)TY Silent protein| o ITILHTNDHHGHFWR 33 15 3 18.81 b10b12y10 1883.9/ 105,721 932 | 2| 94247 0.06
[PO6196|USHA_SALTY Silent protein b8*b8b12y7*y7y9°y9*y9
LSAQ) 17 EFIQQNSPLDAAAFTPNGEVSWL| 527 23 13 498|113y 1313 2534.26 109.651 1616 | B  845.42 14.84
'POBl%lUSHﬁS—SAA('a)TY Silent protein| o QQEK 127 4 1 13.16 v3 532.27 64.241 1538 |1 532.2F -4.74
'POBl%lUSHﬁS—SAA('a)TY Silent protein| 4 AQLEVKIGSVNGLLEGDR 357 18 4 22.64 b3b15y11y16 189801 . 22301 | 2| 94951 1261
[POG196|USHA_SALTY Silent protein GMNLIGYDAMAVGNHEFDNPLT * )
LSAQ) 20 VLRQQEK 102 29 5 15.11 b4*b4b10y5y18 3260.5 66.279 7444 |5 65292 475
IPOB196JUSHA_SALTY Silent protein| 51 | oo midomethyi+c(1pR YN Y VPCTPCAPDKONGIWIVQA| o0 28 7 27.38 |  b4*bab5*b5h7blly23|  3192.57 71.988 388y | 3 Bee4| 1.84
ushA(0) HEWGK
IPOB196JUSHA_SALTY Silent protein| -, Oxidation+m(10) | GMNLIGYDAMAVGNHEFDNPLT 102 25 3 1238 b7yldyl17 2763.32 67.569 386 |3 92178 2.3
ushA(0) VLR
'POBl%lUSHﬁS—fAA('a)TY Silent protein| VVIQELNMN 197 9 13.56 1059.56 69.711 21767 |2 530.24 6.11
'POBl%lUSHﬁS—fAA('a)TY Silent protein| GGDINTGVPESDLQDAEPDFR 81 21 4 36.93 b3b4b5h8 223204 293 8702 | 2| 111652 14.88
'POBl%lUSHﬁS—fAA('a)TY Silent protein| QNGIWIVQAHEWGK 279 14 0 3.39 1647.84 103.420 3280| |2  824.4p 4.96
IQ82JV7IDEOD_SALTY Purine nucleos} 4 | o igomethyiec(1p)> VMCHGMCIPSCSIVTKELITDFG o7 27 4 26.54 b5b7b9b12 2940.44 112.25 790 4 73586 -10.
phohorylase deoD-type VK
IQ8ZIV7IDEOD_SALTY Purine nuceos| ATPHINAEMGDFADVVLMPGDPL L ) 5 2242 bob10y8 566,24 A w0zl |2 e 0.8
phohorylase deoD-type R
IQ8ZIV7IDEOD_SALTY Purine nuceos| MATPHINAEMGDFADVVLMPGD o . . 128 b24y5y7y7 2697 27 672 wmd 2 ermdy sl
phohorylase deoD-type PLR
IQ82JV7IDEOD_SALTY Purine nucleos} QTTENDMIK 218 9 4 31.32 b4b5y6y9 1097.53 51.722 3789 |3 36652 1.00
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} o |- o midomethyeC(18)  ISVMGHGMGIPSCSIYTK 57 18 3 16.16 12p10y16 1937.95 72.032 3374| |4 485.24 13.48
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleosj YGVLGVEMEAAGIYGVAAEFGAK | 173 23 36.31 b12b13y2y16y17 02.13 81.618 1851 | 2 115157 -4.14
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleost | oo midomethyl+C(9 DVVIGMGACTDSK 102 13 5 33.35 b3L7BY3 1352.65 93.545 8561 | p  676.83 20.58
phohorylase deoD-type
IQ8ZJV7IDEOD_SALTY Purine nucleos} ¢ GMLGFTGTYK 44 10 3 34.7 b4b7b8g 1074.55 27.777 3044 |2 537718 .620
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} o | oo idomethyl+C(8)  ALTICTVSDHIRTHEQTTAAER 196 22 4 8 b3°b3b4b11 2510.22 68.662 14130 |4 6283 -7.74
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} | o oo midomethyl+C(1h)  KISVMGHGMGIPSCSIVTK 56 19 4 1%.4 b7b14y10°y10 2066.00 85.374 3565| |2 1033.90 -13.5
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} THEQTTAAERQTTFNDMIK 208 19 3 15.49 b4b8y10 2222.01 8®@24| 2207 | 2| 111154 7.01
phohorylase deoD-type
IQ82JV7|DEOD_SALTY Purine nucleos} EVNNVRGMLGFTGTYK 38 16 5 28.62 b5°b5y7y10y12 1785.88 a0 1897 | 2| 893.44 -10.25
phohorylase deoD-type
|Q8ZJV7|DEOD_SALTY Purine nucleosi 13 Car?an?ldqmethyHC(l )SVMGHGMGIPSCSIYTKELITDFG 57 27 5 35.08 b5b8b10b12b13 2056.45 134.296 792 3 086116 49 1.
phohorylase deoD-type ;Oxidation+M(8) VK
IQ82JV7|DEOD_SALTY Purine nucleos} Oxidation+M(2) GMLGFTGTYK 44 10 5 41.25 b8y6°yey7y9 1082 90.556 2556 | 1  1000.52 -7.28
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} DFADVVLMPGDPLR 11 14 3 12.27 b3b6°b6 1544.71 74.727 560 2772.89 7.74
phohorylase deoD-type
'QBZRO”RLPA—SAALTY Rare lipoproteif LSQQFSVPGR 329 10 7 75.31] b3*b3b7y3y5y6y9 1118.49 48.445 7820 | 2| 559.80 -2.29
'QBZRO”RLPA—SAALTY Rare lipoproteiy VIQNGAVWR 339 9 8 46.61 |  b2b5*b5y3y6yTHy7Y9 1042.57 46.025| 2100 | 2| 52179 574
'QBZRO”RLPA—SAALTY Rare lipoprotein FVVQVGAVSDQTR 309 13 5 26.13 b2bdy8yoy13 1405.74 57.19¢ ow7 | 2| 703.37 -3.47




