MAG6926 LC-MSrun 3: 6926 220709 1a2 03

- Peptide Peptide Peptide - -
. Peptide . A Peptide Precursor Retention . Precursor | MH+ Error
Protein name Rank Peptide Modification Seguence sequence | sequence | Matched Score By Matches MH+ (Da) | time (min) Intensity | z miz (ppm)
start L enath Products
o b2b3b4b5*b5b6*beyLy2yB
'POAlRGlD?;g;S'fULLT E;‘A’b'”d'”g 1 IAAANVPAFVSGK 70 13 24 181.33|ydy5y6y7°y7y8y9y10*y10y 1244.69 58.328 500331 P 622.85 -6.47
p P 117y11y12%y12y13
b2b3b4°b4b6°b6b7°b7b8h9
o b14b23b24b25b26b27y2)3
'POAlRGlD?;g;S:‘ULLT E;‘A’b'“d'”g 2 AALESTLAA'TFEGSTL?fGDAVQLVG 22 29 38 334.73| yay5yey7yl0ylly12+y12y 2966.57 114.152 566794 B 989.53 0.16
p P 14y15y19y20y21y22y23yp
4y25y26y29*y29
IPOALRGIDBHA_SALTY DNA-binding | - AALESTLAAITESLK 22 15 5 25.8 b2b3b6y5y7 1517.85 96.135 688 | 2| 759.43 1.93
protein HU-alpha
IPOALRG|DBHA_SALTY DNA-binding | -, TQLIDVIADK 3 10 5 41.68 b2y3y6y8y10 1115.62 64.819 20544 |2 s8m® 5.47
protein HU-alpha
IPOAIRGIDBHA_SALTY DNA-binding | - o EGDAVQLVGFGTFK 37 14 5 34.85 b10°b10b11b12°b12 1467.7 .66 3189 | 2| 734.37 6.99
protein HU-alpha
IPOALRGIDBHA_SALTY DNA-binding | - NPQTGK 61 6 1 13.62 b5 644.34 36.657 14871 |1 6443 0.66
protein HU-alpha
o b3b4b5°b5b6°b6*b6b12yB
IPOAIRGIDBHA_SALTY DNA-binding | 7 TQLIDVIADKAELSK 3 15 23 200.8 |ya°yay5eysy6y7°oy7yByacyd 1643.90 70.718 629947| B 548.64 -12.99
protein HU-alpha
y10y11y12y13
IPOAIRGIDBHA_SALTY DNA-binding | ¢ EGDAVQLVGFGTF 37 13 0 3.64 1339.65 54.613 32091 |2 6703 295.
protein HU-alpha
b2b5b6°b6*b6b7*h7b8b%b
|POA2H9|DSBA_SALTY Thiol:disuffide 10b12b14b15y2y3*y3ydyb !
ntorchange protein dabA 1 AAADLQLQGVPAMFVNGK 158 18 31 ATALN, o neyoeyloyt| 182996 79.867 182477 b 915.48 1.40
1*y11y12y13y18
e b2*b2b3b4b6*bEb15b25yR
|POA2H9|DSBA_SALTY Thiol:disuffide YQINPQGMDTSSMDVFVQQYAD d
ntorchange protein dabA 2 VK 176 25 19 90.03 |y3y4y5y6 y6g7*y7y9y12y‘ 2865.32 85.600 104293] B 955.78 4.26
e . .
IPOAZHOIDSBA_SALTY Thiokdisuffide | TQTVQSAADIR 116 11 15 98,19 |P2'P2DBDBDILY2Y3YSYBY[® 15 51 34.089 50006 2  595.31 421
interchange protein dsbA y7*y7y8y9y11l
IPOAZHOIDSBA_SALTY Thioldisulfide| ELTQAWAVAMALGVEDKVTVPL 88 28 6 26.84 b5°b5*b5b6b13b17 3043.6 115.80 360 3 10152 -2.41
interchange protein dsbA FEAVQK
IPOAZHOIDSBA_SALTY Thiokdisuffide | Oxidation+M(10) ELTQAWAVAMALGVEDK 88 17 3 23.72 y3y6y8 1,94 77.224 2345 | 3 616.65 11.23
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide| PAMFVNGK 168 8 4 48.14 b3b4b5b6 863.43 79.877 426 |1 8634 3.64
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | 7 QYADTVK 194 7 0 8.08 824.41 85.629 1984 © s824.41 9.62
interchange protein dsbA
. b2b4b6b7b8b12b13y1y2y3
'POAlHSlEFTU—S¢tTY Elongation facter AIDKPFLLPIEDVFSISGR 205 19 23 177.18 yay5y6°y6y7y8°y8yocydyl 2117.15 103.712 687115 B 706.39 -8.88
1y15y17y19
T *|
IPOAIHSIEFTU_SALTY Elongation factgr AGENVGVLLR 270 10 17 129.45| P2P30ADSTSDI0N2YBYANS ) )7 5o 55.046 564970 P 514.29 -9.98
Tu yey7*y7y8y9*y9y10




b2b3b4b5b6b7b8b9b12°h1
IPOAIHSIEFTU_SALTY Elongation factgr IELAGFLDSYIPEPER 188 17 30 284.912D1YLYSYSYASYOYEYTY o5 o3 101.086 472059 p 98152 6.22
Tu 8°y8y9y10y11y12y13y14y
14y15y17
4 b1°b1b2°h2b3°b3b4°babs
'POAlHSlEFTU—S¢tTY Elongation facter TTLTAAITTVLAK 25 13 24 168.11 |b5b6°b6b13y2y3ydy5y6yTy 1303.78 83.538 424505 b 652.40 0.37
8y9y10y11y13
b2°b2b5°h5b6°b6b7°b7bE°
T % |
IPOALHSIEFTU_SALTY Elongation factgr ELLSQYDFPGDDTPIVR 155 17 34 264.7| PEDBDOD12D13DIGYLYSYA o) o) 75.817 423214 b 982.99 6.15
Tu y5y6y7y8y9°y9y10°y10y1L
y12y13y14°y14*y14y15y1f7
T % |
'POAlHSlEFTU—S¢tTY Elongation facter QVGVPYIIVFLNK 124 13 10 76.53 |2 b3b4blié4y5y6y9y1” 1489.88 98.171 345803 P 745.44 115
b1°b1b2°h2b3°b3b4b5°bgh
6b7b8°b8b9°h9b10°b10b].1
[POALHSIEFTU_SALTY Elongation factgr TTDVTGTIELPEGVEMVMPGDNI | ., 04 a4 318,95| PLSDIEDLTDITDIBY2Y3NA o) 65 653 ssost0l b 127360 1141
Tu K y6°y6*y6y7°y7*y7y8y9°y9
y10y11y12y13y14°y14y1qy
16y24
'POAlHSlEFTU—S¢5TY Elongation factr g VGEEVENGIK 238 11 11 111.41 b2b3b5y3yi{5y7y8y9ylo 1171.65 58.991 134140 P  586.33 -5.00
. b2b3b4b5b8y2y3°y3y4y5{y
'POAlHSlEFTU—S¢5TY Blongation factr o | o hamidomethyl+C(1) ~ CDMVDDEELLELVEMEVR 137 18 21 160.0 5y6°y6y7y8°y8y11y12y13) 2224.01 105.298 121572| p 11125 11.42
14y18
'POAlHSlEFTU—S¢5TY Blongation facter | o4 rpamidomethyk+C(d) STCTGVEMFR 253 10 8 68.12 b2°b2yBy6y7y8 1187.52 51.475 120114 |2 594.24 -0.82
'POAlHSlEFTU—S¢5TY Elongation facter ALEGDAEWEAK 177 11 7 47.53 b2y4y5°y5y6yoy1l 121857 44731 66537 | 2| 609.79 2.00
'POAlHSlEFTU—S¢5TY Blongation facter 1, | -4 rpamidomethyk+C(7) HYAHVDCPGHADYVK 75 15 4 26.23 yay7y8 1768.77 34.433 7143 | B 590.26 -6.35
[POALHSIEFTU_SALTY Elongation factdr NMITGAAQMDGAILVVAATDGP % o7 . 2255 b8bOb13y8 770,51 126,08 258 s olods a8
Tu MPQTR
4 b3b5°b5b6b7°b7b13y3y4{5
'POAlHSlEFTU—S¢5TY Elongation facter MVVTLIHPIAMDDGLR 358 16 21 208.98 | y6y7y8yo°yoy10°y10y1lyl 1780.92 77.952 778687 B 594.31 -15.83
2y13y15
b3°b3b4°b4b9b10b12*b 12
IPOALHSIEFTU_SALTY Elongation factgr 5 GITINTSHVEYDTPTR 59 16 27 208.94 YSYAYAYSYOYTY8YO VYLD 405 g6 48.274 407746 B 601.96 -15.83
Tu y10y11°y11y12*y12y13
13y14°y14
'POAlHSlEFTU—S¢5TY Elongation facter o TVGAGVVAK 382 9 8 79.18 |  b3°b3b6°b6y3y5y7Y8 801.47 27443 7960 | 2| 40124 2125
'POAlHSlEFTU—S¢5TY Elongation facter EHILLGR 117 7 5 50.68 b3°b3y3ydy5 837.48 39.481 96576 |2 4492 -1858
'POAlHSlEFTU—S¢5TY Elongation facter o GYRPQFYFR 325 9 5 50.94 b3b4bSydy6 12335 58.40/ 64840 | 3 .8711| -17.81
'POAlHSlEFTU—S¢5TY Elongation facter 4 LLDEGR 264 6 2 26.85 yay5 702.37 25.861 2083 |1 702.3fF -9.21
'POAlHSlEFTU—S¢5TY Elongation facter TKPHVNVGTIGHVDHGK 8 17 6 26.15 b4°bay3y5y7°y7 1795.92 865 12078 | 4|  449.74 -18.15
'POAlHSlEFTU—S¢5TY Elongation factar GIIK 234 4 1 12.82 b3 430.30 43.602 4805| |1 430.30 3.05
'POAlHSlEFTU—S¢5TY Elongation facter -, HTPFFK 319 6 1 13.62 b 776.40 42.959 320 |2 3887 7.7




'POAlHSlEFTU—S¢tTY Blongation facter | 2 hamidomethyl+ C(Li VGVPY"VE\';E:\(A%S'\QVDDEELLE 124 31 4 22.04 b3y5°y5y6 3694.86 126.857 16630 | 3 1232p9 3.8
'POAlHSlEFTU—S¢tTY Elongation facter HTPFFKGYRPQFYFR 319 15 4 18.14 b3°b3b10y3 1991.01 50935 5328 | 3| 664.34 1.53
'POAlHSlEFTU—S¢tTY Elongation facter ARGITINTSHVEYDTPTR 57 18 6 44.33 y5°y5y8y9y12y14 203L.0| 93.047 2808 | 2 1016.01 -6.43
'POAlHSlEFTU—S¢tTY Elongation facter ¢ ALEGDAEWEAggERLAGFLDSY'PE 177 28 5 20.52 b3b5b7y10y13 3161.5 120.86p 1920 | 4 791h5  B4-1.
'POAlHSlEFTU—S¢tTY Elongation facter Phosphoryl STY(9) FESEVYILSK 304 10 4 42.8 b6b7y3y4 482 74.400 10112 | 2 64781 14.33
'POAlHSlEFTU—S¢tTY Elongation facter g Oxidation+M(1) MVVTLIHPIAMDDGLR 358 16 4 35.08 y3y7yogl 1796.92 72.589 27837 B 599.65 -9.65
'POAlHSlEFTU—S¢tTY Elongation facter Oxidation+M() TTDVTGT'ELPEISVEMVMPGDN' 334 24 3 12.71 b6b8y11 2562.24 77.244) 3002 |3 85415 3.43
'POAlHSlEFTU—S¢tTY Elongation factr 5, ENVGVLLR 272 8 0 2.02 899.53 55.086 3181 |2 450.21 -3.66
'POAlHSlEFTU—S¢tTY Elongation factar 5, PIEDVFSISGR 213 11 2 7.42 b6°b6 1219.6 103.706 2684 | 2 61082 -6.71
'POAlHSlEFTU—S¢tTY Elongation factar o, IELAGFLDSYIPEPE 188 16 0 4.85 1805.93 101.034 2243 |2  4p3. 6.35
'POAlHSlEFTU—S¢tTY Elongation facter 4 QVGVPYIIVFLNK 124 13 2 7.42 b6*h6 1472.84 98.156 1802| |3 46| 431
b2°b2b3°h3b4°b4b5°b5bgb
7°b7b8°b8b9b10012°b12b1
[POALS2|HNS_SALTY DNA-binding 3b14°b14b18b21yly2y3y4 !
orotom NS 1 EMLIADGIDPNELLNSMAAAK 62 21 43 32063 | 0 eytoyizuazy 221611 96.042 472643 P 1108.54 7.82
13y14y15°y15y16°y16y17
18y21
— .
IPOALSZIHNS_SALTY DNA-binding 2 YSYVDENGETK 96 11 12 100.41| P2POY2YAYSYBYTYBYOYOY 55 56 31.741 101886 P 652.78 -2.06
protein H-NS 10y11
IPOALSZ|HNS_SALTY DNA-binding 3 REEESAAAAEVEER 40 14 14 91.g3| P2PAP7*b7b10b12D1ZY2YA ) oo 2 30.789 52753 2 788.37 5.50
protein H-NS y5°y5y7y10y14
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 4 TWTGQGR 107 7 6 69.92 b4b5b6y3*y3y6 805.39) 46.460 16788 | 1 .35 -9.40
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 5 ILNNIR 6 6 2 26.85 bays 742.45 27.399 4919 |2 37173 -135
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 6 SEALK 1 5 3 26.44 b3b4°b4 547.30 42.294 371 |1 547.3p 117,
o . i
'POAlSZlHErit—eSi:hT,:SDNA binding 7 | carbamidomethyl+C(2)  ECTLETLEEMLEKLEVVVNER 19 21 16 158 b3§’/g§i’gﬁ’é§ﬂ$g§£3 2563.26 123.406 152733] B 855.09 -0.67
hi n %y %y
IPOALSZ|HNS_SALTY DNA-binding 8 YSYVDENGETKTWTGQGR 9 18 13 125,74 PBYAYSYBYBYBYLYIZYY - 501 g5 45.523 75035 B 697.65 5.49
protein H-NS 2y14y15y16y17
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 9 EML'ADG'DPNEELNSM‘ MAKSGTI 62 25 3 18.63 b4b11b15 2589.3 81.956 4963 | 3 863.18 9.9
'POAlSZlH;it—eSi:hT,: SDNA'b'”d'”g 10 | carbamidomethyi+C(d) AQARECTLETLEEMLEK 15 17 3 23.31 D546 2050.95 62.226 1659 | P 1025.9% -14.76
'POAlSZlHg‘fit—esi:hT;SDNA'b'”d'”g 11 Oxidation+M(2) EMLIADGIDPNELLNSMAAAK 62 21 4 20.52 yTy&y13y16 2232.11 90.660 15238| [2 1116.5p 10.83
b2b3b4°b4*bAab5°b5*b5hG°
b6*b6b7*b7b8*h8b10y1yR
) e
'POAlPOﬁiﬁ;{fﬁg%gggﬁ;fe“yde3 1 VINDNFGIEGLMTTVHATTATQK | 160 24 46 320.48 ;‘gﬁgﬁﬁﬁi’;ﬂgw 2574.32 97.117 488491 B 858.78 -1.80
y16y17y18y19y20y21y22{y
22y23y24*y24




b2b3b6b7°b7b11b12y3"B
IPOALPOIG3P1_SALTY Glyceraldehyde;3- LVSWYDNETGYSNK 307 14 20 187.17| ya*yaysyeyrysyoy1oylly  1675.77 56.973 313475 P 838.39 8.16
phohate dehydrogenase 12y14
- * %y
IPOALPOIGSP1_SALTY Glyceraldehyde3- AGIALNDNFVK 296 11 11 ga.g7 |PSPAY2YSYAVAYBYIYIVE 161 6) 60.199 248285 P 58131 -6.52
phohate dehydrogenase yll
b3b5°b5*b5b6°b6*b6b7°H7
IPOALPOIG3P1_SALTY Glyceraldehyde;3- GASQNIIPSSTGAAK 198 15 22 141.68*b7b15y4y5°y5y6y7y8°y8) 1401.73 39.699 224393 P 701.37 2.35
phohate dehydrogenase
9y10y11yl5
IPOALPOIGSP1_SALTY Glyceraldehyder3- VPTPNVSVVDLTVR 232 14 11 135.84) Y3YAYSYBYTYBYOYI0yLIYL o5 g5 69.939 195804| P 748.43 2.04
phohate dehydrogenase 2y14
IPOALPOIG3P1_SALTY Glyceraldehyde;3- VLDLIAHISK 321 10 6 74.35 b3y3ydy5y6y8 1108.67 63.997 13869 2| 554.84 6.17
phohate dehydrogenase
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AATYEQIK 249 8 9 67.31 | blb5b7b8ydryaysyerye — 923.47 20.754| 08219 | 2| 462.24 11.90
phohate dehydrogenase
- * Xy O
IPOALPOIGSP1_SALTY Glyceraldehyder3- o VLPELNGK 217 8 12 54.09 [PLOZY2BYAYAYEYEVEVE  geq 50 43.554 80766 435.25 -10.11
phohate dehydrogenase *y6y8
b2b3b4b5°b5beb7°b7b13b
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g SDIEIVAINDLLDAEYMAYMLK 24 22 25 208.19 |14yly2y3ydySy6y7y8y9°yD 2530.24 125.448 69514| B 844.08 -3.38
phohate dehydrogenase
y10y11y12y14y22
IPOALPOIGSPI_SALTY Glyceraldehyde3- TVDGPSHKDWR 184 11 8 55.52 b1b8b9y2y4y5y6yLl 1297.4 2555 36839 | 3| 43321 -10.63
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyder3- VTAERDPANLK 73 11 6 52.51 b6b9y3y5y7y11 1213.64 27.202) w73 2| 607.33 7.64
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyder3- ., VGINGFGR 4 8 4 33.09 b5y5*y5y6 819.44 40.696 23065 |2 41028 295
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- , ; GANFDK 132 6 1 13.62 v4 651.32 42577 5344| |1 65132 8.62
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- WDEVGVDVVAEATGIFLTDETAR| 84 23 9 42.94 |PL4PLADIS®DISYEYBYTYL 155 19 68.147 2281 L 624.05 -11.46
phohate dehydrogenase 4y22
IPOALPOIGSPI_SALTY Glyceraldehyde3- o TVDGPSHK 184 8 4 49.32 b4b6b7y3 840.41 106.99 159 1 84041 1158
phohate dehydrogenase
b3b4b5*b5b6b7°b7*h7b8h
Carbamidometnyhecify_ 10*b10b11°b11*b11b12°h
[POALPO|G3PL_SALTY Glyceraldehyde|3- _ ; ANFDKYEGQDIVSNASCTTNCL 12*b12b13b15b16b22b24*
bhohate dehydrogenase 16 ,Carbamldc;methyI+C(22 PLAK 132 28 42 335.25| 1 4 poboTyaryaytreyey 204442 65.567 383551 B 1015.4 4.57
10y11°y11%y11y12*y12y]
3y1l4y15*y15y16
[POALPO[G3PL_SALTY Glyceraldehyde{3- . AGIALNDNFVKLVSWYDNETGYS | o - o 27 | baviobrobioyaysysyr 28184 99,348 1201 s o050 12,30
phohate dehydrogenase NK
IPOALPOIGSPI_SALTY Glyceraldehyde3- o KHITAGAK 107 8 7 93.76 b4bBy3ydySy6y7 825.49 12.712 9142 |2 345 -8.87
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyder3- ;o VLPELNGKLTGMAFR 217 15 3 26.22 yeyTy12 1645.89 71.868 715| 3| 540.30 1157
phohate dehydrogenase




IPOALPOIGSPI_SALTY Glyceraldehyde3- GGRGASQNIIPSSTGAAK 195 18 3 15.59 b1lydys 1671.87 43701 2564 | 2| 836.44 555
phohate dehydrogenase
[POALPO|G3PL_SALTY Glyceraldehydel3- VINDNFGIEGLMTTVHATTATQK . ) )
bhohate dehydrogenase 21 TVDGPSHK 160 32 4 11.14 b6b8y3°y3 3395.7( 118.824 2541 |3 11327 8.6B
IPOALPOIGSPI_SALTY Glyceraldehyde3- , Oxidation+M(4) LTGMAFR 225 7 3 40.47 y3y4y5 811.41 49.012 1740 | 2| 406.21 -3.46
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- LDLIAHISK 322 9 1 8.25 b3 1009.60 63.994 46646 |2 505.3 5.80
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- DLIAHISK 323 8 2 20.68 b3b5 896.51 63.991 45617 |2 448.76 204
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- DGPSHKDWR 186 9 1 7.86 b7 1097.51 26.621 g77d |2 54946 -6.01
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- AERDPANLK 75 9 0 2.43 1013.53 27.226 3488 |2 507.21 9.70
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- TAERDPANLK 74 10 1 7.86 b8 1114.58 27.202 2740 |2 557.79 3.72
phohate dehydrogenase
b1b2*h2b3*h3babeb7*h7h
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD 8°b8b12*h12b13b15*b15
Gehydrogenase 1 LSHIPTAVK 21 33 29 138.61) 1 2 o orybyoytyloyoy 238881 93.114 214959 B 1130.2 3.60
9y30y31y33
[P25077|MDH_SALTY Malate ]
Gehydrogenase 2 FFSQPLLLGK 262 10 8 68.12 b2y2y3y4y5y6y8y10 1149.66 74.796 187510 | 2| 575.33 6.16
b2b3b4b5b6b7hb8b9b10bLL
[P25077|MDH_SALTY Malate b15b16b17b18b19y1y2ydy
_ X ]
Gehydrogenase 3 VAVLGAAGGIGQALALLLK 2 19 30 328.39 |, 0 e ovtoyi1yioys) 173508 119.192 183471 P 868.05 0.42
15y16y19
b2*b2b3*b3bab6*b6b8*h
[P25077|MDH_SALTY Malate b9b10b11yly2y3°y3ydy5y6 ! )
Gehydrogenase 4 IQNAGTEVVEAK 205 12 27 187.92| o o 10vabryovio 125866 33.507 173200 P 629.83 2.81
12
o I
IP25077[MDH_SALTY Malate 5 | carbamidomethy+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 18 | 130.98 | P2D3D4bSDEDIDOY2yAYTy o0, oy 103.885 164626 B 794.78 2.77
dehydrogenase 6y8y15y16y18y20y21y2]
IP25077IMDH_SALTY Malate 6 DIQLGEDFINK 301 11 7 27.32 b2b3b11y2y7y8yll 1291.65 66.742 101074 | 2| 646.33 0.85
dehydrogenase
IP25077[MDH_SALTY Malate 7 LFGVTTLDIR 142 11 5 24.31 b2b3yly3y9 1247.73 88.150 8170 2 624.37 -4.50
dehydrogenase
b1b3b5b6°b6b7°b7b8°b8h1
[P25077|MDH_SALTY Malate 1b12b13b16y6*y6y7*y7y
Gehydrogenase 8 AGGGSATLSMGQAAAR 217 16 27 18LOG. e oyi0N 10 top1 ] 140569 38.818 71520 2 703.35 2.00
12y16
IP25077[MDH_SALTY Malate 9 SDLFNVNAGIVK 87 12 10 75.83 | b2b3b10y2ydy6y7y8yoyle 127%.6| 68.597 65502 | 24 638.85 -0.38
dehydrogenase
IP25077[MDH_SALTY Malate 10 GFSGEDATPALEGADVVLISAGVAl - g6 25 5 23.1 b3yady6°y6y7 2402.23 90.115 1687 2 1201.p2 5.74
dehydrogenase R
IP25077[MDH_SALTY Malate 11 FGLSLVR 233 7 4 53.69 y3y4y5y6 791.46 65.599 9766 2 39634 5904
dehydrogenase
IP25077[MDH_SALTY Malate 12 NGVEER 272 6 2 20.86 y3y5 703.34 30.601 1415 1 7033 8.33
dehydrogenase




IP25077IMDH_SALTY Malate 13 SIGTLSAFEQHSLDAMLDTLK 279 21 3 13.88 b8b12y11 227717 .98 9399 | 3| 759.73 10.61
dehydrogenase
|P2507z|2"h3;£gg; Malate 14 | carbamidomethy+C(d) ACVGITNPVNTTVAIAAEVLK 111 22 4 a17 b4b6y6y16 2254.23 112.639 8816| |3  752.0B -6.50
IP25077IMDH_SALTY Malate 15 ALQGEK 240 6 1 13.62 y3 645.37 44.631 6404| |1 64537 13.62
dehydrogenase
[P25077|MDH_SALTY Malate GKLPTEVEVPVIGGHSGVTILPLLS e . )
Gehydrogenase 16 OIPGVSFTEQEAAELTK 162 42 8 23.74 | b3b27yocyoyl0yl2°y12f15  4341.36 112.242 3843 4| 1086.09 0.79
IP25077IMDH_SALTY Malate 17 IKGFSGEDATPALEGADVVLISAG| 5, 27 5 21.2 bob11b14y4y6 2643.41 86.778 3258 3 88LBL 4.9
dehydrogenase VAR
IP25077IMDH_SALTY Malate 18 IQNAGTEVVEAKAGGGSATLSMG| g 28 3 17.72 b3b7b13 2645.33 95.086 7716 |3 88245 2.9
dehydrogenase QAAAR
|P25077d|2"h3;£gg; Malate 19 | carbamidomethy+C(d) ACVGITNPVNTTVAIAAEVLKK 111 23 3 19.46 b3b6b13 2382.31 76.622 4457 |3 794.7B -12.0
IP25077IMDH_SALTY Malate 20 FFSQPLLLGKNGVEER 262 16 4 17.16 bdy3y8°y8 1834.00 10854 3105 | 3| 612.00 6.32
dehydrogenase
IP25077IMDH_SALTY Malate 21 Oxidation+M(16) SIGTLSAFEQHSLDAMLDTLK 279 21 3 20.52 be1b15 2293.15 76.254 6353| [3  765.06 6.28
dehydrogenase
IP25077IMDH_SALTY Malate 22 Oxidation+M(10) AGGGSATLSMGQAAAR 217 16 4 24.26 b5b19ys 1421.66 39.763 3393 | p 71134 -11.76
dehydrogenase
b2*b2b3*b3bab5*h5b6b 7}
b7b8b11°b11b12b13b14{b
[PO6179|FLIC_SALTY Flagelin 1 AQILQQAGTSVLAQANQVPQNVL| 50 27 35 237.44| 14b15°b15b18*b18yLy2yR 2860.60 104.587 111231 B 954.20 -0.09
SLLR
y4y5y6y7y9y10y12*y12y]
3yl4y27
% | *y ]
[PO6179|FLIC_SALTY Flagelin 2 AQVINTNSLSLLTQNNLNK 1 19 14 63.72 |P? bz%g%géﬁg‘ YW 2085.15 73.796 81074 2 1043.08 7.73
b2b3*b3b4°b4b5*h5h8h9b
[PO6179|FLIC_SALTY Flagelin 3 FNSAITNLGNTVNNLTSAR 432 19 23 1405 |14y2y3yaySy6y7°y7+yllyl 2007.04 77.369 69287| P 1004.0 6.51
3*y13y14y15y19
[PO6179|FLIC_SALTY Flagelin 4 NANDGISIAQTTEGALNEINNNLQ 66 25 14 70.g6 |P2P67DE0BO1SDLADIELILY ;) o) 85.772 63265| P  1335.67 10.24
R 2*y2y3y4y13y25
oD%
[PO6179|FLIC_SALTY Flagelin 5 SQSALGTAIER 20 11 11 63.97|P2P? bejffyly‘r’yawy 1132.59 40.765 62201| P  566.80 3.34
0y /7%
[PO6179|FLIC_SALTY Flagelin 6 IDAALAQVDTLR 411 12 14 127.25 bzmb“gjﬁ'g)‘,’fgg YIY8Y 128571 59.973 53600| P 643.36 2.85
[POGL79|FLIC_SALTY Flagelin 7 VSGQTQFNGVK 125 11 6 38.32 b9b10y5y9*y9y11 1164.6D 32129 27® | 2| 582.80 451
b2*b2b6*b6b9°b9*b9y4ys
[PO6179|FLIC_SALTY Flagelin 8 INSAKDDAAGQAIANR 37 16 17 | 89.12 |*ysy7ry7yoy10y11#y11y1| 1614.80 29.196 40410 B  538.94 -9.98
2
[POGL79|FLIC_SALTY Flagelin 9 QINSQTLGLDTLNVQQK 161 17 5 3451 b17yl0yllyl2yl7 1900.03 64.172 4499 2 95042 8.0
[PO6179|FLIC_SALTY Flagelin 10 SDLGAVONR 423 9 10 61.7 | b2b5°b5ylydy5y6ryey7y9  959.44 256 | 38352 | 2| 480.25 -7.38
[POGL79JFLIC_SALTY Flagelin 11 DDAAGQAIANR 42 11 3 2431 b3b7y7 1101.52 27.062 1403] |2 5612 532
o] %y
[PO6179|FLIC_SALTY Flagelin 12 ELAVQSANSTNSQSDLDSIQAEIT| - oq 26 12 a1g |PZD2D3DI2DISOIEYZVY 00 og 57.789 13136 4  702.10 4.96
QR 7y12+y12y13
[POGL79|FLIC_SALTY Flagelin 13 AQPDLAEAAATTTENPLOK E 19 6 23.66 b4°b4b6°b6b17y8 1969.0] 59,398 952 2 985pL 8913
|POGL79|FLIC_SALTY Flagelin 14 AEGHNFK 385 7 2 37.46 bdy5y6'y6 802.40 83.978 7908] |1 8024p 586
|POBL79|FLIC_SALTY Flagelin 15 TYAASK 379 6 2 26.85 bab5 640.33 48.997 2557] |1 640.3B 4.19
|POG179FLIC_SALTY Flagelin 16 LNEIDR 119 6 1 13.62 va 759.39 27.214 2182] |1 759.39 8.44
|POGL79FLIC_SALTY Flagelin 17 NVQVANADLTEAK 280 13 5 53 b10yay6y7yll 1372.73 90.715 2273] |2 686.8] 14.17
[PO6179|FLIC_SALTY Flagelin 18 VSDTAATVTGY?DTT'ALDNSTF 180 24 4 12.71 b10y5*y5y16 2462.17 72.777 1614 |3 82140 -8.9
[PO6179|FLIC_SALTY Flagelin 19 LGGADGKTEVVSIGGK 363 16 8 4528 | b5°b5b10°b10b12y3y5y0  1487.7 41.50 640 3 g9ep -12.14
[POGL79|FLIC_SALTY Flagelin 20 SRIEDSDYATEVSNMSR 451 71 2 27.4 b7b8b10y4 1959.89 49.687 3272 2 98045 8.84
|POGL79|FLIC_SALTY Flagelin 21 TYAASKAEGHNFK 379 13 3 28 b3b4b12 1423.68 91.630 2852 |2 712.34 142




[POGL79|FLIC_SALTY Flagelin 22 LNEIDRVSGQTQFNGVK 119 71 3 23.72 v5y8y10 1904.99 79.081 2690] |3 635.6] 3.65
PO6179|FLIC_SALTY Flagelin 23 AQPDLAEAAATTTENPLOKIDAAL | 5, 31 4 36.37 b6b7b8*b8 3235.64 96.456 4001 |3 1079p2 -12.2
AQVDTLR
[PO6179|FLIC_SALTY Flagelin 24 YKVSDTAATV;EJADTT'ALDNS 178 26 8 ag.82 P16 b16y1°2y3/1153 YI3y14935 575335 136.552 3124 | B 91845 -1.51
| 0, 0,
[PO6179|FLIC_SALTY Flagelin 25 SDLGAVQNRLFTNSSAAQTNLGNTVNN 423 28 10 39.86 |°7 b7b8b1})2325y7 YIY8YB 2947 48 136.389 2275 | P 1474.24 7.29
[POGL79|FLIC_SALTY Flagelin 26 QINSQTLGLDTLNVQQKYK 6 19 3 2411 b3b5b6 2191.18 70.722 1714 |2 1096.p9 3.2
[PO6179|FLIC_SALTY Flagelin 27 MAQV'NTN:’LLS#;IT&NNLNKSQS 0 31 4 16.18 b4b6boya 3329.76 79.099 1537 |3 111059 2.2
[POGL79|FLIC_SALTY Flagelin 28 VTVTGGTGKDGYYEVSVDK B 19 5 25.87 b7b15°b15b16y13 1974.9k 91.154 15106 | 2 987.p8 6310
PO6179|FLIC_SALTY Flagelin 29 Phosphoryl STY(1d) \CEVTLAGGATSPLTGGLPATA| g, 28 4 22.33 b4b12b13y11 2708.2 85.765 3348 | 2 135465 4-3.3
' — 9 phory TEDVK Y
[POGL79|FLIC_SALTY Flagelin 30 ELAVQSAN 93 8 1 8.49 V6 831.43 57.766 5723] |2 416.2 10.86
|POGL79|FLIC_SALTY Flagelin 31 LDSIQAEITQR 108 11 0 8.49 1273.69 57.771 2670] |2 637.3p 9.20
b2*b2b3*b3bab5*h5b6b 7}
b7b8b11°b11b12b13b141b
|P52616|FLJB_SALTY Phase 2 flageli 1 AQILQQAGTSVLAQANQVPQNVL| 7 27 35 237.44| 14b15°b15b18*b18yLy2yR 2860.60 104.587 111231 B 954.20 -0.09
SLLR
y4y5y6y7y9y10y12*y12y]
3yl4y27
% | Xy ]
P52616|FLJB_SALTY Phase 2 flageli 2 AQVINTNSLSLLRGLNK 1 19 14 63.72 |P27D2DADEYLY2YSyATYAYT o 0p 15 73.796 81074| P  1043.04 7.73
) y8y10y15y19
|P52616|FLJB_SALTY Phase 2 flageli 3 NANDGISIAQTTEGALNEINNNLQ | ¢ 25 14 70.g6 |P2P67DE0BO1SDLADIELILY ) o) 85.772 63265| P  1335.67 10.24
R 2*y2y3y4y13y25
oD%
P52616|FLJB_SALTY Phase 2 flageli 4 SQSALGTAIER 20 11 11 63.97 | P2'D2"D2D3LBYLYSYBYTYY ) 155 5o 40.765 62201| P  566.80 3.34
yl1
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 5 YFVTIGGFTGADKA 234 15 6 31.82 b8bOy1y3y7y15 1517.71 72.392 58208 | 2 75039 .05 1
|P52616|FLJB_SALTY Phase 2 fIageIIiL 6 VSGQTQFNGVK 125 11 6 38.32 b9b10y5y9*y9y11 1164.6p 32129 278 | 2| 582.80 451
b2*b2b6*b6b9°b9*b9y4yS
|P52616|FLJB_SALTY Phase 2 flageli 7 INSAKDDAAGQAWR 37 16 17 89.12 | *y5y7*y7yoy10y11*y1lyl| 1614.80 29.196 40410 B  538.04 -9.98
2
P52616|FLJB_SALTY Phase 2 flageli 8 SDLGAVONR 434 9 10 61.7 | b2b5°b5ylydy5y6ryey7y9  959.44 256 | 38352 | 2| 480.25 -7.38
i
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 9 TEVVTIDGK 381 9 5 30.49 b7b9y5y6y9 961.51 51.117 25208 |2 ael.| -13.58
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 10 DDAAGQAIANR 42 11 3 2431 b3b7y7 1101.52 27.062 14037 |2 5612 5.32
o] %y
|P52616|FLJB_SALTY Phase 2 flageli 11 ELAVQSANSTNSQSDLDSIQAEIT|  oq 26 12 a1g |PZD2D3DI2DISOIEYZNVY 00 og 57.789 13136 | 4  702.10 4.96
QR 7y12+y12y13
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 12 TTSYTAADGTTK 357 12 11 7458 |P104 b4b7lby1112y5y7 YIY8YL 151658 28.694 12503| B 406.20 7.12
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 13 FNSAITNLGNTMNSEAR 443 19 4 33.36 b7b10b12b14 2035.0p 56.08 5336 | 4 %09 0.00
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 14 NALIAGGVDATIMGAELVK 299 20 5 14.37 b1b3b16y2y16 1898.9¢ 93.124 2132 |3 .&83 0.84
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 15 QINSQTLGLDSIHK 161 16 4 25.53 b3b7b8*b8 1757.96 64.233 392 |3 586.46 a2.9
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 16 MAQVINTNSLSIQNNLNK 0 20 3 23.79 b4b5b9 2216.12 94.342 3614 |2 1108%7 720
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 17 AYANNGTTLDVSBDAAIK 189 20 3 14.37 b3b7y14 2008.95 113.347 21500 |2  1004.98 -14.70
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 18 NGDYEVNVATDGTLAAGATK | 249 22 3 22.19 b15y15y16 2167.05 100.770) 1551 |2 408 -1.13
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 19 FDADNNKYFVTBETGADAAK | 227 22 3 13.44 b1ly3y6 2322.12 77.723 11983 |3 7747 894




|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 20 TYNASKAAGHDFK 390 13 7 54.56 b4b8bob12y3y9°y9 1409.6p 45.611 10753 | 2 3058 -13.86
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 21 AGDKYYAADYDHEBAIK 337 18 4 29.15 b4b5yoy11 1921.88 81.787 8201 |3 64190 243
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 22 TEVVTIDGKTYISK 381 15 3 18.14 b7b11y10 1625.8 98.461 282 3 54241 8.2
|P52616|FLJB_SALTY Phase 2 flagellilw 23 Phosphoryt§T VRELAVQSANI%';SQSDLDS'QAE 91 28 5 11.71 b11y7°y7y9°y9 3140.49 55.647 3033 |3 104750 213
. b3b4°bab8b9°h9y2ydy5°y5
'POAlZZlSKP—SASLJ ¥ Chaperone protgin TGVSNTLENEFK 39 12 22 153.69| yey7y8ey8ty8yocyoy10°yl  1338.66 56.539 224426 P 669.83 2.55
P Oyl1°yllyl2
b2b3b4b6*b6b7*b7b9*b1lL
|POA1Z2|SKP_SALTY Chaperone protgin b12b15*b15yly2*y2y3y5 ,
o 2 IAIVNMGNLFQQVAQK 23 16 27 198.19 | 't0 o evoyinyiovisy 177397 89.023 195004] P 887.49 3.10
13y16
[POALZ2|SKP_SALTY Chaperone protdin VANDQSIDLVVDANTVAYNSSDV b2b4°b4b9*b9b11b12*b1p
o E] 3 OTADVLE 126 32 12 30.43 b18y1y15y32 3392.73 89.044 63318| B  1131.54 7.84
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 4 AQAFEKDR 97 8 6 36.1 b2*b2b3y3y6y8 964.48 17.171 25851 |2 282 -7.66
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 5 LEKDVMSQR 82 9 4 38.27 b4°b4b5h6 1105.56 47.932) 4816 |2 55328 -6.40
'POAlZZlSKP—SASLkTp ¥ Chaperone prOtEI'” 6 VANDQS'DLV\/TNTVAYNSSDV 126 24 8 2361 |  b2b3b7°b7y2y6y9y13 2537.2B 115.781 30qr | 3 .4s4e| -3.85
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 7 AAELQK 53 6 1 13.62 v3 659.38 57.191 6796| |1 659.34 13.61
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 8 KVANDQS'DLV\\;EANTVAYNSSD 125 25 6 23.1 b5*h5b6b10y6*y6 2665.33 91.691 6337 |2 133347 1.10-
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 9 AAELQKMETDLQSK 53 14 3 19.29 b4boy7 1591.80) 42,212 340 |4 839 0.31
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 10 Oxidation+M(11) | WLLAAGLGLAMVTSAQAADK 3 20 3 14.37 b18ygL3 2003.08 80.733 31510 P 1002.0/ 8.90
'POAlZZlSKP—SASLkTp Y Chaperone protgin VANDQSIDLV 126 10 2 9.82 y8°y8 1073.56 89.015 1741 |2 372 550.
b2*b2b3*b3b4*hab5h7*b]
|P64076|ENO_SALTY Enolase 1 FNQIGSLTETLAAIK 342 15 26 2 | b13b14b15yly2y3ydy5yay 1605.88 84.792 345691 P 803.45 -0.99
7y8y9y10y11y12y13y15
b2b3b7°b7b8°b8b9°h9b1p°
b10b11b12°h12b13°h1341
|P64076|ENO_SALTY Enolase 2 SGETEDATIADLAVGTAAGQIN 371 22 41 305.13 |+ P14DI6DIELIBO22YIYRY ) g 7 74.381 195222 P 1059.54 7.15
3y4y5y6y7y8*y8y9y10y12
*y12y13°y13y14y15y16y1l7
y22
|P64076|ENO_SALTY Enolase 3 AVGAVNGPIAQAILGK 66 16 10 86. b2b3b5bliy§émy“ylzyl 1478.87 74.137 161748] P 739.94 -2.06
YSMPVPMMNIINGGEHADNNVDI b2°b2b3°h3b4b5°b5b23yBy
|P64076|ENO_SALTY Enolase 4 OEFMIOPVGAK 143 34 18 97.58 g o oyrveyorsovatyad 375979 97.599 138600 B 1253.94 7.66
P64076[ENO_SALTY Enolase 5 DAGYTAVISHR 360 11 11 §7.19 | P2DAPLLY2YBYAYSYBYTYY 1109 5g 40.155 134876| P 595.30 -5.23
11
b2b4b5°b5*b5b6°b6*b6bE
|P64076|ENO_SALTY Enolase 6 GMNTAVGDEGGYAPNLGSNAEA| 5, 31 24 146.77| b13yly2y3ydy5y6yTy8ydy 2989.46 94.213 1343000 B 997.16 1.63
LAVIAEAVK
10y15y18y25y31
x|
P64076[ENO_SALTY Enolase 7 GIANSILIK 333 9 11 76.17 |P2DSDS™DSYIV2YSYSYBYTY  g5g o7 59.203 95698 | 2 464.79 -10.12
9
[P64076]ENO_SALTY Enolase ) GMPLYEHIAELNGTPGK 126 17 5 o b2y2y3y5y6yl7 1826.89 66.014 94956 |3 609.6h 10.9




*| o, oy /=
|P64076|ENO_SALTY Enolase 9 IQLVGDDLFVTNTK 311 14 15 72.9|PZP2DLOV2V2YAYSYSNYS o o 76.617 81642| P  781.93 4.37
y6*y6y9yl1lyl2y14
[P64076]ENO_SALTY Enolase 10 ILKEGIEK 325 ) 5 29.32 bdyy5y6y8 929.56 28.250 28141 |2 4852 847
|P64076|ENO_SALTY Enolase 11 IMIDLDGTENK 92 11 9 65.52 | b2y2ydyby7ysyocyoylll  1248.61 874 20394 | 2| 624.81 -3.13
|P64076|ENO_SALTY Enolase 12| Carbamidomethyi+G(8)  DMMIDCAASEFYKDGK 239 18 4 15.58 b2b6y4y9 2034.91] 77.639 107613 | 678.98 -1.80
[P64076]ENO_SALTY Enolase 13 AFTSEEFTHFLEELTK 266 16 2 284 bob14y5yll 1928.91 103.325 156726 |3 643.64 7.4]
|P64076|ENO_SALTY Enolase 14 GNPTVEAE\C/;'ZE?%%;VGM‘ WAPS 16 30 3 21.99 b3y6y7 2856.38 91.273 32186 |3  952.80 9.15
[P64076]ENO_SALTY Enolase 15 EIDSR 10 6 3 20.07 b3b4b5 732.38 27.357 1822 1 732.38 8.26
[P64076|ENO_SALTY Enolase 16| Carbamidomethyi+Gi(8) DAVIDCAASEFYK 239 15 3 18.14 b12y3y5 1734.73 70.506 4404 |4 44| 2167
[P64076|ENO_SALTY Enolase 17 QYPIVSIEDGLDESDWDGFAYQTK 282 24 5 16.87 b10b15y6%y6y9 2776.31 91.447 2761 |3 92611  626.
[P64076]ENO_SALTY Enolase 18 IEEALGEKAPYNGR 411 14 5 20] b7y5y6y9°ya 1546.77 38.349 26204 |3 516.2 12.3
|P64076|ENO_SALTY Enolase 19 E"DSRGNPTQ/SEC?EQ/TH(EEEGFVG 10 36 3 10.89 b5b13y5 3569.73 92.395 2538 |4  893.d9 0.59
[P64076]ENO_SALTY Enolase 20 DQAGIDKIMIDLDGTENK 85 18 2 224 b6b11°b11b14 1975.96) 73.821 1743 2 98348 3.4
|P64076|ENO_SALTY Enolase 21 EAIRMGSEVFHHLAK 180 15 3 25, b8b12b14 1724.87 89.113 1261 |3 575.6B 11.4b
|P64076|ENO_SALTY Enolase 22 GKGMNTEAXSL\'\D/E\GE(E\CQPNLGSNA 198 33 3 11.06 b5b11y3 3174.59 84.194 6849 |3  1058.B6 0.7]
|P64076|ENO_SALTY Enolase 23 GM“&@YS&%ﬁ%g?’;tgiNAEA 200 39 3 22.91 beb7y5 3778.82 90.733 2604 |3  1260.p8 1118
|P64076|ENO_SALTY Enolase 24 Oxidation+M(27) YSMPVP(';"E"T:N,V'I'%(;SE:QDNNVD' 143 34 4 10.98 b7b13*b13y12 3775.8 91.235 3111 |3 12807 398
|P64076|ENO_SALTY Enolase 25 Oxidation+M(18) GNPTVEAE\(/;'ZE'?%%;VGMAAAPS 16 30 6 26.38 b7b10b14b16y6y16 2872.3 74.35 572 | 3 95813 .93 4
[P64076]ENO_SALTY Enolase 26 Oxidation+M(2) GMPLYEHIAEGTPGK 126 17 3 23.72 voy8yla 1842.90 35.189 2029 |3 61497 730
|P64076|ENO_SALTY Enolase 27 ANSILIK 335 7 8 38.27 | b3°b3*b3b4°bab5b5*bE  758.47 50.280| 6247 | 1| 758.47 -3.78
[P64076]ENO_SALTY Enolase 28 LKEGIEK 326 7 0 121 816.48 28.316 13561] |2 408.74 7,55
b3b4b5°b5beb11°b11b13y
'POAlDSl(gE;O&igrL]TY 10 kba VGDIVIFNDGYGVK 60 14 24 217.59 | 1y2y3ydy5y6y7+y7y8ydyl 1495.78 72.387 307394 P 748.39 -0.49
p OyLly12y13+y13y14
b2b3b5*b5b7°b7b8°b8*bB
[POALDS5|CH10_SALTY 10 kDa b9b10b11°b11*b11b13ylly )
Shaperonin ILDNGTVQPLDVK 47 13 32 227.98, o o sryeyryeyor] 241178 56.211 269661 P 706.39 0.78
Oyl11°y11%y11y12y13
'POAlDSEE;F?&igrL]TY 10 kba SAGGIVLTGSAAGK 20 14 7 42.42 b5°bSy2y3y6ysy9 1188.65 g4 | 113775 | 2| 594.83 -5.03
'POAlDSEE;F?&igrL]TY 10 kba GEIIAVGK 37 8 6 54.09 y2y3y4y5y6y8 786.46 40.418 35452 |2 3@, -9.78
'POAlDSEE;F?&igrL]TY 10 kba EVESK 15 5 1 13.22 b3 591.29 37.211 s138| |1 s91.2p 1.7
'POAlDSEE;F?&igrL]TY 10 kba STRGEIIAVGK 34 11 4 36.73 b5b6bSy4 1130.64 36.705 44516 | 2 .&B5 2.05
'POAlDSEE;F?&igrL]TY 10 kba VGDIVIFNDGYGVKSEK 60 17 5 22.93 b3b11*b11y7y9 1839.99 886 5630 | 3| 613.99 153
'POAlDSEE;F?&igrL]TY 10 kba Oxidation+M(9) IDNEEVLIMSESDILAIVEA 77 20 4 21.16 b7boktb12 2219.09 72.820 20061| B 740.37 -2.86
y b2°b2b3°h3b4°b4b13b19y1
";g:;?ig;:sfeﬁfszI':‘:‘;i;egz‘; " STLTPVVISNMDEIKELIK 133 19 22 141.55|y3yd°ydy5y6yl1*yilyloyl 2130.16 91.844 306410 B 710.72 -8.14
P Y P 3y15y16y17y19




