SA123+Zn(l1) LC-MSrun 3: 123 Zn 220709 1a2 03

- 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) Intensity | z miz (ppm)
start L enath Products
b2°b2b3°h3b4°b4b5°bSb°
b6b7°b7b8°h8b9b 1001241
o 3*b13b14*b14b15b17b21y
'POAlsleNrit—esi:hT;SDNA'b'”d'”g 1 EMLIADGIDPNELLNSMAAAK 62 21 50 373.87 | 1y2y3yay6y7oy7ry7y8yay]l 2216.10 97.000 488246 P 1108.54 1.54
p Oy11y12°y12%y12y13°y13
14y15y16°y16y17*y17y18
19y21
IPOALSZIHNS_SALTY DNA-binding 2 YSYVDENGETK 96 11 11 86.67 | P3"P3Y2YBYOYTYBYOYI0VL )50 56 32.693 108205 P  652.78 -2.99
protein H-NS Oyl1
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 3 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 4 20.4 b7ySy12 1624.75 93.187 49430 P 812.88 6.09
IPOALSZ|HNS_SALTY DNA-binding 4 TPAVIKK 114 7 4 50.38 bay3ydy6 756.49 19.220 13174 |2 37876 372
protein H-NS
IPOALSZ|HNS_SALTY DNA-binding 5 TPAVIK 114 6 1 13.55 v5 628.40 27.031 4206 |2 3147 -4.37
protein H-NS
_ . . o| %y
IPOALSZ|HNS_SALTY DNA-binding 6 YSYVDENGETKTWTGQGR 9 18 13 124,93 PIYAYSYBYLLYIZ?VIZYL 104 o5 46.878 213528]| B 697.65 -6.54
protein H-NS 3yl4y15y16y17
IPOALS2|HNS_SALTY DNA-binding 7 TPAVIKK 114 7 3 37.24 bay5y6 756.50 20.054 3120 |1 7565 6.21
protein H-NS
'POAlSZlH";‘rit—esi:hT;SDNA'b'”d'”g 8 Oxidation+M() EMLIADGIDPNELLNSMAAAK 62 21 4 22.21 b7°b7ydy15 2232.11 91.388 21181 | 111656 8.31
IPOALSZ|HNS_SALTY DNA-binding 9 Oxidation+M(22) |FQQYREMLIADGIDPNELLNSMAA| o7 26 7 30.81 | b3*b3bl3ybyllyloyld  2920.49 105.79f 614 3 .a974| 11.37
protein H-NS AK
L - . AR EORES .
IPOALSZIHNS_SALTY DNA-binding |, | CarbamidomethyHC(8F, et g1 EEMLEK 15 17 10 54.g |P3DATDADSTDSHSOBYTYTY 50s o 136.283 2467 | P 1034.04 12.28
protein H-NS Oxidation+M(14) 8
b3b4b5°b5b6b8b11b13 1
IPOALDSICH10_SALTY 10 kDa 1 VGDIVIFNDGYGVK 60 14 22 213.96 |3yly2y3y4y5y6y7+y7y8yo) 1495.78 73.397 264675 P 748.39 0.82
chaperonin
10y11y14
b2b3b4*b4b6°b6*b6b7°bF
o % | *|
IPOALDSICH10_SALTY 10 kDa 2 ILDNGTVQPLDVK 47 13 30 200.41 | P8DE"DBOODIL™DLIDISVE ) 49 57.075 258523 P 706.39 -0.69
chaperonin y2y3y5°y5y7y8y9y10y11
11%y11y12y13
b2°b2ba°b4b5°b5b6°beb]4
IPOALDSICH10_SALTY 10 kDa 3 SAGGIVLTGSAAGK 20 14 21 139.8 |yly2y3y4y6y7y8°y8yoylly 1188.65 43.544 186754] P 594.83 -3.08
chaperonin
12y14
'POAlDSKéE;F?&igrL]TY 10 kba 4 GEIIAVGK 37 8 7 53.8 b2y2y3ydy5y6ys 786.46 41.530 2040 2 343 -9.00
'POAlDSKéE;F?&igrL]TY 10 kba 5 IDNEEVLIMSESDILAIVEA 77 20 5 25.04 b12°b12y3y12y13 2203, 83.847 2130 | 4 735.05 11.64
'POAlDSKéE;F?&igrL]TY 10 kba 6 VGDIVIFNDGYGVKSEK 60 17 3 23.57 y10y12y14 1839.95 02.244| 2186 | 2| 920.48 1.53
IPOALDSICH10_SALTY 10 kDa 7 SAGGIVLTGSAAGK 20 14 0 37 1170.64 43.576 46859 |2 5858 092.
chaperonin
b2b3b4b5*b5b6*bEbsyLyR
|POALR6|DBHA_SALTY DNA-binding y3y4°ydy5y6y7°y7y8y9dyl , )
rotein HU-alpha 1 IAAANVPAFVSGK 70 13 27 189.62 |0 et tylaytoyaay 124470 59.264 702018) P 622.85 0.29
13
IPOALRGIDBHA_SALTY DNA-binding | -, AALESTLAAITESLKEGDAVQLVG 22 29 7 24.79 b4b5°h5y1y3y7°y7 2966.54 136.167 694 3 0892 -7.74
protein HU-alpha FGTFK
IPOALRGIDBHA_SALTY DNA-binding | - NPQTGKEIK 61 9 6 30.28 b3y2y3°y3y5y9 1014.58 14.821 6202 |2 7.8 -8.24

protein HU-alpha




b2°b2b3°b3b5b6°b6*bEbTh
|POALH5|EFTU_SALTY Elongation factgr 15b16y1y3y4y5y6y7y8y9iy ,
iy 1 ELLSQYDFPGDDTPIVR 155 17 29 2314l ooyt 1Ly oyiagh 196497 76.672 479007| P 982.99 7.58
4y15y17
'POAlHSlEFTU—S¢tTY Elongation facter AIDKPFLLPIEDVFSISGR 205 19 8 53.05 b7b8y1y3y5y6y7y19 215 106.678 382737 706.39 -7.96
4 b1b2b3b4b6b7b12°b12b14
'POAlHSlEFTU—S¢tTY Elongation facter IELAGFLDSYIPEPER 188 17 26 221.28 yly2y3ydy5°y5y6yTy8°y8Y 1962.02 102.328 330049 P 981.52 112
10y11y12y13y14y15y17|
'POAlHSlEFTU—S¢tTY Elongation facter TTLTAAITTVLAK 25 13 9 74.36 | blb2y2yayey7yeyoylo|  1303.78 4831 317728 | 2 652.30 112
- 0| *|
IPOAIHSIEFTU_SALTY Elongation factgr AGENVGVLLR 270 10 13 gg.02 | P2DAPSDSIOSYLY2Y3ydYs 557 55 56.219 300457 P 514.29 -8.91
Tu y6y7y10
b2b3°b3b8bob12yly3y4°4
IPOALHSIEFTU_SALTY Elongation factgr GITINTSHVEYDTPTR 59 16 27 102,53 YYOYTYTYEYVBYOYLOYIQ g5 o7 49.460 285681 B 601.96 1171
Tu y11°y11y12°y12*y12y13yl
4y16
b2°b2b3°h3b4b7°b7b9°bdb
10°b10b12b14°b14b16°b16
i 0| O, *y Xy
[POALHSIEFTU_SALTY Elongation factgr TTDVTGTIELPEGVEMVMPGDNI | ., 04 45 267,01 PIBDIBYYAVAYAYSYSY oo 86,631 37065l b 12736 245
Tu K 6°y6*y6y7°y7*y7y8y9°y9*
y9y10y12y13*y13yl14°y14]
15y16y17y20y24
'POAlHSlEFTU—S¢5TY Elongation facter QVGVPYIIVFLNK 124 13 9 66.7 | b3ba*habl3ydybyoyllyl3  1488. 99.505 231582 4 745.44 0.90
'POAlHSlEFTU—S¢5TY Elongation facter g ALEGDAEWEAK 177 11 7 52.61 b2bdydy7y8y9cy9 12185 46.160 75893 | 2| 609.78 120
'POAlHSlEFTU—S¢tTY Elongation facter TVGAGVVAK 382 9 9 45.18 | b2°b2b7yly2y3y7y8y9 801.47 28.318| 61576 | 2| 401.24 -14.09
'POAlHSlEFTU—S¢5TY Blongation facter 1, | o4 amidomethyk+C(d) STCTGVEMFR 253 10 10 67.16  b2°yayayey7yseysyld  1187.52 52.747 116578 |2  594.2 0.51
'POAlHSlEFTU—S¢5TY Blongation facter ,, | corpamidomethyl+C(l) ~ CDMVDDEELLELVEMEVR 137 18 13 89.1 bzmblgyfy‘@’fj’@s YYBY 5224.00 106.565 52532| P 11125 8.34
'POAlHSlEFTU—S¢5TY Elongation facter 4 VGEEVEIGIK 238 11 5 50.26 b4b7b8b10y11 1171.6 44,928 861l 2 | 586.34 7.50
4 b3b4°b4b5°h5h6h14b15y3
IPOALHSIEFTU_SALTY Elongation factgr MVVTLIHPIAMDDGLR 358 16 24 216.16 | y4°yay5ey5yey7y8yocyoyl 1780.92 79.501 820760| B  594.31 15.42
Tu
0°y10y11y13y15°y15
'POAlHSlEFTU—S¢5TY Elongation facter o TKPHVNVGTIGHVDHGK 8 17 5 16.17 b3y6°y6y9°y9 1795.93 9psL 85488 | 3| 599.31 -16.11
'POAlHSlEFTU—S¢5TY Elongation facter o LLDEGR 264 6 1 13.55 V4 702.38 23.063 5835 |1 702.38 5.04
'POAlHSlEFTU—S¢5TY Elongation facter  ; HTPFEK 319 6 1 13.55 y4 776.41 53.206 3965 |2 388.71 -2.5d
4 . .
[POATHSIEFTU_SALTY Elongation factdr o | oo oo IOVGVPYIVFLNKCDMVDDEELLE [, a1 13 106.20| D3D4DADSDEYAYEYBYTYEF 128,025 woras| B 12320 5 2
Tu LVEMEVR y8yldy27
'POAlHSlEFTU—S¢5TY Elongation facter 4 TYGGAARAFDQIDNAPEEK 38 19 5 28.26 b10°b10b11ydy15 2082, | 74.499 6122 | 4 1027.00 13.68
'POAlHSlEFTU—S¢5TY Blongation facter Oxidation+M(23) NM'TGAAQMMDPGQAT'LRVVAATDGP ) 27 4 21.83 b14b15y15%y15 2745.33 136.65 15026 | 2 137317 0.98-
'POAlHSlEFTU—S¢5TY Elongation facter Oxidation+M() TTDVTGT'ELPEISVEMVMPGDN' 334 24 5 23.25 b6b8°b8hoy4 2562.2 105.95 1826 | 3 85476 812.4
'POAlHSlEFTU—S¢5TY Elongation facter GAGVVAK 384 7 4 54.21 b3b4b5b6 601.37 28.323 8381 1 e0rd7 742




'POAlHSlEFTU—S¢tTY Elongation facter 4 TINTSHVEYDTPTR 61 14 3 14.28 b4°b4b10 1633.7 49.45 we3 2| 817.40 5.16
'POAlHSlEFTU—S¢tTY Elongation facter -, TTDVTGTIELPEGVEM 334 16 2 12.25 yay13 1691.7¢ 86.661] 3532 3| 564.60 -12.70
'POAlHSlEFTU—S¢tTY Elongation facter LEGDAEWEAK 178 10 0 2.47 1147.53 46.043 2389| |2 57427 -0.74
'POAlHSlEFTU—S¢tTY Elongation facter ¢ GITINTSHVEYDTPT 59 15 0 4.53 1647.79 49.450 1676| |2 824.4p 853
'POAlHSlEFTU—S¢tTY Elongation facter GITINTSHVEYDTPTR 59 16 0 4.53 1785.87, 49.471 21792 |3 5659 -2.32
b2*b2b3*b3bab5b14y2y3l
|P64076|ENO_SALTY Enolase 1 FNQIGSLTETLAAIK 342 15 20 B8 |4y6y7y8yoy10y11°yllyldy 1605.88 85.871 341815 P 803.45 -0.68
13y15
b2b3b9°h9b10b11b12b1°
*
X nolase . T 2118.06 75.106 235375 P 1059.5 3.11
P64076|ENO_SALTY Enol 2 SGETEDATIADLAVGTAAGQIN 371 22 30 251,29 | PL3014D16b18022y2y3y
ya4y5y6y7*y7y8y9y10y12
13y14y15y17y22
b2b4b5°b5b23y3y5y6*y6
|P64076|ENO_SALTY Enolase 3 YSMPVPMMNINGGEHADNNVDH| ) 5 34 19 104.19| 8y10y11y12y13y16y29*y? 3750.77 98.792 171484] B 12539 1.30
QEFMIQPVGAK
9y31y34
b2b3b4b5°b5b6°b6*b6b 12
GMNTAVGDEGGYAPNLGSNAEA b13b16°h16b27yly2y3ydy
|P64076|ENO_SALTY Enolase 4 AVIABAVK 200 31 30 215,08 o o oy lytayioyth 298946 95.028 140212 B 997.16 2.12
y19y25y26y31
. nolase . . . . .
P64076|ENO_SALTY Enol 5 AVGAVNGPIAQAILGK 66 16 10 38 b2b3b5y3y;1yg°yllylzyl4 1478.87 75.011 138654| P 739.94 1.16
nolase . . . . -3.
|P64076|ENO_SALTY Enol 6 DAGYTAVISHR 360 11 13 976 P2 b4b°7y3;2yy131y4y5y6y7 © 1189.59 41.417 122840 P 595.30 3.59
B nolase . y3ylly ) . . 5.
P64076[ENO_SALTY Enol 7 GMPLYEHIAELNGTPGK 126 17 3 7 3yllyl3 1826.90 67.508 105473 |3 609.64 5.2
b2*b2b3b10yly2y4*ydy5
|P64076|ENO_SALTY Enolase 8 IQLVGDDLFVTNTK 311 14 20 183, |y5y6+yey8yoy10yl1°ylly]l 1562.85 77.530 72086| P  781.93 3.98
2ylaryla
[P64076]ENO_SALTY Enolase 9 IEEALGEK 411 8 ) 2451 |  b2y2°y2y6°y6y7°y7y8 888.46 31.071] 780 | 2| 444.73 11.47
|P64076|ENO_SALTY Enolase 10 QYPIVSIEDGLDESDWDGFAYQTK 282 24 7 12.61 b2b3b24y2y6y8y24 2776.28 93.761 3661 2 6888  4.66
P64076[ENO_SALTY Enolase 11| carbamidomethyl+d(16)° YELCKDITLAMDCAASERYK |5, 26 7 3456 |  b3b6°b6b7b11b16b2 2824.33 103.71 18172 | 3 2.1p4 3.89
DGK
[P64076]ENO_SALTY Enolase 12 YVLAGEGNK 257 9 5 30.28 b3y3y7°y7y7 950.51 33.293 122270 |2 7546 19.59
|P64076|ENO_SALTY Enolase 13 GIANSILIK 333 9 3 38.06 y3y6y7 928.57 60.893 111108 |2 4647b 1196
|P64076|ENO_SALTY Enolase 14 EIDSR 10 6 2 26.69 vay5 732.40 26.247 32204 |1 732.4D 145
|P64076|ENO_SALTY Enolase 15 GNPTVEAE\(/;'ZE?%%EVGM‘ WAPS 16 30 3 17.23 yay8y18 2856.37 92.099 25265 |3 952.80 5.56
[P64076]ENO_SALTY Enolase 16 DGKYVLAGEGNK 254 12 2 22.09 b1ly4°y4y9 1250.63 43.349 6200f 2 | 625.82 5.08
|P64076|ENO_SALTY Enolase 17 VLGDKIQLVGDDLFVTNTK 306 19 3 148 bdy10y14 2075.15 80.370 25644 |2 103848 6.94
|P64076|ENO_SALTY Enolase 18 EAIRMGSEVFHHLAK 180 15 7 ®2.| b3b5°b5b8b10b11°b1l]  1724.8] 90.135 1034 3 57563 8.9
|P64076|ENO_SALTY Enolase 19 DQAGIDKIMIDLDGTENK 85 18 3 544 b8b15y16 1975.96 84.181 6254] |3 659.3p 3.5
|P64076|ENO_SALTY Enolase 20 IEEALGEKAPYNGR 411 14 3 7.4 V5yoy12 1546.77 88.306 3022] | 773.89 -12.84
|P64076|ENO_SALTY Enolase 21 GYTAVISHR 362 9 2 7.83 b3°b3 1003.53 41.447 2133 2 50227 060
P64076[ENO_SALTY Enolase 22 AGYTAVISHR 361 10 0 2.47 1074.57 41.339 5483 |2 537.7 1.70
| _
o b2b4b5b6b7b8bAb10y1yRy
'POAZF:r?!EEEaAn—zALrZL; hc;cs"&s“mde 1 AAADLQLQGVPAMFVNGK 158 18 23 176.23 | 3*y3ya*ydy5y7y8ty8yl0y| 1829.96 80.571 1334071 b 915.49 3.27
g€ p 11%y11y12y18
|POA2H9|DSBA_SALTY Thiol:disuffide YQINPQGMDTSSMDVFVQQYAD b2*b2b4*babeb7bl4yLydly )
ntorchange protein dabA 2 VK 176 25 18 7218 | g0 o orvoytaryiayoy 286530 86.427 77475| B 955.77 1.70




|POA2H9|DSBA_SALTY Thiol:disuffide . )
ntorchange protein dabA 3 TQTVQSAADIRK 116 12 9 68.5 | b8*h8y2y3y6y7y8ylOylp  1317.69  9.069 71248 | 3  439.90 13.90
|POA2H9|DSBA_SALTY Thiol:disuffide i . )
ntorchange protein dabA 4 TQTVQSAADIR 116 11 9 36.46 | b2*b2b6y2y7*y7ydyl0yll 1189.6] 35.021 36166 | 2|  595.31 5.34
IPOAZHOIDSBA_SALTY Thiokdisuffide | ELTQAWAVAMALGVEDK 88 17 4 25.92 b13y6y8yll 1831.93 60.157| 5956 | 2| 916.47 0.07
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide| VFVDAGVKGEDYDAAWNSFVVK | 128 22 4 34.66 b10b11°b11b12 2426 117.074 3771 | 4 806.07 9.30
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide| 7 Oxidation+M(L0) ELTQAWAVAMALGVEDK 88 17 3 16.17 b3b6y5 19.93 102.645 2038 | 2 924.47 6.80
interchange protein dsbA
b2b3b4*b4b5°b5*h5h6*b
) b12b14y3y5y6y7*y7y8°y8§|
'POAlPOli?;Z;fQ; \;g'y;f;zge"yde S VINDNFGIEGLMTTVHATTATQK | 160 24 37 271.9 |9y10%y10y11y13y14°yldyll 2574.32 98.323 575244 B 858.78 -0.76
P yarog 5%y15y16%y16y18°y18y19
20y21y22y24%y24
- % | e
IPOALPOIGSP1_SALTY Glyceraldehyde3- AGIALNDNFVK 296 11 16 130.g7 | P3PAP7DBDIODIOVIY2YGY )\, o) 61.254 286842 P 58131 -6.31
phohate dehydrogenase 5*y5y6y7*y7y8y11l
b5°b5*b5b6°06*b6b7°b7*h
IPOALPOIG3P1_SALTY Glyceraldehyde;3- GASQNIIPSSTGAAK 198 15 22 155.71 7b13b15y2y3ydySy6y7ysly 1401.73 40.606 281015 P 701.37 2.87
phohate dehydrogenase
9y10y11lyl5
IPOALPOIGSP1_SALTY Glyceraldehyde3- LVSWYDNETGYSNK 307 14 16 156.7¢| PSPODLIDI2Y2YBYAYSYEYE ) 7 77 58.040 244222 P 838.39 3.57
phohate dehydrogenase y9y10y11ly12*y12y14
) . .
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AATYEQIK 249 8 13 53.g |[YYAYAYASYSYEYVEYT' g5 47 30.918 148889 2 462.24 11.70
phohate dehydrogenase y7*y7y8*y8
IPOALPOIGSP1_SALTY Glyceraldehyde3- ¢ VPTPNVSVVDLTVR 232 14 17 138.71| P23 DIYLY2Y3YAYSYEYTYE ) o g5 70.790 132750 P 748.43 0.49
phohate dehydrogenase y9y11y12°y12y13y14
IPOALPOIG3P1_SALTY Glyceraldehyde;3- LTGMAFR 225 7 5 40.25 y1ydy5y6y7 795.41 49.311 8299 2 3081 -11.13
phohate dehydrogenase
IPOALPOIG3PI_SALTY Glyceraldehyde;3- VVLTGPSKDNTPMFVK 116 16 4 24.71 b2y5y8y13 1732.91 57560 1669 | 3| 578.31 1275
phohate dehydrogenase
) e RouR A
IPOALPOIGSP1_SALTY Glyceraldehyder3- o VLPELNGK 217 8 11 66.94 |P2Y2Y3YAYSYSYEVEYEYT  g6q 50 44.613 52529 435.25 -8.28
phohate dehydrogenase y8
) . .
IPOALPOIGSPL_SALTY Glyceraldehyde;3- SDIEIVAINDLLDAEYMAYMLK 24 22 10 424 |PADEDEDIODIODIODIYY 0a) 5y 87.842 13791 P 1266.61 -15.73
phohate dehydrogenase 4y6y13
Carbamidomethyl+C(12)
IPOALPOIG3PI_SALTY Glyceraldehyde3- ;  |. oo midomethyl+C(1l6 YEGQDIVSNASCTTNCLAPLAK 138 22 5 17.98 b3b9yl1y15+y15 2412 119.417 2040 | 4 80471 -0.61
phohate dehydrogenase )
b3b4b5b7b8b11°b11*b1]b
Carbamidomethyl+C(1 12°b12b13°b13*b13b15H1
IPOALPOIGSPI_SALTY Glyceraldehyde;3- ., ;CarbamidomethyI+C(22)GANFDKYEGQDIVSNASCTTNCL 132 28 34 282.31| 6b18b24*b24b27y3y4y5y6 3044.41 66.771 346053 B 1015.4 1.04
phohate dehydrogenase APLAK
) y8y9y10*y10y11y12y13y
4y15+y15y16




IPOALPOIGSPI_SALTY Glyceraldehyde3- , ; RSDIEIVAINDLLDAEYMAYMLK 23 23 6 33.57 b4b6b7b14y6y9 26835 136.185 21812 896.12 0.00
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- GGRGASQNIIPSSTGAAK 195 18 6 26.36 b8°b8*h8y3y8y9 16614  36.698 6302 | 3  557.96 11.46
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- o Oxidation+M(20) | SDIEIVAINDLLDAEYMAYMLK 24 22 3 13.32 b§5y11 2546.24 131.500 1738| P 1273.6% -0.10
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- , o NTPMFVK 125 7 0 4.53 836.43 57.548 1659| |1 836.43 7.37
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- AATYEQIK 249 8 0 1.23 905.46 30.906 57467 |2 453.23 7.01
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde;3- LTGMAFR 225 7 0 0.82 777.40 49.263 5757 |2 389.2 -3.61
phohate dehydrogenase
b2°b2b3°h3b4°b4b5°b5bgb
[P41031|CY_SALTY Thiosulfate-bindin 7*b7b12°b12*b12b14b15
brotein 1 ELFAALNPPFEQQWAK 37 16 32 187.18 ) > payoy7ybyomoyi] 188897 90.078 89005| P  944.99 472
y11*y11y12*y12y13°y13
. — . _ _
IP41031|CY_SALTY Thiosulfate-binding QYEAQGFEVVIPK 226 13 9 45,86 | P37P3P4DL0°DIODILDILY oy 70 69.768 75731 2 754.39 0.97
protein 2y13
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 3 VNNPEIMGK 286 9 8 67.35 b2y3ydyey7+yTy8y9 1001.54 35979 678 | 2| 501.26 -4.33
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 4 LPNNSSPFYSTMGFLVR 110 17 9 74.37  y2y3y5y7y8ydyllylf17 92497 92.212 73103 965.49 6.70
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 5 TEQFMTQFLK 179 10 6 51.61 b2y3y5y6y7y10 1272.6 75.676 13d 2| 636.82 3.65
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 6 QALAILQGLK 71 10 6 26.71 b3*b3yly2y5y7 1054.66 75.194 51378 2 | 527.83 -6.13
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 7 LIFPNPK 146 7 8 40.25|  b2y2ydyStySy6tyey7 828.49 55.965 spes| 2| 41475 1135
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 8 NVEVFDTGGR 189 10 8 73.91|  b6ydy5°y5y6y7y8YyL0 1093.58 40.05| 49657 | 2| 54727 1.90
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 9 GATTTFAER 199 9 5 45.18 b8y4y5y6y9 953.47 30.853 2392 2 27| 333
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 10 AYLNWLYSPQAQTITHYYYR 265 21 6 13.75 b2b5b8°b8y2y9 2668 94.054 7728 | 4 1332067 2.38
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 11 GLGDVLISFESEVNNIRK 208 18 4 24.6 b3b10b12y3 1990.0p 2@6. 6207 | 3| 664.02 6.13
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 12 ADVVTYNQVTDVQILHDK 81 18 7 26.36 | b8°b8b12b13°b13y13*] 2058.01 91.585 6850 | B  686.67 20.64
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 13 TSGNAR 153 6 1 13.55 b5 605.30 87.109 1831 |1 605.30 -4.03
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 14 TNILAEFPVAWVDKNVQANGTEK| 239 23 5 37.01 b3bdy6y19y20 2581 91.225 153486 848.78 0.86
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 15 YTYLAAWGAADNADGGDKAK 159 20 3 21.03 y6yoy13 2057.94 6188 50707 | 3| 686.65 558
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 16 TSGNARYTYLA;‘:VGAADNADGG 153 24 5 23.25 b9b14b15y15°y15 2445.18 93.921 868 4 612p4 .99 8
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 17 FGSWPEVMKTHFASGGELDK 311 20 10 51.64°70° b9y5y161y6y8y9y11 V' 2223.08 136.386 5662 | P 1112.04 12.41
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 18 QADKFPQTELFR 205 12 3 32.3 b3b5b10 1479.76 68.616 352 2 3mo| 272
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 19 THFASGGELDKLLAAGR 320 17 3 16.17 b4boy14 1742.9 76.054 518 | 3| 58165 5.74




'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 20 NVEVFDTGGRGATTTFAER 189 19 6 40.5 b5b9b12b15y10y14 2097 | 72.935 2517 | 4  676.67 6.68
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 21 Phosphoryl STY(L1) GLGDVLISFESEVNNIRK 208 18 3 24.36 bBB10 2070.02 136.259 7079| |2 103550 0.59
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 22 Oxidation+M(8) FGSWPEVMK 311 9 6 78.73 b4b5ydy5y7y8 1686 | 112656 1656 1096.51] -2.56
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 23 AYLNWLYSPQAQTII 265 15 0 6.58 1780.92 94.121 1697| |2 89096 -5.35
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 17 131.g|P2P30ADADSDIOVLY2V2S ) o) o 54.140 226772| P 669.33 0.73
glycyl radical cofactor y4y6y7y8y9y10y13
IQ7CQOSIGRCA_SALTY Autonomousy LGEIEYR 48 7 10 82.68 | b3b5y2y3ydy5ey5y6oy6y7  879.45 42.134 184742 440.23 -10.62
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) 4 MITGIQITK 0 9 9 59.57 | blb2b3bey2y3yey7yd 1004.57 54.814 292 502.79 -9.72
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy EIPMEVKPEVR 55 11 8 65.16 y1y2ydy5y6y8yoyl1 1326.71 48.771 131483 663.86 -1.01
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) o VEGGQHLNVNVLR 66 13 7 52.6 b3b4b8ydy6y7yl3 1434.7 50.424 108467 478.92 -14.55
glycyl radical cofactor
b2*b2b3°b3*h309b10y1yp
'Q7CQ05||?:Rﬁg—icsﬁ';;gg:onomous 6 FNSLTPEQQR 106 10 23 112.58y3*y3y4y5*y5y6ry6y7y8°y| 1219.60 37.841 104997 b 61031 -2.00
glycyl 8y9*y9y10*y10
o] %
IQ7CQOSIGRCA_SALTY Autonomous) FNSLTPEQQRDVIAR 106 15 9 36.7g| D3 PPIIYLYBYI0YIONIE o 0s o) 47.437 51360 B 591.98 7.16
glycyl radical cofactor y15
IQ7CQOSIGRCA_SALTY Autonomous) g AANDDLLNSFWLLDSEK 9 17 3 16.17 b3b15y9 1950.96] 101.429 803 975.98 8.76
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) g TFTESL 121 6 10 79.26 | P3D3D4DADSTDEYYAVSY o7 5y 55.033 89932 | 1  697.34 -2.10
glycyl radical cofactor 5
b3b5*b5b6°b6ydy5y7°y7yB
'Q7CQ05||i'qlfg—icsaﬁg;gg:onomous 10 AANDDLLNSFWLLDSEKGEAR 9 21 24 199.6 |yo°yoy10y11y12y13yla*yl 2364.14 92.999 563921| B 788.72 -4.23
ghyey 4y15y16y17*y17y19%y19
IQ7CQOSIGRCA_SALTY Autonomous) 11 | oo pomidomethy+C(l)  CIVAKSGFAEDEVVAVSK 30 18 3 15.44 448y10 1908.95 121.869 19235 |2 954.94 -11.57
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy ITGIQITKAANDDLLNSFWLLDSE 1 25 7 50.13 y5YBy7°y7y9°y9y10 2805.47 136.353 452 3 93583 0.96
glycyl radical cofactor K
IQ7CQOSIGRCA_SALTY Autonomous) ;5 VSGYAVRFNSLTPEQQR 99 17 4 25.92) b12y5y11y13 1951.d8  @@B. 2124 651.33 -10.26
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) PMEVKPEVR 57 9 3 311 b3b4b7 1084.58 48.794 134579 | 2 54279  .08-6
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ¢ EIPMEVKPEVR 55 11 0 2.47 1308.68 48.789 47524 |3 436.9p -10.8
glycyl radical cofactor
b2°b2b3b5°b5b7°b7b9b1Lb
|Q8ZP65[TPX_SALTY Probable thiol 12°h12*b12b13b14b16y2y )
Doroxidase 1 SQTVHFQGNPVTVANVIPQAGSK 1 23 28 18730 2 i ey roeyoyton iyl 237924 64.418 162086| B 793.75 1.03
2y17y23
'QBZPGSlTngrii‘igzzepmbab'e thioll 5 | carbamidomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 7 3885  Bay6yl3yl5yl7 1837.95 86.290 130568 |2 919.4B 3.85
. — .
IQ8ZPBS[TPX_SALTY Probable thiol | - 5 |- idomethyi+C(18)  VLNIFPSIDTGVCAASVR 48 18 10 46.4p°203DS™DSYOVISYISYLAY 4514 o) 85.327 110137 P 960.01 5.47
peroxidase 15y18
'QBZPGSlTngrii‘igzzepmbab'e thiol |, AQAFTLVAK 24 9 6 57.22 y2y3ydy6y7y9 948.54 53.183 95049 |2 am -8.17
'QBZPGSlTngzi‘igzzepmbab'e thiol | ¢ NYGVEIVDGPLK 116 12 10 71.07 | blb2b3b4bOydy8yoyl0y12  1ZWB.| 64.815 33770 652.35 -1.59
'QBZPGSlTngrii‘igzzepmbab'e thiol| ¢ DLSDVSLSQYAGKR 33 14 5 27.32 b7b12y7yo%y9 1538.76 54.614 3671 513.59 11.66




