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- Peptide Peptide Peptide - -
. Peptide . A . Peptide Precursor Retention . Precursor | MH+ Error
Protein name Rank Peptide Modification Peptide Sequence sequence | sequence | Matched Score By Matches MH+ (Da) | time (min) Intensity m/z (ppm)
start L enath Products
b2*b2b3*b3babSb7*h7b1B
°b13b14°b14yly2y3ydy5y6
|P64076|ENO_SALTY Enolase 1 FNQIGSLTETLAAIK 342 15 29 2 | oyioyliyilyizyae 160589 85.787 518654| P 803.45 2.28
y13y15*y15
b2°b2b3b4b5beb8°b8b9°ha
b11b13°b13b14b15b16b18
|P64076|ENO_SALTY Enolase 2 SGETEDATIADLAVGTAAGQIN 371 22 39 374.09 | b20b22y2y3y4*ydy5yeyTy 2118.07 75.203 362555 P 1059.5 5.76
8°y8y9y10y11y12y13yl4yl
5y16y17y18y22
b2b4b5°b5b6°b6*b6b12H1
GMNTAVGDEGGYAPNLGSNAEA 3b16b25b26b30y2y3y4y4
[P64076|ENO_SALTY Enolase 3 VIABAVK 200 31 32 22002| L o v tyaytee, 298946 94.871 182888] B 997.16 1.63
15y18y19y25*y25y26y3]]
[P64076|ENO_SALTY Enolase 4 DAGYTAVISHR 360 11 12 109.64| P203 b3bg§?{3y4y5y6y7 1189.59 41.382 133760 P 595.30 -7.49
b2°b2b5b23y2y3y5y6*y6
|P64076|ENO_SALTY Enolase 5 YSMPVPMMNIINGGEHADNNVDL| -y 5 34 18 80.34 |7y8y9y13°y13*y13y20y31y 3750.77 98.457 127115 B 1253.9 117
QEFMIQPVGAK a1
% |
|P64076|ENO_SALTY Enolase 6 AVGAVNGPIAQAILGK 66 16 12 80. b1b2b3b;1/223z6b7y2y3y11 1478.87 75.088 126487 P 739.94 -0.58
[P64076]ENO_SALTY Enolase 7 GIANSILIK 333 9 5 37.96 V2y3y6y7y9 928,57 60.932 115247 |2 A&e4 -10.85
Ry
|P64076|ENO_SALTY Enolase 8 YVLAGEGNK 257 9 12 61.16 b1b2b7y5£¥;9y7 Y88 950,50 33.155 84391 | » 47575 4.94
[P64076]ENO_SALTY Enolase 9 GMPLYEHIAELNGTPGK 126 17 5 T b2y2y3ydy12 1826.90 67.474 8284 |3 600.64 4.14
% | Xy
|P64076|ENO_SALTY Enolase 10 IQLVGDDLFVTNTK 311 14 15 s, | P2 D2030AYLY2YAYSYENY o) g5 77.580 82641 2 781.93 2.58
y10y11°y11y12y14
*y O %y
|P64076|ENO_SALTY Enolase 11 QYPIVSIEDGLDESDWDGFAYQTK 282 24 11 36.82 b2b12y1y48;’;31’5 YSYEYOY 577627 93.599 39559 2 1388.64 3.17
[P64076]ENO_SALTY Enolase 12 IEEALGEK 411 8 7 66.77 V3ydy5y6°yey7y8 888.46 31.006 3577F | 2444.73 ~10.65
|P64076|ENO_SALTY Enolase 13 CarbamidomethyI+C(%GYELGKDIELQQADCAASEFYK 231 26 5 18.05 b7°b7bob15y3 2824.3 101.70B 13739 | 4 70683 .69 -7
[P64076]ENO_SALTY Enolase 14 EALELRDGDK 46 10 5 26.62 b2b3y3y9y10 114554 54.318 9794 |2 389 3.41
|P64076|ENO_SALTY Enolase 15 AFTSEEFTHFLEELTK 266 16 9 334 | P03 b3b9;1151 b11b16y10 1955 94 107.347 9584 | P 964.97 4.05
|P64076|ENO_SALTY Enolase 16 AVGAVNGP'A?S‘ILLGKDAKDQAG 66 26 3 21.79 b3bdy10 2520.35 87.673 5314 |3  840.19 -11.4
|P64076|ENO_SALTY Enolase 17 GNPTVEAE\(/;':\';%(;EVGM‘ WAPS 16 30 4 13.97 b11b15y15y18 2856.31 102.248 415p | 3 952.79 3-4.5
[P64076]ENO_SALTY Enolase 18 EIDSR 10 6 1 1352 b4 732.39 28.087 17289 |1 732.3p 3.8
|P64076|ENO_SALTY Enolase 19 EALELR 46 6 2 26.63 Va4 730.40 20.861 3574] |2 3657 14.6}
GKGMNTAVGDEGGYAPNLGSNA
|P64076|ENO_SALTY Enolase 20 EALAVIARAVK 198 33 4 15.42 b5b7b15y26 31745 90.017 4078 | 3 1058|867 4.0
[P64076]ENO_SALTY Enolase 21 EAIRMGSEVFHHLAK 180 15 3 5, b6b9b10 1724.87 90.060 2106] |3 5756 9.27
- YSMPVPMMNIINGGEHADNNVDI
4 -
|P64076|ENO_SALTY Enolase 22 Oxidation+M(3) OEFMIOPVGAK 143 34 3 22.25 b5b6y11 3775.74 98.482 498 3 1259.06 0.7
[P64076]ENO_SALTY Enolase 23 GYTAVISHR 362 9 0 2.49 1003.53 41.361 54448 |2 50227 3.59
|P64076|ENO_SALTY Enolase 24 ANSILIK 335 7 5 23.1 b3°b3*h304°D4 758.47 60.941 2063 1 788 3.22
|P64076|ENO_SALTY Enolase 25 DAGYTAVISHR 360 11 0 2.49 117157 41.301 3172] |3 3911 11.9




b2b3b4*b4b8°b8*b8b10HL
[POALDS5|CH10_SALTY 10 kDa 1°b11*b11b13y1y2y3y5y] ! )
Shaperonin 1 ILDNGTVQPLDVK 47 13 25 165.9 | o o toyityitnaiyioy 141177 57.237 323434 P 706.39 3.63
3
IPOALDSICH10_SALTY 10 kDa 2 VGDIVIFNDGYGVK 60 14 18 189,52 | P3D4DSDSDEDLIDISV2YAY ) o /g 73.450 295070 P 748.39 -0.08
chaperonin 4y5y6y7y8y9y10yllyl4d
IPOALDSICH10_SALTY 10 kDa 3 SAGGIVLTGSAAGK 20 14 17 118.55|0203'D30ADS™SDLAY2YEYA ) gg o 43,513 244587 P 594.83 5.13
chaperonin y6y7y8°y8y9y12y14
'POAlDSKéE;F?&igrL]TY 10 kba 4 GEIIAVGK 37 8 7 53.67 b2y2y3y4ySy6ys 786.46 41.494 24722 |2 338 -12.03
'POAlDSKéE;F?&igrL]TY 10 kba 5 SEKIDNEEVLIMSESDILAIVEA 74 23 6 23.53 |  b6b9b10*b10y1291l | 2547.26 136.258 6223 | p 12741 -6.61
'POAlDSKéE;F?&igrL]TY 10 kba 6 VGDIVIFNDGYGVKSEK 60 17 4 27.06 b1lyl0y1ly15 1839.93 B2 3576 920.47 -7.90
'POAlDSKéE;F?&igrL]TY 10 kba 7 Phosphoryl STY(6) ILDNGTVQPLDVK 47 13 3 29.62 y6y8y10 1492 37.040 1959 746.36 -9.00
IPOALDSICH10_SALTY 10 kDa 8 SAGGIVLTGSAAGK 20 14 0 3.73 1170.64 43.534 43901 |2 5858 671
chaperonin
b2°b2b5°b5b6*b6b8°h8b12
IPOALHSIEFTU_SALTY Elongation factgr ELLSQYDFPGDDTPIVR 155 17 31 236.9| P13P15D16YLY3YAYSYEVEY o5, o7 76.748 331546 P 982.99 2.80
Tu 9°y9y10°y10y11°y11y12
12y13°y13y14y15y17
'POAlHSlEFTU—S¢tTY Elongation factr AIDKPFLLPIEDVFSISGR 205 19 13 115.91 b2b5b7b88;1112yy13g’4y5y6y Y 2117.15 105.916 320492| B 706.39 7.15
4 b2b3°b3b10°h10b11b1241
'POAlHSlEFTU—S¢tTY Elongation facter GITINTSHVEYDTPTR 59 16 25 196.76| 6yly3ydy5y6°yey7°y7y8°y 1803.86 49.568 250057 B 601.96 -13.06
8y9y10y11y12y13y14y1{
4 TR
'POAlHSlEFTU—S¢tTY Elongation factr AGENVGVLLR 270 10 11 7167 P45 b31%5y1y3y4y5 P 100758 56.361 253492 P 514.29 -9.50
b1b2°b2b3°b3b4b7°b7b8b
8b10°b10b13b14b15b161b
. el Xy
[POALHSIEFTU_SALTY Elongation factgr TTDVTGTIELPEGVEMVMPGDNI | ., 04 45 o4 17| 1BD17°DI7DIBYBYSYEYEY e e 66,567 aresil b 12736 a1
Tu K 6*y6y7°y7*y7y8y9*y9y10y
12y13°y13y14*y14y15y1d°
y16y17y20y24*y24
T *| % |
IPOALHSIEFTU_SALTY Elongation factgr QVGVPYIIVFLNK 124 13 12 g2, |DSPADADETDEDIZYAYSYEY ) aq gg 99.160 245054 P 745.44 0.41
Tu 9y11y13
4 b2b3b7b11°b11b12b14yly
IPOALHSIEFTU_SALTY Elongation factgr 7 IELAGFLDSYIPEPER 188 17 24 187.18 2y3°y3y4°ydy5y6y7y8y8y 1962.03 101.876 216149 P 981.52 3.98
Tu
9y10y11y12y13y17
'POAlHSlEFTU—S¢5TY Elongation facter g ALEGDAEWEAK 177 11 7 35.78 b1b2yly4°yay6y9 12185 46.240 33862 609.78 451
'POAlHSlEFTU—S¢tTY Blongation factor o | - hamidomethyl+C(3 STCTGVEMFR 253 10 7 67.4 b2y3y4yBy10 1187.51 52.849 117169 |2 594.26 -5.55
IPOALHSIEFTU_SALTY Elongation factgr ) | o - midomethyl+C(d CDMVDDEELLELVEMEVR 137 18 17 1a7, [P203DIDIY2YEYBYAYSYS )04 0 106.003 47933 P 11125 6.15
Tu y6y7y8°y8y9y13yl4
'POAlHSlEFTU—S¢5TY Elongation facter TTLTAAITTVLAK 25 13 4 42.73 y7y8yoy11 1303.78 84.694 27667 652.39 -2.43
IPOALHSIEFTU_SALTY Elongation factgr TVGAGVVAK 382 9 4 54.08 y3y6y7y8 801.47 28.243 163758 |2 4@12| -17.52

Tu




'POAlHSlEFTU—S¢tTY Elongation facter 5 MVVTLIHPIAMDDGLR 358 16 3 25.31 y7y8y10 1780.96 55.979 o | 3| 594.32 7.81
'POAlHSlEFTU—S¢tTY Blongation factor | o4 rpamidomethyk+C(7) HYAHVDCPGHADYVK 75 15 4 29.09 b8BY10 1768.76 39.788 35425 W 442.94 -17.53
'POAlHSlEFTU—S¢tTY Elongation facter o LLDEGR 264 6 4 39.73 y3°y3ydy5 702.37 26.487 1345 1 70237 .049
'POAlHSlEFTU—S¢tTY Elongation facter o GYRPQFYFR 325 9 3 30.18 b7y5y7 1233.6 122.929 2256 | 1 1233|60 -12.67
'POAlHSlEFTU—S¢tTY Elongation facter  ; Oxidation+M(23) NM'TGAG%ATDRGEAJI‘L\I/_\QF'{MDGP ) 34 3 16.68 b4b8b13 3563.8( 90.216 8507 |3 11881 3.4
'POAlHSlEFTU—S¢tTY Elongation facter o Oxidation+M() TTDVTGT'ELPEISVEMVMPGDN' 334 24 5 39.26 b3b15y8yoy10 2562.24 79.269 264 2 1281)63 8 43
'POAlHSlEFTU—S¢tTY Elongation facter TGTIELPEGVEMVMPGDNIK 338 20 5 28.05 b5°bSb10b11b15 218D 86.535 16431 | 4 106552 5.62
'POAlHSlEFTU—S¢tTY Elongation factr TINTSHVEYDTPTR 61 14 2 14.24 b4b7 1633.7 49.553 10006 | 2 7.41 3.14
'POAlHSlEFTU—S¢tTY Elongation factar TTDVTGTIELPEGVEMVMPGD 334 21 0 7.88 2191.01 86.546 579 | 21096.01 -2.45
'POAlHSlEFTU—S¢tTY Elongation factar -, IELAGFLDSYIPEPER 189 16 0 4.98 1848.94 101.79 2844 | 2 @ma 3.24
'POAlHSlEFTU—S¢tTY Elongation factgr VDDEELLELVEMEVR 140 15 0 5.39 1817.89 106.043 1963 |2 989.4| 483
'POAlHSlEFTU—S¢tTY Elongation factgr -, GITINTSHVEYDTPTR 59 16 0 4.56 1785.86 49.577 1701 3 5859 458
b2°b2b3°h3b4°b4b5°b5b°
b6b7°b7b8°b8b9b10012°h1
o 2b13°b13b14°h14b15b16b
'POAlSZlHNrit—esi:hT;SDNA'b'”d'“g 1 EMLIADGIDPNELLNSMAAAK 62 21 53 375.9 |18b21yly2y3ydysy6oyyT 2216.10 96.762 623111 P 1108.5¢ 4.52
p y7y8*y8y9y10y12°y12*y13
y13°y13y14y15y16°y16y17
°y17*y17y18y21
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 2 YSYVDENGETK 9% 11 10 86.44 | b3°b3y2ydyey7y8yoylOyll 13®45  32.652 100186 4 65278 5.15
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 3 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 9 203  b2b3Bghysyocyoy13|  1624.75 92.933 88087 [2 81288 6.09
'POAlsle;it—eSi:hT,: SDNA'b'”d'”g 4 EEESAAAAEVEER 41 13 4 27.86 y3°y3y8y9 1419.63 34.507 159782 | 710.32 5.25
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 5 MSEALK 0 6 1 1352 y5 678.35 29.268 5704| |1 678.38 5.85
IPOALSZ|HNS_SALTY DNA-binding 6 YSYVDENGETKTWTGQGR 9 18 10 77.63|P3 D3YAYBYBYI4YISYIBYIT 551 o5 46.860 228021 B 697.65 -8.52
protein H-NS *y17
'POAlSZlHg‘rit—esi:hT;SDNA'b'”d'“g 7 | carbamidomethy+C(2)  ECTLETLEEMLEKLEVVVNER 19 21 7 381|  blly3ydrydysy7°y7 2563.27 128.028 4056| |3 8s5.0 171
|POAL1S2|HNS_SALTY DNA-binding Carbamidomethyl+C(6); o o
orotom NS 8 Phasphont STY() AQARECTLETLEEMLEK 15 17 6 25.82 b5°bSy3y5y11°y11 2130.95  9.667 2058 | 4 533.49 6.07
'POAlsle;it—eSi:hT,: SDNA'b'”d'”g 9 Oxidation+M(2) EMLIADGIDPNELLNSMAAAK 62 21 4 137 b12°ty5y12 2232.10 91.283 32611 | 1116.56 5.47
|POALS2|HNS_SALTY DNA-binding Carbamidomethyl+C(6);
orotom NS 10 OxidationeM(14) AQARECTLETLEEMLEK 15 17 6 44.52 b10b12b13y7y9y10 2066.98 4.7 32123 | 3  689.67 3.90
b2°b2*b2b3b4b5*b506b7p
[POA299IRL7_SALTY 50S ribosomal DQIIEAVSAMSVMDVVELISAMEE 8b9°h9*b9b10b11b13y2 )
orcten L7112 1 K 5 25 29 2018551 o e sybyryayoyto) 273732 137.136 81491 B 91311 4.55
12y25
'POAzgglRersznAL&ESS ribosomal |, EAKDLVESAPAALKEGVSK 82 19 6 23.92 b5b8°b8b9°h9y19 1942.0| 54.981 55876 | 4 648.02 1.01




'POAzgglRersznALLT?ESS ribosomal| DLVESAPAALKEGVSKDDAEALK | 85 23 3 21.93 b3bdy7 2356.21 632 6001 | 3| 786.07 -6.11
IPOAZ99IRL7_SALTY 50S ribosomal |, VAVIK 66 5 2 26.21 b3y4 529.37 26.075 3500 [t 520.37 -4.73
protein L7/L12
'POAzgglRersznALLT?ESS ribosomal | g FGVSAAAAVAVAAGPAEAAEEK 30 22 7 35.88 | blOb14bl5y7yl0y3A% | 1987.01 70.499 1511 | b 994.01 111
'POAzgglRersznALLT?ESS ribosomal | ¢ Phosphoryl STY(5) DLVESAPAALKEGVSK 85 16 3 16.93 b4b13y1 1693.83 101.880 1874 | b 847.42 1.66
[POA299IRL7_SALTY 50S ribosomal .. SITKDQIEAVSAMSVMDVVELISA
orcten L7IL12 7 Oxidation+M(26) EEK 1 29 4 21.93 bllylly13yl4 3182.6( 102.11 3018 3 106154 8 2.3
b2b3b4*b4b5°b5*h5h6°bh
*b6b8*b8y1ly3y4y5y6y7°yf
|POA1PO|G3P1_SALTY Glyceraldehydet3- *y7y8°y8y9*y9y10*y10y1] )
bhohate dehydrogenase 1 VINDNFGIEGLMTTVHATTATQK | 160 24 46 312,20 | atdeylay1ony] 257432 97.990 666722 B  858.78 2.94
5y16°y16%y16y17y18y10yP
Oy21y22*y22y24%y24
IPOALPOIG3P1_SALTY Glyceraldehyde3- AGIALNDNFVK 296 11 15 114,42 | PO3DADSYLY2Y3YAYSYEYY ) (¢, ) 61.351 417300 P 58131 -4.41
phohate dehydrogenase *y7y8yll*yll
b5°b5*b5b6°b6*b6b7°b7*h
'POAlPOli?;Z;fQ; Eg'y;f;zge"yde % 3 GASQNIIPSSTGAAK 198 15 25 171.39 7b14b15y1y2y3ydy5yeyTly 1401.73 40.618 208435 P 701.37 -5.66
P yarog 8y9y10y11y13°y13y15
IPOALPOIGSP1_SALTY Glyceraldehyde3- LVSWYDNETGYSNK 307 14 14 145 56| POPBPLLY2Y3YAYSYOYBYOY ) 7 77 58.184 251404 P 838.39 3.35
phohate dehydrogenase 10ylly12y14
IPOALPOIGSP1_SALTY Glyceraldehyder3- VPTPNVSVVDLTVR 232 14 12 99.43 |P37D30BY2YAYSYBYTYBYLIY 4 o5 g5 70.924 127670 b 748.43 -0.73
phohate dehydrogenase 12y14
IPOALPOIG3P1_SALTY Glyceraldehyde;3- VVLTGPSKDNTPMFVK 116 16 6 56.87 y3y5y8yl1lyldy16 1732.9)  7.654 77433 | 3 57831 -14.79
phohate dehydrogenase
- % * O %y
IPOALPOIGSP1_SALTY Glyceraldehyde3- VLPELNGK 217 8 12 66.77 |PYAYSYBYAYAYSYEYEN  gaq 50 44.616 53718 435.25 -11.86
phohate dehydrogenase 6y7y8
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AATYEQIK 249 8 4 47.64 b3b4y5y6 923.47 30.816 1642001 |2 46224 -15.27
phohate dehydrogenase
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g LTGMAFR 225 7 3 37.13 b6y5Y6 795.41 49.306 7386 2 30821 226.
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehydes3- | o) o midomethyl+c(2p V-G Y TEPPVVSTDENGEVCTSV g 27 4 21.8 b12y12+y12y13 2924.37 136.513 976 2 14629 9517
phohate dehydrogenase FDAK
IPOALPOIGSP1_SALTY Glyceraldehyder3- SDIEIVAINDLLDAEYMAYMLK 24 22 8 53.43 | b5b6b7b8°b8YEYIY | 2530.25 136.308 5208 | B 844.09 0.10
phohate dehydrogenase
b3b4b5*b5b7b8*b8b10b1L
Carbamidomethyhecify_ °b11*h11b12°b12b13°b13b
[POALPO|G3PL_SALTY Glyceraldehyde|3- _ ; ANFDKYEGQDIVSNASCTTNCL 16b20b23°h23b24*h24b36 l )
bhohate dehydrogenase 12 ,Carbamldc;methyI+C(22 PLAK 132 28 2 314.28| o syoyBsnyoytog 304440 66.762 393569 B 1015.4 1.76
11y12*y12y13°y13y14*y]
4y15+y15y16
IPOALPOIGSPI_SALTY Glyceraldehyde3- , ; GGRGASQNIIPSSTGAAK 195 18 3 22.78 b8hoy8 1671.85 36.62f 1398 | 3| 557.96 13.95
phohate dehydrogenase




[POALPOIG3PL_SALTY Glyceraldehyde(3-  , AGIALNDNFVKLVSWYDNETGYS | o - 5 2976 Jaysy12 »818.47 103429 wed |3 osods -
phohate dehydrogenase NK
[POALPO|G3PL_SALTY Glyceraldehyde|3- VINDNFGIEGLMTTVHATTATQK e )
bhohate dehydrogenase 15 TVDGPSHK 160 32 5 11.08 b5y3°y3y10*y10 3395.68 78.790 452 4 84948 3.01
IPOALPOIGSPL_SALTY Glyceraldehyde3- , o TVDGPSHKDWR 184 11 4 50.14 b4b5b7b9 1297.6p 76.35 1895 | 2 .3:49| -8.00
phohate dehydrogenase
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 14 116.59| P2030APL2YLY2YBYAYTYBY ) 357 o 54.248 229659 P 669.33 2.01
glycyl radical cofactor 9y10y11y13
IQ7CQOSIGRCA_SALTY Autonomousy MITGIQITK 0 9 9 57.00 | blb2y2ydydryayey7yd|  1004.57 54.952| 6897 | 2| 502.79 9.11
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy 5 LGEIEYR 48 7 10 63.35 | b3yly2y3ydy5ysy6ey6y7  879.45 42.089 186998 | 2| 440.23 11.87
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy EIPMEVKPEVR 55 11 10 70.33| ba°bay2ydcydySyey8yoyll 13671  48.768 107134 4 66386 -2.85
glycyl radical cofactor
b2*b2b3°b3*h3010°b10y2
IQ7CQOSIGRCA_SALTY Autonomous) o FNSLTPEQQR 106 10 23 99.93] y3*y3ydy5Hy5y6°yey7y8%y  1219.60 37.845 106708 P 610.30 -8.01
glycyl radical cofactor :
8*y8y9°y9*y9y10
e
IQ7CQOSIGRCA_SALTY Autonomous) ¢ FNSLTPEQQRDVIAR 106 15 13 62,54 P2702b3°D3DSY1YBydyByL 205 o 47.444 g7718| B 591.97 1163
glycyl radical cofactor 0*y10y13y15
IQ7CQOSIGRCA_SALTY Autonomousy VEGGQHLNVNVLR 66 13 4 31.94 b5ydy6y7 1434.76 50.418 1129273 | 478.92 -15.91
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ¢ TFETESL 121 6 7 65.94 b3b4°h4b5°h5y3y4 697.34 55.16/ 82026 | 1973 123
glycyl radical cofactor
b3b4b5°b5*b5b6°b6*b6bT°
| 0, 0,
IQ7CQOSIGRCA_SALTY Autonomous) o AANDDLLNSFWLLDSEKGEAR 9 21 29 254.94| P PTYAYSYTYBYOYOVIOY - 5oy 1y 92.745 512624 B 788.72 -3.30
glycyl radical cofactor 10y11°y11y12y13y14y15y1
6y17y18y19
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSKLGEIEYR 35 20 5 14.19 b14y5°y5y7°y7 2108.1| 115.616 27385 | 4 73338 6.22
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous| PMEVKPEVR 57 9 4 50.14 b3b4b7b8 1084.5 48.768 105219 | 2 s42f 552
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy EIPMEVKPEVR 55 11 0 2.49 1308.68 48.782 4243 |3 436.9p 112
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ;5 MITGIQITK 0 9 0 1.66 986.55 54.911 2540 | b 493.78 -14.60
glycyl radical cofactor
IPOA2SLAHPC_SALTY Alkyl 1 YAMIGDPTGALTR 93 13 13 119.6 | P2P3DADEYLYSYSYTYBYOVL 1 56e g 63.010 87392| P  683.35 0.98
hydroperoxide reductase subunit C Oyl1ly13
IPOAZ51JAHPC_SALTY Allyl 2 |carbamidomethyl+C(1B) AAQYVAAHPGEVCPAK 153 16 10 84.2pPAY2YBYAYSYBYOYLLYI2YL o0 79 35.169 79648 B 556.94 -14.34
hydroperoxide reductase subunit C 6
IPOA2SLAHPC_SALTY Alkyl 3 ATFVVDPQGIIQAIEVTAEGIGR 120 23 13 117.61| P203D30ADSLOVAYSYEYTY )3, o8 129.008 55269 B 795.43 -0.82
hydroperoxide reductase subunit C 8y9y10
IPOA2SLAHPC_SALTY Alkyl 4 ATFVVDPQGIIQAIEVTAEGIGRDA| 5, 30 5 21.77 b8b9*b9b13y7 3154.61 137.20 347 3 1052]23 781
hydroperoxide reductase subunit C SDLLR
IPOA2SLAHPC_SALTY Alkyl 5 LGVDVYSVSTDTHFTHK 63 17 4 29.58 b13b1dyl1y13 1905.9 &Bi5 2132 | 2| 953.48 6.02
hydroperoxide reductase subunit C
[POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA
hycroperoride redustase sabunit C 6 |CarbamidomethykC(15) DHYEELOK 32 31 3 22.68 b3b8b9 3757.74 120.054 12021 |3  1253p5 4.22
IPOA2SLAHPC_SALTY Alkyl 7 |carbamidomethy+C(18)  AAQYVAAHPGEVCPAKWK 153 18 3 227 b11b12y11 1982.98 72.081 4227 |4 4965 -6.46
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 8 Phosphoryl STY() LGVDVYSVSTDTHFTHK 63 17 3 23.09 b7bsy7 985.86 88.982 14932 662.63 -13.89
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 9 |carbamidomethykC(11) QYVAAHPGEVCPAK 155 14 1 7.25 b6 a52 35.215 2519 | 4 500.58 12,71
hydroperoxide reductase subunit C