IPOA2B3[PTGA_SALTY Glucose-ecific MVAPVDGTIGK 59 11 17 140,07 | P1P2D30ADSLTY2Y3YSYRY 107 oo 45.048 156933 P 544.29 2.02
phohotransferase enzyme IIA compongnt 6y7y8y9°y9y10y11
IPOA28SIPTGA_SALTY Glucose-ecific VGDPVIEFDLPLLEEK 115 16 17 143.7¢|P3DADSDEDTION2Y2YENG o) o7 98.820 132578 P 906.99 2.22
phohotransferase enzyme IIA compongnt y4y6y9y10y11y13y16
[POA283|PTGA_SALTY Glucose-ecific DTGTIEIVAPLSGEIVNIEDVPDVV | 2 . 100 b2b5b7y3"y3yBy11 2060.6 110,61 ok |3 100388 7.7
phohotransferase enzyme IIA compongnt FAEK
= g O, %y
IPOA28SIPTGA_SALTY Glucose-ecific IVGDGIAIKPTGNK 45 14 13 126.3 |PEYSYASYSYSYEYBYTYS 555 77 42.377 160442| B 461.60 -18.63
phohotransferase enzyme IIA compongnt y10y12y13
IPOA28SIPTGA_SALTY Glucose-ecific VKVGDPVIEFDLPLLEEK 113 18 10 67.84 |POPTPOYSVSYBYEYBYLON 5 10 94.452 143982 B 680.71 -10.71
phohotransferase enzyme IIA compongnt 3
IPOAZB3[PTGA_SALTY Glucose-ecific IAEEGQRVK 106 9 3 38.27 b3b7b8 1029.56 37.883 10598 |2 51528 1245
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecifiq PVDGTIGK 62 8 5 31.29 b3b5°b5b6°b6 786.43 45.025 439 1 7864 -12.88
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecific STLTPVVISNMDEIKELIK 133 19 0 5.66 2113.13 91.815 2850 [3 s -5.66
phohotransferase enzyme IIA compongnt
b1b2b3b6b10b13*b13b1dy
|Q8ZK80|RL9_SALTY 50S ribosomal 1y3y4y5*y5y6y7y8y9y10° ,
orotein L9 VANLGSLGDQVNVK 8 14 26 190.18| 0 Oyt tityogizy] 141377 55.510 142430 P 707.39 2.94
3yl4
H *y Xy
'QSZKsolRLi?;/;‘;TJQSOS ribosomal LADVLAAANAR 57 11 10 70.96 |P203Y5 y5yfls YBYTY8YSYl 104,60 52.114 142182 P 542.80 -11.93
IQ8ZKBOIRLO_SALTY 50S ribosomal DIADAVTAAGVDVAK 97 15 13 107.97 | PZ'D2D30EOOYVAYEYTYBYOY 415 74 65.125 110005 p  708.37 0.43
protein L9 10y13y15
'QSZKsolRLi?;/;‘;TJQSOS ribosomal MQVILLDK 0 8 7 54.09 b2*b2y3ydy5y6y8 959.55 63.037 gas0d |2 o -8.65
H % |
IQ8ZKBOIRLO_SALTY 50S ribosomal INALETVTIASK 71 12 10 g7.59 | P2 D2D3b4YSYSYTYIOVLLY )55 79 59.927 51132| P 630.36 5.43
protein L9 12
'QSZKsolRLi?;/;‘;TJQSOS ribosomal NFLVPK 27 6 2 26.85 b3y3 717.42 49.808 31784 |1 717.4p -9.02
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal INALETVTIASKAGDEGK 71 18 4 245 y3°y3yayll 1816.98 10857 | 37052 | 2| 908.99 6.25
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal DIADAVTAAGVDVAKSEVR 97 19 4 14.94 b6boy4°y4 1886.98 1087 1566 | 2| 943.99 -2.98
. b1°b1b2b3ba°bab6b7ylype
'P67093|UG—?£:;YGU”'V”S""' stress TIIMPVDVFEMELSDK 3 16 22 154.06 |y2y3ydy5y6°y6y8yoyl0ylR 1866.93 103.781 81461| P  933.97 6.02
P y14y16
'P67093|UG§£:;YGU”'V”S""' stress HATLPVLVVR 132 10 6 68.12 b2ydy6y7y8yd 1104.68 59.779 74996 2 | 552.84 -6.96
'P67093|UG§£:;YGU”'V”S""' stress NPSITTHLLGSNASSVVR 114 18 6 245 b2ySy10y11y18+y18 180, |  57.603 61470 618.33 1127
'P67093|UG§£:;YGU”'V”S""' stress FEEHLQHEAETR 57 12 4 22.28 b8y8°y8y10 1525.7 41.614 7516 | 3 09.%5 14.64
[P67093[UG_SALTY Universal stress HAEFLAQQDGVIHLLHVLPGSAS I 25 . a0l b5b9y7y10 2306360 o5 643 o |3 1001k 021
protein G MSLHR
'P67093|UG§£:;YGU”'V”S""' stress LOTMVGHFSIDPSR 69 14 3 24.73 b10b11y10 1587.7 45.28 36982 | 794.39 -12.07
'P67093|UG§£:;YGU”'V”S""' stress RFEEHLQHEAETR 56 13 4 20.64 bBySy7*y7 1681.7 90.970 3799 | 3561.27 11.90
'P67093|UG§£:;YGU”'V”S""' stress Oxidation+M(4) TIIMPVDVFEMELSDK 3 16 3 23.69 b7b8y10 1883 75.315 14100 941.95 -13.03




IP67093JUG_SALTY Universal stress| o Oxidation+M(24) | HAEFLAQQDGVIHLLHVLPGSAS 22 28 8 54.33 | b5b8bOb10b11b13°b13y6  3079.1 137.216 13087 | ®027.21 8.17
protein G MSLHR
'P67093|UG§£(:;YGU”'VE'S""' stress| 1 Oxidation+M(11) FGSVRDVVNE'\QEEELDADVW'G 89 25 3 21.95 b3bdy14 2708.30 101.874 2870 |4  677.43 6.4
PR b2b3b4y2y3ydy7°y7*y7y8|
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 19 135.47 9*y0y10*y10y11y12yldy] 2199.07 62.232 184507 B 733.70 -4.11
periplasmic protein 5y20
o b2b3°b3b4°b4b5°b5b 111
IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 22 154.1|3y1yay5ey5y6°yey7y8yoyl 1425.69 54.177 1277771 b 71335 111
periplasmic protein
Oyl1ly12y13
o b2b3b5b10b16°D16y1y2y3
IPO2910JHISI_SALTY Histidine-bindind | o2 Higomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 19 178, |y4°yay5y6y10y12y1dyl5y 2273.20 103.096 103961 p  1137.1] 8.70
periplasmic protein 6y20
. s
IPO2910JHISJ_SALTY Histidine-binding NSDIQPTVASLK 120 12 18 g7.g |P1b2"D2b3°D3*b3bAYLYZY 75 oo 46.980 90433 2 636.84 317
periplasmic protein 4°y4y7y8°y8*y8y9y10y12|
IPO2910JHISJ_SALTY Histidine-binding NAQGELVGFDIDLAK 42 15 5 29.44 b1b6b7bl4y12 1589.8 78544 44135 | 2| 795.42 5.68
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ¢ FGGPAVKDEK 201 10 7 61.13 b2b8y3y5y6yoy10 1047.54 25.62 73 | 2| 52427 -9.44
periplasmic protein
[P02910]HISJ_SALTY Histidine-binding )
boriplasmic protein 7 QQEIAFTDK 99 9 6 38.27 yly2y3ydy7y9 1079.54 41.634 3547 2 0.3 0.90
IPO2910JHISJ_SALTY Histidine-binding ¢ GIEIVSYQGQDNIYSDLTAGR 155 21 5 18.93 b3bllydy7y21 2299.1|  77.809 11445 | 4 1150.08 10.09
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding o LFGVGTGMGLR 211 11 5 31.29 y6°yBYy7y9°y0 1107.5¢ 71.341] w0 2| 554.30 3.20
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding , IDAAFQDEVAASEGFLK 176 17 4 22.93 b5b13y6y11 1810.91 @51 2173 | 2| 905.96 10.99
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding IDAAFQDEVAASEGFLKQPVGK 176 22 5 38.07 b3y4y18y19y20 7828 77.129 74005 | 3 774.06 210
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding RVGVLQGTTQETFGNEHWAPK 134 21 5 24.71] b4b5b12+h12y8 2355 57.768 osg | 4 78574 4.35
periplasmic protein
IPO2910JHISI_SALTY Histidine-bindind 3 | o pamidomethyl+C(8)  INTQCTFVENPLDALIPSLKAK 62 22 3 5 b11b17b19 2472.28 62.304 o118 |3  824.7p -14.8
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding , , QQEIAFTDKLYAADSR 99 16 5 24.26 b4°b4b6y6y13 1855.89 @0 5221 | 3| 619.30 -12.96
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 5 DEKLFGVGTGMGLR 208 14 3 24.73 b6b7y9 1479.7¢ 57.839 4215 | 2740.38 -6.02
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 5 DYKFGGPAVK 198 10 4 47.91 b3b7b9y3 1081.57 49.852) 3614 |2 ma| 203
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ~, ; Oxidation+M(5) IDAIMSSLSITEK 85 13 4 34.07 b3b5boy11 24 57.799 6404 | 3§  475.25 4.89
periplasmic protein
9| g
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 11 go |D2'P20b3bADI2bIZY2YBYQY a7 6g 53.134 114932 P 669.33 2.92
glycyl radical cofactor 10y13
IQ7CQOSIGRCA_SALTY Autonomousy VEGGQHLNVNVLR 66 13 9 88.21 |  b3b4hoydy5yey7yByl] 143476 8.882 113274 | 3 478.92 1463
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy 4 EIPMEVKPEVR 55 11 7 55.97 b10y2y4y6y8ydy1l 1326.7p 47354 53® | 2| 663.86 359
glycyl radical cofactor
|Q7CQO5|GRCA_SALTY Autonomous| . }
ooyl radioal cofactor 4 MITGIQITK 0 9 5 38.27 y2y3y6y7y9 1004.57 53.721 gs254 |2 sw.7| -6.01
IQ7CQOSIGRCA_SALTY Autonomous) o FNSLTPEQQR 106 10 12 101.7¢P203"D3DAYSYAYAYSYOYTY 1519 61 36.819 82208 2 61031 0.70
glycyl radical cofactor 8y10
IQ7CQOSIGRCA_SALTY Autonomous) ¢ LGEIEYR 48 7 8 50.68 b2b3y1y2y3y4y6y7 879.45 40.833 81106 | 2 40.23 -10.06
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy AANDDLLNSFWLLDSEK 9 17 7 23.31 b2b3y2y7y8°y8y17 1950.97  7.839 40582 | 2| 975.99 11.95
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) g VSGYAVR 99 7 5 37.46 b1b3y5y6°y6 751.40 25.954 14807 |2 37640 -14.13
glycyl radical cofactor




IQ7CQOSIGRCA_SALTY Autonomousy o FNSLTPEQQRDVIAR 106 15 4 18.14 b5y3y6y15 1773.0) 46.20 6538 | 3| 591.97 -10.67
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) TFTESL 121 6 2 29.86 b3b5 697.34 54.093 5247 |1 697.44 3.94
glycyl radical cofactor
b3b5°b5b6°b6*h6b7°b7*H7
'Q7CQ05||?:Rﬁg—icsﬁ';;gg:onomous 11 AANDDLLNSFWLLDSEKGEAR 9 21 26 239.67|b9y4dy5y7y8y9°yoy10y11yil 2364.14 91.735 193433 B 788.72 -4.03
gyey 2y13y14y15y16y17y18y1D
IQ7CQOSIGRCA_SALTY Autonomousy HPEKYPQLTIR 88 11 3 36.07 b6b7b8 1381.7 70.379 365 | 3 412 -2.03
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ;5 MITGIQITKAANDDLLNSFWLLDS 0 26 4 12.14 b3°b3b15y8 2936.49 104.634 1189h | 3 97950 -7.48
glycyl radical cofactor EK
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSKLGEIEYR 35 20 3 14.37 b3y5y7 2198.07 77251 4095 | 3| 733.36 10.77
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ¢ PMEVKPEVR 57 9 3 31.29 b3b4b7 1084.57 47.335 54618 | 2 54279  .98-6
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ;¢ TGIQITK 2 7 3 23.29 b4b5°b5 760.46 53.608 3503 |1 760.4b 5.94
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy EGGQHLNVNVLR 67 12 0 3.23 1335.69 48.860 2052| |2 6683 -14.44
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ;¢ EIPMEVKPEVR 55 11 2 13.3 b6y7 1308.68) 47.328 16536 |3 43690 o0.2a
glycyl radical cofactor
b6°b6b7°b7b10yly2y3y4y5
IP23905IDGAL_SALTY D-galactose 1 SSIPVFGVDALPEALALVK 250 19 19 155.74| y8yoy10y11y12y13y1dylp 1926.10 107.134 87899 P 963.56 5.32
binding periplasmic protein V19
: . b2b3b5b13y2y5y8y9*ydyl
IP23905IDGAL_SALTY D-galactose 2 SGAMAGTVLNDANNQAK 269 17 17 101.49 |0y11*y11y12°y12*y12y13) 1661.80 44.992 83882 2 83141 8.30
binding periplasmic protein 17
§ . . .
IP2390SIDGAL_SALTY D-galactose 3 ALAINLVDPAAAGTVIEK 84 18 15 90.22 |P203ADSTOSDEY2 V2YBYL g6 79.623 73005| P 88351 2.90
binding periplasmic protein Oy11y13y14*y14y18
: : . . R
IP23905IDGAL_SALTY D-galactose 4 VPYVGVDKDNLSEFTQK 315 17 14 88,65 |P3012D12y3y4y6°YOyBYS" a0 o7 60.418 53133 B 646.99 8.12
binding periplasmic protein y9*y9y11y13y17
IP23905IDGAL_SALTY D-galactose- | GONVPVVFFNKEPSR 104 15 4 18.14 b4b5*h14y6 1717.89 56.108 6666 | 3| 573.30 8.03
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | ¢ MDAWLSGPNANK 214 12 5 29.48 yBy10*y10y11y12 1303.6 asi18 | 15973 | 2|  652.30 -9.46
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | DNLSEFTQK 323 9 5 16.02 b6b7*b9y8y9 1081.51 32.321 296 2 9.14
binding periplasmic protein
IP2390SIDGAL_SALTY D-galactose- | ¢ EPSR 115 4 1 12.82 b3 488.25 33.914 2073 1 48835 75
binding periplasmic protein
IP2390SIDGAL_SALTY D-galactose- | ¢ ELNDK 187 5 1 13.22 b3 618.31 79.824 17194 |1 61831 -4.44
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, , HWQANQGWDLNK 148 12 3 29.48 b3b4b8 1496.67 48.029 1648 2 48.94 -19.66
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | IENK 308 4 1 12.82 v3 503.28 43.608 4512 |1 5032 2.61
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, TTYVVKELNDK 181 11 3 27.32 b3bdy5 1309.68 75.703 7755 |2 @B 1445
binding periplasmic protein




IP23905IDGAL_SALTY D-galactose- |, 4 SAPDVQLLMNDSQNDQSKQNDQ| - 5, 29 6 37.64 b12b13y3y5y11y22 3227.6 77.171 4117 3 10765 3.86
binding periplasmic protein DVLLAK
IP23905IDGAL_SALTY D-galactose- | , GQNVPVVFFNKEPSR 104 15 4 29.44 b8y4y8y1l 1717.48 60.27p 3176 | 3| 573.30 13.43
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | ¢ ELNDKGIQTEQLALDTAMWDTAQ | ;g7 25 9 52.77 | bob12°b12y5y6y7°y7*y7ly8  2790.3B 79.07] 3145 3| 930.78 -10.50
binding periplasmic protein AK
IP23905IDGAL_SALTY D-galactose- | o ALDSYDKAYYVGTDSK 120 16 3 17.16 b7ydy9 1795.83 50.405 208 | 3| 599.28 -4.62
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | HWQANQGWDLNKDGK 148 15 3 18.14 b4boy3 1796.83 46.397] 9038 3| 599.62 -6.73
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | 4 GAADGTSWKIENK 299 13 3 20.64 b12y4y10 1376.69 38.331 663] 2| 688.85 5.94
binding periplasmic protein
|P23905|DGAL_SALTY D-galactose- MDAWLSGPNANKIEVVIANNDA
binding periplasmic protein 19 M AMGAVEALK 214 32 3 11.14 b13b15y7 3343.68 102.17 375 4 836 4.87
IP23905IDGAL_SALTY D-galactose- | VPYVGVDKDNLSEFTQK 315 17 5 27.4 b12y6°y6y7y16 1938.98 B 2078 | 2| 970.00 2.08
binding periplasmic protein
IP2390SIDGAL_SALTY D-galactose- | ) AWLSGPNANK 216 10 0 2.83 1057.54 48.207 2180 |2 5202 6.12
binding periplasmic protein
. b2b6b7°h7b8bob10°h 1041
IQ8ZKQLILSRB_SALTY Autoinducer 2y AYPDLDAIAPDANALPAAAQAAE 209 28 21 156.63| 3y3ydy6yoy10y12y16y18) 2863.50 86.791 85387 | B 955.17 3.24
binding protein IsrB NLKR
19y20y26y28
it *| % |
IQ8ZKQLILSRB_SALTY Autoinducer 2y, NNLAIVGFSTPNVMRPYVQR 237 20 13 69.4g| P3PADADITDIYI2YIAYISE o0 2 77.196 83263 B 759.39 11.80
binding protein IsrB y15y16°y16y17y20
IQ8ZKQLILSRB_SALTY Autoinducer 21 4 VAFFYSSPTVTDQNQWVK 154 18 8 61.39| bl2y5y6y8yllyl2y13yll8 2117.06 76.718 67532 2 1059.03 10.26
binding protein IsrB
. b2b3b14b15b17y2y3ydy5e
IQ8ZKQLILSRB_SALTY Autoinducer 2y, LVGVGFFTSGGNGAQEAGK 35 19 17 114.14y5y12y13°y13y14y15y17yl 1795.91 70.612 54567 | 2 898.46 6.80
binding protein IsrB 9
IQ8ZKQLILSRB_SALTY Autoinducer 21 ISQEHPGWENTTQFGYNDATK 177 22 4 24.23 bay5y7y8 2521.2 T 51502 | 3|  841.07 1.26
binding protein IsrB
it *y
IQ8ZKQIILSRB_SALTY Autoinducer 21 ¢ NMPMNVGDSLDIPGIGK 284 17 8 39.75 | P20BP13DI6YL4YISYISHL /7 o7 78.682 46592 | P 879.44 5.28
binding protein IsrB 7
. . . .
IQ8ZKQLILSRB_SALTY Autoinducer 2y VTVSPNSEQGYHYEAK 301 16 16 120,51/ P3"P3DEDT*DTY2YAYSYTWT - g0 5o 35.314 45123 B 603.61 -10.46
binding protein IsrB y8y9y10y12y13y16
- o| O, %y %
'QBZKQ“E?&E&?&Z; @Lr‘éo'”ducer S SYYINQGTPK 124 10 10 40.13|P? b2b5y3yfoy8 Y8YO'Y9Y  1170.58 37.195 37791 2 585.80 4.59
IQ8ZKQLILSRB_SALTY Autoinducer 21 g EFGLWDVVQQGK 261 12 7 65.16 b3b8b10°b10y7y8y9 140511 682 36201 | 2| 703.36 122
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, GNGIVLLPER 317 10 6 33.9 b2*b2y3ydy6y10 1067.61 60.338 202 2| 53431 -8.69
binding protein IsrB
'QBZKQ“E;;E&?OL;; @Lr‘éo'”ducer A 1 AYPDLDA"AP?\IALNKALPAAAQAAE 209 27 4 11.01 b2bdy11y24 2707.41 71.942 690 5 542, 75
IQ8ZKQLILSRB_SALTY Autoinducer 21, ISVYVANALLK 273 11 3 36.07 yey7y8 1190.71 72.721 36893 |2 9. -6.36
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, 4 IAFIPK 29 6 1 13.62 v5 688.44 52.923 10874 |2 344.7] -3.19
binding protein IsrB




'QBZKQ“E?&E&?&Z; @Lr‘éo'”ducer A 14 DNIDK 332 5 1 13.22 b4 604.29 66.384 4319| |1 604.2 -1.62
'QBZKQ“E?&E&?&Z; @Lr‘éo'”ducer 21 15 |carbamidomethyl+C(1p) ILTWDSDTKPECR 111 13 3 20.64 hEb7 1620.80 84.058 2522 | b 81091 21.92
'QBZKQ“E?&E&?&Z; @Lr‘éo'”ducer A 16 QLGSMLVEMAAHQVDK 134 16 6 34.77 b3b13y3y5+y5y12 1756.84  70.646 2427 | 3| s586.28 -18.62
'QBZKQ“E;;E&?OL;; @Lr‘éo'”ducer 2 17 VTVSPNSEQGJ:J EAKGNGIVLLL 55y 26 3 18.29 b8b10b17 2857.44 58.967 4493 4 71513 11.4
'QBZKQ“E;;E&?OL;; @Lr‘éo'”ducer 21 18 |carbamidomethyl+C(1P) ILTWDSDTKPECRSYYINQGTP 111 23 4 17.49 b9b11y3y10 2772.33 110.732 6821 |3  924.78 0.1
. b7°b7b9°h9*b9b10b23y4)
'QBZKQ“E;;E—S/:OL;; @Lr‘éo'”ducer A 19 AK'SQEHPGWEIQVTTQFGYNDAT 175 24 21 111.32|5y7y8y11°y11%y11y12°y1p  2720.35 68.141 4670 907.45 6.19
9p *y12y13%y13y14y22
'QBZKQ“E;;E&?OL;; @Lr‘éo'”ducer A 20 Phosphoryl STY(12)| MIALLTAFGLASAAMTVQAAER 7 22 4 13.44 b13y6yo*y9 2316.11 78.435 1803 B 772.71 -11.81
. b2b3°b3b4°bab13y2*y2ydy
|P67091|UF—Srgt"‘aiTnYFU”"’ersa' stress| TILVPIDISDSELTQR 3 16 21 154.73| 4y6ryey7yByoy10y12+y1d  1799.98 81.108 104427 B 900.50 5.09
P y13yl4y16
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| -, FNLPADR 78 7 7 37.46 b2*b2b5b6°h6*h6y4 832.43 45.079 2361 2416.72 -1.98
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| 5 VQAHVAEGSPK 85 11 7 55.97 boy2ydyey8ydy11 11225 17434 om | 2| 56179 .7.83
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| 4 ILEMAK 98 6 2 26.85 yay5 704.40 37.203 10760 |1 704.4d -4.68
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| g VQAHVAEGSPKDK 85 13 5 29.88 b4b7°h7b9*b9 1365.71 68.154 44p | 2| 683.36 4.29
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| g SQLEAIIKK 69 9 5 44.96 b4°babBy3y7 1029.62 43.612 321§ |3  883. 7.35
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| 7 QAHVAEGSPK 86 10 0 2.43 1023.52 17.432 3149 |2 512.26 -0.1d
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| g AHVAEGSPK 87 9 0 2.43 895.45 17.441 1926 |2 4482 -10.9
b1°b1b2*b2b3b4°b4b5b10
[P17215|LIV]_SALTY Leu/lle/ValThr- TQFMGPEGVANVSLSNIAGESAE] b12b15y2y3y4ySy6y8y13
binding protem 1 CLLVTKPK 240 31 28 1T857| 1 rotovaoyatyoreyar) 314464 87.602 241072| B 1048.8 3.80
28y29y31
- % | =
IP17215]LIVI_SALTY Leuflle/Val/Thr 2 NYDQVPANKPIVDAIK 271 16 12 69.51 |PZ702b3b4DIIDISY2Y3YYY )40, og 52.573 213020 B 595.65 11.97
binding protein 7yl1ly16
b2b12°b12b16b23b24b25b
|P17215|L'\()Jin—£:”:;§r:‘/ le/vallthr-1 | carbamidomethyl+C(7 YV'GHLCI:TSPSASATT%FF’,A;_?AYREDEG'LM 92 38 21 157.81|26b27°b27y4y5y6y8yoy1dy 4078.01 88.559 155907 B 1360.0] 7.60
9P 11y12y13y15y38
b2b3b4b5b6b7b8bAb13bPI
[P17215|LIV]_SALTY Leu/lle/ValThr- VAVVGAMSGPVAQYGDQEFTGA y2y3*y3yay5°y5y6°y6*y6 |
binding proten 4 EQAADINAK 25 32 33 236,547 L o oviopiayianis 320758 89.112 148477 B 1069.8 6.77
14*y14y21y25y26y32
b2°b2b3°b3b4b5b 1101241
|P17215|L'\t/)fn—£:”:;§:’ lle/valThr- | o TTGLDSDQGPTAAK 137 14 20 177.993y2y3y5y6y8y9y10°y10ylll 1361.65 28.464 134190| P  681.33 -1.70
gp y12y14
- %y
IP17215]LIVJ_SALTY Leuflle/VallThr 6 ENIDFVYYGGYHPEMGQILR 212 20 11 56.14 | P2YLY2Y3YBYOV10TYI0Y1Y ) 45 79.157 128071 B 801.05 -0.31
binding protein y16y20
b2b3b4b6b8bb13y2y3yTy
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valiThr 7 GGVNVVFFDGEAGEKDFSTLVA 185 24 18 131.55| 10y12y13y14y18y19y20yp 2499.29 101.324 102313) B 833.77 1.27
4




|P17215|L'\()Jin—;:$;:;§r:‘/ le/valThr-1 g GATVDTVMGPLSWDEK 326 16 6 45.95 b5b8b14ydy8y9 1705.8p 368 13630 | 2| 853.42 7.44
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valThr- | o GFEFGVFDWHANGTATDAK 346 19 6 20.7 b2b3b7y4y6y19 2069.95 2.@6 12180 | 3  690.66 12.50
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valrThr-1- 4 QDPSGAFJS%TJJ AAQ;ESLQAGLN 290 33 5 11.06 b2b13y6yl4°y14 3501.71 108.64B 121 3 116719 6.27
|P17215|L'\()Jin—;:$;:;§r:‘/ le/Vallthr-1 11 | Carbamidomethy+C(d)  TLLAGCIALSLSHMAFADDIK 4 21 3 2335 b6b7b13 2247.15 66.558 11408 |3 749.72 -1.63
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valThr-1 4, QQVYGEGLAR 168 9 6 59.94 b3*b3baydy5y6 1021.5 31.85§ 5038 | 1 021150 -5.56
|P17215|L'\()Jin—;:$;:;§r:‘/ le/valThr- |5 GGVNVVFFDGITAGEK 185 16 4 28.34 b7b14b15y9 1609.7p 5843| 2673 | 2| 805.40 22.29
b3°b3b5°b5*b5b6b7b9°bdb
11b13°h13b14b15y3y5ydy
|P17215|L'\()Jin—;nALT:;§r:‘/ lle/valrThr-1- KQDPSGQE\QS/;;X/E&S SLQAGLL 5g9 34 33 260.02|7y8yoy10y14°y14y15y16\l 3629.77 101.856 318543 W 908.20 -5.78
9p 8*y18y19y20y21y22y23y}
4
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/Vallthr-1 15 | carbamidomethyl+C(1D) LVAVKYDDACDPK 64 13 3 25.41 b3yBy 1493.71 38.492 35036| B 498.58 -12.18
|P17215|L'\§n—;:;:;§:/ lle/valthr-| g GATVDTVMGPLSWDEKGDLK 326 20 6 38.85 b8b11y8ylly13y15 12103 76.622 4274 | 3 707.02 2.77
IP7215]LIVI_SALTY Leuflle/VallThr- |, GDLKGFEFGVFDWHANGTATDA| 5, 23 3 13.05 b3b6y3 2483.17 91.378 3111 |2 1242.p0 4.23
binding protein K
|P17215|L'\()Jin—;:$;:;§r:‘/ le/valThr-1- g Phosphoryl STY(L2) GGVNVVFFDGITAGEK 185 16 4 24.2 bapay12 1689.76 106.778 4860| | 845.39 9.32
IPOALESICYSK_SALTY Cysteine synthase YLLLQQFSNPANPEIHEK 137 18 15 134,74P2P30ISYSYIYVAYYTYY 51 41 09 72.957 130411 B 71437 -5.82
A 11y12y15y16y18
|POALE3|CYSK_SALTY Cysteine synthgse b2*b2b3b8b9b14y2y3y7*y
A 2 IQGIGAGFIPGNLDLK 226 16 16 99.63| 5 5 Nowloy1oyiayte | 161291 82.530 121147 P 806.96 3.41
- ] %y
|P°A1E3|CYSK—SAALTY Cysteine synthgse 5 YLSTALFADLFTEKELQQ 305 18 11 51.82 b2b3b152b;1?';1g’2y5y11y1 2117.10 101.620 1207371 B 1059.0 7.84
IPOALESICYSK_SALTY Cysteine synthase LTLTMPETMSIER 87 13 14 105.9g| P20 DSDILYAYEYTYBYOYI o) 27 72.935 105048 P 761.39 2.65
A y10y11°y11y13
|P0A1E3|CYSK_SAALTY Cysteine synthgse GVLKPGVELVEPTRSGNTGIALAYV = 25 : 20.04|  bllbleyayeyTyiryzsl  2753.56 50,651 .y s sasl 0.2
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ NIVVILPSSGER 293 12 12 111.02 b2b3b4b51%?162y7y8 V&YW 198373 62.849 69983 | P 642.37 114
|P°A1E3|CYSK—SAALTY Cysteine synthgse IYEDNSLTIGHTPLVR 3 16 7 35.08 |  b2yay7y8yldrylayle 1827.95  60.492 65861 | 3  609.99 6.74
|P°A1E3|CYSK—SAALTY Cysteine synthgse o LQEDESFTNK 283 10 9 43.14| b3*h3y2yeyey7y8y8ylo 121056  3.999 48117 | 2| 605.78 2.82
|P°A1E3|CYSK—SAALTY Cysteine synthgse o AEEIVASDPQK 126 11 10 70.96| blb2b3y2y3y6y7y8yoyll  1186.9 30.488 43748 | 2 593.80 5.66
|P°A1E3|CYSK—SAALTY Cysteine synthase , VVGITNEEAISTAR 246 14 8 60.41| b3y7yByoyloyl2tyloyld D47 48.329 41049 | 2 730.39 184
|P°A1E3|CYSK—SAALTY Cysteine synthase | YLSTALFADLFTEK 305 14 4 19.29 b5b11y12°y12 1618.8/ 1085 | 24407 | 2| 809.93 3.92
1 ~ % | O %y
|P°A1E3|CYSK—SAALTY Cysteine synthgse IGANMIWDAEK 44 11 11 66.98 |°7°° bgylgjlf’yayg YV 104761 64.281 24403| P 624.31 0.20
[POALE3ICYSK_SALTY Cysteine synthdse - TDLITVAVEPTDSPVIAQALAGEET| a1 5 1105 b3b13y5 3196.60 54100 [ N I ad
A KPGPHK
|P°A1E3|CYSK—SAALTY Cysteine synthase ILAK 27 4 1 12.82 v3 444.32 44,058 6564 | [ 444.32 5.29
|P°A1E3|CYSK—SAALTY Cysteine synthase 5 GAIQKAEEIVASDPQK 121 16 4 25.53 y5°y5y6y10 1683.91 o@03 | 101765 | 2| 842.46 9.13
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 GKTDL'TVQ\E/E(FI;TGDPSHPQ/ AQALAG | 193 33 5 21.93 boy5y10y19y22 3381.7 78.751 988( 4 84600  .60-9




|P°A1E3|CYSK—SAALTY Cysteine synthase , AEE'VASDPQ;LLE%QQFSNPANP 126 29 7 2722 |  b3b13y3y6ydy12°y12 3308.6} 76.138 360" 4 97| 3901

|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 Oxidation+M(5) LTLTMPETMSIERR 87 14 3 19.29 b11lyoy11 8686 77.723 5230 | §  565.29 -2.09

|P°A1E3|CYSK—SAALTY Cysteine synthgse o LTMPETMSIER 89 11 0 3.23 1307.65 72.914 6680 |3  436.5p 9.43

|P°A1E3|CYSK—SAALTY Cysteine synthgse ALFADLFTEK 309 10 0 3.64 1154.62 102.536 1569| |2 5778 7.61

b2°b2b3°b3b4ylydy5y6°ye

IQ9ZFEOIGLTLSALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 19 108.82+y6y7°y7y8y9y10°y10%y1d 1691.77 54.220 202343 P 846.39 6.21
periplasmic-binding protein yia

IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 16 152.76 | P1P2DLLY2Y3yaySyByTy8y ) o7 g 62.088 195512 B 657.34 5.76
periplasmic-binding protein 9y10y12y14y16y18

b2b3b6b7b11*b11b13*b13

|Q9ZF60|GLTI_SALTY Glutamate/aartate b14b16b17y2y3y4°yay5ygy ,

eripiasmic-binding protein 3 VVGYSQDYSNAIVEAVK 61 17 28 204.08 | ) Tai12iyoy] 184194 66.755 148968| P 921.47 5.90
3*y13y14y15y17

IQ9ZFEOIGLTLSALTY Glutamate/aartate AVAFMMDDALLAGER 198 15 15 112.9 [P3PSY2YSY3YSY6YBYOVLD 4 g 74 83.529 124974 b 805.40 7.58

periplasmic-binding protein y10y11y12y13°y13
o, oy /A% |

IQ9ZFEOIGLTLSALTY Glutamate/aartate LIPITSQNR 89 9 11 545 [PYAVAYSYSYEVEYEYTH 4641 59 41.706 50335 2 521.30 12.07
periplasmic-binding protein y7y9

IQ9ZFEOIGLTI_SALTY Glutamate/aartae ¢ | o midomethyl+C(18)  IPLLONGTFDFECGSTTNNLER 98 22 17| o1ze |P2D30ADIODIDIADIAYLY 0 o) 80.827 48671 P 1263.62 11.89
periplasmic-binding protein 2y5y6y8y9°y9y10y11y22]

IQ9ZFEOIGLTLSALTY Glutamate/aartate QAAFSDTIFVWGTR 122 14 5 19.29 b13yly6yl2yl4 1511.7p 78.79| 35927 | 2| 756.40 4.68
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate ¢ LNKPDLQVK 80 9 5 38.27 y1y4y5y6y9 1054.62 36.559 26369 |2  ma7. -4.40
periplasmic-binding protein

IQ9ZFEOIGLTI_SALTY Glutamate/aartaje o | o midomethyl+C(1$) KPDNWENGKPQSQEAYGCML 217 22 5| em b7°b7b9y5y6 2606.22 60.914 10113 |4 65231 -9.31
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje LMDDTIAQAQTSGEAEK 247 17 4 22.93 b5b7yoy11 1807.8% 4895 | 11018 | 2| 004.43 8.64
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate | | NGVIVVGHR 38 9 3 30.49 b3y5y6 950.54 31.667 14715p |2 a757F  7.08
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate 1, | ) o midomethyi+c(2py T | SQNRIPLLONGTFDFECGSTE oo 31 12 72.91 | PIOIAYAYVAYBYTYOYIOVIR o0 g g 86.044 224016 B 1183.6] 6.67
periplasmic-binding protein NNLER y14y21y29

IQ9ZFEOIGLTLSALTY Glutamate/aartaje 4 GGDIKDFPDLK 141 11 6 52.96 b3b4b5°h5b7y10 1204.68 69.02 4180 | 2| 602.82 10.13
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje | , VVGYSQDYSNAIVEAVKK 61 18 8 40,68 | POP13I30LADISTDISYES ) o7 1y 93.045 12650 P 98553 10.29
periplasmic-binding protein *y15

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o ALFKAPNDK 290 9 4 30.49 b8°b8y3y7 1003.56 37.862 1248 2 382 1.28
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o KLMDDTIAQAQTSGEAEK 246 18 3 22.98 b6y5Sy6 1935.92 58.944| 878 | 4| 48474 -5.68
periplasmic-binding protein




'QQZFaolgLT'—S.AL.TY.G'“tam"".te’aa”ale 17 | carbamidomethyi+c(2ffy KPONWEIVGKPQSQEAYGEML 5, 24 4 23.43 boy5y12y13 2805.34 58.385| 168 3 935.210 1.6
periplasmic-binding protein R
IQ9ZFEOIGLTL SALTY Glutamate/aartae o Phosphoryl STY(3) ISAKDHGDSFR 180 12 6 62.61 b3b6yBysy 1425.65 29.731 3300 | P 713.33 3.00
periplasmic-binding protein
|Q9ZF60|GLTI_SALTY Glutamate/aartate Carbamidomethyl+C(1
eriplasmic-binding protein 19 ¥ Dposphonyl STY(3) KPDNWEIVGKPQSQEAYGCMLRK 217 23 3 23.14 y7yoy10 2814.31 83 1936 | 3| 93878 6.85
|QQZF60|QLTI_§ALTYlGIutamalte/aarta[e 20 Carbamldgmethyl+c(2 IAKKPDNWEIVGKPQSQEAYGCMU 215 24 3 22 bOy11y12 2821 41 113.130 1079 3 041 1a 10.3
periplasmic-binding protein ;Oxidation+M(22) R
IQ9ZFEOIGLTLSALTY Glutamate/aartate Oxidation+M(2) LMDDTIAQAQTSGEAEK 247 17 5 33.72 yay7yBy11 1823.86 55.560 4484 | B 608.62 13.19
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate NKPDLQVK 81 8 0 1.62 941.55 36.545 21374| |2 471.28 5.38
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartaje PITSQNR 91 7 0 1.62 815.43 41.711 13219 |2 408.2p -6.84
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartaje KPDNWEIVGKPQSQEA 217 16 2 21.27 y8y9 1825.9 60.934 410 2913.45 -6.15
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartae GYSQDYSNAIVEAVKK 63 16 5 38.59 b3b4b5b14°b14 1771.8 3021 | 2| 886.45 4.34
periplasmic-binding protein
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 1 FGSWPEVMK 311 9 8 64.71 b2b3°b3y2y3y5y7y8 1080.5p 67.54f 0552 | 2| 540.76 0.68
b2b3b4*b4b5*b5b6*b6b1p
|P41031|CY_SALTY Thiosulfate-bindin y1y2y3y4y6°y6y7y8°y8y9 )
brotein 2 AYLNWLYSPQAQTIITHYYYR 265 21 27 192.23 | {0 s ay1ayte)e 266432 92.355 129290| B 888.78 1.37
1
. o b2°b2bab5°h5b6h7*b7y1
IP41031|CY_SALTY Thiosulfate-binding ELFAALNPPFEQQWAK 37 16 25 143.27)2y4*yay5+ysy6y8°yayotyd 1888.97 89.030 105454 P 944.99 7.95
protein . .
y10°y10y12y13°y13y16
. o .
IP41031[CY_SALTY Thiosulfate-binding LPNNSSPFYSTMGFLVR 110 17 15 108.8° 7 P7EDBY2YBYAYSYOYL ) g o6 91.139 104247 P 965.49 5.69
protein 1y12y13y14*y14y17
. - b1°b1b2°b2b304b10°b10}1
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 5 TEQFMTQFLK 179 10 19 88.54 |y2y3y5y6y7yoy8tyBy10Y| 1272.63 74.383 103705 P 636.82 2,69
10
. — .
IP41031[CY_SALTY Thiosulfate-binding GLGDVLISFESEVNNIRK 208 18 13 96.71| P2PLOD12YSYBYBYBYIONL 1 gg1 o4 100.545 102487 B 664.02 -9.75
protein 1y12y13y16y18
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 7 NVEVFDTGGR 189 10 7 68.12 b2ydy5y6y7y8yL10 1093.58 45.97 1688 | 2| 547.27 -0.45
. — —
IP41031|CY_SALTY Thiosulfate-binding o QYEAQGFEVVIPK 226 13 12 34,07 |P2"P203"03DI3YLY2y6Y8Y o \; 29 68.825 77267 2 754.40 2.51
protein 11*y11y13
. — ———
'P41031|CY—S'T)LrZLi:h'°S“"atE binding o QALAILQGLK 71 10 10 gg.54 |P30304 b4§10y3y5y6y7 1054.65 73.940 67834 2  527.83 -10.07
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 10 VNNPEIMGK 286 9 9 67.72 | boy2yayayeyreyrysys| 10015 35.039 66943 | 2| 50125 6.34
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 11 LIFPNPK 146 7 7 50.68 b5y2y4*yay5y6y7 828.49 54.674 5814 2 1435 9.80
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 12 NIHDWSDLVR 132 10 6 28.67 b7b8y1y8°y8y10 1254.6 61.900 w1l 2| 627.82 1.85
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 13 GLGDVLISFESEVNNIR 208 17 3 24.97 y7yl0y11 1861.97 10857 22018 | 2| 931.49 5.05




'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 14 GATTTFAER 199 9 5 64.71 b3y3ydyey7 953.46 29.697 2044f |2 27| 755
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 15 ADVVTYNQVTDVQILHDK 81 18 6 26.58 b2b3b4b6y10y18 2058.04  62.651 16036 | 3  686.69 451
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 16 TNILAEFPVAWVDK 239 14 13 60.41 |2 bzg};ﬁﬁﬁyﬁwmyl 1602.86 96.501 13128 » 80193 1.60
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 17 ELFAALNPPFEQQWAKDNGGDK 37 22 3 13.44 b1ly3y12 247520  2m5 1612 | 2| 1238.11 9.96
. o o .
IP41031|CY_SALTY Thiosulfate-binding o TNILAEFPVAWVDKNVQANGTEK| 239 23 17 153.82| D3 D3DAYAYSYEVOYTYIYE o0y 59 89.767 146877 B 84877 0.29
protein y9y10y13y16y18y19y20
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 19 YTYLAAWGAADNADGGDKAK 159 20 10 62.99 |P37P305 bg;’fgllylzym 1 2057.95 60.900 74329| B 686.66 2.85
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 20 VEEKFGSWPEVMK 307 13 3 20.64 b8h10y8 1565.7p 49.81 116802 | 783.38 -5.93
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 21 NVEVFDTGGRGATTTFAER 189 19 3 14.94 b5y3y10 2027.97 5837| 7263 | 3| 676.66 3.01
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 22 VNNPEIMGKQADK 286 13 3 28.12 b6b7b12 1443.72 63.589 164 2722.36 -3.64
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 23 Oxidation+M(8) RPLTLAAMLSL%?/EQQATELLNS 8 29 3 17.49 yoy12y15 3118.64 97.306 5242 |4 780.4p -4.93
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 24 Oxidation+M(12) LPNNSSPFYSTMGFLVR 110 17 4 23.31 b4kByL1 1945.95 95.011 2509 | P 973.48 0.88
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 25 EVFDTGGR 191 8 0 2.02 880.41 45.962 3700| |1 880.4 -8.94
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 26 GATTTFAER 199 9 0 1.62 935.45 29.714 1252 |2 468.28 1.04
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 27 QALAILQGLK 71 10 0 2.02 1037.63 73.937 2022| P 510.32 2.12
b2b3b4°bab6°b6b11*b11p
[POALD3|CHG0_SALTY 60 kDa GYLSPYFINKPETGAVELESPFILL 12y1y2y3y4ySy6y7y8ydy )
Shaperonin 1 AOKK 197 29 27 2102 | oo avyasyobysl 323970 94.917 317889| #  810.68 6.63
y29
IPOALDSICHEO_SALTY 60 kDa 2 EMLPVLEAVAK 231 11 13 100.41 |P2P2D3YLY2Y3y4YSY6YTYE ) 199 g6 79.122 148727 P 600.34 -5.09
chaperonin y9y11l
b2*b2b3*b3b4*b4b5*b5h
IPOALDS|CHEO_SALTY 60 kDa 3 ANDAAGDGTTTATVLAQSITEGL 80 25 21 160.45 |y1y3ydy5y6y7y8yoyl0ylly 2418.23 91.274 139743 B 806.75 -3.33
chaperonin K
15y25
b3b4b5°b5b10°b10y2y3ydy
IPOALDS|CHEO_SALTY 60 kDa 4 |carbamidomethyrc(agyAtQYAASVAGLMITTECMVIDL | 5y 25 19 134.4 |5y8y0°yoy10y11°y11y12yll 2670.32 123.976 127645 B 890.78 -0.46
chaperonin PK
3y25
| P
IPOALDS|CHE0_SALTY 60 kDa 5 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 14 13,4 PO"PODI3Y3YAYSYEYLIYIR ) 0ng ) 60.627 104908 p  979.01 6.11
chaperonin y13y14y15y16y18
IPOALDSICHEO_SALTY 60 kDa 6 AVAAAVEELK 122 10 13 100 |P2PSPSY2YSYSYAYAYSYEY 01 56 46.161 104482 P 500.78 -9.09
chaperonin 7y8y10
IPOALDS|CHB0_SALTY 60 kDa 7 QQIEEATSDYDREK 350 14 14 113.04°7PLAY3YSYEYBYTYBYOYI0 124 76 32.374 89879 | B  571.26 1227
chaperonin y10y12yl4*y14
'POAlel(C:E:F?&iQ[L]TY 60 kDa 8 GVNVLADAVK 18 10 5 33.9 b2y5y6y8y10 985.56 54.844 86684 |2 @m -10.22
'POAlel(C:E:F?&iQIL]TY 60 kDa 9 LAGGVAVIK 371 9 4 30.49 b5b6y7y9 827.52 43.932 7808 |2 4142] -14.01
'POAlel(C:E:F?&iQIL]TY 60 kDa 10 SFGAPTITK 42 9 9 53.25|  b2b3°b3yly2y3y5y7ya 921.5( 43754 314 | 2| 46125 7.75
'POAlel(C:E:F?&iQIL]TY 60 kDa 11 VVINKDTTTIIDGVGEEAAIQGR 322 23 7 28.81 y2y3y5y6y8*y8y@ 2399.28 66.463 73283 B 800.43 0.51
IPOAlelCC:Ef;)&i:"L]TY 60 kDa 12 | carbamidomethyi+C(d) ALSVPCSDSK 132 10 12 744016203 b383’;1yé‘y5y6 YO 106351 34.150 68469 P 532.26 -3.44




*y 4
[POALD3ICHB0_SALTY 60 kDa s GGDGNYGYNAATEEYGNMIDMG[ 25 I o7 05 | YRVAYSYTYBYLZYIAT 57 269 c3203| b 148360 1305
chaperonin ILDPTK y28
IPOAlel(g?:gg,iﬁ},L]TY 60 kDa 14 VEDALHATR 395 9 8 74.92 b2bdy3ydy5y6y7y9 1011.51 25.200 @2 | 2| 506.26 -9.90
IPOALDS|CHB0_SALTY 60 kDa 15 AIAQVGTISANSDETVGK 142 18 10 76.66 |P7YAYBYOYLOVIOVIIYISYL 4 26) o4 47.318 45740 P 880.96 7.07
chaperonin 4y18
IPOALDS|CHEO_SALTY 60 kDa 16 AVAAGMNPMDLK 105 12 13 100.14 |PZ03Y2Y4YSYSYEYOYTYBY 15,4 g0 57.222 39304| P 609.30 -1.80
chaperonin 9y10y12
o *
IPOALDS|CHB0_SALTY 60 kDa 17 AVAAGMNPMDLKR 105 13 17 119,42 |P203DBDBY2Y3YEYBYT'YTY 4 57 24 49.635 35505 2 687.36 1.60
chaperonin 8°y8y9y10*y10y11y13
IP0A1D3|<C3E;3F?£QETY 60 kDa 18 GQNEDQNVGIK 430 11 6 31.29 b2*b2y3ydyoy11 1201.5 26.05] 5@ | 2| 601.29 -4.06
IP0A1D3|<C3E;3F?£QETY 60 kDa 19 ATLEDLGQAKR 311 11 8 52.96 |  b2b7ySy7y8°y8ydyll 1201.65 ¥mo | 21378 | 2| 60133 2.23
IPOALDS|CHEO_SALTY 60 kDa 20 GYLSPYFINKPETGAVELESPFILL 47 28 5 17.32 b2b3b5b9y4 3111.64 101.643 12548 | 3 103789 6 4.8
chaperonin ADK
IP0A1D3|<C3E;3F?£QETY 60 kDa 21 SFGAPTITKDGVSVAREIELEDK 42 23 4 13.05 bSy2y6y1l 2462.2] 93.855 4556 | 3 821.43 -4.07
IP0A1D3|<C3E;3F?£QETY 60 kDa 22 FENMGAQMVKEVASK 65 15 3 18.14 b10b1dy14 1668.83 72.153 8a5 | 3| 556.94 6.14
IP0A1D3|<C3E;3F?£QETY 60 kDa 23 DGVSVAREIELEDK 51 14 3 34.85 y3ydy5 1559.77 32,512 155 |3 2059 -14.48
IP0A1D3|<C3E;3F?£QETY 60 kDa 24 AMEAPLR 445 7 4 37.46 bdy4y5°y5 787.40 35.772 25327 |2 304721 11.94
IP0A1D3|<C3E;3F?£QETY 60 kDa 25 ATLEDLGQAK 311 10 3 36.91 b5b6b7 1045.55 19.598 11426 |2 5234 163
IPOALDS|CHEO_SALTY 60 kDa 26 APGFGDR 277 7 4 50.68 bdy4ySy6 719.34 26.691 7747 |2 36017  70-6.
chaperonin
IPOALDSICHEO_SALTY 60 kDa 27 FGNDAR 7 6 4 43.08 b3y3y5°y5 679.32 75.539 212 |1 679.3 7.82
chaperonin
IPOAlel(g?:gg,iﬁ},L]TY 60 kDa 28 VGAATEVEMK 380 10 5 39.34 b4b9°boydy6 1034.50 122.314 1964 | 11034.50 -17.46
IPOAlel(g?:gg,iﬁ},L]TY 60 kDa 29 EIELEDKFENMGAQMVK 58 17 9 56.85 | b3°h3b8b9°hOy5y7y10ylL3 2010.93 72.346 197535 B 670.98 -8.50
- 5
IPOALDS|CHB0_SALTY 60 kDa 30 IADLKGQNEDQNVGIK 425 16 11 89.12 |P3P10y3y4y8*yByOy10y1Y® 4, gg 38.778 122179 B 581.30 -0.88
chaperonin yllyl4
[POALD3|CHG0_SALTY 60 kDa AMLQDIATLTGGTVISEEIGMELE
Shaperonin 31 KATLEDLOQAK 286 35 8 41.34| b3bBb7yaySy7y21y2s  3675.88 121.707 23433 | 3 25.92 3.52
IPOALDSICHEO_SALTY 60 kDa 32 AIAQVGTISANSDETVGKLIAEAM 142 26 4 22.81 y3ydy8°y8 2632.35 90.870 48 |3  s78.1p 1.5
chaperonin DK
IPOAlel(g?:gg,iﬁ},L]TY 60 kDa 33 |carbamidomethy+C(1F) AVAAAVEELKALSVPCSDSK 122 20 3 2 bSy12y16 2045.04 83.524 6240| |2 1023.02 -9.85
IPOAleli?:gg,iﬁ},L]TY 60 kDa 34 DGVSVAREIELEDK 51 14 4 24.73 b12b13°h13y10 1559.7) 77.29| 2323 | 2| 780.39 -13.54
IPOAleli?:gg,iﬁ},L]TY 60 kDa 35 Oxidation+M(9) AVAAGMNPMDLKR 105 13 4 25.41 b6b7y7°y7 88.70 24.944 91943 463.90 1.67
IPOALDS|CHEO_SALTY 60 kDa 36 Oxidation+M(z2) |ECVITVEDGTGLQDELDVWEGMQ| 47, 26 3 12.14 b3b10y3 2867.33 112.854 73046 | 3 956.45 0.6
chaperonin FDR
IPOAleli?:gg,iﬁ},L]TY 60 kDa 37 AAGMNPMDLKR 107 11 2 21.22 b3b4 1203.60 49.644 3657 2 60230 1.62
IPOALDSICHEO_SALTY 60 kDa 38 EDALHATR 396 8 1 8.82 bs 912.45 25.255 20184 |2 456.7 -6.09
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 39 AAAVEELK 124 8 2 8.25 b6°b6 830.46 46.159 15219 |1 8304 5.81
chaperonin
IPOAleli?:gg,iﬁ},L]TY 60 kDa 40 AGMNPMDLKR 108 10 3 7.42 b9°b9*b9 1132.56 49.604 62780 |2 5867 -1.29
IPOAleli?:gg,iﬁ},L]TY 60 kDa M MNPMDLK 110 7 0 2.83 848.39 57.227 4055| |2 424.79 -10.07