IQ8ZPES[TPX_SALTY Probable thiol[ AVIVLDENDNVIFSQLVDEITHEPD] o . 1096 b2b10y12y14 6110 110450 oas s 175 562
peroxidase YDAALNVLK
IQ8ZPES[TPX_SALTY Probable thiol | g |~ o midomethylc(ag) VQEATEVENTVVLCVSADLPFA 67 26 4 21.83 b6b7y8°y8 2908.44 87.623 4821 |3 97045 2.1
peroxidase QSR
N =l Xy
IQ8ZPBS[TPX_SALTY Probable thiol | DLSDVSLSQYAGK 33 13 12 123.91|04'PADSDEYAYSYEYVOYTYYY 555 7 58.858 6661 | 1  1382.67 530
peroxidase 10y11
|Q8ZP65[TPX_SALTY Probable thiol AVIVLDENDNVIFSQLVDEITHEPD b3b4b5b6b11y3ydy5y8yll>
Doroxidase 10 DAALNVLKA 133 35 15 12347 2ay0y30 3882.97 121.450 108171 B 1294.99 1.32
H % | *| Of
'QSZPGSlTngrii‘iggepmbab'e thiol | 4 Phosphoryl STY(12)| SQTVHFQGNPVTVANVIPQAGSK 1 23 8 29.2| P4PED10 blgb“ bILYEY  5459.23 136.369 2120 | P 1230.14 13.40
IQ8ZPBS[TPX_SALTY Probable thiol | -, AQAFTLVAK 24 9 0 1.65 931.51 53,209 5530 | b 466.26 1153
peroxidase
H %y *y
IQ8ZKBOIRLO_SALTY 50S ribosomal | LADVLAAANAR 57 11 16 126.89 | P2D3DAYLYSY3YAYAYSYE 00/ 60 53.127 230100| P 542.80 -8.44
protein L9 *y6y7y8y9y10y11l
|Q8ZK80|RLY_SALTY 50S ribosomal b2b3b9*h9b10°b10b13ydy
orotein L9 2 VANLGSLGDQVNVK 8 14 16 122,60 b 0 nowioytiyioad, 141377 56.251 141651 P 707.39 2.50
IQ8ZKBOIRL9_SALTY 50S ribosomal | 5 DIADAVTAAGVDVAK 97 15 16 152.4 |P203DSDEDI’DODI2YBYEYT ) )1 74 65.905 96474| P 708.37 3.45
protein L9 y8y9y10y11y13y15
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, INALETVTIASK 71 12 4 22.09 bay9y11y12 1259.71 60.956 6073 2 630.36 -4.94
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| o MQVILLDK 0 8 3 40.66 y3y4y5 959.55 64.363 96400| [ 480.28 -6.23
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| NVEYFEAR 42 8 3 40.66 y3y5y6 1027.48 46.767 86462 |2 51425  950.
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | 7 AGDEGKLFGSIGTR 83 14 5 45.1 b7y3y6y7y8 1407.7 55.004 @2d 3| 469.01 12.92
IQ8ZKBOIRLO_SALTY 50S ribosomal | ¢ LPNGVLRTTGEHEVNFQVHSEVR 14 25 4 12.31 b23°b23y7y10 2808.4 112.60 795 | 3 93683 471l
protein L9 AK
- . FreTR=" S
IPOALES|CYSK_SALTY Cysteine synthgse LTLTMPETMSIER 87 13 14 112.53|P2'D2DSDIYIYAYSYEYBYSY )01 77 73.820 132711 P 761.39 2.97
A 10y11y12y13
- ] % |
IPOALESICYSK_SALTY Cysteine synthase IQGIGAGFIPGNLDLK 226 16 14 76.73 | P1P2D2b3ADBOIYIY2YTY g5 o4 83.544 120075 P 806.96 3.33
A 10y12y14y16
IPOALESICYSK_SALTY Cysteine synthase YLLLQQFSNPANPEIHEK 137 18 15 94.7 | P2OSY2Y2YSVBYAYEYBYY 1 44 10 74.136 106656| B 714.37 0.57
A yoy11*y11y12y16
|P°A1E3|CYSK—SAALTY Cysteine synthgse IYEDNSLTIGHTPLVR 3 16 5 24.71 y2yay7oyTyla 1827.94 61.786| 58172 | 3| 609.98 12.09
|P°A1E3|CYSK—SAALTY Cysteine synthgse o LQEDESFTNK 283 10 4 36.71 yBy7y8y10 1210.5 34.912 47742 | 2 5 2.82
|P°A1E3|CYSK—SAALTY Cysteine synthase ¢ NIVVILPSSGER 293 12 9 82.32| b2b3bayey7ysyoyloyl2  1283.13  3.880 47604 | 2|  642.37 -2.00
|P°A1E3|CYSK—SAALTY Cysteine synthgse ALGANLVLTEGAK 105 13 4 29.7 b2ySy7y9 1256.71 61.051 42381 |2 628.86 -4.76
|P°A1E3|CYSK—SAALTY Cysteine synthgse o AEEIVASDPQK 126 11 12 112.96/ 2304 b4b59$ffey3y6y7y Y 1186.59 31.254 31054 2 593.80 432
|P°A1E3|CYSK—SAALTY Cysteine synthgse o VVGITNEEAISTAR 246 14 4 38.49 y4yoy10y12 1459.7¢ 40101 796 | 2| 730.39 2.17
|P°A1E3|CYSK—SAALTY Cysteine synthase , GYKLTLTMPETMSIER 84 16 3 25.38 y7y12y13 1869.96 86.300, 182 | 2| 935.49 10.71
|P°A1E3|CYSK—SAALTY Cysteine synthgse MSKIYEDNSLTIGHTPLVR 0 19 5 37.91 b10°b10b11b12b14 omm. | 84.911 1539 | 4  1087.57 -1.35
|P°A1E3|CYSK—SAALTY Cysteine synthase Oxidation+M(5) IGANMIWDAEK 44 11 3 24.11 b3y3y6 1263.61  3.849 53557 | 2| 63231 6.09
|P°A1E3|CYSK—SAALTY Cysteine synthgse 5 LTMPETMSIER 89 11 0 3.29 1307.63 73.871 4585 |2 654.3p -0.84




[POA299|RL7_SALTY 508 ribosomal

DQIIEAVSAMSVMDVVELISAMEE

b2°b2*b2b3b4b5b6b7b8

(e}

orcton L7IL12 1 K 5 25 26 196.21 | b9b10y2'y2y3°y3y4y5'y$ 273734 137.221 66727 B 913.12 0.45
y6y7y8°y8y9y10y25
IPOAZ99IRL7_SALTY 50S ribosomal |, DLVESAPAALK 85 11 7 59.73 b3b4b8yS5y7y8y11 1113.61 53208 288 | 2| 557.31 -7.78
protein L7/L12
IPOAZ99IRL7_SALTY 50S ribosomal | 5 DLVESAPAALKEGVSK 85 16 3 17 b5b7y10 1613.86 56.454 6139 |3 853 -8.02
protein L7/L12
IPOA299IRL7_SALTY 50S ribosomal | -, SLEEAGAEVEVK 109 12 4 323 b3°b3b5b11 1260.6 58.983 912 3 20.89 17.53
protein L7/L12
'POAzgglRersznALLT?ESS ribosomal | g FGVSAAAAVAVAAGPAEAAEEK 30 22 8 54.21 | b9bl0°b10ydy5°y5ye0 | 1987.00 105.895 2755 | B 994.01 -4.61
[POA299IRL7_SALTY 50S ribosomal FGVSAAAAVAVAAGPAEAAEEKT b3b4°bab7°b7b10°b10b2B° ]
orcton L7112 6 EEOVILK 30 30 9 32.2 b23 293251 136.256 14733| B 978.18 5.41
[POA299IRL7_SALTY 505 ribosomal SITKDQIIEAVSAMSVMDVVELISA |
orcton L7IL12 7 VIEEK 1 29 4 26.43 y7y8y10y13 3166.62 90.122 5340 |3  1056.p1 7.74
IPOAZ99IRL7_SALTY 50S ribosomal | ¢ EAKDLVESAPAALK 82 14 3 19.11 b4boy8 1441.79 61.072 23280 |2 17p 2.62
protein L7/L12
'POAzgglRersznALLT?ESS ribosomal| g Phosphoryl STY() EAKDLVESAPAALK 82 14 4 26.89 b6b7°b7b9 521.74 43.427 2697 761.38 -2.25
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 1 | carbamidomethyi+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 8 253 b13y10y11yzlf YI2V14Y1Y o5g9 31 82.887 88722 B 863.77 1.79
. o R EREr 7k
IQ8ZKP7[TPIS_SALTY Triosephohatg SATPAQAQAVHK 176 12 19 108,14|P203"D3DSDIT*HTYLY2N4 5 g 65 18.395 50108 2 604.82 6.06
isomerase y5*y5y6y7*y7y8*y8y9y12
N o x|
IQ8ZKP7[TPIS_SALTY Triosephohatd TQGAAAFEGAVIAYEPVWAIGTG | ) 13 47 25 | PED3D5D7DITBIIDIAYTY = 93,686 osgo| b 120814 6.90
isomerase K 2y7y10y12y24
'QSZKP”TP'ZE;AHL;S\; Triosephohatq | o hamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 5 m y1y3ydy10y23 2433.20 88.212 18934 |2 1217.11 0.10
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 5 | carbamidomethy+C(d) EQGLTPVLCIGETEAENEAGK 117 21 az. b4bob13° 2245.10 72.114 3049 |2 112305 13.5
|Q8ZKP7|TPIS_SALTY Triosephohatg Carbamidomethyl+C(9)EQGLTPVLCIGETEAENEAGKTEH b5°b5b7y3y4y7y10y12y13y
o ace 6 | CarbamidomethyirC(2) VAR 117 28 15 12441 0 atyayzayae | 309044 72.057 175231| B 1030.83 2.05
IQ8ZKP7[TPIS_SALTY Triosephohatg | CarbamidomethyC(9), e 1o\ c|GETEAENEAGK 117 21 4 18.72 b5b12y4dy7 2325.0 w2 5513 | 3| 775.69 13.97
isomerase Phosphoryl STY(13)
IQ8ZKP7[TPIS_SALTY Triosephohatg ¢ TPAQAQAVHK 178 10 10 78,72 |P37P30ATDADETDEEELTD 4 0 o 18.401 23630 2 52578 6.86
isomerase 8
'QSZKP”TP'ZE;QES\;T”osephOhate 9 PAQAQAVHK 179 9 9 78.72 | b3*b3bab5b6*beb7*b7H8  949.51 1®38| 22072 | 2| 475.26 -8.29
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 10 VAIAPPEMYIDLAK 37 14 0 7.41 1530.81 88.235 1534 [3  510.94 47
IQ8ZKP7[TPIS_SALTY Triosephohatg SATPAQAQAVHK 176 12 0 2.88 1190.61 18.399 19024 |3 397.5k 354,
Isomerase
|P66593|RS6_SALTY 30S ribosomal b3b4b6b9b11°b11y2y3ydPy ! )
orotein S6 1 YSAAITGAEGK 24 11 18 14225 oyTyoy10niog] 106753 33.240 136177 P 534.27 5.49
|P66593|RSEFOSIQETSY63OS ribosomal| FNDAVIR 79 7 6 53.39 y2y3ydy5y6y7 834.44 42.456 8540 2 4277 -13.09
IPE6593|RSE_SALTY 30S ribosomal| 4 HAVTEASPMVK 93 11 14 9g.57 |P20ATDADT°DTDIODIOVIYA ) | oo 5o 31.693 68179| P  585.30 -4.80
protein S6 y7y8y9y10y11
|P66593|RSEFOSIQETSY63OS ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 7 27.97 |  b3beb7*b7ysyllyl | 2704.33 114.679 63454 B 902.12 1.44
IP66593|RS6_SALTY 30S ribosomal| LEDWGR 38 6 2 29.7 y3y5 775.37 38.894 17361 |2 388.1p -8.82
protein S6
IPE6593|RSE_SALTY 30S ribosomal| ¢ YSAAITGAEGKIHR 24 14 4 34.68 b6b7°b7b8 1473.74 76.399 145 2| 73739 -3.48

protein S6




|P66593|RSEFOSIEA;TSY6305 ribosomal| Oxidation+M(9) HAVTEASPMVK 93 11 4 38.04 b7b8y3y10 1188.5| 90.077 10451 593.29 -11.63
|P66593|RSEFOSIEA;TSY6305 ribosomal| g Oxidation+M(19) | HYEIVFMVHPDQSEQVPGMIER 2 22 4 13.32 bSgBY9 2657.25 129.550 3639 | B 886.42 1.84
|P65702|PGK—2§;T€Y Phohoglyceratg VLPAVAMLEER 373 11 10 70.52 | b2b3yly2ydyey7ysyoylll  1227.6f 80.211 221897 614.34 -6.07
b2b3b4b5b8b11yly2y3y4y
|P65702|PGK—2§;T€Y Phohoglycerald | - hamidomethyi+C(6)  FADVACAGPLLAAELDALGK 156 20 21 193 | 5y6y7y8y9y12y13yldyl5) 2002.04 99.335 177008 P  1001.5% 4.27
16y20
IP65702|PGK_SALTY Phohoglyceratq 5| o midomethyl+C(g LLTTCDIPVPTDVR 244 14 17 119.dg205D6°DBD7°DTDIDIZYRY ) oog oy 68.400 167268 p  800.43 1.37
kinase 2y5y7y8y10yl1y12y14
b1b2b3°h3ba°b4b0y2y5°y5
|P65702|PGK—2§;T€Y Phohoglyceratg VATEFSETAPATLK 258 14 20 129.01|y6y7yo°yoy1oy11oy11y12y 1464.76 52.242 143283 P 73288 0.17
13y14
|P65702|PGK—2§;T€Y Phohoglyceratg o SLYEADLVDEAKR 231 13 9 81.48 | bSy2yay5y6y8yoyl0y1®  1508.7|  54.238 124468 503.59 12,22
% *y 0,
IP65702|PGK_SALTY Phohoglyceratq TILWNGPVGVFEFPNFR 302 17 16 128,573 Y3YAVAYSYBYTYEYBYY g3 oy 107.113 105774 b 997.03 5.94
kinase 1*y11y12y13*y13y14y17
- 5
|P65702|PGK—2§;T€Y Phohoglyceratg ADLNVPVKEGK 19 11 12 g1.45 |P103b5 bsgfff YAYOYTYS 1 160.65 36.840 105765 P 585.33 -1.46
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ MTDLDLAGKR 5 10 6 70.77 y3y4y5y7y9y10 1119.58 43.041 56615 |2 560.29 -4.03
IP65702|PGK_SALTY Phohoglyceratq g VMVTSHLGRPTEGEYNEEFSLLP 53 29 6 14.38 b2b6b22y7y25y29 3321.70 93.568 369 1107190 4.41
kinase VNYLK
e
IP65702|PGK_SALTY Phohoglyceratq AQASTHGIGK 146 10 14 87.06 |P2 0204 DAYLY2Y3yAYSYBY g 51 15.841 31039 | »  485.26 -4.66
kinase 7y8°y8y10
|P65702|PGK—2§;T€Y Phohoglycerald 1, | arbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 3 15.44 bl4y5y13 2043.95 91.597 1505| |4 511.74 5.49
|P65702|PGK—2§;T€Y Phohoglyceratq MTDLDLAGK 5 9 3 30.28 b6y4y5 963.48 48.214 20370] |2 482.24 8.4
|P65702|PGK—2§;T€Y Phohoglyceratq ;5 LSNPVR 84 6 1 13.55 v4 685.40 27.997 9028| |2 343.2p -2.44
|P65702|PGK—2§;T€Y Phohoglyceratq ISYISTGGGAFLEFVEGK 355 18 4 24.6 b6b10b12y15 187492  5BO. 2856 625.65 16.21
|P65702|PGK—2§;T€Y Phohoglyceratd DYLDGVDVAEGELVVLENVR 93 20 7 47.23 | b10b11b14b15°b15@ly 2204.11 100.675 2342 | b 1102.54 0.55
IP65702|PGK_SALTY Phohoglyceratq o ISYISTGGGAFLEFVEGKVLPAVA | 5og 29 9 35.43 | b6b8°h8bIy3°y3y7y8y  3083.6P 136.402 332 4771.66 1.43
kinase MLEER
|P65702|PGK—2§;T€Y Phohoglycerald 17 | orbamidomethyl+C()  KYAALCDVFVMDAFGTAHR 127 19 5 3%0 b6b10b11b14y14 2172.08| 86.365 2612 724.60 7.31
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ YEADLVDEAKR 233 11 1 7.4 b3 1308.65 54.267 28723 |2 e54.8 2.61
|P65702|PGK—2§;T€Y Phohoglyceratg 4 LNVPVKEGK 21 9 0 2.47 983.59 36.848 24333 [z 492.3¢ -1.49
|P65702|PGK—2§;T€Y Phohoglyceratg DLNVPVKEGK 20 10 1 7.83 b3 1098.60 36.806 2372 |2 s40.8] -0.67
|P65702|PGK—2§;T€Y Phohoglyceratg TDLDLAGKR 6 9 1 8.21 b3 988.54 42.991 12585 [2 494.77 2.41
|P65702|PGK—2§;T€Y Phohoglyceratg PAVAMLEER 375 9 2 18.75 b3b5 1015.52 80.238 10642 50846  577.
|P65702|PGK—2§;T€Y Phohoglyceratg 4 ASTHGIGK 148 8 5 51.61 b4b5b6b7°b7 770.41] 15.846 469 W57 -8.87
|P65702|PGK—2§;T€Y Phohoglyceratq QASTHGIGK 147 9 2 8.21 b4°bd 898.46 15.862 1819 449.78 a3.5




b4b8b9°bOb11°b11*b 1101
|POA2A3|RL1_SALTY 50S ribosomal 3y1ly3y4y5y7y8y9*y9y10 ,
orotoin L1 1 VAVFTQGPNAEAAK 74 14 25 187.81) o ity oyioy1ayl] 140273 44.990 174748] b 701.87 0.70
4ry14
H %y %y
IPOA2ASIRLL_SALTY 50S ribosomal | VVGQLGQVLGPR 122 12 10 68.5 | P2DAYBYTYEYBYYIOYIQ 000 75 58.978 124644 P 61186 5.79
protein L1 y12
IPOA2ASIRLL_SALTY 50S ribosomal | 4 VGTVTPNVAEAVK 141 13 15 126,25 |P2D3D3DADAYSYAYSYEYRY 10, 79 47.780 124497 P 642.86 1.14
protein L1 9y10y12*y12y13
IPOA2ASIRLL_SALTY 50S ribosomal | AAGAELVGMEDLADQIK 88 17 9 53.37 |P7P10D14°014b15ydyI0N 40 o7 79.648 28097 2 865.94 4.23
protein L1 1y17
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal| GATVLPHGTGR 60 11 5 50.26 yay5yeyTy1l 1065.58 30.185 24682 | 2533.29 -4.70
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal| GEMNFDVVIASPDAMR 106 16 3 17 b14y3y5 1751.83 62.347 15008 | 3584.62 13.52
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal | SDQNVRGATVLPHGTGR 54 17 4 24.82 b4b11b12*b12 1764.91 ep.2 | 7757 | 2| 88296 2.42
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal| g KGEMNFDVVIASPDAMR 105 17 5 16.17 b10*b10y9°y9y13 1879.90 108.888 4002 940.45 1.04
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal| g Oxidation+M(3) GEMNFDVVIASPDAMR 106 16 3 23.54 b12y9y10 767.79 53.272 3318 884.40 -5.73
IPOA2ASIRLL_SALTY 50S ribosomal | ) TVLPHGTGR 62 9 0 2.47 937.51 30.184 17184 |2 469.26 -10.4p
protein L1
b2*b2b3b4*bab6°b6*b6bY
[POAA28[THIO_SALTY Thioredoxin-1 1 LNIDQNPGTAPK 58 12 25 155.8 | b10y2y3y6y7y8°y8*y8y9®y 1267.66 38.298 219078 P 634.33 -5.20
9*y9y10°y10y11*y11y12
b2b3b12b14°b14yly2y3y4
. . *y4y5*y5y6y7y8*y8y10y1l ,
|POAA28[THIO_SALTY Thioredoxin-1 2 MIAPILDEIADEYQGK 37 16 25 185.41 | o viaytanyiaytbh 180591 93.811 157478] P 903.46 4.73
6
[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 8 67.35 b2y2y3ydy5y6y7y9 1001.63 91.393 srs6| 2| 501.32 -7.68
[POAA28[THIO_SALTY Thioredoxin-1 4 IHLTDDSFDTDVLK 4 15 3 26.06 b8bob14 1731.86 86.743 27700 |2 866.4B 13.2
[POAA28[THIO_SALTY Thioredoxin-1 5 EFLDANLA 101 8 3 32.88 b4b5y4 892.44 136.270 21200 |1 892.4k 80.6
|POAA28[THIO_SALTY Thioredoxin-1 6 MIAPILDEIADEYQGKLVAK 37 21 8 46.64 | b3bab8bldyl2°y12y18ylo  2318.2p 95.03 6020 | 3| 773.41 -3.79
|POAA28[THIO_SALTY Thioredoxin-1 7 SDKIIHLTDDSFDTDVLK 1 18 3 15.44 b3b12y6 2062.01 56.137 1843 |3 6881 12.2
[POAA28[THIO_SALTY Thioredoxin-1 8 PTLLLFK 76 7 2 23.16 b3b4 831.52 91.403 85417 |2 416.2f 12.7
[POAA28[THIO_SALTY Thioredoxin-1 9 GIPTLLLFK 74 9 0 1.65 983.62 91.406 2421 |2 492.31 -2.85
IPOA28SIPTGA_SALTY Glucose-ecifi STLTPVVISNMDEIKELIK 133 19 12 57.37 |P2037D3DATDADIONIYYIRY 5140 15 93.453 300478 B 710.72 -9.86
phohotransferase enzyme IIA compongnt 13y15y19
IPOA28SIPTGA_SALTY Glucose-ecifi MVAPVDGTIGK 59 11 14 123,09 |P203D4D10Y2YBYSYBYTYBY 17 o 45.876 159596| P 544.29 -3.03
phohotransferase enzyme IIA compongnt 8y9y10y11l
[POA283|PTGA_SALTY Glucose-ecific b2b4b5°b5b6b7°b7b10ydy !
Dhohotransierase enzyme A compondnt 3 VGDPVIEFDLPLLEEK 115 16 17 99.49| 4 ovtonlovoyily1d 181297 99.818 140839 P 906.99 175
IPOA2B3[PTGA_SALTY Glucose-ecifiq STLTPVVISNMDEIK 133 15 5 17.98 b1b13y5°y5y1l 1646.89 70 | 13161 | 2| 823.95 12.45
phohotransferase enzyme IIA compongnt




[POA283[PTGA _SALTY Glucose-ecific] DTGTIEIVAPLSGEIVNIEDVPDVV | 20 . 1147 b3b7y2y11 3060.58 111,084 a6 |3 1003k7 o4
phohotransferase enzyme IIA compongnt FAEK
o oAvEoUE
IPOA28SIPTGA_SALTY Glucose-ecifi ¢ IVGDGIAIKPTGNK 45 14 12 100.42 | POYSYAYASYSYSYBYTYY 505 78 43.558 257111 B 461.60 -17.30
phohotransferase enzyme IIA compongnt y10y13
[POA283[PTGA _SALTY Glucose-ecific| IFETNHAFSIESDSGIELFVHFGIDT 20 5 1793 b10b12b15 43047 196,82 so1 s 1132b6 "
phohotransferase enzyme IIA compongnt VELK
IPOA2B3[PTGA_SALTY Glucose-ecifiq g VKVGDPVIEFDLPLLEEK 113 18 6 30.68 b5b11y3°y3y6y10 204D.1|  96.367 151992 4 680.71 -9.99
phohotransferase enzyme IIA compongnt
|P06202|OPPA_SALTY Periplasmic LADPNTASPYASYLQYGHIANIDD b3b6°b6b8b10b21yly3ydy | )
igopeptde-binding protein 1 IAGKKPATDLOVK 125 38 11 38.28 635 4001.02 83.717 170679 b 801.01 11.35
.. b1b3b4b6b10b11°b11b1p°
IP06202|OPPA_SALTY Periplasmic | -, AEQQLDKDSAIVPVYYYVNAR 494 21 19 127.92 | b12y1y3yaryaysyey7yoyl 2442.23 73.071 102368 B 814.75 0.70
oligopeptide-binding protein oy21
- .
[P06202|OPPA_SALTY Periplasmic | WSDGTPVTAHDFVYSWQR 107 18 10 34.35|P2OLYLYYEYTYTYIVIZY 5154 g9 72.963 80648 B 718.00 2.84
oligopeptide-binding protein 18
|P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN ] !
igopeptde-binding protein 4 | carbamidomethyi+C(4 NTAVK 439 29 7 51.08 | yey7yl3yldyl5y20y24  3294.4p 90.32 791 3 988 3.63
[P06202|OPPA_SALTY Periplasmic | ¢ LVEPEWFK 352 8 4 32.88 b6ySy6y8 1047.54 71.239 6831 2 52428 -6.76
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic | SGEIDMTYNNMPIELFQK 263 18 12 28,93 |P1D2D3°D3DI3Y2YI0¥1INL 57 ) 86.588 51857 2 1065.51 13.75
oligopeptide-binding protein 1*y11y13°y18
IP06202|OPPA_SALTY Periplasmic | TVINQVTYLPISSEVTDVNR 241 20 10 98.21 | YOYSYOYOYLLYL2YI3yLay} o) 8 50 76.975 51354 2 1124.60 7.49
oligopeptide-binding protein 5y20
IP06202|OPPA_SALTY Periplasmic | NQGDLPAYSYTPPYTDGAK 333 19 9 49.6 | b7bsb1ly2yByoyllyl@yl 2057.96 58.650 40487 b 1020.4 7.47
oligopeptide-binding protein
i H % |
IP06202|OPPA_SALTY Periplasmic | g NLGVNVNLENQEWK 410 14 13 79.29 |P2702DADTDLIDIZYIYEYEY ) oog oy 66.712 40350 | P 828.92 4.35
oligopeptide-binding protein 10*y10y12y14
IP06202|OPPA_SALTY Periplasmic | -, , LADPNTASPYASYLQYGHIANIDD | 4,5 29 6 11.47 b2b3b9°h9y1y15 3091.54 88.411 220 3 103118 0.71
oligopeptide-binding protein IIAGK
IP06202|OPPA_SALTY Periplasmic | WTQPANIVTNGAYK 204 14 4 27.69 b3b6b13*h13 1562.8 73992 4907 | 3| 2161 5.55
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, WENKDFK 89 7 3 40.25 y3y4y6 966.45 44,502 1548 |3 322.8p 136
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, ; TFLDTR 424 6 1 13.55 V4 752.39 44.015 14879 |1 752.3p -4.34
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, DLFEGLLISDVEGHPSPGVAEK 67 22 4 19.84 b3b10°b10b14 2389.| 82.801 5744 | 4 770.38 -17.55
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | ¢ DSAIVPVYYYVNAR 501 14 4 31.28 b4b6b8y8 1629.81 104.543 687 | 2| 815.41 -8.46
oligopeptide-binding protein