IPOA2SLAHPC_SALTY Alkyl 10 |carbamidomethyk+C(1D) YVAAHPGEVCPAK 156 13 2 14.24 b3bs 1398.69 35.188 2085 | 2  699.85 3.05
hydroperoxide reductase subunit C
o b2b3b4b5*b5b6*beb11ylly
'POAlRGlD?;gES'fULLT E;‘A’b'“d'”g 1 IAAANVPAFVSGK 70 13 24 189.1 |2y3ydy5y6y7°y7y8yoy10% 1244.69 59.386 1068921 p  622.85 -6.67
P P 10y11*y11y12y13
'POAlRG'%?;gﬁslﬁggﬁgkb'”d'”g 2 AALESTLAA'TFEGSTL?fGDAVQLVG 22 29 4 11.44 b4°b4b6y13 2966.54 116.034 3ar | 4 74239 8.39
'POAlRG'%?;gﬁslﬁggﬁgkb'”d'”g 3 TQLIDVIADK 3 10 4 26.62 b2b3b5y6 1115.62 65.957 10061 |2 5883 -11.93
'POAlRG'%?;gﬁslﬁggﬁgkb'”d'”g 4 EGDAVQLVGFGTFK 37 14 7 30.35|  bBbOb13y6°y6y13*yl] 1467.7p  64.678 28787 | 2 734.36 19.21
b2*b2b3*b3b4°h4a*bab6°
. . 6*b6b7b10y2y3y4y5y6y7 , )
[POAA28[THIO_SALTY Thioredoxin-1 1 LNIDQNPGTAPK 58 12 29 18L61| e gr0nyoroviontey 126766 38.289 233799| P 634.33 4.53
11%y11y12
b2b3b4b12°b12y1y2y3*yB
[POAA28[THIO_SALTY Thioredoxin-1 2 MIAPILDEIADEYQGK 37 16 23 169.46 |y4*ydy5°y5y6yTy8ty8y10y  1805.91 93.608 155158] P 903.46 5.20
11y13y14y15y16
[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 10 74.27 | b2b3yly2y3ydysyey7yd  1001.6 on16| 98656 | 2| 501.32 -8.77
[POAA28[THIO_SALTY Thioredoxin-1 4 GQLKEFLDANLA 97 12 4 318 b6b8y4y10 1318.70 77.037 19939 |2 965 0.19
[POAA28[THIO_SALTY Thioredoxin-1 5 EFLDANLA 101 8 5 35.79 b6y3*y3y6ys 892.43 113.131 1512 |1 em. | -1053
[POAA28[THIO_SALTY Thioredoxin-1 6 MIAPILDEIADEYQGKLVAK 37 21 11 111.55 b3b4y4y5yy1783;1119y12y14y1° 2318.22 94.780 169879| B 773.41 -2.84
[POAA28[THIO_SALTY Thioredoxin-1 7 PTLLLFK 76 7 2 23.1 b3b4 831.52 91.158 9993 |2 416.2f -14.39
b2b3b4b6b10b11b12b13p1
[POA7WA4|RS5_SALTY 30S ribosomal 4°b14*b14b15b17ydy5y8) !
rotein S5 1 VFMQPASEGTGIAGGAMR 93 19 28 286.44. 0 101 1y12yiayLaytoly 189294 68.031 352243 P 946.97 3.42
15y16y17y19
IPOATWAIRSS_SALTY 30S ribosomall AVLEVAGVHNVLAK 112 14 12 107.8g | P203PAY2Y8Y6YBYOVI0VLL ) 1 g3 60.985 232086 P 710.42 -1.29
protein S5 y12yl4
|POA7WA4|RS5_SALTY 30S ribosomal b1b2b3y2y3y4*y4y6y7y8 , )
S rotein S5 3 AYGSTNPINVVR 126 12 16 1124 | oyt iyiomts | 129067 51.102 200381 P  645.84 8.13
b2b5°b5b8b11°b11b15°b15
. ] .
IPOATWAIRSS_SALTY 30S ribosomall ATIDGLENMNSPEMVAAK 138 18 27 201.16| DL5D16Y2YByAYSYEYOYTY ) 0q o 63.150 125656| P 945.95 2.97
protein S5 8y10y11ly12*y12y13yldy.
5y18+y18
IPOA7WAIRS5_SALTY 30S ribosomall ATIDGLENMNSPEMVAAKR 138 19 17 156.93|P204YLYBy4YSYBYBYOYONL 16 og 58.945 104021] B 683.00 -5.49
protein S5 Oy11°y11y12y13y16y17
|P°A7W4|Rsp5r—0?§r%2; 30S ribosomal EVPAAIQK 54 8 4 40.56 y3y4y6y8 855.48 29.654 39831 |2 42825 0.2
|P°A7W4|Rsp5r—0?§r%2; 30S ribosomal 7 VGFGYGK 45 7 6 40.15 b1b2b6ydy6y7 727.37 39.808] 3183 |2 a4l -1376
|P°A7W4|Rsp5r—0?§r%2; 30S ribosomall g IFSFTALTVVGDGNGR 29 16 5 37.42 b4b6b13b1dy14 1653.83 460. 3184 | 2| 827.42 -15.87
|P°A7W4|Rsp5r—0?§r%2; 30S ribosomal ¢ NM'NVALNNGTSLS HPVKGVHTG 69 24 5 39.83 b5b6b8hIY15 2557.3( 109.01 2651 | 3 853.)2 5.8p
|P°A7W4|Rsp5r—0?§r%2; 30S ribosomal -, EVPAAIQKAMEK 54 12 3 22.01 b5y3y5 1314.71 81.546 1755| |2 e®r.8| -0.84




|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall -, Oxidation+M() ATIDGLENMNSPEMVAAK 138 18 3 15.37 bayay12 1906.91 53.981 1644 | 2 953.96 9.92
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall -, , LEVAGVHNVLAK 114 12 2 20.91 b8b9 1249.72 60.949 41581 |2 em3| -6.74
IPOA7WAIRSS_SALTY 30S ribosomall 5 EVPAAIQK 54 8 0 1.24 837.47 29.689 15438 |2 419.24 -11.73
protein S5
A b2b3b4b8b15y1y2y3ydyF*
'POAlZZlSKP—SAS% ¥ Chaperone protgin | IAIVNMGNLFQQVAQK 23 16 18 111.7 | y5y7yl0%y10y11y12+y12y 1773.97 90.024 73664 2 887.49 1.65
16
'POAlZZlSKP—SAS% ¥ Chaperone pm“Tn 2 TGVSNTLENEFK 39 12 8 86.86| boblOy3ysy7y8yllyl?  1338.66  992. 62046 | 2| 669.83 2.83
[POALZ2|SKP_SALTY Chaperone protdin VANDQSIDLVVDANTVAYNSSDV b3b7*b7b8b10°010*b 100}

o 3 OTADVLE 126 32 11 39.73 Sb15y12y16 3392.71 89.864 42331 B 113154 151
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 4 AQAFEKDR 97 8 9 5367 | b2*boy2y3yacyaysyeyd  964.48 17.067 967 | 2| 482.74 9.94
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 5 TGVSNTLENEFKGR 39 14 6 41.94 b6y6y8ydy11°y11 1551.76 301 | 142103 | 3| 517.92 14.16
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 6 KWLLAAGLGLAMVTSAQAADK 2 21 4 23.35 y4y9°yoy10 2115.14 8638 2505 | 3| 705.72 1281
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'” 7 Oxidation+M(11) WLLAAGLGLAMVTSAQAADK 3 20 5 37.44 y3°y3yy8y9 2003.07 81.628 3505 | P 1002.04 2.80
'POAlZZlSKP—SAS% Y Chaperone protgin o AYNSSDVKDITADVLK 142 16 1 9.99 b3 1738.87 89.922 2058 |2 om0 7.58

|054296|RS;:&§(:LST11305 ribosomal STPFAAQVAAER 57 12 9 63.66 | blylydy6y7y8yl0tyl0yl2  1247.64 49.489 65064 | 2|  624.32 1.37
I054296|RSL1_SALTY 30S ribosomal QGNALGWATAGGSGFR 37 16 14 138,31 P7PLOYLYSYSYEYTYBYOYID g g 75 66.032 50800 2 775.38 1.34
protein S11 y11y12y14y16
|054296|RS;:&§(:LST11305 ribosomal 5 ALNAAGFR 8 8 5 40.56 y2y4y5y6y8 819.44 41.991 42150 |2 4102p -9.83
|054296|RS;:&§(:LST11305 ribosomal QVSDGVAHIHASENNTIVTITDR 14 23 5 39.68 y3ydy10yl1*y1l 2896 83.779 8123 | 4 83243 0.49
|054296|RS;:&§(:LST11305 ribosomal 5| - hamidomethyl+C(l CADAVK 69 6 2 29.64 y3y5 663.32 6@14| 3336 | 1| 663.32 10.77
|054296|RS‘1N10—IZ/:"ST ;(1305 rbosomal o | oo hamidomethyl+C(1)  STPFAAQVAAERCADAVK 57 18 5 30.5 3H7b15y3y10 1891.91 86.290 6628 |3 63131 -10.19
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosomal 7 QGNALGWATAGGSGFRGSR 37 19 3 22.52 b5y8y9 1849.911 48582  8315| 2| 925.46 3.76
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosomal ¢ Phosphoryl STY(9) QGNALGWATAGGSGFR 37 16 4 16.98 b7y585 1629.72 43.332 41582 B 543.91 9.06
. . ——
IQ8ZKBOIRLO_SALTY 50S ribosomal | LADVLAAANAR 57 11 15 113.45 |P2D3DAYLYAYAYSYEYBYY 00, 6 53.269 203304] P 54281 -6.42
protein L9 *y7y8y9y10y11l
. b2b3b4b10°b10b13*h13y3
IQ8ZKBOIRLO_SALTY 50S ribosomal |, VANLGSLGDQVNVK 8 14 20 156.32 |yay6y7*y7y8yoy10°y10y1l 1413.77 56.436 164478 P 707.39 155
protein L9
y12*y12yl4
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | 4 VINVVAE 141 8 6 40.56 b1b4b5b6*b6ys 856.51 63.286 135160 |1 5681 5.77
IQ8ZKBOIRLO_SALTY 50S ribosomal | -, DIADAVTAAGVDVAK 97 15 13 120,52 |P2D3D4DSEDIOYAYEYTYRY ) )5 7y 66.007 112653| P 708.37 0.95
protein L9 9y10y15
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g NVEYFEAR 42 8 4 40.56 y2y4y5y6 1027.48 46.777 97669 |2 51444 4.99
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ INALETVTIASK 71 12 5 39.88 bay9y10y11y12 1259.72) 61.029 883 | 2| 630.36 2.01
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | 7 MQVILLDK 0 8 3 40.56 y3y4y5 959.55 64.352 114904 |2 480.24 ow.
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g TTGEHEVNFQVHSEVFAK 123 18 4 245 b8b10b12y9 2059.0p 6a.76| 2607 | 3| 687.01 14.94
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g AGDEGKLFGSIGTR 83 14 3 26.82 y3y7y8 1407.7 55.040 106696 | 3469.91 -13.09




'Q82K80|RL£:;;2‘;T:9503 ribosomal| -, RAELEAK 50 7 5 50.24 b3b4b5y5°y5 816.45 15.794 8459 |2 40873 12.86
|054297|RSSF§$T;1305 ribosomall LSDYGVQLR 47 9 7 50.4 b3b7y2y5y6y8yd 1050.58 51.060) 105118 | 2525.78 5.81
b1b3*b3b4b7*b7b8b9°bgf
|054297|RS4_SALTY 30S ribosomal b9b14b17*b17yly3yd°ydy !
orotein S4 2 VVNIASYQVSPNDVVSIR 128 18 26 17106 o ot ity oviayia  1960.06 72.080 96744| P 980.53 3.43
18
|054297|RSSF§$T;1303 ribosomall 4 LDNVVYR 97 7 7 40.15 y2y3y5y6oyBy7*y7 878.46 37.885 606371 |2 30474 -10.49
|054297|RSSF§$T;1303 ribosomal| VVNIASYQVSPNDVVSIREK 128 20 6 24.95 b1b7°b7y5y10y1l 2219 66.040 30151 | 4 739.73 -2.64
|054297|RSSF§$T;1303 ribosomal| g MGFGATR 104 7 3 40.15 y3y4y5 739.35 36.121 1857 2 37018 oal.
|054297|RSSF§$T;1303 ribosomall ¢ AALELAEQREKPTWLEVDAGK 156 21 3 13.7 b8b10y4 2354.25 o529 | 12853 | 3| 785.42 4.56
|054297|RSSF§$T;1303 ribosomall 7 LSDYGVQLREK 47 11 4 27.03 b7b8ydy11 1307.6¢ 64.159) 441 2 BB4 -4.57
|054297|RSSF§$T;1303 ribosomall ¢ IYGVLER 63 7 3 37.13 b3y5y6 849.47 49.824 46889 |2 42524 404
1054297|RSA_SALTY 30S ribosomall o KPER 184 4 1 12.69 y3 529.31 45.061 28087 |1 52031 7.18
protein S4
|054297|RSSF§$T;1303 ribosomal| -, MEGTYK 177 6 1 13.52 y5 728.33 42.920 1001 |1 728.3% -2.68
|054297|RSSF§$T;1303 ribosomall ) AALELAEQR 156 9 9 74.27 | b3y3yaryayeryey7ryryd  1000.54 438 7951 | 1| 1000.54 165
|054297|RSSF§$T;1303 ribosomall -, IEQAPGQHGAR 33 11 4 36.34 b7ydy6y7 1163.5] 15.549 502 3 mm8.| 2140
|054297|RSSF§$T;1303 ribosomall 15 | - orhamidomethyl+C(l) CKIEQAPGQHGAR 31 13 4 38.93 boyBy4 1451.70 56.440 21726| B 48457 11,52
|054297|RSSF§$T;1303 ribosomal| -, , IEQAPGQHGARKPR 33 14 3 26.82) b3b7b8 1544.8p 54.317 16 | 3158 1225
|054297|RSSF§$T;1303 ribosomal| ¢ VVNIASYQVSPN 128 12 0 6.22 1290.65 65.952 2165 |3 430.8) 4.1
[054297|RS4_SALTY 30S ribosomall & LSDYGVQLR 47 9 0 1.66 1032.55 51.157 2344 |3 3448 10.49
protein S4
4 | b2*b2b3b4bsbob1dyly2y3
|P°A1E3|CYSK—SAALTY Cysteine synthgse | IQGIGAGFIPGNLDLK 226 16 20 123.83|y6*y6y7*y7y10y11y12y14) 1612.91 83.520 113039 P 806.96 4.09
y14y16
IPOALESICYSK_SALTY Cysteine synthase LTLTMPETMSIER 87 13 14 g2.6 |P2'D2D5°DSDEDI’DIYEYEYO o) 27 73.879 102924 b 761.39 0.00
A y10y11°y11y13
. . e
|P°A1E3|CYSK—SAALTY Cysteine synthgse 5 YLLLQQFSNPANPEIHEK 137 18 10 51.88 b2b3y3y6yf;'11§ YIPYIML 514110 74.173 90461 | B 714.37 -2.85
|P°A1E3|CYSK—SAALTY Cysteine synthase NIVVILPSSGER 293 12 10 82.09| b2b3bdy6y7°y7y8yoylol12 1783 |  63.974 42060 | 4 642.37 -2.66
|P°A1E3|CYSK—SAALTY Cysteine synthgse o ALGANLVLTEGAK 105 13 4 20.38 b12y3y5y13 1256.72 61.147 a0 | 2| 628.86 2.33
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ LQEDESFTNK 283 10 4 36.62 yBy7y8y10 1210.5 34.919 41293 | 2 5 3.33
|P°A1E3|CYSK—SAALTY Cysteine synihgse AEEIVASDPQK 126 11 12 87.24 P304 b4y11i'f)}fly5y6y7y9y 1186.59 31.220 26417| P 593.80 -1.95
|P°A1E3|CYSK—SAALTY Cysteine synthgse o VVGITNEEAISTAR 246 14 4 27.21 b3b10y4y10 1459.71 40314 33 | 2| 730.39 2.6
|P°A1E3|CYSK—SAALTY Cysteine synthase o YLSTALFADLFTEK 305 14 4 19.04 b9°hay5y7 1618.84 103561 58% | 2| 809.92 2.94
|P°A1E3|CYSK—SAALTY Cysteine synthase , LTLTMPETMSIERR 87 14 8 19.04| b2°b2b7°b7b13°b13y11y14 77,89 96.464 10262 | 2 839.45 12.15
|P°A1E3|CYSK—SAALTY Cysteine synthase | YLSTALFADLFTEKELQQ 305 18 5 24.5 b5°b5b14b16y6 2117.0p 02802 118287 | 4  1059.05 4.15




|P°A1E3|CYSK—SAALTY Cysteine synthase AEE'VASDPQ;LLE%QQFSNPANP 126 29 8 33.81 | b3bebl2y3yoyllyl2eyl2  3308.65 77.30D 606p9 | 827.92 1026
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 GYKLTLTMPETMSIER 84 16 3 23.46 b11b12y6 1869.9 77204 590 | 2| 93547 -8.55
|P°A1E3|CYSK—SAALTY Cysteine synthase | LTLTMPETMSIERR 87 14 3 19.04 b8b11ly1l 1677.8% 92.68( 17312 | 839.43 -8.15
|P°A1E3|CYSK—SAALTY Cysteine synthgse 1o | -2 hamidomethyl+C(d) NPSFSVKCR 35 9 30.18 b7*b7y4§6°y 1094.53 136.343 1518 | L 1094.5 -7.47
I b2b5b7b8b9b10y1y3* 3yl
'POAZF::!EEE:H—SEAL;L; hc;‘S’L‘XS“"'de 1 AAADLQLQGVPAMFVNGK 158 18 21 136.4 | *yay5*ysy6y8*yBy10y11*| 1829.96 80.643 65888 2  915.48 2.33
g€ p y11y12y18
s " * o
[POAZHOIDSBA_SALTY Thioldisufide| YQINPQGMDTSSMDVFVQQYAD| - - " 5344 | P2D2DADBYLYAYTHYTYBYY oo 66,370 24105 143314 b6
interchange protein dsbA TVK y12y14*y14y25
lPOAZF::!ZiE;BzAerZL; hc;cs’ms“mde 3 TQTVQSAADIR 116 11 7 41.11 b2b9y2ydy7yoy1l 1189.61 35.014 2085 | 2| 59531 2.98
lPOAZF::!ZiE;BzAerZL; hc;cs’ms“mde 4 ELTQAWAVAMALGVEDK 88 17 5 25.82 b5*h5y3y6yLl 1831.91 532 1790 | 4| 4s8.73 11.39
lPOAZF::!ZiE;BzAerZL; hc;cs’ms“mde 5 Oxidation+M(10) ELTQAWAVAMALGVEDK 88 17 4 29.58 b10b12yd 1847.93 83.504 7481 | b 924.47 4.76
[POA2H9|DSBA_SALTY Thiol:disuffide o YHVEFLGPLGKELTQAWAVAMA ] )
ntorchange protein dabA 6 Oxidation+M(21) . GVEDK 77 28 4 17.11 b12y4ydy14 3088.54 78.707 7314 |4 77290 6.2
lPOAZF::!ZiE;BzAerZL; hc;cs’ms“"'de 7 NPQGMDTSSMDVFVQQYADTVK| 179 22 0 8.3 2461.13 86.311 3000 |[3 21®5 10.91
IP66593|RS6_SALTY 30S ribosomal| YSAAITGAEGK 24 11 14 113,45 |P1P3"D3DAY2YSYAYSYBYTY9 47 o) 33.202 164571 p 53427 1212
protein S6 y9y10y11l
|P66593|RSEFC)SI$TSY63OS ribosomal| FNDAVIR 79 7 6 53.25 y2y3ydy5y6y7 834.44 42.336 107845 |2 #27.| 1214
|P66593|RSEFOSIEA;TSY63OS ribosomal| HAVTEASPMVK 93 11 6 36.34 b2b3b4°h4b10y8 1169.59 31.404 4| 2| 58530 -6.68
H % |
IP66593|RS6_SALTY 30S ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 15 97.31 | P3PSPEDE’ED10b1AYLydy 50, o, 113.211 72708 B 902.12 3.07
protein S6 6y7y8y9°y9y13
|P66593|RSEFOSIQETSY63OS ribosomal| ¢ HYEIVFMVHPDQSEQVPGMIER 2 22 4 13.27 b4°b4b12y8 264105 5@ 10249 | 3| 88109 2.03
|P66593|RSEFOSIQETSY63OS ribosomal| LEDWGR 38 6 2 29.64 y3y5 775.37 38.757 25768 |2  388.1p -9.64
[P66593IRS6_SALTY 30S ribosomal| MRHYEIVFMVHPDQSEQVPGMIE[ ot . 57 27 |P7D10DI0D1LDILyBYI0ly oo - 136.454 a00 | b oreel o7
protein S6 R 10
|P66593|RSEFOSIEA;TSY63OS ribosomal| g Oxidation+M(6) | AHYVLMNVEAPQEVIDELETTFR 56 23 4 12.89 bhl4y12%y12 2720.33 111.996 a284| |2 1360.6f 2.06
. oo 5
|P66593|R32F§$TSY6305 ribosomal| g Oxidation+M(19) | HYEIVFMVHPDQSEQVPGMIER 2 22 8 20.59 PY9Y9 y9y311 YIYISYY 657,26 128.592 3617 | §  886.43 4.50
|POA2B1|RS20_SALTY 30S ribosoma| b2b3b4b5b11y2y3y5y6°yh ! )
*rotein 520 1 AFNEMQPIVDR 49 11 17 142l ey iy | 131964 57.010 169945 P 660.32 2.50
'POAZBllRS‘iS&iQLSTZYOsOS ribosomal ANLTAQINK 76 9 5 37.96 b2y5y6y7y9 972.54 35.256 38734 |2 496.7| -10.54
IPOA28SIPTGA_SALTY Glucose-ecifi MVAPVDGTIGK 59 11 11 99.55 | P2D3Y2YBYSYByTY8YOY10Y ) g7 57 45.979 196673| P 544.29 -8.64
phohotransferase enzyme IIA compongnt 11
IPOA2B3[PTGA_SALTY Glucose-ecifiq VGDPVIEFDLPLLEEK 115 16 15 113,74 P1P30ADSDELTDIOV2ydyby 015 o7 99.530 110032 P 906.99 3.84
phohotransferase enzyme IIA compongnt 9y10°y10y11y16