'POAleKéE:F?&i:"L]TY 60 kDa 42 | carbamidomethyl+C(4) SVPCSDSK 134 8 0 2.0p 879.3 341497 2377 | 1| 879.39 6.59
IPOALDS|CHE0_SALTY 60 kDa 43 DGVSVARE 51 9 0 3.64 945.51 32.571 2303| |2 473.24 8.07
chaperonin
IPOALDSICHE0_SALTY 60 kDa 44 QQIEEATSDYDREK 350 14 0 3.64 1694.75 32.350 2803 |3 56549 043
chaperonin
'POAleKéE:F?;é:"L]TY 60 kDa 45 | carbamidomethyl+C(8) ALSVPCSDSK 132 10 0 2.0 1045. 089 1647 | 2| 52325 4.90
o b1b2b3b6°b6*bEb7°b7*b
'Poizﬁoiloepgi—_;ﬁ'&p( Pri't'si'r":‘sm'c 1 LADPNJAAGSEIIQiIE?gSE'AN'DD 125 38 23 76.86 | b10°b10b11b13b20y2y3y4 4001.03 82.284 172831 b 80L.01 -9.15
gopep gp y8y12y22y27y31y38
|P06202|OPPA_SALTY Periplasmic o o o )
igopeptde-binding protein 2 LVEPEWFK 352 8 10 67.31| y2y3ydoydy5eySye°yey7y8  1047.5 95 137902 | 2|  524.28 5.48
|P06202|OPPA_SALTY Periplasmic b3b4b5b10*b10b11b12ydy )
sigopeptde-binding protein 3 AEQQLDKDSAIVPVYYYVNAR 494 21 15 120.08| 2 i iizyzoper | 2442:23 71.949 127785 B 814.75 1.80
IP06202|OPPA_SALTY Periplasmic | -, | o0 idomethylec(g) "G WCADYNEPTSFLNTMLSDSSN o9 29 9 62.83 | PAPSY2YLLYI2YI3Y20021Y 550, 43 89.230 115999 B 1098.8 7.41
oligopeptide-binding protein NTAHYK 29
T o
IP06202|OPPA_SALTY Periplasmic | ¢ WSDGTPVTAHDFVYSWQR 107 18 15 111.54P203°D3Y3"YSyAYSYTYBYID ) oq 71.233 105589 B 718.00 1.36
oligopeptide-binding protein y10y11y13y17y18
. . b2°b2b9y2*y2y3ydy5*ySy!
IP06202|OPPA_SALTY Periplasmic | TVINQVTYLPISSEVTDVAR 241 20 20 106.29| yoryoy11#y11y12+y12y13  2248.20 76.236 87001 | 2 1124.60 7.49
oligopeptide-binding protein A
y14°y14y20
1 H x| %)
[P06202|OPPA_SALTY Periplasmic | SGEIDMTYNNMPIELFQK 263 18 14 54,16 | P203DSDISBIS™OISYLY2Y 41 ) 85.765 84300 2 1065.51 9.74
oligopeptide-binding protein 2y3y10y11y12°y18
T o
[P06202|OPPA_SALTY Periplasmic | NQGDLPAYSYTPPYTDGAK 333 19 9 50.05| POP1OPILDIIDILYBYILY s o7 57.930 80631 2 1029.4¢ 10.32
oligopeptide-binding protein 12y14
IP06202|OPPA_SALTY Periplasmic | g ALDDHTFEVTLSEPVPYFYK 163 20 13 89.2g | PBP7PID10°DIODIZLIZYRY o0y 45 85.241 73060 | B 791.06 1.34
oligopeptide-binding protein 5y7y9°y9y20
|P06202|OPPA_SALTY Periplasmic b1b2b3b4y3y4y7y8*y8y1p
sigopeptde-binding protein 10 NLGVNVNLENQEWK 410 14 15 10882l onioyia | 165684 65.681 55219| P 828.92 2.95
IP06202|OPPA_SALTY Periplasmic | HQGTFDVAR 430 9 4 30.49 b2b3b7y7 1030.5 31.137 41588 | 2 m5y 415
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, LADPNTASPYASYLQYGHIANIDD | 4,5 29 8 25.13 |  b3b4b28yly2y3yl0y2 3091.5 87.44 38587 | 3 31.10 5.84
oligopeptide-binding protein IIAGK
IP06202|OPPA_SALTY Periplasmic | -, 5 DLFEGLLISDVEGHPSPGVAEK 67 22 7 30.67, b2b6y3y6yl5y19y2d  2309.17 88.328 21794 B 770.39 0.42
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, , DPLDNIYVK 527 9 4 30.49 b3b4y3y9 1076.57 68.981 12224 |2 5887  4.65
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | ¢ NPQYWDNAK 232 9 4 30.49 b3y3y6°y6 1135.52 38.316 4771 2 268 1.40
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | o LIADTLK 474 7 3 40.47 b6y3y5 773.47 42.290 141920 |2 387.24 aTs.
oligopeptide-binding protein




IP06202|OPPA_SALTY Periplasmic | -, IVLER 227 5 1 13.22 v4 629.39 32.558 11531 |1 629.39 135
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | o TFLDTR 424 6 2 13.62 yay4 752.38 35.719 g116| |1 752.3B 145
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | 4 NWVVNER 220 7 4 40.47 b3b6y3*y3 916.48 37.865 24700 |2 4s87p 721
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | SELYAK 488 6 2 26.85 b4bs 710.38 36.186 2208| |1 710.3B 11.0
oligopeptide-binding protein
.. ohon .
IP06202|OPPA_SALTY Periplasmic | 51 | o i midomethyi+C(1B) EIPNEVRVDPYLCTYYYEINNQH 284 23 9 33.01 |PADODIDIYTYBYLAYVIAR 551 40 75.210 55526 | B 974.14 4.85
oligopeptide-binding protein 1
IP06202|OPPA_SALTY Periplasmic |, VKNQGDLPAYSYTPPYTDGAK 331 21 6 29.76 b6b12y8y9°y9y13 208 68.147 47490 | 4 572.02 1432
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | NPQYWDNAKTVINQVTYLPISSEV| 4, 29 4 24.93 b3b22y11y12 3364.71 101.10 34315 | 3 1122|24 5210
oligopeptide-binding protein TDVNR
IP06202|OPPA_SALTY Periplasmic | -, TVINQVTYLPISSEVTDVNRYR 241 22 4 29.75 y9y13y16y20 2588, 76.123 26973 | 4  856.45 0.86
oligopeptide-binding protein
- o
IP06202|OPPA_SALTY Periplasmic | -, NNGSEVQSLDPHKIEGVPESNVSR 43 24 10 28.7)PYAYYEYEYIOVIOYI oo 57 116.643 22008| B 864.76 0.19
oligopeptide-binding protein yll*y1l
IP06202]OPPA_SALTY Periplasmic | - »o | oo midomethyl+C(d) VDPYLCTYYYEINNQKAPENDVR 291 23 4 | 238 bay4y5y12 2882.35 75.340 16184 |3 961.46 2.54
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | IVLERNPQYWDNAK 227 14 3 19.29 b8y6y12 1745.84 52.140 76| 3| 582.63 1154
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, LKNWVVNER 218 9 7 45.47 ba*bayd*yaysyToyT 1157.63 43.559 s¢8 | 2| 579.32 -8.12
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | NQGDLPAYSYTPPYTDGAKLVEP| 544 27 3 11.01 b7yay6 3086.49 90.687 7994 |3 10200 4.5
oligopeptide-binding protein EWFK
IP06202|OPPA_SALTY Periplasmic | 5, LVEPEWFKWSQQK 352 13 5 34.07 b7b9°h9b12y8 1704.8 83.48p 5756 | 2| 852.94 458
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic | 5, TFLDTRHQGTFDVAR 424 15 3 18.14 bay5y8 1763.9 74.584 4406 2 | 882.46 13.08
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | 4, LADPNTASPYASYLQYGHIANIDD | 55 28 0 13.34 2963.44 82.259 4501 |3 088.48 -0.99
oligopeptide-binding protein IIAG
IP06202|OPPA_SALTY Periplasmic | 4, VEGHPSPGVAEK 77 12 0 6.87 1206.62 88.319 178 |2 60341 7.49
oligopeptide-binding protein
b2b3b4b5°b5b7b8b12b18b
|P657°2|PGK—2§aLSTeY Phohoglycerald | o amidomethyi+C()  FADVACAGPLLAAELDALGK 156 20 22 178 |14b15°b15y2y3ydySy8yoyl 2002.05 98.217 208442 P 10015 7.80
3y15y16y20
|P657°2|PGK—2§aLSTeY Phohoglyceratg VLPAVAMLEER 373 11 14 111.41 b1b2b3b3;/§9)ﬁ)13y4y5y6 " 120767 79.101 196666| P 614.34 -2.59




b1b2b4b5*b5b7b11b12b]3
0| *| *
[P65702/PGK_SALTY Phohoglyceratd SVNDVKEDEQILDIGDASAQQLAE| .. o7 26 1507 | P13b14*b1db24"b24b25y . 99.410 103624 b ogiis 573
kinase ILK 1y2y3y4y5y6y10y12y13yl
6y27
[P65702]PGK_SALTY Phohoglyceratd VMVTSHLGRPTEGEYNEEFSLLP o3 2 . 40,17 |P2D13DIEOITDIEY2YTYEN2 o0 91518 01608l b s3L1s 7
kinase VNYLK 9
o o
IP65702|PGK_SALTY Phohoglyceratq o | oo midomethyl+C(g LLTTCDIPVPTDVR 244 14 17 139, {§2D607°D7HODI2DIZY2YTY ) oo o 67.627 126879 P 800.43 6.10
kinase 7y8y9y10yl11y12°y12y14
IP65702|PGK_SALTY Phohoglyceratq VATEFSETAPATLK 258 14 16 111.g3|P1P203"D3DA’DABEYLYSYRY ) ) 76 51.366 99680 | P  732.88 0.25
kinase 7y9y1l0y1l1ly12y14
|P65702|PGK—2§;T€Y Phohoglyceratg SLYEADLVDEAKR 231 13 11 92.77 |P? b2y1y2yﬁ/5y6y8y9y10y 1508.74 52.900 99093 B  503.59 -11.33
b2b6°b6b12°012013y3y4|5
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ TILWNGPVGVFEFPNFR 302 17 19 152.4|y6°yBy7*y7y10y11y12y13) 1993.05 105.610 90579 P 997.03 8.64
14y17
|P65702|PGK—2§;T€Y Phohoglyceratg o ASLPTIELALK 38 11 4 31.29 y3y7y8yll 1155.69 76.291 7363 |2 836 -6.55
|P65702|PGK—2§;T€Y Phohoglyceratd 4, ADLNVPVKEGK 19 11 10 99.16 | b3bSboy2y3yayey7ysyll  1169.6p  5.7A2 71170 | 2| 58533 271
|P65702|PGK—2§;T€Y Phohoglyceratq LVKDYLDGVDVQEGELVVLENV ) 23 7 2881 |  y2yaryayeylayley23 2544.34 96.325| 5947 3 ms. 1.54
|P65702|PGK—2§;T€Y Phohoglyceratlq MTDLDLAGKR 5 10 6 71.13 b2y3ydy5y7y9 1119.58 41.454 3904 2 6029 3.93
|P65702|PGK—2§;T€Y Phohoglyceratq 5 'ADQL'VGGG'ATFVAAQGHSVG 206 25 6 25.85 b4*b4bSy2y14y19 2423.2 77.212 3654 3 80843 -5.84
|P65702|PGK—2§;T€Y Phohoglyceratg TILWNGPVGVFEFPNFRK 302 18 7 24.82|  blb2bldylOyl2yleyls 12112 95.959 26527 707.71 -4.49
|P65702|PGK—2§;T€Y Phohoglycerald SLYEADLVDEAK 231 12 6 32.19 b5b10y4°ydy10y12 1352.67 5010 | 14212 | 2| 676.84 6.32
|P65702|PGK—2§;T€Y Phohoglyceratd 5 AQASTHGIGK 146 10 9 61.13| b1b3bSb7*b7b8°b8y2y4  969.5 p2.0 | 6858 | 2| 48525 12,59
|P65702|PGK—2§;T€Y Phohoglyceratq ,; LTVLDSLSK 197 9 3 38.27 y5y6y8 975.56 60.704 69184 |2  4882p 577
|P65702|PGK—2§;T€Y Phohoglycerald 15 | Carbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 5 416 4b5b10b11°b11 2043.93 61.937 66773 |3  681.98 -6.14
|P65702|PGK—2§;T€Y Phohoglyceratg 4 SVNDVK 272 6 1 13.62 b5 661.36 77.700 8513 |1 6613 5.26
|P65702|PGK—2§;T€Y Phohoglyceratd LSNPVR 84 6 3 26.85 y3y4*y4 685.39 26.685 3014 |1 685.3p -8.73
|P65702|PGK—2§;T€Y Phohoglyceratq ,; ISYISTGGGAFLEFVEGK 355 18 7 56.08 b5b11b15y6y8yoy1d 497 89.041 3763 | 4  937.99 9.11
|P65702|PGK—2§;T€Y Phohoglyceratq , EDEQILDIGDASAQQLAEILK 278 21 4 35.83 b6b7ydy5 2299.13 365 2417 | 4| 57554 -16.35
IP65702|PGK_SALTY Phohoglyceratq ;| CarbamidomethyRC(S), y | oy EyMDAFGTAHR 128 18 8 54.86 |  b4bSb7b8b9°hoya°y9 2098 81.660 2315 | 4  687.32 11.14
kinase Oxidation+M(10)
|P65702|PGK—2§;T€Y Phohoglyceratg DLDLAGKR 7 8 1 8.25 b3 887.49 41,521 18224 |2 444.28 -0.14
|P65702|PGK—2§;T€Y Phohoglyceratg g TDLDLAGKR 6 9 1 8.25 b4 988.54 41,523 15452| [2 494.71 451
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ YEADLVDEAKR 233 11 2 16.45 b4b6 1308.65 52.884 14798 |2  654.88 3.36
|P65702|PGK—2§;T€Y Phohoglyceratg ,; PAVAMLEER 375 9 2 18.87 b3b7 1015.51 79.149 1011 2 50826  .7a4
|P65702|PGK—2§;T€Y Phohoglyceratg g DLNVPVKEGK 20 10 2 7.86 b3°b3 1098.61 35.734 840l |2 5408l 223.




IPOALSOIHFA_SALTY Integration hos{ TGEDIPITAR 66 10 14 103,01 P2p2b3°03bA"DADELEYY 7 5 41.760 52671| P  536.78 3.76
factor subunit alpha 4y5y6y8y10
IPOALSO|IHFA_SALTY Integration hosf -, LSGFGNFDLR 45 10 8 28.67|  b7°b7yly2y8y9°yoy1d 1125.57 7a.00| 290658 | 2| 563.29 0.22
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf ALENGEQVK 36 9 4 53.25 b6y4y6y8 987.53 27.995 1612 |2 4042y .88
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf ALENGEQVKLSGFGNFDLR 36 19 4 14.94 b3b6°h6Yy6 2094.04 08.00| 2160 | 2| 104752 -9.33
factor subunit alpha
IPOA2ASIRLL_SALTY 50S ribosomal | VVGQLGQVLGPR 122 12 14 110,05 P1P204DOY2Y3y4yBYTYBYD 1555 25 57.954 126364 P 611.86 -3.69
protein L1 y10*y10y12
[POA2A3|RL1_SALTY 50S ribosomal b3b7b11b1dy2ydy7y8°y8 !
oot L1 2 VAVFTQGPNAEAAK 74 14 16 96.39 | G0 ooyt Liyia] 140274 44.078 125666| P 701.87 2.78
. o ]
IPOA2ASIRLL_SALTY 50S ribosomal | VGTVTPNVAEAVK 141 13 15 126.41 |P3P3PISYLYSYASYTYBYRY 100, 75 46.927 110004] P 642.86 -0.67
protein L1 10y11y12*y12y13
'POAZAglRLt—ri’Z‘;TLSOS ribosomal |, AAGAELVGMEDLADQIK 88 17 7 4355 |  b4bBy2yl0yllyl2yl7 1783. 78.731 20872 | 4  865.94 5.01
IPOA2ASIRLL_SALTY 50S ribosomal | GATVLPHGTGR 60 11 12 76.39 | P3"D3p47DADSOBY2yAYANE ) e g 28.647 26221| P  533.29 2.75
protein L1 y7yll
'POAZAglRLt—ri’Z‘;TLSOS ribosomal| AAGAELVGMEDLADQIKK 88 18 4 345 b2y10y11y12 1858.94 7280 0115 | 3| 620.32 1215
'POAZAglRLt—ri’Z‘;TLSOS ribosomal| GEMNFDVVIASPDAMR 106 16 4 23.69 b2b3y11y12 1751.8 70.60§ 9075 | 3| 584.61 167
'POAZAglRLt—ri’Z‘;TLSOS ribosomal | g KGEMNFDVVIASPDAMR 105 17 4 23.72 b9*bob13b15 1879.9 BB6 4255 | 2|  940.46 1.95
'POAZAglRLt—ri’Z‘;TLSOS ribosomal | g TVLPHGTGR 62 9 0 2.43 937.51 28.643 1904 |2 469.26 -10.0
IPOA251]AHPC_SALTY Allyl 1 YAMIGDPTGALTR 93 13 13 110,76 P203PADISYLYSYSYBYTYRY ) 00 og 61.893 81137 2  683.34 0.63
hydroperoxide reductase subunit C 10y11y13
IPOA2SLAHPC_SALTY Alkyl 2 |carbamidomethykC(1B) AAQYVAAHPGEVCPAK 153 16 13 126.g93P4pBDIODI2YSYAYSYBYD ) g ) 34.202 70214 B 556.94 -11.85
hydroperoxide reductase subunit C y11ly12y16
b2b3°b3b4b5°h5h6b7°b7h8
IPOA2SLAHPC_SALTY Alkyl 3 ATFVVDPQGIIQAIEVTAEGIGR 120 23 24 192.24|b10y2y3ydy5y6y7y8y9°ydy 2384.27 128.127 50357| B 795.43 -3.99
hydroperoxide reductase subunit C
10y11y17y23
[POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA Q
hydroperoride redustase sbunit ¢ | 4 |CabamidomethyC(15) DHYEELOK 32 31 5 13.85 b3b7y12y24°y24 3757.74 118.96 1621 3 125325 5.20
IPOA2SLAHPC_SALTY Alkyl 5 DASDLLR 143 7 4 40.47 y3ydy5y7 789.41 44.458 4783 |1 780.41 185.
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 6 NGEFIEVTEKDTEGR 17 15 4 24.16 b11b12°h12y3 1723.82 63.78% 4470 | 3| 57528 6.30
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 7 LGVDVYSVSTDTHFTHK 63 17 5 43.55 b12b13b1dy7y13 1905.9f  .62D 2311 | 2| 953.49 18.64
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 8 EGEATLAPSLDLVGKI 171 16 4 23.69 b6b7°b7y3 1612.88 84.159 0997 | 2| 806.94 2.04
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 9 NGEFIEVTEKDTEGR 17 15 3 18.14 b10b13y3 1723.8]L 85.11 50503 | 575.27 -3.68
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 10 NQAFKNGEFIEVTEK 12 15 5 29.44 b5y5y10y14°y14 1753.85  9E® 3053 | 3| 585.29 -11.62
hydroperoxide reductase subunit C
IPOAZ99IRL7_SALTY 50S ribosomal | DLVESAPAALK 85 11 7 47.53 b2b11y5y7y8ydy11 1113.61 5220 2680 | 2| 557.31 713
protein L7/L12
. b2°b2*h2b3b4b5beb7b8Ho
IPOAZ99IRL7_SALTY 50S ribosomal |, DQIEAVSAMSVMDVVELISAMEE 5 25 26 224.5 |°bob10y2°y2y3ydy5yey7yB 2737.33 137.031 35340 B 913.12 -0.54
protein L7/L12 K A
y9°y9y10y11y12y25
'POAzgglRerzT;nALLD(LfSS ribosomal | 5 DLVESAPAALKEGVSK 85 16 8 24.86| b2°h2b3b5°b5b8ylyl 1®B. | 55.485 11033 | 4 53862 11,50




[POA299IRL7_SALTY 50S ribosomal SITKDQIEAVSAMSVMDVVELISA ] ]
orcton L7IL12 VIEEK 1 29 5 17.49 bly2y3y5y16 3166.60) 96.409 2330 |4 79241 3.34
IPOAZ99IRL7_SALTY 50S ribosomal KSLEEAGAEVEVK 108 13 4 34.44 b7b8y3y7 1388.71 28.683 148763 | 463.58 -11.87
protein L7/L12
[POA299IRL7_SALTY 505 ribosomal SITKDQIIEAVSAMSVMDVVELISA
orcton L7IL12 VIEEK 1 29 3 22.72 y3ydy7 3166.61 136.474 6534 |3  1056.21 6.48
[POA299IRL7_SALTY 50S ribosomal .. MSITKDQIEAVSAMSVMDVVEL e * ]
orcton L7IL12 Oxidation+M(27) CAMEEK 0 30 6 24.78 |  b7°b7bll*bilyloy1l|  3313.59 100.59f 8625 | 3 2005 -13.11
IPOAZ99IRL7_SALTY 50S ribosomal SITKDQIIEAVSAMSVMDVY 1 20 4 26.57 yAyBy9y14 2136.12 96.21 3264 | 3| 71271 14.63
protein L7/L12
IP67904|RS10_SALTY 30S ribosoma LIDQSTAEIVETAKR 16 15 15 147.12| P3PBYLY2Y3Y4YSYBYTYBYY 1673 oo 50.997 97700 B 558.63 -13.56
protein S10 y10y11y13y15
IP67904|RS10_SALTY 30S ribosoma LIDQSTAEIVETAK 16 14 12 100,37 | P203P1OY2ySyaySyByoy1D 5,7 o4 54.321 77632 2 759.41 4.10
protein S10 yllyl4
|P67904|RS;?&§QLSTIO3OS ribosoma LVDIVEPTEK 72 10 5 26.91 b2b3ydy8y10 1142.62 50.629 3773p | 2 71.82 5.02
|P67904|RS‘1)?&§£LSTIO3OS ribosoma GPIPLPTRK 37 9 7 45.47 b1b2b3y3ydy6yd 978.6( 41.941 3096 2 89.80 7.36
IP67904|RS10_SALTY 30S ribosoma DQYEIR 62 6 2 26.85 yay4 823.39 31.164 20460 |2 412.2p -4.45
protein S10
IP67904|RS10_SALTY 30S ribosoma IPLPTRK 39 7 0 1.62 824.53 41.931 7178| |2 412.71 -9.77
protein S10
IP67904|RS10_SALTY 30S ribosoma DQSTAEIVETAKR 18 13 3 14.92 b5°b5b9 1447.7¢ 51.023 6304 |2 432 5.23
protein S10
. b2b4b5°b5beb13b14ylydy
[POALH3|EFG_SALTY Elongation factor 1 IATDPFVGNLTRF 323 14 17 12952 e lovi s oyia| 199784 92.444 104971) P 799.42 0.00
b2b4°bab5b14*b14y3ydyh
[POALH3|EFG_SALTY Elongation factor 2 VYSGVVNSGDTMBVK 337 17 17 130.15| yoy10y11*y11lyl2y14y15y 1737.91 61.019 01178| P 869.46 3.09
17
[POALH3|EFG_SALTY Elongation factor 3 IHAEVPLSEMFGYQLR 653 18 5 32.75 b4b5boy5y7 2062.03 89.361 6623 3 688.02 -5.21
[POALH3|EFG_SALTY Elongation factor 4 SGPLAGYPVVDLA 562 15 13 7454 |P? bef/lbO?;bli%Sb7y3y438 1499.83 75.639 66234| P 750.42 2.20
b1b3b4b10b11°b11b12bl4
[POALH3|EFG_SALTY Elongation factor 5 IGEVHDGAATMDMEQEQER 39 20 18 95.97|y2°y2y3°y3*y3y5yey7ydyd 2331.99 61.014 60820 B  778.00 2.41
0
——
[POALH3|EFG_SALTY Elongation factor 6 GQYGHVVIDMYEPGSNPK 512 20 10 69.48 bsmobﬂysfée YOYTYYY  5901.07 69.199 46538 | B 734.36 -0.78
5 ongation factor . y2y3y5y6y9y . . . 7.
POALH3|EFG_SALTY Elongation f 7 EFNVEANVGKP@VR 475 16 8 35.08 |  b2°b2y2y3y5y6yoy16 1820.91 52.131 4181 3607.64 7.91
o *
[POALH3|EFG_SALTY Elongation factor 8 VEVETPEENTGEBDLSR 618 19 14 g4.61 | P3PSDSLTDODIADIAZYE 09 65.734 34854| P 1030.0( 7.94
y9°y9y14y15y19
5 ongation factor . y2y4y5y6y8°y8y. . . . -10.
POALH3|EFG_SALTY Elongation f 9 GQESEVTGVK 643 10 8 51.89|  b2y2ydy5y6y8°y8yl0) 1033.51 2250 32073 | 2| 517.26 10.39
%y
[POALH3|EFG_SALTY Elongation factor 10| carbamiddmisc(20) "GP "GLK;KETRGDTLCDPEN 378 30 9 33.52 b3b17b273;213’33y10 YIOVLL 5135 61 84.332 20426| B 1046.84 4.67
[POALH3|EFG_SALTY Elongation factor 11 LGANPVPLQLA\'/?(AEEGFTGVVDL 161 26 5 18.28 bdy3y7y14y26 2607.41 119.419 2415 3 869.81 .939
5 ongation factor . y2y8y12°y12y! . . . .
POALH3|EFG_SALTY Elongation f 12 YDDAPNNVAQABAR 686 16 5 25.53 2y8y12°y12y13 1745.8 64.020 2304 2 .43 6.99
[POALH3|EFG_SALTY Elongation factor 13| CarbamiddmiC(10 VLDGAVMVYCCVVRGGVQPQSETV 104 24 9 27.59 | P2P8 b8b14f15y1y8y15y2 2621.29 85.180 21711| B 874.43 1.21
. GVQAMLDAVIDYLPSPVDVPAIN
[POALH3|EFG_SALTY Elongation factor 14 CILDDGKDTPAER 273 36 6 30.17 b2y3ySy6y13y23 3764.9 121.911 1121 3 1855/6 6.55
[POALH3|EFG_SALTY Elongation factor 15 LAASIAFKEGFK 594 12 3 22.28 b7y4y10 1281.72) 46.391 9541 |3 027 0.95
[POALH3[EFG_SALTY Elongation factor 16 YLGGEELTEEEIK 236 13 4 20.64 b2b7y6y11 1509.74 56.573 575 2755.37 453




|POALH3|EFG_SALTY Elongation factor 17 VEVETPEENT@IGBDLSRR 618 20 4 225 b1b13y12y13 2215.08 81.633 222 | 3 omo| 331
[POALH3|EFG_SALTY Elongation factor 18 MEFPEPVISERK 408 15 4 25.8 b3boy7y12 1685.8¢ 85.130 47030 | 2 84345 5.0
[POALH3[EFG_SALTY Elongation factor 19 HASDDEPFSARA 309 14 5 27.58 b5b12y7y12°y12 1534.72 69.370 27963 | 2 767.p 382
[POALH3|EFG_SALTY Elongation factor 20 ILFYTGVNHK 29 10 4 33.9 YEY7°y7y8 1191.63 53.760 2167 |3 = -16.80
[POALH3|EFG_SALTY Elongation factor 21 VVGQIK 153 6 1 13.62 b5 643.41 43.936 15744 |1 643.41 -4.55
[POALH3|EFG_SALTY Elongation factor 22 QSGGR 507 5 1 13.22 b3 504.25 47.029 14836 |1 504.35 1.4
|POALH3|EFG_SALTY Elongation factor 23 IAFVNK 137 6 1 13.62 b5 691.41 39.014 8878| |1 691.41 -9.09
AINWNDADQGVTFEYEDIPADMQ b3b6b10b11b12y3°y3y4°y4
|POALH3|EFG_SALTY Elongation factor 24 DLANEWHQNLIESAAEASEELME | 189 47 20 156.07| y5y6y7y8°y8y9°yoy10°y1d 5380.44 125.428 5195 | 4  1345.8¢ 9.62
K ylly12
[POALH3|EFG_SALTY Elongation factor 25 LHFGSYHDVDES\FK 577 17 3 23.31 b6y13y14 1951.95 83.463 4074 |3 65132 a7
[POALH3|EFG_SALTY Elongation factor 26 YLGGEELTEEEIALR 236 17 4 16.32 b8y5y10*y10 1978.00 72.429 85838 |3 e80.d -8.64
[POALH3|EFG_SALTY Elongation factor 27 GITITSAATTMFSGMAKQYEPHR| 59 24 6 26.16 b13b22°b22y6*y6y7 2624.28 78.32| 78446 | 4| es6.82 -6.33
[POALH3|EFG_SALTY Elongation factor 28 ASYTMEFLKYDADRAPNNVAQAV'E 677 25 8 39.3 | b11b12b13°b13y3°y3y81y8  2816.3B 83.509 597623 | 939.47 8.84
[POALH3|EFG_SALTY Elongation factor 29 GGVIPGEYIPBKGIQEQLK 541 21 3 22.33 b3bdy12 2211.2( 73.343 26024 |3 w7 254
[POALH3|EFG_SALTY Elongation factor 30 QYEPHRINIBGHVDFTIEVER 77 24 4 22 b3bdy7°y7 2878.45 58.941 7245 |4 7203 051
[POALH3|EFG_SALTY Elongation factor 31 GRASYTMEFLK 675 11 4 36.73 b5b6b10y9 1302.6 33.480 163 2 185 -14.06
[POALH3|EFG_SALTY Elongation factor 32 Phosphof¥&t) LAASIAFKEGFK 594 12 3 22.28 b3bsyo 1361.69 88.220 2320 2| 68135 12.01
[POALH3|EFG_SALTY Elongation factor 33 |Carbamidomethyl*C(1OVLDGAVMVYCAVGGVQPQSETV 4, 24 7 30.35 | b9bllb16°h16yl0y12yP0  2637.47 93.971L 16704 | B79.76 -4.72
;Oxidation+M(7) WR
[POALH3|EFG_SALTY Elongation factor 34 Oxidation-aj GQYGHVVIDMYPLEPGSNPK 512 20 4 19.76 b10b13y4y14 22071 87.103 4228 | 2 1100.05 14.10
[POAA28|THIO_SALTY Thioredoxin-1 1 MIAPILDEIADEYQGK 37 16 15 136.45 | P2PLILY2YBYAYSYSVBYTYY g0 90 92.761 167961 P 903.46 3.24
10y11y13y14y16
% |
[POAA28[THIO_SALTY Thioredoxin-1 2 LNIDQNPGTAPK 58 12 14 105.79| 2 bzt;gg;;ya%ﬁy;yewys 1267.66 37.390 130214] P 634.33 -4.33
[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 13 104.37 | P2035 bg;f£y2y3y4y5 1001.63 89.781 63252| P 50132 -0.38
|POAA28[THIO_SALTY Thioredoxin-1 4 MIAPILDEIADEYQGKLVAK 37 21 4 24.71 b3yl1ly12y18 2318.22 93.957 50258 |3 77341 742
|POAA28[THIO_SALTY Thioredoxin-1 5 Oxidation+M(1) MIABDEIADEYQGK 37 16 4 28.34 b13yoy13y14 1821.91] 86.636 651 | 2911.46 11.19
[POAA28[THIO_SALTY Thioredoxin-1 6 PTLLLFK 76 7 3 38.27 b3b4b5 831.52 89.784 63624 |2  416.2p 4.3
[POAA28[THIO_SALTY Thioredoxin-1 7 APILDEIADEYQGK 39 14 0 4.45 1561.78 92.795 1901 p  781.4d 6.49
IGQVKDDNITVVWVPGAYELPLA b3b8b10°b10b11°h11b12b |
|P66038|RISB_SALTY 6 1 TEALAK 40 29 14 85.23 | "2 svoviovisyieyae| 311069 97.631 83202| B 10375 2.67
b3b4y2y3y4y5y6y8y9°yoyiL
|P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 17 138.8 et aytayioyton1g 210908 100.548 60383| P 1055.04 8.91




[P66038|RISB_SALTY 6 3 GAEAALTALEMINVLK 136 16 8 4595 b3bl2bl5y3ydyl0yls|  1643.91 102.257 46825 |2 82246 2.8

[P66038IRISB_SALTY 6 2 ANVAAPDAR 5 9 6 38.27 b2"h2y2y5y6y7 884.45 21.649 1221d |2 4 7.87

[P66038|RISB_SALTY 6 5 DDN'TVVWVPGI?YELPLATEALA 45 24 4 19.45 b4b12b14y16 2585.3 103.997 188 2 120320 416,

5 *
|P64052|EFTS—S/+\'S‘TY Elongation factar VASLEGDVLGSYQHGAR 134 17 20 122.49 giy?igsg%%ggﬁﬁy{%ﬁy 1758.86 57.763 129685 B 586.96 -12.28
1%y17
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 2 ITDVEVLK 104 8 5 40.87 y2y3y6y7y8 916.52 47.447 111158 |2 & 1112
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 3 FTGEVSLTGQPFVMEPSK 222 18 8 3279 b3bllylySy12°y12yBdyl 1953.98 73.797 1100200 P 977.49 7.68
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 4 ALTEANGDIELAIENMRK 25 18 5 32.75 b9b10b14y14yl6 1987.99  3.300 65852 | 3|  663.34 -10.25
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 5 IGENINIR 125 8 9 54.00 | b2y2y3tyaystysyeyryd  928.51 43328 3700 | 2| 464.76 -8.55
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 6 AEITASLVK 1 9 4 38.27 yAy5y6y9 931.54 47.510 63276 |2 466.2 937
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 7 IGVLVAAK 151 8 7 77.52 b3bdy3y5y6y7y8 770.50 46.023 56821 |2 8535 1458
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 8 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 8 4013 b2°h2b54g5y7y10 1098.47 20.033 27926| 2 549.74 -5.00
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 9 EYQVQLDIAMQSGKPK 193 16 5 35.44 b3b5b6ydy7 1834.9% 69.509 7540 | 3| 612.32 8.71
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 10 VETDFAAEVAAMSK 267 14 3 19.29 b5b9y3 1468.72 68.027 3764 |2 734.86 12.30
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 11 MAEITASLVKELR 0 13 4 28.12 b4°bab6b7 1460.82 77.258 2307 |3 74 0.75
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 12 VLDAAVAGK 95 9 5 67.72 y3y4y5y7y8 843.48 32.605 38407 |2 4w2| -15.34
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 13 AGNVAADGVIK 52 11 3 36.07 y5YBYy7 1014.55 35.642 19569 |2 s@®.7| -3.91
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 14 ALTEANGDIELAIENMR 25 17 7 48.2 b6*b6b13y3ydy5yLl 18539 81.187 2461 | 2 930.47 7.29
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 15 DAGFQAFADKVLDAAVAGK 85 19 4 14.94 b3b6*h6yL7 1893.95 ) 110877 | 3|  631.99 -10.25
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 16 KALTEANGDIELAIENMR 24 18 3 15.58 b1ly6yl6 1988.02 65.770| 12677 | 2| 094.52 6.51
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 17 FEVGEGIEKVETDFAAEVAAMSK | 258 23 7 3391| b6b13°b13yeyRyi4 | 2457.21 106.261 1615 P 122011 10.43
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 18 Phosphoryl STY(7) MAEITASLVKELR 0 13 4 25.41 b5°b5h6y12 1540.78 64.274 9800 [ 2  770.89 6.18
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 19 Phosphoryl STY(2) ITDVEVLK 104 8 3 40.87 yAy5y6 996.49 88 6818 | 2| 498.75 435
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 20 Phosphoryl STY(7) MAEITASLVK 0 10 5 26.91 b5°b5b9°hoy4 149.55 25.890 3352 | 2 57178 1.92
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 21 Oxidation+M(12) VETDFAAEVAAMSK 267 14 8 60.41|  bSydy5yBy8y9°y9 1484.69 76.405 15330 [ 742.85 0.74
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 22 Oxidation+M(14) FTGEVSLTGQPFVMEPSK 222 18 10 40.8?3°b3b5yi{§?§yﬂoyﬂ* 1969.99 82.555 5399 657.33 14.69
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 23 Oxidation+M(4) QLAMHVAASKSEEVKPEDVSADV 167 26 5 22.81 b6b7*b7b10y11 2840.44 60.46 3020 |3 oarhe 770
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 24 GVLVAAK 152 7 0 121 657.43 46.019 9647 | [ 657.43 5.29
|P64052|EFTS—S/+\'S‘TY Elongation facigr Carbamidomethyl+C(7) GAGMMDCKK 16 9 1 8.25 b3 997.43 220 6207 | 2| 499.21 -4.83
[PO0924[ENOL_YEAST Enolase 1 NVNDVIAPAFVK 67 12 17 141.26 bz”g/t;i;by%?z;b@ﬁﬁ?y:y 1286.71 65.044 100928] P 643.86 171




|PO0924|ENO1_YEAST Enolase 1 2 VNQIGTLSESIK 346 12 12 96.83 beebloé'jﬁﬁzysyg YO 128871 53.135 95711| P 644.86 2.56
[PO0924[ENO1_YEAST Enolase 1 3 SIVPSGASTGVHEALEMR 32 18] 14 108.54 |PBY2YSYSYEYBYOYOYIONL 1541 9 60.334 80132 B  614.31 7.43
1y14y15y16°y16
[PO0924|ENOL_YEAST Enolase 1 2 AADALLLK 338 8 7 62.54 b5y2y3ydy5y6y8 814.49 52.561 79381 |2 07415 1251
|PO0924|ENOL_YEAST Enolase 1 5 TFAEALR 178 7 6 63.9 b3y3ydy5y6y7 807.43 44.320 6368 |2 4p44 9.0
|PO0924|ENOL_YEAST Enolase 1 5 TAGIQIVADDLTVTNPK 312 17 6 36.15 b5y8y10y11y13yl7 1755.96 71.476 2424p | 2 87848 7.8
|PO0924|ENOL_YEAST Enolase 1 7 IEEELGDNAVFAGENFHHGD 154 21 5 18.93 b3b5y13y10y21 2328.0 56.511 21744 | 4 582f6 .01l
|PO0924|ENOL_YEAST Enolase 1 8 AVDDFLISLDGTANK 88 15 57 | blibi3ylysyeysyloylqd — 1578.81 81.312 3051f |2  780.91 247
[PO0924|[ENOL_YEAST Enolase 1 9 WLTGPQLADLYHSLMK 272 16 17.16 b6*beb12yly2y15 1872.98 90.739 6973 |2  936.99 7.89
|PO0924|ENOL_YEAST Enolase 1 10 IATAIEK 330 7 ) 83.14 | ba°babby3yd°ydy5y6 74543 27.367 |77 2| 373.22 1572
|PO0924|ENOL_YEAST Enolase 1 11 LNQLLR 409 6 2 40.07 VayAy5ty5 756.46 41.480 290504 |2 378.7F 261
|PO0924|ENOL_YEAST Enolase 1 12 AAQDSFAAGWGVMVSHR 358 7 1 5 22.93 b3b5y3°y3y6 1789.88 49.676 18187 |2 895.45 218
|PO0924|ENOL_YEAST Enolase 1 13 YDLDFK 258 6 3 29.86 V3y5°y5 800.39 99.348 8905] |1 800.39 10.5
|PO0924|ENOL_YEAST Enolase 1 14 HLADLSK 132 7 5 66.91 b4°babby3y4y5 783.42 27.354 3891 |2 292.| -19.71
|PO0924|ENO1_YEAST Enolase 1 15 YPIVSIEDPFAEDDWEAWSHKF| 289 23 4 19.46 b8°b8b12b16 2828.34 124.07 2810 | 3 943k5 0017
|PO0924|ENO1_YEAST Enolase 1 16 SIVPSGASTGVHEALEMROGD 32 22 3 13.44 b12b1dy12 2256.06 71.681 78851 | 4  564.17 -15.
|PO0924|ENOL_YEAST Enolase 1 17| carbamidomethy+£(7)  KIGEDCASSEFFK 241 14 3 24.73 b10b11y1l 1600.8p 48.301 5206 | 3534.27 1.14
[PO0924|ENOL_YEAST Enolase 1 18 VYARSVYDSR 5 10 5 54.32 b8boy3ydy9 1215.6] 48314 2509 |2 808.| 472
|PO0924|ENOL_YEAST Enolase 1 19 Phosphoryl STY(12) B¥DISLDGTANK 88 15 3 24.16 b10b11y1l 1658.76 70.901 3763 |3 358 2.65
[PO0924|ENOL_YEAST Enolase 1 20 Phosphoryl STY(B) S®RSTGVHEALEMR 32 18 2 22.98] b6 _H3PO4 b6°b6b7yB  1020.45  3.187 1966 | 3| 640.96 13.73
|PO0924|ENOL_YEAST Enolase 1 21 Oxidation+M(15 WLTGRQLYHSLMK 272 16 2 17.16 b4b13°b13y9 1888.99 84.781 3990P | 2 945.00 12.34
|PO0924|ENOL_YEAST Enolase 1 22 OxidationM(17 SIVASGGVHEALEMR 32 18 3 1558 b7y3yll 1856.91] 52.740 17690 | 3 .649 5.26
|PO0924|ENOL_YEAST Enolase 1 23 PSGASTGVHEALEMR 35 15 347 b8°b8 1541.74 60.343 5307 |2 771.38 4.67
|PO0924|ENOL_YEAST Enolase 1 24 ADALLLK 339 7 0 1.21 743.47 52.551 5237 | L 74347 0.66
. b2b3b4b6b7b10b12b13yhy
IPOA7WAIRS5_SALTY 30S ribosomall VEMQPASEGTGIAGGAMR 93 19 20 191.16 5y6y7yl0ylly12yl3y15yl 1892.95 67.037 139997 b 946.98 8.83
protein S5
6*y16y19
IPOATWAIRSS_SALTY 30S ribosomall AVLEVAGVHNVLAK 112 14 14 114,84 | PZ03DADISYLY2YSYBYBYRY ) 1 o1 59.344 119653] B 473.94 -14.70
protein S5 10y11ly12y14
H *y
IPOATWAIRSS_SALTY 30S ribosomall 5 AYGSTNPINVVR 126 12 13 93.g2 | PLP20SOLLY2YByA7yAYEYY g gg 49.880 85443| P  645.84 0.19
protein S5 y8y10y12
[POA7WA4|RS5_SALTY 30S ribosomal b6°b6b11b15*h15y3ydy7ly !
rotein S5 4 ATIDGLENMNSPEMVAAK 138 18 16 105.95| ) 0011y 121 2y 1Ay 15y 169091 62.122 71137| P 945.96 6.91
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal o SVEEILGK 159 8 8 64.3 b1b6b7yly3ydy6ys 874.47] 48.987 s46d8 | 2437.74 -15.01
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall ¢ ATIDGLENMNSPEMVAAKR 138 19 9 62.44 b4b7bloy3y24y8y11 YIWE 5046.99 57.848 30339 B 683.00 -4.41
|P0A7W4|Rsp5r—0?£r%2; 30S ribosomal 7 IFSFTALTVVGDGNGR 29 16 3 34.57 y7y8y9 1653.84 85.750 310582 | 827.42 -10.41
|P0A7W4|Rsp5r—0?£r%2; 30S ribosomal ¢ VGFGYGK 45 7 5 40.47 b2b6y2y3y5 727.37 38.402 15978 | 2 36419 1057
IPOA7WAIRS5_SALTY 30S ribosomall g LIAVNR 14 6 2 26.85 yay5 685.43 31.764 121471 [t 685.43 -4.01
protein S5
|P0A7W4|Rsp5r—ofgfs\; 30S ribosomal -, AHIEK 1 5 4 39.66 b3bdy4°y4 597.33 21.941 119049 |1 597.3B 410
|P0A7W4|Rsp5r—0?£r%2; 30S ribosomall -, GKSVEEILGK 157 10 3 36.91 y3y4y5 1059.60) 49.861 45656 |2 ss0.d -253
[POA7WA[RS5_SALTY 30S ribosomal VFMQPASEGTGIAGGAMRAVLE N N ]
rotein S5 12 U AGVHNVLAK 93 33 5 16.83 |  b10*b10b13b15*h15 3293.74 111.728 732p | 3 seos| -3.78
[POATWA4IRS5_SALTY 30S ribosomal AYGSTNPINVVRATIDGLENMNSP| " 5 2273 D3b4b12 162,58 - . s 1054b5 o
protein S5 EMVAAK