IP06202|OPPA_SALTY Periplasmic | o | o o midomethyi+C(1B) EIPNEVRVDPYLCTYYYEINNQH 284 23 8 29.21 | b4°bab6°b6blibl3y7+yf  2920.3 76.267 31041 | 3 @74l 410
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic | -, NPQYWDNAKTVINQVTYLPISSEV| 4, 29 3 11.47 bab12y7 3364.69 102.671 26617 | 3 11224 3.7
oligopeptide-binding protein TDVNR
IP06202|OPPA_SALTY Periplasmic | o FGDKWTQPANIVTNGAYK 200 18 4 38.37 b5b6b7b10 2010.01 &7 | 19757 | 3| 67067 0.61
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | g VADDTQRSELYAK 481 13 4 29.41 b3b10y4y8 1495.73 30.694 gm2 | 3| 499.25 7.92
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | VKNQGDLPAYSYTPPYTDGAK 331 21 4 48.01 y5y6y7y8 2285.13 B9 13541 | 3| 762.38 8.23
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | - », | oo midomethyl+C(d) VDPYLCTYYYEINNQKAPENDVR 291 23 7 | 2633 b5°b5h9y6*yBYy7°y7 2882.35 76.356 12707 |3 96145 1.44
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, IVLERNPQYWDNAK 227 14 5 30.49 b12*h12y8y10y11 174590 4B 7348 | 2| 873.46 11.40
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | SELYAKAEQQLDK 488 13 4 20.46 b9°b9b11y10 1522.77 68.224 596 | 2| 761.89 553
oligopeptide-binding protein
— .
IPO2910JHISJ_SALTY Histidine-binding | VGVLQGTTQETFGNEHWAPK 135 20 11 59.75| P203D4Y2Y10VLLYI3YIETY 510 og 63.638 144987 B 733.70 2.78
periplasmic protein 16y17y20
IPO2910]HISI_SALTY Histidine-binding IGTDPTYAPFESK 29 13 13 137.84°4PBDLOVAYSYBYTYOYOYIO 4 4o5 6g 55.016 126954 P 713.35 0.60
periplasmic protein y11ly12y13
[P02910JHISJ_SALTY Histidine-binding b2°b2*b2b3°b3b4b6b10yB ! )
boriplasmic protein 3 NSDIQPTVASLK 120 12 17 136,64 1 Ayeyoytoyintz| 127268 47.886 105379 P 636.84 0.86
— . -
IPO2910JHISI_SALTY Histidine-bindind ;| o 2 nigomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 10 43, 2| PZO20SLIY2yAYSYBYIAVY 5503 50 104.195 62024 p  1137.1 7.73
periplasmic protein 0
IPO2910JHISJ_SALTY Histidine-binding FGGPAVKDEK 201 10 6 52.2 b2b6b9ydy5y8 1047.54 27.164 22415 | 2524.27 -6.06
periplasmic protein
IPO2910]HISI_SALTY Histidine-binding AFAEMR 234 6 1 13.55 b3 724.35 36.441 6261 |1 724.36 0.84
periplasmic protein
'POZQ10|H£i£?ﬁi22‘§:g'”e'b'”d'”9 7 | carbamidomethy+C(5)  INTQCTEVENPLDALIPSLKAK 62 22 5 BB b3b11b14y20%y20 2472.32 98.986 147778 |3 824.78 1.39
IPO2910JHISJ_SALTY Histidine-binding ¢ DEKLFGVGTGMGLR 208 14 7 42.08| b5b8°h8b10°b10b1lyB  1429.7 58.903 6132 | 2 740.37 1435
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding o Phosphoryl STY(14)|  GIEIVSYQGQDNIYSDLTAGR 155 21 3 13.7% b10y7y9 2379.11 94.077 41488 [3 793.71 14.78
periplasmic protein
IP64052|EFTS_SALTY Elongation factgr VASLEGDVLGSYQHGAR 134 17 14 113,94 P206DELBDIOVAYSYTYBYL 4 7 0g o 59.110 151188 B 586.96 11.04
Ts Oyl1ly12y13y17
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 2 ITDVEVLK 104 8 7 32.88 b3°b3yly2y6y7ys 916.53 48.583 136322 | 488.77 -9.92
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 3 AEITASLVK 1 9 6 45.18 bayly3ySy6yd 931.54 48.692 oga1d |2 s 753
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 4 IGENINIR 125 8 6 53.8 y3ydy5yT*yTy8 928.51 44.483 06748 |2 a4 -8.02
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 5 FTGEVSLTGQPFVMEPSK 222 18 7 52.04 b5y3y5y8y10y13y14 1983|  74.605 77420 | 4 977.49 8.12
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 6 IGVLVAAK 151 8 9 62.17 |  b2b3yly2y3y5yey7y8 770.50 47.317 505 | 2| 385.76 1275
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 7 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 7 73.91 b3ylydy5768 1098.47 21.177 38200| P 549.74 -1.33
1 *y %y
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 8 ALTEANGDIELAIENMRK 25 18 9 49.6 b7b11b14y‘2y4y5 YYIYT 198801 74.332 36017| B 663.34 2.58




|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 9 AGNVAADGVIK 52 11 10 73.53 blbeyzy“yifwylo*ylo 1014.55 36.602 21876| P  507.78 7.16
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 10 VALVAK 119 6 1 13.55 b3 600.41 41,512 9620 [L  600.41 -4.68
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 11 QLAMHVAASKSEEVKPEDVSADV 167 26 8 40.59 | bab5*bsy3ydy8yllcyl]l — 2824.4% 110.76B 3030 | 342.% -0.52
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 12 |carbamidomethyl+C(1B)  IDGNVAFILEVNCQTDFVAK 65 20 3 o b3y5y10 2253.11 107.407 2277 |3 75171 5.53
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 13 DAGFQAFADKVLDAAVAGK 85 19 4 23.44 b3y3y6y8 1893.96 100D 96574 | 3| 631.99 6.12
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 14 FEVGEGIEKVETDFAAEVAAMSK | 258 23 4 12.94 b8y3yl4°yl4 2458 109.880 3372 | 4 819.73 -2.98
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 15 EIAEKMVEGR 209 10 3 28.47 b4bSy4 1161.58 21.431 1614 |2 58140 -10.82
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 16 Oxidation+M(16) ALTEANGDIELAIENMRK 25 18 3 15.44 b5bogL 2004.01 71.988 5408 | P 1002.51 4.08
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 17 GVLVAAK 152 7 0 1.23 657.43 47.358 21183| [ 657.43 -3.81
|P64052|EFTS—S/+\'S‘TY Elongation facigr ) g Carbamidomethyl+C(7) GAGMMDCKK 16 9 0 2.06 997.43 21139 10086 | 2| 499.22 -0.37
IPOA297IRLLO_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 13 105.33|P2P3"D3DAYSYEYTYBYOYY 447 78 64.939 116187 P 724.39 1.26
protein L10 11y12y13
|P0A297|RL;?52'§1LHO503 ribosomall AAAFEGELIPASQIDR 109 16 18 146.12 ?/55333359151?;3;153%/1333 ° 1687.87 68.546 80003| 2 844.44 4.48
16
|P0A297|RL;?52'§1LHO503 ribosomall 5| orhamidomethyl+C(9 VVEGTQFEE%ngATEXSPTL'AYSM 62 32 12 58.26 b2b3b4511§;’126‘;3;62y7y10y]2 3494.68 92.576 61150 | f#  874.43 -7.61
|P0A297|RL;?52'§1LHO503 ribosomall GALSAVVADSR 20 11 9 100.61|  b5b6y2y3ydy5y6y7y8 1045.56 &6 | 41232 | 2| 523.28 222
|P0A297|RL;?52'§1LHO503 ribosomall ¢ DTFVGPTLIAYSMEHPGAAAR 73 21 8 34.92| b6b7°b7yly8yl2yldy? 2204.11 116.358 10738| B 73538 14.62
|P0A297|RL;?52'§1LHO503 ribosomal ¢ LATLPTYEEAIARLMATMK 125 19 3 14.8 b12y3y6 2123.10 57.688 | 14583 | 3| 708.37 -12.65
IPOA297IRL10_SALTY 50S ribosomall  ; AAAFEGELIPASQIDRLATLPTYEE| 4 g 29 4 14.38 b4b15y7y11 3116.63 93.154 13245 | 3 103954 0-3§
protein L10 AIAR
|P0A297|RL;?52'§1LHO503 ribosomall g AGREAGVYMR 43 10 5 59.98 b5boy3y6y8 1109.54 87.825 2809 |1 e 7.70
|P0A297|RL;?52'§1LHO503 ribosomal o Phosphoryl STY(4) GALSAVVADSR 20 11 3 24.11 b3bsy6 11259  40.217 14258 | 4 563.26 -6.40
|P0A297|RL;?52'§1LHO503 ribosomall ) DTFVGPTLIAYSMEHPGAAAR 73 21 0 6.58 2186.08 116.339 2731 | 2109355 8.71
'POAlZZlSKP—SASLkTp ¥ Chaperone protgin IAIVNMGNLFQQVAQK 23 16 15 92.89 beitl’i?gsllgf;f’;yyfg oYl 1773.97 90.122 168190 p  887.49 158
'POAlZZlSKP—SASLkTp ¥ Chaperone pmt&]i” 2 TGVSNTLENEFK 39 12 10 81.73 y2y4y5y6y7£°y9y11*y11 1338.65 57.897 147762| P 669.83 -1.46
'POAlZZlSKP—SASL&] ¥ Chaperone pmt&ii” 3 METDLQSK 59 8 6 40.66 b8y2ydy5y6y8 951.44 26.505 145537 | 2 .z36 -7.95
[POALZ2|SKP_SALTY Chaperone proteiin . VANDQSIDLVVDANTVAYNSSDV | I 1 5214 | PLDADSDED757D9b10DIE 90.056 s5339| b 113158 L
skp KDITADVLK yly2y3

'POAlZZlSKP—SASLkTp ¥ Chaperone pmt&ii” 5 VANDQS'DLV\/TNTVAYNSSDV 126 24 4 12.61 b4b12y5°y5 2537.24 84.969) 44700 | 3 846.42 5.1
'POAlZZlSKP—SASLkTp ¥ Chaperone pmt&ii” 6 AQAFEKDR 97 8 8 53.8 y2°y2y3ydy5y6°y6y8 964.48 17.307 952 | 2482.74 -4.75
'POAlZZlSKP—SASLkTp ¥ Chaperone pmteii” 7 WLLAAGLGLAMVTSAQAADK 3 20 3 21.03 y5y10y16 1987.04 121.84 3241 | 2| 994.03 1241
'POAlZZlSKP—SASLkTp ¥ Chaperone pmteii” 8 TGVSNTLENEFKGR 39 14 6 31.28 b6°b6b8H13y10°y10 155116  .0B8 34373 | 2| 77638 1125




'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 9 AQAFEKDR 97 8 4 49.03 b3yay5y6 964.48 18.322 14sop |2 4soda 293
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 10 KVANDQS'DLV\\;EANTVAYNSSD 125 25 6 12.31 b5°b5*b5b9°h9y7 2665.3 136.146 3426 | 3 8892 1.19
'POAlZZlSKP—SAS% Y Chaperone protgin | Oxidation+M(11) | WLLAAGLGLAMVTSAQAADK 3 20 4 21.03 y3y6y6y8 2003.07 81.586 16369 P 1002.04 5.42
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ QLDPLVVGQEHYDTAR 343 16 10 118.02 b2y3y4y5y631’8y9y11y12“ 1840.90 57.893 57683 B 614.31 -8.02
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ 5 | carbamidomethyl+C(d VIDLMCPFAK 132 10 6 42.86 boy5y68TyL0 1193.60 80.978 46517 P 597.30 -7.16
IQ7CPE2IATPB_SALTY ATP synthasg 5 VALTGLTMAEK 219 11 11 112.96 | P2PSYSYAYSYBYTYBYOYIOY 4145 65 59.041 46471 P 56731 3.23
subunit beta 11
N
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ MPSAVGYQPTLAEEMGVLQER 261 21 9 29.48 b8b14b21y31 Y3V3Y4YOYE  5306.13 81.478 35032 P 1153.57 8.26
'Q7CPE2|ATEU%—U?]QETQLATP synthasg TVNMMELIR 156 9 9 45.18 | b3b9*boydyeyey7*y7yd  1106.57) 768 35006 | 2| 553.79 132
'Q7CPE2|ATEU%—U?]QETQLATP synthasg ¢ FLSQPFFVAEVFTGSPGK 399 18 6 44.03 y3y6y7yoy1ly18 1958.01 100.266 34574 | 4 97951 1.25
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ AAPSYEELSNSQELLETGIK 112 20 7 37.53|  b2ylyl2yl3yldyl8y20 2179.09 73.440 20730 2 1090.08 6.95
% | 0,
IQ7CPE2IATPB_SALTY ATP synthasq ¢ QIASLGIYPAVDPLDSTSR 324 19 13 74,1602 "P203YLYAYSYEYBYTYILL 5153 05 80.304 27954 2 1002.03 457
subunit beta y12y14y19
'Q7CPE2|ATEU%—U?]QETQLATP synthasg g VGLFGGAGVGK 145 11 3 24.11 b3yay7 961.54 58.986 27550 |2  4B1d -9.01
'Q7CPE2|ATEU%—U?]QETQLATP synthase 4 NIAIEHSGYSVFAGVGER 165 18 4 26.36 b12b13b16y3 190596  .666 1909 | 2| 953.48 8.20
IQ7CPE2IATPB_SALTY ATP synthas¢ GIMEGEYDHLPEQAFYMVGSIDE| 27 3 11.83 b4b10y5 3057.44 92.676 32061 |3 101982 184
subunit beta AVEK
IQ7CPE2IATPB_SALTY ATP synthas¢ ., YQELK 367 5 2 13.14 b3*b3 680.36 30.925 6726| |1 680.3 -5.74
subunit beta
'Q7CPE2|ATEU%—U?]QETQLATP synthase 5 TIAMGSSDGLR 53 11 4 24.11 b5°b5b10y10 1107.5% 80.91( 2110 | 110785 0.00
'Q7CPE2|ATEU%—U?]QETQLATP synthase DEGRDVLLFVDNIYR 232 15 5 29.2 b8°b8b13bl4y7 1823.95 gB8 | 200037 | 2| 912.48 11.01
IQ7CPE2IATPB_SALTY ATP synthas¢ - WAHRAAPSYEELSNSQELLETGH 4, 25 3 12.31 b3blly4 2842.42 83.614 6499 |3 94815 56
subunit beta K
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ¢ VSLVYGQMNEPPGNRLR 202 17 5 27.17 b10y11°y11y12yl4 1990.| 103.572 4615 | 4 644.00 -5.63
'Q7CPE2|ATEU%—U?]QETQLATP synthasg 4 IMNVLGEPVDMKGEIGEEER 87 20 5 19.56 b3b14*b14y8y10 20%. | 93.001 2482 | 4 749.03 -2.50
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ g Phosphoryl STY(8) QIASLGIYPAVDPLDSTSR 324 19 5 23.44 ybgey11°y11 2083.03 47.387 1916| |2 1042.0p 14.30
. b3b9°b9*b9b10b12b14* L
1054297|RSA_SALTY 30S ribosomall VVNIASYQVSPNDVVSIR 128 18 20 145.89| 4b15*b15b17y3y4y5yoy1P 1960.06 71.990 71500 2 98053 4.61
protein S4
y13y14*y14y18
o %y o t3
1054297|RSA_SALTY 30S ribosomall AALELAEQR 156 9 14 87.61 |PSYIY2Y2YBYAYSYEYEYR 5, 5y 43.221 70045| 2 50077 275
protein S4 y7y8°y8y9
1054297|RS4_SALTY 30S ribosomall KPER 184 4 1 12.73 y3 529.31 45.110 20752 |1 52031 5.4
protein S4
|054297|RSSF§:*T;1303 ribosomall -, GNTGENLLALLEGR 83 14 4 31.28 b5b7b10y11 1456.77 95.048 %25 2| 728.89 -6.87
|054297|RSSF§$T;1303 ribosomall o IEQAPGQHGAR 33 11 5 50.26 y5*y5yBy7y8 1163.57 15.762 330 3 88.83 -16.47
|054297|RSSF§:*T;1303 ribosomall & | ) hamidomethyi+C(l CKIEQAPGQHGAR 31 13 3 27.9% yeyDlyl 1451.72 68.811 20305| P  726.36 -0.50
|054297|RSSF§$T;1303 ribosomal| 7 Phosphoryl STY(4) SDLSADINEHLIVELYSK 188 18 5 15.44 b33PO4 b3°b3y3°y3ylh  2126.01 136.285 2064 |2  1063.51 6.6




. b1b2b3b4b6b10b11b12b}L3
'POA?W“'RSSE)?QHS\; 30S ribosomal VEMQPASEGTGIAGGAMR 93 19 24 185.14°b13b14y2ydy5yey7yllyl2 1892.94 67.945 176279 b 946.98 3.93
p y13y15°y15y16*y16y19
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall AVLEVAGVHNVLAK 112 14 6 27.69 b2yly3y6yl2yls 1419.83 6840 158511 | 2| 71042 232
. . —
IPOATWAIRSS_SALTY 30S ribosomall 5 AYGSTNPINVVR 126 12 15 105,13 P1D2D3DEDELTY2YATYAYE o) 65 50.990 134206 P 645.84 -1.04
protein S5 y7y8y9y10y12
b2b5°b5b8°b8*b8b11b 14
. oPe D [
IPOATWAIRSS_SALTY 30S ribosomall ATIDGLENMNSPEMVAAK 138 18 24 144 5| P14DIS™DISTOISY2YBYAYE ) g o 63.007 88977| P  945.96 5.23
protein S5 y6y7y10*y10y11y12yl4y
8
'POA?WMRS;—O?QHS\;‘Q’OS ribosomall g ATIDGLENMNSPEMVAAKR 138 19 12 107.93 b4y1y3y42ﬁ3;9yﬁymyll b 2046.99 58.840 78609 B 683.00 -3.46
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal IFSFTALTVVGDGNGR 29 16 6 34.84 b2yly6y8yoy12 1653.86 &5 | 35536 | 2| 827.43 -0.44
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall NMINVALNNGTLQHPVK 69 17 3 24.82 b3b4b6 1862.97 63.267 8388l 3| 62166 -11.86
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal ¢ SVEEILGK 159 8 4 35.89 b5°b5y3y6 874.48 50.350 61058 |2  437.44 -10.33
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal ¢ VGFGYGK 45 7 3 40.25 b6y4y6 727.37 39.880 22342 |2 364.1b ais
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal -, LIAVNR 14 6 3 26.69 yay5*y5 685.43 32.969 15087 |1 685.43 -1.25
|P°A7W4|Rsp5r—ofgfs\; 30S ribosomall | MAHIEKQAGELQEK 0 14 6 39.5 b4b6°b6b10y6Y8 1611.7 54701 11892 | 2| 806.40 -13.63
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, AYGSTNP'NI\EQA/SQZ:E GLENMNSP| 16 30 4 11.32 b5y10y14°y14 3162.54 77.938 342 3 105485 715,
[POATWA4IRS5_SALTY 308 ribosomal GVHTGSRVFMQPASEGTGIAGGA o 2 5 1206 b5b14y5 Sog7 31 103730 s0d |3 sesin o
protein S5 MR
% | o]
[POALD3|CHBO_SALTY 60 kDa L ANDAAGDGTTTATVLAQSITEGL 80 - 18 143 03| P2b2b304DEDISDISYY 92,080 o135 b s067s 0.2
chaperonin K y4y5y6y7y8y9y10y11y25
*|
[POALD3ICHB0_SALTY 60 kDa 5 GYLSPYFINKPETGAVELESPFILL[ I o 401 |P2DADEOTDIIDIL2YSR o~ o7 168 170008l b 8108 648
chaperonin ADKK 6y29
'POAlel(gE:F?e—Sﬁ‘;TY 60 kDa 3 EMLPVLEAVAK 231 11 11 86.67 |°? b2b3y2yiy4y5y6y7y8yl 1199.66 80.198 148798| P 600.34 -5.09
- 5
IPOALDS|CHB0_SALTY 60 kDa 4 QQIEEATSDYDREK 350 14 14 91.51P3"DSDIAYZY2VBYAYSYTYS 719 76 33.493 01361 B  571.26 -11.48
chaperonin y9y10yl4*yl4
'POAlel(gE:F?&iﬁtTY 60 kDa 5 LAGGVAVIK 371 9 9 75.72 |  b3b4b5beyly2y7y8yd 827.52 45108 888 | 2| 41427 12.24
IPOALDS|CHEO_SALTY 60 kDa 6 | carbamidomethyl+C(§ QIVLNCGEEPSVVANTVK 452 18 11 77.4pP2P127D12D18YSYSVIZYIB 4 oe7 o9 61.373 77695 2 979.01 2.74
chaperonin y14y15y18
*| %
IPOALDS|CHEO_SALTY 60 kDa 7 GVNVLADAVK 18 10 11 73.01 |D2DADAYLYSYAYSYBYEYE  gap og 56.175 65800 | 2  493.28 -8.92
chaperonin y10
'POAlel(gE:F?&iﬁrL]TY 60 kDa 8 | carbamidomethyl+C(8 ALSVPCSDSK 132 10 6 33.] b2y2yayag? 1063.50 35.000 50083| P 532.26 -3.79
'POAlel(éE:F?&igrL]TY 60 kDa 9 VEDALHATR 395 9 7 93.63 b4b5b7b8y4y5y6 1011.52 26.815 477102 | 506.26 -1.87
'POAlel(gE:F?&iﬁrL]TY 60 kDa 10 AIAQVGTISANSDETVGK 142 18 8 49.04| b3y2y4yoy10y13yldyl8 1760.91 48.058 46491 P 880.96 4.02
|p0A1D3|CC:;ia6F?e—r§QrL1TY 60 kDa 11 SFEGAPTITK 42 9 8 59.57 b2b3°b3bby2y3y4y7 921.5( 44.884 5635 2| 461.25 -8.15
IPOALDS|CHB0_SALTY 60 kDa 12 |carbamidomethytrc(1py-QYAASVAGLMITTECMVTDL 501 25 10 39.27 | P1b3™D3DIOYOVIOVIZYIAY 7 5y 86.623 36323 2 1335.66 0.09
chaperonin PK 20y25
'POAlel(éE:F?&iﬁrL]TY 60 kDa 13 AVAAGMNPMDLK 105 12 6 44.65 y2y5y8y9y10y12 1217.60 58131 | 35532 | 2| 609.30 -1.60
S
[POALD3ICHBO_SALTY 60 kDa M AGKPLLIAEDVEGEALATLVVNT a2 " 13 75.31 |POOTYIV23YAVASVEYE oo 136.374 oo11] B o0ssl 0.00
chaperonin MR y6°y6y7




'POAlel(C:EaBF?&i:"L]TY 60 kDa 15 ATLEDLGQAKR 311 11 4 50.26 y5Y6Yy7y8 1201.65 39.400 23299 |2 168 -0.61
o
IPOALDSICHEO_SALTY 60 kDa 16 AVAAGMNPMDLKR 105 13 12 80.38 |P2Y2YSYAYBYTYSYOYLIVL ) 075 79 51.161 19863| R 687.35 2.49
chaperonin 1*y11y13
'POAlel(C:EaBF?&i:"L]TY 60 kDa 17 GQNEDQNVGIK 430 11 5 311 b2y3y8yoy11 1201.5¢ 26.830 19365 | 2601.30 2.24
'POAlel(C:EaBF?&i:"L]TY 60 kDa 18 DTTTIIDGVGEEAAIQGR 327 18 4 15.44 bob16yl4°y14 184591  9.8¥6 70379 | 3  615.97 -6.61
IPOALDS|CHEO_SALTY 60 kDa 19 GGDGNYGYNAATEEYGNMIDMG | 4 28 3 35.67 y3ydy5 2966.29 88.310 39879 |3 989.43 2.06
chaperonin ILDPTK
IPOALDS|CHEO_SALTY 60 kDa 20 VTLGPK 28 6 4 42.84 b4°bay3y5 614.38 28.146 79014 |1 614.38 7.3.8
chaperonin
'POAlel(C:EaBF?&i:“L]TY 60 kDa 21 AVAAAVEELK 122 10 5 52.2 b3boy3y5y6 1000.57 47.349 6751 |1 amw 0.18
'POAlel(C:E;F?&i:“L]TY 60 kDa 22 VGAATEVEMK 380 10 3 337 yoy7y9 1034.52 35.304 1898 |1 103442 035
'POAlel(C:EaBF?&i:"L]TY 60 kDa 23 EIELEDKFENMGAQMVK 58 17 7 42.37|  b5b10°b10y5Sy6y8y1Q) 2090 73.808 193101 3  670.99 -3.04
—
IPOALDS|CHE0_SALTY 60 kDa 24 IADLKGQNEDQNVGIK 425 16 10 80.11 |PSPAYSYAYBYBYLLYIIYIR 0y, gg 40.200 144947 B 581.30 -9.95
chaperonin yl4
'POAlel(C:EaBF?&i:“L]TY 60 kDa 25 |carbamidomethy+C(1F) AVAAAVEELKALSVPCSDSK 122 20 6 a3 b8y6y8y11°y11y18 2045.04 72.125 43002 |3 68235 -6.63
'POAlel(C:EaBF?&i:"L]TY 60 kDa 26 CarbamidomethyI+C(1BﬁMEAPLRQIVL\’;‘fGEEPSVVANT 445 25 5 27.83 b3b7b8b10y13 2725.40 74.174 2175 | 3 909f4a 7 0.2
'POAlel(C:EaBF?&i:“L]TY 60 kDa 27 GIDKAVAAAVEELK 118 14 3 26.89 b3b11b12 1413.80 65.712 025 | 2| 707.40 1.30
'POAlel(C:E;F?&i:“L]TY 60 kDa 28 VGAATEVEMKEK 380 12 6 47.79 b6°bEb7y5y8y9 1291.67 76.375 895 | 2| 646.34 8.41
IPOALDS|CHEO_SALTY 60 kDa 29 Oxidation+M(z2) |ECVITVEDGTGLQDELDVWEGMQ| 47, 26 4 26.35 b7b10b14b16 2867.3p 114.67B 7075 3 95645  43-0
chaperonin FDR
IPOALDSICHE0_SALTY 60 kDa 30 Oxidation+M(21) | AMLQDIATLTGGTVISEEIGMELE | 56 25 3 21.86 b8yl1y12 2665.29 92.683 6829 |2 13335 -14.
chaperonin K
IPOALDSICHEO_SALTY 60 kDa 31 EDALHATR 396 8 0 1.65 912.45 26.753 38857 |2 456.73 -3.68
chaperonin
IPOALDSICHEO_SALTY 60 kDa 32 LEDLGQAKR 313 9 0 2.47 1029.56 39.370 12260 |2 515.2 -13.0
chaperonin
IPOALDSICHEO_SALTY 60 kDa 33 NVLADAVK 20 8 2 8.21 b6*b6 829.48 56.108 8975 | [ 829.48 0.74
chaperonin
'POAlel(C:E;F?&i:“L]TY 60 kDa 34 CarbamidomethyI+C(13§ALQYAASVAGI|;MITTECMVTDL 501 24 1 8.36 y12 2542.25 86.714 5542 |3 848.0p 11.5]
IPOALDSICHEO_SALTY 60 kDa 35 GMNPMDLKR 109 9 1 7.4 b3 1061.54 51.104 4680 |2 53127 14.24
chaperonin
IPOALDSICHEO_SALTY 60 kDa 36 AGMNPMDLKR 108 10 1 7.4 b4 1132.56 51.125 4106| |2 566.7 -4.31
chaperonin
'POAlel(C:E;F?&i:“L]TY 60 kDa 37 SALQYAASVAGLMIT 501 15 0 8.23 1495.78 86.732 1704| |2 74840 033
IPOALDSICHEO_SALTY 60 kDa 38 QQIEEATSDYDREK 350 14 0 3.7 1693.77, 33.430 4851 |3 56526 672
chaperonin
b1b2*b2b3*b3bab6b9*bop
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD) 10*b10b12b13*h13b15%biL |
Gehydrogenase 1 LSHIPTAVK 21 33 26 106.37| o o0 ymy1ov15y 10yt 338880 93.956 221372| B 1130.2 0.79
y30y33
*| %
IP25077IMDH_SALTY Malate 2 | carbamidomethy+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 12 | ag.g3 |P2PAPSOEDEDISTOIZYSYL 00 oy 105.760 147653 B 794.78 -3.07
dehydrogenase 3y15y20y23
=
IP25077[MDH_SALTY Malate 3 VAVLGAAGGIGQALALLLK 2 19 16 124 |P30BL7DIDIOYLY2YBydyRy 4 7ap oq 120.983 1369160 P 868.05 4.22
dehydrogenase 7y9y12y13y15y19
IP25077IMDH_SALTY Malate 4 FFSQPLLLGK 262 10 8 47.63 b2b3yly2ydy6y8y10 1149.66 76.036 120005 | 2| 575.34 -2.87
dehydrogenase