IPOA2B3[PTGA_SALTY Glucose-ecifiq 4 STLTPVVISNMDEIK 133 15 6 25.98 y5°y5y8°y8*y8y11 1646.81 3178 9569 | 2| 823.94 3.93
phohotransferase enzyme IIA compongnt
[POA283[PTGA _SALTY Glucose-ecific| DTGTIEIVAPLSGEIVNIEDVPDVV | 2 . 248 | bob7bl0bloyeyeyld  3069.6b 111.3%8 sk | 3 swd  sa
phohotransferase enzyme IIA compongnt FAEK
IPOA2B3[PTGA_SALTY Glucose-ecifiq o IFETNHAFSIESDSGIELFVHFGIDT 30 8 39.16 | b2b4bSb11°b11b12*b1dyl  3394.73 125.91 32] 3132.25 13.74
phohotransferase enzyme IIA compongnt VELK
_ s O Xy
IPOA28SIPTGA_SALTY Glucose-ecifi ¢ IVGDGIAIKPTGNK 45 14 13 136.43 |P3PADSYSYASYSYSYOYTY 505 77 43.529 244213 B 461.60 -19.51
phohotransferase enzyme IIA compongnt 8y10y11l
IPOA2B3[PTGA_SALTY Glucose-ecifiq 5 STLTPVVISNMDEIKELIK 133 19 4 23.34 b13y3y15y17 2130.18 984 328481 | 3 710.72 -9.17
phohotransferase enzyme IIA compongnt
IPOA2B3[PTGA_SALTY Glucose-ecifiq g VKVGDPVIEFDLPLLEEK 113 18 6 42.31 b5°b5b6b7y3y6 2040.11  6.882 129632 | 34  680.71 6.10
phohotransferase enzyme IIA compongnt
[POA283IPTGA _SALTY Glucose-ecific| o IVGDGIAIKPTGNKMVAPVDGTIG 45 - 5 1207 b3b5y3 2451 38 64,888 s |3 8174 51
phohotransferase enzyme IIA compongnt K
IPOA28SIPTGA_SALTY Glucose-ecifiq APVDGTIGK 61 9 0 2.49 857.46 45.999 6349 |1 857.44 -9.32
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecificy PVDGTIGK 62 8 4 35.78 b3b4b5°b5 786.43 45.998 340§ |1 7864 .00:9
phohotransferase enzyme IIA compongnt
b2*b2b3*b3b4*b4b5b13biL
'POAlel(gE:OgrigtTY 60 kDa 1 ANDAAGDGTTT?TVLAQS"TEGL 80 25 24 177.35| 4b15°h15h25y2y3y4y5y6ly 2418.23 91.970 192078| B 806.75 2.12
p 7y8y9y10y11y21y25
IPOALDSICHEO_SALTY 60 kDa 2 EMLPVLEAVAK 231 11 11 g6.44 [P2'D203Y2y3yaySyByTYBYL 1 gq g6 80.215 190169 P 600.33 -6.61
chaperonin 1
'POAlel(gE:F?&igtTY 60 kDa 3 AVAAAVEELK 122 10 8 60.61 b1b2b3y3y5y6y8y10 1000.58 47.377] 124115 | 2| s00.78 6.71
[POALD3|CHG0_SALTY 60 kDa | b6°beb14y2°y2y3yacyaysl )
Shaperonin 4 QQIEEATSDYDREK 350 14 18 109.19 0 yoryyioyiays) 171175 33.424 108893 B 571.26 14.83
b12°b12*b12y3y5y6+y6yd
'POAlel(gE:OgrigtTY 60 kDa 5 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 17 1286 y10y11y12y13*y13y14yl$ 1957.01 61.525 96715| £ 979.01 4.30
o] y18*y18
'POAlel(gE:F?&igtTY 60 kDa 6 |Carbamidomethyi+C(L ?ALQYAASVAGPLIE’"TTECMVTDL 501 25 8 4326 | b3b7y2ydySylOylleyll — 2670.3p 125.83 8865 3890.78 0.64
%y
IPOALDSICHEO_SALTY 60 kDa 7 GVNVLADAVK 18 10 11 73.72 |PLP20OYLYSYSYBYTYENYBY  gap g 56.266 87174 493.28 -9.60
chaperonin 10
IPOALDS|CHB0_SALTY 60 kDa 8 | carbamidomethyl+C(8 ALSVPCSDSK 132 10 12 86.99102D3D3y2y4ySyByTY8YO s o 35.018 74015 P 532.26 -4.48
chaperonin y10
'POAlel(gE:F?&igtTY 60 kDa 9 SFGAPTITK 42 9 7 52.83 b2b3°b3y2y3y5y7 921.49 44.89( 5804 2461.25 -13.38
'POAlel(gE:F?&igtTY 60 kDa 10 AVAAGMNPMDLK 105 12 9 65.3 | blb3y2y5y7ysyoylOyl2  1217.60  58.450 56893 | 2| 609.30 -0.20
'POAlel(gE:F?&igtTY 60 kDa 11 AIAQVGTISANSDETVGK 142 18 7 69.55| y8yOylOyl2yl3yldyl$ 76€D.91 48.189 53291 880.96 2.22
'POAlel(gE:F?&igtTY 60 kDa 12 VEDALHATR 395 9 9 64.18 |  b2b5yly2y3ydy6y7y9 1011.52 26525 3067 | 2| 506.26 -6.40
[POALD3|CHG0_SALTY 60 kDa GGDGNYGYNAATEEYGNMIDMG * )
Shaperonin 13 LDPTK 470 28 8 26.62 |  b2y2y3yayoylarylay2 2966.29 88.218 458 3 89.44 3.21
*y *\/5
[POALD3ICHBO_SALTY 60 kDa M AGKPLLIAEDVEGEALATLVVNT a2 " 1 115 27| PODEOTYLY2YByAVAYSE 136,288 wison]l B 90850 15
chaperonin MR y6*y6y7y8y9




lPOAleli::r?;i:irL]TY 60 kDa 15 AVAAGMNPMDLKR 105 13 7 40.97 b1b2y3y6y7y9yl13 1373.7 32 34533 687.35 -3.73

lPOAleli::r?;i:irL]TY 60 kDa 16 GQNEDQNVGIK 430 11 8 68.02 b2y3y4y6y8y9*y9y11l 1201.5 &7 25222 601.30 3.25

lPOAleli::r?;i:irL]TY 60 kDa 17 ATLEDLGQAK 311 10 5 40.69 b7b8y2y4y7 1045.55 19.513 5819 2 333 0.93

lPOAleli::r?;i:"L]TY 60 kDa 18 LAGGVAVIK 371 9 6 74.27 b4b5b6y4y7y8 827.52 45.086 113917 2 14426 -18.96

lPOAleli::r?;i:"L]TY 60 kDa 19 DTTTIIDGVGEEAAIQGR 327 18 4 21.42 b3b7y8y10 1845.91 IR6 47713 615.98 -2.84

lPOAleli::r?;i:"L]TY 60 kDa 20 LIAEAMDK 160 8 4 40.56 yayey7°y7 890.45 39.209 33217 2 445.7 -14.74

lPOAlelCHBO—SA.LTY 60 kDa 21 VAAVK 272 5 1 13.11 b3 487.32 44.829 16892 1 487.32 -0.50
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 22 FGNDAR 7 6 1 13.52 y5 679.31 41.308 4075 1 679.31 -3.95
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 23 GYLSPYFINKPETGAVELESPFILL 197 29 3 11.44 b4b9y5 3239.70 96.522 239140 4 810.68 -5.88
chaperonin ADKK

lPOAleli::r?;i:"L]TY 60 kDa 24 EIELEDKFENMGAQMVK 58 17 8 51.91 b3°b3b8b12y6y7y10y1i3 1P094 73.721 183902 670.98 -7.10

IPOALDS|CHB0_SALTY 60 kDa 25 IADLKGQNEDQNVGIK 425 16 10 92,97 |P3PLLYSY4YBYOVLIIYIIYAZ 0 gg 40.083 165710 B 581.30 11.49
chaperonin yl4

lPOAleli::r?;i:"L]TY 60 kDa 26 Carbamidomethy+C(16) AVAAAVEELKALSVPCSDSK 122 20 8 89 b8y4°y4y6y7y10°y10y1§ 2045.04 72.135 74321 3 682.35 .12-8

lPOAlelCHBO—SA.LTY 60 kDa 27 GGDGNYGYNAATEEYGNMIDMG 470 31 3 11.18 b25y6y25 3322.53 86.630 6407 3 110818 8.28
chaperonin ILDPTKVTR

lPOAleli::r?;i:"L]TY 60 kDa 28 NVVLDKSFGAPTITK 36 15 4 29.09 b10y5y7y9 1589.87 58.342 283 530.63 -12.59

lPOAleli::r?;i:"L]TY 60 kDa 29 Carbamidomethyl+C(1 3ﬁM EAPLRQIVL\,;IIEGEEPSVVANT 445 25 5 22.38 b3b10y9y11y13 2725.4 74.209 48634 3 909.14 34 1

lPOAleli::r?;i:"L]TY 60 kDa 30 VVINKDTTTIIDGVGEEAAIQGR 322 23 5 28.54 y3y4y6yl12°y12 29.29 67.906 11559 1200.15 3.77

lPOAlelCHBO—SA.LTY 60 kDa 31 EVASKANDAAGDGTTTATVLAQS 75 30 5 26.15 b3b8*h8b9b12 2932.52 136.277 7214 3 978.18 3.1
chaperonin IITEGLK

|POA1D3|CH60_SALTY 60 kDa . QIVLNCGEEPSVVANTVKGGDGN .
chaperonin 32 CarbamldomerhyHC(e)YGYNAATEEYGNMIDMGILDPTK 452 46 3 11.28 b6y3y14 4904.27| 89.411 6603 4 1226.82 0.0

lPOAleli::r?;i:"L]TY 60 kDa 33 VGAATEVEMKEK 380 12 4 33.86 b4b6b7y6 1291.67 80.604 2835 2 664 13.51

lPOAlelCHBO—SA.LTY 60 kDa 34 Phosphoryl STY(6) GYLSPYFINKPETGAVELESPFILL 197 28 3 21.82 b4b5y3 3191.62 110.315 4559 4 798.46 10.4]
chaperonin ADK

lPOAlelCHBO—SA.LTY 60 kDa 35 AAGMNPMDLKR 107 11 1 7.39 b4 1203.60 51.163 57696 2 602.30 831.
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 36 EDALHATR 396 8 0 1.66 912.45 26.555 37880 2 456.73 -8.16
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 37 AAAVEELK 124 8 1 8.19 b6 830.46 47.378 13379 1 830.44 -6.98
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 38 AGMNPMDLKR 108 10 0 3.32 1132.55 51.173 7559 2 566.7 -9.05
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 39 GMNPMDLKR 109 9 0 3.32 1061.52 51.214 6860 2 531.2] 1.38
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 40 AAVEELK 125 7 1 8.19 b5 759.42 47.327 6081 1 759.47 -6.99
chaperonin

lPOAlelCHBO—SA.LTY 60 kDa 41 EMLPVLEAVAK 231 11 0 2.49 1181.64 80.185 12984 2 591.32 -m.5
chaperonin

lPOAleli::r?;i:"L]TY 60 kDa 42 QQIEEATSDYDREK 350 14 0 3.73 1694.73 33.365 3127 3 565.98 8.28

IGQVKDDNITVVWVPGAYELPLA b9b10°b10b12b13b14*b14
|P66038|RISB_SALTY 6 1 TEALAK 40 29 13 64.33 y2yAy9y12y15y29 3110.68 98.511 144825 B 1037.54 -0.24




b2b4b5b8°b8bob14*b14H1
|P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 20 14@.8) 5y2ydy6y8y9y10y13yldy]l 2109.08 101.685 83660 P  1055.04 6.95
5%y15y19
|P66038|RISB_SALTY 6 3 GAEAALTALEMINVLK 136 16 16 117.44P203°D3bADSLEDELTLTRS | o5 o 103.423 25814 P 822.46 -0.37
b8b10b11b12ylyd
[P66038IRISB_SALTY 6 2 ANVAAPDAR 5 9 ) 59.4 b2b3bdy2ydy6y7y9 884.45 22.165 1665) | 2 4243 12.15
|P66038|RISB_SALTY 6 5 VATIAR 14 7 3 20.15 VAy5y6 743.46 44.161 18008] |2 372.2 183
|P65702|PGK—2§;T€Y Phohoglyceratg | VLPAVAMLEER 373 11 11 99.55 b2b3y2y4y?fy7y8ygym 1227.67 80.205 219967 P 614.34 5.47
b2b5°b5beb7°h7b9b12°b ]2
|P65702|PGK—2§;T€Y Phohoglyceratd | . hamidomethyi+C(5 LLTTCDIPVPTDVR 244 14 23 173.4b13y1y2y3°y3y5y7y8yoylp 1599.85 68.512 210914 P 800.43 2.98
y11°y11y12yl14
=
IP65702|PGK_SALTY Phohoglyceratd 5| oo midomethyl+C(6) ~ FADVACAGPLLAAELDALGK 156 20 17 1 | P2P3DSDBDITYLY2YSyAyRy ) 99.075 164324 P 10015 6.52
kinase 6y7y8y9y13yl4y15
b1b2b3°h3b4°h4b6°b6b7h9
|P65702|PGK—2§;T€Y Phohoglyceratg VATEFSETAPATLK 258 14 26 188.55|y1y2y3ydy5eysy6y7yoyl0y 1464.76 52.422 134618 p 73288 167
11°y11y12°y12y13y14
|P65702|PGK—2:;T€Y Phohoglyceratg o SLYEADLVDEAKR 231 13 8 78.24 | bby3ydysyeylOyllyld — 1508.7# 54.317 115317 | 3 50358 1286
| %y
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ ADLNVPVKEGK 19 11 11 9353 |*° b5b9b1§£y4y6y7y8 1169.65 36.821 100495 p  585.33 -3.86
b2b4b13*b13y3*y3y4dy5y!
|P65702|PGK—2§;T€Y Phohoglyceratg 7 TILWNGPVGVFEFPNFR 302 17 18 137.06°y6y7y8y11*y11y12y13ylt 1993.04 106.576 96424| b 997.03 5.08
y17
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ LTVLDSLSK 197 9 6 37.96 y2°y2y5y6y7y9 975.56 61.980 7510 2 88429 8.26
|P65702|PGK—§:aL;Y Phohoglyceratg ¢ MTDLDLAGK 5 9 5 30.18 b6y2y5y8y9 963.48 48.305 56959 |2 48224 -6.71
|P65702|PGK—§:aL;Y Phohoglycerald 4, SVNDVKEDEQ:tE'GDASAQQLAE 272 27 7 22.33 |  bOy2y3yayl5+y15y27 29415 101.079 55011 | 3 1.8 0.08
|P65702|PGK—§:aL;Y Phohoglyceratq 'ADQL'VGGG'ATFVAAQGHSVG 206 25 4 16.06 b3b5y9y19 2423.34 78.229) 47151 | 3 808.44 3.6
e
IP65702|PGK_SALTY Phohoglyceratq AQASTHGIGK 146 10 13 86.82 |P2P20ADAYLY2Y3YAYSYY g6 5 15.675 33163| ©  485.25 -9.19
kinase 7y8y10
|P65702|PGK—§:aL;Y Phohoglyceratd ;5 MTDLDLAGKR 5 10 6 39.72 bdy5y8°y8y9y10 1119.58 42.901 31714 2| 560.29 -4.47
|P65702|PGK—§:aL;Y Phohoglyceratg DYLDGVDVAEGELVVLENVR 93 20 3 14.19 b8b15y7 2204.11 118% 11645 | 3| 73537 0.44
|P65702|PGK—§:aL;Y Phohoglycerald 15 | arbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 3 15.31 b8y9y13 2043.96 90.235 10100 [3  681.99 6.81
|P65702|PGK—2:61L;Y Phohoglyceratq 5 ISYISTGGGAFLEFVEGK 355 18 7 34.22|  b5°b5b7°b7b8bllyll 7408 61.815 7905 | 2 937.99 14.45
|P65702|PGK—§:aL;Y Phohoglyceratq 7 KDDEALSK 119 8 4 32.78 b3°b3y6y7 905.47 49.853 gosd |2 45324 321
|P65702|PGK—§:aL;Y Phohoglyceratg ¢ SLYEADLVDEAKR 231 13 4 27.86 b4b5b12°b12 1508.74 107220 3212 | 2| 75488 -10.68
|P65702|PGK—2:61L;Y Phohoglyceratg 4 TDLDLAGK 6 8 0 1.66 832.45 48.326 67791 P 416.73 13.78
|P65702|PGK—2§;T€Y Phohoglyceratg YEADLVDEAKR 233 11 0 3.32 1308.64 54.368 34116 |2 654.83 -0.28
|P65702|PGK—2§;T€Y Phohoglyceratg PAVAMLEER 375 9 2 18.7 b3bs 1015.52 80.257 26395 |2  508.2% 58.3
|P65702|PGK—2§;T€Y Phohoglyceratg DLNVPVKEGK 20 10 1 7.81 b3 1098.60 36.762 18611 |2 549.80 835
|P65702|PGK—2§;T€Y Phohoglyceratg 4 VLDSLSK 199 7 2 8.74 b4°ba 761.43 61.973 17888 |1 761.4B 112




|P65702|PGK—2§;T€Y Phohoglyceratq LNVPVKEGK 21 9 0 2.49 983.58 36.743 11281 |2 492.3d -3.66
|P65702|PGK—2§;T€Y Phohoglycerat g TDLDLAGKR 6 9 0 2.07 988.54 42.873 10597 b 494.77 198
|P65702|PGK—2§;T€Y Phohoglycerat ¢ ASTHGIGK 148 8 3 36.62 b4b5b6 770.41 15.680 s505q |2  385.7L 0al1.
|P65702|PGK—2§;T€Y Phohoglyceratq ,; QASTHGIGK 147 9 3 205 b6*b6bS 898.47 15.705 2062 |2 4407 710
. b2°b2b3°b3b4°b4b7°b7bdb
'P0A2F%?\;‘?ﬁgh;;é’;?r"&s“a”dec 1 YTTEINVPQIGGVMQMLGGR 97 20 18 92.43| 12b15°b15y4y5yoy10y13y 2164.11 96.553 30533 2 1082.56 8.01
20
'P0A2F%?\;‘?ﬁgh;;i’;?r"&s“a”dec 2 VILVGNLGQDPEVR 8 14 9 58.05 | b3y2ydcyaysyrysyloylh  1508.8|  65.794 28172 | 4 754.93 0.97
'P0A2F%?\;‘?ﬁgh;;i’;?r"&s“a”dec 3 GSQVYIEGQLR 74 11 3 35.78 b8b9b10 1249.6 31.304 26646 | 3 o2@17.| 6.64
'P0A2F%?\;%ﬁgh;;zg?:‘es“a”dec 4 YMPSGGAVANLTLATSESWR 22 20 3 14.19 b15y13y17 2111.01 1 5605 | 3| 704.34 -4.74
IPOO499HISL_SALTY ATP 1 LIAMAENMPIDILR 38 14 15 163,31 | P3PBDBO10bLIDI2Y2Y3YRY  ooq gg 90.672 104977 P 800.43 1.68
phohoribosyltransferase 8y9y10y1l1ly12y14
IPOO499HISL_SALTY ATP 2 LSLATPVDEAWDGPAALDGKR 105 21 11 58.42 |PL30I4Y2YBYLLYLIYIZN 05 19 76.288 92810 B 728.04 -3.24
phohoribosyltransferase 2y16y17y21
[PO0499HISL_SALTY ATP . GLADAICDLVSTGATLEANGLRE b3b4b5°b5beb7b8bob12y3 |
ohohoribosTransferase 3 | carbamidomethyl+C(8 VEVIvR 160 30 17 13144 teyiryioyzaya0]  3176.63 136.565 71187 B 1050.54 2.54
IPOO499HISL_SALTY ATP 4 ALGASSILVLPIEK 282 14 14 86.14 |P1P203DS™DSOTDTYIYAYRY ) 11 g6 84.576 69538| P  705.93 1.47
phohoribosyltransferase 6y7y8yla
'Pzgiizlﬁgilﬁfﬁsg aASZP 5 LEEVIALLPGAERPTILPLAGEQQR| 237 25 9 32.95| b2°h2b3b4b6ggy7y25 | 2713.51 90.046 33077 [3  905.17 -6.48
'Pzgéizlﬁt)'gslﬁ?ﬁsg aASZP 6 | Carbamidomethyl+C(8) AGLADAICDLVSTGATLEANGLR 160 23 5 9m9 b8b10b16b17y15 2288.14 114.523 6505 |3  763.39 4.5
'Pzaéizlﬁgilﬁfﬁsg aASZP 7 VAMHMVSSETLFWETMEK 262 18 4 21.42 b4b8y3y7 2156.03 75.241| 108017 | 3| 719.35 15.97
'Pzaéizlﬁgilﬁfﬁsg aASZP 8 ELLAR 22 5 2 26.21 b3b4 601.36 28.239 00004 [1  601.3p -5.2d
'Pzaéizlﬁgilﬁfﬁsg aASZP 9 | carbamidomethyl+C(2 ACLIQR 192 6 1 13.5] y4 760.41 32340 14399 | 2| 380.71 2.57
'Pzgéizlﬁt)'gslﬁ?ﬁsg aASZP 10 | carbamidomethyl+C(2) SCLLNGSVEVAPR 147 13 5 38.93 b108t7y8y9 1401.69 36.550 4245| | 701.39 -19.77
'Pzgiizlﬁgilﬁfﬁsg aASZP 11 LSLATPVDEAWDGPAALDGK 105 20 4 14.19 b4°bay8y14 202603  5.811 3226 | 3| 676.02 10.18
'Pzgéizlﬁt)'gslﬁ?ﬁsg aASZP 12 LSDDSR 16 6 1 13.52 y3 692.32 29.097 1529 |1 e92.3p -0.26
IPOO499IHISL_SALTY ATP 13 | carbamidomethyrc(g)-PT CCCRLSLATPVDEAWDGPAA - 4q 27 4 11.8 b3b12°b12y14 2831.34 76.242 48825 | 3 94447 7.3
phohoribosyltransferase LDGK
'Pzgéizlﬁt)'gslﬁ?ﬁsg aASZP 14 | Carbamidomethyi+C(l) CDLVSTGATLEANGLREVEVIYF 167 23 4 | 2265 b3b4b15°b15 2565.29 136.618 26210 |3 85547 -4.0
'POA?XOleiF;gETSYB?’OS ribosomal| SMQDPIADMLTR 1 12 11 96.95 b2b3b4y2yi;4y6y8y9ylo 1377.65 78.426 203354 P 689.33 0.27
- %y * I
IPOA7XO|RSE_SALTY 30S ribosomal) AVVESIQR 69 8 14 92.9g | P203PADSYLYZy2yarydyd o) o 32.651 100463| 2 451.25 13.81
protein S8 y5y6y7y8
IPOA7XO|RSE_SALTY 30S ribosomal) AAVTMPSSK 22 9 15 74,27 | P2PAYLY2Y2YSYSYAYAYS g1 45 31.144 100159| 2 446.23 11.30
protein S8 y6°y6y7°y7y9
- O] % |
'POA?XOleiF;gETSYSSOS ribosomall | oo amidomethykC(10) QAGLGGEIICYVA 117 13 10 55.93b3b7b101t;£31t;10y3y6y9 1350.66 80.968 13685| 1 1350.64 -8.59
'POA?XOleiF;gETSYSSOS ribosomall g VEGDTKPELELTLKYFQGK 50 19 9 47.41 | b3b7°b7b8b9°bobl11°pAll 2195.15 103.429 23959 B 732.39 5.67
'POA?XOleiF;gETSYB?’OS ribosomal| NGQAANKAAVTMPSSK 15 16 3 16.93 b9b11ly12 1574.8( 53.689) as3 | 3| 52560 -0.31




'POA?XOleiF;gETSYBSOS ribosomal| Oxidation+M(2) SMQDPIADMLTR 1 12 3 32.22 y3y6y9 1393.66 502 8314 | 2| 697.33 7.62
'Q7CR46|'RSZI—ES££; Anti-adapter | NMAQNEQEMLIR 38 12 7 39.88 b2b3y8yo*ydy10y12 1476.7 5829 | 60455 | 2| 73885 5.04
|Q7CR46||RSZt_esi:ﬂg Anti-adapter | QVEGALEGVKPSASVPDHDTELL 0 » 1 - b8b9y3y7y8:1y8y9y10y11y2 575,27 59.907 s50| b eans 10.33
IQ7CRABIIRAP_SALTY Anti-adapter | 5 LAQKEEESKELVAQVEALEIVTA 11 27 6 36.21 b2b8b9b10b13y27 3040.6p 105.97 22684 | 3 1142 -0.40
protein iraP MLR
IPOAZASIRLL_SALTY 50S ribosomal | VGTVTPNVAEAVK 141 13 19 139.03 582;;;%3)/%;141{?/{%?2)/;3 1284.71 47.882 230075| P 642.86 152
protein L1 2y13
b2b3b6b9°b9*bOb11°b1 1k
'POAZAglRLt—rSQHLSOS ribosomal| VAVFTQGPNAEAAK 74 14 29 207.4 gigf;@%ﬁﬁéﬁﬁ;ﬁﬁ; Y 140273 45.031 223631 P 701.87 -4.87
1*y11y12y13y14