[POATWA4IRS5_SALTY 308 ribosoma] GVHTGSRVFMQPASEGTGIAGG 2 5 1214 61251596 2557 2] 136.508 62 s 86340 y
protein S5 MR
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal -, 5 GGRIFSFTALTVVGDGNGR 26 19 4 22.72 b3y7ys*ys 1924.0 7ER 2006 | 2| 962.50 133
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomalj -, 5 Oxidation+M(3) VEMQPASEGTGIAGGAMR 93 19 3 14.94 b5b BBy 1908.94 59.018 3075 | b 954.97 3.39
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall -, ; VEEILGK 160 7 2 9.66 b3°b3 787.46 49.054 2141 |2 394.28 6.74
IPOA297IRLLO_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 11 61.09 |P2P3D3D4DAY2YAVBYOVI0 | 7 74 64.006 97618| P 724.39 -0.50
protein L10 y13
1 g
IPOA297IRL10_SALTY 50S ribosomall AAAFEGELIPASQIDR 109 16 17 124,57 P1D305b7bEOIDI2YLY2ydy ) fos gg 67.663 68252 2 844.44 8.46
protein L10 7y8°y8y9y11y12y16
[POA297|RLL0_SALTY 50S ribosomal . VVEGTQFECLKDTFVGPTLIAYSM ) )
orotain L10 3 | carbamidomethyl+C(d I GAMR 62 32 5 15.86 b3y6y8y13y32 3494.69 91.448 54398 | 4  874.43 9-4.1
|P0A297|RL;?52'§1LHO503 ribosomall GALSAVVADSR 20 11 8 70.96 bdy2y3ydy5yTy8yll 1045.5¢ 47.004 44526 | 2| 523.29 0.23
. . .
IPOA297IRL10_SALTY 50S ribosomall QAIVAEVSEVAK 8 12 9 40,27 | P209"DODI2YBYSYOYIONL 1) 5 6q 56.081 22052 2 62235 -0.59
protein L10 2
|P0A297|RL;?52'§1LHO503 ribosomall DTFVGPTLIAYSMEHPGAAAR 73 21 8 37.58|  b2b3°b3b8bl2ysyeyd  202.08 81.687 11363 735.36 -0.44
|P0A297|RL;?52'§1LHO503 ribosomall EAGVYMR 46 7 4 40.47 bay3y6y7 825.39 30.660 37771 |2 4132 62.9
|P0A297|RL;?52'§1LHO503 ribosomall g | orhamidomethyl+C(9 VVEGTQFECLK 62 11 4 36.07 b4b6b8y11 1309.63 48.900 3679 | 2 655.32 -10.53
IPOA297IRLLO_SALTY 50S ribosomall g GVTVDK 31 6 2 29.86 b3b5 618.35 70.458 4171| |1 618.3% 12.44
protein L10
IPOA297IRLL0_SALTY 50S ribosomall ) LMATMK 138 6 1 13.62 b4 694.37 44.059 4133 |1 694.37 4.31
protein L10
|P0A297|RL;(:32'§1LHO503 ribosomall 11 | carbamidomethyl+C(1D) RVVEGTQFECLK 61 12 5 22.28 bgHBI9°y9 1465.73 63.382 2156 | b 733.37 -11.91
|P0A297|RL;(:32'§1LHO503 ribosomall DTFVGPTLIAYSMEHPGAAARLFK| 73 24 3 12.71 b3b13yl4 2592.3¢  96.561 1519 | 3| 86479 13.09
|Q7CQN4|LPP1_SALTY Major outer }
membrang Inoprotein 1 1 SDVQAAKDDAAR 52 12 9 100.14| boy3ydySyey7y8ydyl2  1246.60  6.473 26308 | 2|  623.80 3.23
IQ7CQN4ILPPL_SALTY Major outer | VDQLSNDVNAMR 40 12 5 20.48 y2y5y7y8y12 1361.65 47.569 2860 2| 681.33 3.77
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | IDQLSSDVQTLNAK 26 14 5 27.58 b5°b5b9y11y13 1531.8 87.221 1520 | 3| 1127 4.78
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer |, Phosphoryl STY() IDQLSSDVQTLNAK 26 14 4 19.29 b4°bdy8y12 1611.76 62.837 1824 | 2 806.39 6.29
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | QAAKDDAAR 55 9 0 2.83 945.48 16.904 2871 b 473.24 4.07
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | VQAAKDDAAR 54 10 0 2.83 1044.53 16.910 2552 | P 522.77 9.47
membrane lipoprotein 1
IQ8ZQDA|LOLA_SALTY Outer-membraj DATGNTPFMLIAR 103 13 8 54.77|  b2b3b5beydy7y10y13 1406.71  7.4B6 47436 | 2| 703.86 0.00
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj DGTIHQFSAVEQDDQR 154 16 9 35.44| b3b9°hOy2*y2ydy5yByl6  ABB2 43.099 40579 615.94 -9.52
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLK 85 18 17 125,11 | P20304b5DEbODI0DI0NS o)) o 115.353 36374| P 1108.01 7.94
lipoprotein carrier protein y4y5y10y12°y12y13y14y18
IQ8ZQDA|LOLA_SALTY Outer-membraj NQASDWQQYNIK 116 12 6 36.17 b1b3b11y9y10°y10 1494.7 50.9 | 6286 | 2| 747.86 4.90
lipoprotein carrier protein




IQ8ZQDA|LOLA_SALTY Outer-membraj FTETPPQGVTIDDQRK 187 16 4 17.16 bdy7y10y16 1849.96 60.430 4380 | 2| 925.48 7.85
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj NQASDWQQYNIKQDGDNFVLTP| 1 23 6 35.31 b3b4b12y10y14y20 2709.31L 66.86 30267 | 3 ®o3[7 685
lipoprotein carrier protein K
IQ8ZQDA|LOLA_SALTY Outer-membraf SQQNGAVDPSKFTFTPPQGVTIDD 06 o 52 g4 | DSDSDIBYSYBYTYLOVIZYL oo 66137 4770 045,14 1310
lipoprotein carrier protein QR 4
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ Phosphoryl STY(11)| QFTINVGRDGTIHQFSAVEQDD( 146 24 3 p b10y8y12 2841.30 101.703 2750| |3 947.7 6.19
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ VEQDDQR 163 7 1 7.25 ba 889.41 43.055 1987 |2 4452 4.60)
lipoprotein carrier protein
|P66738|RRF—S¢‘:CTI;R'bosome"ecyd'rg 1 ASPSLLDGIVVEYYGTPTPLR 31 21 7 40.78|  bi5ysy7yloylaylsy2ll 2248.20 92.605 36960 | 2 1124.60 6.41
. — - .
|P66738|RRF—S/:‘:;;R'bosome 'ecyC"rg 2 QLASVTVEDSR 52 1 12 87.19 % b3y2yi’3l'f;fi’6y8 Y8 1204.63 38.785 30724| b 602.82 10.44
|P66738|RRF—S¢‘:CTI;R'bosome"ecyd'l‘g 3 AIMASDLGLNPSSAGTDIR 80 19 6 36.29 bay2y7y8ydy19 1888.96  6.424 13876 | 2|  944.90 11.05
|P66738|RRF—S¢‘:CTI;R'bosome"ecyd'l‘g VDAALADKEAELMQF 170 15 3 18.14 b7b12y10 1650.81 84.202 541 | 3| 550.94 4.14
|P66738|RRF—S¢‘:CTI;R'bosome"ecyd'l‘g 5 VDAALADK 170 8 3 36.1 b4b6y6 802.44 35.611 5055| |2 401.73 11.26
[P66738IRRF_SALTY Ribosome-recyclig AIMASDLGLNPSSAGTDIRVPLPP 2 . 30,07 | PAD7DIIDIS DSy Ay _ o "o o5 626 so2a| b 100754 591
factor TEER y26
|P66738|RRF—S/:‘:;; R'bosome'recyd'rg 7 IVRGEAEQAR 115 10 8 70.55|  b3b6b7b8y4acyayTry7 1128.6[L 1560 18933 | 2| 56481 5.84
|P66738|RRF—S¢‘:CTI;R'bosome"ecyd'l‘g 8 DAEVRMEK 7 8 4 51.08 b3b5y3y4 977.46 21.960 7488 |2 489.2 89.1
[P66738IRRF_SALTY Ribosome-recyclig o SMGPAVEKAIMASDLGLNPSSAG| o7 . 2255 byBy10y1L 638,31 56,261 N I 134
factor TDIR
|P66738|RRF—S¢‘;CTI;R'bosome"ecyd'hg 10 Phosphoryl STY(7) VPLPPLTEER 99 10 4 2691  bs’bsy3yPEABY5 | 1230.60 26.573 4567 [ e15.80 -4.66
'O33921|A(‘5)z££:¥ Glucose-1- 1 TPIGGQLVFQR 335 11 6 36.73 b2b6y3y8y9y11 1215.68 60.30 5575 2| 608.34 3.21
1 b2b3b5b12y2y3y5y6y7y8ty
|o33921|Ac‘5);>5§£:¥ Glucose-1 2 MGTMDPTFNPVITDDSAAFR 141 20 19 130.818y9°y9y11y12°y12y13y15y 2186.01 77.534 84532| P 1093.5] 10.16
20
'O33921|A(‘5)z££:¥ Glucose-1- 3 IEYVYQSAR 358 9 7 74.92 b2b3y3y5y6y7y8 11285 41.349 540822 | 564.79 -4.65
'O33921|A(‘5)z££:¥ Glucose-1- 4 QQAVQAMEK 161 9 9 45.47 | b2b3*b3boydyd’ydy7yd 10325 2531 | 50624 | 2| 516.76 -9.46
b3°b3b8*b8b9*h9b12b14°
|033921|AGP_SALTY Glucose-1- . EWLVAQGLIPSGECPAPDTVYAY b14b16y1y2y3ydy5*y5y6
hohatase 5 |carbamidomethyk-C(14) ANSLOR 87 29 26 131441 o ooy v oye)y 320558 93.083 50051| B 1069.2( 5.41
29
|o33921|Ac‘5);>8§£:¥ Glucose-1- 6 DTFSANYQQEPGVQGPLK 208 18 6 24.82 b2b10y8y10y12y18 1978.| 55.375 41498 | 4 989.99 11.29
[033921]AGP_SALTY Glucose-1- . VGNSLVDAFTLQYVEGFPMDQVAl a1 M 41,04 |PLOBOI3YLY3yAy6YEyTYIa oo 103748 ssia]l b 11608 B
phohatase WGGIHTDR y14
b2b4b6b8b9b11b14*b14H1
|033921|AGP_SALTY Glucose-1- APLANNGSVLAQSTPNAWPAWD . ]
hohatase 8 VPGGOLTTK 43 31 18 81.62 7b18y2y3yt)3/§110y13y14 vla 3161.63 82.745 329050 B 1054.54 8.65
'O33921|A(‘5)z££:¥ Glucose-1- 9 NGYQDSLFTSPTVAR 266 15 6 25.8 b3b13yly5y1lyl5 165541  86Q. 30083 | 2| 828.41 5.82
'O33921|A(‘5)z££:¥ Glucose-1- 10 NVAAPLVK 281 8 4 40.87 y3y4y6y8 811.50 38.992 27008 |2 406.2 9.70




IO33921|A(,53?5§:1:¥ Glucose-1- 11 |carbamidomethyk+C(1h) LLEQITHYQDSPSCK 182 15 4148 °ygg8y10%y10y13yl5 | 1818.86 50.390 26747 |3 606.9 -4.70
'O33921|Ai55§£:¥ Glucose-1- 12 GGVLEVYMGHYTR 74 13 3 25.41 bayey7 1481.70) 63.233 23972 | 3 9457 -10.87
-1- 0| £
I033921|AGP_SALTY Glucose-1 13 | Carbamidomethyi+c(1p) VATAQFFITGAFPGCDIPVHHQE 4, g 25 8 31.98 | PL2PI4DIAYSYOVIZVISY 00y 49 99.982 10238| B 924.47 17.35
phohatase K 13
|033921|AGP_SALTY Glucose-1- 14 |CarbamidomethykC(2): GCPVDANGFCPLDKFDNVMNTA| o 04 o 6372 |PADLAYAYLOVI3yLayIO2D o 27 552 os304| B 88107 Loa
phohatase Carbamidomethyl+C(10) AK y22
'O33921|A(‘5)zg§:t:¥ Glucose-1- 15 LKNGYQDSLFTSPTVAR 264 17 6 42.76 b7b12y5y8y11y12 1886.d 57.618 40706 | 4 632.99 -8.94
[033921]AGP_SALTY Glucose-1- VGNSLVDAFTLQYYEGFPMDQVA b4*b4b5b8°b8b12°b12y 7]y
hohatase 16 WGGIHTDROWK 226 34 12 36.88 7yBy10%10 3928.88 83.476 15261| B 1310.3( 2.36
'O33921|A(‘5)zg§:t:¥ Glucose-1- 17 | carbamidomethyl+C(2 4§QLHLDESYKLLKEQ'THYQDSPSC 172 25 4 18.84 b4b6by3 3019.44 84.047 3784 |4 75542 0.6
'O33921|A(‘5)Eg§§:¥ Glucose-1- 18 ARSQLHLDESYK 170 12 3 22.28 b5y7y9 1446.73 35.321 2401 |3 @2 | 422
[033921]AGP_SALTY Glucose-1- - VGNSLVDAFTLQYYEGFPMDQVA - i
hohatase 19 Oxidation+M(19) WOCHTDR 226 31 4 11.25 b14y5y8°y8 3502.64 83.443 12336 | 4 87642 2.6
[POA7KO|RL11_SALTY 50S ribosomal b1b2*b2b3b4*babeyly2yh ! )
orotein L11 1 AQLQEIAQTK 103 10 17 83,77 | ey rnyeyto | 112962 37.838 70052| P 566.31 3.24
IPOA7KOIRLLL_SALTY 50S ribosomall -, AADMTGADIEAMTR 113 14 14 92.08 |PO203Y3YAYSYSYBYTYTY ) 55 66 56.177 50650 2 726.83 8.32
protein L11 8°y8y12y14
'POA?KOlRLilrEzﬁLHlSOS ribosomal 5 SETEVTK 65 7 5 37.46 b5y2y5y6y7 829.45 52.513 38486 |2 41543 590
IPOA7KOIRLIL_SALTY 508 rbosomall | oo midomethyiec (o) QVAACMANPSPPVGPALGQQG) 30 3 11.38 b4b8y7 3081.56 110.285 good |4 77114 8.3
protein L11 VNIMEFCK
IPOATKOIRLLL_SALTY 50S ribosomall ¢ TDSIEK 45 6 2 26.85 b4b5 692.34 96.015 27400 |1 692.3% 5.9
protein L11
[POATKOIRLL1_SALTY 50S ribosomal AQLQEIAQTKAADMTGADIEAMT 103 ) 5 I o159y 2563.28 o5 156 ool 12 earch P
protein L11 R
[POA7KO|RL1L_SALTY 50S ribosomal Carbamidomethyl+C(29)LQVAAGMANPSPPVGPALGQQG b7*b7b11°b11*b11b13b1l . )
orotein L11 7 OxidatoneM(7) UNIMEECK 10 30 9 25.58 “b1y10 3097.51 136.388 2787 | B 1549.2¢ 5.04
b7°b7b11°b11*b11b16y1
[POALVAIKAD_SALTY Adenylate kinast 1 LVEYHQMTAPLIGYYR 167 17 22 111.7 |2*y2y5y6%y6y7y8y10y11°y 2054.04 68.165 57438| B 685.35 2.73
11y12°y12%y12y15y17
[POALVAIKAD_SALTY Adenylate kinast 2 VDGTQAVADVR 195 11 8 27.32 | blb3°b3bacbdy2ydy1l] 113058  4ER 40761 | 2| 56579 0.86
[POALVA|KAD_SALTY Adenylate kinasd 3 YGIPQISTGDMLR 23 31 10 84.98 b2b6y3y4y73y7y8y10y12y1 1450.74 71.718 3g591| 2 725.87 1.68
[POALV4|KAD_SALTY Adenylate kinasd 4 ILLGAPGAGK 2 11 11 100.41 b2b3y2y3y4i' SY6Y7y8yoVt  1009.63 59.989 32550 | 2 505.32 7.98
N enylate kinasg . WA . ) ) -5.
POALV4|KAD_SALTY Adenylate ki 5 NGFLLDGFPR 78 10 3 26.91 b3y4y6 1135.5¢ 79.727 2534 | 2 56880 -5.48
|POALVAIKAD_SALTY Adenylate kinast 6 EAGIVVDYVLEFDVPELIVDR 97 22 5 20.87 b4°bab8b12y7 2505.21 110.737 4030 | 3 ®B5| 2222
[POALVAIKAD_SALTY Adenylate kinast 7 ILLGAPGAGKGTQARMEK 2 21 7 53.33 | b3y5y9yllyl2yl5yl7|  2143.1 71.710 12439 | 3715.06 -8.66
[POALVAIKAD_SALTY Adenylate kinast 8 GTQAQFIMEKYGIPSTGDMLR 13 23 4 20.12 b15y6y8y22 2584.2 74.585 8207 |3  862.09 -10.30
|POALVAIKAD_SALTY Adenylate kinast 9 YAKVDGTQAVADVR m 14 4 19.29 b5b13y10°y10 1492.74 70.452 7541 |2 746.98 -10.9
[POALVAIKAD_SALTY Adenylate kinast 10 VEGKDDVTGEDLTTR 141 15 5 31.82 b7b12y10y11°y11 1634.8] 70.474 403 | 3 s45p1 1201
[POALVAIKAD_SALTY Adenylate kinast 11 Oxidation+M(7) LVEYHQMTAPLTEYYQKEAEAGN 167 25 4 12.41 b3b22y12+y12 2870.44 90.139 3 |3 95749 614.4




b2*b2b3*b3ba°ba*bdy2y A
|Q7CR87|SURA_SALTY Chaperone sufA 1 IQELPGIFAQALSTAK 3 16 14 70.76 12y 13y14y16 1686.95 89.120 69900 | P  843.98 5.64
o] 0| %y
|Q7CR87|SURA_SALTY Chaperone sufA 2 ITVLPQEVDALAK 149 31 14 62.73 |2 bz?}?g?;gylf’@’fi’s Y8 1396.81 69.614 40117 P e98.01 0.35
|Q7CR87|SURA_SALTY Chaperone sufA 3 LIMDQILQMGQK 73 13 7 74.77 y3ydy5y6yTyllyl3 1530.84 87.272 36751 |2 76593 3.34
*|
|Q7CR87|SURA_SALTY Chaperone sufA 4 LNAGQAGQQLPDDATLR 50 17 15 113.63 be?’%‘;;’;yllﬁzyﬁ’;’yay7 1767.91 49.709 31908| P  884.46 5.11
|Q7CR87|SURA_SALTY Chaperone sufA 5 GQSQSISVTEVHAR 274 14 5 31.54 b3y6y8y10y14 1498.75 35.823 2539 |3 50045 -10.4
3
|Q7CR87|SURA_SALTY Chaperone sufA 6 VAAVVNNGVVLESDVDGLMQSV 27 23 9 33.91 b1b3b4b14k2’;7y8y11 VWY 534304 90.204 24517 | B 1172.13 9.06
|Q7CR87|SURA_SALTY Chaperone sufA 7 EYSQDPGSAE’)\‘PQA(;(;DLGWATPD'F 326 28 6 22.73 b2°b2ydy11y12y28 3011.38 92.864 11411 | 3 2604  11.35
|Q7CR87|SURA_SALTY Chaperone sufA 8 LEEIAADIK 306 9 4 30.49 b5b7y4y9 1001.54 39.714 603s| |2 50128 -8.23
|Q7CR87|SURA_SALTY Chaperone sufA 9 ITDEQLDQAIANIAK ) 15 4 25.8 b4b13y5y13 1642.87, 79.384 46056 |2 82194 5.5
|Q7CR87|SURA_SALTY Chaperone sufA 10 QAESIVEEAR 197 10 4 40.13 b8y4y5y8 1131.5¢ 37.016 3% |2 @e| 1042
|Q7CR87|SURA_SALTY Chaperone sufA 11 LAYDGLNYSTYR 117 12 4 29.48 y4°ydy7y8 1435.70 57.260 3801 2 718.35 8.76
|Q7CR87|SURA_SALTY Chaperone sufA 12 QIGTQNDASTELNLSHILIALPENP| ¢, 35 4 16.63 y3y5y9°y9 3816.94 87.903 28001 |3  1272.B9 10.6p
TSEQVNDAQR
|Q7CR87|SURA_SALTY Chaperone sufA 13 GQISAPVHSSFGWHLIDTR 362 22 4 22.19 b13°b13b14y3 2463.24 115.80p 2200 | 4 .=m6| -13.97
|Q7CR87|SURA_SALTY Chaperone sufA 14 LAITYSADQQALKGBIBWGR 214 21 3 13.88 b3y8y16 2251.13 64.087 24845 | 3 75105  93-2.
|Q7CR87|SURA_SALTY Chaperone sufA 15 AYRMLMNR 396 8 3 33.09 b6y3y4 1054.52 49.063 18921 |2 s527.7F 095
|Q7CR87|SURA_SALTY Chaperone sufA 16 KFSEEAATWMQEQR 440 14 3 19.29 b6boy10 1740.82 55.527 764 |2 87041 11.9p
|Q7CR87|SURA_SALTY Chaperone sufA 17 VNDLRGQSQSISVFRR 269 19 3 14.94 b4b12y3 2096.07 42.958 4866 |4 52447 7.2p
|Q7CR87|SURA_SALTY Chaperone sufA 18 FSEEAATWMQEQRASA 405 19 3 14.94 b5y4y13 2232.06 103.839 1937 |3 74460 115
|Q7CR87|SURA_SALTY Chaperone sufA 19 LNAGQAGQQLPDDATL 50 16 1 7.28 y12 1611.78 49.758 4183 |2 806.4p -8.03
|Q7CR87|SURA_SALTY Chaperone sufA 20 GQSQSISVTEVHAR 427 14 0 3.64 1481.74 35.805 2629| |3 494.5 7.00
IPE63L3IRLE_SALTY 50S ribosomal| APVVVPAGVDVK 6 12 12 111.g1 | P203bADSY2YBYBYTYBYOVL ) 154 6o 52.195 108813 P  575.84 -4.99
protein L6 Oy12
|P66313|RL?);§I/::;1T:6505 ribosomal |, ALLNSMVIGVTEGFTK 69 16 10 82.01 b2b14y4y6{2y8y9y12y13 1679.91 93.566 52744 2 840.46 0.80
|P66313|RL?);§I/::;1T:6505 ribosomal | 4 RPEPYK 152 6 2 26.85 yay5 789.42 50.466 9349 |2 39521 -9.91
|P66313|RL?);§I/::;1T:6505 ribosomal| TLNDAVEVKHADNALTFGPR 35 20 3 14.37 b3b6y3 2168.11 62.642| 23 | 3| 723.38 1.35
|P66313|RL?);§I/::;1T:6505 ribosomal | o GVRYADEVVR 160 10 3 26.91 b6b9y5 1163.62 69.804 208d |2 58231 147
[P66313|RL6_SALTY 50S ribosomal b4b12_H3PO4 A
ot L6 6 Phosphoryl STY(5) ALLNSMVIGVTEGFTKK 69 17 6 27.4| ioo1sb13biayis | 185796 98.189 14548 | B 944.49 4.14
IPOA2CSIRBSB_SALTY D-ribose-binding ILLINPTDSDAVGNAVK 84 17 12 g3.13 |P2PSDADSY2YOVILYI2VIR 4 aq g 69.808 o2488| P 870.49 5.75
periplasmic protein y13yl4y17
IPOA2CS|RBSB_SALTY D-ribose-binding IPVITLDR 107 8 6 54.09 y1y3ydy5y6ys 926.56 60.765 6977 2 263 -10.87
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding LAATIAQLPDQIGAK 253 15 10 69.26 | P203D4DAYSYAYTYBYIONL 1 5g o7 65.321 63254 2 755.44 2.34
periplasmic protein 5




|P0A2C5'R‘)Besril—;ﬁqf;z;fose'b'”d'”g 4 ELANVQDLTVR 70 11 5 36.73 b7ySy6y8yll 1257.67 56.553 4078% | 2 629.34 -4.37
|P0A2C5'R‘)Besril—;ﬁqf;z;fose'b'”d'”g 5 ADVMVVGFDGTPDGEK 231 16 7 51.52|  babSysy7y10y11°y1]l 1686. | 62.534 20318 | 4  818.89 12.98
I e |
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ VIELQGIAGTSAAR 150 14 14 92.08 |PZOSYAYBYTYTYOYIOVILY 50 70 57.875 26227 2 693.39 3.35
periplasmic protein 11y12°y12*y12y14
|P0A2C5'R‘)Besril—;ﬁqf;z;fose'b'”d'”g 7 FNVLASQPADFDR 178 13 7 62.73 b3y3y6y8yoy10y13 147978 368. 26081 | 2| 74037 3.71
|POA2C5|RBSB_SALTY D-ribose-binding GLNVMQNLLTAHPDVQAVFAQN b4*b4b6*beb14*b14yly4
boripaamic protein 8 DEMALGALR 193 31 13 32.74 |7 oy ay16y31 3336.70 102.038 21754 B 11129 3.95
|P0A2C5'Rsesr%—azgf;g;fose'b'”d'”g 9 IAGDYIAK 135 8 6 33.09 b7yly2y6y7y8 850.46 34.637 16393 |2 &% -8.11
'POAZCS'Rsesr%—azgf;g;fose'b'”d'”g 10 YPVDLK 285 6 1 13.62 b4 734.40 41.212 14554 |2 367.7 -14.2
'POAZCS'Rsesr%—azgf;g;fose'b'”d'”g 11 LVIK 201 4 1 12.82 v3 472.35 55.185 10370 |1 472.34 -3.68
'POAZCS'Rsesr%—azgf;g;fose'b'”d'”g 12 EADKLGYNLVVLDSQNNPAK 50 20 5 19.76 b5b10y5y9°y9 2188.14  65.128 24010 | 34  730.04 279
'POAZCS'Rsesr%—azgf;g;fose'b'”d'”g 13 FNVLASQPADFDRTK 178 15 3 26.22 y7y10y11 1708.8 50.03] 740 | 3| 57029 -9.50
'POAZCS'Rsesr%—azgf;g;fose'b'”d'”g 14 Oxidation+M(5) GLNVMQ'\I'DLEL,\;:ECZ’ADC/SAVFAQN 193 31 5 22.04|  bl4*bl4bl5y11%y1l 3352.61 83.449 2426 |3  oms| 342
IPOA2CS|RBSB_SALTY D-ribose-binding ;5 GLNVMQNLLTAHPDVQAVFAQN 193 29 1 9.58 y12 3067.52 102.098 1658 |3 1023.18 8.04
periplasmic protein DEMALGA
. b3b8b10b15b17yly3ydyd*
|054297|RSSF§:*T;1303 ribosomall VVNIASYQVSPNDVVSIR 128 18 17 122.68|y9y10y11*y11y13°y13y14) 1960.07 71.207 61346 2  980.54 10.84
18
|054297|RSSF§:*T;1303 ribosomall GNTGENLLALLEGR 83 14 5 27.86 b3*b3b5b9°b9 1456.7 852294 205 | 2| 728.89 4.52
|054297|RSSF§:*T;1303 ribosomall 4 AALELAEQR 156 9 5 45.47 b3y3y4°yay7 1000.53 42.087 e06] |1 aes -8.17
|054297|RSSF§:*T;1303 ribosomall IEQAPGQHGAR 33 11 10 94.39| babe*beb7yay5yey7yly8  1163.57 15.482 2041 | 3| 38853 -15.21
|054297|RSSF§:*T;1303 ribosomall o SDLSADINEHLIVELYSK 188 18 6 32.75 b6b10b11y3°y3y13 2086. 83.519 153 | 4 68268 101
|054297|RSSF§:*T;1303 ribosomall & | ) hamidomethyi+C(l CKIEQAPGQHGAR 31 13 3 28.1p b8b10b1 1451.73 69.869 1817 | B 726.37 10.93
[P77983|KPYK1_SALTY Pyruvate kinasp | 1 GDLGVEIPVEEAQK 244 17 10 83.01 b3b5b6b7§/1127y4y10y11y]2 1842.99 94.049 34606| P 922.00 2.25
[P77983[KPYK1_SALTY Pyruvate kinasp | 2 MLDAGMNVMR 22 10 8 51.89 |  b2y2ydy7ys°ysyoy10 1137.52 56.140| 20073 | 2| 569.27 3.11
[P77983|KPYK1_SALTY Pyruvate kinasg |~ 3 | Carbamidoryleti(13) YPLEAVSIMATICER 319 15 5 29.44 b6°b6b10b12y12 2787 81.813 13341 | 2 876.94 4.25
[P77983[KPYK1_SALTY Pyruvate kinasp | 4 IENQEGLNNFDEASDGIMVAR | 220 24 10 28.74 | b6*b6yly2y3ydy6y9°yoyP4  2629. 95.610 13054 | 4§ 893.10 5.56
P77983|KPYK1_SALTY Pyruvate kinas¢ |~ 5 AEAGDVANAILDGTDAVMLSGES | g, 25 7 37.69 | b3blOblly3yllyl2y2b  2405.18 91.33 1035 | 2 03.09 11.47
AK
[P77983|KPYK1_SALTY Pyruvate kinasp | 6 |  Carbamidoryletd(6) ITEAVCR 353 7 3 40.47 y3y5y6 848.42 24.074 9383 |2  a24. -8.49
[P77983|KPYK1_SALTY Pyruvate kinasp | 7 AGQTFTFTTDK 86 11 6 47.74 b4b5*b5h7y5y9 1216.5 58.370 6518 3 | 406.20 5.72
[P77983[KPYK1_SALTY Pyruvate kinasp | 8 VVITATQMLDSHKI 272 14 3 34.85 b10b11b12 1549.83 100.894 483 2 77542 0.3
[P77983|KPYK1_SALTY Pyruvate kinasp | 9 |  Carbamidoryletd(3) IVCTIGPK 5 8 4 33.09 b5°b5y5y6 887.49 34.941 18942 |2 4445 11.07
|P77983|KPYK1_SALTY Pyruvate kinasg | 10 LNFSHGDYAEBR 32 14 4 31.54 b3bob12y5 1630.74 79.580 719 3 54426 15.4




[P77983|KPYK1_SALTY Pyruvate kinasp |~ 11 MMIEK 261 5 1 13.22 y3 651.32 51.090 2018 |1 651.32 -2.25
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 12| CarbamiddnyleC(13 YPLEAVSIMATICERTDR 319 18 3 22.98 b5b6y14 2128.0| 68.631 21534 | 4 709.01 -8.04
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 13| CarbamiddnyleC(15 GKYPLEAVSIMATICER 317 17 7 32.76 b4b6°b6b16y3y7 1937.98 110.929 3559 | P 969.49 -3.28
|P77983|KPYK1_SALTY Pyruvate kinasg | 14 TDRVMNSR 334 8 5 33.09 b5b6°b6y5*y5 978.49 136.384 324 1 .498 10.11
[P77983|KPYK1_SALTY Pyruvate kinasg |~ 15|  CarbamiddwyleC(3) IVCTIGPKTESEEMLSK 5 17 3 16.32 b4b11y13 1921.96 . B® 2453 | 3| 64133 1.33
[P77983|KPYK1_SALTY Pyruvate kinas |~ 16|  Carbamiddryle(6) MMIEKCIR 261 8 5 67.31 b3b5y3y5y6 1080.54 37.875 0a7 | 2| 54077 3.50
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 17 Oxidation-8y( GDVVVMVSGﬁb{PSGTTNTASV 445 25 4 12.41 bob11y12°y12 2426.2 103.973 3545 | 3 80942  .0711
|068901/SODC_SALTY Superoxide [ | ALMIHVGGDNMSDQPKPLGGGG| ) 13 o127 | PEPODLIODIIYIY3yaySyByL _ o~ 6484 soaral b 61020 1242
dismutase [Cu-Zn] 2 MR 0y20y22y24
|06890zlfn?lifs—es[éi;nlsgpemx'de 2 SLDEVKDK 134 8 6 49.32 b2b4b6b7y6y8 933.48 20.484 11367 | 2 267 -8.96
[068901|SODC_SALTY Superoxide VEMNLVTAQGVGQSIGTVVIDET
diomutase [Cu-2n] 2 3 LK 23 28 3 11.71 b5y6y9 2844.47 98.822 503 |3  o48.88 2.6
|06890zlfn?lifs—es[éi;nlsgpemx'de 4 | carbamidomethy+C(3 YACGVIK 166 7 3 40.47 yAy5y6 810.41 331 69172 | 2| 40571 -11.07
|06890zlfn?lifs—es[éi;nlsgpemx'de 5 |Carbamidomethy+C(1}) ALPPGEHGFHIHANGSCQPAIK 57 22 3 9B b7b10b15 2338.13 81.977 14429 |3 780.0p -9.29
|06890zlfn?lifs—es[éi;nlsgpemx'de 6 AVAAEAAGGHLDPQNTGK 82 18 9 52.78 | y6y7oy7ry7y8y8yoryoytll 1706.83 33.550 4891 | B 560.62 -8.73
|06890i!fn?li;s—es[éi;nlsgpemx'de 7 |carbamidomethy+C(11) LSLAMVTLLACAGAQAASEK 3 20 3 14.37 b5b7y9 2005.02 117.061 2406| |2 1003.00 -14.04
|06890i!?n?li;s—es[éi;nlsgpemx'de 8 SLDEVK 134 6 3 26.85 b3°b3y4 690.36 44.523 2263 |1 690.3 -8.4
b3b4b5°b5beb7b10b11°H1
4 AVAAEAAGGHLDPQNTGKHEGPH 1b12b13b15b30b31b33bR4
|06890i!?n?li;s—es[éi;nlsgpemx'de 9 GQGHLGDLPVLVVNNDGIASEPV| 82 50 34 276.71| b35b36b40y4ySy6y7y8ydy 4962.47 68.169 47146 & 993.30 -1.48
TAPR 11y12°y12y13y14°y14*y1h
y15y24
I068901[SODC_SALTY Superoxide | -, Oxidation+M(23) | A-MIHVGCDNMSDQPKPLGGGG ) 24 3 12.71 b5b10y3 2454.18 54.996 21810 | 4  614.30 -2.1p
dismutase [Cu-Zn] 2 MR
I068901|[SODC_SALTY Superoxide |, |CarbamidomethyHC(11) | o/ A\ TLL ACAGAQAASEK 3 20 4 14.37 b11bl4y13+y13 2021.02 @04 14346 | 2| 1011.02 -8.27
dismutase [Cu-Zn] 2 ;Oxidation+M(5)
I068901|[SODC_SALTY Superoxide | -, Oxidation+m(@) | VEMNLVTAQGVGQSIGTVVIDET 23 28 8 40.37 | be*beb7*b7b8b11b24yl0  2860.4B 80.754 6744 | 3 4.1%5 -11.44
dismutase [Cu-Zn] 2 EGGLK
. b2b3b4b5b11b12b13y1yRy !
|P66932|TIG_SALTY Trigger factor 1 NVALEEQAVEAVLAK 399 15 16 137.02 | oiiytoyiayts | 158367 79.143 69229 P 792.44 2.62
rigger factor . . . 4 . .
|P66932|TIG_SALTY Trigger f 2 ELPELTEEFIKR 243 12 12 77.50|"7 b7b873§2}51b011y1y2y Y 1503.81 70.407 39114 p 75241 4.06
5 rigger factor . yayl4y . . 5 . -1.
P66932|TIG_SALTY Trigger f 3 ANDIDVPSALIDSEID\RR 296 20 8 36.14| b2*b2b3bacbdyayldyle 221116 89.74 36168 | 737.72 1.99
5 rigger factor . y1y7y8y9ylly: . . . .
P66932|TIG_SALTY Trigger f 4 FGVEDGSVAGLR 255 12 7 44.92 b2yly7y8yoyllyl2 1206.61L 56.09| 30031 | 2| 603.81 111
5 rigger factor . y3y5y! . . L . .
P66932|TIG_SALTY Trigger f 5 INPAGAPNYVPGEYK 83 51 4 26.22 b2y3y5y9 1589.80 49.779 26783 |2 795.4% 5.30
m 5
|P66932|TIG_SALTY Trigger factor 6 ANDIDVPSALIDSEID\R 296 19 13 59.29 | P2"b2b3b6D10°DI0b1IAYYY o 7 93.887 19382 P 1028.04 6.18
3y8y13y14y19
|P66932|TIG_SALTY Trigger factor 7 ELFEEQAK 334 8 4 36.1 b4°bab7y5 993.51 40.801 31216 | 2 497.26 9.971




» rigger factor . . . . -21.
P66932|TIG_SALTY Trigger f 8 VTITIAADSIETAVK 14 5 3 18.14 bob11 1531.82 75.287 3549 |2 766.4p 21.6
» rigger factor . . . . -6.
P66932|TIG_SALTY Trigger f 9 MQVSVETTQGLGR 0 13 3| oes b4b8 1405.70 49.655 3084| |2 703.3% 6.86
» rigger factor . . . ) .
P66932|TIG_SALTY Trigger f 10 ATWK 146 6 1 13.62 b5 761.40 62.806 2142 |1 761.4p 417
» rigger factor . .63 . 1 . -4.
P66932|TIG_SALTY Trigger f 11 ATDFVLAMGQGR 181 12 3 29.48 b8bob11 1266.64 68.136 150 2 .&33 4.24
» rigger factor . By . . . -11.
P66932|TIG_SALTY Trigger f 12 AAQRFGGNEK 316 11 5 47.74 b3b4b8y6y8 1205.5p 47.188 859 2603.30 11.75
[P66932|TIG_SALTY Trigger factor 13 EKINPAGAPNYVPGEYK 81 17 3 16.32 b14yoy14 1846.94 75.106 31318 |3 616.32 2.1
[P66932|TIG_SALTY Trigger factor 14 VT'DFTGSVADSESZESGKATDFVL 163 30 4 11.38 b8y4*ydy13 3133.47 78.368 1893 3 104516 430
[P66932[TIG_SALTY Trigger factor 15 Phosphoryl STY(8) GLIEEMASAYEDPKEVIEFYSK 368 22 4 22.19 beb7°b7y5 2628.2 21070 3208 | 3| 87674 14.96
[P66932[TIG_SALTY Trigger factor 16 Oxidation+M(1) MG@VETTQGLGRR 0 14 3 24.73 b8boy7 1577.8 62.248 456 3 52660 6.03-
[P66932[TIG_SALTY Trigger factor 17 ELPELTEEFIKR 243 12 0 2.83 1485.78 70.406 18678 |3 495.93 485
. b1b2*h2b3b5b9b15y1y2y3
'PGBl?OlRszc—)iﬁngsos ribosomal MQAASGQLQQSHLLK 29 15 24 161.44|yay5y6ry6y7oy7ry7yloyl] 1639.84 43.740 157908 B 547.28 -12.95
P y12y13+y13yl14y15
- 0| %y
'PGBl?OlRLprc—)iﬁngsos ribosomal SVEELNTELLNLLR 9 14 12 72.84 [P204 b4y§i’§§a’6yg YVID 1642 91 100.242 126060 P  821.96 2.82
'PGBl?OlRLprc—)iﬁngsos ribosomal EQFNLR 23 6 4 26.85 y3*y3yd*yd 806.41 40.718 42334 |2 4037 727
'PGBl?OlRLprc—)iﬁngsos ribosomal TLLTEK 54 6 1 13.62 v4 704.41 31.811 18260 [1  704.41 11,61
'PGBl?OlRLprc—)iﬁngsos ribosomal QAASGQLQQSHLLK 30 14 2 14.92 b8b11 1508.83 43.749 3222 |3 .@D3 4.53
'PGBl?OlRLprc—)iﬁngsos ribosomal AASGQLQQSHLLK 31 13 3 26.22 b8b11b12 1380.74 43.739 284 2 90.88 1052
'POAlRS'D‘)Br;'zf:bTJetzNA'b'”d'”g EITIAAAK 67 8 9 62.54 | b3°b3yly2y3ydy5y6ys 816.47 37.283 668 | 2| 40874 -11.96
'POAlRS'D‘)Br;'zf:bTJetzNA'b'”d'”g ALDAI 'ASVTE%'Z'\EEDDVALVGF 23 30 7 62.2 b2b4bSy6y7y8y9 3036.61 136.12 285( 3 101287 1.69-
'POAlRS'D‘)Br;'zf:bTJetzNA'b'”d'”g IAAGADISK 9 9 8 102.61 b5b6y3ydySy6yTy8 845.46 27.367 2482d 2| 423.23 19.78
'POAlRS'D‘)Br;'zf:bTJetzNA'b'”d'”g ALDA”ASVTE%'Z'\EEDDVALVGF 23 30 6 43.33 b3b4b5y3y8y18 3036.6 122,711 918 3 1012|8802 4.
'POAlR8'D;;'tif:bTJegNA'b'”d'”g Phosphoryl STY(12) ALDAIIASVTESLK 23 14 5 31.54 b3b11ly18°y10 1510.79 114.209 11657] |2 755.94 12.12
'POAlRS'D‘)Br;'zf:bTJetzNA'b'”d'”g EITIAAAK 67 8 0 1.21 798.46 37.290 24743 b 399.73 -8.71
. b2*b2b3°h3b5°b5b9*bOb]L
'QSZPGSlTngrii‘i;;:epmbab'e thiol SQTVHFQGNPVTVANVIPQAGSK 1 23 23 131.2|1b12°h12b13°b13b14y4dyp° 2379.24 63.460 114030 B 793.75 -2.57
P yBy7y8yoy10y12y23
'QSZPGSlTngrii‘ii:epmbab'e thiol AQAFTLVAK 24 9 9 79.18 |  b3bsyly2y3ydy6y7yo 948.54 52.076 ga3 | 2| 47477 11.07
'QSZPGSlTngrii‘iggepmbab'e thiol Carbamidomethy+C(18)  VLNIFPSIDTGVCAASVR 48 18 11 59.89b2b3b5b§/i2;fé’2y8ymy]3 1919.02 84.417 64887 2 960.01 8.21
'QSZPGSlTngrii‘ii:epmbab'e thiol Carbamidomethyl+C(2 FCGAEGLSNVITLSTLR 93 17 13 92.5§’2b3%§%§13§11153ﬁb15y4y 1837.96 85.265 64284 P 919.48 6.97
H % | *|
'QSZPGSlTngrii‘ii:epmbab'e thiol NYGVEIVDGPLK 116 12 10 74.37 | 0220304 1*’24y4y6y8y10 1303.69 63.687 50453| P 652.35 112




. b3b4b5b10b11*b11b15y3y
IQ8ZPBS[TPX_SALTY Probable thiol | AVIVLDENDNVIFSQLVDEITHEPD| 55 35 20 134.82|4y5y6y7y12+y12y13°y13yl 3882.99 119.690 56509| B 1295.0 7.23
peroxidase YDAALNVLKA
8y24y28y31
IQ8ZPBS[TPX_SALTY Probable thiol | AQAFTLVAK 24 9 0 1.62 931.51 52.107 7067 | b 466.26 -14.81
peroxidase
|P26982|DEGP_SALTY Protease do 1 AGDVITSLNGKPISSFAALR| 332 20 12 90,69 |P3P4P5 biggy‘lwygyl‘y 2017.08 73.929 75430| B  673.03 -12.59
% | *y
|P26982|DEGP_SALTY Protease do 2 NLTSQMVEYGQVK 275 13 9| 3.4 |P2DEDIO b;ffysyll YU 149676 56.534 53653| P  748.88 9.13
*
|P26982|DEGP_SALTY Protease do 3 GAFVSQVMPNSSAAK 313 150 11 79.1 b3b4b5y1i'12ﬁ%’9yloyll 1493.75 52.133 43906 | P 747.38 4.09
VGDYTVAIGNPFGLGETVTSGIVS b3b5b6b7b8°b8bIyLy2ydy
|P26982|DEGP_SALTY Protease do 4 ALGR 186 28 18 15748 e rveyoylopas | 275044 115.946 35152 B 917.48 0.09
[P26982|DEGP_SALTY Protease do 5 AQVGTMPVGSK 352 11 ) 52.96|  b2"b2bby5y7y8yoyll 1074.5b 337 | 30797 | 2| 537.78 454
|P26982|DEGP_SALTY Protease do 5 SGLNVENYENFIQTDAAINR| 214 20 6 21.04 b2y2yllyl2*y12y20 2268.1] 76.651 29617 | 2 ©Be4]  14.10
|P26982|DEGP_SALTY Protease do 7 ISLGLLR 363 7 2 53.69 y3ydy5y6 771.50 67.527 24004 |2 38606 837
|P26982|DEGP_SALTY Protease do 8 LADSDALR 178 8 ) 2932 | b3y2y5°y5y6°y6y7y8 860.44 31.215 756 | 2| 430.72 12.06
|P26982|DEGP_SALTY Protease do 9 GELGIMGTELNSELAK 289 6 1 6 24.26 b5°b5b8y11y13+y13 1661.89 74.102 10168 | 2 83143 057
|P26982|DEGP_SALTY Protease do 10 ILDSKPSVLALNIQR 450 5 1 3 26.22 v3ydyl0 1666.96 64.218 64893 |3 556.3p 153
|P26982|DEGP_SALTY Protease do 11 GYVVTNNHVVDNASVIK a2 17 7 55.6 b3b5b7y3y8y10y1l4 1828.9 48.957 43543 | 3 61081 5351
|P26982|DEGP_SALTY Protease do 12 SDIALIQIQNPK 160 12 2 36.17 b3b6y5y6 1339.74 62.949 4244p | 2 70.88 2.10
|P26982|DEGP_SALTY Protease do 13 VMPSVVSINVEGSTTVRTP| 48 20 3 21.16 y10y12y15 2087.07 102.12] 8751 | 2 1044p4 3.6
|P26982|DEGP_SALTY Protease do 14 GDSSIYLLMQ 465 10 6 411 b7°b7b9y8y9*y9 1126.5] 37.178 1634 2| 563.79 18.31
O, %
|P26982|DEGP_SALTY Protease do 15 RGELGIMGTELNSELAK 828 17 10 73 b3b4b5b§§’é§fézym V10" 1817.02 68.082 46506 | B  606.65 -10.74
[P26982|DEGP_SALTY Protease do 16 VDAQRGAFVSQVMPNSEAA 308 20 3 14.37 b7y7y9 2063.04 93.699 2496 |2 1032.03 2.73
*| *y
|P26982|DEGP_SALTY Protease do 17 GELGIMGTELNSELAKAMK| 289 19 8 48.66 b6b8b14b112b17y11 VI 199203 93.044 2473 664.68 8.58
[P26982|DEGP_SALTY Protease do 18 Phosphoryl STY(5)  VGWMNNHVVDNASVIK 124 17 2 29.91 b3bdy6y8 1908.91 38.803 5508 | 3| 636.07 2.04
T b3b4b9*b9y8*y8y10°y107
|P26982|DEGP_SALTY Protease do 19 Oxidation+M(2) VMR'SINVEGSTTVNTPR 48 20 12 55.47 JIOV11%1 1312 2103.08 136.339 2074 | B 1052.04 3.60
[P26982|DEGP_SALTY Protease do 20 NLTSQOMVEYGQV 275 12 2 7.42 V9°y9 1368.65 56.549 2 884 3.92
IPSBE6LIAAT_SALTY Aartate 1 LREEFGVYAVASGR 360 14 5 19.29 b7ylydyllyl4 1553.7 70.42 777.40 12.02
aminotransferase
o Rona .
IPSBE6LIAAT_SALTY Aartate 2 MFENITAAPADPILGLADLFR 0 21 16 54.35 | P2DODEDEDEDE™DEDIOTD )7 5 120.043 1138.1 8.05
aminotransferase 10y1y2y3y5y7y13y21
IPSBE6LIAAT_SALTY Aartate 3 NYLGIDGIPEFAR 63 13 7 45.53 b3*b3y4y5y8°y8y10 1464.7 s 732.88 2.33
aminotransferase
IPSBEELIAAT_SALTY Aartate 4 TAQTPGGTGALR 96 12 9 50.18| b2°b2bab6*b6y8yoyloy12  1129.99 28.596 565.30 -4.97
aminotransferase
IPSBEELIAAT_SALTY Aartate 5 INLGIGVYKDETGK 28 14 6 30.74 | b3blibl2*bl2yllcyll  1506.8) 69.830 502.94 -13.04
aminotransferase
IPSBEELIAAT_SALTY Aartate 6 | Carbamidomethy+C(4 VGACTLVAADAETVDR 254 16 4 17.14 tBYy2y4 1647.81 53.644 824.41 3.56
aminotransferase
IPSBBELIAAT_SALTY Aartate 7 ANYSNPPAHGASIVATILSNDALR| 280 24 5 27.59 b11b12b15y4y9 523 58.421 818.08 -13.24
aminotransferase
IPSBE6LIAAT_SALTY Aartate 8 AIWEQELTDMR 304 11 3 24.31 b7ydy7 1391.69 41.565 2 6969 1877
aminotransferase
IPSBEBLIAAT_SALTY Aartate 9 ELIVASSYSKNFGLYNER 236 18 4 15.58 b9°bob16y1l 2090.0 386, 697.36 -0.12
aminotransferase
IPSBE6LIAAT_SALTY Aartate 10 FENITAAPADPILGLADLFRADDRP 1 27 7 42.66 b4°b4b5h7b8y6y12 2883.4 62.207 5 57750 1.601
aminotransferase GK
IPSBE6LIAAT_SALTY Aartate 11 AIWEQELTDMRQR 304 13 6 32.31 b8°b8y6y8°y8y9 1675.8 69.2 838.41 -8.45
aminotransferase
IPSBE6LIAAT_SALTY Aartate 12 LREEFGVYAVASGR 360 14 3 24.73 b12y6y7 1553.7 88.311 777.40 -10.92
aminotransferase