[P25077|MDH_SALTY Malate b2b3b10*b10y1y3°y3y4°yh | i
dehydrogenase 5 IQNAGTEVVEAK 205 12 16 96.25 | e Byoyl0n 100 | 1258.66 34.384 96199 P  620.83 2.23
|P25°7z|2"h3;£s£; Malate 6 AGGGSATLSMGQAAAR 217 16 8 78.32| bey7ysyoyloyllyioyle  G4® 39.744 84678 | 1 703.35 1.04
|P25°72|2"h3;£:#;; Malate 7 DIQLGEDFINK 301 11 9 47.38 | b3bey2ysysy8y9yoyll 129165  7.643 77356 | 2|  646.33 -0.66
|P25°72|2"h3;£:#;; Malate 8 KDIQLGEDFINK 300 12 3 22.09 b6boys 1419.74 74.235 19120 |2 310 4.73
|P25°72|2"h3;£:#;; Malate 9 | carbamidomethy+C(2)  ACVGIITNPVNTTVAIAAEVLK 111 22 3 184 b3b5b11 2254.24 114.037 g1e8| |3 752.00 2.06
|P25°72|2"h3;£:#;; Malate 10 SNTFVAELK 153 9 3 30.28 b3ydy7 1008.54 54,553 55326 |2 50477 0.8
|P25°72|2"h3;£:#;; Malate 11 SDLFNVNAGIVK 87 12 4 36.99 b3y3y6y8 1276.69 69.768 3850 2 868 -3.44
|P25°72|2"h3;£:#;; Malate 12 |carbamidomethyl+C(1]) ALQGEKGVVECAYVEGDGQYA| 240 22 20.68 b5b7b13*b13y12 2399.11 99.250 134044 |3 800.d47 9.1
IP25077IMDH_SALTY Malate 13 IQNAGTEVVEAKAGGGSATLSMG| g 28 5 38.31 b5beb7ydy? 2645.3 120.71 5974 | 3 88246 9.3p
dehydrogenase QAAAR
|P25°7z|2"h3;£s£; Malate 14 FFSQPLLLGKNGVEER 262 16 4 23.54 b5b6*b6y6 1833.99 10879 3401 | 3| 612.00 1.66
|P25°7z|2"h3;£s£; Malate 15 Oxidation+M(10) AGGGSATLSMGQAAAR 217 16 4 17 b6°b6b9y9 421.70 68.539 11747| 71135 12.88
'P67°93|UG§£(:;YGU”“’E'S""' stress| TIMPVDVFEMELSDK 3 16 11 6a.72 | 22 bzmg;g‘y‘?gb“ylz 1 1866.93 105.053 70321 b 93397 6.28
'P67°93|UG§£(:;YGU”“’E'S""' stress| HAEFLAQQDN(I;S}/L'E;LHVLPGSAS 22 28 3 11.63 b9b11y13 3063.57 115.177 1644 4 766.45 8.1
'P67°93|UG§£(:;YGU”“’E'S"’“ stress| 3 DVVNEMGEELDADVVVIGSR 94 20 6 30.36 b6*b6b7b12y12y14 2108 119.398 4002 | 4 107354 19.11
'P67°93|UG§£(:;YGU”“’E'S""' stress| RFEEHLQHEAETR 56 13 6 56.12 b4b7b11y3y6y8 1681.41 82.74p 9845 | 3| 561.27 1.23
|P67093|UGBfQI;i'II;YGUmversaI stess| . FEEHLQHEAETS;QTMVGHFSIDF o 2 3 . J5y6y12 300446 61,383 3609 |4 77490 6.0l
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 1 LVPGYEAPVMLAYSAR 322 16 12 124.76 bzwbl%ﬁiﬁwwygym 1736.92 77.459 48122 P 868.96 6.68
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 2 GGYFPVPPVDSAQDIR 177 16 6 27.43 b12y2y7y10y12y16 1717.86 69.997 31521 | 2| 859.43 3.48
|P°A1P6|GLS’;‘/Q—£$LSZY Glutamine 3 EIPQVAGSLEEALNALDLDR 406 20 7 19.56|  blObl5ylyd’ydyl2y20 2153.09 96.153 31200 B 71837 8.73
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 4 AINALANPTTNSYKR 307 15 6 55.05 y5y7y8y9y10y15 1633.86 a0 28280 | 3| 545.29 -3.36
|P°A1P6|GLS’;‘/Q—£$LSZY Glutamine 5 ATGIADTVLFGPEPEFFLFDDIR 117 23 6 28.62 y2y3°y3y5y8y13 727 118.167 18370 857.43 5.70
|P°A1P6|GLS’;‘/Q—£$LSZY Glutamine 6  |carbamidomethy+C(1]) FPDPAANPYLCFAALLMAGLDGI 360 24 7 36.63 | b14°b14bl5y7yl5yley2d  2565.2 136.70 175 2 1883 0.9
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 7 AINALANPTTNSYK 307 14 5 415 y2ydy9y10y11 1477.76 47.662| o4s5 | 2| 739.39 0.17
|P°A1P6|GLS’;‘/Q—£$LSZY Glutamine 8 EIPQVAGSLEEALNALDLDREFLK| 406 24 6 18.92 bib2b4bdbsbls |  67D.39 103.690 9232 890.80 1.92
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 9 MSAEHVLTMLNEHEVK 0 16 5 17 b11b13*b13y10y16 1867.92) 10881 5525 | 3|  623.31 6.21
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 10 AGGVFTDEAIDAYIALR 430 17 3 16.17 b5b10y12 1781.89 76.355| 102810 | 2| 891.45 -10.76
|P0A1P6|GLSI;1/ﬁt_higL;Y Glutamine N GINESDMVLNéI?rEﬁSTAVIDPFFAD o " o o0 66 b3b8b9b1(;/t1g€y3y6ylly] 2 23860 114.270 14236 b 108021 5.03
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 12 SAEHVLTMLNEHEVK 1 15 3 17.98 b10b14y10 1736.85 82.781 131 | 3| 579.62 9.21
|P°A1P6|GLS’;‘/§t—hig";Y Glutamine 13 FVDLR 16 5 2 13.14 ya°y4 649.36 43.566 5284| |1 6493 -11.8




'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 14 EQHVTIPAHQVNAEFFEEGK 28 20 5 25.04 b13y3y4°ydy7 2310.1p 106.991 3030 | 2 115556 1.27
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 15 MSAEHVLTMLNEHEVKFVDLR 0 21 6 29.48 | bl0b11b13yl0y13°yl3 2498.29 91.749 14769 | B 833.43 14.76
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 16 VRMTPHPVEFELYYSY 453 16 4 27.43 b11y6y8y13 1966.97 11¢8 | 1728 | 3| es6.33 -0.99
[POALP6IGLNA_SALTY Glutamine Carbamidomethyl+C(4] SEMCLVMEQMGLVVEAHHHEVA
aynihetase 17 OxidatonaM(3) TAGONEVATR 193 32 3 11.1 b6y8y11 3579.65 118.087 1584f |3  1193p9 2.39
IPOALPGIGLNA_SALTY Glutamine 18 EIPQVAGSLE 406 10 1 8.17 v6 1042.5] 103.629 4979 |1 1042b5 169
synthetase
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 19 | carbamidomethyl+C(1L) FPDPAANPYLCFAA 360 14 0 7.8 1923 | 136.687 4832 | 1  1553.72 8.88
IPOALPGIGLNA_SALTY Glutamine 20 NALANPTTNSYKR 309 13 0 412 1449.75 42.865 2756| |2 72538 930.
synthetase
IPOA2SLAHPC_SALTY Alkyl 1 YAMIGDPTGALTR 93 13 8 42.76 |  b2b3bBylySy7y10y13 1365.68 @2 84628 | 2| 683.34 -0.72
hydroperoxide reductase subunit C
[POA251]AHPC_SALTY Alkyl . e i ]
hydroperovide reductase sabunit C 2 |carbamidomethykC(1B) AAQYVAAHPGEVCPAK 153 16 9 66.3  E3BySyo°yOyllyl2yld  1668.80 35.208 7156 3 556.9H 12.7B
IPOA2SLAHPC_SALTY Alkyl 3 ATFVVDPQGIIQAIEVTAEGIGR 120 23 12 63.94 | D2'D20ADBDIDIAV2YSYAYS 50, o7 130.121 40819| B 795.43 -6.45
hydroperoxide reductase subunit C y7y10
IPOA2SLAHPC_SALTY Alkyl 4 LGVDVYSVSTDTHFTHK 63 17 3 16.17 b10yoy11 1905.96 70.075 416 | 2| 953.48 12.68
hydroperoxide reductase subunit C
|POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA| 1 ]
hydroperovide reductase sabunit C 5 |carbamidomethykC(15) DHYEELOK 32 31 6 27.52 b5b6b8b11y7y12 3757.71 79.993 774 4 94018 08-2
IPOA2SLAHPC_SALTY Alkyl 6 YAMIGDPTGALTRNFDNMR 93 19 3 22.58 b4b5y12 2142.98 100309 3022 | 4| 536.50 -13.10
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 7 |carbamidomethyk-C(10) YVAAHPGEVCPAK 156 13 1 7.25 b3 138 35.235 2009 | 4  699.85 11.00
hydroperoxide reductase subunit C
[QOL4TOLUXS_SALTY S . [VODQNQIPELNVYQCGTYQMHSL] b2b6b7b11y2y8y10y12yll3 ]
bosyhomocysane lyase 1 |carbamidomethyt+c(1b) SEAQDIAR 113 31 13 62.79 Vv 3635.70 74.886 27225| B 12125 3.63
IQSLATOJLUXS_SALTY S- 2 TGFYMSLIGTPDEQR 84 15 4 17.98 b3y2y7y1l 1714.88 78.70¢ 58| 2| 857.92 9.04
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 3 |carbamidomethy+C(18)  DHLNGNGVEIDISPMGCR 65 19 5 2048  bSblOy5y8y19 2096.97 66.470 8326| |3 699.6 -8.50
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 4 PLLDSFAVDHTR 1 12 4 35.9 b3b10y6y7 1370.69 62.686 9582 3 87| -1532
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 5 VADAWK 99 6 2 26.69 bs5y5 689.37 47.408 6494 |1 689.31 8.68
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 6 GIHTLEHLFAGFMR 51 14 3 34.68 y7y8y9 1628.81] 58.323 4041 |3 354 -17.01
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 7 | carbamidomethyl+C(2 FCIPNK 39 6 1 135 y5 778.39 129044 1834 | 1| 778.39 0.55
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 8 EVMPEK 45 6 1 13.55 y5 732.36 60.968 1502| |1 7323 4.67
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 9 |carbamidomethy+C(18) TMNTPHGDAITVFDLRFCIPNK 23 22 6 B8 b12y6*y6y9*yoy18 2547.27 136.347 7729| |2 127414 9.68
ribosylhomocysteine lyase
|Q9LATOJLUXS_SALTY S- Carbamidomethyl+C(L5YQDQNQIPELNVYQCGTYQMHSL]
bosyhomocystaine lyase 10 oxidatoniM(20) SEAQDIAR 113 31 3 11.2 b6y5y13 3651.72 104.670 1088 3 1217.p1 9.8
] %y
|PO0924|ENO1_YEAST Enolase 1 1 NVNDVIAPAFVK 67 12 11 77.09 |P204b5 bfgfl)/25y6y7y10 1286.71 66.055 77723| P 643.86 2.28
[PO0924[ENO1_YEAST Enolase 1 2 VNQIGTLSESIK 346 12 12 93.24 be?’bgylgﬁy‘r’)’Bygygyl 1288.71 54.184 64197 2 644.86 0.95
[PO0924|ENOL_YEAST Enolase 1 3 TAGIQIVADDLTVTNPK 312 17 2 16.17 b5y6y10y17 1755.96 72.320 3792 2 87848 417
|PO0924|ENOL_YEAST Enolase 1 2 IATAIEK 330 7 6 37.24 b4°bayLy5yey7 745 44 28.271 2866 2 2’ 9.01
|PO0924|ENOL_YEAST Enolase 1 5 LGANAILGVSLAASR 105 15 2| oa b5"b5y1y3 1412.82 70.851 27698] |2 706.9] 0.09
|PO0924|ENOL_YEAST Enolase 1 6 SIVPSGASTGVHEALEMR 32 18] 6 246 b1b9y3y4°y8y12 1840.93 74.279 1458 3 61441 2.45
|P00924|ENOL_YEAST Enolase 1 7 AVDDFLISLDGTANK 88 15 5 2B VEy6y7y8y15 1578.81 82.233 14199 |2 789.9] 3.87
|P00924|ENOL_YEAST Enolase 1 8 AAQDSFAAGWGVMVSHR 358 17 5 23.57 bly3ySyl1°yll 1789.85 60.874 6566 |2 89548 3.94




[PO0924|ENOL_YEAST Enolase 1 9 WLTGPQLADLYHSLMK 272 16 17 b11b13y12 1872.96 89.740 5561] |2 936.98 5.28
|PO0924|ENOL_YEAST Enolase 1 10 AADALLLK 338 8 3 40.66 VEY6y7 814.49 53.860 65563] |2 407.79 n)
[PO0924|ENO1_YEAST Enolase 1 11 IEEELGDNAVFAGENFHHGDK 415 21 7 38.32 | bllydyl2+y12y13+y13yl4  2328.09 81.464 421983 | 776.70 15.84
[PO0924|ENOL_YEAST Enolase 1 12 NVPLYK 126 6 1 1355 va 733.41 37.137 11818) |1 7334 14.4
|PO0924|ENOL_YEAST Enolase 1 13 IGSEVYHNLK 185 10 2 39.06 b3b7y5y8 1159.60) 93.345 5343 |2 880.| -11.05
|PO0924|ENOL_YEAST Enolase 1 14 GNPTVEVELTTEK 15 13 5 33.82 b3b6b8y12*y12 1416.74 97.278 s@2 | 2| 708.87 9.82
|PO0924|ENOL_YEAST Enolase 1 15 TFAEALR 178 7 3 37.24 b4b5y6 807.44 43.467 3976 |2 4042p 3.48
|PO0924|ENO1_YEAST Enolase 1 16 YGASAGNVGDEGGVAPNIQTAEE 5, 33 3 16.8 b3b5b16 3257.59 125.714 223 3 108653 -10.4
ALDLIVDAIK
|PO0924|ENOL_YEAST Enolase 1 17 Phosphoryl STY(11) WEDLADLYHSLMKR 272 17 4 27.17 boy7y8y15 2109.05 76.415 s8] 2| 1055.03 9.72
|PO0924|ENOL_YEAST Enolase 1 18 Oxidation+M(17 SIVRSGGVHEALEMRDGDK 32 22 4 20.68 b7bob1ly4 227211 62.931 44| 2| 113656 13.65
[PO0924|ENOL_YEAST Enolase 1 19 IATAIEK 330 7 0 0.82 727.43 28.163 5032 | P 364.22 4.95
m 5
|Q8ZQTS|TOLB_SALTY Protein tolB 1 SNNTEPTWFPDSQTLAFTSDQAG  »g; 29 11 35.32 | P2"P20ADSTSVLY2YIVIE 500 56 77.563 70810 B 1095.84 3.94
RPQVYK y24y29
|Q8ZQTS|TOLB_SALTY Protein tolB 2 SPQPLMSPAWSPDGSK 197 16 6 44.89 b3b9b12yoy11y13 1684.8 62.401 56296 | 2 84201 1 7.6
|Q8ZQTS|TOLB_SALTY Protein tolB 3 IEITQGVDSARPIGVVPFK 24 19 8 33.06 | b2bayly3ylayleyl7ylp  2026.10t 70.589 40734 | 3 6.087 -10.18
|Q8ZQTS|TOLB_SALTY Protein tolB 4 LPATDGQVK 413 9 6 45.18 b5bOy6y7y8y9 928.51 27.726 3767 | 2 4.6 0.26
|Q8ZQT5|[TOLB_SALTY Protein tolB 5 WAGPGAAPEDIGGIVAADR 43 20 12 90.22 b3b5b6b7&?’223’5y6y9y1“y 1936.00 85.590 37657 2 96851 6.43
|Q8ZQTS|TOLB_SALTY Protein tolB 6 MNINGGAAQR 316 10 7 53.96 b2b3bdy3y6y7y10 1031.5) 27844 4mB | 2| 516.26 4.26
|Q8ZQTS|TOLB_SALTY Protein tolB 7 TGSLNLYVMDLASGQIR % 17 4 29.68 bob14yoy10 1837.93 89.776 1306D | 2 919.47 -8.97
|Q8ZQTS|TOLB_SALTY Protein tolB 8 YAGHTASDEVFEK 142 13 3 | 2523 b6y7y8 1453.69 97.276 5386| [3  485.2 19.49
|Q8ZQTS|TOLB_SALTY Protein tolB 9 FNPLDR 67 6 1 13.55 v4 761.39 46.250 1714 |2 381.2p -9.14
|Q8ZQTS|TOLB_SALTY Protein tolB 10 QVASFPRHNGAPAFSPDR 237 20 4 14.24 b6b9*hoy14 2084.01] 82.894 4809 |2 104251 438
|Q8ZQTS|TOLB_SALTY Protein tolB 11 QWLRYAGHTASDEVFEK 38 17 3 16.17 b1dy8y12 2037.00) 107.201 3599 |2  1019.p0 9.89
|Q8ZQTS|TOLB_SALTY Protein tolB 12 AAPEDIGGIVAADLR 48 8 0 6.17 1467.76 85.586 17959| [2 734.38 -12.3¢
|P67091|UF_SALTY Universal stress b2b3°b3b4y2y3y5y6°y6y T+
rotein F 1 TILVPIDISDSELTQR 3 16 17 130.08 o otoyimadyis | 179998 81.960 100165 P 900.49 271
|P67091|UF—psrgt:iTnYFU”“’ersal stress| -, VQAHVAEGSPK 85 11 6 35.87 bly5°y5y6y7°y7 112257 18.337 aa2 | 2| s61.79 14.14
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 5 VQAHVAEGSPKDK 85 13 5 32.05 bay2ydy7y8 1365.7( 16.018 4389 3| 4855.90 -9.92
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 4 VISHVEAEAK 19 10 3 28.47 b8y5y6 1082.58 106.371 1291 2 5017 350
IP67091|UF_SALTY Universal stress| Oxidation+M(27) | VHFLTVIPSLPYYASLGLAYSAELP) 4, 31 3 21.99 b3b4y5 3410.76 93.956 151595 | 4  853.45 0.8
protein F AMDDLK
IPOA7XO0|RSE_SALTY 30S ribosomal) SMQDPIADMLTR 1 12 14 112.7 [P2OSYLY2°V2YSyAYSYBYTYE 4577 65 78.405 151651 P 689.33 -0.80
protein S8 y9y10y12
'POA?XOleiFigETSYB?’OS ribosomal| AAVTMPSSK 22 9 10 74.47 | blb3y2ydyd’yAySyey7y0  891.46 3g18| 80573 | 2| 446.23 -6.09
H *y %y
IPOA7XO0|RSE_SALTY 30S ribosomal) AVVESIQR 69 8 11 66.94 | P20SPSYIYAYAYSYETYEYE o) o 32.707 77606 | ®  451.25 -11.37
protein S8 *y8
'POA?XOleiF;gETSYB?’OS ribosomall | oo amidomethyk-C(10) QAGLGGEIICYVA 117 13 7 39.04 b2H1T0y2y7y8y9 1350.67 80.988 21108 [2  675.8/ 1.27




'POA?XOlRS:ZF;gETSYSgOS ribosomal| ¢ MSMQDPIADMLTR 0 13 5 42.76 b4b8y3y5y10 1508.71 47.374 3| 50357 11.73
'POA?XOlRS:ZF;gETSYSgOS ribosomal| VEGDTKPELELTLKYFQGK 50 19 9 52.61 | b3b7°b7b8°b8y4y5y6*ye 2195.13 136.248 > 1098.07 1246
IPOA7XOIRS8_SALTY 30S ribosomal) VTMPSSK 24 7 0 1.65 749.38 31.141 1 74933 -4.81
protein S8
IPOA7XOIRS8_SALTY 30S ribosomal) g AVTMPSSK 23 8 0 1.65 820.42 31.227 2 4107 -1.26
protein S8
IPOA7XO|RSE_SALTY 30S ribosomal) o VVESIQR 70 7 0 1.23 830.48 32.776 1 830.4 10.64
protein S8
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 9 44.03 | b2yly2ydyey7yl2yléylB  970.01 63.255 2 657.34 8.18
periplasmic-binding protein
o of i =
IQ9ZFEOIGLTLSALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 15 1095473 D30ATDADELLLYAVAYRY ) oo 26 55.047 b 846.38 3.90
periplasmic-binding protein 6y7y8y10*y10y14
b2b3b6b17yly2y3y4y5y10
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVK 61 17 17 101.16 | *y10y11*y11y12y13y15y] 1841.94 67.647 > 921.47 6.49
periplasmic-binding protein 7
IQ9ZFEOIGLTLSALTY Glutamate/aartate AVAFMMDDALLAGER 198 15 8 58.41 | b3bSbldydylOyllyl3yls  ©608 84.567 2 805.39 5.84
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate GGDIKDFPDLK 141 11 5 24.11 b2b3y6y10y11 1204.6 69.650 2| 602.82 7.19
periplasmic-binding protein
*| Oy %
IQ9ZFEOIGLTI_SALTY Glutamatefaartae ¢ | o midomethyl+C(1)  IPLLONGTFDFECGSTTNNLER 08 22 apg | PRPIADIAYLYBYOYOYOY oo g 81.619 B 842.74 -0.77
periplasmic-binding protein 22
|Q9ZF60|GLTI_SALTY Glutamate/aartale . IPITSQNRIPLLQNGTFDFECGST ]
eriplasmic-binding protein 7 |carbamidomethyi+c(28) NN R 89 31 6 43.99 yAy6y7y9y10y21 3548.79 86.969 3 118360 3.03
IQ9ZFEOIGLTLSALTY Glutamate/aartate ¢ AVVVTSGTTSEILLHKLNEEQK 154 22 4 24.03 b3y8y18y19 2396.24  63.713 3 799.44 479
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate KLMDDTIAQAQTSGEAEK 246 18 4 15.44 b11y9y12+y12 1935.94 824 2|  968.48 10.91
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartaje NPIPPKNLNMNFELSDEMK 271 19 4 28.26 b11b12y6y12 223111 07132 2| 1116.06 10.72
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate | Phosphoryl STY(5) QAAFSDTIFVWGTR 122 14 5 24.5 b4*bagy11y12 1591.75 57.503 3 531.25 3.68
periplasmic-binding protein
IQ9ZFEO[GLTI_SALTY Glutamate/aartaje ., LTTAMLVMGLSAGLAHAEDGAP 5 20 . 26.91 b7b8bOb1E 2585.46 a7 651 s os2do -
periplasmic-binding protein AAGSTLDK
% | % | *|
|Q7CR87|SURA_SALTY Chaperone sufA 1 IQELPGIFAQALSTAK 3 16 13 35.13 |2 bZI;?éesigsﬁllzl;éllngyly. 1686.95 90.137 > 843.98 2.53
|Q7CR87|SURA_SALTY Chaperone sufA 2 LAYDGLNYSTYR 117 12 7 49.34 | bsyay7ry7yByl0y12 1435.69 5814 2| 71835 6.04
|Q7CR87|SURA_SALTY Chaperone sufA 3 LNAGQAGQQLPDDATLR 50 17 13 97.64 b1b3y3y141§411§31/; Y7Y8YY  1767.90 50.468 b 884.45 2.07
s o
|Q7CR87|SURA_SALTY Chaperone sufA 4 ITVLPQEVDALAK 149 31 11 2503 |P2D203 bl?;llfyg YOV 1396.81 70.594 > 698.91 2.18
TTFAAAAKEYSQDPGSANQGGDL] e
|Q7CR87|SURA_SALTY Chaperone sufA 5 CWATPLIEDPAER 318 36 7 21.31 b1b7b9°bob10yLy4 3772.8p 136.26 4 9043 1268
|Q7CR87|SURA_SALTY Chaperone sufA 6 GQSQSISVTEVHAR 274 14 4 32.77 b8b9y3y10 1498.76 36.918 3 50026 1.8




|Q7CR87|SURA_SALTY Chaperone su 7 QIGTQNDASTELNLSHILIALPENP| -, ¢, 35 5 10.91 b13yly3yoy35 3816.9 88.724 14932 | 3 1272097 13 0.
TSEQVNDAQR
|Q7CR87|SURA_SALTY Chaperone su 8 ITDEQLDQAIANIAK ) 15 3 24 b8y8y9 1642.87 80.289 33524 |2 82194 1.34
|Q7CR87|SURA_SALTY Chaperone su 9 QAESIVEEAR 197 10 3 26.71 bdy6y9 1131.59 71.949 19158 |2 w863 19.85
|Q7CR87|SURA_SALTY Chaperone su 10 VAAVVNNGVVLESDVDGLMQSV 27 23 4 12.94 b16y5y9°y9 2343.21] 91.095 16876 |2 117211 3.4
|Q7CR87|SURA_SALTY Chaperone su 11 NNEVR 142 5 1 13.14 ¥3 631.31 21.024 1966| |1 63131 7.93
|Q7CR87|SURA_SALTY Chaperone su 12 LAITYSADQQALKGBIBWGR 214 21 3 13.75 b12b15y18 2251.1 65.232 23643 | 3 751p5 .17 2
|Q7CR87|SURA_SALTY Chaperone su 13 KFSEEAATWMQEQR 440 14 4 27.32 b4b11y5y9 1740.79 84.289 16680 |2  870.90 8.7
|Q7CR87|SURA_SALTY Chaperone su 14 NGADFGKLAITYSARBLK 207 20 3 22.37 b11b12y6 2111.08 85.553 74719 |4 5282 8-7.9
|Q7CR87|SURA_SALTY Chaperone su 15 LNAGQAGQQLPDDARHMQILER| 50 23 4 23.03 b3b7*b7b8 2544.29 109.75 3569 |3 84877 -13.91
'PGll?glRszzrc—)iﬁngsos ribosomal IFVDEGPSMK 73 10 8 73.91 b2b6y5y6y7y8y9y10 112255 50921 928 | 2| 56178 3.91
'PGll?glRszzrc—)iﬁngsos ribosomal -, IFVDEGPSMKR 73 11 5 36.46 b6y5°y5y7y8 1278.6 45.627 28071 | 3426.88 -13.65
'PGll?glRszzrc—)iﬁngsos ribosomal 5 VSQALDILTYTNK 28 13 7 52.76 b3b4°hdya*ydy5y6 1465.78 709 5524 | 3| 489.27 -5.33
IP61179|RL22_SALTY 50S ribosomal METIAK 0 6 1 13.55 v5 692.36 24.713 3582| P 346.68 -3.09
protein L22
I033921|AGP_SALTY Glucose-1- 1 MGTMDPTFNPVITDDSAAFR 141 20 11 73.85| DIPOYLYSYSYBYOVLLYIZVL 5106 o9 78.321 41467 P 1093.5] 6.92
phohatase 5y20
|033921|AGP_SALTY Glucose-1- . EWLVAQGLIPSGECPAPDTVYAY b3°b3bab7b12b16y2y3ydy
hohatase 2 |carbamidomethyk-C(14) ANSLOR 87 29 18 98.05 | e vy 131 y20y0h 320558 94.023 26416| B 1069.2( 4.80
|o33921|Ac‘5):5§£:¥ Glucose-1- 3 IEYVYQSAR 358 9 6 45.18 b8y6*y6y7y8y9 1128.57 42.569 25370 | 2 564.79 -2.81
[033921]AGP_SALTY Glucose-1- . APLANNGSVLAQSTPNAWPAWD| - a1 1 42 37 |PLb2D4b8DLAyBy10y13yHa 63407 19714] b 105450 Loa
phohatase VPGGQLTTK y31
'O33921|Ai55§£:¥ Glucose-1- 5 DTFSANYQQEPGVQGPLK 208 18 5 22.6 yayBy12%y12y18 1978.97  6.188 15699 | 2|  989.99 8.51
'O33921|A(‘5)Eg§£:¥ Glucose-1- 6 |Carbamidomethyl+C(14) LLEQITHYQDSPSCK 182 15 17.98 Wmy13 1818.86 79.466 14786 W4 455.47 -4.77
'O33921|A(‘5)Eg§§:¥ Glucose-1- 7 TPIGGQLVFQR 335 11 5 36.46 b6°b6Yy3y8y9 1215.6f 61.45] 662182 | 608.34 1125
[033921]AGP_SALTY Glucose-1- VGNSLVDAFTLQYYEGFPMDQVA i )
hohatase 8 WEGHTOR 226 31 3 21.99 b12y9y10 3486.65 105.33 15778 | 3 1162l89 17
I033921|AGP_SALTY Glucose-1- 9 SQLHLDESYK 172 10 3 26.71 b3b8y8 1219.58 40.335| 1994 |2 61030 -10.21
phohatase
|033921|AGP_SALTY Glucose-1- Carbamidomethyi+C(2}:GCPVDANGFCPLDKFEDNVMNTA
hohatase 10 | Cabamidomethyir L) 1" 389 24 4 27.78 y7y12y20y22 2641.2( 78.537 6089p | 3  881.07 5.9
|o33921|Ac‘5):5§£:¥ Glucose-1- 11 NAEALTLKSPAQR 370 13 4 25.23 bdy5*y5y6 1398.77 41.475 5280 |2 699.89 2.18
|033921|AGP_SALTY Glucose-1- Carbamidomethyi+C(2TBGVLEVYMGHYTREWLVAQGLIP b3b4bOy5y7°y7y8°y8y10%y |
hohatase 12 OxidatonsM(e) SGECPAPDTVYAYANSLOR 74 42 10 33.92 0 4684.28 136.412 6013 | 4  1171.83 4.90
I033921|AGP_SALTY Glucose-1- 13 NYQQEPGVQGPLK 213 13 0 5.35 1457.74 56.161] 265 2 72037 590
phohatase
[P17215|LIV]_SALTY Leu/lle/ValThr- TQFMGPEGVANVSLSNIAGESAE] b2°b2b3bAabSydy5y6y13ylL
binding proten 1 CLLVTKRK 240 31 15 0713 | oeyaryooyal | 314463 88.565 121179 B 10488 1.01