'POAZAglRLt—rSQHLSOS ribosomal| VVGQLGQVLGPR 122 12 9 68.31| b2bayayey7ysylotyloWl2 17z2.|  59.084 160618 4  611.86 419
'POAZAglRLt—rSQHLSOS ribosomal| GATVLPHGTGR 60 11 9 70.33| b3°b3y3yay5y6oyey7yll  1065.57 .98 35307 | 2| 533.29 -4.81
'POAZAglRLt—rSQHLSOS ribosomal| QYDINEAIALLK 19 12 6 30.88 b4b12y3y4y5y12 1390.76 85.408 681 | 2| 695.89 3.77
'POAZAglRLt—rSQHLSOS ribosomal| AAGAELVGMEDLADQIK 88 17 6 27.06 b7y9*yoy10y12y17 1730.87|  79.704 30834 | 2|  865.04 4.09
'POAZAglRLt—rSQHLSOS ribosomal| AAGAELVGMEDLADQIKK 88 18 4 21.42 b4b8y9y11 1858.97 81.539| 4912 | 3| 62033 4.14
'POAZAglRLt—rSQHLSOS ribosomal | g ELATAK 31 6 2 13.52 b5°b5 632.36 28.150 16566 |1 632.3 -4.44
'POAZAglRLt—rSQ;TLSOS ribosomal| g FNESVDVAVNLGIDAR 37 16 6 56.55 b10y3y4y5ylly12 1718.8¢ i) 3320 | 3| 57362 7.74
'POAZAglRLt—rSQHLSOS ribosomal | NGIIHTTIGKVDFDADK 167 17 3 235 y3y5y8 1843.97 79.047 m | 2| 92249 9.67
'POAZAglRLt—rSQ;TLSOS ribosomal | KGEMNFDVVIASPDAMR 105 17 8 22.59 blo°b10*§>/;3;)112°b12*b12 1879.90 108.296 3401 | B 940.45 2.08
'POAZAglRLt—rSQ;TLSOS ribosomal| Oxidation+M(9) AAGAELVGMEDLADQIK 88 17 4 27.06 b6y4y7y8 1746.85 63.876 6345 582.96 -1.96
'POAZAglRLt—rSQ;T: 1503 ribosomal | ) 5 TVLPHGTGR 62 9 0 2.49 937.51 29.937 27203 |2 469.26 -9.24
'POAZAglRLt—rSQ;T: 1503 ribosomal |, LPHGTGR 64 7 0 2.49 737.40 29.919 3220 |2 369.2p 12.4
'QBZLM“RS;?&EQLSTLmS ribosomal ISELSEEQIDTLRDEVAK 44 18 15 134.76 bs;kl)g’;’z f;llényllseﬁy%fg 0 2075.03 66.376 156752 B 692.35 -9.53
'QBZLM“RS;?&EQLSTLmS ”bosomal 2 IAGINIPDQK 3 10 8 33.61 | yly2ty2yacyaygyoy1o|  1068.60) 54380 96861 | 2| 534.80 6.17
'QBZLM“RS;?&EQLSTLmS ribosom 3 ISELSEEQIDTLR 44 13 4 20.38 b6°b6b8y11 1532.7p 82.82 203942 |  766.90 3.58
'QBZLM“RS;?&EQLSTLmS ribosoma) AILAAAGIAENVK 31 13 3 20.38 b3y7y9 1240.71 61.221 10368] |2 e@e -9.05

IPOAZMS|UPP_SALTY Uracil 1 AGLGMMEGVLENVPSAR 78 17 10 61.g3 |P12013DLIYAYEYTYI2ZVIZ 05 o7 81.999 58023| P  865.94 5.99

phohoribosyltransferase y14y17

'Posﬁmﬂﬁbzzﬁﬁgk;;g:d' 2 VLVLVAAPEGIAALEK 155 16 9 71.32 | blb2b3babsbeb7yoyl] 1592 86.013 42835 | 4 796.99 5.21

'Posﬁmﬂﬁbzzﬁﬁgk;;g:d' 3 NEETLEPVPYFQK 103 13 4 27.86 y5y7y8y13 1593.78 65.371 865 2| 797.40 1.99

'Posﬁmﬂﬁbzzﬁﬁgk;;g:d' 4 ISVWGMYR 95 8 3 40.56 yay5y7 924.49 54.998 14684 |2 462.76 85.8

'Posﬁmﬂﬁbzzﬁﬁgk;;g:d' 5 ITVVPILR 70 8 4 40.56 y2ydy5y6 910.60 70.145 1415 |2 45581  .705




[POA2M5|UPP_SALTY Uracil

, 6 LGLMRENDISTK 14 12 5 22.01 b6y2y6y8*y8 1376.73 66.289 7527 |2 es8.87 7.98
phohoribosyltransferase
[POA2M5|UPP_SALTY Uracil AHPDVELYTASIDQGLNEHGYIIP o 1
hohoribosyiransforase 7 CLODAGDK 171 32 4 11.08 b4bg°b8ys5 3365.69 102.07 303 4 84217 5.0
IPOAZMS|UPP_SALTY Uracil 8 ELASEVGSLLTYEATADLETEK 29 22 5 25.21 b4b7b13y3y7 2369.1 108.905 1505 | 2 1185.08 -0.41
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 9 ISVWGMYRNEETLEPVPYFQK 95 21 4 22.15 b12*b12b13y17 242 73.023 6935 | 3  833.75 -11.82
phohoribosyltransferase
IP64052|EFTS_SALTY Elongation factgr VASLEGDVLGSYQHGAR 134 17 14 1147 P2DBDO’DIDLAVBYAVBYTYE ) /g o6 59.104 161257 B 586.96 -0.86
Ts y11y12y13y17
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 2 ITDVEVLK 104 8 8 62 b3yly2y3y5y6y7y8 916.52 48.611 134430 |2 5847 1219
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 3 AEITASLVK 1 9 9 59.4 | b4°babsobsy2ysyey7ye|  931.54 48.718 aee | 2| 4e6.27 -9.96
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 4 IGENINIR 125 8 6 53.67 y3ydySyT*yTy8 928.51 44.490 105548 |2 6446 -10.91
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 5 FTGEVSLTGQPFVMEPSK 222 18 7 3424  b15y3yl0*y10y12y13)181953.97 74.688 99852 | 2 977.49 4.81
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 6 IGVLVAAK 151 8 7 66.77 b2y3ydy5y6y7y8 770.50 47.344 70434 |2 8535 1418
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 7 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 5 41.39 y1y3y5ydyl 1098.47 20.951 54510 P 549.74 -4.11
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 8 AGNVAADGVIK 52 11 5 27.03 boyly6y7yll 1014.55 36.606 21771 |2 507.78 -6.08
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 9 DAGFQAFADK 85 10 6 26.62 b2b3b5y8°y8y10 1069.5 28.175 w54 2| 53526 9.93
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 10 |carbamidomethyl+C(1B)  IDGNVAFILEVNCQTDFVAK 65 20 5 & b6°b6b8b13y20 2253.14 83.410 2000 |2 1127.07 7.19
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 11 ALTEANGDIELAIENMR 25 17 6 33.56 b6°b6b12y3y7y8 1859.92  8.825 3517 | 3|  620.65 2.76
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 12 EYQVQLDIAMQSGKPK 193 16 4 16.93 b7bl4y5°y5 1834.9 oms7| 1806 | 4| 459.48 2122
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 13 |carbamidomethy+c(1iP GNVAF'LE(\Q/EEEJIE FVAKDAGF| g5 30 6 35.05 b5b6*h6b10y5y6 3303.64 107.32 2000 | 3 1101l89 3.151
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 14 Phosphoryl STY(L2) EYQVQLDIAMQSGKPK 193 16 3 16.9 bBQY0 1914.91 67.964 200044 B 638.97 7.08
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 15 Oxidation+M(4) QLAMHVAASKSEEVKPEDVSADV 167 26 7 39.7 b4*habGyTy8y9y11 2840.45 136.34 728 3 947.49 -0.95
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 16 GVLVAAK 152 7 0 1.24 657.43 47.394 17896| [ 657.43 -2.60
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 17 ITASLVK 3 7 0 1.66 731.46 48.724 15490| [ 731.46 -4.09
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 18 | carbamidomethyi+C(7) GAGMMDCKK 16 9 0 2.07 997.42 20.901 12711 | 2| 499.22 -3.18
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 19 VASLEGDVLGS 134 11 1 7.29 v3 1046.54 59.003 52080 |2 523.7f 4.67]
|P64052|EFTS—S/+\'S‘TY Elongation factdr TDVEVLK 105 7 3 24.44 b3b4°ba 803.45 48.629 4748 |1 803.4p 25.6
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| TVPMFENEALAELNK 45 14 8 82.36 | yly3ySy7yoyllyloyld|  1576.81 84.563 221832 4 788.91 155
" % | %y o Xy
IP66541|RS2_SALTY 30S ribosomal| WLGGMLTNWK 95 10 11 52.04 | D7DODOVSYBYAYAYAYE 500 61 86.565 149533 P 603.31 -2.43
protein S2 *y8y10
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall MATVSMRDMLK 0 11 6 24.02 bdyly2ydy10y11 1282.62 59.373 6414| 3| 42821 5.71
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall ;| o hamidomethyl+C(6 EAANSCDQFFVNHR 81 14 4 44.3p Vaws7 1694.71 47.371 50662 B 565.58 -12.61
[P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF b5°b5*b5b7°b7*b7b8b25
otein 52 5 VIEGNDOAR 174 34 17 63.32 | o' nyyoy10paq 396975 104.345 30106| B 11905 2.94




|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| DLETQSQDGTFEK 115 13 5 27.86 b2y6y9y10°y10 1497.68 40.126 10442 | 2| 749.34 4.16
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| ILFVGTK 66 7 4 53.25 y3y4y5y6 777.48 57.270 40759 |2 389.28 185
IP66541|RS2_SALTY 30S ribosomal| ¢ YWNPK 21 5 1 13.11 b3 707.35 33.030 16224 |1 707.3% -7.42
protein S2
lPGBSMlRSti?tQETsstOS fbosomall g AGVHFGHQTR 11 10 6 53.8 b7b8y6y8y9°y9 1109.54 87.779 2845 | 1 100154 -15.51
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| MATVSMRDMLK 0 11 4 24.02 b10°b10y3y6 1282.62 127.000 1611 |2 4181 11.99
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| Oxidation+M(5) ATVSMRDMLK 1 10 4 51.48 yAy6yTy8 1167571 8371 9506 | 2| 584.29 -13.28
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| Oxidation+M(5) WLGGMLTNWK 95 10 6 39.72 b4b7b8°b8*b8y7 2m.61 136.421 2147 | 1 122161 2.40
|P66643|RSzFOSteA;TSY9305 ribosomal| GGGISGQAGAIR 68 12 9 53.96| b2b3y5yby7ry7y8ry8yl2 104355  3.35 110457 | 2| 522.28 -10.76
|P66643|RSzFOSteA;TSY9305 ribosomal| SLEQYFGR 33 8 8 62 b3y2y3ydy5y6°y6ys 999.48) 60.636 101771 | 2 00.% 476
|P66643|RSzFOSteA;TSY9305 ribosomal| AENQYYGTGR 1 10 5 26.62 b2°b2bdy6y8 1158.51 26.758 72596 | 2 9mW -3.06
|P66643|RSzFOSteA;TSY9305 ribosomal) ALMEYDESLRGELR 85 14 4 19.04 b4°bab10y8 1681.84 72.102 sp7| 3| 561.29 12.85
IP66643IRSO_SALTY 30S ribosomal| SGQAGAIR 72 8 0 2.9 759.41 33.369 2644 |1 759.4 -7.07
protein S9
'QSZKSHRS;?O—IZ/I:LST ;:3305 ribosomal YLSLLPYTDR 63 10 9 86.03 | b2b3boydysyey7ysyld  1240.65 76.23| 164651 | 2| 620.83 -3.44
'QSZKSHRS;?O—IZ/I:LST ;:3305 ribosomal NYITESGK 30 8 7 40.56 bly3y4°y4y6°y6y8 911.44 29.180 6776D | 2456.23 2.28
'QSZKSHRS;?O—IZ/I:LST ;:3305 ribosomal 5 FTAEGVQEIDYK 12 12 3 35.23 b5b6h7 1399.64 91.034 13169 |3  2B7 22.15
'QSZKSHRS;?O—IZ/I:LST ;:3305 ribosomal YLSLLPYTDRHQ 63 12 3 32.22 y3y7y10 1505.76) 67.866 76866 |3  .502 -13.05
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 1 | carbamidomethyi+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 8 207 | b3°h3b6ydylOyl2ylsy2lt  2589.31 82.839 99674 | 3 86378 .98 1
'QSZKP”TP'ZE;/;L;\; Triosephohate DIGAQYIIGHSERR 84 15 5 25.44 b5b11ydy8y15 1727.98 50.143 66148 | 2| 864.47 7.21
. b2b3b9b12yly2ydy5+y5y6
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 3 SATPAQAQAVHK 176 12 19 109.09| y7*y7y8*y8yo*y9y10%y10| 1208.63 18.180 65956 | 2 604.82 6.97
y12
1 k|
IQ8ZKP7|TPIS_SALTY Triosephohatd TQGAAAFEGAVIAYEPVWAIGTG | ) M 4 65 |P2b3D4bED10DI1b13b14fb 93647 w00i| b 120012 396
isomerase K 14yly2y4yl16y24
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 5 DIGAQYIIIGHSER 84 14 6 32.65 b5b12°b12ydy5y14 1571.8B 625 | 10411 | 2| 786.42 7.46
'QSZKP”TP'ZE;AEES\;T”oseph"hate 6 | Carbamidomethyl+C(d) EQGLTPVLCIGETEAENEAGK 117 21 13, b5y5y8 2245.10 56.997 9749| W 562.03 16.86
IQ8ZKP7[TPIS_SALTY Triosephohatg 7 AAAGSHIMLGAQNVDLNLSGAFT 52 32 4 15.69 b4bob11y12 3204.63 106.53 1986 | 3 106888 16.
isomerase GETSAEMLK
|Q8ZKP7|TPIS_SALTY Triosephohate Carbamidomethyi+C(9} EQGLTPVLCIGETEAENEAGKTEE b5°b5b7°h7ydy6y7y9y10y1 )
isomerase 8 Carbamidomethyl+C(26) VCAR 17 28 7 123.98 6y18y20y21y23°y23y24y46 3090.43 72.181 188735 P 1030.83 0.87
- TR EETTR=rS 5
IQ8ZKP7[TPIS_SALTY Triosephohatg ¢ TPAQAQAVHK 178 10 10 60,65 |03'P304TDADADEDSDTE” 0 o 18.179 24841 2 52578 9.18
isomerase b8
IPOAZALIRL19_SALTY 50S ribosomall VEQTHSPVVDSIAVK 72 15 1 101.9g|P1PAPEL7DEDLIDISYSYEYD 0 o7 56.024 150849 B 542.96 -11.10
protein L19 yl1
'POAZA”RL;%ZQLHQSOS ribosomall VWVVEGTK 29 8 5 32.78 b2b5y2y4y5 917.50 25.823 48120 |2 45925 1038
'POAZA”RL;%@QLHQSOS ribosomall QNVPSFRPGDTVEVK 14 15 5 17.9 b7*b7b9y12°y12 1672.8% 79.01| 4184 | 2| 836.92 -16.49




'POAZA”RL;%@QLHQSOS ribosomal -, QLEQEQMKQNVPSFRPGDTVEWVH 6 23 4 26.25 b10b11y9y12 2687.92 54.603 50360 | 4 67259 9.54
'POAZA”RL;%@QLHQSOS ribosomall MSNIKQLEQEQMK 0 14 5 30.38 bdy5*y5y6y8 1719.90 72.008 25 | 2| 860.45 10.65
IPOALPGIGLNA_SALTY Glutamine 1 LVPGYEAPVMLAYSAR 322 16 17 15.68|P2097DID10D1ADISYSYAY® 2o o) 77.591 50028 2 868.96 6.54
synthetase y5y7y8°y8y9y10y13y14
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 2 AINALANPTTNSYK 307 14 9 75.14 | b3ySy7ysyocyoyloyloyld 77 47.739 35504 | 2 739.39 0.74
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 3 AINALANPTTNSYKR 307 15 5 34.43 b2y8y9y10y15 1633.81 4179 | 28402 | 3| s45.29 0.30
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 4 ATGIADTVLFGPEPEFFLFDDIR 117 23 7 2418  b2bl0bl3y2y3yldy | 2570.27 117.345 19457 B 857.43 361
IPOALPGIGLNA_SALTY Glutamine 5 GINESDMVLMPDASTAVIDPFFAD|  gq 30 8 48.42 | bsbobllyayllyl2eyloyia  3238.61 113.50 179p8 | 1080.21 2.56
synthetase STLIR
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 6 AGGVFTDEAIDAYIALR 430 17 7 62.7 | b3b9bl0bl4bl5hl6ylB 1781 76.315 17776 | 3 594.64 -4.38
'POAlPGlGLS’;ﬁigL;Y Glutamine 7 EQHVTIPAHQVNAEFFEEGK 28 20 4 23.61 yay5°y5y11 2310.1 & 7956 | 3| 77071 -4.65
'POAlPGlGLS’;‘ﬁt—rsz;Y Glutamine 8 SAEHVLTMLNEHEVK 1 15 4 25.44 b3bSydy7 1736.89 36.452 0462 | 4 434.98 13.35
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 9 GGYFPVPPVDSAQDIR 177 16 6 44.41 b3b4b6b13y6y10 1717.83 5% 3286 | 2| 859.42 -12.01
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 10 NLYDLPPEEAK 395 11 6 55.46 b8y5°y5y6y8yL0 1288.6! 80.609 38 | 2| 644.82 13.83
'POAlPGlGLS’;ﬁigL;Y Glutamine 11 | carbamidomethyl+C(1L) FPDPAANPYLCFAALLMAGLDGI 360 2 5 28.37 b6b7b12b14y8 2565.28 105.44 2619 |3 88517 23
'POAlPGlGLS’;ﬁigL;Y Glutamine 12 EIPQVAGSLEEALNALDLDR 406 20 4 27.59 b5b9y4y5 2153.0 w0 1759 | 2| 1077.03 2211
'POAlPGlGLS’;‘ﬁt—rsz;Y Glutamine 13 Carbamidomethy|+c:(1lﬁpDPAANPYLCEQALLMAGLDG'K 360 26 6 26.28 |  b3b6b10*b10b13*b1d  2807.4p 129.07 20476 | 3 6.483 -1.04
IPOALPGIGLNA_SALTY Glutamine 14 NGTNLFSGDKYAGLSEQALYYIG | ., 27 6 38.65 b4b8b13b15y3y4 2878.4p 100.70 25088 | 3 960/16 -1.95
synthetase GVIK
'POAlPGlGLS’;ﬁigL;Y Glutamine 15 GHRPGVKGGYFPVPPVDSAQDIF 170 23 4 12.84 b15b17y16°y16 4227 136.728 1624 817.10 0.40
'POAlPGlGLS’;ﬁigL;Y Glutamine 16 Phosphoryl STY(L3) AGGVFTDEAIDAYIALR 430 17 6 22.59 b 12y6y8°y8 1861.88 50.770 10308 |2 931.44 7.15
'POAlPGlGLS’;‘/%igL;Y Glutamine 17 Phosphoryl STY(8) EIPQVAGSLEEALNALDLDR 406 20 6 317 6yBy7°y7y1Ly12 2233.07 103.317 2609| |3 7450 2.08
'POAlPGlGLS’;ﬁigL;Y Glutamine 18 FTDEAIDAYIALR 434 13 4 24.75 b3b11°b11b12 1497.76 76.290 464 | 2| 74938 -0.33
IPOALPGIGLNA_SALTY Glutamine 19 NALANPTTNSYKR 309 13 0 4.15 1449.74 42.803 2601 |2 7253y 873
synthetase
IPOALPGIGLNA_SALTY Glutamine 20 ANPTTNSYKR 312 10 0 4.15 1151.59 42.804 1661 |2 576.3p 9.54
synthetase
'Q7CPE2|ATEU%—U?]@ELLATP synthasg QLDPLVVGQEHYDTAR 343 16 9 83.20 | y3°y3ydy5y6yoy10y11yfll 1840.90 57.990 44312 B 61431 -8.62
'Q7CPE2|ATEU%—U?]@ELLATP synthas¢ MPSAVGYQPTLAEEMGVLQER 261 21 9 452 | be°bebsy3ydybyoy2ly| 2306.13 81.531 30105| P 115357 6.78
'Q7CPE2|ATEU%—U?]@ELLATP synthasg TVNMMELIR 156 9 6 45.05 b3y3y6°y6y7y9 1106.57 76.359 3702 2 553.79 -4.08
'Q7CPE2|ATEU%—U?]@ELLATP synthas¢ | carbamidomethyl+C(d VIDLMCPFAK 132 10 4 28.38 boy6y7y8® 1193.59 81.028 36177| B 597.30 9.10
p 5
IQ7CPE2IATPB_SALTY ATP synthasg o FLSQPFFVAEVFTGSPGK 399 18 8 30,54 PEPILDILYSYLAYIAYIEY g ) 99.926 31446 2 97951 4.80
subunit beta 18
'Q7CPE2|ATEU%—U?]@ELLATP synthasg ¢ QIASLGIYPAVDPLDSTSR 324 19 7 47.41|  bl2ydy7yllyl2yl3yld 002.05 80.418 30076 | 2  1002.03 4.21
'Q7CPE2|ATEU%—U?£'E’2;ATP synthasg VGLFGGAGVGK 145 11 3 31.01 yayTy8 961.54 59.091 28139 |2 4817 -1047