IPSBEELIAAT_SALTY Aartate 13 RVWVSNPSWPNHK 121 13 5 43.11 yayT*y7y8y9 1606.80 94069 652 | 2| 803.91 -11.78
aminotransferase
IPSBBELIAAT_SALTY Aartate 14 LVAADAETVDR 259 11 0 4.45 1159.60 53.642 4203| |2 580.34 4.00
aminotransferase
IQ7CQVIIDPS_SALTY DNA protectior) TALTDHLDTMAER 70 13 5 32.31 baySy7y8y13 1473.68 51.166 504 | 3| 49190 1218
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) -, AIGEAKDEDTADIFTAASR 134 19 8 53.98 | bl2yly3’ydydySyeyld  980.94 57.177 26440 660.99 -3.76
during starvation protein
i % |
IQ7CQVIDPS_SALTY DNA protectior) 5 AVQLGGVALGTTQVINSK 83 18 11 67.56 | P20S"OTPISV2YSyayIIYIE 006 ) 66.436 24607 2 87851 7.16
during starvation protein y14y15
IQ7CQVIIDPS_SALTY DNA protectior) -, GANFIAVHEMLDGFR 55 15 6 29.44 b10*h10y3y5y6°y9 1676.81 815 22576 | 3|  s59.61 -8.59
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) - o SYPLDIHNVQDHLKELADR 105 19 3 14.94 b3b10y10 2263.12 71971 | 3474 | 3| 755.04 1241
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) ¢ ASNLLYTR 10 8 4 36.1 b6*h6y4y6 937.50 42.993 1971d |2 469.2 118
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) -, SYPLDIHNVQDHLK 105 14 3 24.73 b7b8y4 1678.84 43.671 3679 |2 3982 9.02
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) o SYPLDIHNVQDH 105 12 0 5.66 1437.66 71.741 13064 |2 719.3 09.0
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior| - g ADIFTAASR 144 9 1 7.42 b5 951.48 57.111 3304| |2 476.2% -5.39
during starvation protein
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) YLYSPEGQEIAAK 263 13 8 47.29|  b2b3y2y3yoyloyllyl  1468.74 49.449 47425 | 2 734.87 2.16
— .
IPO2906ISUBI_SALTY Sulfate-binding NVEVLDSGAR 183 10 14 g8.54 | PP2D3DATDAYLY2YAYSYEY ) g 5y 38.896 37082| P  530.27 6.57
protein 8y9y10*y10
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| GSTNTEVER 193 9 6 38.27 y2yAy5y6*yTya 1010.4§ 31.186 2568 2505.75 -6.40
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| WNYLAAWGYALHHNNNDQAK 153 20 5 14.37 b8y2y8y13y20 2386.08| 78.214 21442 | 4  597.28 1361
IPO2906|SUBI_SALTY Suffate-binding| QATSVINGIEADVVTLALAYDVD 66 28 7 52.86 b3b13y6y8y9y10y11 2917.5p 127.63p 1024 3 1873] 151
protein AIAER
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding DIQLLNVSYDPTR 20 13 4 28.12 y2y5y6y9 1533.77 81.746 7161 |2 6729 -13.85
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding FEIVTPSESILAEPTVSVVDK 226 21 6 37.04 b5b8b13b20y5y8 2280 | 76.347 85792 | 4 754.08 18.04
lPOZgOBlSUBIBSrc/?tZ;Y Sulfate-bindingl g QIHDWNDLIKPGVSVITPNPK 126 21 4 22.33 b10y4y5°y5 237124  1.992 68803 | 4 593.56 -16.58
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| g LFTIDEVFGGWAK 298 13 6 62.73 b7ydy5yey7yll 1482.71 10B18| 45888 | 2| 741.89 1.65
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding) NFYRPR 276 6 3 26.85 b4*babs 852.44 56.237 4380 |2 4261 8.3
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| AQDFVK 173 6 3 26.85 b5*b5y5 707.36 71.150 4174 |1 7073 820
IPO2906|SUBI_SALTY Sulfate-binding| WEVGFTLLLASTSILAKDIQLLNV 3 30 9 62.18 | b4b5b6°beb7ySy6°yeYl3  3291.7p 83.50 406 3 97.90 -13.05
protein SYDPTR
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| ;5 KYDDAFPK 288 8 3 33.09 bey6y7 983.48 72.797 1529] |2 492.2 48.4
'QSZPZOlTR?;EEQ‘iY Periplasmic 1 WMDNPQQLSTIR 323 12 4 35.5 y8y9y10y12 1488.7 61.333 4124 2744.87 1.23
'QSZPZOlTR?;EEQ‘iY Periplasmic 2 VAAAAQAHLLQPGGLATTSVK 428 21 8 48.72 | b2b3babSysyl0y19y2| 2004.11 56.606 36944| B 668.71 -5.24
'QSZPZOlTR?;EEQ‘iY Periplasmic 3 TTTIAPVDLNALLYQLEK 335 18 8 32.75 | b5°b5b8yly2y3yldyld|  @8.11 103.080 35487 | 2 1002.06 2.68
IQ8ZP20[TREA_SALTY Periplasmic | TFADAIPNSDPLMILADYR 68 19 15 59.74 |P2'D2bADEDEY2YEYBYAYS ) 55 o7 100.762 32308| P 1062.04 11.04
trehalase y5y12y13*y13y19




'QSZPZOlTR?;EEQ‘iY Periplasmic 5 g::s:n”:lgggg:%':&(f _;)MLDL'CPQE’Z';%’EVPSTRPASLS 534 29 7 25.99 b2b3b4b10b25y1y3 3199.57 62.87 21511 | 4 Boole -4.50
IQ8ZP20[TREA_SALTY Periplasmic 6 EYLPQLQKEYAYWMEGVETLQPG g 28 5 11.71 boy6*yey11*y11 3426.61 102.139 801 |3 114287 -9.76
trehalase QQNQR
'QSZPZOlTR?;EEQ‘iY Periplasmic 7 WDSLLPLPESYVVPGGR 142 17 8 4259 b4ababob12°b12y3yoy12 884199 90.726 7443 | 2 943.00 4.34
'QSZPZOlTR?;EEQ‘iY Periplasmic 8 AIEMHLWNNKEGWYADYDLK 380 20 4 34.59 b11b12b13y20 2496.18  103.387 6753 | 2 1248.59 5.67
'QSZPZOlTR?;EEQ‘iY Periplasmic 9 AIEMHLWNNK 380 10 5 40.13 b5ydy6y7y10 1255.64 78.296 1527 |2 28@®2 9.43
'QSZPZOlTR?;EEQ‘iY periplasmic | EHIDGLWPVLTR 123 12 3 22.28 b3b6y5 1435.74 55.504 18288 |3 .z99| 2126
'QSZPZOlTR?;EEQ‘iY periplasmic | SNPNRPATEIYR 296 12 7 36.17| b8*b8bl1°b11*blly8y9  1417.74 9.682 12233 | 2| 709.38 17.22
'QSZPZOlTR?;EEQ‘iY Periplasmic |, LEDGSVLAR 266 9 5 30.49 b4°b4b8y7°y7 1002.5/ 24.407 7241 |2 1mD 15.95
'QSZPZOlTR?;EEQSL;Y Periplasmic |, 5 TYYLSR 206 6 2 26.85 yay5 802.41 36.617 4368 |2 40171 3.80
'QSZPZOlTR?;EEQ‘iY periplasmic |, , DTPRPESWVEDIATAK 280 16 5 28.34 b12y9°y9y10y13 1814.88 11576 2744 | 2| 007.94 -6.66
'QSZPZOlTR?;EEQ‘iY periplasmic | g NVEKWDSLLPLPESYVVPGGR 138 21 4 217 boy4y8y10 235525  .38B 30246 | 3| 785.75 5.49
'QSZPZOlTR?;EEQ‘iY periplasmic | ¢ DTPRPESWVEE?\'(?QTAKSNPNRPAT 280 28 3 17.72 b6b9b14 3213.61 120.694 21438 | 3 1071les 5.7
'QSZPZOlTR?;EEQ‘iY Periplasmic |, DLRSAAASGWDFSSR 308 15 3 26.22 y3y5y12 1625.76 40.868 g60d 3| 542.50 -6.01
'QSZPZOlTR?;EEQ‘iY periplasmic | g WDSLLPLPESYVVPGGRFR 142 19 3 22.77 b9b10y7 2188.16 &.27 5634 | 3| 730.06 4.02
'QSZPZOlTR?;EEQ‘iY Periplasmic | YWDDRDTPRPESWVEDIATAK 275 21 3 20.52 y3y8y18 2550.1 @ 3833 | 4| 638.30 354
'QSZPZOlTR?;EEQ‘iY periplasmic | Oxidation+M(9) | SQPPFFAFMVELLAQHEGDDALK 212 23 3 13.09 8inl Oy5 2606.27 136.131 9728| [3  869.43 5.06
'QSZPZOlTR?;EEQ‘iY periplasmic |, TFADAIPNSDPLMILADYR 68 19 0 5.66 2105.02 100.759 2001 |3 2@ -3.83
'Q7CR64|YAEH—§::}IY UPFO325protd 1 | Carbamidomethyl+C(10) YVIDELDQICQR 77 12 11 86.9 _b2b9y1y3y1?182*y8y9y10y 1551.76 67.138 33634| P 776.38 8.65
'Q7CR64|YAEH—§::HTY UPFO325protd 5 | carbamidomethyl+C(10) YVIDELDQICQRDR 77 14 4 19.2 b5plDy14 1822.86 54.219 13030 [ 911.93 -7.50
'Q7CR64|YAEH—§::}I Y UPFO325 protg 4 SLGITNPEEIDR 6 12 4 32.49 yAy6y8°y10 1343.7( 80.788 8629 | 2 2.8 14.17
'Q7CR64|YAEH—§::}I Y UPFO325 protg YDNLK 1 5 4 26.44 b3°b3b4°b4 652.34 25.960 8638 |1 652.3% 9.73
'Q7CR64|YAEH—§::}I Y UPFO325 protg ¢ IYFQK 31 5 2 13.22 ba*b4 698.38 37.222 2458| |1 698.38 -5.86
'Q7CR64|YAEH—§::}I Y UPFO325 protg ¢ SELDLK 01 6 1 13.62 b5 704.38 27.323 1541 |1 7043 -7.97
'Q7CR64|YAEH—§;LJ Y UPFO325 protg 5 HLESVVANKISEIEADLDK 105 19 4 25.87 b8y4y9y10 2110.09 839 36630 | 3| 704.03 7.64
'Q7CR64|YAEH—§;LJ Y UPFO325 protg ¢ SLGITNPEEIDRYSLR 6 16 5 34.77 b3b10b12y6y14 1862.95 68.33| 17604 | 3| 62165 -7.40
'Q7CR64|YAEH—§::}I Y UPFO325 protg g ISEIEADLDKLTR 114 13 3 20.64 b4b7ys 1502.81] 42.030 4074 |3 M 1.22
'Q7CR64|YAEH—§;LJ Y UPFO325 protg YDNLKSLGITNPEEIDR 1 17 5 26.15 b7y7yl0y12%y12 1977.0 91601 3184 | 3| 659.67 6.48
'Q7CR64|YAEH—§;LJ Y UPFO325 protg 4 TVVADGIGQGYKEVQEISPNLR 55 22 5 26.92 b8b9y5*y5y12 2323. | 103.833 2438 | 4 1187.12 5.14
'Q7CR64|YAEH—§;LJ Y UPFO325 protg -, MYDNLKSLGITNPEEIDR 0 18 5 32.57 y5°y5y0y10y12 2108.03 61652 2389 | 2| 1054.53 8.69




|P53636|SODC1_SALTY Superoxide

. o, 3 -
ismutass [Cu-zn] 1 1 | carbamidomethyl+C(3 FACGVIEK 169 8 9 54.0 b2yly2°yZ5@8y7y8 923.46 39.837 13813 | 462.23 10.18
IP53636/SODCL_SALTY Superoxide b2b5*b5b10*b10y3y5y6y} )
Hismutass [Cu-zn] 1 2 GGDNYSDKPAPLGGGGAR 151 18 16 1770 toyLiy12y1ayiayq 168878 32.196 95407| B 563.60 12.94
IP53636ISODCL_SALTY Superoxide| 5 EVPALMAGGHLDPEK 84 15 13 92,53 |P2P3"D3LTOTLIONSYSYTYE | o s o 56.168 34678| P 782.40 11.08
dismutase [Cu-Zn] 1 y9y13y15
[P53636/SODCL_SALTY Superoxide| GHLGDLPGLVVNADGTATYPLLA| . . 2289 b3bab15y2 517 30 54003 32 4 o008 1)
dismutase [Cu-Zn] 1 PR
IP53636|SODCL_SALTY Superoxide| o SLSELK 137 6 1 13.62 v4 676.39 30.537 2090 |1 676.3p -1.62
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxide| ¢ EVPALMAGGHLDPEKTGK 84 18 6 46.41 b7y6y8y10y11ly16 1849.90 51.744 24027 | 4 61731 1241
dismutase [Cu-Zn] 1
IP53636ISODCL_SALTY Superoxide| GHSLMIHKGGDNYSDKPAPLGGQ 145 26 3 22.81 b10b11b13 2592.2 75.059 1831 4 648.83 2.1
dismutase [Cu-Zn] 1 GAR
IPS3636|SODCL_SALTY Superoxide| ¢ Oxidation+M(6) EVPALMAGGHLDPEK 84 15 4 18.14 b6°b6b10y9 570.76 64.263 17745 527.26 -11.28
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxide| | oo midomethyi+C(3 FACGVIE 169 7 0 1.21 795.38 30.81¢ 828 | 2| 398.19 7.52
dismutase [Cu-Zn] 1
IPS3636ISODCL_SALTY Superoxide| PALMAGGHLDPEK 86 13 3 26.22 b3b7b11 1335.6 56.180 921 2 68.84 5.76
dismutase [Cu-Zn] 1
IP53636ISODCL_SALTY Superoxide| EVPALMAGGHLDPEK 84 15 0 4.04 1545.75 56.166 6284 |3 5159p 924
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxide| 1, | oo midomethyl+C(d) FACGVIEK 169 8 0 1.21 905.4€ 30.789 2230 | 2| 453.23 12.07
dismutase [Cu-Zn] 1
'P55900Ei’;\cot—rinAsL;L;hOhose””e 1 | carbamidomethyl+C(7) LAQQELCDWHGLGTSVMEISH 20 22 9 29. | b3*b3b10yly3ydy7yllylp  2567.17] 73.083 4614 4 64285 484
IPS5900]SERC_SALTY Phohoserine| ASIYNAMPIEGVK 335 13 5 20.64 b1b3b10y10y13 1392.71 58.004 40056 | 3| 464.91 -6.66
aminotransferase
1 Xy
IPS5900]SERC_SALTY Phohoserine| 5 AQVFNFSSGPAMLPAEVLK 1 19 11 57.96 | P2DSYLYSYBYL2VI3YISYR 56 s 90.683 34114 2 1003.53 5.90
aminotransferase 5y16y19
IPS5900]SERC_SALTY Phohoserine| YGVIYAGAQK 188 10 9 70.55 | bib2b3b7ydysyeyoyld  1069.57 &0 | 20044 | 2| 53529 091
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ALTDFMIDFERR 348 12 4 37.26 b4bBb11y5 1513.7 93.885 320 3 05.% 8.23
aminotransferase
IPS5900]SERC_SALTY Phohoserine| AQGGVAAMHK 257 10 3 26.91 b5y5y8 969.49 18.165 2008 |2 48526  3.90
aminotransferase
IPSS900]SERC_SALTY Phohoserine| VFLEESFAAGLHALK 311 15 4 26.22 b2b10b11b13 1631.89 87.584 2473 | 3| 544.63 3.96
aminotransferase
IPS5900|SERC_SALTY Phohoserine| ¢ MAQVFNFSSGPAMLPAEVLK 0 20 4 23.79 b6b7b9*b9 2137.04 10886 1728 | 3| 713.04 4.68
aminotransferase
IPSS900SERC_SALTY Phohoserine| o | oo idomethyl+C(3 KYCAPQIIDAK 111 11 4 31.29 b7b8*18b 1306.68 65.828 74037| P 653.84 -4.76
aminotransferase
IPS5900|SERC_SALTY Phohoserine| TTADYVDAGYWAASAIKEAK 91 20 5 22.62 b4b6b8y3°y3 2131.03|  00.546 39792 | 34 711.02 0.34
aminotransferase
IPS5900]SERC_SALTY Phohoserine| MNVPFQLADNTLDKVFLEESFAAL 59, 29 3 11.53 b3b7y26 3218.64 108.341 2457 4 80541 538
aminotransferase GLHALK
IPS5900]SERC_SALTY Phohoserine| ., AELLYGVIDNSDFYRNDVAQANR| 272 23 6 2047 |  blay6yl0ylaylero 2643.29 78.344 23451 B 88177 2.59
aminotransferase
IPS5900|SERC_SALTY Phohoserine| , ; GQFAGVPLNLLGDKTTADYVDA 77 31 6 1878 |  b3b16*b16b25y3y25 3212.64 96.43¢ 220 3 5671 464
aminotransferase GYWAASAIK
IPSS900ISERC_SALTY Phohoserine| ALTDFMIDFERR 348 12 4 355 b7b8b9°b9 1513.7 70.489 308 3 530 8.23
aminotransferase
IPS5900|SERC_SALTY Phohoserine| -, | CarbamidomethyHC(7), | ) e coWHGLGTSVMEISHR 20 22 3 13.44 b3b7y6 2583.1 90860 7791 | 4| 64655 6.33
aminotransferase Oxidation+M(17)
IPSS900|SERC_SALTY Phohoserine| o Oxidation+M(1) MNVPFQLADNTLDK 297 14 4 30.74 b3y8y10y11 1621.77 67.621 2624 | 4 406.20 -9.48

aminotransferase




IPS5900]SERC_SALTY Phohoserine| QVFNFSSGPAMLPAEVLK 2 18 2 7.42 b13°b13 1934.99 90.624 261 2| 968.00 -5.30
aminotransferase

[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN b5°b5b6°06b7b80 1202212 ]

subinit alpha 1 OSCGYNDEIEGK 463 36 15 7344 | ey Tyilyat 3950.88 94.596 92118| 4  988.48 1.73
%y Xy

IQ7CPELIATPA_SALTY ATP synthasq | oo midomethy+C(7)  IHGLADCMQGEMISLPGNR 40 19 15 62.4yP2D30ID12ySYSYSYEYEY 14 o 68.135 55215 B 700.33 -1.98
subunit alpha 10°y10y11°y11*y11y19

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o MQLNSTEISELIK 0 13 6 28.12 b2y3y10°y10y11y13 1505.79 7986 | 54546 | 2| 753.40 -0.41

IQ7CPELIATPA_SALTY ATP synthasq DSVGAVVMGPYADLAEGMK 68 19 11 62.44 |POPEOISYLY2YSyAYTYLIYL g0 o) 82.697 51342 2 955.47 11.25
subunit alpha 2°y12

IQ7CPELIATPA_SALTY ATP synthasq o ILEVPVGR 93 8 4 40.87 yAy5y6y8 882.53 51.201 3458 2 44177 858
subunit alpha

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthase ¢ | carbamidomethyk+C(] CIYVAIGQK 192 9 5 30.49 b3bdyly5y9 051.56 56.233 33134| P  526.28 -4.06

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg GYLADVELAK 453 10 10 68.79 | b2b3b7bsyly2y6y7y8ylo 107857  9.%4 31062 | 2| 539.79 -4.30

IQ7CPELIATPA_SALTY ATP synthasq ¢ ELAAFSQFASDLDDATR 401 17 11 73 [PA7DADI0YSYAYSYSYBYOUL 4 ocs ag 87.688 30552 2 928.04 8.41
subunit alpha 3y17

% |

IQ7CPELIATPA_SALTY ATP synthasq ¢ QYAPMSVAQQSLVLFAAER 434 19 10 51.g1 | P3"P3DODLIDIAYLYAYSYIE ) g g 92.427 28445| P 1055.08 6.60
subunit alpha y19

'Q7CPE1|ATSEQEEIA:|’T) :aATP synthasg ELAAFSQFASDLDDATRK 401 18 4 15.58 b2b8yoy11 1984.9% @na | 27036 | 3| 662.32 -5.47

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg ), QSVDQPVQTGYK 139 12 7 61.15 b12y4y7y8yoy10y12 1349.47 330 | 23644 | 2| 675.34 0.27

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg 1, VNADYVEAFTK 303 11 10 84.97 | blb2b8hoydy5eySy7y8y0  1256.6]  59.340 16126 | 2 62881 7.38

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg 5 EAFPGDVFYLHSR 283 13 4 20.64 b3b11y8y13 1537.76 75.644 92453 | 513.25 3.33

IQ7CPELIATPA_SALTY ATP synthasg | , IAQFNVVSEAHNEGTIVSVSDGVI 15 25 6 27 b10*h10b19y5y6y22 2641.38 73.446) 31870 |3 8sLl2  .60-3
subunit alpha R

IQ7CPELIATPA_SALTY ATP synthasg o YAIALNLER 59 9 3 38.27 yAy5y6 1062.59 63.550 20378 |2 5318 3%
subunit alpha

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg ¢ GEDALIIYDDLSK 252 13 5 46.11 b8b10b11y6y7 1451.74 555000 03B | 3| 48457 -17.91

'Q7CPE1|ATSEQEEIA:|’T) :aATP synthasg 7 DHAPLMQEINQSGGYNDEIEGK 477 22 6 20.87 b12y3°y3y6°y6y10 | 2445.12 92.921 7641 | 4  612.04 8.29

IQ7CPELIATPA_SALTY ATP synthasg o TALAQYR 304 7 3 37.46 bay3y4 822.44 19.179 6344| |2 4117 9.2
subunit alpha

'Q7CPE1|ATSEQEEIA:|’T) :aATP synthasg g VNADYVEAFTKGEVK 303 15 3 18.14 bab14y14 1669.86 100703 8183 | 2| 835.43 11.18

b4°bab7°b7*b7b26y6°y6y|7

|Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV i
subiit alpha 20 EAAPGVIDR 106 33 18 101.39 y8y9y10y11y>;163y15y17y2e 3263.72 83.449 50541| B 1088.54 9.80

|Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN o ] [ )
subiit alpha 21 OSCGYNDEIEGK 463 36 7 2554 |  babl13°b13y5y6yllyl 3950.86 83.474 40264 | 3 17.63 6.18

IQ7CPEL|ATPA_SALTY ATP synthasg DHAPLMQEINQSGGYNDEIEGKL| )77 24 4 19.02 b3b6°beb13 2686.3 92.358 26547 | 3 896.]1 10.1
subunit alpha K

'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 5 EAFPGDVFYLHSRLLER 283 17 3 24.97 b11b13b14 2049.49 g.02| 23767 | 3| 68370 14.77

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg QKQYAPMSVAQQSLVLFAAER 432 21 5 35.2 b5b9b11ydy5 2365.2  93.127 2300 | 3|  789.09 4.85

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg g Phosphoryl STY(5) ASTISNVVRK 201 10 4 33.9 b3b4b9*b9 PR: ) 40.808 9840 | 4  577.79 -7.19

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg g Oxidation+M(18) DSVGAVVMGPYADLAEGMK 68 19 4 20.7 b3b18y9 1925.91 89.063 1582 | h  482.23 5.01

'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg; ELAAFSQFASDLDDATRK 401 18 0 5.26 1967.95 82.428 181 |3 656 8.13




. SNNTEPTWFPDSQTLAFTSDQAQ b4b5°b5h12y2y11°y11y13y
|Q8ZQT5[TOLB_SALTY Protein tolB 1 RPOVYK 287 29 14 7438 | voty2ayaiyes | 328556 76.715 104586 B 1095.84 4.01
|Q8ZQT5[TOLB_SALTY Protein tolB 2 IEITQGVDSARPIGVVPEK 24 19 12 65.48 | °2 beikljgﬁé’ii’ézyl‘lylS 2026.11 69.506 71617 B 676.04 1145
|Q8ZQT5|TOLB_SALTY Protein tolB 3 LPATDGQVK 413 9 4 54.5 yAy6yTy8 928.52 26.878 50760 |2 46476  .437
|Q8ZQT5|TOLB_SALTY Protein tolB 4 WAGPGAAPEDIGGIVAADR 43 20 14 80.12 blb4b§g;lb31;1t21y72)61y2y335 1936.00 84.675 51104 2 968.50 4.60
. b2°b2b3b6*h6b8*h8b12ylL
D
|Q8ZQT5|[TOLB_SALTY Protein tolB 5 SPQPLMSPAWSPDGSK 197 16 18 116,65 | F o corvoytoy1ayiayth 168462 61.539 50103 2 842.01 11.81
¥ rotein to . y2y9y. . . . .
8ZQT5[TOLB_SALTY Protein tolB 6 SALVIQTLANGAVR 223 14 5 24.73 b3bdy2yoy14 1412.83 69.839 28729 |2 708.92 3.2d
o, * %y
¥ rotein to . . . p . .
8ZQT5[TOLB_SALTY Protein tolB 7 IAYWWQTNGGQFPYELR % 17 9 53.47 |Y2Y3YOY8 y?éll YIYISY  1955.02 72.319 28021 2 97801 7.37
¥ rotein to . yAy5y . . ) .
8ZQT5[TOLB_SALTY Protein tolB 8 VASFPR 237 7 4 37.46 b5y4y5y7 804.43 37.202 17084 | 2 40272 168l
¥ rotein to . y2ylicy .94 . . -0.
8ZQT5[TOLB_SALTY Protein tolB 9 TGSLNLYVMDLASGQIR % 17 5 16.32 boblly2yl1°y11 1837.95 88.696 12996 | 2 91948  40-0
¥ rotein to . y . . . -1.17
8ZQT5[TOLB_SALTY Protein tolB 10 FNPLDR 67 6 1 13.62 4 761.39 44.270 6088 |2 3812 1.12
¥ rotein to . y5°y5y7y . . . .
8ZQT5[TOLB_SALTY Protein tolB 11 HNGAPAFSPDGTK 244 13 4 28.12 5°y5y7y8 1298.61 56.090 3603| |2 649.81 1.13
¥ rotein to . .97 . 4 -13.4
8ZQT5[TOLB_SALTY Protein tolB 12 LPATDGQVKSPAWSPYL 13 17 3 24.97 b5b14b15 1829.97 91.07§ 568 2 91546 134
¥ rotein to . . ) ek -8.
8ZQT5[TOLB_SALTY Protein tolB 13 VIQTLANGAVR 226 11 0 3.64 1141.66 69.848 191571 |2 5713 8.55
¥ rotein to . y7ylly . . . -4.
8ZQT5[TOLB_SALTY Protein tolB 14 WAGPGAAPEDIGGIVAAD 43 18 3 21.16 7yl1y15 1666.80) 84.728 3287 |3  556.27 4.9
¥ rotein to . . . . .
8ZQT5[TOLB_SALTY Protein tolB 15 TGSLNLYVMDLASGQIR & 17 0 4.85 1819.95 88.718 9745| |2 9104 11.49
IPOpAﬁmEg:inZZﬁiganTer:sr:C" 1 AGLGMMEGVLENVPSAR 78 17 8 43.84| b5bl2bl3y2ydy7yloyl? QB 80.934 46290 | 2 865.94 5.78
IPOAZMS|UPP_SALTY Uracil 2 VLVLVAAPEGIAALEK 155 16 11 100,51 | P203p4bSDELTYBYOYIIYY2 055 o7 85.250 30647 2 796.99 2.76
phohoribosyltransferase y16
IPOpAﬁmEg:inZZﬁiganTer:sr:C" 3 NEETLEPVPYFQK 103 13 5 32.31 b2b3y5y7y8 1593.7 64.401  4807| 2| 797.40 4.90
lPOpAﬁmﬂ:inZZﬁﬁganTer:sr:C" 4 ITVVPILR 70 8 4 40.87 b2ydy5y6 910.60 68.838 11661 |2 45580  .694
'Posﬁmﬂﬁbzzﬁﬁgk;;g:c" 5 LVSNIDER 116 8 5 36.1 b5y2°y2y3y6 945.51 57.713 083 |2 47396 10.07
IPOpAﬁmEg:inZZﬁiganTer:sr:C" 6 ELASEVGSLLTYEATADLETEK 29 22 6 20.87 b5°b5b8b11ydy22 BE9 108.512 3740 | 2 1185.10 12.78
[POAZMS[UPP_SALTY Uracil AHPDVELYTASIDQGLNEHGYIIP ]
- 4
hohoribosyiransforase 7 CLCDAGDRIEGTK 171 37 4 21.37 b5y10y11y35 3911.95 88.188 s04l0 | 4 97874 2.4
IPOAZMS|UPP_SALTY Uracil 8 AGLGMMEGVLENVPSARISVVG 78 25 4 12.41 b5b12y7°y7 2636.35 84.003 13228 |3 87945 3.9
phohoribosyltransferase MYR
I%Et:;glc)LanjcﬁgiﬁgJaie 1 TGFYMSLIGTPDEQR 84 15 4 18.14 b3y3y7yl5 1714.8p 77.63 ®s| 2| 857.92 7.40
[QOL4TO|LUXS_SALTY S- . [VODQNQIPELNVYQCGTYQMHSL b2b7b10y4y8*y8ydy10y1p
Fbosyhomocysane lyase 2 |carbamidomethyrrc$y SEAQDIAR 113 31 11 47.71 A 3635.72 74.171 22012 B 121258 10.34
I%Et:;glc)LanjcﬁgiﬁgJaie 3 | carbamidomethyl+C(2 FCIPNKEVMPEK 39 12 5 22.28 bayABA4B 1491.73 37.843 3014 | B 497.91 2.45
I%Et:;glc)LanjcﬁgiﬁgJaie PLLDSFAVDHTR 1 12 3 22.28 bey4ys 1370.72 70.477 1524 |2 68587 12.02
I%Et:;glc)LanjcﬁgiﬁgJaie VADAWKAAMADVLK 99 14 4 27.86 b3b10°b10b13 1488.79 8o.608| 1481 | 2| 744.90 -0.98




IQSLATOJLUXS_SALTY S- 6 | Carbamidomethyl+C(2 FCIPNKEVMPEK 39 12 3 26.26 b8boy4 o172 51.156 35518 497.91 -10.64
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 7 | carbamidomethyl+C(2 FCIPNKEVMP 39 10 0 2.83 1234.58 26.8 | 2577 | 3| 41220 -14.53
ribosylhomocysteine lyase
*y 0,

IQ56073[DNAK_SALTY Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 15 115.45 |P247Y1YSYSYBYOYLOVIO) )15 4 74.042 56199 B 739.06 -3.86
protein dnaK 11y12y14y17y19y21

lQSGOBlDE&iT:Qr;TuZ Chaperone 2 QAVTNPQNTLFAIKR 56 15 4 26.22 b15y3ydy6 1700.92 57.594 239 | 3| 567.65 -11.91

lQSGOBlDEQtKe_i:Qr;TuZ Chaperone 3 MQELAQVSQK 587 10 7 55.57 b2b3b8y6y7y8y10 1161.5p 36.07 4135 | 2| 58130 -1.68

oy JR*

IQ56073|DNAK_SALTY Chaperone 4 ASSGLNEEEIQK 502 12 12 100,14 P1LY4YSYEYEYBYTYBYOYL 55 6o 33.575 21809 2 e52.82 271
protein dnaK 0°y10y12

IQ56073|DNAK_SALTY Chaperone 5 NDPLAMQR 253 8 5 49.32 b5y4y5y6ys 944.46 38.200 14360 |2 432f  -5.04
protein dnaK

O] % | *|

IQ56073[DNAK_SALTY Chaperone 6 TFEVLATNGDTHLGGEDFDTR 214 21 13 57.49| P107DTOEDEOIZTIZDIE ) 0p 64.287 12392 & 57452 6.17
protein dnaK y4°y4y10y11y21

lQSGOBlDESIKeT:Q,&;Z Chaperone 7 QAVTNPQNTLFAIK 56 14 7 30.83 | b3b7*b7bl0y3yllyld|  1544.85  6.330 10034 | 2| 772.93 5.53

IQ56073|DNAK_SALTY Chaperone 8 FQDEEVQR 76 8 5 51.08 b3b7ydrydy5 1050.48 27.401 10837 | 2 ®mes.| 314
protein dnaK

IQ56073|DNAK_SALTY Chaperone 9 DVSIMPYK 84 8 7 40.87 b2b8y3y6°y6y7y8 952.48 54.128 1033p | 2 76.34 5.06
protein dnaK

lQSGOBlDESIKe_i:Q#;Z Chaperone | 4 VLENAEGDR 25 9 8 30.49 b2b5°b5h9y2y7y8y9 1002.49 21.95( 10| 2| 50175 2.56

IQ56073|DNAK_SALTY Chaperone | DVNPDEAVAIGAAVQGGVLTGD 363 24 4 26.16 b13b14ydy7 2295.11 101.38 2140 |3 76573 4.7
protein dnaK VK

IQ56073|DNAK_SALTY Chaperone | ., LINYLVDEFK 235 10 4 40.13 b8y5y7y8 1253.70 40.304 20188 |2 @& 18.79
protein dnaK

IQ56073|DNAK_SALTY Chaperone |, 4 TAEDYLGEPVTEAVITVPAYFNDA| 4,0 26 3 12.14 b11lyoy11 2869.39 92.783 23100 |3 957.14 1.4
protein dnaK QR

'Q56073|D;‘£E—i:g‘#;z Chaperone |, , LESLVEDLVNR 304 11 5 47.74 b6b7b9y6y10 1286.7 76.731 148912 | 643.86 8.54

IQ56073|DNAK_SALTY Chaperone | o LPADDK 556 6 1 13.62 v4 658.33 45.135 12233 |1 6583 12.3
protein dnaK

IQ56073|DNAK_SALTY Chaperone | o MPMVQK 345 6 1 13.62 y5 733.37 30.495 9001| |1 733.3 -5.08
protein dnaK

lQSGOBlDESIKe_i:Q#;Z Chaperone | 4, GMPQIEVTFDIDADGILHVSAK 467 22 4 23.31 b4b5*b5b12 2358.1| 93.963 3620 | 4  580.79 17.41

lQSGOBlDESIKe_i:Q#;Z Chaperone | ¢ IELSSAQQTDVNLPYITADATGPK| 270 24 3 22 b5b6y9 2532.24 78 3302 | 3| 84477 1.35

lQSGOBlDESIKe_i:Q#;Z Chaperone |15 | carbamidomethyl+C(1P)  IGIDLGTTNSCVAIMDGTQAR 3 22 5 et yA*ydy6ry6y13 2306.20 78.397 2089 | P 1153.60 20.43

lQSGOBlDESIKe_i:Q#;Z Chaperone |, INEPTAAALAYGLDK 167 16 4 27.67 bey5y8y11 1659.89 32.496| 2848 | 2| 83045 169

lQSGOBlDE&i‘SQ&Z Chaperone |, IGADNGDAWLDVK 92 14 4 19.29 b7b11*b11y12 1486.77] 67.468| 2154 | 2| 743.89 10.59

IQ56073|DNAK_SALTY Chaperone |, VAEFFGK 352 7 4 40.47 b4°b4b6ys 797.41 50.418 1948 |2 39041 414
protein dnaK

IQ56073|DNAK_SALTY Chaperone | TIAVYDLGGGTFDISIEIDEVDGE | 449 26 3 12.14 b14b16y6 2769.41 85.394) 1894 |3 92381 15.4
protein dnaK K

IQ56073|DNAK_SALTY Chaperone | NQGDHLLHSTR 536 11 3 31.29 yAy8y9 1277.62 40.899 1870 |2 6Bo.d -13.28
protein dnaK

IQ56073|DNAK_SALTY Chaperone | AKIELSSAQQTDVNLPYITADATG | - 40 26 4 12.14 b13°b13y8y15 27314 97.994 191 | 3 9114 157
protein dnaK PK

IQS6073|DNAK_SALTY Chaperone | NDPLAMQRLK 253 10 4 26.91 b3°b3b5y3 1185.64 38.823 1318f |2 339 9.68
protein dnaK

IQ56073|DNAK_SALTY Chaperone |, KTAEDYLGEPVTEAVITVPAYFND| 5, 27 4 25.33 b3b7y8y9 2997.52 88.248 9189 |3  999.44 11.6
protein dnaK AQR




|Q56073DNAK_SALTY Chaperone SLGQFNLDGINPAPRGMPQIEVTH b6*b6b9*bOb12b13y13°y] )
orotein dnak 28 DIDADGIL HVSAK 452 37 8 23.59 s 3935.99 112.225 3785 | 4  984.75 0.74
IQ56073|DNAK_SALTY Chaperone | g VLENAEGDRTTPSIAYTQDGETL] g 30 6 16.53 b6°b6*b6bAb11y13 3173.6 69.570 366 3 105854 2.38
protein dnaK VGQPAK
IQ56073|DNAK_SALTY Chaperone | 4, QATKDAGR 151 8 4 36.1 b7°b7y4y6 846.45 25.882 2763 |2 42378 300.
protein dnaK
T
IQ56073|DNAK_SALTY Chaperone | 5, Phosphoryl STY(9) | IELSSAQQTDVNLPYITADATGP 270 24 7 2g |P7PTLEDELEDIZ HPOR ()5 5, 49.587 21803 B 87141 -7.01
protein dnaK b12y23
IQ56073|DNAK_SALTY Chaperone | 5, TFEVLATNG 214 9 1 7.65 v8 951.47 64.343 1719| |2 476.24 13.2
protein dnaK
IQ56073[DNAK_SALTY Chaperone | 5, VLENAEGDR 25 9 0 1.62 984.46 21.953 28207 |2 4927 115
protein dnaK
i 4
[POAAOTIPTHP_SALTY Phohocarrier| MFQQEVTITAPNGLHTRPAAQFV o 04 5 111,37 P203D5DEDBY3Y1LYI2Y1y o oo 62304 wsasl b e71es 055
protein HPr K 15y16y17y19y20y24
. ——
IPOAADTIPTHP_SALTY Phohocarrier| GFTSEITVTSNGK 27 13 10 56.54| D2DAPTOIOVYSYTYIYION 1541 67 50.368 8954 | 2  670.84 -0.18
protein HPr y10
'POAAO?lPTpHrzt—e‘T’:‘hLT Phohocarrier| LMAELE 79 6 7 66.51 b3b4b5°h5y3°y3y4 705.34 52.945 23071 1 05.34 571
b3°b3*b3b4°b4b6°b6*b6YR
[POAAO7|PTHP_SALTY Phohocarrier LQTLGLTQGTVVTISAEGEDEQKA y11y13°y13y14y15y16y1dy )
orotem HPr 4 VEHLVK 49 30 24 17961 o ova0ya2yaayadyseyp 19367 80.572 390026 #  799.17 7.87
8
'POAAO?lPTpHrzt—e‘T’:‘hLT Phohocarrier| EAKGFTSEITVTSNGK 24 16 3 25.53 b3b11b12 1668.85 66.54] 0s80| 2| 834.93 2.56
'POAAO?lPTpHrzt—e‘T’:‘hLT Phohocarrier| GFTSEITVTSNGKSASAK 27 18 4 15.58 b7°b7b9y11 1784.89 48.72| 1665 | 3| 595.63 9.57
_li o o I=
IPOA9YSICC_SALTY Cold shock-like | | GFGFITPADGSK 15 12 18 135,24 P2D30AD6Y2Y2Y3Y3yAYRy g6 59 63.158 425148] b 598.80 2.24
protein cC 6°y6y7°y7y8y9y10y12
'POAQYQlCC‘—)rSO?;Kgo'd shockelie |, GPAAVNVTAI 59 10 6 26.91 b2b3b6*b6y5y10 912.51 68.127 6504 |1 91251 -9.10
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 4 DVFVHFSAIQGNGFK 27 15 7 37.1 b2b3b7b11y7y12y15 1665.96  .8860 4648 | 2| 83343 12.02
'POAQYQlCC‘—)rSO?;Kgo'd shoclclie | TLAEGQNVEFEIQDGQK 42 17 3 23.31 bay8y9 1905.95 65.003 1515 2 | 953.48 16.84
IPOA9YQICC_SALTY Cold shock-like | o TLAEGQNVEFEIQDGQKGPAAVN| 27 6 17.78 b5°b5b8*b8b13y20 2799.44 99.343 1314 2 12002 829
protein cC VTAI
'POAQYQlCC‘—)rSO?;Kgo'd shockelike | ¢ WFNESKGFGFITPADGSK 9 18 4 22.74 b3b7b9*b9 1987.98 71746 0570 | 2| 994.47 -10.38
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 5 GQVKWFNESK 5 10 6 39.34 b6bOy5°y5y 7y 7 1222.63 79.128 2615 | 3408.21 3.69
'POAZBQ"RS;FC?QETS\;?’OS ribosomall FGSELLAK 17 8 10 51.08 | blb2b5°b5b6°bEy2y3yTly8  864.47 5p.30| 54117 | 2| 43274 -11.51
'POAZBQ"RS;FC?QETS\;?’OS ribosomall -, STAESIVYSALETLAQR 36 17 5 33.72 b8b10b11b13y17 1838.96  8.102 46575 | 2| 919.98 6.51
'POAZBQ"RS;FC?QETS\;?’OS ribosomall 5 FVNILMVDGK 25 10 6 41.1 b2b3b4y3y5y10 1135.61 74.658 2180 2 568.31 7.31
'POAZBQ"RS;FC?QETS\;?’OS ribosomal) -, LANELSDAADNK 119 12 4 32.49 b4*b4beb10 1260.61 36.432 5264 | 2 630.81 3.10
'POAZBQ"RS;FC?QETS\;?’OS ribosomall g WIVEAAR 102 7 4 40.47 yA°ydy5Y6 844.46 49.075 31531 |2 42278 1221
IPOAZB3IRS7_SALTY 30S ribosomal| NALAMR 9 6 1 13.62 y5 675.36 34.870 7410 [ 675.34 5.24
protein S7
IPOAZB3IRS7_SALTY 30S ribosomal| ILPDPK 11 6 2 26.85 yay5 682.41 31.299 s142| |1 68241 -4.54
protein S7
'POAZBQ"RS;FC?QETS\;?’OS ribosomall g VGGSTYQVPVEVRPVR 79 16 4 24.86 b4b10b12*b12 1742.93 se.84| 1509 | 3| 58165 -11.70




'POAZBQ"RS;FC?QETS\;?’OS ribosomall ¢ EDVHRMAEANK 138 11 4 24.31 b4b10°b10y8 1299.6( 28.596) 12516 2| 650.31 .11
. b3b4°b4*bab7b10y5y7ysf
'POAZBQ"RS;FC?QETS\;?’OS ribosomal| -, LANELSDAADNKGTAVK 119 17 17 121.7 |y8yoryoy12+y12y13y15y1l 1716.86 37.889 82829 B 572.96 -10.81
6
'POAZBQ"RS;FC?QETS\;?’OS ribosomall SGKSELEAFEVALENVRPTVEVK 53 23 4 19.46 b6°b6bob12 25213  87.229 12300 | 4 844.44 6.17
%y
P63411/ACKA_SALTY Acetate kinasd 1 EGTRPAVVIPTNEEIAQDASR 374 23 14 115.75| D7PBDIDI2YSYAYSYEYBYY ) oy 68.029 40975| B 822.44 2.77
y8y10y14y23
b2b3b4b15y4y5y10°y10yL
P63411/ACKA_SALTY Acetate kinasd 2 | carbamidomethyigy] TAIPAVNGDEYLSGLAECFHLPE 17 26 18 117.28|1y12°y12y13y14°y14y18y1l 2907.41 103.880 40433 B 969.81 3.11
AR
9y22y26
|P63411|ACKA_SALTY Acetate kinasé 3 LGVLGFEVDHER 348 12 3 22.28 b3b9y3 1370.6¢ 66.576) 3800) 3 BBT| 1274
|P63411|ACKA_SALTY Acetate kinasé 4 | carbamidomethyd LVLVLNCGSSSLK 4 13 5 39.3 b3y7y8y9y13 1389.74 65.972 238 | 2| 69539 141
|P63411|ACKA_SALTY Acetate kinase 5 YIGSYTALMDGR 312 12 4 22.28 b6bob12y5 1346.65 60.398 1892 2673.83 3.72
P63411/ACKA_SALTY Acetate kinasd 6 NVAVFDTAFHQTMPEESYLYALP| 28 9 49.16 | P2PLIDI2DISDISYIYEYRY o507 61 98.038 12847 8 1099.81 8.51
YSLYK 17
|P63411|ACKA_SALTY Acetate kinase 7 YGAHGTSHFYVTQEAAK 178 17 4 34.51 b2y5y6y7 1866.87 48.961 474 |3 62296 3.4
|P63411|ACKA_SALTY Acetate kinase 8 | cCarbamidomethyl8)] MLTKESGLLGLTEVTSDCR 268 19 3 21.9 b3b5b15 2110.04 BEE, 2659 | 3|  704.02 6.60
|P63411|ACKA_SALTY Acetate kinase 9 LDAVVFTGGIGENAAMY 324 18 3 15.58 b4boy11 1819.97 87.831] 222 2 91046 -9.6b
|P63411|ACKA_SALTY Acetate kinase 10| Carbamidometayt4 ESGLLGLTEVTSDCR 272 15 4 34.67] y8yoy10°y10 1636.70  .8%0 33200 | 2| 818.90 5.67
P63411/ACKA_SALTY Acetate kinasd 11 YIGSYTALMDGRLDAVVFTGGIG | = 4, 30 5 19.32 b3b6boy9y12 3147.51 77.607 378 5  630.52 35
ENAAMVR
. Carbamidomethyl+C(18) o
|P63411|ACKA_SALTY Acetate kinase 12 -2 MLTKESGLLGLTEVTSDCR 268 19 5 20.7 b9b12°b12y12y14 2100.08 66.713 3212 | 3| 73068 11.37
;Phosphoryl STY(6)
[P15111|DHE4_SALTY NADP-ecific b1b8bOb15ylydy8yoyl1yil !
gutamate dehycrogenase 1 AANAGGVATSGLEMAQNAAR 370 20 15 85.33 | ” 00 o taytavinyso | 185991 58.933 26738 2 930.46 4.59
|P151;ﬂg’;ﬁ;—iﬁggo';gﬁéec'f'c 2 DPHQTEFAQAVR 17 12 6 22.28 b2b4*hab8y2y3 1398.67 38.327 58| 3|  466.90 3.75
IP15111|DHE4_SALTY NADP-ecific 3 VVTASDSSGTVVDESGFTPEK 257 21 13 79.3¢ POPBD7DO’DIDIODIZY2YGY 45 ) 51.035 8165 > 1056.51 11.21
glutamate dehydrogenase 7y9y10y21
'PlSléltltz :ﬁfe—i:ﬁ;i\:o';gﬁ;ec'ﬂc 4 EVMTTLWPFLEQNPR 29 15 5 44.7 b3b5b11b13y12 1860.94 70931 4526 | 2| 930.97 3.48
'PlSléltltz :ﬁfe—i:ﬁ;i\:o';gﬁ;ec'ﬂc 5 HGLGFEGMR 225 9 3 38.27 y5y6y8 1003.49 68.140 2583 2 50235 797
'PlSléltltz :ﬁfe—i:ﬁ;i\:o';gﬁ;ec'ﬂc 6 HLGPDTDVPAGDIGVGGR 156 18 3 22.74 b5b7b10 1732.8B 81.916 9527 | 2| 866.94 9.30
'PlSléltltz :ﬁfe—i:ﬁ;i\:o';gﬁ;ec'ﬂc 7 EVGFMAGMMR 174 10 3 26.91 b5b7y9 1128.50 45.544 6159 |2 56476 3.89
'PlSléltltz :ﬁfe—i:ﬁ;i\:o';gﬁ;ec'ﬂc 8 VADAMLAQGVI 436 11 5 31.29 b3b4b8°b8*b8 1087.56 89.006 3794 2| 54429 -17.40
'PlSlélt'tz :Efe—iﬁggo';gﬁ:”ﬂc 9 Oxidation+M(14) | AANAGGVATSGLEMAQNAAR 370 20 4 22.62 b18ylly17 1875.88 85.269 13605| [3  625.97 -8.59
IP15111|DHEA_SALTY NADP-ecific | Oxidation+M(23) | -GPDTDVPAGDIGVGGREVGF 156 28 4 14.91 b6b11y5y11 2858.3 102.56 1738 | 4 71585 7.0
glutamate dehydrogenase AGMMR
|P151;ﬂg’;ﬁ;—iﬁggo';gi;ec'f'c 11 VVTASDSSGTVVDESGFTP 257 19 2 12.7 y3y9 1854.85 51.021 a70 2| 927.93 -3.69
IQ7CPE2JATPB_SALTY ATP synthas¢ GIMEGEYDHLPEQAFYMVGSIDE| o . . a4 10 |P2EYEYOYILVILyLVIS) 99260 6a573| b 101081 655
subunit beta AVEK 27




IQ7CPE2IATPB_SALTY ATP synthasg QLDPLVVGQEHYDTAR 343 16 11 102.22|P2P13Y3Y4YSYBYOYI0VIQY 104 oo 56.657 56487 B 614.31 -7.82
subunit beta 11y12
'Q7CPE2|ATEU%—U?]QETQLATP synthasg 5 YTLAGTEVSALLGR 247 14 7 2473 |  b2°b2b3°b3y10y1ly14 14807  79.081 51208 | 4  725.90 -0.34
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ | carbamidomethyl+C(d VIDLMCPFAK 132 10 6 58.12 b6b10yyHEs 1193.60 79.743 44638| P 597.31 -0.72
'Q7CPE2|ATEU%—U?]QETQLATP synthasg g VALTGLTMAEK 219 11 3 36.07 y7y8y9 1133.62 58.077 44088 |2 = -2.80
'Q7CPE2|ATEU%—U?]@ELLATP synthasg ¢ FLSQPFFVAEVFTGSPGK 399 18 4 22.74 y3y6yldyl8 1958.( @9 | 41678 | 2| 97952 9.35
o, y
IQ7CPE2IATPB_SALTY ATP synthasg MPSAVGYQPTLAEEMGVLQER 261 21 14 88.54|P3PADEDIVEVIYBYTYTYYY 5356 15 80.670 38660 2 1153.57 6.14
subunit beta 10y11y13y21
'Q7CPE2|ATEU%—U?]@ELLATP synthasg g TVNMMELIR 156 9 8 53.25 b2°b2b3y2y3y5y8y9 1106.57 7492711 5&8 | 2| 55379 -3.75
IQ7CPE2IATPB_SALTY ATP synthasg ¢ AAPSYEELSNSQELLETGIK 112 20 10 46.68| PBP2OYLY2YAYSYL2Y13Y1b 514 g 72.731 382907 2 1090.08 7.62
subunit beta y20
'Q7CPE2|ATEU%—U?1@ELLATP synthase 4 VGLFGGAGVGK 145 11 7 27.32 b2b3yly2y7y8y1l 961.54 5783  2am | 2| 48127 -6.86
'Q7CPE2|ATEU%—U?1@ELLATP synthas¢ QIASLGIYPAVDPLDSTSR 324 19 8 75.95 y4y11y12y13y14y15y17y1 2003.06 79.626 34233 2 1002.04 9.69
'Q7CPE2|ATEU%—U?]@ELLATP synthasg 1, DLEHPIEVPVGK 70 12 5 29.48 b4°bab8boy2 1332.7 54.401 100982 | 666.86 -8.70
'Q7CPE2|ATEU%—U?]@ELLATP synthas¢ ;5 NIAIEHSGYSVFAGVGER 165 18 5 15.58 b9*h9y11°y11y13 1995, | 66.739 3270 | 4 95348 3.59
'Q7CPE2|ATEU%—U?1@ELLATP synthase IMNVLGEPVDMK 87 12 3 22.28 b3y3y6 1345.69 65.090 1765| |2 em3| 562
IQ7CPE2IATPB_SALTY ATP synthas¢ 1o | o o midomethyi+C(2f) 7S Y EELSNSQELLETGIKVIDLM| 1, 30 4 24.78 b5b6y4y9 3353.64 120.16( 8454 |3 111856 3.8
subunit beta CPFAK
'Q7CPE2|ATEU%—U?]@ELLATP synthase g Phosphoryl STY(8) QIASLGIYPAVDPLDSTSR 324 19 4 41.1p y410y11 2082.98 69.670 8049| [ 1041.99 -9.02
'Q7CPE2|ATEU%—U?]@ELLATP synthasg 4 Oxidation+M(4) TIAMGSSDGLR 53 11 3 31.29 y6y7y10 112350  45.022 5419 | 2|  s62.27 0.00
IQ7CPE2IATPB_SALTY ATP synthasg HSGYSVFAGVGER 170 13 0 5.26 1365.64 66.703 5631 |2 68333 185.
subunit beta
'Q7CPE2|ATEU%—U?]@ELLATP synthas¢ g IAIEHSGYSVFAGVGER 166 17 1 7.34 bs 1791.8¢ 66.786) 2462 |3 7.99 -5.18
'Q7CPE2|ATEU%—U?]@ELLATP synthase QLDPLVVGQEHYDTAR 343 16 0 4.45 1822.91 56.672 2608 |3 6083 154
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 9 90.2 | b2b7y3ydysy7ysyoyll 10545 =1 | 22057 | 2| s27.80 451
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain AGGNYLSSLLVGSEAR 160 16 5 30.8 b12b15ydy5y16 1593.80 ?e.2 | 18850 | 2| 797.40 13.63
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 5 EQVLSRESLYLADEVEMSGTAAE! 50 28 4 11.71 b3b13*h13y13 3111.57 93.944 9312 |3 10376 107
amino-acid aminotransferase TPVR
IPOALASILVE_SALTY Branched-chain ESLYLADEVFMSGTAAEITPVR 244 22 7 13.44| b3°b3b10°b10y183y22| 2399.15 117.613 2462 W 600.54 -11.09
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain o SVDGIQVGEGR 266 11 7 35.31 b3b9*h9y6*y6y8°y8 1116.56 4@20| 21441 | 2| 58879 0.33
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain EQVLSR 238 6 1 13.62 b5 731.40 31.709 15211 |1 73140 7.0
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 7 IQQAFFGLFTGETEDK 284 16 8 45.28|  b30b6b15°b15y4°yayTyIO 30182 89.133 2164 | 3 610.98 15.60
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chaini ¢ |0 idomethyl+C(1D)  SVDGIQVGEGRCGPVTK 266 17 39.16 9b1Ph13b14 1758.89 59.398 1729| |2 879.9% 5.41
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain ¢ Phosphoryl STY() DGVLFTPPFTSSALPGITR 204 19 20.42 tByAy10 2056.02 108.322 2236| |2 10285p 9.38
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain Oxidation+M(11) ESLYLADEVFMSGTAAEITPVR 244 22 6 4364  5b6b8L11°H11b12 2415.18 61.515 31248 |5  483.84 0.44
amino-acid aminotransferase




|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

LAEAGIPTQMER

60

12

100.14

b3y3y5y6y8y9y10yl1ly]

1315.6

6 48.727

42617

2

658.33

-3.80

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

QSLGGLIEAYEAVAHR

215

16

53.14

b3yly2y3y5y6y7y13yl|

1}

BI87

84.080

37728

571.96

-13.60

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

TVYSTENPDLLVLEFR

13

16

16

88.75

b1b2b4b6b11b12b13°b1
2y3y4y12°y12y13*y13y16

Y 1895.99

87.691

37670

948.50

8.11

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

IEQFDR

39

13.62

b4

807.41

42.190

4624

404.2

10.5

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

FNHFIMTK

52

36.1

b3b7*b7y7

1037.51

110.765

2014

1037.