|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valThr-1 NYDQVPANKPIVDAIK 271 16 7 24.03 |  b2*h2b3b10y3yllyl6 1784 53.829 117550 3 595.65 1053
|P17215|L'\()Jin—;:$;:;§r:‘/ le/valThr-1 4 TTGLDSDQGPTAAK 137 14 13 83.57|%? bztgf;t;/%?;ﬁygylo 1 1361.66 29.146 96320 2 681.33 1.26
[P17215|LIV]_SALTY Leu/lle/ValThr- VAVVGAMSGPVAQYGDQEFTGA b2b3b7b17ydy5°y5y6*y6
binding proto 4 EOAADINAK 25 32 15 7315 | i vibyoaya2 | 320757 89.922 53001| B  1069.84 1.45
|P17215|L'\()Jin—;:$;:;§r:‘/ le/valThr-1 o QQVYGEGLAR 168 9 6 38.06 bOy2ydyey7y9 1021.5 32.915 3573 2 11.% .44
|P17215|L'\()Jin—;:;:;§r:‘/ le/valThr-1 ¢ QDPSGAFJQ’:’DTJJ AAQ;ESLQAGLN 290 33 5 13.18 b6b11y10y15y33 3501.6 109.80B 4847 | 3 1167/90 0.42
[P17215/LIV]_SALTY Leu/lle/ValThr- . YVIGHLCSSSTQPASDIYEDEGIL b5b12b25b27y8y9y10y1ly )
binding proto 7 | carbamidomethy+C(7 T ATAPELTAR 92 38 9 72.85 - 4077.97 89.675 64810 B  1360.0( 0.96
IPNZlSlLI\(fﬁjﬁéZLﬁ#’ le/valThr-1 - g YILEK 151 5 1 13.14 v4 665.38 36.718 12070| [1  6665.3¢ -3.49
IPNZlSlLI\(fﬁjﬁéZLﬁ#’ lle/valThr- | o GFEFGVFDWHANGTATDAK 346 19 3 21.76 b3b7b9 2069.9 89.679 606 | 2| 1035.49 20.76
|P17215|L'\()Jin—j:$;:;§:/ le/Vallthr-1 16 | carbamidomethy+C(d)  TLLAGCIALSLSHMAFADDIK 4 21 6 35% | b9°b9b10y13°y13y14 2247.20) 95.094 443 |3 749.78 21.4
|P17215|L'\()Jin—j:$;:;§:/ lle/valThr-| ENIDFVYYGGYHPEMGQILR 212 20 4 14.24 b5b13+h13y8 24011 94.098 3403 | 2| 1201.06 -4.07
IPNZlSlLI\S,;j:J;L;#’ le/valThr-1 4, QAVAVANKVVNDGIK 77 15 3 24 b7y5y6 1525.86 45.594 19086| |2 84 -4.56
[P17215]LIV]_SALTY Leu/lle/ValThr- KQDPSGAFVWTTYAALQSLQAGL ] I
binding prote 13 N HSDOPALIAK 289 34 4 12.95 b5b10y9y18 3629.78 99.841 512 3 1210}59 610.
IPNZlSlLI\S,;j:J;L;#’ le/valThr- | 4 GDLKGFEFGVFKD WHANGTATDA| - 55 23 4 19.94 b10b12b20y15 2483.17 92.081 507 2 1242)09 3 3.9
IPNZlSlLI\S,;j:J;L;#’ lle/valrThr-1- g QQYGEGLARAVQDGLK 168 16 3 25.38 b9b10b14 1732.88 90.334 858 | 2| 866.95 -8.10
IPl?ﬂSlLI\Sn‘j,]A;LIZ?:/ lle/vallThr-| ¢ KENIDFVYYGGYHPEMGQILR 211 21 4 20.4 b3°b3bob11 2529.26 381262 1509 | 3| 84375 10.43
IPl?ﬂSlLI\Sn‘j,]A;LIZ?:/ lle/valThr-| 4 Oxidation+M(16) KENIDFVYYGGYHPEMGQILR 211 21 6 29.48)  BO12°b12b15y7yl0 |  2545.22 92.110 2009 |4  637.0B -0.1
N enylate kinasg . y2y6y8y9y10y: . . . -1.
POALVA[KAD_SALTY Adenylate ki 1 VDGTQAVADVR 195 11 6 47.25 2y6y8y9y10y11 1130.54 36.382] 986 | 2| 565.79 1.40
o d
[POALVAKAD_SALTY Adenylate kinasd 2 LVEYHQMTAPLIGYYR 167 17 11 66.05 bzmbebsas?;lgb”ysy‘y 2054.03 69.528 52579| B 685.35 5.23
[POALVA[KAD_SALTY Adenylate kinasd 3 YGIPQISTGDMLR 23 31 9 42.76 |P4P12 b12ylZ§/3y7y10 VIO 1450.74 72.766 45831 b 725.87 3.03
N enylate kinasg . V- . . p . -3.
POALVAKAD_SALTY Adenylate ki 4 NGFLLDGFPR 78 10 5 47.63 b2b3b7boy4 1135.50 81.198 276 2 8.366 3.44
N enylate kinasg . y2y3ydy . . ) .
POALVA[KAD_SALTY Adenylate ki 5 GTQAQFIMEK 13 10 5 36.71 b10y2y3y4y5 1152.5¢ 48.443 2756R | 2 76.59 7.10
N enylate kinasg . yAy5y Ty . . . -8.
POALVAKAD_SALTY Adenylate ki 6 ILLGAPGAGK 2 11 6 55.62 b2b3ydy5y7y9 1009.63 60.973 26434 | 2 505.32 8.46
N enylate kinasg . yAy5°y5y . ) . .
POALVAKAD_SALTY Adenylate ki 7 DDQEETVR 157 8 4 40.66 4y5°y5yT 991.45 36.784 7151 |2 49633 638
N enylate kinasg ) y5y7y17°y17y .19 . . -1.
POALVAKAD_SALTY Adenylate ki 8 ILLGAPGAGKGTQARMEK 2 21 6 3171 b3y5y7y17°y17y19 2143.19 72.893 2578 3 501 171
[POALVA[KAD_SALTY Adenylate kinasd 9 Oxidation+M(11) GIPQISTGDMLR 23 13 4 29.41 b10b12ydy7 1466.74 63.124 700 3 89.59 9.49
[POALVA[KAD_SALTY Adenylate kinasd 10 Oxidation+M(7) VEYHQMTAPLIGYYQK 167 17 4 27.17 b6b7boy11 2070.01 110014 oos | 3| 690.68 -11.32
[P66038|RISB_SALTY 6 1 'GQVKDDNTI;X\LA/’:/KPGAYELPLA 40 29 12 53.02 b3b4biybl%by11%3;g P14 311068 98.828 101552| B 1037.54 0.39
[P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 16 122.0 b?ﬂ%@ﬁﬁiﬁﬁﬂ?{g P 2100.07 102.170 64398| P  1055.04 4.75
[P66038IRISB_SALTY 6 3 ANVAAPDAR 5 9 9 74.47 | b2b3bab8y2y5y6y7y9 884.45 22.313 B57| 2| 442.73 1353




|P66038|RISB_SALTY 6 4 DDN'TVVWVPGI?YELPLATEALA 45 24 4 12.61 b7b12°b12y3 2585.34 104.93 302 | 2 120317  3-2.8
[P66038|RISB_SALTY 6 5 VAAPDAR 7 7 0 1.65 699.38 22.300 2312] |L_ 699.38 7.94
IP67904|RS10_SALTY 30S ribosoma LIDQSTAEIVETAKR 16 15 12 107.61| P203YLYBYAYSYBYBYOYLLY )73 g9 52.144 101452 B 558.63 -11.23
protein S10 13y15
[P67904[RS10_SALTY 30S ribosomal b2b3b9°hOydy5y8yay10ylL
orotein 510 LIDQSTAEIVETAK 16 14 15 17.63| *P0 ioaoviagia | 151781 55.162 105411 P 759.41 2.33
|P67904|RS‘1)?&§£LSTI0303 ribosoma LVDIVEPTEK 72 10 7 57.76 b2b3ydy6y7y8y10 1142.63 51.571 24| 2| 57182 2.78
|P67904|RS‘1)?&§£LSTI0303 ribosoma FTVLISPHVNK 48 11 5 35.87 y5Y6°y6*yBY7 1254.70 58.929 23033 3| 418.91 -14.59
|P67904|RS‘1)?&§£LSTI0303 ribosoma LDLAAGVDVQISLG 89 14 3 24.55 b5b6y11 1370.73 41.709 1867 |3 5748 -18.17
|P67904|RS‘1)?&§£LSTI0303 ribosoma IVEPTEK 75 7 0 2.06 815.46 51.692 223800 |1 815.4 11.99
|P67904|RS‘1)?&§QLST 1(0303 ribosoma DQSTAEIVETAKR 18 13 0 4.12 1447.73 52.124 6936| |2 724.3} 75.5
— .
IPO2906|SUBI_SALTY Sulfate-binding YLYSPEGQEIAAK 263 13 11 82,86 | P2PAD1ODILIDILY3YAYOYL e 7y 50.370 66716 2 734.87 2.74
protein Oyl1lyl3
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding NVEVLDSGAR 183 10 5 33.7 b1b2ydy5y8 1059.54 39.982) 41085 | 2 0.3B -4.26
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding AQKDHFANGGTFDQISK 311 17 8 22.7 | blb4°ba*bablly10y12°)121863.88 73.239 5063 | 2  932.44 -10.02
'POZQOGlSUB'—pSrC/;Z;Y Suffate-binding FEIVTPSESILAEPTVSVVDK 226 21 3 13.75 b10y7y11 2260.2B 50 56075 | 3|  754.08 14.37
'POZQOGlSUB'—pSrQZLY Sulfate-binding AVAEAYLK 255 8 3 32.88 b5y5y6 864.48 92.526 13321] |2 432.7/ 28.
'POZQOGlSUB'—pSrC/;Z;Y Sulfate-binding GIGDVLIAWENEALLATNELGK 202 22 3 13.32 b11b13y14 232623  9@81 2727 | 3| 776.08 -1.05
IP02906|SUBI_SALTY Sulfate-binding WNYLAAWGYALHHNNNDQAKA 153 26 3 12.06 b5boy4 3074.51 136.224 6230 |4  769.48 14.60
protein QDFVK
'POZQOGlSUB'—pSrQ:;Y Sulfate-binding ELYEQYNKAFSAHWK 33 15 5 31.57 b5b6y5°y5y7 1913.94 118.031 1845 | 2| 957.47 8.99
[POALH3[EFG_SALTY Elongation factor 1 VYSGVVNSGDTMBVK 337 17 13 89.99 | P20 bigfzsi’gji"?‘yf’ylo‘l 1737.90 61.972 81031| P  869.45 -0.01
N
|POALH3[EFG_SALTY Elongation factor 2 IATDPFVGNLTRF 323 14 12 58.24 b1b2b4y2yy141y;121’7 Y7Y8YID 1597 84 93.579 64478| P 799.42 2.06
[POALH3|EFG_SALTY Elongation factor 3 SGPLAGYPVVDLA 562 15 10 36.78 | P2D3PS b5y51y2y4y8y10y1 1499.83 76.554 60692| P  750.42 3.50
[POALH3|EFG_SALTY Elongation factor 4| carbamidoita(20) "GP "GLK;KETRGDTLCDPEN 378 30 4 11.32 b26y3y10y30 3138.6 85.369 2892 | 3 1046)87  62-0.
[POALH3|EFG_SALTY Elongation factor 5 GQYGHVVIDMYEPGSNPK 512 20 9 41.92| bayly6oy6*yeyTyoyl0n10 220106  68Q. 28203 | 3| 734.36 -3.55
[POALH3|EFG_SALTY Elongation factor 6 EFNVEANVGKP@VR 475 16 6 24.03 b7b11y6*y6ySy16 1820.91 53.479 27030 | 3 .®07 7.91
3 —
[POALH3|EFG_SALTY Elongation factor 7 VEVETPEENTGEBDLSR 618 19 11 39.98| %2 be??;yolf‘,ﬁ 4b10b11y 2058.99 66.598 25497 | 2 1030.0( 5.22
|POALH3|EFG_SALTY Elongation factor 8 IGEVHDGAATMDMEQEQER 39 20 6 21.03|  b4b10°b10b13°b13y] 2332.03 73093 7875 3| 778.01 13.51
AINWNDADQGVTFEYEDIPADMQ 0
[POALH3|EFG_SALTY Elongation factor 9 DLANEWHQNLIESAAEASEELME | 189 47 11 41.39 be?’bgbllgysyey? VY 5380.37 127.019 7212 | 4  1345.8¢ -1.01
K
[POALH3[EFG_SALTY Elongation factor 10 LGANPVPLQLA\'/?(AEEGFTGVVDL 161 26 4 18.2 b3b6*b6b19 2607.42 120.784 26854 | 3 869.81 -8.15
[POALH3|EFG_SALTY Elongation factor 11 VWTDEESNQTSQGMGELHLD"V 446 26 5 35.2 b12b13b14*b14y15 2954.41 136.70D 24084 | 2 1477  -15.70
[POALH3[EFG_SALTY Elongation factor 12 VVGQIK 153 6 2 1355 b4*ba 643.41 45.116 17104 |1 643.41 -1.80




[POALH3|EFG_SALTY Elongation factor|G 13 IHAEVPLSEMEGTQLR 653 18 3 15.44 boy3y8 2062.06 96.311 10200 |3  688.03 59.3
IPOALH3[EFG_SALTY Elongation factor|G 14| Carbamiddwitc(9)|  DVTTGDTLCDPENPILER 389 19 3 14.8 b5b8y11 2158.06 70.101 8458 | 2| 1079.53 6.45
IPOALH3|EFG_SALTY Elongation factor|G 15 GITITSAATTIFSGMAK 59 18 8 41.61 | b6b8b14°h1dydy8oy8yd  1813.9 90.09 31| 2| 907.45 7.27
[POALH3|EFG_SALTY Elongation factor|G 16 TTTTERILFYVGHK 23 16 3 17 b4b11y5 1880.99 48.724 20009 |3 627.6f 0.13
[POALH3|EFG_SALTY Elongation factor|G 17 AKVTDIEGK 495 9 4 45.18 b7y3y6y7 960.53 26.287 8773| |2 48077 979
[POALH3|EFG_SALTY Elongation factor|G 18 QSGGRGQYGHP\I/(V'DMYPLEPGS 507 25 3 22.8 b12b14b15 2686.31 136.624 8324 | 2 134366 2.7
[POALH3[EFG_SALTY Elongation factor|G 19| CarbamidditC(10 VLDGAVMVJV%AQ\;?\‘?(VQPQSETV 104 28 8 34.87 | b3bllbl4blSy4*ydyllyp7  3062.4 123.841 57913 | 1021.50 12,12
[POALH3|EFG_SALTY Elongation factor|G 20 EDPSFRVVVHTLEI’D'Z\E/%'\F‘{QT”AGMGEL 440 32 3 22.07 b1ly23y24 3685.79 81.883 4721 |3 1220p7 3.06
[POALH3|EFG_SALTY Elongation factor|G 21 NIGISAHIDAGRTTER 11 18 3 15.44 b1ly4ye 1884.99 91.646 2059 |2  943.qo 4.5
[POALH3|EFG_SALTY Elongation factor| 22 |C2bamidomethyC(IQ)LDGAVMVYCAVGGVQPQSETV | 24 8 38.88 | b3°b3b6b10bldy6ydylll  2637.2 95.12p 212b4 | 379.78 4.44
;Oxidation+M(7) WR
[POALH3|EFG_SALTY Elongation factor|G 23 Oxidation-aj GQYGHVVIDMYPLEPGSNPK 512 20 4 25.04 b7b8b13y10 2217.d4 73.401 3468 | 3  730.69 -10.02
[POALH3[EFG_SALTY Elongation factor|G 24 GQYGHVVIDMYEPGSN 512 18 0 6.17 1975.92 70.783 14598 |3 659.91 0.5
IPE63L3IRLE_SALTY 50S ribosomal APVVVPAGVDVK 6 12 14 114,16 |P2P30APSYLY2YSYSYTYIYE ) 15 oo 53.058 121761 p  575.84 5.73
protein L6 y9y10y12
|P66313|RL%?§I/::;1T:6505 ribosomal TLNDAVEVK 35 9 7 38.06 b2°b2y2y6y7y8y9 988.52 38.326 1075462 | 494.77 -6.92
|P66313|RL%?§I/::;1T:6505 ribosomal DGYADGWAQAGTAR 55 14 9 42.08 | b3ylyayeeyby7yll®yllylde  BiB4 49.346 71006 | 2 719.82 3.14
|P66313|RL%?§I/::;1T:6505 ribosomal INGQVITIK 18 9 6 45.18 b2b3y3y7y8y9 985.60 48.406 6282 2 am 5.33
|P66313|RL?)?§I/::;1T:6505 ribosomal ALLNSMVIGVTEGFTK 69 16 8 65.50 |  b2y3y5y6y7yoyllyl6 1670.9| 95.140 39072 | 4 840.45 -0.80
|P66313|RL?)?§I/::;1T:6505 ribosomal GADKQVIGQVAADLR 134 15 3 17.98 bayay7 1540.82 60.478 18032 3| 514.28 -12.68
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosoma VQALADAAR 102 9 9 74.47 |  b2b3*b3y3ydySy6yTyo 914.50 31.535| 45048 | 2| 457.75 11.08
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosoma SGFQYHGR 94 8 4 40.66 y3y4y6y8 951.45 28.503 662 2 47623 3 4.4
IQ7CPLEIRL18_SALTY 50S ribosoma| EAGLQF 111 6 3 26.69 b4°babs 664.33 61.788 61708 | 1 664.33 4-2.9
protein L18
lQSGOBlDE&iT:Q,&;Z Chaperone INEPTAAALAYGLDKEVGNR 167 21 8 55.32 | b2bdyBylOyllyl2ygTo | 2215.16 74.885 48536 B 739.09 -4.30
b2°b2b5*b5b8b12b14y 1y
IQ56073|DNAK_SALTY Chaperone SLGQFNLDGINPAPR 452 15 19 127.21y5y7*y7y8y10%y10y11*yl| 1598.83 71.900 42021 B 799.92 1.60
protein dnaK
1y13y15
lQSGOBlDE&iT:Qr;TuZ Chaperone MQELAQVSQK 587 10 7 39.85 b2b7y5*y5y6y8y10 11615 36.99d 613 | 2| 58130 357
IQ56073|DNAK_SALTY Chaperone ASSGLNEEEIQK 502 12 10 78.72|PLYAYSYTYTYBYOVL0YIOY 50, 63 34.421 25353 P 652.82 0.09
protein dnaK 12
IQ56073|DNAK_SALTY Chaperone TAEDYLGEPVTEAVITVPAYFNDA| 4,0 26 8 4117 |  b2b7yeyByoyl2y13y2d  2869.4p 93.60 19066 | 3 7.185 3.74
protein dnaK QR
IQ56073IDNAK_SALTY Chaperone NDPLAMQR 253 8 3 40.66 yay6y7 944.46 39.316 1116 2 472.7h 72.0
protein dnaK
lQSGOBlDE&iT:Qr;TuZ Chaperone QAVTNPQNTLFAIK 56 14 4 26.89 b3b4*bab7 1544.85 67.229 1657| 2| 772.93 1.34




|Q56073|DNAK_SALTY Chaperone LMEIAQQQHAQQQAGSADASAN

i ]
brotein dnak 8 A O OVVDALFERVK 597 38 3 10.86 b6bsy3 4100.88 89.683 8664 |5  820.98 0.83

lQSGOBlDE&iT:Q,&;Z Chaperone 9 |carbamidomethy+C(12) IIGIDLGTTNSCVAIMDGTQAR 3 22 4 ® y5yllyla*y14 2306.17 79.151 6400| |2 115359 11.12

IQ56073|DNAK_SALTY Chaperone | DVNPDEAVAIGAAVQGGVLTGD 363 24 4 16.69 b4b16y4y10 2295.1 104.217 62197 | 3 7652 o1l
protein dnaK VK

IQ56073|DNAK_SALTY Chaperone | TIAVYDLGGGTFDISIEIDEVDGE | 449 26 5 18.12 b5y3y8°y8y11 2769.33 120.43 35092 | 3 92378 842
protein dnaK K

lQSGOBlDE&iT:Q,&;Z Chaperone | -, GMPQIEVTFDIDADGILHVSAK 467 22 4 13.32 b8°b8b13y13 2358 95.033 7896 | 4  589.79 -17.82

IQ56073|DNAK_SALTY Chaperone |, 5 VLENAEGDR 25 9 4 30.28 b5b7°b7y6 1002.47 126.495 154 1 wo2| -1352
protein dnaK

IQ56073IDNAK_SALTY Chaperone | /| o o midomethyl+c(1h) CKICIPLETTNSCVAIMDGTQA 0 25 3 21.86 b16y18y19 2622.30 86.193 1313p | 2 13115 17

protein dnaK R

|Q56073|DNAK_SALTY Chaperone

brotein dnak 15 FEELVQTRNQGDHLLHSTR 528 19 3 22.58 boy11y12 2280.18 803 | 6351 | 3| 760.73 12.63
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone | ¢ DVSIMPYKIIGADNGDAWLDVK 84 22 5 17.98 b6°b6b16y12y14 2024 105.713 5801 | 4  605.81 8.07
IQ56073|DNAK_SALTY Chaperone | ;7 VALQDAGLSVSDINDVILVGGQT 321 30 4 16.39 b5b12b16y8 3154.61 98.82Q 5666 | 3 105221 712.

protein dnaK RMPMVQK

|Q56073|DNAK_SALTY Chaperone

. 18 ASDNKSLGQFNLDGINPAPR 447 20 3 14.24 b10b12y8 2114.06  168. 4404 | 3| 705.36 2.19
protein dnaK
|Q7CPZ4|GRPE_SALTY Protein grpEl 1 FVNELLPVIDSLDR 9 14 7| 6176 b2b4b5y5y6y8y9 1629.89 97.421 45881 |2 81545 1.04
|Q7CPZ4|GRPE_SALTY Protein grpE] 2 IANLEVQLAEAQTR 43 14 4| 32.77 b3b10y4y5 1555.83 63.229 24417 |2 778.4p -10.3
. TPEGQAPEEIMDQHEEVEAVEPN ]
|Q7CPZ4|GRPE_SALTY Protein grpEl 3 DSAEOVDPRDEK 7 36 3 10.88 b10b13y5 4060.84 63.093 4244 |4 1015.p6 3.91
|Q7CPZ4|GRPE_SALTY Protein grpEl 4 ANPDMAAMVEGIELTLK 11 17 5 16.17 b15°b15y14°y14y16 1802.91 79.488 52891 | 3 601.p4 3.79
IPOAZMS|UPP_SALTY Uracil 1 AGLGMMEGVLENVPSAR 78 17 8 42.37| b3bl3yayecyey7yl2yly OB 81.998 51825 | 2 865.94 4.58
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 2 VLVLVAAPEGIAALEK 155 16 6 44.16 b2b3b4b5y9y11 1592.94 885 44562 | 2|  796.99 1.61
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 3 NEETLEPVPYFQK 103 13 5 27.94 b2y5y7y8y13 1593.78 65.26 5008 | 2| 797.40 2.14
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 4 ITVVPILR 70 8 4 40.66 y2y4y5y6 910.60 70.136 1393] |2 45581 204
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 5 ELASEVGSLLTYEATADLETEK 29 22 4 17.98 b7b9y7y10 2369.14 9186l 2428 | 2| 1185.09 9.17
phohoribosyltransferase
[POA2M5[UPP_SALTY Uracil ELASEVGSLLTYEATADLETEKVT o A
hohorbosylransforase 6 EGWNGPVEIDOIK 29 38 4 16.48 b12°b12b15b20 4148.0P 112.67p 8728 | 4 103776 3.651
IPOAZMS|UPP_SALTY Uracil 7 Oxidation+M(4) LGLMRENDISTK 14 12 3 22.09 b6b8y5 139271  0.672 30022 | 3 46491 -3.59
phohoribosyltransferase
IP60446|RL?;37;/:;T:3505 ribosomal | VTVQSLDVVR 169 10 9 67.76 | yly2y3ysyy7ry7ysyld  1115.64 580 106677 | 2|  558.32 252
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, IFTEDGVSIPVTVIEVEANR 13 20 8 51.46| b2y3ydy5+ySy6yl5y2q  188.16 88.328 90418 | 2  1094.58 4.69
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 5| oo hamidomethyl+C(9 GGVPGATGCDLIVKPAVK 190 18 4 15.44 7ydy15y18 1738.93 53.961 24358 |3 580.34 -10.39
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, MAGQMGNER 160 9 6 38.06 b2yay7*y7y8y9 993.42 20.252 22028 | 2 97.22 -0.55
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | g AVQVTTGAK 46 9 7 38.06 b2y5y6y7°yT*y7y9 874.49 21.672 12418 2 | 437.75 -8.17
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ VPGSIGQNQTPGK 141 13 4 29.7 b4b6b12°H12 1282.46 65.26/4 0246 3| 42823 -8.66
IPE0446IRL3_SALTY 50S ribosomal | 7 | o p idomethyi+C(d) ~ GGVPGATGCDLIVKPAVKA 190 19 6 4652  b3bdySy7y8y12 1809.97 56.114 104808 |3 604.0p -9.10

protein L3




|P60446|RL?")—$2:;1T:3505 ribosomal QVTTGAK 48 7 0 1.65 704.39 21.688 3562 [t 704.3d 1.39
[P26982|DEGP_SALTY Protease do 1 AGDVITSLNGKPISSFAALR| 332 20 8 2928 | b3b4bOylydy7yoyls 2017.0p 75.02 4704 3 0873] -8.35
|P26982|DEGP_SALTY Protease do 2 GAFVSQVMPNSSAAK 313 150 11 70.17 |P304b7 bﬁiﬁygymyn Y 1493.75 53.077 33357| P 747.38 2.94
[P26982|DEGP_SALTY Protease do 3 SDIALIQIQNPK 160 12 5 26.07 b3bdy6*y6y12 1339.76 63.900 384 | 2| 670.38 20.18
|P26982|DEGP_SALTY Protease do 4 AQVGTMPVGSK 352 11 9 50.26 | blb2*b2y3ySyseysyoylll  1074.55  4.521 26710 | 2| 537.78 2.73
|P26982|DEGP_SALTY Protease do 5 VGDYTVAIGNPFGLGETVISGIVS| 144 28 14 g1.06 | P3PEDEBOLLY2Y3YAYEYS 0 4y 117.284 22774 B 917.47 -9.50
ALGR y8y9y14y28
[P26982|DEGP_SALTY Protease do 5 ANSPAAQIGLK 418 11 5 41.05 b1b7b8y9y10y1l 1069.6p 45668 76 | 2| 5835.30 1.83
|P26982|DEGP_SALTY Protease do 7 SGLNVENYENFIQTDAAINR| 214 20 5 19.56 b3b5°b5y3y7 2268.11 77.482 7677 | 2 113456 75
|P26982|DEGP_SALTY Protease do 8 GELGIMGTELNSELAK 289 6 1 2 27.43 b4b8b13y12 1661.83 64.826 3374 |3 55441 8.8
|P26982|DEGP_SALTY Protease do 9 RGELGIMGTELNSELAK 288] 17 2 16.17 bob12°b12y13 1817.94 86.475 2744 |2 90948 9.94
|P26982|DEGP_SALTY Protease do 10 Oxidation+M(6) NLVBEYGQVK 275 13 3 25.23 boy6y7 1512.75 38.922 27714 |3 5049 347
|P26982|DEGP_SALTY Protease do 11 Oxidation+M(6) GBUGTELNSELAK 289 16 2 17 b1lylOyl12*y12 1677.84 68.032 8884 |3 5985 0.22
|P26982|DEGP_SALTY Protease do 12 Oxidation+M(8) GAENBIPNSSAAK 313 15 2 37.59 b9b10y7y8 1500.74 94.963 2507 | 2 385 6.79
|P26982|DEGP_SALTY Protease do 13 ANSPAAQIGL 418 10 0 2.47 941.49 45 554 2200] |2 4712 122
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhare Carbamidomethyl+C(3 FICIADASK 112 9 6 54.21 b2y3ydys97y 1024.51 50.916 27888 p 51276 -3.57
|P66692|RP'Ais—osn{?:;;(eRA'bose'S'phOha € GADVALIGTPDGVK 201 14 8 44.94 b5b6yLy2y3y5y7yla 131271  7.888 26343 | 2|  656.86 -1.58
|P66692|RP'Ais—osn{?:;;(eRA'bose'S'phOha € GQIEGAVSSSDASTEK 43 16 5 25.38 b2*h2y9y12y13 1565.73 814 | 8433 | 2| 783.37 2.11
IP66692IRPIA_SALTY Ribose-5-phohate AVEWAALQYVQPGTIVGVGTGST 8 35 5 22.98 b17°b17b18b20°b20 3487.75 136.830 789 2 19443 -15.82
isomerase A AAHFIDALGTMK
IP66692IRPIA_SALTY Ribose-5-phohate MTQDELK 0 7 7 50.38 bBy4°ydy5°y5*y5y6 864.42 136.293 2085 |1 e4mi2 6.43
isomerase A
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale GQIEGAVSSSDASTEKLK 43 18 7 28.93| b4°ba*babl1°b1lylOyiil 80G.92 38.946 2402 | 2 903.97 8.99
[P63411JACKA_SALTY Acetate kinase 1 | carbamidomethyba) FA”DAVNGDE;;SGLAECFHLPE 17 26 5 27.32 y2ydy7y8y19 2907.42 105.414 39478 | 3 969.81 6.0
[P63411JACKA_SALTY Acetate kinase 2 EGTRPAVVIPTNEEIAQDASR 374 23 13 82.05 b2b8b9b1125yy134;'§§’6y7y8 1 2465.29 68.926 20431 B 822.44 -3.66
[P63411JACKA_SALTY Acetate kinase 3 LDAVVFTGGIGENAAMY 324 18 8 41,61 | P5PEOLS bl;yloy“yl?’yl 1819.92 93.883 23022| P 910.46 9.79
[P63411JACKA_SALTY Acetate kinase 4 | carbamidomethyy¢ CVDTSMGLTPLEGLVMGTR 224 19 9 47.58| b15°b15yly3ydy7e§y10| 2037.00 94.972 22616 P 1019.0 9.95
[P63411JACKA_SALTY Acetate kinase 5 YIGSYTALMDGR 312 12 6 44.65 bly2y5y8y9y10 1346.69 64.741 485 | 2| 673.83 9.88
[P63411JACKA_SALTY Acetate kinase 6 SGF'NKEGTREQ\S/\F:'PTNEELV'AQ 368 29 3 11.47 b1ly7y26 3111.63 103.364 4421 |3 10378 5.8
[P63411JACKA_SALTY Acetate kinase 7 | carbamidomethyi4y ESGLLGLTEVTSDCR 272 15 6 62.04 y7y8y9°yoy10y11 16%6.1 71.765 21427 | 24  818.90 4.10
[P63411JACKA_SALTY Acetate kinase 8 NVAVFDTAF?SLT\:‘I"(PEESYLYALP 144 28 5 22.18 b14*b14y5y6y8 3297.6( 99.643 1062 3 100987 .22 4
[P63411JACKA_SALTY Acetate kinase 9 YTSSVVIDESVIQGIK 89 16 3 25.38 b4bsb11 1737.89 113.103 1784 |2 86945 -18.6
[P63411JACKA_SALTY Acetate kinase 10 YGAHGTSHFYVTQEKA 178 17 3 16.17 b1dy5y13 1866.85 93.643 1769 |3 62296 -14.7
[P63411JACKA_SALTY Acetate kinase 11 NEELVIAQDASR 385 12 0 7.41 1344.66 68.902 25126 |2 672.84 68.2
IQ8ZKQ1ILSRB_SALTY Autoinducer 2 AYPDLDAIAPDANALPAAAQAAE 209 28 6 20.3 b2b8b14ydy12y19 2863.4 87.656 6304 3 955/7 1.53-
binding protein IsrB NLKR
IQ8ZKQ1ILSRB_SALTY Autoinducer 2 VAFFYSSPTVTDQNQWVK 154 18 7 36.36|  b2bl2y2yllyloyldylls  12D5 77.666 41147 | 2 1059.03 6.69
binding protein IsrB
it *
IQ8ZKQ1ILSRB_SALTY Autoinducer 2 LVGVGFFTSGGNGAQEAGK 35 19 10 61.05| P2O1SDI6Y2YSYIAYISYLT 2 0c o 71.511 33641 2 898.45 2.92
binding protein IsrB y17y18