'Q7CPE2|ATEU%—U?]QETQLATP synthasg g AAPSYEELSNSQELLETGIK 112 20 5 14.19 b3b14yly18y20 2180.4 73.566 26620 | 4 1090.05 5.15
IQ7CPE2IATPB_SALTY ATP synthasg o VALTGLTMAEK 219 11 12 110.44 |P2D3DSY3YAYSYTYBYYBYOML )45 ) 59.186 19834 P 567.31 5.17
subunit beta Oy11l
|Q7CPE2ATPB_SALTY ATP synthasd GIMEGEYDHLPEQAFYMVGSIDE o | )
bt bt 10 AVER 429 27 6 17.87 y1y2y5y7°y7y25 3057.38 101.69 859 3 1019)80 -2.79
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ NIAIEHSGYSVFAGVGER 165 18 4 24.29 y8yl1°y11y12 1905.94  7.698 4357 | 3| 63599 141
'Q7CPE2|ATEU%—U?]QETQLATP synthasg 1, TIAMGSSDGLRR 53 12 3 22.01 b4boy9 1263.63 33.331 364 2 23 -1391
IQ7CPE2IATPB_SALTY ATP synthas¢ , , YQELK 367 5 2 26.21 b3b4 680.36 30.850 7570, |1 680.3b 5.74
subunit beta
'Q7CPE2|ATEU%—U?]QELLATP synthase GEIGEEERWAIHR 99 13 3 25.15 b3bdy12 1581.7 104.50p 2221 2 91.40 4.24
'Q7CPE2|ATEU%—U?]QETQLATP synthase g ATLGRIMNVLGEPVDMK 82 17 3 16.1 b5y4y10 1843.96 86.877 87| 2| 92248 -10.86
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ¢ Phosphoryl STY(8) QIASLGIYPAVDPLDSTSR 324 19 4 20.3p  bBg5y13 H3PO4y13|  2082.98 117.017 6754 |3  695.00 117
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ Phosphoryl STY(4) VALTGLTMAEK 219 11 5 51.99 b4b10y4g6y 1213.58 73.258 3607 | P 607.29 181
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ g Oxidation+M(2) IMNVLGEPVDMK 87 12 3 25.99 bayey7 1361.7  90.976 12201 | 2 68135 13.63
'Q7CPE2|ATEU%—U?]QETQLATP synthasg g MPSAVGYQPTLAEEMGVLQ 261 19 1 7.7 y13 2021.00) 81.434 8514 | 21011.00 13.89
IQ7CPE2IATPB_SALTY ATP synthasg QIASLGIYPAVDPLDS 324 16 0 5.81 1658.85 80.354 3713 |3 5334 -9.79
subunit beta
IP66313|RL6_SALTY 50S ribosomal| APVVVPAGVDVK 6 12 18 140,07 |P2D30ADSYLY2ySyayS*YSY6 )\ ) o7 53.245 152451 P 575.84 -8.81
protein L6 y6y7°y7y8y9y10y12
|P66313|RL%?§I/::;1T:6505 ribosomal |, YADEVVR 163 7 5 50.24 b6y3ydy5y7 851.42 30.641 108357 |2  46d -10.32
|P66313|RL%?§I/::;1T:6505 ribosomal | 4 ALLNSMVIGVTEGFTK 69 16 6 25.31 y1y6y8y9°yoy16 1679.91 960 89044 | 2| 840.46 153
. O %y %
IP66313|RL6_SALTY 50S ribosomal| DGYADGWAQAGTAR 55 14 13 72.13 |PYWYAYSYTYTYTYOYI0Y ) 1ag 64 49.506 87822 2 719.82 0.76
protein L6 10y11°yllyl4
|P66313|RL%?§I/::;1T:6505 ribosomal | o INGQVITIK 18 9 10 45.05 | b2*b2b3yly2y3y7y8ty8yd  985.60 483 84522 | 2|  493.30 7.99
[P66313|RL6_SALTY 50S ribosomal . [ GNVVNLSLGFSHPVDHQLPAGIT i
ot L6 6 |CarbamidomethykC(26) AECPTOTEIVLK 99 35 4 22.37 b3bdy10%y10 3741.86 95.685 2959 |3 1247.96 617.1
. b2b3b7°b7b10y3y4y5y7yB
IP67904|RS10_SALTY 30S ribosomal LIDQSTAEIVETAK 16 14 20 158.66 |y9y10°y10y11*y11y12°y1P 1517.81 55.311 152115 P 759.41 2.65
protein S10
*y12y13yl4
|P67904|RS‘1)?&§£LSTI0303 ribosomal LVDIVEPTEK 72 10 8 76.73 b2b3y3y4y6y8y9y10 1142.6 51709 11& | 2| 57181 8.76
|P67904|RS‘1)?&§£LSTI0303 ribosomal 4 RTGAQVR 30 7 4 37.13 b4b5y6*y6 787.45 36.384 163790 |2 3043 736
|P67904|RS‘1)?&§£LSTI0303 ribosoma) RLVDIVEPTEK 71 11 5 65 b3b4b5b6b10 1298.73 52.053 7090 2 %A -6.02
|P67904|RS‘1)?&§£LSTI0303 ribosomal g AFDHRLIDQSTAEIVETAK 11 19 5 20.39 b6b9ydy14*y14 214407  7.859 2615 | 3| 715.36 1457
IPOALASILVE_SALTY Branched-chain SVDGIQVGEGR 266 11 6 36.34 b3ydy5y9°yay11 1116.5p 41151 2088 | 2| 588.79 -0.44
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 9 84.13 |  bly2y3ydysy7ygyoy1ll  1054.5 @9 25827 | 2| 52779 7.41
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 5 AGGNYLSSLLVGSEAR 160 16 7 41.52 b3b5b6y2y3ydy16 1593.2  9.409 19766 | 2| 797.42 -0.15
amino-acid aminotransferase
- il *| *| *|
IPOALASILVE_SALTY Branched-chain IQQAFFGLFTGETEDK 284 16 12 59.2g| D235 EDTIOTLIADIAY ) ooy o 93.667 13404 P 91595 2.80
amino-acid aminotransferase 8y10°y10y11




IPOALASILVE_SALTY Branched-chain o VHVMSHALHYGTSVFEGIR 22 19 4 23.34 b14y7yoy1l 2140.08 7837 1689 | 3| 714.03 0.46
amino-acid aminotransferase
IPOALASIILVE_SALTY Branched-chain ¢ ESLYLADEVFMSGTAAEITPVR 244 22 6 29.09 b4b7°b7b8b15°b15| 399.18 82.569 29808 800.40 1.93
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chainy | -0 o idomethyl+ (1) FPVSQSIDELMEACR 69 15 5 25.44 SRy 4y9 1781.85 101.758 3423| |2 891.43 16.17
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain ¢ ADYIWFNGEMVR 5 12 6 43.66 b3b5b6°h6y4y10 1500.7 68.511 7@1 | 3| 50091 11.63
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain ¢ DGVLFTPPFTSSALPGITR 204 19 5 28.99 b4b11b13y3y12 1976.01 99.243 2007 | 2| 98851 17.91
amino-acid aminotransferase
IPOALASIILVE_SALTY Branched-chaint 1, | oo pamidomethyl+C(1P)  SVDGIQVGEGRCGPVTK 266 17 4 161 3ydy10°y10 1758.86 77.580 10656 |3 586.94 9.72
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain IQQAFFGLFTGETEDKWGWLDP 284 25 6 22.85 b3y3ydy7°yTHy7 2885.38 112.303 6330 |3 96246 0.34
amino-acid aminotransferase NS
IPOALASIILVE_SALTY Branched-chaint 1, |3 pamidomethyl+C(1h)  FPVSQSIDELMEACRDVIR 69 19 4 w7 b8*b8b13y10 2265.09 103.172 2244| |3 7557 -3.66
amino-acid aminotransferase
IPOALASIILVE_SALTY Branched-chain ) 5 WEDAKVHVMSHALHYGTSVFEGH —,; 24 3 22.85 b10b12b13 2769.35 74.178 1939 |3 923.79 -1.1p
amino-acid aminotransferase R
IPOALASILVE_SALTY Branched-chain Phosphoryl STY(L2) DGVLFTPPFTSSALPGITR 204 19 3 23.92 3bIPb11 2056.04 75.218 1520 |2 1028.5p 14.49
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chainy o |CarbamidomethyhC(14) Lo/ 55ipE MEACRDVIR 69 19 3 14.74 b5b8y9 2281.1 106.85% 5288 | 2| 1141.05 0.00
amino-acid aminotransferase ;Oxidation+M(11)
IPOALASIILVE_SALTY Branched-chain ¢ PNTIPTAAK 151 9 1 7.81 b3 912.50 31.934 5461 |2 456.7% -14.6
amino-acid aminotransferase
IP65215|KDSA_SALTY 2-dehydro-3-| VITDVHEASQAQPVADVVDVIQL 91 29 6 25.67 b7b8b12b21y2y6 3101.6 104.69f 42037 | 3 103456 1.50
deoxyphohooctonate aldolase PAFLAR
[P65215|KDSA_SALTY 2-dehydro-3- b2b3b4b5°b5b8y2y3°y3ydy |
deomyphonoocionate aldolse 2 VANDLPFVLFGGMNVLESR 12 19 18 10508 10710y 3y1ay1g 2078:09 110.308 21217 P 1039.54 6.46
IPE5215|KDSA_SALTY 2-dehydro-3-| 4 LGIPYVFK 47 8 3 35.79 b3y3y5 936.54 76.851 12799 |2 468.7 014.
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| AGMAVGLAGLFLESHPDPANAK | 226 22 6 28.56 b3bbydyl2°y12y13 |  166.13 121.458 2854 722.72 14.77
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| o | o nidomethy+C(1f)  VSGNSPVIEDVTHALQCR 189 18 5 2646  b4b7bg°bsy3 2000.03 109.425 4182 |2 1000.52 14.1¢
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| ¢ GANFGYDNLVVDMLGFSVMK 168 20 4 27.59 b10b15y10y11 2177.03 102.525 1959 | 3 72635 471
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| 7 ANRSSIHSYR 60 10 3 26.62 bdy3y5 1190.6( 18.174 23040 | 3 39754 -0.41
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| o | o idomethyl+C(18)  KVSGNSPVIEDVTHALQCR 188 19 3 .7 b7yoy1l 2128.08 84.422 5039| [2  1064.58 -8.26
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| o KPQFVSPGQMGNIVDKFHEGGND 55 24 5 25.9 b10b11*h11y10y13 2629.29 109.174 337p | 3 8770 232
deoxyphohooctonate aldolase K
IP65215|KDSA_SALTY 2-dehydro-3-| Oxidation+M(13) VANDLPFVLFGGMNVLESR 12 19 7 41.62 b3KF7y7y8y9*y9 2094.05 66.643 1989 B 698.69 7.11
deoxyphohooctonate aldolase
[POALVAIKAD_SALTY Adenylate kinast 1 YGIPQISTGDMLR 23 31 6 40.97 y5y7y8y10*y10y13 1450.74 72.828 66394 |2  725.87 60.7
*y
[POALVA|KAD_SALTY Adenylate kinasd 2 LVEYHQMTAPLIGYYR 167 17 10 76.18 | PBDOY3Y4 §z1132/5y8y11y12 2054.03 69.560 53646 B  685.35 -6.54
[POALVAIKAD_SALTY Adenylate kinast 3 VDGTQAVADVR 195 11 8 70.33 |  bay2ydysy8yoy10y11 1130.5] ®3 | 52256 | 2| 566.79 -6.80
[POALVAIKAD_SALTY Adenylate kinast 4 NGFLLDGFPR 78 10 4 28.38 b2b3y4ys 11355 81.152 35178 | 2 28| -8.06
[POALVAIKAD_SALTY Adenylate kinast 5 GTQAQFIMEK 13 10 6 51.48 y2y3ydy5y7y10 1152.58 48.506 253502 | 576.79 4.24
|POALVAIKAD_SALTY Adenylate kinast 6 ILLGAPGAGK 2 11 5 41.11 b2b3y5y6y7 1009.63 61.095 25029 |2 582 7.74




[POALVAIKAD_SALTY Adenylate kinast 7 DDVTGEDLTTR 145 11 3 24.02 b5y6y9 1221.59 78.849 1679 |2 ea1d 21.29

[POALVAIKAD_SALTY Adenylate kinast 8 ILLGAPGAGKGTQARMEK 2 21 7 4424 | b3y3y7°y7yl3yl5y17 2143.14 72.929 35317 | 3715.06 -7.86

[POALVAIKAD_SALTY Adenylate kinast 9 VDGTQAVADVRAALEK 195 16 4 24.64 b7°b7bob13 1642.84 80.389 18438 | 2 821.3 8.7

[POALVAIKAD_SALTY Adenylate kinast 10 GTQAQFIMEKYGIRETGDMLR 13 23 4 26.25 b7b8y6y8 2584.3( 91.017 4058 |3 8210 .873

[POALVAIKAD_SALTY Adenylate kinast 11 NGFLLDGFPRTIPQAMK 78 19 3 217 b6b10b13 2091.06 81.346 198 |3  697.60 2.4

|POALVAIKAD_SALTY Adenylate kinast 12 EAEAGNTKYAK 184 11 4 24.02 b4b10y10%y10 1181.58 96.763 1884 1| 118158 413

[POALVAIKAD_SALTY Adenylate kinast 13 Oxidation+M(7) LVEYHQMTAPLTEYYQKEAEAGN 167 25 4 18.59 b13y8y10y13 2870.43 97.265 14517 | 4 718.86 9.9

[POALVAIKAD_SALTY Adenylate kinast 14 Oxidation+M(8) TGAQFIMEK 13 10 3 28.38 b7b8y9 1168.57, 38.795 10201 |3 39040 553

[POALVAIKAD_SALTY Adenylate kinast 15 LVEYHQMTAPLIGY &r 14 0 4.98 1634.82 69.629 2866| |2  817.9 -4.18

IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 13 68.72| P203PADILTDLLY2YOVI0Y )4 7 63.666 84601 B  733.70 -4.44
periplasmic protein 10y11y12y17y20

IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 18 158,94 P45 DSD10YSYBYAYSYBYT ) \op 6q 55.175 64333 2 713.35 2.83
periplasmic protein y8y9°y9y10°y10y11y12y1B

. o

IPO2910JHISJ_SALTY Histidine-binding NSDIQPTVASLK 120 12 17 104.83| P2 '02b2b3°03b4*bADIYE 7, o7 47.963 52178 2 636.84 432
periplasmic protein yay7°y7y8*y8y9y10y12

IPO2910JHISI_SALTY Histidine-bindind | o2 nigomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 4 14.1 b16y4dy7y20 2273.20 103.813 423571 |2 1137.10 6.98
periplasmic protein

IPO2910JHISJ_SALTY Histidine-binding GIEIVSYQGQDNIYSDLTAGR 155 21 3 20.34 yayl2y17 2299.1 606 10657 | 3| 767.06 17.63
periplasmic protein

IPO2910JHISJ_SALTY Histidine-binding ¢ AFAEMR 234 6 2 26.63 b3y5 724.34 36.445 4612 |1 724.38 -3.29
periplasmic protein

IPO2910JHISJ_SALTY Histidine-binding 7 QQEIAFTDKLYAADSR 99 16 6 23.92 b3b8°b8Yy7°y7y10 1855.94  .GEB 33633 | 2| 928.47 9.54
periplasmic protein

IPO2910JHISJ_SALTY Histidine-binding ¢ IGTDPTYAPFESKNAQGELVGFDI - 28 4 21.82 b13b14y13%y13 2096.51 96.001] 25366 | 3 999.51 559
periplasmic protein DLAK

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b1 VNNPEIMGK 286 9 7 54.08 b2y2y3y6y7y8y9 1001.50 35.964 484872 | 50125 -6.09

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b2 ELFAALNPPFEQQWAK 37 16 8 34.31| b7°b7bliyly6ysyl2eyle  asg 89.970 36752 | 2 944.99 6.27

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b3 NVEVFDTGGR 189 10 8 90.8 b3b5hoydy6y7y8y10 1093.58 47.008 2789 | 2| 547.27 3.46

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b4 FPQTELFR 299 8 7 53.67 b2b3b6b8*b8y4y6 1037.56 52.386 1662 | 519.28 13.53

'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” ! 5 LPNNSSPFYSTMGFLVRK 110 18 4 24.29 b5°bSb10b11 2058.08  5ID. 4815 | 3| 686.70 14.47

'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” ! 5 LPNNSSPFYSTMGFLVR 110 17 7 50.56 b8y2y5yoy11y12y13 1920, 92.077 4724 | 4 64398 6.77

'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” b7 ADVVTYNQVTDVQILHDK 81 18 5 26.26 b1b5b10b11y3 2058.02) 89 4527 | 3| 68668 -14.00

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” ! 8 AYLNWLYSPQAQTIITHYYYR 265 21 7 35.72 b4b13y5y6y9cyoy12 |  684.33 93.855 75585 888.78 1.83

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b9 FGSWPEVMK 311 9 4 37.96 y3y4y5°y5 1080.52 68.954 3645 | 2 mmO. 113

'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” ! 10 GATTTFAER 199 9 5 54.08 yAy5y6°y6y8 953.46 30.752 1321p |2 247 -4.80

'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” b 11 TNILAEFPVAWVDKNVQANGTEK| 239 23 7 34.81 b3bab7ydy6oyeyL 2544.31 91.022 86556| B 848.78 1.63




'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b 12 GLGDVLISFESEVNNIRK 208 18 4 24.5 b4b10b13y8 1990.0p 233, 13976 | 3| 664.02 7.12
'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” I 13 TSGNARYTYLA;‘:V GAADNADGG | 155 24 3 22.85 b4b14b15 244511 100.119 8028 |3 81571 1.0
'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” V14 ELFAALNPPFEQQWA 37 15 2 14.24 y6yl4 1760.8¢ 89.898 2686 | 3 87.62 7.97
[POA7KO|RL1L_SALTY 50S ribosomal b2*b2b3*b3b6yLy2y3°y3 )
orotein L1 1 AQLQEIAQTK 103 10 18 86.03 | % re ayrymybybngyto| 112962 38.786 256934 P 565.31 3.78
'POA?KOlRLilrgzﬁLHlSOS ribosomal -, TPPAAVLLK 72 9 8 54.08 b1b2yly3y5y6y7y9 909.57 54.420 12995 2 | 455.20 1282
'POA?KOlRLilrgzﬁLHlSOS ribosomal 5 AADMTGADIEAMTR 113 14 3 19.04 bay8y12 1452.64 57.263 2346| | 1145264 -5.88
[POATKOIRLL1_SALTY 50S ribosomal AQLQEIAQTKAADMTGADIEAMT 103 ) 5 256 b3y5y8 553,28 423 a2d |3 85 5 o
protein L11 R
'POA?KOlRLilrgzﬁLHlSOS ribosomal g QLQEIAQTK 104 9 2 8.19 bg°bs 1058.58 38.800 51080 |2 520.7p 06.0
IPOA7KOIRLLL_SALTY 50S ribosomall AQLQEIAQTK 103 10 0 2.07 1112.59 38.826 1928| |3 37154 3.95
protein L11
|P66032|RIBB_SALTY 3 1 MNQTLLSSFGTPFER 0 15 10 88. b4y3y4y6y7>;8y9y10 VIO 1757 86 84.795 60639 | 2 864.43 8.55
|P66032|RIBB_SALTY 3 2 AQAGGVLTR 141 9 2 30.18 b3b7y7y9 872.49 29.265 34938 |2 43645 -7.83
|P66032|RIBB_SALTY 3 3 VELALDALR 15 9 3 30.18 b3ydy7 999.57 69.271 37433 |2 500.2 438,
|P66032|RIBB_SALTY 3 2 DGAKPSDLNRPGHVFPLR 123 18 2 32.25 7b8b11b14 1976.04 92.813 5778] |2 9885} 3.58
|P66032|RIBB_SALTY 3 5 NQTLLSSFGTPFER 1 14 3 19.04 b11AB3y 1596.83 65.159 2611 P 798.92 20.18
|P66032|RIBB_SALTY 3 6 | carbamidomethyl+C A@PEC'AFAGQHYNRMAVVT'EDLVA 184 25 3 21.81 b10b11y8 2775.43 101.72 320 3 92541 20.7
KQLDLPMMVENNTSAYGTGFTV ]
|P66032|RIBB_SALTY 3 7 TEAAEGVTTOVSAADR 75 39 3 10.88 b12b15y6 4044.99 106.931 7556 | 4 10120 6.2
.. QLDLPMMVENNTSAYGTGFTVTI o ]
|P66032|RIBB_SALTY 3 8 Oxidation+M(7) EAAEGVTTOVSARDR 76 38 5 14.4 bey3°y3y12y15 3932.91 108.20 197 |3 1311k4  1514.
|P68684|RS§:&§QLST; 1303 ribosomal ENEPFDVALR 7 10 7 51.48 b2y2ydySy6y7y10 1189.5 63.46( 2959 2| 595.30 1.03
|P68684|RS§:&§QLST;1303 ribosomal AGVLAEVR 25 8 6 48.89 bBy2ydySy7y8 814.47 44.134 4192 2 ze7.| -13.34
|P68684|RS§:&§QLST; 1303 ribosomal 4 VRENEPFDVALR 5 12 5 33.86 b3b5b6y9y12 1444.74 47.563 36040 | 2722.87 1101
|P68684|RS§:&§QLST; 1303 ribosomal EFYEKPTTER 35 10 4 28.38 b5°b5b6y3 1299.62 73.086 sa0f | 3 83| -3.95
IPOA297IRLI0_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 14 96.12 |P203DIDISYLYAYSYTYBYY® ) 47 77 65.028 136965 P 724.39 -5.56
protein L10 y9y10y11y13
. b1b5b8°h8bob13°h13y2yB°
IPOA297IRL10_SALTY 50S ribosomall AAAFEGELIPASQIDR 109 16 20 128.78y3y5°y5y7y8*y8yoy10y1ly 1687.87 68.622 90702 2 844.44 4.48
protein L10 12y16
[POA297|RL10_SALTY 50S ribosomal . VVEGTQFECLKDTFVGPTLIAYSM ]
orotain L10 3 | carbamidomethyl+C(d I GAAR 62 32 6 24.58 b8y6y7y10y16y32 3494.6 92.371 47741 | 4 87443 524
|P0A297|RL;?52';LHO5OS ribosomal DTFVGPTLIAYSMEHPGAAAR 73 21 7 29.35 b3°b3b5b6°b6y6y10| 02210 82.631 10792 735.37 10.63
|P0A297|RL;?52';LHO5OS ribosomall 5| o hamidomethyl+C(9 VVEGTQFECLK 62 11 3 27.08 b3bdy4 a86 66.133 8053 | 4  655.33 10.07
IPOA297IRL10_SALTY 50S ribosomall ¢ LMATMK 138 6 1 13.52 v5 694.35 38.800 3482 h 694.35 -14.42
protein L10
IPOA297IRL10_SALTY 50S ribosomall  ; AAAFEGELIPASQIDRLATLPTYEE| 4 g 29 5 25.67 b10y4dy8y9y21 3116.63 92.949 44267 | 3 103955 021
protein L10 AIAR
[POA297|RL10_SALTY 50S ribosomal . VVEGTQFECLKDTFVGPTLIAYSM e )
orotain L10 8 | carbamidomethyl+C(d S EGAMR 62 32 4 22.05 b7y8y9°yo 3494.69 63.678 1330 |4  874.43 6.0
|P0A297|RL;?52';LHO5OS ribosomall o | o hamidomethyiC(10) RVVEGTQFECLK 61 12 3 22.01L boy6y11 1465.76 70.505 2556 | 2 733.38 9.08




|P0A297|RL;?52'§1LHO503 ribosomall - AGREAGVYMR 43 10 4 40.69 b4b9y5y6 1109.54 62.841 1874 |2 5854 6.93

|P0A297|RL;?52'§1LHO503 ribosomall | Oxidation+M(13) DTFVGPTLIAYSMEHPGAAAR 73 21 4 137 b77b12y10 2220.09 115.610 5405 [3  740.7¢ 6.27

|P0A297|RL;?52'§1LHO503 ribosomall -, Oxidation+M(2) LMATMKEASAGK 138 12 4 35.78 b6b7y8y10 1262 80.894 1688 | 4  627.31 -2.43
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape ;| o - midomethyl+C(6 AALIDCLAPDR 321 11 11 75.64 b2b3b4b6y1i’3y6y7y8°y8 L 121463 61.910 47101 P 607.82 4.92
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape | pamidomethy+C(18) GMGESNPVTGNTCDNVKPR 302 19 9 . b3y1y2y10y11;y13°y13y1_y 2032.90 37.569 44070| B 678.31 -8.29
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape LEYQWTN'C“S(\;/%@';UETRPDNGL 163 31 5 18.48 b6b11y3y5y12 3423.64 111.53 2188 | 4  856.67  .4814
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape DGSVVVLGFTDR 255 12 4 22.01 b4b6y3°y3 1264.6¢ 97.945 334122 | 63283 -0.39
[POALH3[EFG_SALTY Elongation factor|G 1 IATDPFVGNLTRF 323 14 15 86.32 bi’é‘)‘/ﬁﬁgﬂﬁgi’;’g’;ﬁ 1597.84 93.410 88063 | P 799.42 3.13
[POALH3[EFG_SALTY Elongation factor|G 2 VYSGVVNSGDTMEVK 337 17 12 83.17 b2b4b55173/;i/59;/11;)y11*y11 1737.91 62.105 74352 b 869.46 4.00
[POALH3[EFG_SALTY Elongation factor|G 3 SGPLAGYPVVDLA 562 15 10 36.63 b2b5eb5b7y51y2y4y8y10yl 1499.82 76.626 69912| P  750.42 1.30
[POALH3|EFG_SALTY Elongation factor|G 4 EFNVEANVGKP@VR 475 16 4 16.93 b11y6*y6y8 1820.91 53.554 35195 |3 607.44  .999
[POALH3|EFG_SALTY Elongation factor|G 5 | CarbamidonyistB(20), AGD'AAA'GLK;KETRGDTLCDPEN 378 30 4 11.3 b26y2y3yl11 3138.61 85.242 25140 |3 104688 3.9
[POALH3|EFG_SALTY Elongation factor|G 6 GQYGHVVIDMYEPGSNPK 512 20 4 30.45 y6y8yoy13 2201.06 70.66] 22504 | 3 @3B 244
[POALH3[EFG_SALTY Elongation factor|G 7 | CarbamidonistB(11), VLNNEILVTCGSAFK 255 16 6 23.46 b5*b5y1y8y9°y9 17.98 108.259 16850 593.33 13.46
[POALH3|EFG_SALTY Elongation factor|/G 8 YDDAPNNVAQAEAR 686 16 4 16.93 b5b12y8y16 1745.8 73.177 14084 | 2 87341  3.151
[POALH3|EFG_SALTY Elongation factor|G 9 VEVETPEENTGIBDLSR 618 19 9 32.93 b2°b2b3b7234b15*b15y9y 2058.96 94.802 9507 686.99 -12.45
[POALH3[EFG_SALTY Elongation factor|G 10 MEFPEPVISERK 408 15 3 25.98 b7b8b11 1685.8 83.012 8327 |2 84344 2.6
[POALH3[EFG_SALTY Elongation factor|G 11 YLGGEELTEEEIK 236 13 4 20.38 b4bob13y5 1509.75 89.770 5185 | 2755.38 14.63
[POALH3[EFG_SALTY Elongation factor|G 12| CarbamiddwitC(10 VLDGAVMVYCCVVRGGVQPQSETV 104 24 6 12.56 b2b7y2y6y13y24 2621.2 111.33] 1648 | 3 87443 9.31-
[POALH3[EFG_SALTY Elongation factor|G 13 VVGQIK 153 6 1 13.52 ba 643.41 45.091 186909 |1 643.41 -6.17
[POALH3|EFG_SALTY Elongation factor|G 14 IHAEVPLSEMESTQLR 653 18 3 15.37 bob12y6 2062.04 65.040 1534k |3 688.42 541
[POALH3|EFG_SALTY Elongation factor|G 15 IGEVHDGAATMEMEQEQER 39 20 4 14.19 b11y3*y3y10 2332.0 73.137 11585 | 3 .oms| 1057
[POALH3[EFG_SALTY Elongation factor|G 16 GGVIPGEYIPBK 541 14 3 19.04 babeys 1414.78 71.995 6224 |2  707.89 16.1
[POALH3[EFG_SALTY Elongation factor|G 17 LHFGSYHDVDES\FK 577 17 3 16.1 b3y6y9 1951.94 44.991 a8 |2 o976.4f 11.6
[POALH3[EFG_SALTY Elongation factor|G 18 GGVIPGEYIPBKGIQEQLK 541 21 3 20.34 b3b8b10 2211.14 74.508 13098 |3 7] -9.94
[POALH3[EFG_SALTY Elongation factor|G 19 | CarbamiddwitC(20 AGD'AAA'GLK;KETRGDTLCDPEN 378 30 4 11.3 b6b22y11°y11 3138.5 92.898 13142 | 4 78540 0-6.3
[POALH3[EFG_SALTY Elongation factor|G 20 GITITSAATTAWSGMAKQYEPHR 59 24 4 22.85 yAYBYT*yT 2624.29 76.295 9924 |3 5283 -1.86
[POALH3[EFG_SALTY Elongation factor|G 21| CarbamiddmitC(13 SMRVLDGAVE""T\\//WQVGGVQPQS 101 27 3 11.8 b8y3y12 2995.50) 85.785 go6d |3 999.17 14.6
[POALH3[EFG_SALTY Elongation factor|G 22 IHAEVPLSEMRGTQLRSLTK 653 22 3 23.15 b9b10b12 2491.34 125.99 2438 |3 EM -0.69