-14.24

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

QAELYR

13.62

b5

779.40

27.928

1771

390.2

0.00

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

ELTYK

152

26.44

y3y4

653.34

42.313

1649

653.34

-10.9

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

ETLDKMDK

203

33.09

b4°b4y5y6

979.46

54.166

17684

490.2

-12.84

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

TVYSTENPDLLVLEFRNDTSAGD
GAR

13

26

39.02

b10b11°b11b12°b12y3

8

2840.3

8

79.78

737

3 7.484

3.09

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

10

NDTSAGDGARIEQFDR

29

16

28.34

b14y5y10°y10*y10y1l

1881

84.035

2675

4

438.71

3.62

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

11

GMVNNKFNHFIMTK

46

14

27.07

b7b10b11

1680.82

58.659

1814

840.91

-11.18

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

12

Phosphoryl STY(10)

QSLGGLIEAYEAVAHR

215

16

17.14

b4tiBy7°y7

1793.83

28.682

4500

1

449.21

-10.62

|P66764|METK_SALTY S-
adenosylmethionine synthetase

SLQEAVMEEIIKPILPSEWLNTSTK

197

25

12

59.42

b5°b5b6b11*b11b12y7y9
9y10y13y25

Y 2g56.52

110.826

51622

B

952.84

4.87

|P66764|METK_SALTY S-
adenosylmethionine synthetase

Carbamidomethyl+C(1

) FVIGGPMGDCGLTGR

230

15

29.4

4 TyRy3°y3yl2yl3yls

1536.74

67.677

26963

2

768.8

8.74

|P66764|METK_SALTY S-
adenosylmethionine synthetase

Carbamidomethyl+C(1

) FVIGGPMGDCGLTGRK

230

16

28.3

4 b1Ph13y13y16

1664.82

58.649

21869

2

832.9

-3.74

|P66764|METK_SALTY S-
adenosylmethionine synthetase

ADPLEQGAGDQGLMFGYATNET
DVLMPAPITYAHR

109

35

21.45

b6°b6b7°b7b14y9y35

3749.7

90.17

764

3

.6a5(Q

7.42

|P66764|METK_SALTY S-
adenosylmethionine synthetase

NGTLPWLRPDAK

154

12

34.25

b3*b3b4b6y5

1367.7

46.434

6408

456.58

-21.51

|P66764|METK_SALTY S-
adenosylmethionine synthetase

ETAAYGHFGR

353

10

39.34

bab7y7y9

1108.51

54.177|

3688

-6.17

|P66764|METK_SALTY S-
adenosylmethionine synthetase

HLFTSESVSEGHPDK

15

18.14]

b11°b11y5y1l

1669.7

52.24]

P

3374

N

835.40

7.60

|P66764|METK_SALTY S-
adenosylmethionine synthetase

NIVAAGLADR

284

10

26.91

bayay7

999.58

68.101

3730

2

500.2

9.05

|P66764|METK_SALTY S-
adenosylmethionine synthetase

Carbamidomethyl+C(1

)EIGYVHSDMGFDANSCAVLSAIG
K

74

24

23.61

b3b11lydyl4*yl4y16

2541.27

99.903

214

847.

[5

19.60

|P66764|METK_SALTY S-
adenosylmethionine synthetase

10

MAKHLFTSESVSEGHPDK

18

24.82

b13°b13ydy7y9

1999.9

1.102

133351

3

667.32

1.65

|P66764|METK_SALTY S-
adenosylmethionine synthetase

11

ETAAYGHFGRENFPWEK

353

17

36.94

bl1y6y7y8

2038.9

123.2

2864

680.32

-2.45




IP66764METK_SALTY S- 12 |carbamidomethyk+C(1D) FVIGGPMGDCGLTGRK 230 16 4 27.47 7b®h13y13 1664.84 124.629 2828| |2 832.92 7.48
adenosylmethionine synthetase
[P66764METK_SALTY S- HLFTSESVSEGHPDKIADQISDAY ]
— 4
adenosyimethionine synthetase 13  DALOGDPK 3 34 5 24.28 b6b8b10b11y5 3703.8 77.548 2550 | 4  926.72 5.4
|P66764|METK_SALTY S- Carbamidomethyl+C(10) o S ) )
adenosyimethionine synthetase 14 OxidatonsM(7) FVIGGPMGDCGLTGR 230 15 4 26.22 y3°y3y6y13 1552.7p 69.671 163 | 2| 77687 0.79
IP66764METK_SALTY S- 15 Oxidation+M(9) IVDTYGGMAR 246 11 3 24.31 b8b10y5 1210.6| 61530 2404 | 2 606.30 -10.78
adenosylmethionine synthetase
IP66764METK_SALTY S- 16 VLMPAPITYAHR 132 12 0 12.13 1368.76 90.158 1100 |2  684.8 951.
adenosylmethionine synthetase
[POS98IIILVC_SALTY KetoF-acid L GFGVPTLIAVHPENDPQGEGMAI . " 157 | P2D3DAVLY2YTYBYIAV2LYR o 6370 s7004] b 830.10 507
reductoisomerase K 5
IPOS9BIIILVC_SALTY Ketok-acid 2 DGAALGYSHGFNIVEVGEQIRK 123 22 6 20.87 b2b3b13b15y17y22|  360.19 71.517 45729 787.40 -3.00
reductoisomerase
[POS989|ILVC_SALTY Ketol-acid 3 ANYENTLNLR 1 10 5 40.13 b3ydy6y7y10 1225.64 66.844 3573 2 382 2.59
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 4 TAFETAPQYEGK 336 12 8 65.92|  baydy6y7ys°ysyoy12 1341.68 740, 19508 | 2| 67132 0.91
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 5 FMGRDEFADGASYLQGK 21 17 5 27.4 b3y2y7y8y10 1891.89 76.484 17531 | 3| 63130 13.10
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 6 LIQFGWETITEALK 252 14 5 19.29 b6b8y1y3yl4 1648.84 105.246 17330 | 2| 824.95 2.00
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 7 LVAEGTDPAYAEK 239 13 4 20.64 b3b11°b11y9 1363.67 46.398 363 | 3| 455.23 0.27
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 8 | carbamidomethyl+C(6)  VVIVGCGAQGLNQGLNMR 39 18 3 155 V610 1885.99 63.353 6183 | p  943.50 8.41
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 9 DGAALGYSHGFNIVEVGEQIR 123 21 4 13.88 b5y7y12y21 2232.08  7.846 3634 | 3| 74470 -12.80
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 10 LSNPAK 276 6 1 13.62 b3 629.37 39.595 11948 |1 620.37 7.95
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 11 VGTYEELIPQADLVVNLTPDK 88 21 4 18.93 b6bsy8y12 231429 4056 3471 | 3| 772.08 3.38
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 12 VGTYEELIPQADLVVNLTPDKQHS) o9 28 3 11.71 b3b11y20 3135.62 80.892 4041 4 78446 5.0
reductoisomerase DVVR
IPOS9BIIILVC_SALTY Ketok-acid 13 |carbamidomethy+C(1l)  DITVVMVAPKCPGTEVR 145 17 4 299 b3b1dy7y8 1871.98 56.729 24729| |2 936.4 1.96
reductoisomerase
. Carbamidomethyl+C(11),
[P05989|ILVC_SALTY Ketol-acid _ ; SDLMGEQTILCGMLQAGSLLCFD . .
oo eomerace 14 ,Carbamldc;methyI+C(21 K LUAEGT DPAYALK 215 37 9 34.37 | b3y3ydy6°y6ydylloyllyl3  4031.95 117.474  3398| 3| 1344.66 10.48
IPOS9BIIILVC_SALTY Ketok-acid 15 QGGITLMMDRLSNPAK 266 16 5 41.31 bab7b14ydy5 1731.8B 227 | 10039 | 3| 577.96 7.19
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 16 IGEQEYFDKGVLMIAMVK 348 18 3 22.74 b3b6b12 2071.06 90.187| 7094 | 2| 1036.04 1.53
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 17 ANYFNTLNLRQQLAQLGK 1 18 6 52.43 b3b6b9b11b14y3 209218  9.@2 5570 | 2| 104657 -2.22
reductoisomerase
IPOS98IIILVC_SALTY Ketol-acid 18 | carbamidomethy+C(7)  KVVIVGCGAQGLNQGLNMR 38 19 3 24.11 y5y9y10 2014.10 57.807 1949 P 1007.5% 14.12
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 19 AWAAATGGHRAGVLESSFVAEV | 44, 23 3 22.08 b9b10y9 2314.21 94.035 1631 |3 772.07 5.11
reductoisomerase K
IPOS989IILVC_SALTY Ketol-acid 20 Phosphoryl STY(6) LVAEGTDPAYAEK 239 13 3 20.64 b5y4y6 4B463 38.811 10591 481.88 1.94
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 21 Phosphoryl STY(4) KDITVVMVAPK 144 11 3 24.31 b3b9y9 1260 56.100 4874 | 4 42756 6.86
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 22 Oxidation+m(e) | °VQPLMKDGAALGYSHGENIVEV 1 28 5 14.91 b7b13y3*y3y24 3031.54 132.43( 9150 3 1011)19 854
reductoisomerase GEQIR
IPOS989IILVC_SALTY Ketol-acid 23 Oxidation+m(z1) |CFEVPTLUAVHPENDPQGEGMAIA -, o7 25 4 12.41 bab14y12°y12 2564.24 112.29 1594 3 85542  .47-8
reductoisomerase K




IPOS989IILVC_SALTY Ketol-acid 24 Oxidation+m() | TMDDISGEFSSGMMADWANDD | 5, 24 4 16.87 b6b8ydy7 2716.14 78.310 1388 3 906.05 360
reductoisomerase KK
IPOS989IILVC_SALTY Ketol-acid 25 Oxidation+M(6) DITVVMVAPK 145 10 6 58.12 b3°b3b4b5b7y7 088.61 28.657 3180 363.54 5.05
reductoisomerase
|P69936|YDFG_SALTY NADP-dependdnt j .
L-serine/L-allo-threonine dehydrogenade 1 VTDIEPGLVGGTEFSSVR 171 18 15 100.8 Lb1b2b5 b5°b6b14y6 y6y7y8 1862.96 68.171 21833 p 931.98 4.98
ydfG y9y11°y11y12y13
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 2 AVLPGMVER 115 9 6 30.49 b2b8y2°y2y5y7 971.54 57.834 2116 2 86.27 7.35
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 3 GH"N|GSTAGSV¥PYAGGNVYGAT 126 25 3 12.41 b13y11y13 2491.26 63.841 1739 4 623.57 7.5
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 4 AAIEEMMASLPAQWR 58 15 3 24.16 b12b13y5 1703.85 89.704 131y 2 852.43 13.04
ydfG
|P69936|YDFG_SALTY NADP-dependgnt TYENTTALTPEDITEAVWWVATL
L-serine/L-allo-threonine dehydrogenade 5 PAHVNINTVEMMPVTQSFAGLSV 199 48 3 11.36 b9b11y9 5340.68 136.427 5504 4 1335.93 9.2
ydfG HR
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 6 ASVEDWETMIDTNNK 93 15 5 29.44 b5y5y8*y8y9 1752.81 70.967 1913 2 876.91 17.69
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 7 DIDVLVNNAGLALGLEPAHK 73 20 3 23.79 b3b4b14 2059.07 69.451 1968 3 687.03 -21.58
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 8 GLIYMTRAVLPGMVER 108 16 3 17.16 b3y8y10 1805.96| 82.733 285 | 4 452.25 -9.13
ydfG
|P69936|YDFG_SALTY NADP-dependdnt . B
L-serine/L-allo-threonine dehydrogenade 9 NRGHIINIGSTAGSWPYAGGNVYG 124 27 10 36.23 b3b10b1?: b13b14y9°yOyl 2761.36 99.307 4498 1381.14 -8.31
JiiG ATK 2°y12y26
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 10 Carbamidomethyl+C(1p) MIVLVTGATAGFGECIARR 0 19 3 22.72 b14y9y10 2022.05 53.765 2006 3 674.69 -5.01
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 11 Phosphoryl STY(8) GH"N|GSTAGSV¥PYAGGNVYGAT 126 25 4 18.84 b6b8b14y24 2571.1 101.27% 236 4 643.55 -0.85
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 12 Oxidation+M(9) ASVEDWETMIDTNNK 93 15 3 18.14 b3y3y5 1768 33.445 29283 4 442.95 -4.07
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 13 Oxidation+M(6) AVLPGMVER 115 9 3 30.49 b8y3y4 987.54 m7 8871 2 494.27 10.57
ydfG
|P69936|YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 14 Oxidation+M() AAIEEMMASLPAQWRDIDVLVNN 58 35 3 23 b4b5b11 3759.88 135.604 2515 3 1253.96 -10.71
ydfG AGLALGLEPAHK
. b2b3b6b7b8b9b10b11y4y6
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale 1 AVGWAAA:%\;YSAF’L%TT'\&VGTGST 8 35 24 176.79 |y7°y7yoy11y19y24y25°y2F  3487.83 106.948 71768| B 1163.2 6.65
y26y27y28%y28y29y35
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOha[e 2 | carbamidomethyl+C(3 FICIADASK 112 9 6 38.21 y1y2y4y597y 1024.51 49.900 26038| p 51276 -2.86
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale 3 GADVALIGTPDGVK 201 14 8 52.26 b5b6yLy2y5y6y7yla 131271  6.345 24242 | 2|  656.86 0.28
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale 4 GQIEGAVSSSDASTEK 43 16 5 24.86 y4°y4y6yBy16 1565.7% 30.47| 17024 | 2| 78337 7.64
IP66692IRPIA_SALTY Ribose-5-phohate o GLGIHVFDLNEVDSLGIYVDGADE| ¢, 33 7 21.93 | b3bSb1lb21y10°y10%yl0  3599.7D 95.49/ 716 3 006D 12.21
isomerase A INGHMQMIK




IP66692IRPIA_SALTY Ribose-5-phohate TQDELKK 1 7 4 37.46 b1b3ydy5 861.46 19.593 2072| |2 431.2B -9.14
isomerase A
IP66692IRPIA_SALTY Ribose-5-phohate TIVK 215 4 1 12.82 y3 460.31 51.913 6201 |1 460.31 -1.86
isomerase A
IP66692IRPIA_SALTY R'bose'S'phOhal‘e 8 GGGAALTR 94 8 5 49.32 b5y3y4°ydy6 702.38 27.340 se6] |1 70238 -19.12
isomerase A
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhal‘e 9 QVDILGKFPLPVEVIPMAR 121 19 3 14.94 bayay7 2122.19 99.309| 1086 | 3| 708.07 7.82
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhal‘e 10 GQIEGAVSSSDASTEKLK 43 18 4 22.98 b3y9°y9y10 1806.8 22.8 5731 | 3| 602.97 -8.85
|P66692|RPIA_SALTY Ribose-5-phohale - AVGWAALQYVQPGTIVGVGTGST )
o rase A 11 Oxidation+M(34) AAEIDALGTMR 8 35 4 12.84 b3blly8y13 3503.74 86.855 362§ |3 116859 12.
[P66692IRPIA_SALTY Ribose-5-phohale LGIHVFDLNEVDSLGIYVDGADEI P I o 1192 542,77 05434 aoaok |5 7003h 1l
isomerase A NGHMQMIK
H *|
IP62405IRL5_SALTY 50S ribosomal| LLDNAAADLTAISGQKPLITK 48 21 11 45.g3 |P3PSTOSEOEDLIYIYSYIRY ) 0g 59 74.407 43014| B 71841 -5.44
protein L5 21*y21
. . . s
IP62405IRL5_SALTY 50S ribosomal| LMTEFNYNSVMQVPR 15 15 10 63.24 | P1O"DLOD1SDIZY2YBYdYb 1 0og g6 75.205 6083 610.29 5.07
protein L5 y8y13
|P62405|RL?)?§I/::;1T:5505 ribosomal | 5 ITLNMGVGEAIADK 33 14 5 19.29 b5b7b8°y11y14 1431.76 64.263| 4647 | 2| 716.39 8.53
|P62405|RLE;?§I/::;1T:5505 ribosomal| ITLNMGVGEAIADKK 33 15 4 10.48 b1b6*b6y11 1550.84 61.020 a | 3| 52062 -5.09
|P62405|RLE;?§I/::;1T:5505 ribosomal | o LHDYYKDEVVNK 3 12 7 52.7 b3°b3y5y6y8+y8y9 1522.75 37.154 624 | 3| 50826 -1.44
IP62405IRL5_SALTY 50S ribosomal| LHDYYK 3 6 1 13.62 y5 838.42 74.550 2485 | L 838.42 13.18
protein L5
|P62405|RLE;?§I/::;1T:5505 ribosomal | 7 DEVVNKLMTEFNYNSVMQVPR 9 21 9 54.48 | b4ab5b8*H8bo*hoy7ylDy| 2513.21 113.196 3655 | B 838.41 -3.30
N | * go
IQ8ZRCIIYAIQ_SALTY UPF0234 protgin VLSESDFQVNQLLDILR 49 17 13 53.g4 | D2DOD12D14DIADLADIY ) 5aq g 103.923 30765| P 995.04 7.43
yajQ b15y2y3y4y13y17
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” 2 GIEGASLDVPDEFVHSGK 72 18 7 41.99]  b3b7blaye°yeyl2yl 1886 |  58.422 16642 | 4 619.63 -10.32
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” 3 PSFDIVSEVDLQEAR 1 15 12 96.67|°7 b7b1083;35;’f3’5y6y7 YV 1704.84 58.460 11754 85292 215
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmti'” 4 TWYVEAK ) 7 6 37.46 b1b4°bab5y3y7 896.45 46.358 9564 |2 4387 -1.29
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmti'” 5 GGDLGQPFQFK 148 11 3 24.31 b3b9y6 1193.6p 62.521 19068 | 2 3897 5.42
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmti'” 6 VQAQIQGEEIR 120 11 3 24.31 bay6ys 1270.6¢ 84.016 3794 |3 @42 11901
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmti'” 7 MPSFDIVSEVDLQEAR 0 16 4 28.34 b6y3ydy9 1835.8] 48.294 2312 3| 61263 .7.85
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” 8 RGIEGASLDVPDEFVHSGK 71 19 4 23.66 b6y5y8y17 2013.0B 3844| 17044 | 3| 67168 13.46
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” 9 FDFRGVEATIELNDANK 29 17 3 16.32 b5y7y12 1938.95 94.812 a65| 2| 969.98 -0.50
'QSZRCQWAJQ—S;QJLQTY UPF0234 protgin Phosphoryl STY(5) GVEATIELNDANK 33 13 4 28.12) y4°ydy8y9 1453.64 36.492 22792 B 485.22 -4.62
|P66869|SUCC_SALTY Succinyl-CoA J
lgase [ADP—orming] Subunit beta 1 VALDPLTGPMPYQGR 146 15 7 58.59|  b13y5y8yoylOyllyld 1624.  69.956 42872 | 4 807.92 6.73
|P66869|SUCC_SALTY Succinyl-CoA . i
lgase [ADP—orming] Subunit beta 2 |carbamidomethykC(11) YGLPAPVGYACTTPR 14 15 7 5157  bBplyloyllyl2yls |  1622.81 60.411 30657 |2  s11.9] 4.89
|P66869|SUCC_SALTY Succinyl-CoA
lgase [ADP—orming] Subunit beta 3 DLALIEINPLVITK 191 14 8 4527 |  b2b4bSy2y3y6yoyl4 1551.94 968 19889 | 2| 776.47 173




|P66869|SUCC_SALTY Succinyl-CoA LVTYQTDANGQPVNQILVEAATDI b2b7b8°b8b10b13yly3ydy
lgase [ADP—orming] Subunit beta 4 OKELVLGAVVDR 80 36 13 63.13 6y7vBy36 3874.05 120.889 19598 B 1292.03 6.74
|P66869|SUCC_SALTY Succinyl-CoA . . )
lgase [ADP—orming] Subunit beta 5 ILSDDNVK 303 9 7 38.27 b2y5°y5y6y7°y7y9 1016.56 42.919 563 | 2| 508.78 5.16
IPE68EIISUCC_SALTY Succiny-CoA| ¢ LHGGEPANFLDVGGGATK 277 18 4 135 b7°b10*b10b15 1739.85 .32 11527 | 3| 580.62 -10.45
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoA| 5 LEGNNAELGAK 348 11 3 31.29 y5yoy10 1115.57 28.101 2081 2 398 0.22
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoA| o LGADGNALFR 215 10 5 40.13 b4°b4b8hoy8 1033.5/ 31.200 978 2 17.78 1.65
ligase [ADP-forming] subunit beta
IPE68EIISUCC_SALTY Succiny-CoA| g VAEETPHLIHK 135 11 3 36.07 b5b7b10 1273.64 59.969 2199 |3 2@5.| -4.98
ligase [ADP-forming] subunit beta
IPE6BESISUCC_SALTY Succiny-CoAl 4 AFAENWLGK 70 9 7 61.7 b3b4b5*h5hey6*y6 1035.51] 38.369 1541 |2 51826 17.92
ligase [ADP-forming] subunit beta
IPE68EIISUCC_SALTY Succiny-CoA| | LHGGEPANFLDVGGGATKER 277 20 4 30.75 b4b10b12b13 2025.0 79.619 15460 | 3 675.67 -8.20
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succinyl-CoAl Oxidation+M(4) VVEMASTEGGVEIEK 120 15 4 24.16 b11y9y3a0 1611.77 86.413 2251 | B 537.93 -13.10
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoA| -, 5 LHGGEPANFLDVGGGAT 277 17 1 7.34 y12 1611.78 58,365 262 2 06.89 0.23
ligase [ADP-forming] subunit beta
'POAlPGlGLS’;‘ﬁt—hsz;Y Glutamine 1 LVPGYEAPVMLAYSAR 322 16 6 51.89 b15ydy5y9yl1ly14 1736.92  6.659 53230 | 2| 868.96 6.89
'POAlPGlGLS’;‘ﬁt—hsz;Y Glutamine 2 | carbamidomethyl+C(1) CDILEPGTLQGYDRDPR 89 17 8 36.73  2PHOb12*b12b15ylyd  2004.94 58.891 5017 3 6689 2.8
i % | %y
'POAlPGlGLS’;‘ﬁt—rszSZY Glutamine 3 AINALANPTTNSYKR 307 15 9 50.35 | 2% b3b11y75y7y8y9y10yj 1633.86 41.584 35548| B 545.29 2.24
IPOALPGIGLNA_SALTY Glutamine 4 GGYFPVPPVDSAQDIR 177 16 10 56.14 P20304DED14y2y6y10y1Yy 12 o7 69.060 33567 2 859.44 7.96
synthetase 16
'POAlPGlG"S’;‘ﬁt—hszSZY Glutamine 5 EIPQVAGSLEEALNALDLDR 406 20 5 14.37 b11y10y13°y13y20 2169 95.066 24339 | 3 71837 -6.69
IPOALPGIGLNA_SALTY Glutamine 6 ATGIADTVLFGPEPEFFLFDDIR 117 23 16 64.53|P3"D3DA°DADEDIIDIZYINZ ), o 116.642 17352 B 857.43 -0.76
synthetase y4y5y8y9°y9y13y23
'POAlPGlG"S’;‘ﬁt—hzg";Y Glutamine 7 FGASISGSHVAIDDIEGAWNSSTK| 140 24 7 32.9 babldy5y6ysylay2 | 2449.15 75.788 16449| B 817.05 -6.98
i % | % |
[POALP6IGLNA_SALTY Glutamine . GINESDMVLMPDASTAVIDPFFAD|  __ 20 " o2 g4 |PODODIODIO2BYAYTYE o 112,041 38| b 108021 203
synthetase STLIIR y11y30
'POAlPGlG"S’;ﬁigL;Y Glutamine 9 AINALANPTTNSYK 307 14 3 27.86 y7yoy13 1477.76 46.712 12099 2| 739.39 -0.91
IPOALPGIGLNA_SALTY Glutamine 10 EIPQVAGSLEEALNALDLDREFLK| 406 24 11 47.75| P2P5DED10DIODIZLISNL 7y 4 111.642 12034 B 890.80 -0.91
synthetase 3y11y13y20
'POAlPGlG"S’;ﬁigL;Y Glutamine 11 MTPHPVEFELYYSV 455 14 3 19.29 b5y4y12 1711.8 66.423 71443 | 571.28 13.12
'POAlPGlG"S’;ﬁigL;Y Glutamine 12 AGGVFTDEAIDAYIALR 430 17 3 23.72 bob12b16 1781.94 01.597| 4535 | 2| 89145 -3.15
IPOALPGIGLNA_SALTY Glutamine 13 ADEIQIYK 232 8 5 40.87 b4°b4b5°b5b6 979.52 60.911 1725 2 260 6.29
synthetase
'POAlPGlG"S’;‘ﬁt—hzg";Y Glutamine 14 YAGLSEQALYYIGGVIK 287 17 3 24.97 b4b5b13 1845.01] 77141 oep8 | 2| 923.01 16.34




'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 15 |carbamidomethy+C(1L) FPDPAANPYLCFAALLMAGLDGI 360 e 7 27.59 | b15°b15*h15b16b23y4ys  2565.3p 136.534 1021 2 3188 12.56

'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 16 MSAEHVLTMLNEHEVK 0 16 4 17.16 b8°b8y5y8 1867.92 86.893 8 | 2| 934.46 7.71

IPOALPGIGLNA_SALTY Glutamine 17 IHPGEAMDK 386 9 3 30.49 b8y3y6 997.45 26.670 5246 |2 499.2B 322
synthetase

'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 18 SAEHVLTMLNEHEVK 1 15 3 18.14 b3y5y10 1736.84 55.579 4570 | 4 434.97 13.35

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 19 EQHVTIPAHQVNAEFFEEGK 28 20 4 14.37 bdy5°y5y19 231018 .0 2083 | 4| 578.29 7.29

IPOALPGIGLNA_SALTY Glutamine 20 FNTMTK 225 6 1 13.62 b5 741.35 30.405 2440| |1 74138 -13.5
synthetase

[POALP6IGLNA_SALTY Glutamine o FGASISGSHVAIDDIEGAWNSSTK] " . o107 b5b7bBy3 23007 44 1018 2719 s 1033h6 2ok
synthetase YEGGNK

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 22 EFLKAGGVFTDEAIDAYIALR 426 21 3 13.88 b7b13y11 2209.17 231 16163 | 3| 767.06 -12.00

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 23 GKEQHVTIPAHQVNAEFFEEGK 26 22 3 19.95 y5y9y20 2495.2 fcs) 15095 | 3| 83242 0.29

IPOALPGIGLNA_SALTY Glutamine 24 NGTNLFSGDKYAGLSEQALYYIG | ., 27 5 25.89 b3*h3b5b10b14 2878.49 110.869 1134 3 9607 318
synthetase GVIK

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 25 VRMTPHPVEFELYYSV 453 16 3 23.69 b8H9y11 1966.97 61.35( 00 | 2| 983.99 -4.16

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 26 MSAEHVLTMLNEHEVKFVDLR 0 21 4 22.33 b11*b11b12y10 24082 | 133.722 2404 | 4 83343 10.65

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 27 Phosphoryl STY(7) SAEHVLTMLNEHEVK 1 15 4 18.14  bsb12 @Rb12y7°y7 |  1816.82 69.071 35357 |2 908.9 -1.48

'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 28 Phosphoryl STY(6) AGGVFTDEAIDAYIALR 430 17 3 16.32 b3y 1861.87 69.730 2015 | B 621.29 2.82

[POALPG|GLNA_SALTY Glutamine Carbamidomethyi+C(4] SEMCLVMEQMGLVVEAHHHEVA e X
aynihetase 29 OxidatoneMO TAGONEVATR 193 32 5 16.96 yoyl1°y11yl4°y14 3579.6 96.535 586 3 1m3lo  12.96

IPOALPGIGLNA_SALTY Glutamine 3o |CarbamidomethyhC(1) oo ) ANPYI CFAALLMAGLDGIK| 360 24 3 23 b5b6bS 2581.29 85.384| 4620 | 3| 86110 1.99
synthetase ;Oxidation+M(17)

IPOALPGIGLNA_SALTY Glutamine 31 AINALANPTTNSY 307 13 0 4.04 1349.69 41.640 23544 |3 4505 752.
synthetase

IPOALPGIGLNA_SALTY Glutamine 32 NALANPTTNSYKR 309 13 1 7.26 b8 1449.75 41.554 3108 |2 72538 0.84
synthetase

'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 33 | carbamidomethyl+C(l) CDILEPGTLQGYDRDPR 89 17 4.8% a.98 58.887 2818 | 3  662.98 -0.61

|P60446|RL?")—$2:;1T:3505 ribosomal | VTVQSLDVVR 169 10 11 74.35 [PZP204 b4i’§y3y5y6y7y8y 1115.64 55.374 84796 | 2 558.32 5.03

IP60446IRL3_SALTY 50S ribosomal| IFTEDGVSIPVTVIEVEANR 13 20 12 60.32 | P20SDTOOVAYSYEYBYLIYL 5 0g 14 87.413 46586| P 1004.5¢ 10.26
protein L3 3*y13y20

|P60446|RL?")—$2:;1T:3505 ribosomal| 5| o hamidomethyl+C(9 GGVPGATGCDLIVKPAVK 190 18 7 37 b13yy6y8y15y18 1738.93 52.876 27889 |3 580.32 -10.4

|P60446|RL?")—$2:;1T:3505 ribosomal | VTKPEAGHFAK 59 11 5 36.73 b2b7b8b10y6 1184.6 23.397 355 2 92.82 1133

|P60446|RL?")—$2:;1T:3505 ribosomal | g LAEGEEYTVGQSISVELFADVK 83 22 3 13.44 b6b11y9 2384.2 138 2736 | 3| 795.41 7.07

|P60446|RL?")—$2:;1T:3505 ribosomal | ¢ LAEGEEYTVGQSISVELFADVKK 83 23 3 19.46 b8b11b14 2512.21 40 1789 | 4| 628.82 5.64

|P60446|RL?")—$2:;1T:3505 ribosomal | 7 NLLLVK 184 6 3 40.07 b3y3y4 699.48 55.187 22536 |1 699.4 -1.05

|P60446|RL?")—$2:;1T:3505 ribosomal | ¢ GLWEFR 77 6 1 13.62 v4 807.41 68.778 16819 |2 40421 -6.54

IP60446IRL3_SALTY 50S ribosomal| g VGMTR 8 5 1 13.22 3 563.29 48.976 16343 |1 5632 -4.77
protein L3

|P60446|RL?")—$2:;1T:3505 ribosomal |, TQDATHGNSLSHR 128 13 5 58.54 y3ydy5y7yll 1423.65 14799 4270 | 3| 47522 1355




|P60446|RL?‘;?§I/::;1T:3505 ribosomal | MAGQMGNER 160 9 4 38.27 yAy6oyBy7 993.44 19.676 850 |2 49722 14.19
IP60446IRL3_SALTY 50S ribosomal| VDAER 179 5 1 13.22 ya 589.29 66.420 1691 |1 589.29 -14.6
protein L3

|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 15 | corpamidomethyl+C(d)  GGVPGATGCDLIVKPAVKA 190 19 9 75.6| b3b8boy5y7y8y12y13y16  1809.98 55.112 6517h | 3 604.90 2-7.2

|P60446|RL?‘;?§I/::;1T:3505 ribosomal| -, IFTEDGVSIPVTVIEVEANRVTQVK| 13 25 3 12.41 b7y16y18 2743.4| 94.226 22046 | 4 915.17 0.27

|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, ¢ VTVQSLDVVRVDAER 169 15 5 18.14 b5°b5b7y3°y3 1685.9 R 3355 | 2| 843.46 6.37

|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, o WNFRTQDATHGNSLSHR 124 17 4 16.32 b8y8y10°y10 2026.94 79I 2540 | 3| 676.32 1150

IQ8ZQMSIGSIB_SALTY Glutathione- | NLTGFWIMPDTGFSFDDADLK 491 21 8 13.88| b2b6bs°bs*b8y2yRly | 2390.13 106.184 36878| P 11955 10.52
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, DIGFHPVGTGPYQLETWNQTDRV 44 24 7 50.35 |  b9b10b1ly7yoy10y24 2749.35 82.334 23286 | 3 .1917| 7.81
binding protein gsiB K

IQ8ZQMS|GSIB_SALTY Glutathione- | 5 FQDGADFNAAAVK 97 13 8 50.3 | b2b3ySy6ylOyll*yllylB  1353.6%  48.405 20335 | 2| 677.33 3.34
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | ITAMDAGQR 379 9 4 30.49 b2bdy7y8 962.47 28.192 1695 2 48174 -6.47
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | - o LDSITWRPVTDNNTR 214 15 6 36.71|  yacyayl1oylly13yls 1787.9|  55.624 15058 | 4  596.64 2.05
binding protein gsiB

IQ8ZQMSIGSIB_SALTY Glutathione- | TEVVDPATVK 134 10 12 75.32 P1P2°D2D6°DELTY2YSYEYRY ) o 57 37.904 15781 B 529.79 -4.04
binding protein gsiB 9y10

IQ8ZQMSIGSIB_SALTY Glutathione- | AAMLQTGEAQFAFPIPYEQAALLA| 5 5q 25 4 27.87 b3b4b6h9 2679.4 96.355 15588 | 3 893.80 4.1p
binding protein gsiB K

IQ8ZQMS3|GSIB_SALTY Glutathione- | ¢ ELLKEAGYPDGFSTTLWSSHNHY 5.0 27 3 21.91 b9b10y6 3004.41 65.232 1004 |4 75186 -10.2
binding protein gsiB TAQK

IQ8ZQMS|GSIB_SALTY Glutathione- | - o NLELVASPSIMQR 256 13 5 20.64 b1b3°h3y6y12 1457.7p 50337 84% | 3| 486.59 11.97
binding protein gsiB

IQ8ZQMSIGSIB_SALTY Glutathione- | NVLAEGYTVSDDGLTYTITLR 72 21 6 2052 |  b5*b5b7b10°b10%b10| 2301.17 86.824 2341 | 4  576.05 255
binding protein gsiB

IQ8ZQMSIGSIB_SALTY Glutathione- | YISMNVTQKPFDNPK 269 15 7 52.36|  b4ab5bochbobl0°blobly 1981 |  75.273 12171 | 4 594.64 15.21
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, FAGYWQQGLPK 203 11 5 38.32 b3b4y6*y6y10 1294.6/ 43.603 1667 3| 432.22 -16.59
binding protein gsiB

|08ZQM3|GSIB_SALTY Glutathione- QALVKVAFAGYATPATGVVPPSI o i )
binding brotein GoB 13 AYAQSYOPWPYDPAK 295 38 4 16.47 y5y8y12°y12 4023.09 82.287 12747 | 4 1006K2  70-5.

IQ8ZQMS|GSIB_SALTY Glutathione- |, , DIGFHPVGTGPYQLETWNQTDRV ;44 26 3 12.14 b7b12y10 2976.44 55.504 983 4 74448 27
binding protein gsiB KVK

IQ8ZQMS|GSIB_SALTY Glutathione- | -, o QGVKFQDGADFNAAAVK 93 17 3 16.32 b10y5y12 1765.87 78.261| 288 | 2| 883.44 -7.95
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, ¢ SFYQGLFGLDKDMK 56 14 11 91,83 | P3p4°DADBDIODIZ®DIZYSY /g g 68.201 7015 | 2 824.90 -1.78
binding protein gsiB 7y8y13

IQ8ZQMS|GSIB_SALTY Glutathione- | -, ASNPDNHLKR 115 10 3 33.9 y3y6y7 1151.59 14.517 477q |2 57630 3.39
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, o QVDSDLAAALKTNDPQEK 442 18 6 26.58 b3y8*yBy9*yoy13 194 82.739 2068 | 4 64833 -0.57
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | - 4 YGKDIGFHPVGTGPYQLETWNQT) 45 27 4 15.33 b4b7y5y10 3097.47 132.451 1602 | 3 103316 3125
binding protein gsiB DFVK

IQ8ZQMS|GSIB_SALTY Glutathione- | Phosphoryl STY(15)| YCKPIGFHPVGTGPYQLETWNQT) 45 27 3 11.01 b8b13y12 3177.43 78.385| 425 3 105981 -10.4
binding protein gsiB DFVK

IQ8ZQMS|GSIB_SALTY Glutathione- | -, Phosphoryl STY(8) TEVVDPATVK 134 10 4 28.67 b6°b6y4y5 38153 96.034 3922 | 1 113853 150
binding protein gsiB

IQ8ZQMS|GSIB_SALTY Glutathione- | -, Phosphoryl STY(7) NLELVASPSIMQR 256 13 4 20.64 b3b6B6Y 1537.73 52.114 2177 | P 769.37 0.08
binding protein gsiB

'QSZQMsilr?dsirlg—piﬁ:ﬁggg‘tath'0”9' 23 Oxidation+M(13) SFYQGLFGLDKDMK 56 14 4 19.29 b12y3y12y 1664.80 136.530 4517 | L 1664.8 1.76




|P66593|RSEFOSIEA;TSY6305 ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 7 23.8 b2bl0y2y4y5°y5y13 |  704.32 110.039 160701 B 902.11 -1.99
IP66593|RSE_SALTY 30S ribosomal| YSAAITGAEGK 24 11 12 73.97 |P2'D2b3DIDLLY2YBYAYENT 17 o5 32.331 00118| P  534.27 6.29
protein S6 yo9yl1l
|P66593|RSEFOSIEA;TSY6305 ribosomal| FNDAVIR 79 7 6 63.9 b5y3ydySy6y7 834.44 40.868 79762 |2 41770 -10.24
|P66593|RSEFOSIQETSY63OS ribosomall HYEIVFMVHPDQSEQVPGMIER 2 22 5 23.31 b6°b6b8b9°b9 2641.22 37.305 3656 | 3  881.08 -13.31
|P66593|RSEFOSIQETSY63OS ribosomal| LEDWGR 38 6 3 43.08 b3y3y5 775.38 37.249 2630 |1 775.38 13.7
|P66593|RSEFOSIQETSY63OS ribosomall SMVMR 86 5 2 13.22 b4°ba 623.30 94.030 1952 |1 623.3p -0.84
[P66593|RS6_SALTY 30S ribosomal HYEIVFMVHPDQSEQVPGMIERYS e - ) ]
orotein S6 7 AATGAEGK 2 33 5 11.06 b7°b7b22+b22y3 3689.72 101.84 843 4 92319 7013
IPOALWBILIVK_SALTY Leucine-ecific- | TAGLDSSQGPTAAK 139 14 12 80.95|P5"POP10DI2YSYEYEYBYI0 4 55 6 27.851 40919 P 652.33 0.75
binding protein y10y12yl14
[POALWGILIVK_SALTY Leucine-ecific- TQFMGPEGVGNASLSNIAGGAAE b2*b2b3b4°babOyLy2y3yk )
binding proten 2 OMLUTMPK 242 31 13 38.38 J10y13y31 3035.47 91.889 31994| B 1012.49 2.25
IPOALWBILIVK_SALTY Leucine-ecific- | 5 GYQYIMR 132 7 5 40.47 b3y2ydy6+y6 930.46 46.395 20401 |2 4857 977
binding protein
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 4 LOKENIDFVYYGGYYPEMGQMLR| 211 23 7 28.24 | bo*hob12*b12yogyl2 | 2814.34 84.169 26108 B 938.79 5.90
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 5 QGNANIVFFDGITAGEK 186 17 4 23.72 b8b12°b12b16 1780.87 a6, 4941 | 2| 890.94 8.84
IPOALWBILIVK_SALTY Leucine-ecific- | VAVGAMSGPVAQWGDMEFNGA|  ,; 23 6 31.63 b3b8b15y5y7y15 2363.17 86.656 5213 3 78840  .6319
binding protein R
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 7 |carbamidomethyl+C(10) LVGVEYDDACDPK 66 13 3 20.64 beyayl 1480.67 45.784 22000 P 740.84 5.77
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 8 ENIDFVYYGGYYPEMGQMLR 214 20 4 23.79 yTHyTy8y12 2445.13 891 11006 | 2| 1223.07 15.58
IPOAIWBILIVK_SALTY Leucine-ecific- | o SASHAPLDLVK 316 11 4 36.07 b4b7b9°b9 1137.6 36.429 458 2 9.36 -22.32
binding protein
IPOATWBLIVK_SALTY Leucine-ecific- | =, , WDEK 342 4 1 12.82 y3 577.26 74.717 4220 |1 772 1.16
binding protein
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 11 GFEFGVFQWHADGSSTVAK 350 19 3 24.11] yeylly12 2069.97 588 | 2357 | 3| 690.66 -1.06
IPOALWBILIVK_SALTY Leucine-ecific- | -, RYDQDPANK 273 9 3 30.49 b3bSy4 1106.52 15.266 774¢ |2 55376 516
binding protein
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 13 LOKENIDFVYYGGYYPEMGQMLR| 211 23 3 13.05 b10b12y6 2814.35  86.558 4165 | 3 93879 6.85
IPOATWB|LIVK_SALTY Leucine-ecific- |~ , QQYGEGLARSVQDGLK 170 16 3 25.53 b3b8b9 1748.9L 78.285 47| 2| 874.96 9.21
binding protein
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 15 ANGADTVIGPLKWDEK 330 16 6 41.31 b5b8b10°b10y5y6 1713.8p  40.851 1582 | 2| 857.43 -13.25
i % |
|Q82Q40|WRBCV_r EAALTY Flavoprotein| | TQNAPVATPQER%ADYDAIIFGTPT o . . 43.43 | P29 b9b115bz4y6y7y21y2 689,36 59 162 20a47| b 89712 e
. LGSVFSSTGTGGGQEQTITSTWT b2b4b7b11b12b14y2y3ydy
IQ8ZQ40|WRBA_SALTY Flavoprotein| LAHHGMVIVPIGYAAQELFDVSQ 106 49 22 116.24|5y6y7°y7y8*y8y9*yoy10%  5134.57 115.779 16647 | B 1284.4 2.95
wrbA :
VR 10y12°y12y49
'Q8ZQ40|WRBCV;§:LTY Flavoprotein| 5 FGNMSGQMR 79 9 8 45.47 b2b3*h3y2ydyS5y6y9 1027.4p 37.17 1| 2| 51423 12.59
'Q8ZQ40|WRBCV;§:LTY Flavoprotein| VPETMPPEIFAK 38 12 4 355 b5b6°bEb7 1358.7 47.003 992 2 &9 -2.96
'Q8ZQ40|WRBCV;§:LTY Flavoprotein| o TFLDQTGGLWASGSLYGK 88 18 5 24.82 b5*b5y3y7y10 1900.9% aw 9751 | 3| 634.32 0.96
'Q8ZQ40|WRBCV;§:LTY Flavoprotein| ¢ GGTPYGATTIAGGDGSR 155 17 5 34.01 b5b6b14y6y10 1537.72  5ZW. 2755 | 2|  769.37 0.40