IQ8ZKQLILSRB_SALTY Autoinducer 2y, NMPMNVGDSLDIPGIGK 284 17 7 16.17| b2b12°b12y5y15+y15yl7 757.87 79.551 32801 879.44 6.04
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 2y VTVSPNSEQGYHYEAK 301 16 8 34.46|  b6b9°bOy2ydy7yl3ylp 1833 |  36.385 32504 | 4 603.61 -10.87
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 NNLAIVGFSTPNVMRPYVQR 237 20 6 19.56 b1b11b13y4*ydy7 2278 77.580 23300 | 4  569.80 -12.01
binding protein IsrB
IQ8ZKQIILSRB_SALTY Autoinducer 2y, VTVSPNSEQGYHYEAKGNGIVLL| 51y 26 3 35.28 b7b8b9 2857.48 59.943 2870 | 4 71513 10.94
binding protein IsrB PER
IQ8ZKQIILSRB_SALTY Autoinducer 2y ¢ SYYINQGTPKQLGSMLVEMAAHQ 5, 26 3 18.2 b4b11b14 2908.43 110.54 388 4 72746 3.2
binding protein IsrB VDK
. b2b3b4b5b6°b6b8yLy2y3ly
IPOA9YSICC_SALTY Cold shock-like | GFGFITPADGSK 15 12 22 165.99 3y4°ydy5y6°y6y7°y7y8y9y  1196.59 64.262 526750 P 598.80 184
protein cC
10y12
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | DVFVHFSAIQGNGFK 27 15 6 36.78 b8b12b13y6y9°y9 1665.83 2B 39353 | 3| 555.95 7.91
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 4 GPAAVNVTAI 59 10 6 47.63 b2b3b7b9y6y10 912.51 59.410 3284p | 191251 -4.35
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | TLAEGQNVEFEIQDGQK 42 17 4 36.71 b8b9b10y10 1905.98 54957 4666 | 2| 953.47 5.96
IPOA9YQICC_SALTY Cold shock-like | o TLAEGQNVEFEIQDGQKGPAAVN| 27 4 21.83 b13*h13y15y16 2799.34 136.661 11540 | 2 1400l19 13.69
protein cC VTAI
'POAQYQlCC‘—)rSO?;Kgo'd shockelike | ¢ TPADGSK 20 7 2 21.38 b4bs 675.33 64.334 464 |1 675.33 4.14
IPOASYSICC_SALTY Cold shock-like | GFITPADGSK 17 10 1 7.57 b3 992.50 64.243 27398 |1 992.50 -1.04
protein cC
IQ8ZRNLMETQ_SALTY D-methioniney DGIFVEDKDSPYVNLIVTREDNK 215 23 3 12.94 b6ySy7 2666.35 885 22045 | 4| 667.34 7.42
binding lipoprotein metQ
|Q8ZRN1JMETQ_SALTY D-methionine DGIFVEDKDSPYVNLIVTREDNKD A ) ]
binding Ipoprotein metQ 2 AENVK 215 29 4 17.42 y2y6y8y1l 3322.62 70.457 2107 |4 83141 7.2f
IQ8ZRNLMETQ_SALTY D-methioniney SLDELKDGSQVAVPNDPTNLGR 122 22 4 24.03 b13y6y7y9 23251  7.885 16215 | 3| 77573 1.16
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney IVELEAPQLPR 178 11 3 27.12 b3y5y6 1264.77 65.985| 1103 2 &8 5.69
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney YGLDVELVTENDYVLPNEALSK 56 22 5 30.01 b5y6y10y13yl4 2433 103.880 21067 | 3 83377 8.50
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney FVQAYQSDEVYEAANK 245 16 3 17 b6b8y11 1861.88 81.870 5344 |3 2180 8.06
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney VGLIK 151 5 2 26.28 b3y4 529.37 26.148 3429 |1 5203 -0.58
binding lipoprotein metQ
IQ8ZRN1METQ_SALTY D-methioninet g |~ o midomethyl+C(17)  TFAAVGALIGSLALAGCGQDEK 6 22 4 P b5ydy12y13 2149.06 96.109 27571 |3 7170 -16.3
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney g DGSQVAVPNDPTNLGR 128 16 3 23.54 boy10y11 1639.8p 72.95 37| 2| 82040 -4.47
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine KFVQAYQSDEVYEAANK 244 17 4 16.17 b12*h12y3y7 1989.97 785 49302 | 2|  995.49 6.56
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine FVQAYQSDEVYEAANKVENGGA | 55 24 4 25.98 b6b7y5y22 2634.34 77.530) 4110 3 878.17 6.8
binding lipoprotein metQ VK




|Q8ZRN1|METQ_SALTY D-methionine: DGIFVEDKDSPYVNLIVTREDNKD b15_HPO3 d )
binding lipoprotein metQ 12 Phosphoryl STY(18) AENVK 215 29 6 21.88 b15°b15b16*h16y13%y13 3402.58 136.764 7263 4 1701.79 5.81
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 1 LAEAGIPTQMER 60 12 6 47.79 b4b5y6y9y10y12 1315.6f 49.659 7091 2 658.34 2.23
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 2 Carbamidomethyl+C(7] LLSDTECLVK 72 10 6 33.7 b2y5y7y8/y8 1177.61 53.223 37180 P 589.31] -1.24
succinocarboxamide synthase
|P65889|PUR7_SALTY o .
Phohoribosylaminoimidazole- 3 TVYSTENPDLLVLEFR 13 16 10 41.66 b4°p4b5 bStiEZ b12ylysyd 1895.98 88.759 27352 4 948.49 2.12
succinocarboxamide synthase y
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 4 IEQFDRK 39 7 3 37.24 b3b4y6 935.49 26.418 12174 2 468.25 -7.8
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 5 NDTSAGDGAR 29 10 5 52.2 b3b9y3y7y8 963.42 80.653 3597 2 4B2.7 7.60
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 6 QSLGGLIEAYEAVAHR 215 16 4 30.56 b7b8y3y6 1713.89 137.474 532 2 857.45 1.50
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 7 Carbamidomethyl+C(8 LEMVPVECVVR 83 11 3 24.11 b3b5y4 a3’ 82.013 1669 p. 665.85 9.08
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 8 GMVNNKFNHFIMTK 46 14 3 19.11 b8b12y13 1680.83] 102.208 2805( 3 560.95 -1.60
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 9 TVYSTENPDL(L;XLREFRNDTSAGD 13 26 4 12.06 b12°b12b24y13 2840.34 136.666 14925 2 1420167 10.49
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 10 LEFGLYKGEVVLGDEFSPDGSR 177 22 3 22.07 b6y6y7 2414.16 803. 2477 2 1207.58 -12.24
succinocarboxamide synthase
|P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 11 ETLDKMDK 203 8 4 32.88 b4°b4y4y5 979.48 119.291 2020 1 979.4B 1.43
succinocarboxamide synthase
'QSZPDGlYN%E&iﬁLyTnZ; ncharacterized TEDTPTYPNSLALSADGK 308 18 6 32.45 b4b7y11yl3y14y18 1897.| 65.320 20471 | 4 949.47 9.07
'QSZPDGlYN%E&iﬁLyTnZ; ncharacterized LYTTNADGEFITIDTASNK 198 19 3 22.58 b12y12y13 2074.01 685 16166 | 2| 1037.51 7.06
'QSZPDGlYN%E&iﬁLyTnZ; ncharacterized 4 LLDDGKEHFFINLSLDTAGHR 223 21 10 57.15| b3°b3b4bSbe°beBggy2l 2398.19 82.573 15823| | 1199.6p -11.81
IQ8ZPDEIYNCE_SALTY Uncharacterized MSTGLALDSK 185 10 4 39.06 b5b9y3y6 1022.51 45.931 1621 |2 mA1 -4.18
protein ynck
'QSZPDGlYN%E&iﬁLyTnZ; ncharacterized o EQEATQPDDVIR 338 12 3 22.09 b7b11y6 1400.6 36.363 202l | 3 =7 14.21
|Q8ZL56|GPMI_SALTY 2 1 TFFANPVLTNAVDQAK 91 16 6 17 b1b7°p2y7y16 1735.91 76.704 40106 2 868.46 3.16
|Q8ZL56|GPMI_SALTY 2 2 LSDIAPTMLSLL’\IQIC\;/’;EIPQEMTGKP 485 29 9 32.71 b2b3b5b7°b7b8b14y1y2 3191.62 122.198 19016 B064.54 1.30
|Q8ZL56|GPMI_SALTY 2 3 VATYDLQPEMSSAELTEK 364 18 11 55.13 b1b3 b3bz;€f§blly2yljy 2011.97 62.995 16498 4 1006.49 9.95
|Q8ZL56|GPMI_SALTY 2 4 TAVAYPPASLANTFGEWMAK 303 20 5 2214 b7y5y7y15y20 2125.06 96.041 15881 2 1063.43 6.43
5 S h11%
|Q8ZL56|GPMI_SALTY 2 5 Carbamidomethyl+C(B) AVEALDNQIV/TK 416 14 10 42.08 b7°b7b9 gig;bbll b11h1 1589.80 50.617 14893 P 795.40 9.21
|Q8ZL56|GPMI_SALTY 2 6 IVYQDLTR 75 8 6 53.8 b4b7y4°y4y6y8 1007.55 46.479 8638 2 264. -4.24
|Q8ZL56|GPMI_SALTY 2 7 KPMVLVILDGYGYR 5 14 3 19.11 b3y4y7 623.91 102.296 8521 812.46 12.85
|Q8ZL56|GPMI_SALTY 2 8 AVESVGGQLLITADHGNAEQMR| 430 22 3 13 b4b15y6 2296.12 82.710 4716 3 766.0 -5.95




|Q8ZL56|GPMI_SALTY 2 9 TPVMDALWAgFPP;FI LIDASGLEV 31 28 4 11.63 b3ylydy7 3058.59 137.677 4381 |4 76540 7.9
|Q8ZL56|GPMI_SALTY 2 10 VVNLNFVMLTEYAADIK 286 17 3 23.16 oylly12 1940.04 118.202 3334 |3 647.31 11.77
|Q8ZL56|GPMI_SALTY 2 11 AVHNGLLS@S&X:EHEDH'MAM 111 30 3 17.23 yay12y14 3181.59 97.075 5879 |3  1061.p0 5.2¢
|Q8ZL56|GPMI_SALTY 2 12 DPATGQAHTATNLPVPL'YVGE 452 24 3 12.61 b5b11y4 2529.27 47.290 405 |3  843.16 -15.3
|Q8ZL56|GPMI_SALTY 2 13 YAHVTFFFNGGVEEPFAGEER 336 21 10| ogs |P3P4PS bfsllgy5y7yl3yl4 2403.13 95.024 4039 801.72 12.39
|Q8ZL56|GPMI_SALTY 2 14 AFVNADFDGFARK 272 13 3 25.23 b5ty 1457.71 50.454 2558 | B 48657 6.11
|Q8ZL56/GPMI_SALTY 2 15 Oxidation+M(8) VVNLNFVMLTEYAADK 286 17 3 16.17 b13y7y10 1956.03 73.602 110294 | 2 97842 7.9¢
|Q8ZL56|GPMI_SALTY 2 16 Oxidation+M(21) | AVESVGGQLLITABGNAEQMR | 430 22 3 13.32 b4b8y13 2312.13 81.050 19727 | 3 771.88 -1.80
|Q8ZL56|GPMI_SALTY 2 17 Oxidation+M(20) LSD'APTMLSLL';QI(\B/'\QE'PQEMTGKP 485 29 3 17.42 b3bob15 3207.58 73.007 4001 |5 642.32 7.6
|O8ZL56|GPMI_SALTY 2 18 ATYDLQPEMSSAELTEK 365 17 0 535 1286 63.003 21940 638.29 14.42
|P69936|YDFG_SALTY NADP-dependdn o i
L-serine/L-allo-threonine dehydrogenade 1 VTDIEPGLVGGTEFSSVR 171 18 11 49.04 27 b7y612'6£y9y13y14 1862.96 69.004 27792| P 931.99 7.08
ydfG yldy
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 2 AVLPGMVER 115 9 4 38.06 y4y5y6y9 971.53 52.983 21434 2 486.2r -3.77
ydfG
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 3 AAIEEMMASLPAQWR 58 15 7 29.2 b11ly4*y4y5y11*y11y1§ 17038 91.182 11180 2 852.42 5.87
ydfG
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenage 4 Carbamidomethyl+C(1¥%) MIVLVTGATAGFGECIAR 0 18 4 22.6 \BRy8y10 1865.94 101.081 3812 2 933.47 -11.25
ydfG
|P69936]YDFG_SALTY NADP-dependdn TYENTTALTPEDITEAVWWVATL
L-serine/L-allo-threonine dehydrogenade 5 PAHVNINTVEMMPVTQSFAGLSV| 199 48 5 25.54 b11b13*b13b23b24 5340.6D 136.636 31382 | 4 .aB3g  -6.22
ydfG HR
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 6 DELGENVLTAQLDVR 41 15 4 26.06 b3°b3b4bh9 1671.84 33.008 483 | 3 557.95 -7.30
ydfG
|P69936]YDFG_SALTY NADP-dependdn CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenade 7 I v MIVLVTGATAGFGECIAR 0 18 4 22.84 b14°b14y10y11 1881.96 1280 13625 2 941.49 4.61
ydiG ;Oxidation+M(1)
|068883|CISY_SALTY Citrate synthas¢ Carbamidometgl2 TAGSSGQNGPG'ZA,\‘CE'QAAELASLWGPA 240 34 7 12.95 b2b7b18y2y7yoy34 3195.5f 117.071 22656 | 3 .866§  0.46
|068883|CISY_SALTY Citrate synthas¢ Carbamidome(b§18 NDLSYAGNFI\IL'P\'\'}AL'\Q;STPCETYEV 189 29 6 19.68 b2b3b5b10y5y10 341155 112.866 53 | 3 113786 6.23
|068883|CISY_SALTY Citrate synthas¢ AMGIPSSMFTVIFAR 371 17 7 47.81|  b3b4ab5b13y5y13°y13 1829.9p 121.082 3333 | 215.48 2.13
|068883|CISY_SALTY Citrate synthasg ILILHADHEQNASTER 222 18 12 68.72 bloyeg%}foﬁ;’?yﬁylo Yt 2005.04 136.288 48014| P 1003.01 2.37
|068883|CISY_SALTY Citrate synthas¢ HTMIHEQITRLFHRF 110 16 6 515 b4b5bob11b13y6 2037.0p 72.02 20145 | 3 67969 3.96 -
|068883|CISY_SALTY Citrate synthas¢ LMGFGHRVYK 300 10 3 33.7 b4b7b8g 1207.63 77.669 667 |2 60432 1264
|068883|CISY_SALTY Citrate synthas¢ AMDRILILHADHEQ@STSTVR 218 22 4 23.2 yey11°y1lyl12 2478.24 109.09F s05p | 2 omm -4.83
|068883|CISY_SALTY Citrate synthas¢ KLYPNVDFYSGIILK 356 15 4 26.06 b7b9°bob11 1769.9¢ 67.608 3881 | 3  590.66 145
% | % |
[PO6179|FLIC_SALTY Flagelin 1 AQ'LQQAGTS;/thANQVPQNVL 468 27 12 34.59 | P2"02b3 ;13;5227b9y1y4y9 2860.60 105.857 81419 B  954.21 0.17
*y
[PO6179|FLIC_SALTY Flagelin 2 FNSAITNLGNTVNNLTSAR 432 19 9 55.82 b2y4y6y7y1119y13y14 Y4 5007.03 78.596 46273 P 1004.0 2.92
[POGL79|FLIC_SALTY Flagelin 3 SQSALGTAEER 20 11 5 311 b2y6y8yoyll 11325 41.869 22299 | 2 66.80 5.17
|POBL79FLIC_SALTY Flagelin 2 INSAKDDAAGQAIANR 37 16 5 8406 y3y4y5y6y16 1614.80 30.442 22224 |3 538.0k 116




[POGL79|FLIC_SALTY Flagelin 5 VSGQTQFNGVK 125 11 7 36.46]  b2bdy5y9yl0*y10y1]] 1164.6D 330 | 40663 | 2| 582.80 3.46
[PO6179|FLIC_SALTY Flagelin 6 AQVINTNSLSLLTQNNLNK 1 19 8 21.76 | bib2*b2y2y7yl5yl7yld  2085.14 74.502 38558 | 2 1m3p  2.69
[PO6179|FLIC_SALTY Flagelin 7 VSDTAATVTGY?DTT'ALDNSTF 180 24 9 50.3 | blyey7ey7y8y9*yoyldyds  2462.1 92.053 3524 3821.40 0.59
[POGL79|FLIC_SALTY Flagelin 8 IDAALAQVDTLR 411 12 6 50.8 babbydy7y10y12 1285.71] 60.942] 888 | 2| 643.36 3.23
[PO6179|FLIC_SALTY Flagelin 9 ELAVQSANST'\'QSRQSDLDS'QAE'T 93 26 4 12.06 bOy3*y3y6 2805.36 70.091 20200 |2  1403.18 3.3
[POGL79|FLIC_SALTY Flagelin 10 FTANIK 53 6 1 13.55 V5 693.38 34.202 10271] |2 3472 14.0
|POGL79|FLIC_SALTY Flagelin 11 TYAASK 379 6 1 1355 b5 640.33 85.323 2832] |1 6403 5.43
|POGL79|FLIC_SALTY Flagelin 12 AQPDLAEAAATTTENPLOK E 19 3 148 b8b12y9 1968.99 60.039 2779 |2 985.0D 3.60
|POGL79|FLIC_SALTY Flagelin 13 YTADDGTSKTALNK 349 14 2 om1 b3bl2ylltyll 1484.73 77.740 1323 |2 7428 2.03
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal LFNELGPR 78 8 8 66.94 |  y3ydySy6ryByTHyTy8 945.51 55.354 98o9| 2| 473.26 8.20
. — _
IQ7CPL7IRLL7_SALTY 50S ribosoma) AGDNAPMAYIELVDR 103 15 10 53.21 | PADADSYASYTYTYIONLY 1 6a) 79 79.183 46283 P 817.90 4.41
protein L17 *y15
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal 4 NMAGSLVR 22 8 4 32.88 b3y6y7y8 847.44 41.225 437771 |2 42420 196
IQ7CPL7IRLL7_SALTY 50S ribosoma) AGGYTR 90 6 2 26.69 b3b4 624.32 30.184 3749 |1 624.3p 12.22
protein L17
IQ7CPL7IRLL7_SALTY 50S ribosoma) g FASRAGGYTR 86 10 3 337 b3b4b7 1085.5¢ 26.474 419 3 36252 175
protein L17
o *|
IP35891IDNAA_SALTY Chromosomall | o idomethyi+C(d MSLSLWQQCLAR 0 12 9 59,170 7PLIDIDLIDI2YAYSYS 455 75 76.395 10140 P 746.86 -11.94
replication initiator protein dnaA yll
IPSS891[DNAA_SALTY Chromosomall | oo o idomethyi+C(18)  YLNNINGLLNTECGADAPQLR 54 21 3 20. b4b7b13 2364.18 91.218 2356 |2 1182.60 2.89
replication initiator protein dnaA
IPS5891[DNAA_SALTY Chromosomall SNVNVK 128 6 1 13.55 b4 660.36 34.104 6265 |1 660.3 -6.19
replication initiator protein dnaA
IP35891IDNAA_SALTY Chromosomall HTFDNFVEGK 134 10 4 30.85 b3b7b8y3 1193.5/ 45.074 3906 |2 =07 -15.03
replication initiator protein dnaA
IP35891IDNAA_SALTY Chromosomall SGWDNVPAPAEPTYR 113 15 3 17.98 b10y4y10 1659.8D 64.877 938 2| 830.41 17.36
replication initiator protein dnaA
of S
[P35891IDNAA_SALTY Chromosomal| QMAMALAKELTNHSLPEIGDAFG |, - ; 4203 |P12D14D16DI6YIAVIS YL oo ) 136.713 s006 | b 130010 064
replication initiator protein dnaA GR 5
|P53636|SODC1_SALTY Superoxide . o }
ismutass [Cu-zn] 1 1 | carbamidomethyl+C(3 FACGVIEK 169 8 9 66.94  yly2°y2y3596y7y8 923.46 41.276 95319| P 462.23 7.87
IPS3636|SODCL_SALTY Superoxide| GGDNYSDKPAPLGGGGAR 151 18 8 66.7]  b2ysyey7ysyllyloyls 8248 33.228 70795 563.60 -10.84
dismutase [Cu-Zn] 1
IP53636|SODCL_SALTY Superoxide| 5 EVPALMAGGHLDPEK 84 15 7 29.2 b3b7b9y2y4°yay15 1563.8( i) 5701 | 2| 782.41 13.27
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxide| DGKEVPALMAGGHLDPEK 81 18 5 21.52 b5b12y7y11°y11 1863.95  1.109 2573 | 3] 62199 11.26
dismutase [Cu-Zn] 1
IP53636ISODCL_SALTY Superoxide| DGKEVPALMAGGHLDPEK 81 18 4 41.38 b4b5b12b13 1863.9] 6B.64| 15571 | 2| 932.46 -6.88
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxidel o | -0 idomethytc(2]) > CONYSPKPAPLGGGGARFACE 5y 26 3 12.06 b16y6y12 2593.25 102.27( 150 3 865.09 1.04
dismutase [Cu-Zn] 1 VIEK
IPS3636|SODCL_SALTY Superoxide| 7 Oxidation+M(9) DGKEVPALMAGGHLDPEK 81 18 4 21.52 bobl4yAy 1879.95 73.245 74578 B 627.32 12.40
dismutase [Cu-Zn] 1
|054296|RS;:&§(:LST113°S ribosomal ALNAAGFR 8 8 4 40.66 yAy5y6y8 819.44 42.120 20014 |2 4102p 786
|054296|RS;:&§(:LST113°S ribosoma) QGNALGWATAGGSGFR 37 16 5 34.84 y5y10y11y14y16 1549.76  96P. 20428 | 2| 775.38 6.93




|054296|RS‘1N10—IZ/:"ST ;(1305 ribosoma STPFAAQVAAER 57 12 5 29.29 bly2y7y8y10 1247.6/ 49.419 140722 |  624.33 5.67
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosoma Carbamidomethy+C(15)  ITNITDVTPIPHNGCRPPK 106 19 6 284  b3*b3b8b13ys+y8 2130.08 78.505 26339 [3 7107 -15.1
|054296|RS;:&§(:LST11305 ribosoma QVSDGVAHIHASFNNTIVTITDR 14 23 4 12.94 b4*b4boy20 249524  89.204 16821 | 3  832.42 -3.33
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosoma Carbamidomethy+C(18) ~ STPFAAQVAAERCADAVK 57 18 4 22.84 8yd°ydy5 1891.95 59.145 3042| P 946.48 7.48
'P0A2F4|Sd%'z;?as§[glsupemx'de SFELPALPYAK 1 11 9 35.03 | b2b3°b3bOyly2ydy7ylll  1235.66 202 | 42812 | 2| 61834 227
[POA2F4|SODF_SALTY Superoxide . [TSEGGIFNNAAQVWNHTFYWNCL b1b2b3b11b14b15b16y7)9
dismitase [Fel Carbamidomethyi+C(28) APNAGSEPTGK 58 34 12 50.21 1010434 3708.70 97.058 20023| B 1236.94 0.72
'P0A2F4|Sd(i)s';':?assiLJ:Z]S”pemx'de DALAPHISAETLEYHYGK 12 18 6 34.35 b3y6y7ylly13°y13 2016.0| 107.101 40822 | 4 67234 4.60
'P0A2F4|Sd(i)s';':?as§;z]s”pemx'de Phosphoryl STY(7) HHQTYVTNLNNLIK 30 14 4 27.32| b6bl2 HB®12y8y10 | 1774.85 77.418 3153 [3  592.24 -4.95
[P77983|KPYK1_SALTY Pyruvate kinasp | 1 GDLGVEIPVEEAQK 244 17 9 32.45 | b5°bSb7°b7ylyd*ydylopl2  1842.9P 95013 28055 | 2| 922.00 2.72
[P77983|KPYK1_SALTY Pyruvate kinasp | 2 MLDAGMNVMR 22 10 4 36.71 y7y8yoy10 1137.54 57.399 16104 |2 =0 12.66
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 3 |  Carbamidoryletd(3) IVCTIGPK 5 8 3 35.89 b5y3y6 887.49 35.957 9730 |2 4am2| -12.79
[P77983|KPYK1_SALTY Pyruvate kinasp | 4 IENQEGLNNFDEASDGIMVAR | 220 24 3 12.61 bab7y7 2677.26 112.928 7740 |3 @93 | 465
[P77983|KPYK1_SALTY Pyruvate kinasp | 5 AGQTFTFTTDK 86 11 3 311 yoy7y9 1216.60 75.375 1849 |2 60880  .339
P77983|KPYK1_SALTY Pyruvate kinasg | 6 AEAGDVANAILDGTDAVMLSGES | g, 25 3 22.8 y5y13yl4 2405.14 95.562 27087 |2  1203.p7 4.3
AK
[P77983|KPYK1_SALTY Pyruvate kinasp | 7 |  Carbamidoryletd(6) ITEAVCR 353 7 4 37.24 b4°bay5y6 848.42 24.857 1037p | 242471 -8.99
[P77983|KPYK1_SALTY Pyruvate kinasg |~ 8 | Carbamidoryleti(13) YPLEAVSIMATICER 319 15 3 17.98 b10y4y13 1752.84 AW 8783 | 2| 876.94 -1.60
|P77983|KPYK1_SALTY Pyruvate kinasg | 9 | Carbamidoryietd(7)| QDLIFGCEQGVDFVAASFIR 175 20 4 14.24 b5*bSyoy14 210 112.693 3825 | 3 758.04 2.47
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 10|  CarbamiddtyleC(9)| DKQDLIFGCEQGVDFVAASFIR 173 22 4 13.32 b7°b7b9y13 2515.26 74.319 5201 839.09 10.58
[P77983|KPYK1_SALTY Pyruvate kinas |~ 11|  CarbamiddwyleC(6) ITEAVCRGAVETAEK 353 15 8 36.78| b6b7°b7b10°b10yBy7 | 1633.80 136.194 1625 | P 817.41 -10.39)
[P77983|KPYK1_SALTY Pyruvate kinasp | 12 Phosphof¥&.2) YFPDATILALTTNEVTAR 389 18 4 26.36 b7y5yey1l 2075.97] 54.876 2447 | 4 51075 -11.41
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosoma IFGPVTR 8 7 4 40.25 y3°y3y5y6 789.45 45.120 5612 2 39543 4234
H *y %
IQ7CPLSIRL14_SALTY 50S ribosoma| MIQEQTMLNVADNSGAR 0 17 14 83.25 | P2OSPIYLYSYSYBYTYOYS 507 gq 58.792 50477 2 939.45 2.41
protein L14 y11y12y14y17
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosoma Carbamidomethy+C(6) ~ FDGNACVILNNNSEQPIGTR 78 20 5 30.54  y3ydyTyl2y20 2219.07 59.003 6980| |2 1110.04 7.59
|Q7CPL5|RL14_SALTY 50S ribosomal b3b6b12y8y10°y10*y10y]
rotein L14 IQEQTMLNVADNSGAR 1 16 12 68.95 | o ) iay1ey1s 1746.86 94.953 6960 | 2  873.94 10.76
IQ7CPLSIRL14_SALTY 50S ribosoma| Carbamidomethyi+c(14)” PESVIRFDGNACVILNNNSEQHRI 2 28 5 38.31 b3b14y10ylly12 3099.57 121.206 2545 | 3 1033[86 1.111
protein L14 GTR
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosoma Phosphoryl STY(6) IFGPVTRELR 98 10 4 33.7 y3YBY7°y7 1%@7.| 114.646 2000 | 4  634.32 -7.99
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosoma Oxidation+M(7) MIQEQTMLNVADNSGAR 0 17 6 50.74 b4b5b6bayB 1893.89 95.963 6630 | P 947.45 4.45
'P6791i'Z;}DO%ES&STJGA_QDF;:?;‘;?ro'[ EIPFLYASSAATYGGR 107 16 8 68.91| bl0b13°b13bldy6y7ydyo 0284 73.033 28054 | 2  851.92 -4.30