[POALH3|EFG_SALTY Elongation factor 23 |Carbamidomethyl+ C(1Q)LDGAVMVYCAVGGVQPQSETV | 24 9 57.03 | P12P13016Y6YOVI0YION qa7 o7 94.866 135666 B 879.76 -2.50
;Oxidation+M(7) WR 1y22
[POALH3|EFG_SALTY Elongation factor 24 EANVGKPQVAYR 479 12 0 4.56 1331.69 53.523 1739| |2 666.3% 84.4
0| *| X |
|PO0924|ENO1_YEAST Enolase 1 1 NVNDVIAPAFVK 67 12 14 76.86 |P2PAPSTDSIOSDE"OOY2YSY 00 44 66.115 108839 P 643.86 -3.61
7y9y10*y10y12
% |
|PO0924|ENO1_YEAST Enolase 1 2 VNQIGTLSESIK 346 12 15 107.84| P1P2 %igigffg;’llgzy?’yf’ 1288.71 54.334 67172| P 644.86 -1.04
[PO0924|ENOL_YEAST Enolase 1 3 TAGIQIVADDLTVTNPK 312 17 2 235 yay10y12y17 1755.96 72.397 29479 |2  878.4B 3.55
|PO0924|ENOL_YEAST Enolase 1 2 IEEELGDNAVFAGENFHHGD 154 21 3 22.15 babby7 2328.04 58.035 12277 |4 582.47 6.0
|P00924|ENOL_YEAST Enolase 1 5 TFAEALR 178 7 3 40.15 b3b5y3 807.43 38.783 12100 |2 40442 234
|PO0924|ENOL_YEAST Enolase 1 5 AADALLLK 338 8 3 40.56 Vay5y6 814.49 53.920 65912] |2 407.79 a6
|PO0924|ENOL_YEAST Enolase 1 7 GNPTVEVELTTEK 15 13 208 b12y7yl2 1416.71 62.811 50591 |2 708.8 6.89
|PO0924|ENOL_YEAST Enolase 1 8 SGETEDTFIADLVVGLR 375 17 2 23.09 b14°014b15y12 1821.90 77.638 1000 | 2 91145 154
|PO0924|ENOL_YEAST Enolase 1 9 NVPLYK 126 6 1 1352 va 733.41 37.038 7545] |1 733.41 13.4
|PO0924|ENOL_YEAST Enolase 1 10 AVDDFLISLDGTANK ) 15 3| 74 b4b13y9 1578.77 57.219 7394] |2 789.89 19,54
|PO0924|ENOL_YEAST Enolase 1 11 WLTGPQLADLYHSLMK 272 16 5 30.45 b5b7°b7y6y7 1872.96 82.587 5695 |2  936.98 6.0
|PO0924|ENOL_YEAST Enolase 1 12 YPIVSIEDPFAEDDWEAWSHF| 289 23 6 24.18 b11b13y6y8y11°y1l 2828.34 129.00p 426 3 3.484 17.44
|PO0924|ENOL_YEAST Enolase 1 13 Oxidation+M(17 SIVRSGGVHEALEMRDGDK 32 22 4 17.89 bob11y4yd 2272.14 63.032 239 | 3| 758.04 5.59
%y
IQ56073[DNAK_SALTY Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 14 100.09 | PAPTYLYBYTYTYOVIOVLLY o) 15 4 74.946 56014 B 739.06 -4.63
protein dnaK 12y14y17y19y21
'Q56073|D;‘£2—i:§ﬁ;z Chaperone 2 MAPPQISAEVLKK 109 13 5 20.38 b8°b8y3y11yl3 1411.7 56.034 44678 | 3| 471.26 1245
'Q56073|D;‘£2—i:§ﬁ;z Chaperone 3 ASSGLNEEEIQK 502 12 8 68.43|  ylyaysy7yoyl0eyloylp — 1304.43  4.424 27978 | 2|  652.82 -5.80
o *| % |
IQ56073|DNAK_SALTY Chaperone 4 SLGQFNLDGINPAPR 452 15 14 89.g4| P2'0204704b1IDI2DIZY ) o0 o 71.966 27219 2 799.92 3.28
protein dnaK y4y5y7y8y10y13
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone 5 MQELAQVSQK 587 10 7 47.51 b2b3y3y6y8°y8y10 1161.59 36.970 7166 | 2| 58130 5.36
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone 6 QAVTNPQNTLFAIK 56 14 4 34.6 yoy10y11yld 1544.85 67.323 237 | 2| 77293 2.37
'Q56073|D;‘£2—i:§ﬁ;z Chaperone 7 MAPPQISAEVLK 109 12 6 4453|  b5b9b10*h10b1ly12 1283.7D 911 | 16186 | 2| 64235 114
- 5
IQ56073]DNAK_SALTY Chaperone . TAEDYLGEPVTEAVITVPAYFNDA| . " M Jo7 | P2OL3DI6Y5YEYBYI2YIR o 93462 12290 b 1435 00 043
protein dnaK QR y14*y14y26
'Q56073|D;‘£2—i:§ﬁ;z Chaperone 9 GMPQIEVTFDIDADGILHVSAK 467 22 3 19.79 b5b8b14 2356.13 a2 12950 | 4| 589.79 21.66
IQ56073|DNAK_SALTY Chaperone | TIAVYDLGGGTFDISIEIDEVDGE | 449 26 5 22.57 b6y4°ydyl1y12 2769.41 76.427 4529 |3 92341  su4
protein dnaK K
IQ56073|DNAK_SALTY Chaperone | VLENAEGDR 25 9 4 45.05 b3yay5y6 1002.50) 116.993 3359 |1 10m2p 1151
protein dnaK
IQ56073|DNAK_SALTY Chaperone | ., MPMVQK 345 6 1 13.52 b4 733.38 26.516 3220| |2 367.19 5.58
protein dnaK
IQ56073|DNAK_SALTY Chaperone | LMEIAQQQHAQQQAGSADASAN | 5o, 25 3 12.27 b10y8y11 2610.21 38.118 1568 |3  870.14 9.0f
protein dnaK NAK
|056073]DNAK_SALTY Chaperone TAEDYLGEPVTEAVITVPAYFNDA e
orotein dnak 14 OROATK 125 30 4 22.65 yoy10°y10y13 3297.58 99.185 14080 | 3 1009)87 3.181
IQ56073|DNAK_SALTY Chaperone | ¢ VLENAEGDRTTPSIAYTQDGETL] g 30 7 20.48 | b6b8H10°b10Y10y12yl8  3173.59 70.537 471 3 8.385 -2.85
protein dnaK VGQPAK
'Q56073|D;‘£2—i:§ﬁ;z Chaperone | ¢ DDDVVDAEFEEVKDK 622 15 4 25.98 y8yoy12°y12 1752.77 78563 | 3613 | 3| 584.93 5.99
'Q56073|D;‘£2—i:§ﬁ;z Chaperone | 7 Phosphoryl STY(7) MAPPQISAEVLK 109 12 3 22.0] b4b6y6 %5 113.103 2080 | 2 682.33 -10.56
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone | ¢ Oxidation+M(13) FQDEEVQRDVSIMPYK 76 16 6 44.01 b8b9bBYY3*y13 1999.96 101.888 62725| B 667.32 7.20




|P60446|RL3_SALTY 50S ribosomal
protein L3

VTVQSLDVVR

169

10

12

73.72

b2°b2b5yly2y3y5y6°y6y Ty
8y10

1115.63

56.429

133349

P

558.32

-8.43

|P60446|RL3_SALTY 50S ribosomal
protein L3

IFTEDGVSIPVTVIEVEANR

13

20

51.33

y3y4y5y6y13y20

2188.1

88.195

129006

1094.58|

5.69

|P60446|RL3_SALTY 50S ribosomal
protein L3

Carbamidomethyl+C(9

GGVPGATGCDLIVKPAVK

190

18

22.5

2ydy7y15y18

1738.93

54.093

39180

3

580.37

-11.73

|P60446|RL3_SALTY 50S ribosomal
protein L3

AVQVTTGAK

46

54.08

b2y3y4y5y7*y7y9

874.49

21.557

14164

2 437.75

-11.52

|P60446|RL3_SALTY 50S ribosomal
protein L3

NLLLVK

184

39.73

y3y4ys

699.48

56.989

48279

1

699.44

1.13

|P60446|RL3_SALTY 50S ribosomal
protein L3

GLWEFR

7

13.52

y5

807.41

61.438

12871

1

807.41L

-11.2]

|P60446|RL3_SALTY 50S ribosomal
protein L3

VPGSIGQNQTPGK

141

13

25.15

bl1y7y8

1282.6]

5

64.24

4076

328.22

-21.22

|P60446|RL3_SALTY 50S ribosomal
protein L3

Carbamidomethyl+C(9

GGVPGATGCDLIVKPAVKA

190

19

59.0

b6y5y6y7y9y12y16

1809.97

56.212

142538

3

603.9p

-11.8

|P60446|RL3_SALTY 50S ribosomal
protein L3

IFTEDGVSIPVTVIEVEANRVTQVK

13

25

26.95

y14y16y18y21

2349

95.116

103841

915.17

0.18

|P60446|RL3_SALTY 50S ribosomal
protein L3

10

KMAGQMGNER

159

10

39.72

b5y5y8y9

1121.53

18.238

1526B

.BB1

12.41

|P60446|RL3_SALTY 50S ribosomal
protein L3

11

QVTTGAK

48

1.66

704.39

21.577

4556

1

704.39

-1.04

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EGGIFWMDSLAIPANAK

249

17

14

51.91

b3°b3b6°b6b14b17yly2yh*
y5y12y13y15y17

1819.91

93.704

48589

910.46

3.22

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EVAETIGYPTPNLAAR

285

16

54.41

b3b7b12y1y8y9y10

1701.8

0

60.784

42738

851.45

3.66

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EVFQMALR

170

32.78

b7y2y3y4

993.51

63.499

1831

2

497.26

8.17

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

LGYSGNTTDPK

179

11

36.34

b4°b4b8b9y9

1152.5

B

76.161

225D

3384.85

-21.39

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

TITSWADLWKPEYK

146

14

39.35

b5bob12y3y12

1737.9

10B.79

1775

N

869.45

6.25

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

DGAYDLVVPSTYYVDK

73

16

34.34

b12°b12b13b14

1804.9

1728

602.30

17.86

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

KLGYSGNTTDPK

178

12

31.8

b6b11y6y8

1280.6

69.943

811

0.83

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EVAETIGYPTPNLAARK

285

17

23.5

b7b9°b9b15

1829.9

90.225

6661

N

915.48

-12.07

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

Oxidation+M(5)

EVFQMALR

170

35.79

b3b6y6

1009.5

6869

19633

[

1009.52

3.39

|POALR2|HIS6_SALTY Imidazole glycer:
phohate synthase subunit hisF

AYLAGQGVEIR

245

11

36.34

b2b3y5y7y8y11

1176.63

51.191

588.82

-9.34

|POALR2|HIS6_SALTY Imidazole glycer:
phohate synthase subunit hisF

Carbamidomethyl+C(1

) VAEVIDIPFCVAGGIR

68

16

68.7

b8BHEY1Y7y9y10

1715.92

90.841

49212

2

858.4

2.99

|POALR2|HIS6_SALTY Imidazole glycer:
phohate synthase subunit hisF

VTQWETLDWVQEVQQR

153

16

63.54

b3*b3b13y3y4y5y8y9yl16

43003

84.426

42415

4

1023.02

8.24




|POALR2|HIS6_SALTY Imidazole glycerpl y L
Dhohato Synihase subunit sk 4 QIINIGELK 236 9 3 37.96 yay6y7 1027.61 65.570 32074 |2 51431 903
IPOALR2|HIS6_SALTY Imidazole glycerpl o | o Higomethyi+C(s) ~ FGVQCIVVGIDTWFDDATGK 119 20 4 18.4 b11b13y7y13 2228.11 91.514 12504 |3 743.3B 20.21
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl ¢ DADVDGALAASVFHK 221 15 4 29.09 b3y7y10y13 1515.73 81.396| 966 | 2| 758.37 11.44
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl = ;| o Hidomethy+C(10)  VAEVIDIPFCVAGGIRSIDDAAK 68 23 5 321 b3baydy6yl4 2416.26 89.682 34901 |3 806.0p 3.33
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl o YHVNQYTGDENRTR 139 14 3 27.61 y3y8y13 1752.80 71.834 106042 | 876.90 -2.44
phohate synthase subunit hisF
|POALR2|HIS6_SALTY Imidazole glycerpl . 4
ohohato Synihase subunit sk 9 DGQVVKGVQFR 13 11 4 27.03 b10y3y4*yd 1232.69 47.582 615 3 181 13.57
IPOAIR2IHIS6_SALTY Imidazole glycerpl ILSFGADKISINSPALADPTLITR 91 24 3 22.85 b8b17b18 2513.41 136.865 5875 | 3  838.47 4.66
phohate synthase subunit hisF
IPOAIR2IHIS6_SALTY Imidazole glycerpl ) | .o migomethyl+c(d)- PRFCVQCIVVGIDTWFDDATG |4, 24 5 16.61 b6°b6b10y7y14 2683.35 88.844 224p | 3 895J2 2 9.9
phohate synthase subunit hisF K
IPOALS4|STPA_SALTY DNA-binding | ADGINPEELFAMDSAMPR 66 18 11 73.76| P2P30ADODLLY2Y3YSYEYY ) o3 o4 88.992 25492 | P 982.46 8.70
protein stpA 13
'POAls“'ST":r/:)‘t—eSinA;& DNA-binding |, MNLMLQNLNNIR 0 12 6 36.87 b2b5b7b11y7y12 1473.71 76.4471 730 | 2| 737.39 0.25
'POAls“'ST":r/:)‘t—eSinA;& DNA-binding | AMAREFSIDVLEEMLEK 15 17 4 16.1 bdy2y6y10 2010.98 96.246 324 | 2| 1005.99 -4.49
IPOALSA4[STPA_SALTY DNA-binding | INAFLELMK 57 9 4 30.18 b5*b5y5y7 1078.59 85.125 20067 |2 s8] 622
protein stpA
'POAls“'ST":r/:)‘t—eSinA;& DNA-binding | 5 Oxidation+M(L) MNLMLQNLNNIR 0 12 3 22.01 b5b11y3 1489.79 4581 22077 | 2|  745.38 -4.59
'POAls“'ST":r/:)‘t—eSinA;& DNA-binding | ¢ Oxidation+M(14) AMAREFSIDVLEEMLEK 15 17 7 33.56|  bo°bomiP3ysy8°y8 2027.00 104.889 12486| |3 676.34 6.93
|P26976|PHOE§£§;Non'ec'f'c acq 4 LQTIPAFQK 215 9 9 45.75 | b2*b2boy3y5ty5yTHy7yd  1045.64 5810 | 116090 | 2| 523.30 -4.67
|P26976|PHOE§£§;Non'ec'f'c acg NLLTMGGYYATASAK 108 15 7 7157 | b3baysyloyl1ly12y13 1560.7|  70.149 101853 4  780.89 3.28
|P26976|PHOE§£§;Non'ec'f'c acg 3 YVGAVEFAR 206 9 6 30.18 b2b3b9y7y8y9 1011.52 51.43§ 75168 | 2 06.%6 -8.69
|P26976|PHOE§£§;Non'ec'f'c acq 4 NLLTMGGYYATASAKK 108 16 6 16.93 b1*b1b6y8y12°y12 1688.85  64.653 23050 | 3  563.62 -10.99
|P26976|PHOE§£§;Non'ec'f'c ace 5 | carbamidomethyl+C(3 VICGAHWQSDVDAGR 191 15 5 43.36 VE9YL0y15 1670.77 45.932 21042| [2 835.89 -2.48
'PZBQ?GlpHosﬁfrgi;Non'ec'f'c ac@ s |carbamidomethy+C(12) TRPFVLFNHSTCRPEDENTLR 128 21 383 bly7°y7ylly12 2589.26 92.588 12774 |2 1295.13 -2.34
|P26976|PHOE&?$;SLNon'ec'f'c acq 4 IFSPVVGAK 85 9 6 67.19 y3y4yBy7y8°y8 917.53 51.196 105142 | 2 s9.27 1557
|P26976|PHOE§£§;Non'ec'f'c acq g QAAEDADVSVENIAR 70 15 5 29.09 b12y10y11°y11y13 1587.7 =P 23884 | 2|  794.39 1.23
[P26976]PHON_SALTY Non-ecific acid YTSAETVQPFHSPEESVNSQFYLP i | ]
Dhohatase 9 PEPGNDDPAYR 16 35 4 12.7 b5bayay13 3936.79 122.16 2209 |3 1312pa 0.9
|P26976|PHON_SALTY Non-ecific acid YLVFFLPLIVAKYTSAETVQPFHSP N
Dhohatase 10 EESVNSQFYLPPPPGNDDPAYR| % 47 4 13.66 b4b10b12y14 5340.61 136.538 17488 | 4 133501  3-9.3
|P26976|PHOE&?$;SLNon'ec'f'c ace g9 DTPETWNMLKS’\'LLPL‘TMGGYYATA 8 25 6 36.18 |  bllbl2b23y14°y14y1 2776.37 136.5%4 2100 | 3 .1926| 14.25




'PZBQ?GlpHosﬁfrgi;Non'ec'f'c ace 9 Phosphoryl STY(4) NLLTMGGYYATASAKK 108 16 3 25.31 y113914 1768.83 94.666 12317 b 884.92 0.90
IP26976|PHON_SALTY Non-ecific acid 5 GAVEFAR 208 7 1 8.74 b3 749.39 51.488 4400 |1 749.39 -9.28
phohatase
IP26976|PHON_SALTY Non-ecific acid YVGAVEFAR 206 9 0 1.66 993.50 51.464 3128 |1 993.50 -14.18
phohatase
IPOAAO2INUSG_SALTY Transcription| | TLFEPGEMVR 125 10 7 42.73 b1°b1b9y6y7y8y10 1178.59 65.207 1370 | 2| 589.80 2.07
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| VNDGPFADFNGVVEEVDYEK 135 20 6 22.32 b3y3y5°y5y8y20 2208, 86.271 28023 | 4 1122.02 12.73
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| VMGFIGGTSDRPAPISDKEVDAM) - g9 26 6 18.05 b2b3b9b14y11°y11 2776.38 103.57 311 3 92613 -0.09
antitermination protein nusG NR
IPOAAO2INUSG_SALTY Transcription| VMGFIGGTSDRPAPISDK 88 18 7 40.27 b3b6ydy7y9°yoy10 1827.d 104.305 17232 | 4 92446 -6.34
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| LHNMEELFGEVMVPTEEVVEIR 31 22 3 13.27 b7b12y7 2600.21 R4 5057 | 3| 867.43 -3.10
antitermination proteln nusG
- o
IPOAAO2INUSG_SALTY Transcription| ¢ ATPVELDFSQVEKA 167 14 11 94,26 |PL2YCYBYB'YBYIYOYI0°YE oas 79 69.706 20237 2 767.40 3.26
antitermination protein nusG Oyllyl2
IPOAAO2INUSG_SALTY Transcription|  ; WYVVQAFSGFEGRVATSLR 8 19 3 14.74 b10b13y14 2173.11L 82.719 9583 | 2| 1087.06 2.70
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| o Oxidation+M(8) TLFEPGEMVR 125 10 3 28.38 b5b6y8 119450 .19 2062 | 2| 597.80 4.50
antitermination proteln nusG
|P06202|OPPA_SALTY Periplasmic LADPNTASPYASYLQYGHIANIDD
igopeptde-binding protein 1 IAGKKPATDLOVK 125 38 5 24.1 b10b21yly3y4 4001.01 83.542 4621 5 80LpL  0613.
IP06202|OPPA_SALTY Periplasmic | -, AEQQLDKDSAIVPVYYYVNAR 494 21 8 51,21 | P1OPIIDI2’DI2VBYOYI0N 5,45 o5 73.102 27317 B 81475 1.40
oligopeptide-binding protein 1
|P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN
sigopeptde-binding protein 3 | carbamidomethyl+C(4 NTALYVK 439 29 4 17.4 yayTyl1y29 3294.43 90.193 20000 |3  1098p2 6.81
IP06202|OPPA_SALTY Periplasmic | -, TVINQVTYLPISSEVTDVAR 241 20 6 31.79 b1bdySy10y11yl4 2218 77.008 17430 | 4 1124.60 3.04
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | ¢ NQGDLPAYSYTPPYTDGAK 333 19 6 36.77 b7b8ySy11y14y19 2®&7. | 58.834 14607 | 4 1029.49 9.37
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | NLGVNVNLENQEWK 410 14 5 19.04 b6b11°b11*h11y12 1656.84 @B 10458 | 2| 828.92 3.90
oligopeptide-binding protein
. . o % | % | *| -
[P06202/0PPA_SALTY Periplasmic | LADPNTASPYASYLQYGHIANIDD | . 2 o o5 g7 P3D3DTD7TbEEDISDLE o 132,868 T 710
oligopeptide-binding protein IIAGK y3
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 6 45.2 b10b11y4yoy10y12 23m 58.881 10214 | 4 79105 -7.41
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | g HQGTFDVAR 430 9 6 45.05 b4*b4b5b8y8*y8 1030.4¢ 94.790) 4221 11030.49 -13.50
oligopeptide-binding protein