|Q82R01|RLPA—SAALTY Rare fipoproteip LQTEAQLQSFIASAQ 366 15 26.89 y3y5y6 1634.8 84.021] 154533 | 54562 4.63
|Q8ZRO1|RLPA_SALTY Rare lipoproteif FSQAGLAAIYDAEPGSNLTASGEM 4 L 1
. 5 P OPVOLTAAHPTLPIPSYAR 78 44 10.91 bay7y10 4607.24  100.544 9399 |4 115256 2.9
'QSZRO”RLPA—SAALTY Rare lipoproteil ¢ | oo hamidomethy+C(19) IDPIVAPDGSLSGPGMACTTVAK 167 24 13.12 b11b17y10 2370.24 70.533 3268 |4  593.3p 15.0
'QSZRO”RLPA—SAALTY Rare lipoproteif AAADRLNTSNNTK 152 13 21.36 b3y5y9 1375.70 63.040 3900 2 8885 453
'QSZRO”RLPA—SAALTY Rare fipoprotein ¢ | hamidomethyi+c(21)’ R'DP"VAPDGASIL‘SGPGMACTTV 165 26 36.11 b6y7y9y10y12y14 2625.38 74.295 22583 | 3 87580 3.44
|Q82R01|RLPA—SAALTY Rare fipoproteip o AQQYQQRLSQQFSVPGR 322 17 2383  b3b5*b5y10°y10y1 ap1| 78.754 5287 | 24 1011.01 -4.29
'QSZRO”RLPA—SAALTY Rare lipoprotein -, INDRGPYGTDR 135 11 36.84 b5°b5b7b9 1263.6p 42.430 286k | 2 2.38 -5.02
IQ8ZROLIRLPA_SALTY Rare lipoprotein ,,  |Carbamidomethy+C(19) o\ AbpGSLSGPGMACTTVAK | 167 24 176 b14b21y9y12 2386.2| 114.862 3245 | 4 796.07 4.19
A ;Oxidation+M(17)
|Q82PD6|YN%E&§{:L;$; ncharacterizgd TFDTPTYPNSLALSADGK 308 18 16.16 bdy2y11y14y18 1897.9%  6.461 30608 | 2|  949.47 10.23
|Q82PD6|YN%E&§£L;$;”Cha'aCte”Ze d 5 QAGQVSVIDAK 201 11 28.09 b6°b6y3y4y1l 1115.64 38.205 o158 2| 558.30 6.35
'QSZPDGWN%E&iﬁLyTnZ; ncharacterized LLDDGKEHFFINLSLDTAGHR 223 21 14.38 b7y6y20 2398.24 7637 5144 | 3| 800.08 2.24
|Q82PD6|YN%E&§{:L;$; ncharacterized LYTTNADGEFITIDTASNK 198 19 15.49 b6b12y8 2074.00 104704 2078 | 2| 103751 2.4
'QSZPDG"YN%E&iﬁLyTnZ; ncharacterized o ESAIWVVDGETIK 162 13 30.6 b7b9b12 1446.72 76.907 19696 | 2 23.86 2135
IQBZPDEIYNCE_SALTY Uncharacterizqd o LVLDAR 126 6 13.91 b3 686.41 52.538 13203 |1 686.4 -9.43
protein ynck
IQ8ZPDEIYNCE_SALTY Uncharacterized MSTGLALDSK 185 10 27.71 bay3y9 1022.51 67.149 511 |2 51176 -11.70
protein ynck
|Q8ZPD6|YNCE_SALTY Uncharacterizgd LDPVTLEITQAIHNDLKPFGATINA ] )
protein yncE 8 ATOTLWFGNTINSAVTAIDAK 73 46 21.74 bSy3ydy10 4894.53 128.321 4903 |4 1224B9 7.5
'QSZPDGWN%E&iﬁLyTnZ; ncharacterizad o IAAPASLAVLFNPTR 268 15 24.83 b3y4y5°y5 1540.84 90.521| 689 | 2| 770.94 277
|Q8ZPDE|YNCE_SALTY Uncharacterizad | LLDDGK 223 6 30.45 b3b5 660.36 34,516 4545 1 660.3p 7.02
protein ynck
|Q82PD6|YN%E&§{:L;$; neharacterizqd ;) GAYEMAWSQQENALWLATSQSR 41 22 25.01 b3y5*y5y6y9 25212 85129 3736 | 2 126411 16.71
. Ve
IQBZPDEIYNCE_SALTY Uncharacterizgd ) IAAPASLAVLFNPTRNEAYVTHR | 268 23 62.53 [YOYLIYILYLVIVISVIOY o5y 3 82.880 87942 4 62858 -12.93
protein ynck 18y20
'QBZPD{"YN%E&iQLyTnZ;”CharaCte”ZEd 13 LLDDGKEHFFINLSLDTAGHR 223 21 21.02 b5b7b10 2398.1 BB 19196 | 3|  800.07 -12.83
'Q8ZPD6|YN%E&§£L;Z; ncharacterizad NEAYVTHRQAGQVSVIDAK 283 19 15.49 b5hoy3 2086.08 65.206| 8399 | 3| 696.03 5.62
|Q8ZPD6|YN%E&§{:L;$; ncharacterized | o AQRLYTTNADGEFITIDTASNK 195 22 21.65 b8b11b15y11 2429. | 88.285 3790 | 4 81041 12.16
'Q8ZPD6|YN%E&§£L;Z; ncharacterized o STREQEATQPDDVIR 335 15 18.81 b7y5y10 1744.8p 74.516 3339 3| 582.28 -13.57
IQ8ZPDEIYNCE_SALTY Uncharacterizqd Phosphoryl STY(12)| ELVAPAATNTIVISGVEKESAWY 1 31 35.98 b9b10°b10b11y6 3329.6f 68.46 56605 | 4  833[17 .65 8
protein ynck VDGETIK
'Q8ZPD6|YN%E&§QL;$; ncharacterized o LLDDGKEHFFINLSLDTAGH 223 20 12.88 y8°y8y11 2242.11 768 35012 | 2| 112156 -3.05
IPESSSAIRPPH._SALTY RNA 1 VMKEFASVVMALQDNPPK 146 18 53.99 Y5y7yBy9y10 200404  ga4 8287 | 3| 668.69 10.90
pyrophohohydrolase
IPE5554|RPPH_SALTY RNA 2 |carbamidomethy+C(1$) IDDDGYRPNVGIVICNR 1 17 23.92 biry13 1975.96 89.270 1579 [ 98s.49 -3.95
pyrophohohydrolase