IP67912|HLDD_SALTY ADP-L-glycero-} QILPEANSQIVGFR 152 14 3 26.89 b3b8b9 1571.8% 64.364 883 2 86.42 11.88
manno—heptose—G—eplmerase
IP67912[HLDD_SALTY ADP-L-glycero-} =, YQAFTQADLTNLR 271 13 5 20.46 b2b12y2y6y10 1540.7 65239 638 | 2| 770.90 6.02
manno—heptose—G—eplmerase
IP67912|HLDD_SALTY ADP-L-glycero-} SGIFNLGTGR 229 10 4 26.71 b6b10y3y7 1021.58 57.634 480 2 J11|  -12.37
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero-} TVAEGVTEYMAWLNRDA 293 17 5 227 bob14*b14yoy11 1925.91] 984 2641 | 2| 963.46 412
manno—heptose—G—eplmerase
IP67912/HLDD_SALTY ADP-L-glycero- o | o o igomethyiec(g) ToH Y CLEREIPFLYASSAATYGG | gq 25 5 27.7 b2ySy6yl1y13 2916.46 110.429 226 3 972.82 8.2
manno-heptose-6-epimerase R
IP67912|HLDD_SALTY ADP-L-glycero-}  ; GSIEYIPFPDK 256 11 4 35.03 b7b9y4y8 1265.68 53.188 806 2 .#m3| -656
manno—heptose—G—eplmerase
IP67912[HLDD_SALTY ADP-L-glycero-} o GSMASVAFHLNTQLNNGESPK 178 21 6 29.48]  b9bl0bl4°bldyl0y2D 2202.02 74.805 3881 1101.51 19.62
manno—heptose—G—eplmerase
IP67912[HLDD_SALTY ADP-L-glycero-} o FVNLVDLNIADYMDK 38 15 3 17.98 b4b6y10 1769.89 79.940 3760| |3 590.63 6.90
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero-l DFVYVGDVAAVNLWFLESGK 209 20 10 65.g1 |PBPODIDLODIOVAYEYTYT )59 16 136.316 3333 1115.04 16.43
manno-heptose-6-epimerase y8
IP67912[HLDD_SALTY ADP-L-glycero-l -, | o o idomethyl+C(d) ELLHYCLER 08 9 6 61.3 b3b4b5°hEh6 1232.59 136.341 3328 | | 12325 -14.06
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} =, TVAEGVTEYMAWLNR 203 15 5 42.8 b5b7b11y8y9 1739.88 91208 2245 | 2| 870.43 7.23
manno—heptose—G—eplmerase
IP67912|HLDD_SALTY ADP-L-glycero-l 5 TVAEGVTEYMAWLNRDA 293 17 4 16.17 b8b10y6*y6 1925.91 6602 3223 | 2| 963.46 1.46
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero- Oxidation+M(3) GSMASVAFHLNTQLNNGESPK 178 21 7 34.2] HAD13y10°y10y12yl]  2218.09 127.064 2034 |2 110955 14.7p
manno—heptose—G—eplmerase
IP67912/HLDD_SALTY ADP-L-glycero-l 5 EIPFLYASSAATYGGR 107 16 1 7.25 b7 1684.84 72.958 441 |2 @22 5.80
manno—heptose—G—eplmerase
[P14845[CARA_SALTY Carbamoyl- 1 |carbamidomethyl+C(12) FLETDIPLFGICLGHQLLALASGA 257 52 7 26.75 b3b5b6y2y3y19y25 2684.45 129.70 4693 3 89549 181
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- 2 AFPGLNGMDLAK 148 12 7 4381 |  bebl1b12y6yoy10y12 1233.60  .9BT 16539 | 2| 617.32 -3.96
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- 3 EVTTAETYR 160 9 5 54.21 yAy5yBy7y9 1069.51 28.238 o441 |2  s8S. 9.02
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 4 SALLVLEDGTQFHGR 3 15 6 24 b1b3°b3y2y10y11 1642.84 67.83¢ 37®@ | 3| 54828 1167
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 5 NVVMITAQNHGFAVDEDSLPANL | 5, 24 5 12.61 b1lb1ly2y10y15 2611.3 82.870 731 3 87Ll1 8 45
phohate synthase small chain R
[P14845|CARA_SALTY Carbamoyl- 6 | carbamidomethyl+C(8 GAQNGCIAGDSPDAK 125 16 46.2B bOb13y9y10y12 1573.73 37.810 5806| |2 787.3F 2.40
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 7 |carbamidomethyircag)NPPCIFLSNGPGDPAPCDYAITA 4, 27 3 17.91 y11y13y20 2862.36 82.913 6139 |2 143158 5.9]
phohate synthase small chain IQK
[P14845|CARA_SALTY Carbamoyl- AIGATGSAVGEVVFNTSMTGYQEI o ]
Shohato synihase smal chain 8  IDPSYSR 18 32 5 11.1 b15y9°yoy11°y11 3321.63 103.47 542 5 66543  .8010




IP14845|CARA_SALTY Carbamoyl 9 AFPGLNGMDLAKEVTTAETYR 148 21 5 18.72 bab7*b7y3y7 2284.14 110.358 8156 | 3  762.05 5.02
phohate synthase small chain
IP14845ICARA_SALTY Carbamoyl- | | oo idomethyl+C(7) MLVDRGCR 207 8 4 53.8 b4b6y3y7 1086 | 67.962 3337 | 1 1006.48 -8.55
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | Oxidation+M(8) AFPGLNGMDLAKEVTTAETYR 148 21 4 13.75 bb27y11°%11 2300.13 88.719 28962 [3  767.38 2.65
phohate synthase small chain
" 0| =
IPOAZELIGLYA_SALTY Serine 1 LNSAVFPSAQGGPLMHVIAGK 251 21 9 37.22| PATD4DL4DIED21YSYAYIRY 5094 10 78.609 88354 B 698.71 5.71
hydroxymethyltransferase 21
1 %y
IPOAZELIGLYA_SALTY Serine 2 VMQAQGSQLTNK 42 12 10 50.17 | P203DOY2Y3YTYOyI0VIO) 45, 7 29.590 56673 2 652.84 2.15
hydroxymethyltransferase 12
IPOAZELIGLYA_SALTY Serine 3 SPFVTSGIR 354 9 10 90.62| b3°b3b7b8ylydySyeyyd  963.52 o2 | 4s9ss | 2| 48227 1.96
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 4 | carbamidomethy+C(5 VLDICAR 405 7 5 40.24 b2yay5y6y7 8uB 44.700 44255 | 4 423.72 -11.61
hydroxymethyltransferase
[POA2EL|GLYA _SALTY Serine * I ]
hydroxymethyfiransierace 5 VYQQQVAK 285 8 7 56.81 b2b3y3y5*y5y7y8 963.51 19.660 2463 2 482.26 14.13
IPOAZELIGLYA_SALTY Serine 6 AMVEVFLNR 296 9 5 38.06 b4b7°b7b8°b8 1078.59 85.398 18271 | 2 39.80 14.03
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 7 MIIGGFSAYSGVVDWAK 168 17 3 16.17 b8b11y4 1800.94 74053 118 | 3| 600.98 20.33
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 8 EAMEPEFK 277 8 3 40.66 yAy5y6 980.44 43.406 13610 |2 490.72 713
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 9 LYNIVPYGIDESGKIDYDEMAK 138 22 3 22.07 b3y17y18 2533.24 P69 95489 | 3|  845.08 9.25
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 10 EMNIADYDAELWQAMEQEKVR 4 21 3 13.75 b5y17y19 2569.14 7006 45489 | 3| 857.05 -10.26
hydroxymethyltransferase
i g
IPOAZELIGLYA_SALTY Serine 11 QEEHIELIASENYTSPRVMQAQGS g 29 6 22.65 | b10*b10b11°b11b13*b13  3301.6p 84.22 5550 | 3 o1.2P 11.17
hydroxymethyltransferase QLTNK
IPOALRS|DBHB_SALTY DNA-binding | IAAGADISK 9 9 15 g7.61 |P2DODOYLY2YV2YBYAYSVE” o0 4o 28.162 348099| P 423.23 1422
protein HU-beta y6y7°y7y8y9
IPOALRS|DBHB_SALTY DNA-binding | ALKDAVN 83 7 6 37.24 b1b2b5b6y5y7 730.41 22.657 s1180 |1 73048 201
protein HU-beta
IPOALRS|DBHB_SALTY DNA-binding | 5 EITIAAAK 67 8 7 80.08 b3°b3b7y3y4y5y6 816.46 38.330 6413 2 0844 21.60
protein HU-beta
IPOALRS|DBHB_SALTY DNA-binding | -, SQLIEK 3 6 3 39.83 b3y3y4 717.41 25.913 37563 |2 359.20 -12.6
protein HU-beta
[POALRS|DBHB_SALTY DNA-binding ALDAIASVTESLKEGDDVALVGF . I
roto HU-beta 5 CTEAVK 23 30 8 50.02 |  b3b4b5°b5y4yey8y23 3036.6p 136.204 25700 | 3 2.861 2.25
IPOAIRSIDBHB_SALTY DNA-binding | ¢ EGDDVALVGFGTFAVKER 37 18 3 24.36 b10b12b13 1909.95 11B82| 5930 | 2| 955.48 -9.78
protein HU-beta
IPOAIRSIDBHB_SALTY DNA-binding |, AGADISK 11 7 3 38.06 b3b4b5 661.35 28.162 57132 |1 66136 3.04
protein HU-beta
IPOAIRSIDBHB_SALTY DNA-binding | o AAGADISK 10 8 4 38.06 b3b4b5°b5 732.39 28.159 22019 |1 73230 671
protein HU-beta
IPSBEBLIAAT_SALTY Aartate 1 MFENITAAPADPILGLADLFR 0 21 9 44.42 | b2babebl3y3y5y7ylay? 2275.19 121.449 13050 P 1138.1 5.58
aminotransferase
IPSBEELIAAT_SALTY Aartate 2 TAQTPGGTGALR 96 12 5 33.98 b4*bdy3y7y8 1129.6 29.376 115012 | 565.30 2.70
aminotransferase
IPSBEGLIAAT_SALTY Aartate 3 | carbamidomethyl+C(4 VGACTLVAADAETVDR 254 16 4 25.38 HREfb11b12 1647.80 54.409 5346| |2 824.41 2.30
aminotransferase
IPSBEELIAAT_SALTY Aartate 4 GWLPLFDFAYQGFAR 204 15 3 17.98 b11b13y12 1787.88 117374 1465 | 2| 894.44 -4.98
aminotransferase
IPSBEBLIAAT_SALTY Aartate 5 ANYSNPPAHGASIVATILSNDALR| 280 24 6 25.98 b8°b8b14y6*y6y7 | 2452.28 98.298 16283 B 818.10 9.96
aminotransferase
IPSBEELIAAT_SALTY Aartate 6 AWEQELTDMR 304 11 3 35.87 b4b5b6 1391.64 70.588 3597 |2 6963 9.12
aminotransferase
IPSBEELIAAT_SALTY Aartate 7 QLFVNTLQEK 322 10 6 39.85 b3y3°y3y6*y6y7 1219.67 59.162 261| 2| 610.34 4.50
aminotransferase




IPSBEGLIAAT_SALTY Aartate 8 | carbamidomethy+C(4) VGACTLVAADAETVDRAFSQMK 254 22 3 w bob10y7 2340.15 72.958 7832| |2 117058 7.30
aminotransferase
IPSBEELIAAT_SALTY Aartate 9 LREEFGVYAVASGR 360 14 4 19.11 b6°b6b8y10 1553.8p 96.98 7155 | 2| 777.40 -4.16
aminotransferase
IPSBEELIAAT_SALTY Aartate 10 AWEQELTDMRQR 304 13 5 29.7 y6°yByy12+y12 1675.81 8296 | 3623 | 3| 559.27 -9.47
aminotransferase
IPSBBELIAAT_SALTY Aartate 11 GWLPLFDFAYQG 204 12 1 7.26 y10 1413.68 117.288 2189 |2 707395 .090
aminotransferase
'QaZRE”YA'E—S?;;Y UPF0345 protep MLQSNEYFSGK 0 11 4 24.11 b10y4y10y11 1303.6 49.267 31318 | 2 52.® 0.00
'QaZRE”YA'E—S?;;Y UPF0345 protep -, VLLPGTVEWK 53 10 4 33.7 y5y7y8y10 1141.65 70.960 30476 |2  BBL 7.16
'QaZRE”YA'E—S?;;Y UPF0345 prote 5 | 2 bamidomethyi+C(28) YTAGEVF'\'AVS':((E(H:;EFHLQVAEP 63 29 3 11.47 b7bldy7 3277.61 104.291 6033 |3  1093.p1 11.32
'QaZRE”YA'E—S?;;Y UPF0345 protep LQSNEYFSGK 1 10 3 26.71 bay3y9 1172.56 97.034 1691 1 117256 1.67-
IP2390SIDGAL_SALTY D-galactose-| SSIPVFGVDALPEALALVK 250 19 9 47.3g | P47PADBDODLAYAYIAYIBNL 056 1 108.347 46864| P 963.55 3.68
binding periplasmic protein 9
- - 0 1y
IP23905IDGAL_SALTY D-galactose 2 SGAMAGTVLNDANNQAK 269 17 10 42,37 | PEPODOYAYOVIONIZYIZY o g 45.937 38262 2 83L.40 4.92
binding periplasmic protein 17*y17
IP23905IDGAL_SALTY D-galactose- | 4 ALAINLVDPAAAGTVIEK 84 18 8 246 | b3yly2eyoyryliylayis| 1m0l 80.364 27232 | 2 88351 4.98
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | IEVVIANNDAMAMGAVEALK 226 20 7 19.56 | b2°b2blobl2y2yloyl2| 2059.07 90.053 9589 687.03 5.57
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | g ELNDK 187 5 1 13.14 v3 618.31 80.586 14702 |1 61831 -0.20
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | ¢ GONVPVVFENK 104 11 6 50.39 b5*b5b6b8ydyS 1248.6 58.991 am4| 2| 624.83 -15.93
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | MDAWLSGPNANK 214 12 3 22.09 b3b6y4 1303.64 57.438 1762 |2 .8®2 21.07
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | g GIQTEQLALDTAMWDTAQAK 192 20 4 14.24 b8b10*H10y9 2191.08 8486 1508 | 3] 73102 7.13
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | g SAPDVQLLMNDSQNDQSKQNDQ| - 5, 29 4 21.88 b9b10y15+y15 3227.57 94.012 5435 3 10763  24-4.
binding periplasmic protein DVLLAK
IP23905IDGAL_SALTY D-galactose- |, , DGKSAPDVQLLMNDSQNDQSK 49 21 3 13.75 b6b12y4 2290.05 590 6942 | 3| 764.02 -3.41
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, ALDSYDKAYYVGTDSK 120 16 5 34.84 y5y6yBy12°y12 1795.85 833 4710 | 2| 898.43 12.03
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, Phosphoryl STY(L2) VPYVGVDKDNLSEFTQK 315 17 4 27.1 B95y10 2018.95 67.975 9375| B 673.65 5.38
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, 4 Oxidation+M(4) SGAMAGTVLNDANNQAK 269 17 3 16.17 b4b10y3 1677.80 45.040 8868 L 420.21 8.37
binding periplasmic protein
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 7 55.62 b2b5y2y3y5y7y8 1054.58 319280 o028 | 2| s527.79 -8.22
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain IQQAFFGLFTGETEDK 284 16 3 25.38 yay12y13 1830.9 78.553 583 | 2| 915.95 4.07
amino-acid aminotransferase




IPOALASILVE_SALTY Branched-chain 5 AGGNYLSSLLVGSEAR 160 16 4 17 b7°b7b1ly4 1593.81 91.708 503| 2| 797.41 8.12
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain DGVLFTPPFTSSALPGITR 204 19 3 14.8 b6y13y15 1976.05 92.97p 9933 | 2| 98853 0.43
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain o SVDGIQVGEGR 266 11 3 24.11 b10y4y7 11165 27.38( 711 2 m8| 022
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain ADYIWFNGEMVR 5 12 4 22.09 b6b8y5°y5 1500.71 68.412 s00d |3 o0sa 13.75
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain | -0 o idgomethyl+ (1) FPVSQSIDELMEACR 69 15 26.46 ti@h7 1781.84 69.836 3189 | P  891.42 12.19
amino-acid aminotransferase
[POALASIILVE_SALTY Branched-chainf AAPNTIPTAAKAGGNYLSSLLVGS| o . 5 2263 L3bab7 2620.3] 61799 o5l |2  1315ho oo
amino-acid aminotransferase EAR
IPOALASILVE_SALTY Branched-chainy o |CarbamidomethyhC(14) Lo/ 505ipE MEACRDVIR 69 19 5 42.6 b7b8b10b11y9 2281.09 207. | 104934 | 2| 114105 -1.61
amino-acid aminotransferase ;Oxidation+M(11)
IPOAALSIOMPR_SALTY Transcriptiongl QANELPGAPSQEEAVIAFGK 122 20 5 22.41 b5b8°b8b10y15 2086.0  68.476 6365 | 2 1028.54 14.84
regulatory protein ompR
IPOAALSIOMPR_SALTY Transcriptiongl YIQTVWGLGYVFVPDGSK 220 18 6 26.36 b4°b4b6b7°b7y4 2029.0f 117.686 3180 | 3  677.03 14.02
regulatory protein ompR
IPOAALSIOMPR_SALTY Transcriptiongl 5 SVANAEQMDR 32 10 3 36.71 b4b5b6 1120.53 117.504 1746 1 1®0p 2037
regulatory protein ompR
IPOAALSIOMPR_SALTY Transcriptiondl ;| oo idomethyl+C(2])  ESFHLMVLDLMLPGEDGLSICH 46 22 4 29 y3y6y12°y12 2532.26 71.790 1648| |3 8447 13.59
regulatory protein ompR
IPOAALSIOMPR_SALTY Transcriptiongl o MQENYKILVVDDDMR 0 15 4 24 b8hOy12%y12 1868.91 88.905 5143 |2 934.96 12.67
regulatory protein ompR
o . 1 1o .
IPOAALSIOMPR_SALTY Transcriptiongl SQSNPMPIMVTAKGEEVDR 71 20 10 37.23|PEDEPIIDILYEVIYSYEY )5 09 136.299 5045 | P 1101.54 -1.66
regulatory protein ompR 8y9
IPOAALSIOMPR_SALTY Transcriptiongl 7 YLTEQGFQVRSVANAEQMDR 22 20 3 14.24 b8b13y4 2342.14 97221 1646 | 2| 117157 9.28
regulatory protein ompR
|POAA19|OMPR_SALTY Transcriptiong| 8 Cart?am.ldornethyHC(Z ) LTRESFHLMVLDLMLPGEDGLSI 42 26 5 22 64 b8y3ydy8°y8 3031.58 136.314 9298 3 101119 48
regulatory protein ompR ;Oxidation+M() CR
IPS5900]SERC_SALTY Phohoserine| AQVFNFSSGPAMLPAEVLK 1 19 7 31.34 b7*b7b8b12y3y6y19 206, | 91.585 30927 | 4 1003.53 5.84
aminotransferase
'P55900Eiﬁcot—rinAsL;L:ehc’hose””e 2 | carbamidomethy+C(7) LAQQELCDWHGLGTSVMEISHR 20 22 8 as. | b3b5beblOy6y7yl3y22|  2567.24 128.373 1203 3 856.42 8.8
IPS5900|SERC_SALTY Phohoserine| 5 ALTDFMIDFER 348 11 4 24.11 b5y2y3y9 1357.65 90.909 975d |2 839 0.18
aminotransferase
IPS5900]SERC_SALTY Phohoserine| GKEFIQVAEEAEQDFR 42 16 5 17 b10b13y6*y6y16 1895.9 52204 5325 | 3| 632.65 7.92
aminotransferase
IPS5900]SERC_SALTY Phohoserine| AELLYGVIDNSDFYR 272 15 4 25.55 b6b12y5y11 1774.81 108.498 2145 | 2| 887.94 0.41
aminotransferase
IPSS900]SERC_SALTY Phohoserine| ITVDGK 122 6 1 1355 b4 632.36 28.285 1267 |1 632.3 -8.49
aminotransferase
IPS5900|SERC_SALTY Phohoserine| 7 MNVPFQLADNTLDK 297 14 3 24.55 bey8y9 1605.82 68.909 1209 3 535.95 16.95
aminotransferase
IPSS900]SERC_SALTY Phohoserine| ¢ MAQVFNFSSGPAMLPAEVLK 0 20 6 56.45 b4b5b6b8b10b11 2137.06 90.164 417 | 3 713.02 11,77
aminotransferase
IPS5900|SERC_SALTY Phohoserine| ¢ EFIQVAEEAEQDFR 44 14 3 19.11 b12ydy7 1710.8 72.909 381 3 70.% 17.41
aminotransferase
IPSS900|SERC_SALTY Phohoserine| | oo idomethyl+C(4) VLFCHGGGR 68 9 4 44.6 b5b7ydy5 2108 114.753 1721 | 1 1002.48 -9.01
aminotransferase




IPS5900]SERC_SALTY Phohoserine| AQGGVAAMHK 257 10 5 52.2 b7b9y4dy5y8 969.50 70.548 1704 |2 ass. 5.92
aminotransferase
IPSS900ISERC_SALTY Phohoserine| AELLYGVIDNSDFYRNDVAQANR| 272 23 3 12.94 bab14y5 2643.2d  9.324 19976 | 3  881.76 -6.56
aminotransferase
IPSS900|SERC_SALTY Phohoserine| 5 ASIYNAMPIEGVKALTDFMIDFER | 335 24 5 19.27 b6ySy7°y7yL7 31.34 121.423 3819 | 2 1366.17 411
aminotransferase
IPS5900|SERC_SALTY Phohoserine| SRMNVPFQLADNTLDK 295 16 3 17 bl4y6ys 1848.93 107.428 3189 2 | 924.97 112
aminotransferase
IPS5900|SERC_SALTY Phohoserine| ¢ Phosphoryl STY(8) AQVFNFSSGPAMLPAEVLK 1 19 3 14.8 b4ty 2086.03 136.448 1693 | p 104352 13.46
aminotransferase
IPS5900|SERC_SALTY Phohoserine| o Oxidation+M(12) AQVFNFSSGPAMLPAEVLK 1 19 3 21.76 b8b b 2022.06 66.689 1527 | B 674.69 12.01
aminotransferase
% | % |
[P52616|FLIB_SALTY Phase 2 flagell 1 AQILQQAGTSVLAQANQVPQNVL| 79 27 12 34,59 | P2"D2b3"D3DSLTLOYIYAYD 00 64 105.857 81419| B 954.21 0.17
) SLLR y13y27
[P52616|FLJB_SALTY Phase 2 fIageIIi|\ 2 SQSALGTAIER 20 11 5 311 b2y6y8ydy1l 11325 41.869 42239 | 2 66.8 5.17
|P52616|FLIB_SALTY Phase 2 fIageIIi|\ 3 INSAKDDAAGQAIR 37 16 5 48.06 y3ydy5y6y16 1614.84 30.442 42220 |3 53894 6411
[P52616|FLJB_SALTY Phase 2 fIageIIi|\ 4 VSGQTQFNGVK 125 11 7 36.46|  b2bdySyoy10%y10y1]] 1164.60 a30 | 40663 | 2| s82.80 3.46
|P52616|FLIB_SALTY Phase 2 fIageIIi|\ 5 AQVINTNSLSLLRGLNK 1 19 8 21.76 | blb2*b2y2y7ylSyl7yld  2085.14 74.502 Fsq 2| 1043.07 2.69
[P52616|FLIB_SALTY Phase 2 fIageIIi|\ 6 TEVVTIDGK 381 9 4 30.28 b3°h3b6y5 961.51 52.250 11830 |2 4814 -13.90
|P52616|FLIB_SALTY Phase 2 fIageIIi|\ 7 TAANQLGGVDGK ®6 12 6 50.8 bab7bOydy5y12 1130.5¢ 35.103 11368 | 2 565.19 3.8
P52616|FLJB_SALTY Phase 2 flageli 8 ELAVQSANSTNSQSDLDSIQAEIT| - oq 26 4 12.06 bOy3*y3y6 2805.36 70.001 2020 |2  1403.18 3.31
QR
P52616|FLJB_SALTY Phase 2 flageli 9 NANDGISIAQTTEGALNEINNNLQ | 5¢ 25 6 30.98 b6bob12b14y5 2670.3] 127.14p 63916 | 3  8o0f8 .29 2
R
[P52616|FLJB_SALTY Phase 2 fIageIIi|\ 10 TIEGGYALK 328 9 3 38.06 b3bab6 951.51 43.622 33701 |2 47626 983
[P52616|FLIB_SALTY Phase 2 fIageIIi|\ 11 AYANNGTTLDVEBDAAIK 189 20 6 4536 |  bl3bldyyllyl5yl6 2008.9 73.934 280 | 3| 670.32 17.14
[P52616|FLJB_SALTY Phase 2 fIageIIi|\ 12 YFVTIGGFTGABA 234 15 4 29.2 b7yByoyl4 1517.78 59.481 16138 [3  506.60 13.76
[P52616|FLIB_SALTY Phase 2 fIageIIi|\ 13 AQPELAEAAAK 403 11 3 35.87 b3b5b9 1098.57 86.560 995 |2 5891 -11.00
|P52616|FLIB_SALTY Phase 2 fIageIIi|\ 14 DTPAVVSADAK 288 11 4 311 b7°b7b9b10 1073.54 71.938 5413 |2 7.8 5.23
[P52616|FLIB_SALTY Phase 2 fIageIIi|\ 15 NGDYEVNVATDGTLAAGATK | 249 22 3 13.32 b10y5y15 2167.09 66.237 2739| |3 7m0 17.80
% | O] *|
[P52616|FLIB_SALTY Phase 2 flagell 16 NALIAGGVDATDANGAELVKMSY | 5qq 26 10 30.g1 | P8"P3PLODIODIADIADIS ) 59 76.219 83205| %  656.83 121
TDK *b15y3y14
[P52616|FLJB_SALTY Phase 2 fIageIIi|\ 17 QINSQTLGLDSIOKAYDVK 161 21 5 29.81 b3b7b8*b8b10 2334.22 90.014 9221 |3 872 471
[P52616|FLJB_SALTY Phase 2 fIageIIi|\ 18 AAGHDFKAQPEEAAAK 396 18 5 32.35 b10b11°b11b13b15 1824.9p 82.98 5534 | 2 2.9 0.07
|P52616|FLIB_SALTY Phase 2 fIageIIi|\ 19 AKTTSYTAADGHKT 355 14 3 26.89 b3bab7 1415.71 38.751 3599 |3 47257 2.84
[P52616|FLIB_SALTY Phase 2 ﬂageuiL 20 TEVVTIDGKTYSK 381 15 4 26.06 b3°b3b5b6 1625.8¢ 84.959 1562 | 3 542.62 45
'POAZBQ"RS;&?QETSY??’OS ribosomall WIVEAAR 102 7 6 40.25 bly4°ydy5yey7 844.46 50.462 5063 2 a2 -10.91
'POAZBQ"RS;&?QETSY??’OS ribosomall FVNILMVDGKK 25 11 3 311 yaydy7 1263.70 67.425 43254 |3 42191 927
'POAZBQ"RS;&?QETSY??’OS ribosomall 4 STAESIVYSALETLAQR 36 17 8 227 | b7blayory2y3yeryeyll 1888 108.088 23741 | 3 613.65 1321