IP06202|OPPA_SALTY Periplasmic | -, , WSDGTPVTAHDFVYSWQR 107 18 30.55|  b4b7y4°ydy6y9eyoryd  152.00 86.492 3059 | 2 107650 3.52
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic | SGEIDMTYNNMPIELFQK 263 18 15.37 bdy3*y3y10 2130.01 1287 2201 | 2| 106551 10.89
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, NNGSEVQSLDPHKIEGVPESNVSR 43 24 25.9 b13bl4°bldy6yl0| 592226 117.327 23761 B 864.76 -1.04
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, NPQYWDNAKTVINQVTYLPISSEV| 4, 29 11.44 b11y5y10 3364.64 102.076 20786 | 3 11223 10p
oligopeptide-binding protein TDVNR
IP06202|OPPA_SALTY Periplasmic | -, , FGDKWTQPANIVTNGAYK 200 18 22.78 b7yays5 2010.00 64565 728 | 3| 67067 -1.58
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | ¢ SELYAKAEQQLDK 488 13 29.62 b6bob11 1522.7 68.364 4621 | 276188 10.74
oligopeptide-binding protein
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal LFNELGPR 78 8 65.01 b7y3ydy6*y6yTy8 945.51 55.415] 156622 | 2473.26 -8.33
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal AGDNAPMAYIELVDR 103 15 36.63 | b5*b5b13blay2ySyloyls %639 79.247 57912 | 2 817.90 3.58
'Q7CPL7|RL;Z&§£‘LLT1\; 50S ribosomal 4 VVEPLITLAK 46 10 33.61 y3y4y7y10 1082.67 69.229 53634 |2 @ ma -6.88
'Q7CPL7|RL;Z&§£‘LLT1\; 50S ribosomal RVVEPLITLAK 45 11 84.23 b4b6b8b9b10y3y7 1238.7 63.141 omp | 2| 610.89 355
|P66932|TIG_SALTY Trigger factor 1 NVALEEQAVEAVLAK 399 15 29.09 | blb2b3bSb7y2yllyls|  1583.8F 80.28 01733 | 2 79243 -6.09
|P66932|TIG_SALTY Trigger factor 2 INPAGAPNYVPGEYK 83 51 55 bdy2y5y8y9y1lyl3yls|  1589.79 50.769 2206 |2 79540 842
|P66932|TIG_SALTY Trigger factor 3 ANDIDVPSALIDSEID\R 296 19 48.11 b6°b6b7°b7glob“y3y13 1 5085.07 94.671 17448 | 2 1028.04 6.18
|P66932|TIG_SALTY Trigger factor 4 GLIEEMASAYEDPKEVFEY SK 368 22 23.15 yayl1y12 2548.18 81.643 530 |3  850.06 6614.
|P66932|TIG_SALTY Trigger factor 5 NFVDAIIK 73 8 32.78 b6y4ys 919.51 45.544 20209 |2 460.2 612.
|P66932|TIG_SALTY Trigger factor 6 GLIEEMASAYEDPK 368 41 24.48 b13y12y13 1552.73 136.620) 9624 |1 155273 6.49
|P66932|TIG_SALTY Trigger factor 7 AGEEFTIDVTFPEEYHAEK 206 21 20.34 y6*yBy9y12 2439.18 64.521 7063 |3 813.7B 329.
|P66932|TIG_SALTY Trigger factor 8 IDGFR 40 5 13.11 y4 607.32 28.361 4022| |1 607.3p 6.23
|P66932|TIG_SALTY Trigger factor 9 VT'DFTGSVADSESZ?GKATDFVL 163 30 23.28 | bl0ySy10°y10y12y15+y]5  3133.5( 102.65L 78314 | 784.13 6.54
|P66932|TIG_SALTY Trigger factor 10 GLIEEMASAYEDPKEEFYSK 368 22 13.27 boy4y12 2548.25 75.204 6651 |3  850.09 911.6
|P66932|TIG_SALTY Trigger factor 11 YGASVRQDVLGDLMSR 75 16 24.64 y5y8y10 1766.88 71.698 2766 |3 580.68 -1.31
|P66932|TIG_SALTY Trigger factor 12 VKGLIEEMASAYEDPK 68 16 30.45 b11b12y7y13 1779.8 117.267 2658 | 2 890.43 611.
|P66932|TIG_SALTY Trigger factor 13 Phosphoryl STY(L VEERELPELTEEFIK 239 15 17.9 b4°bab8y5 1940.8 43.411 207| 3| 647.64 1157
|P66932|TIG_SALTY Trigger factor 14 Phosphoryl STY(4 VTITIAADSIETAVK 14 15 25.98 yoyllyl2 1611.82 78.123 2620 |2 806.41 2.95
IQSLATOILUXS_SALTY S- 1 TMNTPHGDAITVFDLR 23 16 27.33 b12y2ydy6y10°y10 1787.85  1.691 47172 | 3| s96.62 -11.95
ribosylhomocysteine lyase
I%Et:;%#i%iﬁz;a; 2 |carbamidomethyi+C(1 SYQDQNQ'PSEE%E(&%GTYQMHSL 113 31 31.06 | b2bbylydy7ylOyl7y24yBl  3635.69 75.009 26508 | 121257 1.07




IQSLATOJLUXS_SALTY S- 3 TGFYMSLIGTPDEQR 84 15 6 29.09 b3y2y3°y3y10y12 171482 708. 25036 | 2| 857.92 7.40
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 4 MQAPAVR 13 7 5 40.15 y2ydy5yey7 772.40 30.387 1602 2 38671 13.43
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 5 GIHTLEHLFAGFMR 51 14 3 19.04 b7y3y6 1628.87 76.219 a48d |2 4ea 20.83
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 6 PLLDSFAVDHTR 1 12 4 22.01 b5b10y4°y4 1370.74 56.431 259 3 7.88 11.93
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 7 |carbamidomethyi+C(18)  DHLNGNGVEIDISPMGCR 65 19 31.21b4*b4boy8y10°y10yLl1oyill  2097.02 136.351] 1650 |2  1049.02  .888
ribosylhomocysteine lyase
IQSLATOILUXS_SALTY S- 8 EVMPEKGIHTLEHLFAGFMR 45 20 4 22.32 b18y6y8y12 2342.1] &% 1811 | 2| 117159 2.29
ribosylhomocysteine lyase
|Q9LATO|LUXS_SALTY S- Carbamidomethyi+C(13Y QDQNQIPELNVYQCGTYQMHSL] A | )
bosyhomocystane lyase 9 oxidatonaM(20) SEAQDIAR 113 31 4 25.95 b3b4b7b26 3651.6 104.377 pasp | 4  913.67 1.1
IPOS989IILVC_SALTY Ketol-acid 1 GFGVPTLIAVHPENDPQGEGMAIA ¢ 25 8 32.95 | b2b3bab6ylOyldy21yds  2548.40 77.444 43762 | 350.18 0.10
reductoisomerase K
IPOS989IILVC_SALTY Ketol-acid 2 ANYFENTLNLR 1 10 7 52.04 b2b3b7y3y6y7y10 1225.64 68.160) a4 2| 613.32 2.49
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 3 LIQFGWETITEALK 252 14 4 27.21 b8b12y3y11 1648.89 101.779 109 | 2| 824.95 -4.66
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 4 DGAALGYSHGFNIVEVGEQIR 123 21 5 22.15 b13*h13y2y6y7 2269. 88.208 7961 | 4 74470 -6.67
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 5 | carbamidomethy+C(6)  VVIVGCGAQGLNQGLNMR 39 18 6 2143  Hi8Pbl4y5yll+yll | 1885.95 88.851 6543 |2 943.49 -14.56
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 6 LVAEGTDPAYAEK 239 13 3 25.15 b1ly5y6 1363.66 37.579 5761 |2 8283 11,55
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 7 EIMAPLFQK 293 9 4 54.08 b3b5b6b7 1076.57 26.316 8847 |2 53879 -11.34
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 8 AWAAATGGHR 192 10 6 56.81 b6b7b8y6°y6Yy7 997.50 76.433 2551 1997.50 0.67
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 9 DEFADGASYLQGK 25 13 3 27.86 y8yoy1l 1400.63 93.613 2418 |2 0.0 122
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 10 VGTYEELIPQADLVVNLTPDKQHS) o9 28 4 26.62 y11y13y14y20 3135.63 81.971] 19816 | 4  784.46 5-3.3
reductoisomerase DVVR
. Carbamidomethyl+C(11),
[P05989|ILVC_SALTY Ketol-acid _ ; SDLMGEQTILCGMLQAGSLLCFD b3b11y6y7y8y10°y10y1l )
oo momerac 11 ,Carbamldc;methyl+c(21 KLV ARG TDPAYALK 215 37 9 49.55 ¥ 4031.91 118.071 10025 B 1344.64 0.06
IPOS9BIIILVC_SALTY Ketok-acid 12 LIQFGWETITEALKQGGITLMMDR| 252 24 5 19.19 b7y6y10°y10yld | 2751.39 129.154 1871 | 3  917.80 11.62
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 13 QGGITLMMDRLSNPAK 266 16 4 23.46 b13y12+y12y13 1731.8 &AL 1605 | 2| 866.44 13.67
reductoisomerase
[POS98IIILVC_SALTY KetoF-acid M Oxidaton+(s) | SVQPLMKDGAALGYSHGFNIVEV] |/ 25 5 0.4 |P3D3DTOITDILyAAYEY 132678 asoae B 101110 1095
reductoisomerase GEQIR 5
IPOS989IILVC_SALTY Ketol-acid 15 |CarbamidomethyrC(B) /o 05 AQGLNQGLNMR 39 18 4 15.37 b14y6ys*ys 1901.98 86.434| 13871 | 2| 95149 3.47
reductoisomerase Oxidation+M(17)
IPOS9BIIILVC_SALTY Ketok-acid 16 LGYSHGFNIVEVGEQIR 127 17 0 6.64 1917.95 88.191 12554 |2 889 -14.13
reductoisomerase
'POAZA”RL?")?&SEQLI;OSOS ribosomall ATLLGLGLR 21 9 8 54.08 b2°b2yly3y5y6y7y9 913.57 74.187 12p0| 2| 457.29 -10.56
'POAZA”RL?")?S@?}LI;OSOS ribosomall GMVNAVSFMVK 45 11 8 2402 | b2b7°b7y2ydyseysyll|  1182.6 753 89217 | 2| 591.80 485
IPOA2ATIRL30_SALTY 50S ribosomall 4 ATLLGLGLR 21 9 0 1.66 895.56 74.194 4826 | P 448.28 6.95
protein L30
[P14146|PHOP_SALTY Virulence 1 SSDVSLPVLVLTAR 68 14 10 59.g1 | PLPSD3YSYSYAYBYYIONL 6 04 86.778 69263| P  728.92 1.09
transcriptional regulatory protein phoP)| 4




[P14146|PHOP_SALTY Virulence VLVVEDNALLR 3 11 7 55.46 b1b2b3y6y7y8yd 1240.72 67.562 6544| 2| 620.86 285
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence GQGYLFELR 215 9 3 30.18 bayay7 1082.56 72.195 31487 |2 54118  6.20-
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence . . )
tramscritional Tequlntory protein phoP VQLQDSGHQVDAAEDAR 18 17 7 16.1 b6*bey2y9*y9y15y17 1838.8| 36.020 18393 | 3 613.62 9.56
|P14146|PHOP_SALTY Virulence J )
transcritional Tequlntory protein phoP IQAQYPHDVITTVR 201 14 6 71.57 yAy7y8y9y10y12 1640.8¢ 76 63205 | 3| s47.62 16.66
[P14146|PHOP_SALTY Virulence MQALMR 112 6 3 26.63 b3b4*ha 749.38 31.126 21831 |1 749.3B 3.10
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence DSLMLQLYPDAELR 172 14 4 32.65 b3b10y5y6 1663.83 80.557 pao| 2| 83242 -4.48
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence VEVLSSGADDYVTKPFHIEEVMA 88 24 5 16.61 b3b13y5°y5y9 2692.24 62.070) 2001 |3 89810 316.2
transcriptional regulatory protein phoP| R
[P14146|PHOP_SALTY Virulence Phosphoryl STY(11) LTAFEYTIMETLIR 150 14 5 31.17 b10y4$7y9 1780.83 66.554 1716 | B 594.28 -10.83
transcriptional regulatory protein phoP|
|Q8ZQTS|TOLB_SALTY Protein tolB SNNTEPTW;ESS%I LAFTSDQAG  5g7 29 6 16.7 b5yly13y16y24y29 3285.5 77.665 5134 3 1695/8 0.89
|Q8ZQTS|TOLB_SALTY Protein tolB WAGPGAAPEDIGGIVAADR 43 20 9 46.45 b7b11b14y20y6y9y13y15 P 1936.01 85.506 23109| P 96851 7.76
0| % | *|
|Q8ZQTS|TOLB_SALTY Protein tolB IEITQGVDSARPIGVVPFK 24 19 12 551 |2 befzsgfé’yll%b“ I 5026.12 70.617 22085| B 676.05 5.72
|Q8ZQTS|TOLB_SALTY Protein tolB LPATDGQVK 413 9 4 37.96 yay6y7y9 928.51 27.674 2075 2 4647 -2.50
|Q8ZQTS|TOLB_SALTY Protein tolB SALVIQTLANGAVR 223 14 5 32.65 b3bdy2y3y9 1412.82 70.959 1982 2 706.91 -4.61
|Q8ZQTS|TOLB_SALTY Protein tolB MNINGGAAQR 316 10 6 51.48 b2y4y6yTy8y10 10315 27.780 w19 2| 516.26 -1.89
|Q8ZQTS[TOLB_SALTY Protein tolB QWLRYAGHTASDEVFEK » 17 6 32.31 b5b7b10y7°y7y9 2037.0 94.786 2744 2 101900 19 7
|Q8ZQTS|TOLB_SALTY Protein tolB VIQTLANGAVR 226 11 0 3.73 1141.66 71.046 32301f |2 571.33 515
|Q8ZQTS|TOLB_SALTY Protein tolB AAPEDIGGIVAADLR 48 15 0 6.22 1467.76 85.430 27922| |2 734.39 -12.23
b2*b2b3*b3b10b12°b12%h
IP25077IMDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD 5, 33 17 50.1 |12b13b15yly3y5y15y18y3 3388.80 93.788 66729| B  1130.27 1.30
dehydrogenase LSHIPTAVK 0y33
IP25077IMDH_SALTY Malate VAVLGAAGGIGQALALLLK 2 19 8 32.93 | b3yly2y3ydyoy13y19 17369 120.093 55284 | 2 868.05 1.69
dehydrogenase
X | O, 0,
IP25077IMDH_SALTY Malate IQNAGTEVVEAK 205 12 12 68.31 |P2DODOYLYSY3YAYSYBYE 100 66 34.376 32834 2 62083 223
dehydrogenase y10*y10
IP25077IMDH_SALTY Malate SDLFNVNAGIVK 87 12 5 49.3 b3b4b5b6y1 1276.68 69.860 1276 2 3885 411
dehydrogenase
IP25077IMDH_SALTY Malate AGGGSATLSMGQAAAR 217 16 7 41.52| bob13bl4°hla*bldy6y7 54D 77.117 6355 | 4  703.35 3.04
dehydrogenase
IP25077IMDH_SALTY Malate FFSQPLLLGK 262 10 4 28.38 b5°b5b6y6 1149.66 76.091 4564 2 5.3 -6.90
dehydrogenase
IP25077IMDH_SALTY Malate DIQLGEDFINK 301 11 5 27.03 b4°bab5*h5y6 1291.64 97.950 2600 2 | 646.32 -12.76
dehydrogenase
IP25077IMDH_SALTY Malate IQNAGTEVVEAKAGGGSATLSMG| g 28 5 17.11 b3b7*b7b15y11 2645.34 119.894 494 4 6620 .6412
dehydrogenase QAAAR




|P25072|2"h3;£§£; Malate 9 Oxidation+M(16) SIGTLSAFEQHSLDAMLDTLK 279 21 5 21.41 H83b5b19y7 2293.14 103.405 2804| |3 765.0 -0.32
IP25077IMDH_SALTY Malate 10 AGGGSATLSMGQAA 217 14 1 7.25 y12 1178.55 77.181 2859 |1 1398 1.66
dehydrogenase
b2°b2*b2b3b4°b4b5b7b9th
|Q8ZP65[TPX_SALTY Probable thiol | 9"b9b11b12°b12b13*b13p )
Doroxidase 1 SQTVHFQGNPVTVANVIPQAGSK 1 23 31 17589 | oo royayseybryayoryty] 237923 64.492 216768 B 793.75 4.41
y8y9y10*y10y12y23

. . L

IQ8ZPBSITPX_SALTY Probable thiol | -, |- idomethyi+C(18)  VLNIFPSIDTGVCAASVR 48 18 13 84.9pP2D3DS™DSYEYTYOVIOVIS 1419 oy 85.280 151954 P 960.01 6.49

peroxidase y13y14y15y18

'QSZPGSlTngrii‘ii:epmbab'e thioll 3 | carbamidomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 9 54.9p BBEL12ydy6yl3ylSylf  1837.96 86.204 1313d9 |2 91948 7.11

'QSZPGSlTngrii‘ii:epmbab'e thiol |, DLSDVSLSQYAGK 33 13 7 45.62 b4b5y6*y6y7y11y13 1382.68 &, 73607 | 2| 69185 2.65

'QSZPGSlTngrii‘ii:epmbab'e thiol| - ¢ NYGVEIVDGPLK 116 12 7 36.87 b2*b2b3ydy8y10y12 1303.6 @68 | 32146 | 2| 65235 3.28

'QSZPGSlTngrii‘ii:epmbab'e thiol| ¢ DLSDVSLSQYAGKR 33 14 6 27.21 b7b12°b12y7*y7y9 1538.7p 6 15059 | 3| 51359 1166

'QSZPGSlTngrii‘ii:epmbab'e thiol| 7 AQAFTLVAK 24 9 6 78.53 b4bSy3yay6y7 948.54 53.270 114007 |2 4a7 -15.25

IQ8ZPES[TPX_SALTY Probable thiol | - g NNEFLK 110 6 1 13.52 b3 764.40 37.440 o886| |2 382.7p 2.08

peroxidase

IQ8ZPES[TPX_SALTY Probable thiol | o |~ o midomethytc(ag) VQLATEVENTVVLCVSADLPFA 67 26 3 12.02 b5y8y12 2908.39 112.419 662d |3  970.14 -19.47

peroxidase QSR
b3b4b5b9°b9b10b11*b1]b
|Q8ZP65[TPX_SALTY Probable thiol AVIVLDENDNVIFSQLVDEITHEPD 32y3ydy5y6yTyl2y13°y1dy ]
Doroxidase 10 N DAALNVLKA 133 35 26 202.13) e ovoayaeya0), 3682:95 120.464 147455 B 1294.99 2.70
30y31
'QSZPGSlTngrii‘ii:eprc’bab'e thiol | 4 DLSDVSLSQYAGKR 33 14 5 38.56 b10b13y6y7y9 1538.7B 63.606 9107 | 3| 513.60 0.48
. b1l H3PO4
IQ8ZPBS[TPX_SALTY Probable thiol | -, Phosphoryl sTY(13)| MSQTVHFQGNPVIVANVIPQAGS 24 5 35.21 | bl0bllbl2 H3PO4 | 2590.21 86.594 56028 B 864.08 -9.80
peroxidase K
b12y6*y6

IQ8ZPBS[TPX_SALTY Probable thiol | ;| Carbamidomethy+C(2}; oo np ) sNVITLSTLR 93 17 4 16.1 b12°h12y5y10 1917.92 88.603 8365 | 3| 639.98 9.87

peroxidase Phosphoryl STY(14)

'QSZPGSlTngrii‘ii:epmbab'e thiol | 14 Phosphoryl STY(8) DLSDVSLSQYAGKR 33 14 4 19.04 b3b7B7y 1618.75 82.445 4460 | B 540.25 6.41
|Q8ZRP4ADAPD_SALTY 2 1 EAVNQVISLLDSGALR 28 16 6 4157 b6EY6y10y16 1684.94 92.434 86387 |2 842.07 7.68
|Q8ZRP4|DAPD_SALTY 2 2 INDNQVIDGAESR 68 13 8 77.18  y5y6879°yoyl0y13 |  1430.68 40.955 39514 |2 715.8§ 1,79
|Q8ZRP4|DAPD_SALTY 2 3 MQQLQNVIETAFER 0 14 2 19.04 b3ydy6° 1706.87 92.427 24208] B 569.63 12.80
|Q8ZRP4|DAPD_SALTY 2 2 VPAGSVVVSGNLPSKDGK 226 18 2 15.3f 406y11y18 1710.92 43.321 23684 |3 570.9 13.7
|Q8ZRP4|DAPD_SALTY 2 5 VGINELLR 263 8 3 48.34 V3y5y7 913,53 66.050 29669 |2 457.2f 248
|Q8ZRP4|DAPD_SALTY 2 6 SEVVEGV'VEE(TBIEV'SMGVYLGQS 187 26 5 15.56 b4°bab15y10y15 2696.35 106.521L 13907 | 3 8o9ks -8.15
|Q8ZRP4|DAPD_SALTY 2 7 QQLONVIETAFER 1 13 9 55.93  b4b8°bepa°y3y5eysyld  1575.79 66.098 3956| |2 7884 -16.1
|Q8ZRP4|DAPD_SALTY 2 8 SEVVEGVIVEEGSVISMGVYLGQY 14, 30 11 32.9g |P3DSDS°DSDIODIODLIYAY 555 ) 136.338 3186 | B 1081.8¢ 7.23

TKIYDR 8*y8y17
|Q8ZRP4|DAPD_SALTY 2 9 Oxidation+M(17) SEVVEGV'VEE(TBIEV'SMGVYLGQS 187 26 5 26.16 b14y5y10y13y22 2712.37 120.58p 157 | 2 135669 2.07
|Q8ZQS2|GPMA_SALTY 2 1 VIPYWNDTILPR 160 12 10 81.54 | yly2y3y5y7y8°y8yoyloyl2 1486 81.719 64599 | 4  743.91 0.33
|08ZQS2|GPMA_SALTY 2 2 VIAAHGNSLR 178 11 5 50.14 b2y5y6y8y9 1150.66 37.941 31721 | 2 575.83 7.74
|Q8ZQS2|GPMA _SALTY 2 3 LSEKELPLTESLALTIDR 142 18 2 15.3] 5011y2y6 2028.12 83.362 7443| |2 1014.8) 0.48
|Q8ZQS2|GPMA _SALTY 2 2 LNER 86 2 1 12.69 b3 531.29 46.871 15459 |1 531.2p 0.34
|Q8ZQS2|GPMA _SALTY 2 5 GVSEAK 33 6 3 26.63 b5°b5y5 590.32 28.101 13777 |1 5903 2.24




o)

|Q8ZQS2|GPMA_SALTY 2 GFAVTPPELTKDDER 117 15 4 17.9 b53iiy12 1674.81 54.215 34473 2 837.91] -13.19

|Q8ZQS2|GPMA_SALTY 2 7 IAAHGNSLR 180 9 1 7.81 b6 938.51 37.979 30880 2 469.76 -6.57

|P10372|HIS4_SALTY 1-(5-phohoribos!
5-[(5-

phohoribosylamino)methylideneamino]

imidazole-4-carboxamide isomerase

=
T

1 MIIPALDLIDGTVVR 0 15 5 36.36 b2y5y6y9y12 1625.93 103.002 1957

N

813.47 -0.23

|P10372|HIS4_SALTY 1-(5-phohoribosy})
5-[(5- QVAVSGWQENSGVSLEQLVETYU
phohoribosylamino)methylideneamino] PVGLK
imidazole-4-carboxamide isomerase

138 28 9 35.74 | b3b4*b4b7b13b16y3y5y28  3030.60 118.084 22163 1010.87 6.20

|P10372|HIS4_SALTY 1-(5-phohoribos!
5-[(5-
phohoribosylamino)methylideneamino]
imidazole-4-carboxamide isomerase

=
T

3 YPQIAFQSSGGIGDIDDIAALR 193 22 4 20.59 b11b13b18y13 2307 . 118.268 5312 2 1154.08| -2.22

|P10372|HIS4_SALTY 1-(5-phohoribos!
5-[(5-
phohoribosylamino)methylideneamino]
imidazole-4-carboxamide isomerase

=
T

4 QIPLIK 60 6 2 26.63 b4b5 711.48 54.445 4003 1 711.48 3.35

|P10372|HIS4_SALTY 1-(5-phohoribosy})
5-[(5-

phohoribosylamino)methylideneamino]

imidazole-4-carboxamide isomerase

5 Carbamidomethyl+C(§ EAIQCWQNV 236 9 3 30.1 b3y4y7 1527. 82.716 3082 1 1147.52 -0.43

|P10372|HIS4_SALTY 1-(5-phohoribos!
5-[(5-
phohoribosylamino)methylideneamino]
imidazole-4-carboxamide isomerase

=
T

6 LQDYAAQGAGVLHLVDLTGAK 34 21 3 13.7 b10y3y6 2140.10 81.100 2817 3 714.04 -19.51

|P10372|HIS4_SALTY 1-(5-phohoribos!
5-[(5-
phohoribosylamino)methylideneamino]
imidazole-4-carboxamide isomerase

=
T

7 Carbamidomethyl+C(9 FTVKEAIQCWQNV 232 13 4 25.1 b9*B9% 1622.81 53.235 6093 B 541.61 5.42

|P10372|HIS4_SALTY 1-(5-phohoribosy])

5-[(5- CarbamidomethyH+C(4)HVLCTDISRDGTLAGSNVSLYEEV]
phohoribosylamino)methylideneamino] Carbamidomethyl+C(2%) CAR

imidazole-4-carboxamide isomerase

166 27 5 25.66 b4b7°b7b11b13 3022.48 121.478 1522 3 1008.15 1.70 -

|P67617|FETP_SALTY Probable Fe(24)

O 3 % -
tafficking protein 1 QTMLINEK 45 8 9 48.89 | b7y2°y2y3*y3ydysy8ty8  976.51 41179 4658 | 2| 488.76 2.75

|P67617|FETP_SALTY Probable Fe(24)