'Q8ZQ40|WRBCV7§:LTY Flavoprotein| 7 GGTPYGATT'@?;DGSRQPSQEE 155 28 4 22.33 b14y3y8y9 2776.31 136.44( 2507 |2 13886 912.4
'Q8ZQ40|WRBCV7§:LTY Flavoprotein| ¢ TQNAPVATPQELADYDAI 54 18 0 8.08 1916.93 89.177 s046| |3 6m6| 223
|Q7CPZ4|GRPE_SALTY Protein grpEl FVNELLPVIDSLDR 9 14 5| 33.02 b4b6*bey8y9 1629.89 96.157 31143 |2 815.4f 1.35
|Q7CPZ4|GRPE_SALTY Protein grpEl IANLEVQLAEAQTR 43 14 8 | 45.27 | bibl0bllysey5*ysyloyle  1555.89 62.245 11798 |2 @84 6.83
|Q7CPZ4|GRPE_SALTY Protein grpEl TPEGQAPEEIMDQHEEVEAVEPN 33 6 17.82 b10b15y3°y3y7y9 3688.6 101.864 836 | 5 73854 39 1.
DSAEQVDPR
|Q7CPZ4|GRPE_SALTY Protein grpE| AAMVTVAK 186 8 3 33.09 b6y6y7 790.43 31.194 6957 | [z 395.72 2.
|Q7CPZ4|GRPE_SALTY Protein grpEl ALEVADKANPD"QAAMVEG'ELTL 104 24 3 12.71 b11b15y13 2529.31 96.451 9535 |3  843.78 7.4
|Q7CPZ4|GRPE_SALTY Protein grpEl IKAEMENLR 64 9 5 44.96 b6°bEb7y5y7 1103.60 45.605 g26d |2 362 10.40
IP16657|FABI_SALTY Enoyk[acyl-carrief- | AIPNYNVMGLAK 151 12 7 34.25 |  b7*b7b9*bobl0y3y12 |  1290.69 569 27863 | 2| 645.85 3.78
protein] reductase [NADH]
IP16657|FABI_SALTY Enoyk[acyl-carrief- FDGFVHSIGFAPGDQLDGDYVNA - o, 26 8 32.61 | b2b3°b3bllbldyoyloyl?  2797.34 81.61 14250 | 333.19 4.89
protein] reductase [NADH] VTR
IP16657|FABI_SALTY Enoyk[acyl-carrief- 5 VNAISAGPIR 183 10 4 28.67 b2b3y6y7 997.57 43.084 1272p |2 2@9.| 581
protein] reductase [NADH]
|P16657|FABI_SALTY Enoyl-[acyl-carrief- o )
brotein] reductase [NADH] 4 LSIAYGIAQAMHR 17 13 7 46.12 b2°b2b13y3y4y7y8 1430.74 6557 8321 | 3| 477.59 8.79
IP16657|FABI_SALTY Enoyk[acyl-carrief- o VAHDISSYSFVAMAK 114 15 4 25.8 b4b10y4y8 1625.78 75.999 374| 2| 813.39 -12.84
protein] reductase [NADH]
IP16657|FABL_SALTY Enoyk[acyl-carrief- ¢ | oo midomethyi+C(d MLAHCEAVTPIR 205 12 4 22.2 b4bl0y12 1397.69 65.317 1849 | B 466.57 -7.16
protein] reductase [NADH]
IP16657|FABI_SALTY Enoyk[acyl-carrief-  ; YMANAMGPEGVR 171 12 4 34.25 b3b4b8y4 1295.58 85.855 618 2 48.89 3.86
protein] reductase [NADH]
|P16657|FABI_SALTY Enoyl-[acyl-carrief- o o )
brotein] reductase [NADH] 8 TMLNPGSALLTLSYLGAER 132 19 7 35.11 b8y4°ydy7°y7y9y15 2005 100.434 3256 | 3  669.69 5.41
IP16657|FABI_SALTY Enoyk[acyl-carrief- o LSIAYGIAQAMHREGAELAFTYQN 17 26 6 22.81 b6b12°b12b13y8°y8 2897.45 106.22 08603 | 4 1725  6.99
protein] reductase [NADH] DK
IP16657IFABL_SALTY Enoyl-[acyl-carrief- EGFKVAHDISSYSFVAMAK 110 19 6 2366|  b8°b8H10b13°b13y1d  08Z.00 122.353 2006 | 2 1044.00 1263
protein] reductase [NADH]
IP16657IFABL_SALTY Enoy-[acyl-carriel- 1) | oo pamidomethyl+C(1f)  VAHDISSYSFVAMAKACR 114 18 4 185 b8°b8b12y11 2012.96 102.230 2041] |2 1006.98 -2.91
protein] reductase [NADH]
IP16657|FABI_SALTY Enoyk[acyl-carrief- Oxidation+M(11) LSIAYGIAQAMHR 17 13 3 25.41 boy7ys 1478, 42.123 4001 | 4 72387 -11.48
protein] reductase [NADH]
'PGll?glRLizrc—;ﬁngsos ribosomal IFVDEGPSMK 73 10 8 51.80|  b2ysy7y8eysyosyoyld  1122.5p5 4882| 42086 | 2| s61.78 -3.48
'PGll?glRLizrc—;ﬁngsos ribosomal -, LVADLIR 18 7 6 40.47 b2b3y2y3y5y7 799.49 56.123 24714 |2 4602 -11.15
'PGll?glRLizrc—;ﬁngsos ribosomal 5 IFVDEGPSMKR 73 11 3 36.07 y7y8y9 1278.66 43.596 8711 |2 63943 7.06
'PGll?glRLizrc—;ﬁngsos ribosomall -, VLESAIANAEHNDGADIDDLK 49 21 3 13.88 b3y3y5 2210.04 60.066 | 4407 | 3| 737.35 -9.61
'PGll?glRLizrc—)iﬁngsos ribosomall g Phosphoryl STY(5) TSHITVVVSDR 99 11 4 24.31 b3°b3b10y5 9359 54.176 351514 2 647.30 -14.53
'PGll?glRLizrc—)iﬁLgfos ribosomall ¢ IFVDEGPSMKR 73 11 1 7.86 b8 1260.64 43.543 554 |2 630.82 1.3
IQ7CPLAIRLLE_SALTY 50S ribosoma) VLYEMDGVPEELAR 100 14 11 g4.14 |PLPAPBYSYBYBYOYIOVLIYL oo g 68.766 67886| P  810.91 6.10
protein L16 1lyl4
'Q7CPL4|RL;?&§£‘LLT12 50S ribosomal GNVEYWVALIQPGK 86 14 7 24.73 b2b4°b4b5y2y3y14 1573.88 R 9606 | 2| 787.42 -3.65
'Q7CPL4|RL;?&§£‘LLT12 50S ribosomal 4 TTFVTK 127 6 1 13.62 bs 696.40 21.951 8430 |1 696.4 9.82




. - 5 s
IQ7CPLAIRL16_SALTY 50S ribosomal GNVEYWVALIQPGKVLYEMDGV o 25 " o4 10 |P5DEDBDOYEYEYBYO YO 59010 aza | b 7en6s 1176
protein L16 PEELAR 1y12
1 b
IP65882IPURA_SALTY Adenylosuccingle ;| oo midomethyl+C(7)  LLLSEACPLILDYHVALDNAR 97 21 12 g5 | P2PSBOLOYSYSYBYLIYIZ® ) ag oo 90.884 31172 B 799.42 -4.79
synthetase y12y14y19
IP65882IPURA_SALTY Adenylosuccingte GVEPIYETMPGWSESTFGVK 367 20 11 63.64 P304 DADTDEDBOODISYTYY )1 o7 99.291 22470| P 1107.54 14.22
synthetase 7y13
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 3 GNNVVVLGTQWGDEGK 1 16 4 17.16 b5*b5h10y6 1672.82 81131 o012 | 3| 55828 -2.99
[P65882IPURA_SALTY Adenylosucange VLDDTMAVADILTSMVVDVSDLL 186 . 11 56,35 |PEPODBD1Ly3yAySyTYEYEy oo 138242 6350 | b 96016 220
synthetase DQAR 27
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 5 EVMEYHNFQLVNYYK 163 15 5 37.84 b10*h10b11y9y10 1976.94 B2 3534 | 3| 659.65 10.06
|P65882|PURA;/?\@;;?"Q”V'OSUCC'”TQ 6 VGDLFDKETFAEK 148 13 7 47.29 b4b5b6°b6b10y2y5 1498. 7% o8& 3451 | 3| 500.25 0.33
|P65882|PURA;/?\@;;?"Q”V'OSUCC'”TQ 7 GVEPIYETMPGWSESTFGVKDR 367 22 3 22.19 b11b12y9 248519 584 2350 | 2| 1243.10 8.84
|P65882|PURA;/?\@;;?"Q”V'OSUCC'”TQ 8 EVTTTPLAADDWK 354 13 3 29.88 b4bsb11l 1446.71 75.253 3285p | 2723.86 2.62
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 9 IEELTGVPIDIISTGPDR 402 18 6 26.58 b7b8°b8b13y6°y6 19244  86.906 19573 | 4 642.33 17.69
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 10 |cCarbamidomethyl+C(19) VGAGPFPTELFDETGEFLCK 273 20 4 374 b13y5y10°y10 2214.08 114.907 2105 |4  s554.28 18.41
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 11 | carbamidomethyi+C(2) LCVAYR 343 6 2 26.85 b5y3 781.4 678. 2112 | 2| 391.20 3.12
IP65882|PURA_SALTY Ade”y'osucc'”al'e 12 ETFAEK 155 6 1 13.62 v5 724.34 98.433 1790] |1 724.34 103
synthetase
[P65882]PURA_SALTY Adenylosuccinate EVTTTPLAADDWKGVEPIYETMP
Snthetase 13 CWSESTEGVK 354 33 4 24.43 b4b5y6y11 3641.76 92.404 603§ |3 121459 7.3
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 14 GIGPAYEDKVAR 132 12 4 22.28 b3b9y10°y10 1275.6 70.457 5105 2 | 638.33 -5.84
|P65882|PURA;/?\@;;?"Q”V'OSUCC'”TQ 15 | carbamidomethyi+C(2) LCVAYRMPDGR 343 11 3 24.3 baydy10 1337.66 61.640 4655 | 2 669.33 11.13
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 16 LKEVMEYHNFQLVNYYK 161 17 4 22.93 b10b12y6y9 2218.13 488 2572 | 2| 110957 14.64
|P65882|PURA;/?\@;;?"Q”V'OSUCC'”TQ 17 YVVRYQGGHNAGHTLVINGEK 29 21 4 23.53 b7b9b10*b10 2312.14  99.879 1605 | 3 77140 -5.60
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 18 Phosphoryl STY(L4) ENVTSIGNGVVLSPSALMK 62 20 4 14.31 105b10b14y5 2109.05 102.107 3203| [3  703.60 -2.08
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 19 Oxidation+M(19) | ENVTSIGNGVVLSPSALMKEMK 62 23 4 20.12 16y3y5y12 2433.24 87.456 21008 |2 1217.1p -14.6
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 20 Oxidation+M(1) MPDGREVTTTPLAADDWK 349 18 5 24.82 b10KbA4b17y9 2018.95 66.792 8402| [3  673.66 1.33
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 21 Oxidation+M(2) EMKELEDR 82 8 6 67.31 b3b4b6y3°y3y6 1085. | 22.019 7967 | 4 53325 1.49
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 22 Oxidation+M(1) MGNNVVVLGTQWGDEGK 0 17 3 16.32 b6boy4 1886 58.906 5503 | 3§  607.29 -3.09
PE58B2IPURA_SALTY Adenyiosuccinge Oxidation+m(15) | V-PPTMAVADILTSMVVDVSDLL 186 27 3 22.76 b4b7b8 2921.49 122.074 5372 |3 97450 13.3
synthetase DQAR
'QSZRO”RLPA—SAALTY Rare lipoproteif LSQQFSVPGR 329 10 7 71.8 b4°b4b5h6y4y5y6 1118.59 46.49 1051 2| 559.80 -0.44
'QSZRO”RLPA—SAALTY Rare lipoproteif LQTEAQLQSFIASAQ 366 15 6 14.92 b3°b3*b3b9°b9b10° 1634.94 64.289 2010 | 2| 817.93 2.69
'QSZRO”RLPA—SAALTY Rare lipoproteif YEPLNPTANQDYQR 51 14 4 27.86 yAyBy9*y9 1708.84 45.781 3504 2 | 854.90 5.57
'QSZRO”RLPA—SAALTY Rare fipoproteip INDRGPYGTDR 135 11 3 31.29 b5b9b10 1263.6] 41.993 17999 | 2 .32 4.06
'QSZRO”RLPA—SAALTY Rare lipoproteif AAADRLNTSNNTK 152 13 3 20.64 b8b12y11 1375.67 77.758 5688 | 2 688.34 -14.64




IPOAZF4|SODF_SALTY Superoxide | SFELPALPYAK 1 11 4 24.31 b3y2ydy7 1235.67 78.192 5655 2 88| -0.69
dismutase [Fe]
IPOAZF4|SODF_SALTY Superoxide | SLEEIVR 51 7 6 50.68 b3°b3y4y5y6y7 845.47 47.239) 2598 2 a2w3| -9.02
dismutase [Fe]
|POA2F4|SODF_SALTY Superoxide . | TSEGGIFNNAAQVWNHTFYWNCL b2°b2b10°b10*b10y2ydy]°
diomitase [Fe] 3 |carbamidomethyi+C(28) APNAGSEPTGK 58 34 14 2038 |7 L loyiavis | 370872 95.551 24190| B 1236.91 6.58
T *| =
IPOA2F4|SODF_SALTY Superoxide | NARPNYLEHFWALVNWEFVAK 168 21 10 36.24 |P203047DADELIAYIYBYIRY g, 40 103.770 14116| B  868.77 -4.59
dismutase [Fe] 21
IPOAZF4|SODF_SALTY Superoxide | o DALAPHISAETLEYHYGK 12 18 3 22.98 b3bdy7 2014.96 86.797 938 | 2| 1007.99 11.63
dismutase [Fe]
IPOAZF4|SODF_SALTY Superoxide | ¢ LADAIAASFGSFAEFK 92 16 3 17.16 b11lbl4yll 1644.8¢ 64884 8ag | 2| 822903 16.92
dismutase [Fe]
'P0A2F4|Sd(i)s';':?aSSZLJ:Z]S”pemx'de 7 HHQTYVTNLNNLIKGTAFEGK 30 21 3 13.88 b5y3y7 2385.20 85.775| 10235 | 3| 795.74 1413
IPOAZF4|SODF_SALTY Superoxide | ¢ SFELPALPYAKDALAPHISAETLEY 1 29 6 14.52 b6°b6b26y6y12°y12 3231.64 93.937 378 4 80866 .23 0
dismutase [Fe] HYGK
IPOA2FAISODF_SALTY Superoxide | o GTAFEGKSLEEIVR 44 14 3 27.86 b4b7b11 1535.88 90.668 217 3 12.& 13.59
dismutase [Fe]
|P60726|RL‘:)—$2:;T: 4505 ribosomal | DATGIDPVSLIAFDK 170 15 7 25.8 b2b3b5y1y3y10y15 1561.80  .BW 31439 | 2| 78141 5.55
|P60726|RL‘:)—$2:;T: 4505 ribosomal |, VVMTADAVK 185 9 6 54.5 b2ydy5°y5y6y7 933.50 35.571 26562 |2 7486 -3.07
|P60726|RL‘:)—$2:;T: 4505 ribosomal | 4 DENEALVHQVVVAYAAGAR 21 19 5 31.63 b7b11ydy6y7 2030.04 aze 21466 | 3| 67735 2.04
|P60726|RL‘:)—$2:;T: 4505 ribosomal | QVEEMLA 194 7 6 40.47 b4°b4b6*b6ySy7 819.39 50.367 1762 1 989 -4.25
|P60726|RL‘:)—$2:;T: 4505 ribosomal | g SGGVTFAARPQDHSQK 79 16 4 30.8 b3b8y10y11 1685.81 50.35p 7085 | 3| 562.61 -12.89
IP60726]RL4_SALTY 50S ribosomal| MELVLK 0 6 2 26.85 b3y4 732.43 54.151 9201| [2  366.72 9.75
protein L4
|P60726|RL‘:)—$2:;T: 4505 ribosomal | 7 SGGVTFAARPQDHSQKVNK 79 19 3 14.94 b3b6y1l 2027.0p 135.287 116020 | 2| 1014.01 11.20
|P60726|RL‘:)—$2:;T: 4505 ribosomal | ¢ DATG'DPVSL'AEDKVVMTADAV 170 24 8 422 | b3°b3bacbayayeyryld  2476.3 101.316 32753 | 3 6.182 4.54
|P60726|RL‘:)—$2:;T: 4505 ribosomal | ¢ SPIWRSGGVTFAARPQDHSQK 74 21 4 18.93 b7b10ydy13 232550  .7%B 3831 | 2| 1163.10 4.62
|P60726|RL‘:)—$2:;T: 4505 ribosomal |, MELVLKDAQSALTVSETTFGR 0 21 3 13.88 b7yoy12 2206.16 926 | 1688 | 2| 114858 1223
|P60726|RL‘:)—$2:;T: 4505 ribosomal | Phosphoryl STY(13) VDVRDATGIDPVSLIAFDK 166 19 5 20.7 W7b11y5y13 2111.06 47.298 2425 |3 704.34 13.74
. % | o %
|P66541|RS‘2)F§3ETSY2305 ribosomall TVPMFNEALAELNK 45 14 8 19.09 | P1P2b8 b8b210y12 Y12Vt 157681 83.609 79523| P 788.91 5.03
|P66541|RS‘2)F§3ETSY2305 ribosomal| WLGGMLTNWK 95 10 6 28.67 b1b6y7y8°y8y10 1205.61 84.626 5252| 2| 603.31 3.95
|P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF b5b7°b7*b7b8*h8b15°b1h
rotein 52 3 VIEGNDOAR 174 34 17 65.97 | 1 iyby7yyiiyiaylesah 390976 103.815 24160 B 11905 6.09
[P66541IRS2_SALTY 30S ribosomal| LENSLGGIKDMGGLPDALFVIDAD| - a1 5 2208 b3bay1s 328870 100,188 53 |3 1006k0 05
protein S2 HEHIAIK
|P66541|RS‘2)F§3ETSY2305 ribosomall g DMGGLPDALFVIDADHEHIAIK 152 22 4 37.15 b6b10b11b12 23751| 98.068 181754| 4  11890.08 -13.76
|P66541|RS‘2)F§3ETSY2305 ribosomal| AGVHFGHQTR 11 10 6 40.13 b8y3°y3y4y8*ys 1109.58 55.322) w59 2| 555.30 22.11
|P66541|RS‘2)F§3ETSY2305 ribosomall | o hamidomethyl+C(6 EAANSCDQFFVNHR 81 14 24.78 bagsey 1694.77 65.677 10556| B 565.60 21.97
|P66541|RS‘2)F§3ETSY2305 ribosomal| g SQDLASQAEESFVEAE 225 16 4 17.16 b8°b8y10y12 1739.18 @24 o846 | 2| 87039 9.61




|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g LENSLGGIK 143 9 3 30.49 b4b8y3 930.51 65.242 1641 |2 46576 127
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| CarbamidomethyI+C(E)EAANSCDQFFw:LHRWLGGMLTN 81 24 3 12.71 b5y7y9 2881.35, 93.034 7179 |3 96L1p 5.85
IP66541|RS2_SALTY 30S ribosomal| Oxidation+m(11) |-ENSLGGIKDMGGLPDALFVIDAD] 4 31 4 11.25 b7°b7b10y12 3304.6 102.17 3014 4 826h3 108
protein S2 HEHIAIK
'Poﬁf dfig;iﬁ—yigi;iigne 1 SPFVTSGIR 354 9 6 54.5 bly3ySy6y7y9 963.52 47.884 5844 2 o2e82| 374
'Poﬁf dfig;iﬁ—yigiézigne 2 LNSAVFPSAQGGPLMHVIAGK 251 21 7 4555  bl6y3ydyl3yl5ylay?| 2094.11 77.409 58355 B 698.71 -4.20
[POA2EL|GLYA _SALTY Serine b2b3y2y3ydy7*y7y9y10* A ]
hydroxymethyfiransierace 3 VMQAQGSQLTNK 42 12 12 83.91 loyi1y12 1304.66 28.777 44301 P 65283 1.50
'POhAf dfig;&—yigi;éigne 4 EMNIADYDAELWQAMEQEK 4 19 8 56.2 | ydyby7yoyl2tyl2yl3yld  22.03 91.779 31888 | 2  1157.52 11.18
IPOAZELIGLYA_SALTY Serine 5 | carbamidomethyl+C(7) ELAGWMCDVLDNINDEATIER 380 21 9 a5 |POPYASYBYLIYIZYIZR ) 1es 14 100.757 28610 p 12325 12.58
hydroxymethyltransferase 1
'POhAf dfig;i%ﬁgi;é‘zgne 6 AVALKEAMEPEFK 272 13 8 431 | b3bobllylysyayoyld 146276  8.363 27506 | 2|  731.88 -6.18
'POhA; d%ﬁr%%ﬁgi;zzgne 7 YAEGYPGKR 54 9 4 38.27 yAy6y7y9 1040.51] 22.795 1248 2 52076 -6.10
'POhAf dfig;i’:}igi;éig“ 8 MIIGGFSAYSGVVDWAK 168 17 4 23.72 b2y8y12y15 1800.84 10071 4477 | 3|  600.97 -8.54
'POhA; d%ﬁr%%ﬁgi;zzgne 9 | carbamidomethyl+C(5 VLDICAR 405 7 3 40.47 yAy5y6 846.44  3.481 30326 | 2|  423.72 -12.33
'POhAf dfig;i’:ﬁgi;z‘zgne 10 LYNIVPYGIDESGK 138 14 5 27.58 b3b8y4°ydy7 1567.8 72924 12036 | 2| 784.41 7.24
'POhAf dfig;i’:ﬁgi;z‘zgne 11 QEEHIELIASENYTSPR 25 17 7 48.2|  b6bSHOL1OY10yldyld 2006 |  96.489 2386 | 4  1008.50 15.74
'POhAf dfig;i’:ﬁgi;z‘zgne 12 | Carbamidomethy+C(f)  YYGGCEYVDVVEQLAIDR 63 18 3 22.94 4410y11 2149.03 90.675 1932 | 1075.0p 17.15
'POhA; dfig;i’:}—;gi;zzg”e 13 YAEGYPGK 54 8 4 33.09 b6°b6y6Y7 884.40 25.876 177 |2 4427 242
'POhAf dfig;i’:}igi;éig“ 14 GYKVVSGGTENHLFLLDLVDK 305 21 4 13.88 b10°b10y11y15 2304 100.561 69181 | 2  1152.61 -3.92
'POhAf dfig;i’:}igi;é‘l“ 15 LYNIVPYGIDESGKIDYDEMAK 138 22 6 44.55 b3y4yllyl7yl8y19 | 2533.22 75.558 51944| B 845.08 1.54
i g
IPOAZELIGLYA_SALTY Serine 16 QEEHIELIASENYTSPRVMQAQGS g 29 5 38.35 b11b17y11y12y13 3301.68 83.442 3814 4 826[6 .66 6
hydroxymethyltransferase QLTNK
'POhAf dfig;i’:}igi;é‘l“ 17 NSVPNDPKSPFVTSGIR 346 17 4 16.32 b3°b3b12y8 181492 90| 20956 | 3| 605.65 -0.08
'POhAf dfig;i’:}igi;éig“ 18 VMQAQGSQLTNKYAEGYPGK 42 20 4 36.02 b10b11y6y? 217006 B 16537 | 4| 543.27 1.80
'POhAf dfig;i%ﬁgi;é‘zgne 19 EHKPKMIIGGFSAYSGVVDWAK 163 22 6 25.6 b3b6°b6y9yllyls 24 103.871 6942 | 4  605.82 0.61
'POhAf dfig;i%ﬁgi;é‘zgne 20 EADAALGRANITVNK 331 15 3 18.14 b7b13y4 1542.80 69.547 177 | 2| 77190 -14.32
'POhAf dfig;i%ﬁgi;zzg”e 21 MIIGGFSAYSGVVDWAKMR 168 19 5 31.63 b7b12y6y8y9 2088.0§  9.429 1637 | 2| 104453 9.94
'POhAf dfig;i%ﬁgi;zzg”e 22 Oxidation+M(1) MIIGGFSAYSGVVDWAK 168 17 4 22.93 b5b8y@y 1816.90 65.306 7960 | B 606.30 3.09
'POhAf dfig;i%ﬁgi;zzg”e 23 Oxidation+M(8) AVALKEAMEPEFK 272 13 3 20.64 bdy6y12 1478 70.815 5123 | 4  739.88 3.22
'Q7CPD8|Y'FE—S$LETY UPF0438 proten AESFTTTNR 1 9 9 45.47 | b2bay2y5y6°y6yT°yTy 1026.48 26520 3557 | 2| 513.74 5.23
'Q7CPD8|Y'FE—S$LETY UPFO438 proteln -, HGHAFNDLDLGK 37 12 4 22.28 b3b12ydy7 1323.66 54.145 1423 2662.34 14.76
'Q7CPD8|Y'FE—S$LETY UPF0438 proteln MAESFTTTNR 0 10 5 26.91 b8y5°y5*y5y9 1157.55 96.433 9774 |2 osB 22.25




'Q7CPD8|Y'FE—S$LETY UPF0438 protejn EPVTDAER 68 8 3 33.09 b3y4y5 916.43 43.560 5671 |2  458.72 6.0
'Q7CPD8|Y'FE—S$LETY UPF0438 protejn FHTLSGGKPQVEGAEDYTEADD ) 22 6 28.96 bab8ydy5°ySy14 2386 60.889 5548 | 4 7890.35 2.58
'Q7CPD8|Y'FE—S$LETY UPF0438 protejn Carbamidomethyl+C(14) EPVTEEEKLFVAVCR 50 15 3 18.14 b4 1805.88 61.574 5574 | P 903.45 -14.80
'Q7CPD8|Y'FE—S$LETY UPF0438 protejn HGHAFNDLDLGKR 37 13 7 54.56 b3b8°hb8y3y4y7y9 1479.7 3m41| 2765 | 3| 49391 -10.56
'Q7CPD8|Y'FE—S$LETY UPF0438 protejn GFSRHGDFTIK 19 11 3 31.29 y5y6y8 1264.63 54.198 1635 |3 42221 -14.19
b3b7yly2y3y5y7y8y10*y.
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape Carbamidomethy+C(18) GMGESNPVTGNTCDNVKPR 302 19 17 509 |0y11°y11y12y13°y13yl4yfl 2032.91 36.491 73150 B 678.31 5.94
9
'POZ%GlOMPAp—ritAe'i‘rTX Outer membrape IGSDAYNQGLSEKR 267 14 8 52.42|  bSylyey7ys*y8ydyla 1537.74  33.335 33236 | 34  513.25 1222
'POZ%GlOMPAp—ritAe'i‘rTX Outer membrape LGYPITDDLDVYTR 103 14 5 31.54 b10y4yoyllyl4 1640.83 7516 | 16399 | 2| 82092 7.07
'POZ%GlOMPAp—ritAe'i‘rTX Outer membrape Carbamidomethyl+C(8 AALIDCLAPDR 321 11 5 36.07 b2y3y8Yg0 1214.62 68.075 11828| p  607.81 0.20
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape STLKPEGQQALKD QLYSQLSNLDP| 59 24 6 1271 b1b6b8yLyoy24 2673.3 81.204 794 | 3 8oLys 5214
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape FGQQEAAPVVAPAPAPAPEVQTK 194 23 7 33.91 b3b6y6°y6y8yloyl | 2303.25 52.828 9879 | P 115214 20.14
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape GDNINGAYK 85 9 5 64.71 b3b5b6b8y3 951.47 68.129 323§ |2 4764 1924
[P02936/OMPA_SALTY Outer membrafie DGSVVVLGFTDRIGSDAYNQGLS| - s 31 b5y7yEyEy15 2627 2] 52,680 b |3 sreds 178
protein A EK
'POZ%GlOMPAp—ritAe'i‘JX Outer membrape Carbamidomethyl+C(1]) ISARGMGESNPVTGNTCDNVKF 298 23 3| 1305 b4b8y4 2460.19 68.887 4017| |3 82074 9.33
IPOAZFG|SSB_SALTY Single-stranded VILVGNLGQDPEVR 8 14 12 6.7 |P3POYLY2YAYSYBYOYOVIL® 00 0y 64.734 26227 2 754.93 0.16
DNA-binding protein y10y14
N _ 0| %y
IPOAZFG|SSB_SALTY Single-stranded YTTEINVPQIGGVMQMLGGR 97 20 9 28.01 | P207°P7DIOVIOVISYISVL 516, 19 95.804 22588 2 1082.56 10.49
DNA-binding protein 5y20
|POA2F6|SSB_SALTY Single-stranded " "
DNABinding protoin GSQVYIEGQLR 74 11 8 415 | b4ab7bl0%b10y2y6*y6y]l  1249.6 17 15216 | 2|  625.33 1.47
IPOAZFG|SSB_SALTY Single-stranded YMPSGGAVANLTLATSESWR 22 20 4 30.75 yByl1y12y15 2111.0 3196 1658 | 2| 10s6.01 -3.47
DNA-binding protein
IPOAZFGISSB_SALTY Single-stranded QTGEMK 44 6 1 13.62 y3 693.33 48.121 11124 |1 693.3p 135
DNA-binding protein
|POA2F6|SSB_SALTY Single-stranded o o
DNABinding protoin WTDQSGQER 88 9 5 30.49 b3°b3y5°y5y8 1106.5 39.714 3226 | 2 .mB3|  12.80
IPOAZFGISSB_SALTY Single-stranded Oxidation+M(2) YMPSGGAVANLTLATSESWR 22 20 4 25.25] blayii3ly17 2127.05 96.215 11568| [ 1064.08 13.31
DNA-binding protein
IPOAZFG|SSB_SALTY Single-stranded Oxidation+M(16) YTTEINVPQIGGVMQMLGGR 97 20 5 19.76 b6hB3y5y18 2180.10 78.344 as52| 3 727.371 8.96
DNA-binding protein
IPOAZFG|SSB_SALTY Single-stranded GGVMQMLGGR 107 10 0 6.06 1005.49 95.835 17871 |1 1005.49 -4.93
DNA-binding protein
|068926|BFR_SALTY Bacterioferritin ILFLEGIPNLQDLGK 16 15 8 4312 |  b2b3bdy3yeys*yByls|  1669.95 100.00 984 2 @54 117
|068926|BFR_SALTY Bacterioferitin DLREAIAYADSVHDYSR 99 18 6 21.75 b5°b5b7y5y11y18 2080.0 74.39 778 | 2 10405 2582
|068926|BFR_SALTY Bacterioferritin LGIGEDVEEMLR 76 12 7 34.25 b1b11b12y2y6y7y9 1360.6 81.68] 6418 | 2| 680.84 1.17
|068926|BFR_SALTY Bacterioferitin LGMQNYLQSQIK 143 12 6 36.17 |  b9°boblly10y11*y1l 1422.7 w8 19250 | 2| 711.89 15.87
|068926|BFR_SALTY Bacterioferitin SDLRLELEGAK 88 11 4 2431 b5b10y5°y5 1230.64 38.850 932 3 0@ 11.90
|068926|BFR_SALTY Bacterioferritin DLREAIAYADSVHDYSR 99 18 3 15.58 b3b5y11 2080.03 81.955 513 | 2 10402 10.9




|068926|BFR_SALTY Bacterioferitin YADSVHDYVSR 106 11 1 7.34 b3 1311.61 74.429 2008 |2 es6.3 6.51
. 5 ow=n
IQ7CPP7IRL2L_SALTY 50S ribosom3 MYAVFQSGGK 0 10 12 91,55 |P203DSDBYAVAYBYTYEVE' 4507 o) 51.061 48607 | P 544.26 2.47
protein L21 y8y10
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma IGVPFVDGGVIK 48 12 5 32.49 y2y5y7yoy12 1200.69 75.920 416702 | 60085 -5.69
'Q7CPP7|RL§r10—t::tTZI 50S ribosom3 ITGISA 97 6 1 13.62 b3 561.32 46.181 12841 |1 561.3p -0.11
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma YAVFQSGGK 1 9 5 44.96 b5b7°b7y6y7 956.46 89.105 9184 |1 95646 -19.97
'Q7CPP7|RL§r10—t::tTZI 50S ribosom3 LDIATGETIEFAEVLMIANGEEVK 24 24 3 12.71 b11b13y6 2502.32|  7m08 6414 | 3| 864.78 4.80
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma YAVFQSGGKQHR 1 12 3 26.26 b11y9y10 1377.71 71.694 906 2 o 9.57
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma AEVVAHGRGEK 60 11 4 415 b3y5y6y7 1152.61 13.555 3693 |2 5168 -2.86
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma QQGHRQWFTDVK 85 12 3 22.28 b4b8y8 1529.74 33.370 177 4 @3.| 415
IQ7CPP7IRL2L_SALTY 50S ribosom3 Oxidation+M(16) | LDIATGETIEFAEVLMIANGEEVK 24 24 10 55,67 [PLOPLODLL°DLIDIZYAVEYT g o) 75.329 80241 B  870.12 14.32
protein L21 y12*y12
IPOA7VEIRS3_SALTY 30S ribosomal LVADSITSQLER 114 12 11 61.15 |P2P12Y2Y5°YSY6YBYBYOVL 537 25 59.408 62534 2 666.36 0.46
protein S3 Oy12
'POA?VGleiFigETSYsSOS ribosomal ADIDYNTSEAHTTYGVIGVK 179 20 8 42.21 | bl3y2y3ydyl7°y17y480| 2154.04 55.175 37429 B 718.68 1.59
'POA?VGleiF;gETSYsSOS ribosomal LGIVKPWNSTWFANTK 11 16 6 42.86 y2ydySyTy8y16 1861.94 7881 35847 | 3| 62133 7.28
'POA?VGleiF;gETSYsSOS ribosomal VVADIAGVPAQINIAEVR 89 18 4 15.58 b8ylySy10 1835.03 75.837| 25303 | 2| 918.02 6.72
'POA?VGleiF;gETSYsSOS ribosomal GEILGGMAAVEQPEKPAAQPKK 204 22 4 29.37 b3b10b11b14 22401 109.585 2463 | 4 1125.10 -4.88
'POA?VGleiF;gETSYsSOS ribosomal LGIVKPWNSTWFANTK 11 16 0 4.45 1843.97 78.188 6533| |2 92249  3.24
IPOA7XO|RSE_SALTY 30S ribosomal SMQDPIADMLTR 1 12 14 79.81 |P203PADI2YLY2ySyAyEYAY 4500 6 77.247 96986 2  689.33 1.33
protein S8 10y11*y11y12
'POA?XOleiF;gETgBSOS ribosomal AVVESIQR 69 8 8 49.32 b2bSyly4*ydy5y6ys 901.50 31.702 6265p2 | 451.25 -11.37
'POA?XOleiF;gETgBSOS ribosomal AAVTMPSSK 22 9 7 57.51 y2y3y4°ydy6yTy9 891.46 30.354 5658 | 2 446.23 2.05
'POA?XOleiF;gETgBSOS ribosomal VEGDTKPELELTLK 50 14 3 27.07 b3b4b13 1571.86 68.151] 834 2 86.43 5.44
'POA?XOleiF;gETgBSOS ribosomal VEGDTKPELELTLKYFQGK 50 19 4 22.72 b7b8y5*y5 2195.14 1086 | 19430 | 3| 732.39 7.12
'POA?XOleiFigETgBSOS ribosomal Carbamidomethyt+C(LB) AARQAGLGGEIICYVA 114 16 4 171 ®b10y5y14 1648.87 102.157 1546| |3 550.29 11.70
'POA?XOleiF;gETgBSOS ribosomal VTMPSSK 24 7 1 8.82 b4 749.38 30.306 9018 |1 749.3B -7.25
b1°b1b2b4°b4b6b7°b7b8fb
. . TAGSSGANPFACIAAGIASLWGPA 8*b8bOyly2y3yoryoy12* |
|068883|CISY_SALTY Citrate synthas¢ Carbamidometgl2 HGGANEAALK 240 34 26 92.32 | 1o s aytayzovaryadl 319558 115.675 45028| B 1065.8 5.73
y34
|068883|CISY_SALTY Citrate synthas¢ YSIGQPFVYPR 178 11 4 36.07 y3y6y8y1l 1326.6 67.584 3283 2 63.85 2.21
|068883|CISY_SALTY Citrate synthas Carbamidometgig) \O-SYAGNFLNMMPSTPCETYEV] g9 29 12 6ap [P2DSDAY2YSYSYBYLLYIZYL o) g g5 110.904 13954| B 1137.8% 3.58
NPVLER 2y13y29
|068883|CISY_SALTY Citrate synthas¢ AMGIPSSMFTVIFAR 371 17 4 22.93 b5b11y5y13 1829.93 119171 1075 2 91547 40 6.
|068883|CISY_SALTY Citrate synthas¢ Carbamidomebg10 RDSHPMAVL"SSIE'JS:LAAFYHDS 126 30 5 14.17 b5b16y10y13°y13 3315.54 94.914 795 | 5 663p1 1.47-




|068883|CISY_SALTY Citrate synthas¢ 6| Carbamidometbgl5 GVFTFDPGFTSTASCESK 38 18 3 15.5 b3b10y11 1937.89  .09B 3274 | 3| 646.63 14.36
|068883|CISY_SALTY Citrate synthas¢ 7 ILILHADHEQNASTER 222 18 3 135 yay8ry12 2005.07 43.682 1667 |2 1003.04 11.2
|068883|CISY_SALTY Citrate synthas¢ 8 HTMIHEQITR 110 10 4 28.67 b4°babsy5 1265.63 21.995 47086 | 3 2.32 -10.22
|068883|CISY_SALTY Citrate synthas¢ 9| carbamidome(®) DSHPMAVMS\?,\'IT,\IC;/;LAAFYHDSL 127 29 4 22.72 y5*y5y6y10 3159.42 108.374 11490 |4  790.41 9-8.8
|068883|CISY_SALTY Citrate synthas¢ 10 GTLGQDVIDIR 22 11 5 24.31 b7°b7y3y8°y8 1186.66 103.944 1762 2 | 593.83 12.34
|068883|CISY_SALTY Citrate synthas¢ 11 HTMIHEQITRLFFAR 110 16 3 25.53 b4b5b7 2037.0 70.928 20018 | 3 679.69 15
|068883|CISY_SALTY Citrate synthas¢ 12|  carbamidonte@(®) ETCHEVLKELGTK 320 13 3 20.64 b7b11y3 1543.74 72939 8211 | 2| 772.38 -14.55
068883|CISY_SALTY Citrate synthas¢ 13 DDLLEVAMELEHINDPYFIEKK | 333 24 10 64.g3 |PBPEPBOIDLODIODILDLL 0 s 4 136.387 3441 | B 1423.2 -12.01
b12y22
|068883|CISY_SALTY Citrate synthas¢ 14|  carbamidonte@(®) ATVMRETCHEVLK 315 13 3 20.64 b7b11y3 1573.7¢ 84451 31z | 2| 787.39 -1.47
|068883|CISY_SALTY Citrate synthas¢ 15 IARPRQLYTGYDK 405 13 5 58.54 y3y6y7y8y10 1580.84 123.35¢ 047 | 2| 790.92 -9.73
|068883|CISY_SALTY Citrate synthas¢ 16 NYDPRATVMR 310 10 3 33.9 b5b6b9 1222.60) 120.751 1712 |1 1x2p 040
|068883|CISY_SALTY Citrate synthas¢ 17 Oxidation+Nj(15 AMGIPSSMFTVIFAMAR 371 17 4 22.93 b4b14y5y11 1845.9 oms2 | 54496 | 3| 615.97 0.46
|068883|CISY_SALTY Citrate synthas¢ 18 Oxidation+M(8)| DDLLEVAMELEHIALNDPYFIEKK | 333 24 3 23 b4b5b10 2861.39 79.85 2239 | 3| 95447 -13.65
'P14062|6P%&iﬁggﬂgﬂ"hogmconTte 1 |carbamidomethyl+C(1 L)"AAV'A‘EDGEPC\\//KT YIGADGAGHY | 15g 25 8 32.28 |  b2b3bdyly5y10y21y2 2563.2p 59.30 35705 | 3 5.085 0.95
'P14062|6P%&xt;:ﬂg;‘;h"hog'”m”Tte 2 AAVLPANLIQAQR 432 13 7 20.64 b2b3y2y4*ydyoy13 1364.84 Ba5 15761 | 2| 682.90 2.68
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 3 IVSYAQGFSQLR 329 12 6 37.26 b2b5y6y8y10y12 1368.78 61.418 2721 | 2| 68487 0.71
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 4 WTSQSALDLGEPLSLITESVFAR 264 23 7 37.6 b7y2y3y5y6y7y23 2082 116.684 12170 | 2 1260.66 9.69
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 5 TDKEGIFHTEWLE 455 13 9 66.99| b2°b2b9°h9b10b11y8ydyl0 A4LB6 51.031 3613 | 4  802.88 -3.42
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 6 DVVAYAVQN%E¥§ TESAAVAYY | 405 27 5 11.01 b4°b4y8°y8y14 2936.43 136.45 2026 | 2 14eslr2 7.48-
- 3 T
IP14062|6PGD_SALTY 6-phohoglucongte ELSAEGFNFIGTGVSGGEEGALK| 113 23 13 70.44 P3P3D7DODILTDILDIIN )y ) 68.155 51040 B 757.05 17.65
dehydrogenase 3y3y9y10y13y19
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 8 GDIIDGGNTFFQDTIR 93 17 4 16.32 b6b11°h11y8 1881.9L 39.22| 21126 | 3| 627.98 -10.70
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 9 MVHNGIEYGDMQLIAEAYSLLK 183 22 5 13.44 b3b7*h7y12°y12 24006 112.206 17296 832.42 10.57
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 10 IADEYQQALR 395 10 4 26.91 bdy3y6*y6 1206.62 46.328 o508 |2 @3 9.31
IP14062|6PGD_SALTY 6-phohoglucondte GGLNLSNEELANTFTEWNNGELS) g 31 7 24.42 | b3b10°h10b1lyoyl2eyl2  3442.d5 94.96 4631 | 3148.22 5.39
dehydrogenase SYLIDITK
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 12 AGAGTDAAIDSLKPYLEK 75 18 3 245 b7b10b11 1819.91] 80.319] 368 | 3| e07.31 -18.98
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 13 ITDAYAENADIANLLLAPYFK 373 21 3 22.33 b20y4y5 2326.22 10616 3210 | 2| 116361 9.87
'P14062|6P%&iﬁggﬂgﬂ"hogmco”Tte 14 DEDGNYLVDVILDEAANK 242 18 5 22.98 b14y5°y5y6+y6 1992.92|  85.739 2273 | 2| 996.97 -8.45
'P14062|6P(iizﬁx';;:ngih"hog'”m”Tte 15 AQPAGDKAEFIEK 307 13 4 34.07 b8y3yay1l 1403.72 34.842) 116062 | 702.36 1.83
[P14062|6PGD_SALTY 6-phohoglucongte ELSAEGFNFIGTGVSGGEEGALKC o * [ 1 )
tohydrogense 16 PSIMPGOOK 113 33 6 216 b10b13°b13bl4y7+y7|  3221.56 82.743 7638 | 3 5674 477




|P14062|6P%2E§£';;:ng;hOhog'UCO”Tte 17 'VSYAQGFS%'EQ/?(SDEYHWDLN 329 29 4 24.81 y7y9y20y24 3331.63 111.725 630 4 83346 9.2
|P14062|6P%2E§£';;:ng;hOhog'UCO”Tte 18 AGAGTDAQLIDTSFLF'%:JTL;KGD"'DG 75 35 4 23 b9b10b12°b12 3682.81 98.111 3464 | 4 92147 3.7
|P14062|6P%2E§£';;:ng;hOhog'UCO”Tte 19 QQIGVVGMAVMGRNLALNIESR 3 22 4 13.44 b4*b4b8y13 2356.26 8834 1503 | 2| 117863 1.45
|P14062|6P%2E§£';;:ng;hOhog'UCO”Tte 20 Phosphoryl STY(8) DYFGAHTYKR 445 10 3 28.67 b6_H3POMHBE 1337.54 28.597 25213 B 44652 1433
|P14062|6P%2E§£';;:ng;hOhog'UCO”Tte 21 Phosphoryl STY(L5) AGAGTDAAIDSLKPYLEK 75 18 4 24.82 bBEL16y3 1899.89 57.815 17574 |3 633.97 5.65
|P14062|6P%2E§£';;:n2;hOhog'ucomhe 22 Oxidation+M(11) QQIGVVGMAVMGR 3 13 3 25.41 b10y8y9 1380. 36.362 3234 | 4 45457 -1.43
[P14845|CARA_SALTY Carbamoyl- 1 |carbamidomethyl+C(12) FLETDIPLFGICLGHQLLALASGAK 257 52 12 73.85 |D2DSDOYAYSYYIZYITYIY 500, 45 127.260 35305| B 895.49 1.46
phohate synthase small chain 20y23y25
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁg:yb 2 LTVVPAQTSAEEVLK 215 15 7 20.44 | blblaysylloyllyloylp 1580 62.283 23395 | 4 792.95 2.62
'P1‘:;‘:)?;ﬁﬁﬁg‘i:nfﬂgsg:y" 3 EVTTAETYR 160 9 5 46.05 b2y3y5y7y9 1069.51 27.395 6541 |2 =85 7.76
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁg:yb 4 AFPGLNGMDLAKEVTTAETYR 148 21 8 47.87 |  b2b3b6b10b12ydy8yd 2284.13 108.962 5336 | §  762.05 0.21
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁ;ﬁ@ﬁg:yb 5 QIVTLTYPHIGNVGTNK 50 17 6 45.09 b3b4b11y3y7y8 1854.97 %as 46248 | 3|  619.00 17.97
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁgﬁyb 6 AFPGLNGMDLAK 148 12 3 22.28 bay3y6 1233.61 36.227 3831 |2 817 12.07
IP14845|CARA_SALTY Carbamoyl- 7 |cabamidomethyi+c(1g)NTPCIFLSNGPGDPAPCDYAITA 4, 27 5 21.2 b10b14y11y13y19 2862.40 82.13¢ 2848 | 2 1431]70 8.421
phohate synthase small chain IQK
[P14845CARA_SALTY Carbamoyl- 8 NVVMITAQNHGFAVDEDSLPANL | 5, 24 4 12.71 b4bg°b8y14 2611.24 68.934 247 2 1306[12 820.4
phohate synthase small chain R
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁgﬁyb 9 SEDDLPFHVVAYDFGAK 185 17 4 33.72 y3y5y6yll 1909.86 45143 1688 | 3| 637.29 17.38
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁgﬁyb 10 EVTTAETYRWTQGSWTLK 160 18 3 245 b3b6b7 2157.0 81.6904 48D | 2| 1079.04 7.13
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁgﬁyb 11 Q'VTLTYP\';'L?L\'\(';&GLUI\';ADEESSQ 50 33 3 11.06 b17b25y19 3574.84 136.334 3194 4 89446 7.38
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁgﬁyb 12 AFPGLNGMDLAKEVTTAETYR 148 21 4 217 b3b7b1ly4 2284.19 884 20862 | 3|  762.06 11.65
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁg:w' 13 MKFGHHGGNHPVK 285 13 4 34.07 b3b5b7y11 1445.7B 58.40 3609 3| 482.58 7.35
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁg:w' 14 | carbamidomethyi+C(d) EKGAQNGCIAGDSPDAK 123 18 21.76 b5b13y5y9 1830.86 62.728 2803| |4  458.47 -1.40
'P1‘:;‘:)?;ﬁﬁﬁg‘i:ﬁﬂgﬁg:w' 15 Oxidation+M(8) AFPGLNGMDLAK 148 12 3 20.48 b3b4b9 1243.6| 38.857 2071 | 2 625.32 0.59
'P15717(}';;’5;;?:&&15;’5;?{ malg AGLVAPDETTENYVK 229 15 6 29.44 b5y4*y4y10y11y15 162489 4516 17200 | 2| 81292 3.01
'P15717(}';;’5;;?:&&15;’5;?{ mald 5 | carbamidomethyi+C(4 MTLCNMAIEMGAK 216 13 6 58.54 yAyayi 1y12y13 1469.67 70.538 7952| |2 735.34 8.14
'P15717(}'éﬁ;’;ﬁ;ﬁ:g;ﬁfg’fﬁp{'ma'a 3 AEE'APQ;;XVSFTSNDPP?/%\QSVTD"P 280 36 4 10.89 b12°b12y4y6 3835.93 101.80 279 3 127932 6 7.2
'P15717(}';;’5;;?:&&15;’5;?{ malg IQMQELIK 80 8 3 36.1 b3y3y6 1002.56 58.405 9969| |2 5017 -7.00
'P15717(}';;’5;;?:&&15;’5;?{ malg g LNPGER 417 6 1 13.62 v3 685.35 72.379 5048 |1 685.35 -13.89




'P15717(}:3’5;;?:;1593;5&’5;?1" mai 6 IFIEAGFEWR 393 10 5 47.91 b5y3y7°y7y9 1267.64 38.761 5377 | 2 34.83 12.23
'P15717(}:3’5;;?:;1593;5&’5;?1" malg 7 ALAYMGLQPGVPLTDVAIDK 321 20 3 14.37 b7y6y8 2072.07 10585 | 4695 | 2| 1036.54 -18.50
'P15717(}:3’5;;?:;1593;5&’5;?1" maly g TEATMDHNVSTQTK 56 14 3 19.29 b3y5y7 1580.75] 36.655 4571 |2 o®s 7.49
'P15717(}:3’5;;?:;1593;5&’5;?1" malg g ALSMEGR 209 7 4 37.46 b5°b5b6y6 763.39 20.530) 2694 |2 3821 3920
'P15717(}:3’5;;?:;1593;5&’5;?1" mald 1 THLVSPAMAAAAAVTGHFADIR 441 22 6 28.96 b9bl11°b11bl2ygyl | 2207.13 90.684 2217 | p  1104.07 2.77
'P15717(1:ﬁ;’d(r:;;i:ggeifg’mﬁply'ma'a 11 AQAEAEGLDK 383 10 6 41.1 b4°b4boy5°y5y6 1031.4¢ 98.202) 163% 2 | 516.24 2213
. Carbamidomethyl+C(14)
'P15717(1:3’5;;?:;159335&’5;?1" mald 15 |.carbamidomethyl+C(1TFIEAGFEWRLPGCSMCLAMNNDR 393 24 4 19.02 b7b9°b9b11 28%7.3  85.599 116125 4  963.11 -4.23
)
[P15717|LEUCL_SALTY 3-isopropyimald 4 | ALAYMGLQPGVPLTDVAIDKVFI . J
dehydraase large subont 1 13 |carbamidomethyi+c(2bf* SSCTNSR 321 30 7 31.66 |  beydrydy7ysylly22 3193.69 94.663 708% |3 mms| 405
'Plsnﬂtﬁy df;;i:ggeifg’mﬁply malg 4 AGLVAPDETTENYVKGR 229 17 6 26.15 b3b7b9°h9y9°y9 1837.98 37.243 3802 | 3| 61331 -8.57
'P15717(1:3’5;;?:;1593;5&’5;?1" mald 45 TMKIEVTGNAAPGITAK 164 17 5 26.15 b3b9b12*h12y14 1701.93 88.278 2436 | 3| s567.98 7.60
IP15717|LEUCIL_SALTY 3-isopropyimalg o Oxidation+m() | TATMDHNVSTQTKDINASGEMA| - ¢ 24 4 16.87 b3b11lydys 2641.21 35.449 40094 |3 88l 4.5
dehydratase large subunit 1 R

'P15717(1:3’5;;?:;1593;5&’5;?1" malg 5 Oxidation+M(8) | THLVSPAMAAAAAVTGHFADIR 441 22 4 13.44 b1 2°h12y7 2223.11 68.041 4120| |3 74171 -11.43
IQ7CPKOJUGPB_SALTY sn-glycerol-3) — TGYLPITTAAYELTR 343 15 11 §7.25 | PLDSDAYLYSYBYTYBYOYLLY 1 eq gg 84.044 56214| P 83545 3.80
phohate-binding periplasmic protein uggB 15

;ﬁgﬁ;ﬁ'iEﬁ%%;ﬁ)i?ni”’;g&‘;;o:;B 2 TIVDEELESVWTGKK 397 15 3 18.14 b5y4y13 1733.84 74.625 2143 3| 578.63 -10.63
;ﬁgﬁ;ﬁ'iEgnngjﬁiTni”’;grz‘;‘?;ojgp g 3 LGNMPQIR 389 8 3 40.87 yay5y7 928.50 46.538 24430 |2 464.7 056.
;ﬁgﬁ;ﬁ'iEﬁ%%;ﬁ)i;i”’;g&ﬁ;o::pB 4 FNYGVGMMPYDADIK 282 15 4 26.22 b2y5y7y10 1720.79 73.624 866 | 2| 860.90 8.65
;ﬁgﬁ;ﬁ'iEﬁnZngﬁiLi”’;%‘;?;ojgp g 5 TIVDEELESVWTGK 397 14 6 58.28 b8b11b12y10y11y12 1605.41  1.586 14930 | 2| 803.41 8.36
;ﬁgﬁ;ﬁ'iEﬁ%%;ﬁ)i;i”’f&‘;?;oﬁB 6 | Carbamidomethyl+C(6) FYNGDCAMTTASSGSLANIR 258 20 7| yaryaylly12y20 2135.97 59.990 11042 |2 10684 10.63
;ﬁgﬁ;ﬁ'iEﬁ%%;gi;i”’;g&ﬁ;oﬁB 7 FLDFLAKPENAAEWHQK 326 17 3 16.32 b11b13y6 2044.03 73.144 o09a0 | 3| es82.01 125




IQ7CPKOJUGPB_SALTY sn-glycerok3) o QMLNKPPLPFTK 374 12 26.26 b6y3y4 1413.78 60.451] 3221p |3 em1 5.53

phohate-binding periplasmic protein uggB

|Q7CPKOJUGPB_SALTY sn-glycerol-3 HTALGLALSLAFTGQALAVTTIPF

Dhohate-bindg periplasmic protoi ugls WHSMEGELGK 5 34 22.92 y7y8y10 3567.87 101.151] 12039 |4 89272 0.96

IQ7CPKOJUGPB_SALTY sn-glycerol-3) ) FNQANPDYK 47 9 30.49 b3*b3b5y3 1096.50) 50.994 6414 |3 36607 -6.68

phohate-binding periplasmic protein uggB

IQ7CPKO|UGPB_SALTY sn-glycerok3| NNGFDGTDAVLEFNKPEQVK 212 20 42.42 bayayeyo°yoyloy18| 222.10 64.375 4675 | 2 11115 13.07

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3| GAPQNAIGGASLWVMQGK 297 19 39.11| b3b4b6bl2*b12y6yyas| 1897.99 85.190 2018 | B  633.34 -0.26

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) EVDSLAQR 39 8 51.08 b4b6y5y6 917.49 42.077 2761 |1 91749  sas.