'POAZBQ"RS;FC?QETS\;?’OS ribosomal FGSELLAK 17 8 4 40.66 y3y6°y6y7 864.47 51.616 7666 2 43278 11.37
IPOAZB3IRS_SALTY 30S ribosomal NALAMR 9 6 1 13.55 y5 675.36 36.004 6319 [t 675.3 -0.81
protein S7
'POAZBQ"RS;FC?QETS\;?’OS ribosomal LANELSDAADNK 119 12 4 26.07 b3y7y8*y8 1260.59 91.707 1681 |1 26059 -10.46
. . .
IPOAZBS|RS7_SALTY 30S ribosomal LANELSDAADNKGTAVK 119 17 13 103.g | 3PA"DADSYSYSYBYOYIO1 1716 gg 39.063 148432 B 572.96 -12.16
protein S7 y10y12y13y16
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal DATGIDPVSLIAFDK 170 15 9 45.23 | b2b3°b3babsy2y3yloyls 19 88.181 44224 | 2 78141 0.16
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal VVMTADAVK 185 9 5 57.22 b2y3ydyey7 933.50 36.546 26235 |2 am. 6.54
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal MELVLKDAQSALTVSETTFGR 0 21 3 13.75 bay5y12 2206.15 92.546| 1550 | 2| 114858 1425
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal DFNEALVHQVVVAYAAGAR 21 19 3 21.76 b6b8b10 2030.03 54771 ee | 3| 677.35 -8.18
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal SGGVTFAARPQDHSQK 79 16 3 23.54 b10b11y13 1685.40 93.65 6422| 2| 843.40 2216
IP60726]RL4_SALTY 508 ribosomal SGGVTFAARPQDHSQKVNK 79 19 14 74.53|P4"0AD8DBOIDIDIODIZYT o o ) 136.266 81275| b 1014.01 -11.32
protein L4 *y7y8*y8y9°y9
[P6O726RL4_SALTY 50S ribosomal DATGIDPVSLIAFDKVVMTADAV 170 ) . 1007 b3b5bBYE 476,24 102.42 s s swlo e
protein L4 K
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal VVMTADAVKQVEEMLA 185 16 7 51.12 b5b7b8b12y5y6°y6 1733.84  95.035 5050 | 2|  867.44 -0.49
IPOA7Z7IRPOA_SALTY DNA-directed LVDIEQVSSTHAK 12 13 4 33.82 b7y3y5yll 1426.74 45.445 500813 | 476.25 -11.89
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed Carbamidomethyl+C(8 LLVDACYSPVER 170 12 8 65.4 b2b %y 8y9y10 1421.71 59.123 48754 |2 711.34 0.26
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed Carbamidomethyi+c(g) \-SSMPCCAVTEVEIDGVLHEYS | 26 3 12.06 b10y12y19 2848.41 91.637 1225 3 950.14 1.2
RNA polymerase subunit alpha TK
IPOA7Z7IRPOA_SALTY DNA-directed EGVQEDILEILLNLK 71 15 5 26.06 b2b3b7°b7b8 1725.94 124.005 10116 | 2| 863.48 .77
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed LVIEMETNGTIDPEEAIR 200 18 4 26.36 b8b14b15y11 2030.0p B 28481 | 3| 677.36 20.45
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed AEAIHYIGDLVQR 271 13 4 27.94 b3b4°babll 1484.83 43.364 330 | 2| 74291 19.98
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed GYVPASTR 150 8 3 35.89 b7y3y5 850.43 28.240 560 |2 42572 5612,
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed GYVPASTRIHSEEDERPIGR 150 20 4 22.41 b9b11b13y10 2269.13 9.1% 43651 | 3  757.05 1.18
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed Carbamidomethyi+C(4 SANCLKAEAIHYIGDLVQR 265 19 5 2344  b3b10*b10bldy12 2158.09 98.412 4116 |3 720.08 -8.49
RNA polymerase subunit alpha
I R
IPOA2CSIRBSB_SALTY D-ribose-bindin ILLINPTDSDAVGNAVK 84 17 15 91.04 |P2D3DADSYLY2yLOVLLY1ZE: 09 o 70.639 58502| P 870.48 175
periplasmic protein y12y13*y13y14*y14y17
IPOA2CS|RBSB_SALTY D-ribose-bindin LAATIAQLPDQIGAK 253 15 4 17.98 b3y7yoy15 1509.85 66.023 2| 755.43 -6.55
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-bindin IAGDYIAK 135 8 4 35.89 b7ydy7y8 850.46 35.830 11227 |2 4257 7.46
periplasmic protein




IPOAZCS|RBSB_SALTY D-ribose-binding ADVMVVGFDGTPDGEK 231 16 6 28.1 | bl2ylly13eyidyldeylh 1686 63.388 7657 | 4 s818.89 10.22
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ELANVQDLTVR 70 11 3 24.11 b4b10y8 1257.67 57.538 6608 |2 629.3 -6.70
periplasmic protein
IPOA2CSIRBSB_SALTY D-ribose-binding VIELQGIAGTSAAR 150 14 4 44.51 y5y6yoy10 1385.77 58.696 g17 | 2| 693.39 -4.93
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding 7 AGEGAK 144 6 1 13.55 y5 532.28 28.337 7796| |1 5322 12.61
periplasmic protein
IPOA2CSIRBSB_SALTY D-ribose-binding ¢ FNVLASQPADFDR 178 13 4 27.94 y3y11y12°y12 1479.74 105.95¢ 2054 | 2| 740.37 12.13
periplasmic protein
IPOA2CSIRBSB_SALTY D-ribose-binding ¢ FNVLASQPADFDRTK 178 15 3 17.98 b13y7y1ll 1708.87 86.694 ®57| 2| 854.94 5.50
periplasmic protein
IPOA2CSIRBSB_SALTY D-ribose-binding Phosphoryl STY(7) ILLINPTDSDAVGNAVK 84 17 4 16.17 b8hB3y9 1819.93 82.774 2557 B 910.47 8.59
periplasmic protein
IPOA2CSIRBSB_SALTY D-ribose-binding | AGDYIAK 136 7 1 9.6 b5 737.38 35.881 2114 f 737.34 2.32
periplasmic protein
'POASBBWBAB—Syﬁ:EY UPFO133 proteln MASVSSGMQLPPGFK 91 15 5 17.98 b13yly5yl1ly15 1536.16 86.56) 30525 | 2| 768.88 4.77
|P°A858|YBAB—Syﬁ';TBY UPFO133 proten MQEEIAQLEVTGESGAGLVK 23 20 3 21.03 b10b14b16 2089.04 06 6498 | 2| 1045.02 -6.19
[POASBSIVBAB_SALTY UPFO133 protefi VEIDPSLLEDDKEMLEDLVAAAFN| 28 3 1163 b10y6y12 2089.46 126.800 2160 |2 77342 111
ybaB DAAR
|P°A858|YBAB—5£';TBY UPFO133 protefn EMLEDLVAAAFNDAAR 66 16 5 30.56 b13b14y5°y5y8 1735860 98D 1666 | 2| 868.43 14.49
|P°A858|YBAB—Syﬁ';TBY UPFO133 proteln ¢ EKMASVSSGMQLPPGFK 89 17 7 49.36|  babsb7b13b13yoylp  1983| 64810 | 124382| 3  897.46 13.13
'POASBBWBAB—Syﬁ:EY UPFO133 proteln ¢ GGLGNLMKQAQQMQEK 4 16 6 27.43 b5y5y7°y7yo*y9 1760.89 1683 2275 | 2| 880.95 5.06
|Q82P2°|TR§/;E§Q£Y Periplasmic 1 VAAAAQAHLLQPGGLATTSVK 428 21 4 24.51 b4b5b9y10 2004.11 541 19379 | 3| 668.71 -7.49
—— T v
IQ8ZP20[TREA_SALTY Periplasmic | TFADAIPNSDPLMILADYR 68 19 10 29.12 |P6°PBPISDIIDIEY2YSVRY )55 g 101.976 15275 B 1062.0 6.90
trehalase 13*y13
|Q82P2°|TR§/;E§Q£Y Periplasmic 3 SNPNRPATEIYR 296 12 3 26.07 b8y6y7 1417.73 33.471 4780 | 2 3Iw9.| 387
|Q82P2°|TR§/;E§Q£Y Periplasmic | TTTIAPVDLNALLYQLEK 335 18 3 15.44 b6b11y8 2003.07 85.425| 6@ | 2| 1002.04 -20.05
|Q82P2°|TR§/;E§Q£Y Periplasmic 5 SQPPFFAFMVELLAQHEGDDALK| 212 23 3 12.94 b9y10y13 2590.2p 28103 3563 | 3|  864.08 -16.12
|Q82P2°|TR§/;E§Q£Y Periplasmic | ¢ DTPRPESWVEDIATAK 280 16 3 17 b12y8y10 1814.9 112.72] 35282 | 907.95 5.18
IQ8ZP20[TREA_SALTY Periplasmic 7 TYYLSR 206 6 1 13.55 b4 802.41 37.886 1825| |1 802.41 -1.06
trehalase
|Q82P2°|TR§/;E§Q£Y Periplasmic 8 FLTNVQHTYDREK 486 13 3 20.46 b4b11y5 1650.83 83.536 25414 | 3550.95 3.99
|Q82P2°|TR§/;E§Q£Y Periplasmic | - o ASAAAGDRAK 357 10 3 337 yay5y9 917.49 19.985 10109 |2  459.26 655
IQ8ZP20[TREA_SALTY Periplasmic | DTPRPESWVEDIATAKSNPNRPAT 580 28 4 22.18 b7b9b10y13 3213.61 125.75% 7658 | 3 107188 7.9
trehalase EIYR
|Q82P2°|TR§/;E§Q£Y Periplasmic | SNPNRPATEIYRDLR 296 15 4 26.06 b5b7*h7b8 1801.9p 00.128 7842 | 2| 901.46 -14.29
|Q82P2°|TR§/;E§Q£Y periplasmic |, Phosphoryl STY(4) DQLTAAALFPLYVNAAAK 405 18 3 22.84| Db1BI3PO4 b13ylayls|  1956.97 122.331 2853 |2  978.99 -3.1
|Q82P2°|TR';/;E§Q§;Y Periplasmic | 1 Oxidation+M(13) TFADAIPNSDPLMILADYR 68 19 3 21.76 b4bT® 2139.04 | 102.916 35704 B 713.68 -1.37
'Q7CPD8|Y'FE—S$LETY UPFO438 protein AESFTTTNR 1 9 5 54.21 yAy5y6yTy9 1026.49 27.404 77 |2 =\37 o048
'Q7CPD8|Y'FE—S$LETY UPF0438 protein GEREPVTDAER 65 11 7 24.11 b2°h2b6°b6y3°y3y5 1258.61 22528 3264 | 2| 629.81 6.89




'Q7CPD8|Y'FE—S$LETY UPFO438 proten 4 MAESFTTTNR 0 10 3 28.47 boy6y7 1157.54 97.296 1136p |2 579.48 5.5
'Q7CPD8|Y'FE—S$LETY UPFO438 proten AESFTTTNR 1 9 0 1.65 1008.48 27.428 2406 |2 504.74 8.23
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| TVPMFENEALAELNK 45 14 5 27.69 b2y3y5y12y14 1576.81 84.646| 18032 | 2| 788.91 3.87
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| MATVSMRDMLK 0 11 7 2411 | baylyeeyeylocyloyll|  1282.63 505 | 48018 | 3| 42821 -3.33
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall 5 | o hamidomethyl+C(6 EAANSCDQFFVNHR 81 14 5 30.4P bayTyB 1694.72 47.369 41103 B 565.58 -9.65
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall EANNLG'TXECA;R/DD;ZEDPDGVDF 174 34 13 30.89 b5°b5;2i31°4371;t;733fy8*y3 3569.75 104.757 26771 B 1190.5 2.94
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| LKDLETQSQDGTFEK 113 15 5 25.55 b7boydy6y15 1738.87 30073 4459 | 2| 869.04 14.04
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall ¢ YWNPK 21 5 1 13.14 b3 707.34 34.529 16944 |2 35418 -9.41]
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| ILFVGTK 66 7 3 40.25 y3y5y6 777.48 57.215 13841 |2 389.24 3.5
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g AGVHFGHQTR 11 10 3 28.47 b6b7y4 1109.56 109.77 159 1 19k -1.21
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g DLETQSQDGTFEKLTK 115 16 4 17 b3b13y14°y14 1839.9) 80.914 1282 | 2| 92045 2.45
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall ) TVPMFNEALAELNKISAR 45 18 4 24.6 bob12b17y3 2004.03 104 6261 | 2| 1002.52 -14.07
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall NEALAELNK 50 9 0 37 1001.52 84.629 3199 | P 501.26 -9.45
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtT” 1 GIEGASLDVPDEFVHSGK 72 18 5 26.36 b2b11y3y10y11 1856.49  .069 40313 | 3| 61964 5.13

'QSZRCQWAJQ—?@AJ.LQTY UPF0234 pm“f” 2 VLSESDFQVNQLLDILR 49 17 4 33.49 y3ydy13y15 1989.0¢ 10836 31117 | 2| 995.04 6.87
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” 3 TWYVEAK ) 7 4 37.24 b6y3y4dy7 896.44 23.825 16704 |2 448.7R 101
'QSZRCQWAJQ—?@AJ.LQTY UPF0234 pm“f” 4 PSFDIVSEVDLQEAR 1 15 5 36.47 yBy7°y7y10y12 1704.8p 84.494 5008 | 2| 852.93 7.73
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” 5 QGIESAVQK 99 9 4 30.28 baya*yay6 959.53 30.100 19554 |2 48027 17.05
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” 6 GVEATIELNDANK 33 13 3 20.46 b7b10y5 1373.70 97.225 3049 |2 788 7.29
|Q82RCQ|YAJQ_§,;ISY UPF0234 proidn GIEGASLDVPDAEIEVHSGKTWYVE o . 1 o115 b4b9b12b1i3())/3y4y6°y6y7 734,35 90.024 o175 01212 67
'P26219|CD':)}foAp"hTOT1§§SZ'diacy'g'ycer°' 1 YGHDIPDSAVSLAINSR 112 17 5 27.17 b5b6b15y11y17 181492 287 34380 | 3| 60565 11.77
'P26219|CD':)}foAp"hTOT1§§SZ'diacy'g'ycer°' 2 |carbamidomethyl+C(1 L?QDHLH'H'SC'R: DVREQLDNDLT) 4, 26 3 21.83 b7y8y9 3167.58 93.514 6934 |4  792.65 1.39
'P26219|CD':)}foAp"hTOT1§§SZ'diacy'g'ycer°' 3 HGPLQYLLMPTYR 68 13 7 39.04 b2b6y2y3y4°ydys 1588.84 7@64| 6284 | 2| 794.92 5.92
'P26219|CD':)}foAp"hTOT1§§SZ'diacy'g'ycer°' 4 SPFMMLAEEVPEAR 188 14 5 30.49 b7b11b12y11y14 1606.77 m3| 3020 | 2| 803.89 6.00
[P26219|CDH_SALTY CDP-diacylglycerpl | Carbamidomethyl+C(7|EIVLEQCLPDQLQHQNPAPCAEVH o 26 . 1563 |  babebiobloyoyes  3060.51 133868 1005 | 3 sae2| a7

pyrophohatase Carbamidomethyl+C(20) PR

'P26219|CD':§OApLhTOT1§§SZ'diacy'g'ycer°' 6 'NGTESPLLLEPQTPNFFWLAWQA 81 25 3 12.31 b3b5y11 2871.49 97.473 4897 |4 71843 3.6
'P26219|CD':);foAp"hTOT1§§SZ'diacylglycer°' 7 GYMSK 106 5 1 13.14 y4 585.28 79.583 4671 |1 =852 11.78
'P26219|CD':);foAp"hTOT1§§SZ'diacylglycer°' 8 |Carbamidomethy+C(18) NLLTFNRASAEEIQDHSCAILSSR 227 24 3 22.9 y10y12y13 2732.34 98.925 2375| |4  683.84 0.80
'P26219|CD':);foAp"hTOT1§§SZ'diacylglycer°' 9 Oxidation+M() SPFMMLAEEVPEARDHMGR 188 19 3 14.8 b6b11y7 218.98 97.013 8415 | 4 55550 -10.89




|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 1 SLNFLDFEQPIAELEAK 1 17 3 24.82 y5yl4y15 1964.07 108.33 489 3 655.34 9.45
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 2 FNMPIITFIDTPGAYPGVGAEER 152 23 7 41.7 b5b10y8°y8y11y13y 2495.25 113.848 9392 B 832.42 10.18
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 3 LAFDEFDELAGDR 80 13 3 20.46 b5y3y9 1497.68 40.099 9507 2 .389 -1.96
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymle
A carboxylase carboxyl transferase subynit 4 APLAAEAMGIIAPR 243 14 3 19.11 b8b10y13 1380.75 45.051 4891 2 690.88 -11.49
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymnle " )
A carboxylase carboxyl transferase subynit 5 Carbamidomethyl+C(1 Y NMLQYSTYSVISPEGCASILWKS 216 27 14 79.4 b3b4b6b8?9b10 t:lObll b 3047.50 133.852 36176 f 762.63 5.61
alpha ADK 11y3°y3y5y6°y6
|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 6 FNMP”TFIDTSPSAA&EGVGAEERGC 152 31 3 11.2 b6b14y15 3307.64 80.350 9112 4 827.47 4.2
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 7 NFGMPAPEGYRK 130 12 3 29.29 b3b4b6 1366.65 14.71 579 3 .2856 -3.57
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 8 SLNFLDFEQPIAELEAKIDSLTAVS 1 26 8 47.02 | b6b7*b7b10b13b22b23)8 2906.49 71.99p 465 3 .5069 -7.06
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymle
A carboxylase carboxyl transferase subynit 9 QDEKLDINIDEEVHR 27 15 4 40.45 b5b6b7b12 1852.9 78.664 211| 2 926.96 -0.07
alpha
|POALC3|ACCA_SALTY Acetyl-coenzymnle
A carboxylase carboxyl transferase subynit 10 Oxidation+M(3) FNMPIITFIDTPGAYPGVGAEER 152 23 7 31.29 5H10°b10b15y6y8y16 2511.24] 87.847 1936 2 1256.12 6.71
alpha
'Plososlpli)mgi%ﬂ Bifunctional 1 EAVDFLHYYAGQVR 744 14 6 30.49 b3b4b13+h13y8y14 1667.84 B 37680 | 2| 834.42 13.03
[P10503|PUTA_SALTY Bifunctional DIVGWGREATESEVEQALQNAVN o )
orotai putA 2 OAPVWEATPPOER 670 36 6 1255  bBb10yS*ySy10%y10 4022.99 107.508 1256 4 615D 6.49
'Plososlpli)mgi%ﬂ Bifunctional 3 | carbamidomethyl+C(3) TVCEAVAAREGAIVSVQGFAR 1266 21 29 b8b12b16b17 2191.15] 88.777 1234 3 73L06 105
'Plososlpli)mgi%ﬂ Bifunctional 4 QFADLAQAGTQR 1161 12 8 35.9 | bochobli*bllyey7eyyi2 1&.| 62.969 11870 | 4 e53.34 9.44
'Plososlpli)mgi%ﬂ Bifunctional 5 GETVGAQLTADAR 834 13 7 29.41 b2b5°h5h9y3y8y13 1288.6f Al 6843 | 2| 644.84 12.31
'Plososlpli)mgi%ﬂ Bifunctional 6 GVMFTGSTEVATLLOR 849 16 5 34.84 b5b7°b7b11b12 170090  186. 6554 | 3| 570.64 4.07
IP10503|PUTA_SALTY Bifunctional 7 WQAKPVLEQPVADGEMTPVINPAl ¢, 26 5 25.41 b3b15y5y6y26 2844.4 106.131 642 3 04881 2411
protein putA EPK
'Plososlpli)mgi%ﬂ Bifunctional 8 LLENGANTSFVNR 556 13 4 20.46 bay2y5y8 1434.73 54.769 499 2717.87 757
'Plososlpli)mgi%ﬂ Bifunctional 9 |carbamidomethyl+C(10) VYTDVSYLACAK 459 12 6 40 bay 7oy BE12 1389.67 62.925 4049 | B 463.89 -4.92
IP10503|PUTA_SALTY Bifunctional 10 DALIR 181 5 1 13.14 v3 587.35 57.447 22066 |1 587.3% -8.42)
protein putA
'Plososlpli)mgi%ﬂ Bifunctional 11 LTTDIGPVIDSEAK 951 14 3 19.11 b7ydy6 1458.74 76.419 gasd |2 9wz -20.42
'Plososlpli)mgi%ﬂ Bifunctional 12 SLSVNTAAAGGNASLMTIG 1301 19 4 23.98 b6*b6b8bY 173487 3127 7457 | 2|  867.94 1.13
'Plososlpli)mgi%ﬂ Bifunctional 13 RPETDAVSMLMEQAR 100 15 4 17.98 b3°b3b7y10 1733.8p 48668 4786 | 3| 578.61 17.18
'Plososlpli)mgi%ﬂ Bifunctional 14 | carbamidomethyi+C(5) LNRPCR 532 6 13.55 y5 815.4% am.o7 3619 | 2| 40822 10.78




IP10503|PUTA_SALTY Bifunctional 15 DLYGEGR 609 7 3 37.24 b4b5y3 809.40 84.540 2764 |1 809.40 20.0p
protein putA
'Plososlpli)mgi%ﬂ Bifunctional 16 | carbamidomethyi+C(d) VLCLQDDIAEHTLKMLR 921 17 5 25.92 8th8h10b12y12 2055.08 94.883 25093 |2 1028.44 2.14
'Plososlpli)mgi%ﬂ Bifunctional 17 DLYGEGRINSAGLDLANEHR 609 20 3 22.37 b7yey7 2200.1 sass | 8238 | 2| 110055 12.10
'Plososlpli)mgi%ﬂ Bifunctional 18 AETLMAQPFDAVIFHGDSDKLR | 1244 22 5 17.98 b7°b7b11y6y9 B2 111.253 6671 | 3  821.08 2.08
[P10S03[PUTA_SALTY Bifunctional | o SPSLFVNAATWGLLFTGRLVSTH[ " 5 1 b7y7y15 258,70 56263 o52d |3 1086b1 o1s
protein putA NEANLSR
'Plososlpli)mgi%ﬂ Bifunctional | ) MGNPGRLTTDIGPVIDSEAK 945 20 3 14.24 b3b10y10 207107 990, 1634 | 3| 691.03 10.61
'Plososlpli)mgi%ﬂ Bifunctional | 5, Oxidation+M(5) AETLMAQPFDAVIFHGDSDK 1244 20 4 14.24 bByPy11y13 2208.04 54.996 34807 |3 736.69 7.08
IP10503|PUTA_SALTY Bifunctional |, MFTGSTEVATLLQR 851 14 1 7.25 b3 1553.80 90.230 8g86] |2 7774  3.06
protein putA
'POAZFOlRP(S)Sa?‘ELI;tEPA poymerage ;| hamidomethyl+C(1§) ELDGLSYEEIAAIMDCPVGTVR 149 22 4 7.98 b13b15y10y12 2438.15, 102.065 3851 |3 813.39 -1.30
[POA2FO[RPOE_SALTY RNA polymerage RPPSSDVDAIEAENFESGGALKEIS e * ]

SgmacE factor 2 N PENLMLSEELR 01 37 8 26.53 | b6b9°bobla*bldyeyl3ylls  4043.95 102.332 318 1348.66 175
'POAZFOlRP(S)Sa?‘ELI;tEPA polymerage RPPSSDVDAIEAENFESGGALK 91 22 3 13.32 b4b13y8 2289.10 83| 2125 | 2| 114505 0.64
'POAZFOlRP(S)Sa?‘ELI;tEPA polymerage Oxidation+M(9) EISNPENLMLSEELR 113 15 7 443§  b3b5°b5bBth10y6 1789.87 50.464 15045 |3 597.24 0.95
'POAZFOlRP(S)iSE?‘ELI;tEPA poymeraze o | hamidomethyl+C(11) SYEEIAAIMDCPVGTVR 154 17 1 7.83 4p1 1910.91 102.046 1683 | B 637.64 4.86

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg | MQLNSTEISELIK 0 13 6 27.94 b2y3y10y11y13+y13 1505.74 7687 | 37649 | 2| 753.40 3.89

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg QSVDQPVQTGYK 139 12 6 44.65 b12y7y8yoylly12 1349.67 38.82| 21213 | 2| 67534 271

IQ7CPELIATPA_SALTY ATP synthasq 5 ELAAFSQFASDLDDATR 401 17 11 67.02| P2DAPBOLLYLYAYyAyOy13y ) oee og 88.897 20377 2 928.04 5.85
subunit alpha 14y15

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg DSVGAVVMGPYADLAEGMK 68 19 3 14.8 bab6y14 1909.92 83.667 7 | 2| 955.47 10.10

IQ7CPELIATPA_SALTY ATP synthasq o ILEVPVGR 93 8 3 40.66 yAy5y6 882.53 52.393 35859 |2 44L7f 76.5
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ QYAPMSVAQQSLVLFAAER 434 19 4 20.48 b3b15y6y15 2109.09 ki 26233 | 2| 1055.05 4.86

IQ7CPELIATPA_SALTY ATP synthasq GYLADVELAK 453 10 4 26.71 b4b8y6°y6 1078.56 68.552 2565 2 oF® 12,11
subunit alpha

IQ7CPEL|ATPA_SALTY ATP synthasq o AVDSMIPIGR 151 10 3 26.71 b4bsy9 1058.57 38.782 1290 2 971 761
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o DHAPLMQEINQSGGYNDEIEGK 477 22 3 23.2 y7y8yll 2445.1 B’RD 9346 | 3| 815.71 1.90

IQ7CPELIATPA_SALTY ATP synthasg VTELLK 426 6 1 13.55 v4 702.43 40.189 7039| |2 35174 -9.56
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 1, EAFPGDVFYLHSR 283 13 5 29.41 b4°b4b8y8y12 1537.76 78.148 9847 | 2| 769.38 1.19

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasd 15 | carbamidomethyl+C(1) CIYVAIGQK 192 9 3 38.06 b5b6b7 101 | 74.158 4508 | 4  526.27 -21.59

IQ7CPEL|ATPA_SALTY ATP synthasg 5 GEDALIIYDDLSK 252 13 3 20.46 b7b10y5 1451.74 99.881 18001 |2 628 11.27
subunit alpha

IQ7CPELIATPA_SALTY ATP synthasg | , QLDHGQK 419 7 5 40.25 b3b6°b6Y6°y6 825.42 62.980) 1704 |2 am32 -6.21
subunit alpha

[Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV o i
subinit alpha 15 EAAPGVIDR 106 33 6 24.37 b27y6°y6y7y10y28 3263.7 84.243 4388 3 588  3.07

|Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN e )
subinit alpha 16 OSGGYNDEIEGK 463 36 4 225 b21yl1y12°y12 3950.84 97.013 4477 | 3 131763  74-0.




'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 4, GEDALIYDDLSKQAVAYR 252 19 3 23.98 b8b13b14 2140.06 708 4301 | 2| 107053 -13.80
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g DSVGAVVMGPYADLAEGMKVK 68 21 4 13.75 b6°b6y7y17 2137.04  0B62 2379 | 2| 1069.02 -12.80
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g RPPGREAFPGDVFYLHSR 278 18 39.8% b9b10y10y12y13 201  79.515 2342 | 2 1051.05 8.83
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 5, AARVNADYVEAFTK 300 14 17 107.33 bi;iig?;gg??;;’f;i;@%bl 1554.79 136.278 1962 | p  777.90 0.79
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg , Phosphoryl STY(10) ELAAFSQFASDLDDATRK 401 18 30.85  bBSHEb8°h8Y6Y7°y7 |  2064.95 136.234 16771 |3 688.9 14.6
|P66643|RSzFOSteA;TSY9305 ribosomal| SLEQYFGR 33 8 5 40.66 y2y3ydy6y8 999.48 60.629 72370 | 2 50035 -5.86
|P66643|RSzFOSteA;TSY9305 ribosomall -, GGGISGQAGAIR 68 12 6 33.98 b2b3y5y7y8y12 1043.5p 33.37 1874| 2| 522.28 351
|P66643|RSzFOSteA;TSY9305 ribosomal| AENQYYGTGR 1 10 6 33.7 b2°b2y4y5y8y10 1158.53 26.879 45220 | 2579.76 0.32
IP66643[RS9_SALTY 30S ribosomal| IVINQR 27 6 1 13.55 V4 742.45 28.488 12000 |2 3717 8.71
protein S9

|P66643|RSzFOSteA;TSY9305 ribosomall g AGFVTRDAR 100 9 3 30.28 bay7y8 992.53 85.452 165571 |2 496.7 911
|P66643|RSzFOSteA;TSY9305 ribosomall ¢ ALMEYDESLRGELR 85 14 3 19.11 b5b12y11 1681.84 90.034 1699 | 3561.28 10.31
|P66643|RSzFOSteA;TSY9305 ribosomall HGITRALMEYDESLR 80 15 3 26.06 b10b13b14 179088 104.53 196 | 2| 895.95 -0.55