|P65554|RPPH_SALTY RNA
pyrophohonydrolase QGQVMWAR 18 8 41.73 y3y4y6*y6 975.47 37.341 7885 2 488.241 .459

IPESS54|RPPH_SALTY RNA Carbamidomethyl+C(7] WDTKPVCIGQK 85 11 25.0 b4b9y8 188 65.238 1941 666.35 4.77
pyrophohohydrolase

IPESS54|RPPH_SALTY RNA Carbamidomethy+C(1 SsDDDGYRPNVGNICNRQGQVMW 1 25 19.02 y4y9y20 2932.44 65.281 1762 4 733.87 4.58
pyrophohohydrolase AR

IPESS54|RPPH_SALTY RNA Carbamidomethy+C(1 SMDDDGYRPNVGMCNRQGQVM 0 26 12.5 b13y4y7 3063.45 133.410 9251 4 766.6R -8.21
pyrophohohydrolase WAR

IPESS54|RPPH_SALTY RNA RFGQHSWQFPQGGINPGESAEQ 26 26 23.48 b11y3y4y12 2978.39 129.174 1644 2 1489.69 0.49
pyrophohohydrolase MYR

IPESS54|RPPH_SALTY RNA Oxidation+M(2) VMKEFASVVMALQDNPPK 146 18 42.34 b4b14yRy13*y13y15 2020.04 84.976 2334 2 1010.5p 6.89
pyrophohohydrolase