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) SGHLLSQPFENSSTPVLYYNK 132 20 36.04 b6y3*y3y4y5 225218  65.331 2512 | 4  s563.80 18.43

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) TWQELADYTAK 167 11 47.74 b6°b6b10y5y6y9 1325.63 37.837 gas | 2| 663.32 -3.87

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) 5 SGHLLSQPFNSSTPVLYYNKDAFK 132 24 16.87 b6b11lydy7 2ER.| 105.863 20243 | 4 679.00 1053

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3| ~,; KGDFSYVGR 242 9 44.96 b4°b4b5°h5y6°y6Y7 1028.5(L 62.24 4643 | 2| 51476 -6.29

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) g EVDSLAQRFNQANPDYK 39 17 27.4 b3y3y12y13 1994.9 11863 2801 | 2| 997.97 1156

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3| g ETYTGVAKFLDFLAKPENAAEWH | 510 25 21.95 b3bdy10 2893.44 115.643 2796 |3  965.16 8.1

phohate-binding periplasmic protein uggB QK

IQ7CPKOJUGPB_SALTY sn-glycerol-3) HIALLEEMNKK 232 11 24.31 b8b10y6 1325.73 83.556 2208 |3 & 0.55

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3| AGLDPEQPPKTWQELADYTAK 157 21 13.88 b9b12°b12y6 2358.1 83.544 1873 | 4 786.72 -10.35

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3| —,, Oxidation+M() TGNAPAILQVYEVGTATMMASK 77 22 13.44 b5HY12 2269.13 106.757 2217 B 757.08 3.01

phohate-binding periplasmic protein uggB

IPO2911JARGT_SALTY Lysine-argininer | GVDVVAYANQDLIYSDLTAGR 155 21 13.88 bey8y13y21 2240.12| 1701 81891 | 3  747.38 0.54
ornithine-binding periplasmic protein

IPO2911JARGT_SALTY Lysine-argininer | 2 idomethyic(1) CTWVASDFDALIPSLK 66 16 34.7 bBR°b12ydy1lyl6 |  1822.91 97.497 36853 |2  911.9p 5.42
ornithine-binding periplasmic protein

IPO2911JARGT_SALTY Lysine-argininer YFGDGTGVGLR 211 11 24.31 boy7yay1l 1141.5] 54.644 3367 2 712 6.20
ornithine-binding periplasmic protein

IPO2911JARGT_SALTY Lysine-argininer IGTDTTYAPESSK 29 13 29.88 y3y5y12 1387.68 51.97§ 3627 2 439 2.46
ornithine-binding periplasmic protein




'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 5 QQEIAFSDK 99 9 3 30.49 b6y5y6 1065.52 39.650 1104 2 53346 831
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 6 QPAGK 193 5 1 13.22 v3 500.28 44.316 9783 |1 500.2B 1.77
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 7 GSPIQPTLESLK 120 12 4 22.28 b5y4y8*ys 1269.6 42.419 530 2 35.% 7.79
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 8 ALTELR 234 6 1 13.62 y5 702.41 34.293 s284| (1 7024 -9.65
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 9 LDAALQDEVAASEGFLK 176 17 3 24.97 y10y1ly14 1776.99 go.811| 4205 | 2| @888.95 0.96
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 10 ALTELRQDGTYDK 234 13 5 53.32 boy3y5yoy11 1500.7 37.864 8486 | 2| 755.38 4.69
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 11 QPAGKEYAFAGPSVK 193 15 5 31.82 b3b4*bay10y14 1549.81  9BB. 14147 | 2|  775.41 7.33
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 12 RQQEIAFSDK 98 10 6 73.56 b3b5b6b8y6Y8 1221.6p 79.11 113 2611.32 0.70
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 13 IGTDTTYAPFSSKDAK 29 16 8 70.18|  bab5bsb11b13y8yoyl 1801 | 46.447 2419 | 4 s67.94 -9.40
IPO2911JARGT_SALTY Lysine-argininer  , |CarbamidomethyvC(1%)  epi oo o) gnEMCK 45 16 4 24.26 b7b11y5y7 1860.8 25.953 B62| 3| 62094 3.15
ornithine-binding periplasmic protein ;Oxidation+M(14)
Carbamidomethyl+C(11)
[POALP8|GLRX1_SALTY Glutaredoxin-I :Carbamidomethy+C(14  MFTVIFGRPGCPYCVR 0 16 5 17.16 b2b3y3y9y16 1959.98 75554 5488 | 3| 653.98 -7.16
)
o *
[POALPS|GLRXL_SALTY Glutaredoxin-IL TVGKPVETVPQIFVDQ 50 17 12 55.52 |03P8 b8y113;2y1y72y3y5y6y8 1885.02 63.821 35628 B 629.01 11.40
[POALP8|GLRX1_SALTY Glutaredoxin-I ENLNLFA 80 7 3 37.46 bSy4ys 820.43 46.350 64533 |2 410.7p 11.8
Carbamidomethyl+C(10)
[POALP8|GLRX1_SALTY Glutaredoxin-I :Carbamidomethy+C(18  FTVIFGRPGCPYCVRAK 1 17 4 29.91 b10b11y10y12 2028.01 71932 3024 | 3| 676.67 -10.95
)
Carbamidomethyl+C(11)
|POALP8|GLRX1_SALTY Glutaredoxin- :Carbamidomethy+C(14  MFTVIFGRPGCPYCV 0 15 0 4.45 1803.83 75.503 2282 3 60L95 642
)
" .
[POALBTIATPE_SALTY ATP synthasd | IQVTGSEGELGIVPGHAPLLTAKP| 2 12 4o |P22b3010D15DI6SYIY o 61291 o236 | b 7ema1 e
epsilon chain GMIR 13y16y27y29
'POAlB”ATg;iSnAt;; nATP synthase AMTYHLDVVSAEQQMFSGLVEK 1 22 8 36.39 | b2b6°b6boblly8ylayl| 2483.19 89.611 32710 B 828.40 -0.88
'POAlB”ATg;iSnAt;; nATP synthase 4 SSHGDVDYAQASAELAK 107 17 6 41.59 b7y2y5y7y8y9 1748.80 ) 18167 | 3| 583.60 7.33
'POAlB”ATg;iSnAt;; nATP synthaser AEEHIKSSHGDVDYAQASAELAK | 101 23 3 13.05 b12y14y20 2456.1§ 91.270 65912 | 3  819.40 3.38
| of Oy q
IQ8ZQZBISYL_SALTY LeucyHRNA 1 QTFNTAIAAIMELMNK 719 16 11 56.16 |P4PBP7OTYLYSYBYTYIYY 1795 o3 89.023 87310 B  599.31 11.01
synthetase 16
'Q8ZQZB'SYégri:eL;:eLe“Cy"tRNA 2 NWVSPVDAIVERDEK 583 15 4 26.22 b3b8b9°h9 1756.89 55.433 506 | 2| 878.95 0.07
'Q8ZQZB'SYégri:eL;:eLe“Cy"tRNA 3 | carbamidomethy+C(3 YYCLSMLPYPSGR 34 13 28.1p y5y6yl2 1606.76 75.114 8511 | P  803.88 13.83
'Q8ZQZB'SYégri:eL;:eLe“Cy"tRNA 4 ITAYADELLRDLDK 194 14 6 19.29 b2°b2b3b6ydy14 1635.86 505 6948 | 3| 545.96 1.64




'Q8ZQZB'SYégrihAeL;zeLe“Cy"tRNA 5 |carbamidomethykC(15) AAANNAELAAFIDECR 270 16 17.16 1#y10 1735.80 75.601 3041 B 579.21 -4.64
|08ZQZ6|SYL_SALTY Leucy-tRNA . YGLTIKPVILAADGSEPDLSEQALT| . 179 JayeyiL 558,48 50,301 1A |3 ossde 124
synthetase EK
'Q8ZQZB|SY§;rihAeL;zeLe”°y"tRNA 7 MQEQYRPEEIESK 0 13 20.64 b7y6y8°ys 1666.7 36.63( 230p | 3 56.% 12.23
'Q8ZQZB'SYggihAeL;zeLe“Cy"tRNA 8 GVLFNSGEFDGLAFEAAFNAIADK| 378 24 23.61| b6b8°b8b14*hBYM4 | 2503.19 71.955 9969 | B 835.07 -8.10
'Q8ZQZB'SYggihAeL;zeLe“Cy"tRNA 9 NNTAPAPWTYDNIAYMK 92 17 16.32 bdy9°y9y13 1969.94 72.688| 9153 | 2| 985.48 16.30
'Q8ZQZB'SYggrihAeL;zeLe“Cy"tRNA 10 NVLQPIGWDAFGLPAEGAAVK 71 21 13.88 b11b14y16 2153.1 8oL 7930 | 2| 1077.07 -3.29
|Q8ZQZ6|SYL_SALTY Leucy-tRNA YWGAPIPMVTLEDGTVLPTPEDQ .
omthetase 11 . DVILPEDVUMOGITSPIK 426 42 28.92 b4b7b9b10b15 4546.28 101.974 641] 4 113733 1.921
'Q8ZQZB|SY;;rihAeL;zeLe”°y"tRNA 12 NWVSPVDAIVER 583 12 29.48 b4b6b7°b7 1384.7 35.399 484 2 92.88 19.04
'Q8ZQZB|SY§;rihAeL;zeLe”°y"tRNA 13 NNGIDPQVMVER 624 12 34.25 boy4dy7y8 1371.64 31.640) 3111 |2 688 -20.65
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 14 TLGFGYDWSR 113 10 26.91 b3°b3b7y5°y5 1201.58 85.785 240 2601.29 9.45
IQ8ZQZBISYL_SALTY Leucy-RNA 15 LVYEHTAK 675 8 36.1 b4by7 960.50 25.388 2089| |2 4807 07.6
synthetase
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 16 TTVNGMPALR 475 10 41.1 b8°b8bOy7y9*y9 1059.55 40.305 2089 2| 530.28 -8.06
'Q8ZQZB|SY§;rihAeL;zeLe”°y"tRNA 17 VQLHWDEK 13 8 67.31 b3b4b6y3y5 1054.51 120.863 2047 |1 1mmB4| 2130
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 18 | carbamidomethyl+C(d) YTCPQYQEGMLDSK 502 14 38.76 VB2 1719.75 70.581 1954 | B 430.69 9.44
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 19 | carbamidomethyl+C(d) EKYYCLSMLPYPSGR 32 15 18.14 baysL 1863.87 68.116 16890 B 621.96 -4.39
|08ZQZ6|SYL_SALTY Leucy - tRNA YGADTVRLFMMFASPADMTLEW o N i
oymthetase 20 OESGVEGANR 636 32 13.56 b4b7°b7y6y9*yo 3579.6 116.67 1309 3 1m3l8 982
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 21 NNGIDPQVMVERYGADTVR 624 19 36.26 b10b11y6°y6y7 213.0 107.039 6136 | 4  712.02 4.92
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 22 NWIGRSEGVEITFDVK 221 16 30.8 b6b7y4°ysy14 1849.9B 8.0 5443 | 2| 925.47 -9.30
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 23 DAAGHELVYTGMSKMSK 605 17 22.93 b5b14y9y11 1824.88 8716 2431 | 2| 912.94 11.30
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 24 ITVPVDATEEQVRER 813 15 18.14 b11y3y10*y10 1741.8 a7 2238 | 2| 871.45 -7.64
|Q8ZQZ6|SYL_SALTY Leucy-tRNA o YWGAPIPMVTLEDGTVLPTPEDQ i A
oymthotase 25 Oxidation+M() VILPEDVUMOGITSPIK 426 42 16.46 b6b10b13 4562.34 112.519 1953 5  9013.p8 9.4
IQ8ZQZBISYL_SALTY LeucyHRNA 06 | CarbamidomethyWC(4), o, | oo GMyLADAFYYVGENGER | 561 22 13.44 b11°b11b16*b16y5 £519 81.702 5486 | 3  850.40 4.88
synthetase Oxidation+M(7)
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 27 Oxidation+M(9) NNGIDPQVMVER 624 12 26.26 b8boy9 1387.6| 87516 2078 | 2 694.33 5.37
'QSZQZB'SYggrihAeL;zeLe“Cy"tRNA 28 Oxidation+M(16) NNTAPAPWTYDNIAYMK 92 17 23.72 b4*bat® 1985.91 45.208 1679 | B 662.64 2.89
IPOALVEIKPRS_SALTY Ribose-phohafe | LFAGNATPELAQR 5 13 46.12 y5y6*yey10y11°y11 1387.74 5277 18966 | 2| 694.37 457
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe ITAVIPYFGYAR 84 12 26.26 bay2y6y7 1370.75 79.673 1666 2 568 1.42
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe VFAYATHPIFSGNAANNLR 243 19 31.63 | PLPODODLIDIZ®DIZYBYLZ s ) 64.273 15079 | B  688.35 -10.65
pyrophohokinase *y12
IPOALV6IKPRS_SALTY Ribose-phohafe LYTSLGDAAVGR 22 12 35.5 y5y6y7 1222.64 51.377 10848 |2 6218 -1.30
pyrophohokinase




IPOALVEIKPRS_SALTY Ribose-phohafe LLNDTDMAIIDK 182 12 37.26 b4b9b11y3y12 1361.70 90.126 230 | 2| 68135 3.05
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe AAEALK 231 6 13.62 b4°ba 602.34 30.644 148371 |1 602.3% -10.1
pyrophohokinase
- _ % |
IPOALVEIKPRS_SALTY Ribose-phohafe 7 |- idomethyl+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 gy |P127p12b13DISYAYTYION 50 10 87.517 9640 | 2 1130.09 16.10
pyrophohokinase 4
[POALVEIKPRS_SALTY Ribose-phohafe g RISNEESISAMFEH 301 14 31.54 b11y3y7y9 1649.7)7 38.89% o404 2| 825.39 8.73
pyrophohokinase
. Carbamidomethyl+C(1
[POALV6|KPRS_SALTY Ribose-phohate _ ; %NVSQVMHIIGDVAGRDCVLVDD )
Dyrophohokinase 9 ,Carbamldc;methyl+c(3 MIDTOGTLOK 198 33 24.43 b3b23y9y10 3559.64 89.028 337 4 890.48 4.8D
IPOALV6IKPRS_SALTY Ribose-phohafe Oxidation+M(7) ANVSQVMHIIGDVAGR 198 16 27.67 b4bob1By 1682.87 58.462 72081 P 841.94 2.97
pyrophohokinase
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢y LIQQEGEDGYFHGK 132 14 41.75 b1b2ydy5y6y12y14 1620.14  .978 44853 | 3|  540.92 -14.01
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢y, AMEAIGKPFDK 187 11 13.3 b8b9°y6y11 1206.63 38.978 16664 | 2 03.82 12.24
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢y 4 MLGSAMDK 400 8 33.09 b5°b5b6y6°y6yS 852.41 39.767 9311 |2 622 12.67
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢y, AAWDAGATDAEMKPILNDIR 355 20 14.37 b3b15y13 2158.05 626 4077 | 3| 72002 -6.45
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢ LYTDHK 296 6 40.07 b3b4y3 776.40 41.623 89224 |2 388.7p 4.09
Carbamidomethyl+C(11)
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢ o | - hamidomethyl+C(llt ~ TAEDGPLPMACWSCK 111 15 24.16 b6y3y4 1722.74 61.566 1020 3574.92 18.14
)
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢y FFSLIFPFFFITSVYAEQTPESAK 10 24 16.87 b10b13y11y17 2806 | 99.262 3801 | 4  1408.70 -7.02
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢y g GITHEIPLPDISTKEK 423 16 25.53 b3°b3b5b6 1777.9F 105541 60669 | 3| 593.33 151
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢ g IKVEDQLVHAHFEAK 340 15 24.16 bldyl1ty1ly12 1763.93 285 36752 | 2| 882.47 8.44
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢ TPMLKAQHPEYETWSAGIHGK 256 21 20.52 yAy9°yoy15 238117  94.492 8832 | 2| 1191.00 236
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢ AMEAIGKPFDKAGR 187 14 30.74 b5b7bsy7 1490.7 90.738 ®B62| 2| 745.90 5.24
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢, VONAEGKLYTDHK 289 13 431 | b3b5*b5bllyseysyllryll 1502 38.886 2246 | 4 75188 11.05
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢ 5 DYNKPRGHAYAVTDVR 86 16 55.49 b5b6b10b12ydy6y12 1861.9] 62.255 2047 | 4  466.23 -10.75
'QSZKFE"NRFA—S:‘ZLTY Cytochrome ¢, Phosphoryl STY(L2)|  FFSLIFPFFFITSVYAEQTPESA 10 24 22 bdy11y12 2806.37 136.439 2851| |2 14486 2.78
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 1 EGGIFWMDSLAIPANAK 249 17 29.91 b2b11b12y5y13y17 1810.9 92.897 31441 2 910.46 4.09
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 2 LGYSGNTTDPKEIEAAYEELK 179 21 35.85 b4°b4b5b6y2y11 238 49.860 12457 3 776.71 -1.57
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 3 VIYSTYESNETMYAK 53 15 36.71 y2y5y6y10*y10y12 1798.83 .867 5928 2 899.92 6.99
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 4 NSLLLTDDAREVFQMALR 160 18 15.58 b13°b13y3y12°y12*y1 022.06 97.554 4516 698.02 -13.65
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 5 EGMIQK 92 6 13.62 b5 705.36 29.162 10634 1 705.36 -2.94
protein




|POA2C7|POTD_SALTY
. . ¥ . LTNFHNLDPEMLNKPFDPNNDYS L
ermldlne/putres‘;:rlggizlnd|ng periplasmi 6 VPYIWGATAIGVYNSDAIDPK 103 43 10.99 b5y3y11*y11 4803.31 94.199 1063¢ 4 1201.58 215
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 7 TITSWADLWKPEYK 146 14 30.74 b11y3y9y10 1737.85 80.539 588 | 2 869.43 -17.28
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 8 EVFQMALR 170 8 40.87 b3b4b6 993.54 24.140 4054 3 331.85 n7.5
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 9 GEWQNDVGDASAIYEEYYQKLK 323 22 13.44 b15y9°y9y21 2608.1 85.859 61419 3 869.40 -5.81
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 10 VIYSTYESNETMYAKLK 53 17 54.63 b7b8b11y11y12°y12y1B 2m01 92.978 3652 k 680.68 5.86
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 11 TITSWADLWKPEYKNSLLLTDDA 146 24 12.71 b12y3y12 2836.43 136.43( 268% 2 141872 -8.6)
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 12 KLGYSGNTTDPK 178 12 22.28 b5b11y11°y11*y11 1280.65 68.79 2077 3 427.56 4.10
protein
IPE3SSLBTUD_SALTY Vitamin B12 1 LGPLSGEVSAGEILHLVGPNGAGK 15 24 16.87 b2h3b12ydy9 2z | 85.694 27295 | 3 758.08 -5.37
import ATP-binding protein btuD
|P63351|BTUD_SALTY Vitamin B12 o . )
import ATP-binding protein btuD 2 MSQLMQLKDVAESTR 0 15 18.14 b5b11°b11y5°y5 1736.8 7912 8652 2 868.93 9.42
|P63351|BTUD_SALTY Vitamin B12 AYLAQQQNPPFAMPVWHYLTLH
import ATP-binding protein btuD 3 QPDK 75 26 12.14 b10y2y7y10 3093.57 102.21¢ 716. 4 774.15 9.3
|P63351|BTUD_SALTY Vitamin B12 . L )
import ATP-binding protein btuD 4 Carbamidomethyl+C(4 LIACGRR 210 7 37.4 b5y3y4 845.4p 9.220 1928 2 423.24 15.02
|P63351|BTUD_SALTY Vitamin B12 o A i
import ATP-binding protein btuD 5 SVNQLSGGEWQR 122 12 40.27| b4°b4y3y4*y4y5°y5*yb 1360.65 24.933 39401 2 680.83 7.54
|P63351|BTUD_SALTY Vitamin B12 . " )
import ATP-binding protein btuD 6 Carbamidomethyl+C(6) VLHHLCQAGIAIVMSSHDLNHTL 174 24 23 y7*y7y9y10*y10 2722.36 62.387 9701 3 908.12 16.32
|P63351|BTUD_SALTY Vitamin B12 .
import ATP-binding protein btuD 7 Carbamidomethyl+C(4 LIACGR 210 6 13.67% y5 689.38 43.71 6635 1 689.38 0.53
IPE3SSLBTUD_SALTY Vitamin B12 | g EEVLTPSYLAQAYGLRFR 217 18 2274 b6b12b15°h15 2113.00  .688 19458 | 3|  705.04 -6.47
import ATP-binding protein btuD
IPE3SSLBTUD_SALTY Vitamin B12 | g RLDVEGHPMLISAT 235 14 24.73 b6b7y10 1538.74 67.090 137213 | 513.60 1111
import ATP-binding protein btuD
IP§3351|BTUDTSALTY Vlt?mm B12 10 TRTGQLNEVADMLGLGDK 101 18 32.75 b9b10°b10b13*b13y&yl 1918.00 72.821 3472 B 640.00 14.51
import ATP-binding protein btuD
|P63351|BTUD_SALTY Vitamin B12 oo
import ATP-binding protein btuD 11 Phosphoryl STY(6) REEVLTPSYLAQAYGLR 216 17 22.9 b1B10y13°y13*y13 2046.02 78.547 4822 4 512.2¢ 13.13
|P63351|BTUD_SALTY Vitamin B12 L R
import ATP-binding protein btuD 12 Oxidation+M(4) SQLMQLKDVAESTR 1 14 19.29 b3b6y11 1621. 63.861 6823 2 811.41 7.38
IP65215[KDSA_SALTY 2-dehydro-3- 1 AGMAVGLAGLFLESHPDPANAK 226 22 35.67 b3bdyly17y18 2166. 87.452 26211 | 3 722.70 -0.79
deoxyphohooctonate aldolase




IPE5215|KDSA_SALTY 2-dehydro-3-| -, VANDLPFVLFGGMNVLESR 12 19 9 33.35| b2b5y2y7°y7yoy10yl@l 2078.08 109.671 19464| P 1039.54 3.64
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| 5 | o idomethy+C(1f)  VSGNSPVIEDVTHALQCR 189 18 2175 b5b12°b12y10y17 1999.99 78.484 12571 |3 667.38 -6.41
deoxyphohooctonate aldolase
IPE5215[KDSA_SALTY 2-dehydro-3-| | o o methyiec(apy SCNSPVIFDVTHALQCRDPEGAA g9 28 4 35.74 b5°b5b6b7 2915.41 84.747 594 4 72961 -2.7p
deoxyphohooctonate aldolase SGGR
IPE5215|KDSA_SALTY 2-dehydro-3-| DLAMR 31 5 1 13.22 v4 605.30 41.055 207771 |1 6053 -10.18
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| - o | oo i omethyi+C(4 VILCDR 162 6 1 13.63 v4 775.4( 272718 6621 | 1| 775.40 -11.26
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| 7 VITDVHEASQAQPVADVVDVIQL 91 29 8 28.98 | b6b9bL10b12°b12*h12yAy8  3101.63 103.90 523 4176.16 1220
deoxyphohooctonate aldolase PAFLAR
IPE5215IKDSA_SALTY 2-dehydro-3-| g | o0 idomethyl+C(d CDGPSALPLAK 248 11 31.2p b4b91eBb 1128.56 99.347 4170 | L 1128.54 -10.0§]
deoxyphohooctonate aldolase
[P65215|KDSA_SALTY 2-dehydro-3-| o KPQFVSPGQMGNIVDKFHEGGND - » . I b11b12°012y8 620,28 =5.500 a2 R n
deoxyphohooctonate aldolase K
[P65215|KDSA_SALTY 2-dehydro-3- GQVTELARAGMAVGLAGLFLESH o ] )
deomyphonoacionate aldolse 10 OPANAK 218 30 5 11.38 b4°ba*hay3y6 3020.53 110.63 2231 |3 100761 1.4a
IP65215|KDSA_SALTY 2-dehydro-3-| AIDDLVKSFDELDTEN 268 16 3 23.69 b11y9y10 1823.89 38.802 578 | 2| 91243 -1.47
deoxyphohooctonate aldolase
[P65215|KDSA_SALTY 2-dehydro-3- - * )
deomyphonoacionate aldolse 12 Oxidation+M(10) KPQFVSPGQMGNIVDK 138 16 5 17.16 b8y100y13*y13 1760.88 76.717 6581 P 880.94 13.17
IPE5215|KDSA_SALTY 2-dehydro-3-| 4 Oxidation+M(19) | GANFGYDNLVVDMLGFSVMKK 168 21 3 13.88 48 3y5 2321.13 80.918 2255 B 774.38 0.32
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| Oxidation+M(3) | AGMAVGLAGLFLESHPDPANAK| 226 22 4 13.44 tysy21ry21 2182.11 117.967 1695| |2 1001.56 4.36
deoxyphohooctonate aldolase
|08ZL56|GPMI_SALTY 2 1 TFFANPVLTNAVDQAK 91 16 6 24.26 b1bBydyllyl6 1735.90 75.753 33762] |2 868.4] 0.21
|Q8ZL56|GPMI_SALTY 2 2 | carbamidomethyl+C(B) AVEALDNGE/TK 416 14 7 39.04 |  bebl3y6*yby7yoyls 1589.7¢ 60.150 1727 2795.40 5.30
|08ZL56|GPMI_SALTY 2 3 TPVMDALWAK 31 10 3 14.48 b5°b5y8 1131.59 70.579 15361 |2 5663 3.45
|Q8ZL56|GPMI_SALTY 2 4 LSDIAPTMLSLMGMEIPQEMTCKR 55 29 13 49.42 | P2DSDADSDIDIZ®DIZOIZY ) o) ¢ 120.695 14115 B 1064.54 1.84
LFIVE 1y2°y2y13y29
|Q8ZL56|GPMI_SALTY 2 5 AVESVGGQLLITADHGNAEQMR| 430 22 7 3/ | b3b6y3ySyl2yl3+yl3 |  2296.15 81.600 9709| |3  766.0p 6.27
|08ZL56|GPMI_SALTY 2 6 IVYQDLTR 75 ) 5 40.87 V3y5y6y8*y8 1007.55 45207 7104] |2 s@2| 188
|Q8ZL56/GPMI_SALTY 2 7 AFVNADFDGFARK 272 13 6 29.67 b6°Ely6y10y13 1457.72 55.495 2085] |2 729.3d 2.18
|Q8ZL56/GPMI_SALTY 2 ) YAHVTFFFNGGVEEPFAGEER 336 21 B3. b3b4b12 2403.13 94.472 3056] |3 80L7] 10.34
|Q8ZL56/GPMI_SALTY 2 9 FAALGK 172 6 2 26.85 Va4 606.35 39.615 30280 |1 606.35 1017
*|
|Q8ZL56|GPMI_SALTY 2 10 VATYDLQPEMSSAELTEK 364 18 8 61.87 29010011 b711y9y11y12V1 2011.99 62.124 19659 | P 1006.50 17.84
|08ZL56|GPMI_SALTY 2 11 IYLHAFLDGR 145 10 3 26.91 bdy3y8 1204.66 52.042 14653 |2  682.  9.83
|Q8ZL56/GPMI_SALTY 2 12 AFVNADFDGFAR 272 12 5 52.7 b11y4y5y9y10 1329.6° 70.490 w65 2| 66533 18.64
|Q8ZL56|GPMI_SALTY 2 13 DPATGQAHTATNLPVPL'YVGE 452 24 4 12.71 b8b11y5°y5 2529.24 46.315 1226 3 843716 518.
|Q8ZL56|GPMI_SALTY 2 14 TAVAYPPASLANTFGEWMAK 303 20 4 2. b14°b14y9y10 2125.06 95.016 1139 |2 1063.04 10.11
|08ZL56|GPMI_SALTY 2 15 LDVEIK 83 5 1 13.62 V3 716.41 35.332 2964] | 716.4] -13.80
|Q8ZL56|GPMI_SALTY 2 16 TAVAYPPASLANKTFGEWMAKND 303 23 10 51.45 | P11 bnﬁﬁyﬁygynyl‘ 2482.23 68.162 64867 B  828.08 8.16
|Q8ZL56|GPMI_SALTY 2 17 DPATGQAHTQSJE LPVPLIYWGE | 455 27 5 2255 b7*b7b9b10y3 2870.5 109.48 5103 3 95760 .89-6
|Q8ZL56|GPMI_SALTY 2 18 EEQQDNAILNAKTPVMDALWAK 19 22 4 134 b13y7y13*y13 2485.25 80.745 6816| |2 124313 2.85
|08ZL56|GPMI_SALTY 2 19 Oxidation+M(3) KPMVLVILDGYGYR 5 14 3 27.86 V5y7y10 1639.87 73.254 20155 |3 547.2p ~10.5f
- AYDLMTLAQGEFQADTAVAGLQ ]
|Q8ZL56|GPMI_SALTY 2 20 Oxidation+M(5) AV ARDENDEFVK 202 35 4 21.45 b7b8b20y9 3837.84 90.135 1435 3 1279)05 g.oll
|08ZL56|GPMI_SALTY 2 21 Oxidation+M(1) MSVSKKPMVLVILDGGYR 0 19 2 14.94 b5°b5y5y7 2172.14 78.375 2050 |3 72472 7.9
|Q8ZL56|GPMI_SALTY 2 22 | carbamidomethyk+C(L) CIEQVTK A2 7 1 7.32 b3 877.45 60.116 4501 |1 877.49 6.61




|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

Carbamidomethyl+C(7]

LWVNPDCGLK

719

10

74.3

b2b3b MEy6y7y8y10

1201.60

59.471

46168

2

601.31

0.20

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

WENTNYHYIVPEFSK

117

15

43.7

y5y6y12°y12y13y15

1944.9

7.262

38811

648.98

-3.70

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

QAGIDLLPVGDFAWYDHVLTTSL
LLGNVPAR

52

31

11

38.6

b5*b5b6°b6*h6b31y3y6y

y24y31

3351.79

118.864

28489

B

1117.94

6.12

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LTWTQLLEEVDEALALGHK
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19

20.7

b5°b5b11°b11y1y3y12y

2166.12

118.525

26778

B

722.71

-8.90

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LAAITAQDSQRENPYEVR

395

18

50.22

b2b3y2y13y14y15y16

2R

46.250

25720

687.68

-6.04

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

SWFAFALQK

343

53.25

b3b5b7°b7yly7y9

1097.5

84.684

2541

N

549.29

-13.79

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

Carbamidomethyl+C(1)

CVKPPVVIGDISRPAPITVEWAK

515

23

3.24

b2b4b6b7y2y23

2532.41]

74.895

2287

3

844.9

2.2

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

DALNSGETAALEEWSAPIQAR

360

21

24.71

b3°b3b12b13*b13y7

229.11

79.259

21616

1115.04

13.25

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LAAITAQDSQR

395

11

90.2

b2b3y3y5y6y7y8y10y1l

1173.6

h

15518

587.31

-1.46

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

10

Carbamidomethy+C(11

) GMLTGPVTILCWSFPREDVTR

549

21

0.52

y7y10y17y21

2435.22

91.960

2952

3

812.4

-0.90

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

11

Carbamidomethyl+C(8)

ALWVASSCSLLHSPIDLSVETR

315

22

9.95

b3b7b14

2441.24

102.799

43309

4

611.0

-2.3(

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

12

LPVDWLLSAGLINGR

279

15

18.14

b6y3y12

1623.99

100.79

620

N

812.47

2.41

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

13

HQNNDGSVDIDTLFR

83

15

18.14

b8b1ly7

1730.8

68.931

7469

N

865.92

14.18

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

14

AQESYWAGNTTR

21

12

26.26

b8boy5

1383.69

39.582

1142

3.09

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

15

ETIAK

570

13.22

b3

561.32

27.369

10065

561.32

-5.65)

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

16

GQQFR

132

13.22

y3

635.32

40.689

5966

635.3

-5.61

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

17

NDMVEYFGEHLDGFVFTQNGWY
QSYGSR

487

28

22.33

b4y5y8y9°y9*y9

3282.50

93.035

3079

1094.

B4

3.34

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

18

Carbamidomethyl+C(11

) GMLTGPVTILCWSFPR

549

16

25.9

3

8yh0°y10yll

1834.90

83.626

3037

612.3(

-20.69

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

19

GWPETR
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29.86

y3°y3ys

745.36

78.160

1784

745.3




|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— |~ 20 FKLPAWPTTTIGSFPQTTEIR 420 21 3 22.33 b1dy6y7 239147 288 42714 | 3| 79776 -1.43
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 21 Carbamidomethy+C(11l) GMLTGPVTILCWSFPREDVTR 549 21 0.52 y3y6y16 2435.22 96.918 20917 3 812.4 -1.50
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— |~ 22 GNLDANHYRTGIAEHIK 449 17 3 24.97 b7b10b11 1908.94 74.472 3789 | 2| 954.98 -8.19
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 23 LAAITAQDSQRENPYEVR 395 18 3 15.58 b13y6y10 2061.02 9277 1855 2 1031.01 -6.52
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 24 Oxidation+M(12) APTGEPAAAAEMTK 103 14 6 48.44 b8y4y83yRly13 1360.65 56.558 28828 2 680.83 4.49
homocysteine methyltransferase
[POA275[MUCA_SALTY Protein mucA 1 | carbamidomethy+@)fL SLTASHGSIVVACIHNEFTVK 78 21 11 36.24 |P2D208 St;zslt;lygSygyls L 2270.15 76.239 58335| B 757.39 2.26
[POA275[MUCA_SALTY Protein mucA 2 VDIFESSGASR 2 11 6 55.97 b6b7b8hoy6°y6 1167.57 37.84 414 584.29 157
[POA275[MUCA_SALTY Protein mucA 3 HPSATYFLR 48 9 3 30.49 bsbay6 1091.55 83.481 1969 2 54638  .069
[POA275[MUCA_SALTY Protein mucA 4 HPSATYFLRVSGSSMEDGR| 48 19 3 14.94 b4b8y11 2096.96 70.582 5219 |3 699.46 114
[POA275[MUCA_SALTY Protein mucA g |CarbamidomethytC(LY) o 1) o5y ACIHNEFTVK 78 21 3 22.33 b6b7y9 2350.12 102.104 1528 | 2| 1175.57 3.22
;Phosphoryl STY(8)
|P06173|RPOB_SALTY DNA-directed EAPEGTVKDIKEQEVYMGEIPLMT b3b9b10b12b17yly3yoyls )
RNA polymerase subunit beta 1 ONGTEVINGTER 107 36 10 34.2 136 4010.89 93.923 101004| H#  1003.4 12.11
IPO6173|RPOB_SALTY DNA-directed| SVFPIQSYSGNSELQYVSYR 54 20 5 22.62 b12*b12y11y14y1§ 2384 | 56.748 19392 | 4 775.39 12.92
RNA polymerase subunit beta
IPO6173|RPOB_SALTY DNA-directed| LSLGDLDTLMPQDMINAKPISAAV | 7 25 4 22.89 b10b11b24y25 2641.39 92.531 1499 3 8sLf3  22-2.
RNA polymerase subunit beta K
IPO6173|RPOB_SALTY DNA-directed| NIVDGNHQMEPGMPESFNVLLK | 1306 22 7 49.21| b10b11°b11b12ym@2 | 2469.19 79.933 11714 B 823.74 0.99
RNA polymerase subunit beta
IPO6173|RPOB_SALTY DNA-directed| MNIGQILETHLGMAAK 1106 16 3 24.86 b6b8b14 1726.91 71.273 218 | 2| 863.96 6.72
RNA polymerase subunit beta
IPO6173|RPOB_SALTY DNA-directed| ADKPLVGTGMER 694 12 6 32.19 b4bGy2y3y9y12 1273.64 51.911 51® | 2| 637.33 -10.06
RNA polymerase subunit beta
IPO6173|RPOB_SALTY DNA-directed| KDLSEELQILEAGLFSR 957 17 3 9.71 b5°b5y7 1948.04 82.576 z76| 2| 974.52 1.75
RNA polymerase subunit beta
IPO6173|RPOB_SALTY DNA-directed| ¢ FIEQDPEGQYGLEAAFR 37 17 5 16.32 b4b13yly2y12 1969.94 apg. 7051 | 3| 657.32 4.40
RNA polymerase subunit beta
[POBL73|RPOB_SALTY DNA-directed| EFFGSSQLSQFMDQNNPLSEITHK - - 5 29,89 J10y11y13 2040.37 1635 sod |4 7asds 70
RNA polymerase subunit beta R
IPOB173|RPOB_SALTY DNA-directed| VNEDEMYPGEAGIDIYNLTK 735 20 3 14.37 b10b13y14 2271.03 683 6221 | 3| 757.68 .77
RNA polymerase subunit beta
|P06173|RPOB_SALTY DNA-directed 4 | ! )
RNA polymrase subunit bota 11 |carbamidomethy+C(1L) LGEPVFDVQECQIR 74 14 19.99 tomi6L 1689.82 65.962 6118 | P 845.41 3.40




|P06173|RPOB_SALTY DNA-directed INPIEDMPYDENGTPVDIVLNPLG
RNA polymerase subunit beta 12 VPSR 1078 28 17.72 bly3ysy7 3064.54 97.458 3 102219 8.5

IPO6173|RPOB_SALTY DNA-directed| ;5 VDLSTFSDDEVLR 1158 13 20.64 b3b13y9y12y13 1495.7 67.57 3| 499.24 -8.65
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| | DLSEELQILEAGLFSR 958 16 28.34 b7b8b13y3°y3 1819.9 884, 2|  910.46 12.01
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| o | - 2 midomethyirc(1 FTTIHIQELACVSRDTK 827 17 23.3 b1b2b8y8yoy17 2019.04 50.286 3 6736 2.24
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| 5 IQPGDK 1059 6 26.85 b5°b5*b5y3 657.35 43.552 1 657.35 -4.64
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| LGDLPTSGQITLFDGR 1200 16 17.16 bob12y4 1689.8 66.42 2|  845.44 173
RNA polymerase subunit beta

|P06173|RPOB_SALTY DNA-directed e )
RNA polymrase subunit beta 18 LSQSGHK 324 7 37.46 b3y5*y5y6*y6 756.40 98.080 1 766 4.12

IPO6173|RPOB_SALTY DNA-directed| WLELGLTDEEK 996 11 24.31 b3y6yo°y9 1332.66 49.614 2 6.88 -7.14
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| MMRPGEPPTR 368 10 28.67 b5y8y9°y9 11715 50.38/ 2 3886 10.63
RNA polymerase subunit beta

IPOB173|RPOB_SALTY DNA-directed| EFFGSSQLSQFMDQNNPLSEITH 503 24 28.3 b3b9°bobllbl2 | 78429 95.139 928.77 1.32
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| GETQLTPEEK 890 10 26.91 b5*b5y3y5 11315 25.95( 2 BB6 20.28
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| STGSYSLVTQQPLGGK 1246 16 17.14 b3b12°b12*h12y13 1822.| 67.615 4 s4161 -19.18
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| GSWLDFEFDPK 180 11 35.31 b4b6y4y9 1340.6 46.37 2 80| 17.94
RNA polymerase subunit beta

IPOB173|RPOB_SALTY DNA-directed| ASDVK 909 5 13.22 b3°b3 519.27 63.982 1 519.2f -8.23
RNA polymerase subunit beta

IPOB173|RPOB_SALTY DNA-directed| ¢ GDVLADGPSTDLGELALGQNMR| 779 22 34.77 b8bob10 2229.1 TEB 3| 74371 12.92
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| | - o Higomethyirc(1 FTTIHIQELACVSR 827 14 27.0 HFAS9b10 1674.87 63.420 3 558.94 1.53
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| g DVHPTHYGR 548 9 30.49 b7yays5 1081.53 73.745 2 54147 227
RNA polymerase subunit beta

[POS173|RPOB_SALTY DNA-directed| g VTPK 886 4 12.82 y3 444.28 103.113 1 44428 12.2
RNA polymerase subunit beta

|P06173|RPOB_SALTY DNA-directed ]
RNA polymerase subunit beta 30 QNQLEQLAEQYDELK 1007 15 26.22 b3b4b6 1848.8 58.40( 2| 92495 3.57




IPO6173|RPOB_SALTY DNA-directed| 5, FGEMEVWALEAYGAAYTLQEML | 549 25 27 b11b13y6y13yl4 2850.3 82.736 2556 | 3 950.79 8-3.6
RNA polymerase subunit beta TVK

IPO6173|RPOB_SALTY DNA-directed| SPGVFFDSDK 151 10 40.13 b8°b8y3°y3ydy7 1098.53 93.99p 5159 1| 1098.53 18.00
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| GMPIATPVFDGAKEAEIK 1178 18 38.59 b4b5b6°h6b13 1873.95 51.317 83678 | 3  625.32 1133
RNA polymerase subunit beta

IPOB173|RPOB_SALTY DNA-directed| 5, | o o idomethy+C(1f)  VVOEDRFTTIHIQELACVSR 821 20 aa b3b1lyll 2401.21 73.367 16901 |2 120111 -8.64
RNA polymerase subunit beta

[PO6173|RPOB_SALTY DNA-directed )
RNA polymrase subunit beta 35 INAMLKQQQEVAK 1127 13 43.1 bab12ydy7y12 1500.80 70539 9524 | 2| 750.90 13.75

IPO6173|RPOB_SALTY DNA-directed| 5 VDLSTFSDDEVLRLAENLR 1158 19 21.9 b3b7b13 2102.1% 7239| 9193 | 2| 1096.58 11.69
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| 7 EAAESLFENLFFSEDRYDLSAVGH 378 24 16.87 b7b13y12y19 273 74.235 5626 | 4  692.09 4.77
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| 5o VIVSQLHRSPGVFFDSDK 143 18 245 yoy12y13 2031.0B 82752 3183 | 2| 1016.05 9.20
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| 54 QKVDLSTFSDDEVLR 1156 15 26.22 y7y10y14 1751.87 63.904 068 | 2| 876.44 -7.80
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| AGFEVRDVHPTHYGR 542 15 29.44 b3y3ydy6 1740.87 58.358 209 | 2| 870.94 10.52
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| EFIQRAYDLGADVR 1142 14 19.29 bab11y1l 1652.8 51.234 624 | 3| 55161 7.16
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| KGMPIATPVFDGAK 1177 14 27.07 b6b11b12 1431.78 76.254 423 | 2| 71639 9.46
RNA polymerase subunit beta

IP06173|RPOB_SALTY DNA-directed| MVYSYTEKK 0 9 30.49 b3bdy8 1148.58 81.648 2103| |1 114848 200.
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| | VAFMPWNGYNFEDSILVSERWQ| gy 26 35.36 b7b8b9y7 3100.53 69.835| 1852 |3 10348 14.8
RNA polymerase subunit beta EDR

[PO6173|RPOB_SALTY DNA-directed . I . )
RNA polymrase subunit beta 45 | carbamidomethyi+C(LL) FTTIHIQELACVSRDTK 827 17 337 yayeyoy10°y10 2019.02 101.205 1771 |2 1010.0n 6.65

IPO6173|RPOB_SALTY DNA-directed| 5 MNIGQILETHLGMAAKGIGDK 1106 21 20.52 b3b5b12 210714 2650 1579 | 4| 550.04 1122
RNA polymerase subunit beta

IPO6173|RPOB_SALTY DNA-directed| Oxidation+M(7) ALEIEEMQLK 944 10 40.13 b3y5y7y8 1219.6| 65203 14756 | 4 610.32 4.30
RNA polymerase subunit beta