= . 2 DAEGQDFQLYPGELGK 12 16 3 16.93 b11b14y13 1766.8B 68.46 8985 | 2 883.92 6.01
trafficking protein

|P67617|FETP_SALTY Probable Fe(24)-

o o 1 b
rafficking protein 3 LLEQEMVSFLFEGK 64 14 7 27.21 b5°b5b13y7°y7y12*y1p 1660.8 101.741 17814

835.44 10.45

N

|P67617|FETP_SALTY Probable Fe(2+)
trafficking protein

4 Phosphoryl STY(6) IYNEISKDAWAQWQHK 29 16 8 7111  bayaEiTy8y10°y10 2096.96 65.280 3057 |3 699.64 3.03

|P67617|FETP_SALTY Probable Fe(2+)
trafficking protein

LLEQEMVSFLFEGKDVHIEGYTPH

5 Oxidation+M(6) DK

64 26 3 18.16 y5y11y20 3069.51] 132.869 23906 3 1023.B4 10.6

|P67617|FETP_SALTY Probable Fe(24)-

= . 6 GQDFQLYPGELGK 15 13 0 4.56 1451.70| 68.388 2699 3 484.57 1m2.
trafficking protein

|P69936|YDFG_SALTY NADP-dependgn
L-serine/L-allo-threonine dehydrogenade 1 AVLPGMVER 115 9 4 37.96 bly4y6y7 971.52 53.102 3354 2 486.27 -11.87
ydfG

=3




|P69936]YDFG_SALTY NADP-dependdn e .
L-serine/L-allo-threonine dehydrogenade 2 VTDIEPGLVGGTEFSSVR 171 18 10 48.87°203 b3y5i'9£2y13y14 ! 1862.96 69.125 28394| P  931.98 6.95
ydfG Y
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 3 AAIEEMMASLPAQWR 58 15 4 41.13 y4y8y10yl14 1703.84 90.955 185 2 852.42 8.38
ydfG
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 4 GH”N|GSTAGSWKPYAGGNVYGAT 126 25 3 21.81 b4y12y13 2491.24 99.185 246( 3 831.Q9 9.7
ydfG
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 5 DIDVLVNNAGLALGLEPAHK 73 20 5 14.19 b3b7°b7*b7y7 2059.16|  09.967 12625 | 2| 1030.08 18.02
ydfG
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenage 6 Carbamidomethyl+C(1¥%) MIVLVTGATAGFGECIAR 0 18 5 21.42 1by8y12°y12 1865.99 79.010 3249 3 622.61 15.57
ydfG
|P69936]YDFG_SALTY NADP-dependdn
L-serine/L-allo-threonine dehydrogenade 7 INIGSTAGSWPYAGGNVYGATK | 128 23 1 8.39 b13 2297.17 99.260| 413 | 2| 1149.09 4.25
ydfG
[P66193|RL31B_SALTY 50S ribosomd| o [ )
broten La1 type B 1 TFDSESSAAR 62 10 8 67.6 yly4°ydy5yey7y8y10 1070.47 24555 7256 | 2| 53574 7.41
IP66193IRL3LB_SALTY 50S ribosomal TEREIELDGVTYPYVTIDVSSK 30 22 4 13.27 b8b10y11°y11 2514.2| 113.733 2062 | 4 83875 -9.52
protein L31 type B
IP66193|RL31B_SALTY 50S ribosomal TVVFHDTSANEYVK 10 14 12 104,87 |PLOP1LYSy4y4yBYOYOyI0 4 5q 76 47.127 356267 B 537.26 17.52
protein L31 type B y10y11y12
IP66193|RL31B_SALTY 50S ribosomal VGSTIKTER 24 9 3 37.96 y3y4y5 990.54 18.237 2886 2 495.78 643
protein L31 type B
[P66193IRL31B_SALTY 50S ribosomdl EIELDGVTYPYVTIDVSSKSHPFYT o7 s 20,86 b5bBy7y12v12525 07341 6350 b | 3 1005116 1350
protein L31 type B GR
P66193|RL31B_SALTY 50S ribosomgll TEREIELDGVTYPYVTIDVSSK 30 22 3 13.27 b3boy10 2514.24 1027 4368 | 3| 838.75 -10.10
protein L31 type B
|Q8ZL56|GPMI_SALTY 2 1 | carbamidomethyl+C(B) AVEALDNGE/TK 416 14 6 30.38 b1b12y2y7y10y11 1589.79 61.213 21391 | 2 5.4 3.30
|Q8ZL56|GPMI_SALTY 2 2 LSD'APTMLSLL'\IQI(\;/'\QE'PQEMTGKP 485 29 7 36.14 b3b4b5b7yly2y29 3191.6p 121.279 19730 | 3 3064  -2.68
|Q8ZL56|GPMI_SALTY 2 3 VATYDLQPEMSSAELTEK 364 18 8 30.59 1b7boy2yoyllyl7yis|  2011.97 63.150 1252 2 1006.49 8.5
|Q8ZL56|GPMI_SALTY 2 4 TAVAYPPASLANTFGEWMAK 303 20 6 27% | bobl5yl4*y1dy15°y15 |  2125.05 95.757 12374 |2 1063.03 3.64
|08ZL56|GPMI_SALTY 2 5 AFVNADFDGFARK 272 13 3 20.39 b3yl 1457.72 74.900 3289 | P 729.36 2.09
|Q8ZL56/GPMI_SALTY 2 6 YAHVTFFFNGGVEEPFAGEER 336 21 3 13. b5b12y6 2403.12 94.927 1877] |3 80L.74 5.99
|Q8ZL56|GPMI_SALTY 2 7 | carbamidomethyl+C(p DT”CNYPNGDI'\K"VGHTGVM EAAL 391 25 8 37.15|  b4b7b9bllydy8ey8y1] 2769.31 119.483 490p6 | 323.78 16.93
|Q8ZL56|GPMI_SALTY 2 ) TPVMDALWAK 31 10 3 28.38 b4bsy3 1131.59 72.001 20479 |2 5663 022
|Q8ZL56|GPMI_SALTY 2 9 DPATGQAHTATNLPVPL'YVGE 452 24 5 19.19 bob11b15y5°5 2529.27 84.728 608l | 3 84376  .8315
|08ZL56|GPMI_SALTY 2 10 KPMVLVILDGYGYR 5 14 3 24.48 b3b4gl 1623.91 101.826 5341| b 81246 13.46
|Q8ZL56/GPMI_SALTY 2 11 TFFANPVLTNAVDQAK o1 16 3 16.93 bBy9 1735.87 82.778 2906 | b 868.44 ~16.46
|Q8ZL56|GPMI_SALTY 2 12 GAEK 141 2 1 12.69 V3 40421 29.961 3911 |1 4042} 0.98
|Q8ZL56|GPMI_SALTY 2 13 ERTFFANPVLTNAVDQAK 89 18 8 26.26] 1B°b12*b12y4°ydy7y8°y8  2021.03 104.397 2840 |2 101142 137
|Q8ZL56|GPMI_SALTY 2 14 Oxidation+M(5) AVH'MGLLS%;SL\X:EHEDH'MAM 111 30 5 11.3 b5y8°y8y11°y11 3197.53 115.62 462 3 1066551 12.22
- AYDLMTLAQGEFQADTAVAGLQ N
|Q8ZL56|GPMI_SALTY 2 15 Oxidation+M(5) AV ARDENDEFVK 202 35 6 16.73 b4b7boy10%y10y12 3837.84 131.438 289p | 4 as0.p 1177
|Q8ZL56|GPMI_SALTY 2 16 | carbamidomethyl+C(L) CIEQVTK A2 7 1 7.3 bs 877.45 61.144 6054 |1 877.4 417
'POZQOBlSUB'—pSrQZLY Sulfate-binding| YLYSPEGQEIAAK 263 13 7 46.8 | b10*bl0y7yoylOyllylR  1468.7B 50.532 38633 | 2|  734.87 0.58




lPOZgOBlSUBIT)Src/;Z;Y Sulfate-bindingl NVEVLDSGAR 183 10 5 51.48 b2ydy5y6y8 10509.54 39.990 23744 | 2 30.87 -6.34
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) DIQLLNVSYDPTRELYEQYNK 20 21 5 21.41 b4bob12*b12y11 2601. 77.530 1931 | 4 130116 10.04
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding GSTNTFVER 193 9 4 30.18 b5°b5b7y3 1010.50 38.331 969 2 B05) 1281
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) g QSHGGSA"\(L;';\?ISAJS)\/IE\\‘;LEADVVTL 58 36 4 23.08 b11°b11b12b19 3655.8p 87.672 574 5 73197 1-8.
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) NVEVLDSGARGSTNTFVER 183 19 3 14.74 b12b14y16 2051.03 005 | 3566 | 3| 684.35 7.14
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| DIQLLNVSYDPTRELYEQYNK 20 21 4 18.63 b3b12ydys 2601.27 1083 1504 | 3| 867.76 5.54
IPOAZELIGLYA_SALTY Serine 1 LNSAVFPSAQGGPLMHVIAGK 251 21 9 29 35| P20A'DADADLLYBYAYISYR 549, 19 78.635 79024 B 698.71 -5.48
hydroxymethyltransferase 1
'Poﬁ; dfig;i%ﬁgié;igne 2 SPFVTSGIR 354 9 3 30.18 b3y5y6 963.52 49.301 4619 2 482p6 976
'Poﬁf dfig;i%ﬁgi;iigne 3 VMQAQGSQLTNK 42 12 13 107.84 b3b5b§2‘§‘y’%331’;y8*y8 ! 1304.66 29.551 43606 | P 652.83 281
'Poﬁ; dfig;&—yigi;;igne 4 EMNIADYDAELWQAMEQEK 4 19 6 21.7 y2y6yl1°y11y13y19 23120 | 92.598 21741 | 24 1157.51 6.65
'Poﬁfdfiggﬁ—yigi:ezzgne 5 VYQQQVAK 285 8 7 40.56 b2y2ySy6*y6y7y8 963.52 19.506 2071 |2 482.26 7.28
'Poﬁfdfiggﬁ—yigi:ezzgne 6 MIIGGFSAYSGVVDWAK 168 17 8 49.18 | b9°h9b10y8°y8y11ly12yl6 1800.89 103.432 15597| B 600.97 -3.46
'POhA; dfig;iﬁigiézzg”e 7 AVALKEAMEPEFK 272 13 4 20.38 b1b1ly5y1l 1462.74 59.422 494 | 2| 73188 2.75
IPOAZELIGLYA_SALTY Serine 8 | carbamidomethyl+C(7) ELAGWMCDVLDNINDEATIER 380 21 11 Fw |P2D2D4Y2YEYEYTYIVION 546413 101.841 0887 | P 123257 7.33
hydroxymethyltransferase y10y13
'POhA; dfig;i%ﬁgi;zzg”e 9 QEEHIELIASENYTSPR 25 17 3 24.75 bob11b12 2015.99 80.158  5051| 2| 1008.50 13.02
'POhA; dfig;i%ﬁgi;zzg”e 10 | carbamidomethyl+C(d) VLDICAR 405 7 3 40.11 yay5y6 846.44  44.649 42028 | 2 42372 -15.86
'POhA; dfig;i%ﬁgi;zzg”e 11 NSVPNDPK 346 8 5 48.89 b5y5yey7°y7 870.43 104.514 3626 |1 ao.| 351
'POhA; dfig;i%ﬁgi;zzg”e 12 LYNIVPYGIDESGKIDYDEMAK 138 22 3 22.02 b3y17y18 2533.23 6599 82680 | 3 845.08 6.46
'POhA; dfig;i%ﬁgi;zzg”e 13 NSVPNDPKSPFVTSGIR 346 17 6 33.5€ b5boy8y9°y9y14 1814.p2 52.356 40314 | 3  605.64 -12.58
'POhA; dfig;i%ﬁgi;zzg”e 14 VMQAQGSQLTNKYAEGYPGK 42 20 4 30.45 y6y10y11y13 2170.09 081968 1777 | 3| 724.03 13.50
'POhA; dfig;iﬁigiézzg”e 15 Oxidation+M(1) MIIGGFSAYSGVVDWAK 168 17 6 2958  b7°b7eM12y13°y13 1816.91 66.681 12778] |3 606.31 7.46
IPOASYSICC_SALTY Cold shock-like | GFGFITPADGSK 15 12 24 154.15 Sef?y?ét;i?fffgseeotﬁi%; 32 1196.59 64.325 504583 P 598.80 -4.18
protein cC oy8yOy10y12
'POAQYQlCC‘—)rSO?;Kgo'd shockelike |, DVFVHFSAIQGNGFK 27 15 4 31.46 b8b13y5y6 1665.82 74.348 ges| 3| 55594 11.07
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 4 GPAAVNVTAI 59 10 5 41.39 b2b3b7b9y10 912.51 59.556 27180 |1 281 -4.15
'POAQYQlCC‘—)rSO?;Kgo'd shockelike |, TLAEGQNVEFEIQDGQK 42 17 4 22.59 bob13y4y12 1905.9p 74.03] 1816 | 2| 953.46 1.73
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | g WENESK 9 6 1 13.52 b3 810.39 106.580 497¢) |1 810.3p 13.4
'POAQYQlCC‘—)rSO?;Kgo'd shoclelike | ¢ TLAEGQNVEFVET'(iPGQKGPAAVN 42 27 4 17.87 b3b11b22°h22 2799.42 75.964 8044 3 033B1 1.4
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 5 GFGF'TPADGS(’;DKVFVHFSA'QG'\ 15 27 4 25.1 b4b7y10y11 2843.39 88.933 32561 | 4 711.40 9.0




[POA9YO|CC_SALTY Cold shock-like DVFVHFSAIQGNGFKTLAEGQNY . ] ]
rotein o0 8 EFEIQDGOK 27 32 5 13.38 b5b8y3*y3y10 3552.78 116.449 9123 |3 1184p3  o0Ll.
IPOASYSICC_SALTY Cold shock-like | g GFITPADGSK 17 10 0 2.9 992.50 64.305 2486 |1 992.5p -7.63
protein cC
IPOALFSDHAS_SALTY Aartate- 1 ELLTQMGQLYGHVADELATPSSAIl 47, 30 4 113 b9y5y27y30 3208.66 129.241 20406 | 3 1100p3  9s10.
semialdehyde dehydrogenase LDIERK
[POALFS|DHAS_SALTY Aartate- . e )
cemialdehyds dehydroganase 2 |carbamidomethyk-C(14) ILNTASVIPVDGLCVR 252 16 8 51.32  yBg3y5y8°y8ydyll 1726.95 77.830 20355 |2 863.9 0.42
IPOALFSDHAS_SALTY Aartate- 3 MKDDAIILDPVNQDVITDGLNNG 103 26 4 21.79 b6b7yly13 2810.44 86.338 27417 | 3 937.49 15
semialdehyde dehydrogenase VK
IPOALFSIDHAS_SALTY Aartate- 4 GMVGSVLMQR 10 10 7 38.93 b5b7y2*y2y3y7y10 1077.5¢ 50026 387 | 2| 539.28 -0.11
semialdehyde dehydrogenase
IPOALFSDHAS_SALTY Aartate- 5 ELLTQMGQLYGHVADELATPSSAIl 47, 29 6 21.93 b2b13ydy10y11°y11 3170.6L 106.526 8355 | 3 .5as7  2.85
semialdehyde dehydrogenase LDIER
IPOALFSIDHAS_SALTY Aartate- 6 SGELPVDNFGVPLAGSLIPWIDK 210 23 4 12.89 b2bob15y5 242427 111.569 5108 | 3 808.76 -4.53
semialdehyde dehydrogenase
IPOALFSIDHAS_SALTY Aartate- 7 ELTPAAVTGTLTTPVGR 315 17 3 16.1 b12y4yl4 1683.94 68.588 443 | 2| 84247 4.93
semialdehyde dehydrogenase
- % | % |
IPOALFSIDHAS_SALTY Aartate 8 | carbamidomethy+C(8)  ALDINTCQGGDYTNEIYPK 65 20 10 68.6|P3P4P9"DIDIZTOIZDIILIS ) g 96.808 22477| B 757.36 -10.79
semialdehyde dehydrogenase y6y7
IPOALFSIDHAS_SALTY Aartate- 9 LNMGPEFLSAFTVGDQLLWGAAE) - 355 26 5 12.02 b9*b9b11°b11y4 2832.3 103.461 201p | 3 94480 16.64
semialdehyde dehydrogenase PLR
IPOALFSIDHAS_SALTY Aartate- 10 | carbamidomethy+C(d) ALDINTCQGGDYTNEIYPKLR 65 22 5 w b11°b11b13b14b15 2539.28 99.371 425 3 84710 2.0
semialdehyde dehydrogenase
IPOALFSIDHAS_SALTY Aartate- 11 GMVGSVLMQRMVEER 10 15 6 29.09 b6y3y4°ydy11°y11 1721.8f  5.189 2482 | 2| 861.44 11.49
semialdehyde dehydrogenase
IPOALFSIDHAS_SALTY Aartate- 12 VVPNDRDITMR 304 11 4 35.78 b6*beb7b8 1315.67 119.897 1508 | 2 58.84 -6.50
semialdehyde dehydrogenase
IPOALFSIDHAS_SALTY Aartate- 13 Oxidation+M(2) GMVGSVLMQR 10 10 4 26.62 b7y7*y7y9 1098.5| 68.494 11860 | 4  547.28 -2.68
semialdehyde dehydrogenase
IP10370HISX_SALTY Histidinol 1 AGFSALASTIETLAAAER 397 18 14 gg.01 | P2PEOIAYLYAYAYSYSYTWT 00 oo 103.424 77838| b 889.97 2.74
dehydrogenase y8°y8y11y12
IPLOS70[HISX_SALTY Histidinol 2 NIETFHSAQTLPPVDVETQPGVR) 93 23 6 33.21) b6b9b11°b11y11yl? 2535.28 62.332 62481 B 84577 0.00
dehydrogenase
IP10370HISX_SALTY Histidinol 3 VTPEEIAAAGAR 67 12 5 44.53 y6y8y9y10y12 1184.62 49.163 s744| 2| 592.81 5.46
dehydrogenase
|P10370|3£é—r‘z’ggaz:'St'd'”o' 4 | carbamidomethy+C(5) DLAQCVAISNQYGPEHLIQTR 311 22 6 80 | blibliyloylayiey22|  2526.29 75.386 4782 3 84277 3.19
|P10370|3£é—r‘z’ggaz:'St'd'”o' 5 |carbamidomethyl+C(11) SENTLIDWNSCSPEQQR 1 17 5 22.59 188By5y17 2081.95 74.591 32463 |2 1041.4B 7.51
[P10370]HISX_SALTY Histidinol . CQQVTRPVSSVGLYIPGGSAPLF$ )
dehydrogenase 6 | Carbamidomethyl+C(l VLMLATPAR 116 34 5 12.9 b2b3b9y14y19 3573.9 112.829 234 3 110197 03 4
IP10370HISX_SALTY Histidinol 7 MTVQELSK 389 8 5 40.56 b4b5b7b8°b8 935.49 56.160 546 2 82  4.05
dehydrogenase
IP10370HISX_SALTY Histidinol 8 TVSDILDNVK 34 10 4 38.93 b4b8y5y8 1103.59 60.646 26156 |2  8B2. .75
dehydrogenase
b3b4b5b6b7b8b10b11b1R°
o LDGAAIDMPAGPSEVLVIADSGAT 0
IP10370HISX_SALTY Histidinol 9 PDFVASDLLSQAEHGPDSQVILLT| 224 55 26 195,73| P13014b15D16°D1E1TYRY o)) 2o 113.168 13553 4 1386.1 -5.20
dehydrogenase 5°y5y7y8y9°y9y10y11yl4|
PDADIAR o
IP10370HISX_SALTY Histidinol 10 QVSQR 219 5 1 13.11 v3 617.33 70.232 gs51 |1 617.38 -3.4¢
dehydrogenase
o DLVDAITSAGSVFLGDWSPESAG
IPLOS70[HISX_SALTY Histidinol 11 |carbamidomethy+C(4PPYASGTNHVLPTYGYTATCSSLG| 336 53 3 12.08 b5boy6 5568.61] 99.148 4473 5 111453 1.4
dehydrogenase
LADFQKR
IPOA2CSIRBSB_SALTY D-ribose-binding ILLINPTDSDAVGNAVK 84 17 9 53.16 |P2DSP4PI0DI2YLIYIZYIdY 1 5q g 70.781 22721| ®  870.48 2.03
periplasmic protein 17
IPOA2CS|RBSB_SALTY D-ribose-binding DTIALVISTLNNPFPVSLKDGAQK 26 28 6 33.16 y1y5y8y12y13y25 3034.58 114.52 1536 4 75040 -11.18
periplasmic protein EADK




IPOA2CS|RBSB_SALTY D-ribose-binding LVIK 201 4 1 12.69 v3 472.35 56.989 24701 |1 472.34 -5.81
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding DGAQK 45 5 1 13.11 v4 518.26 35.507 2075 |1 5182 8.83
periplasmic protein
IPOA2CSIRBSB_SALTY D-ribose-binding YPVDLK 285 6 2 26.63 babs 734.41 73.028 11653 |1 7344 8.14
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ GDVVSHIASDNVLGGK 119 16 4 27.33 b5y7yoyl4 1567.84 68.602 458 | 2| 784.42 19.93
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding 7 IAGDYIAK 135 8 3 40.56 yay6y7 850.45 35.781 4123 |2 425.73 .
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ FNVLASQPADFDRTK 178 15 3 17.9 b7y8y12 1708.8 92.523 6142 | 2854.93 164
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding o ERGEGFQQAVAAHK 164 14 4 30.38 b10y3y12y13 1527.7p 90773 892 | 2| 7e4.38 -2.64
periplasmic protein
IPS5900]SERC_SALTY Phohoserine| AQVFNFSSGPAMLPAEVLK 1 19 11 71,25 | P203b12b13DI7Y3Y6Y13Y1 g s 91.467 43991| P 1003.53 5.42
aminotransferase 4y15y19
IPS5900]SERC_SALTY Phohoserine| AELLYGVIDNSDFYR 272 15 5 29.09 b3b5b11°b11y12 1774.85 572 3869 | 3| 592.29 -8.18
aminotransferase
IPSS900]SERC_SALTY Phohoserine| 5 ALTDFMIDFERR 348 12 5 35.23 b5b6b7°b7b12 1513.76 116.04) 7120 | 2| 757.38 2.66
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ASIYNAMPIEGVK 335 13 5 25.15 b6°bey7y8°y8 1392.74 76.368| 450 | 2| 696.87 15.78
aminotransferase
IPSS900SERC_SALTY Phohoserine| o | o o Hidomethy+C(T)  LAQQELCDWHGLGTSVMEISHR 20 22 3. bob11b12 2567.18 118.976 6394 |3  856.4p -11.0
aminotransferase
IPS5900]SERC_SALTY Phohoserine| MAQVFNFSSGPAMLPAEVLK 0 20 4 22.32 b4b8b16yl4 2137.1p @1 6374 | 2| 1069.06 16.11
aminotransferase
IPS5900]SERC_SALTY Phohoserine| 7 MNVPFQLADNTLDK 297 14 3 19.04 b6b11y3 1605.79 75.421 2804 | 2 803.40 471
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ¢ EFIQVAEEAEQDFR 44 14 7 56.13|  b6b8*h8b10b13yeyll  1710.83 25.987 1757 | 3| 570.95 16.63
aminotransferase
IPSS900SERC_SALTY Phohoserine| o | oo idomethyl+C(4 VLFCHGGGR 68 9 3 37.96 y5y7y8 1082.4 120.417 1573 | 1  1002.48 -15.10
aminotransferase
IPSS900SERC_SALTY Phohoserine| | oo midomethyl+C(d) KYCAPQIIDAK 111 11 4 24.03 b5b108110 1306.69 47.885 12039| p  653.85 8.97
aminotransferase
IPSS900|SERC_SALTY Phohoserine| ;) | oo idomethyl+C(4) VLFCHGGGRGQFAGVPLNLLGIK 68 23 6.87 b4bSb7b10b15 2412.24 92.609 1067 2 120653 7.1
aminotransferase
IPSSO00ISERC_SALTY Phohoserine| 1, | oo pamidomethyl+C(1h)  DLLNIPSNYKVLFCHGGGR 58 19 14.7 baysy11 2160.11 84.995 2687| |2 1080.5p 1.92
aminotransferase
IPS5900|SERC_SALTY Phohoserine| 5 AELLYGVIDNSDFYRNDVAQANR| 272 23 6 21.93 | b13°b13*h13y1By'yld | 2643.27 79.462 2050 | b 1322.14 2.31
aminotransferase
IPSS900ISERC_SALTY Phohoserine| ASIYNAMPIEGVKALTDFMIDFER | 335 24 5 16.61 b8°b8b12y5y7 21.37 118.172 1544 911.13 10.19
aminotransferase
|Q7CPL5|RL14_SALTY 50S ribosomal b2b3b5b7b12b13*h13b1 Ty
rotein L14 1 MIQEQTMLNVADNSGAR 0 17 18 10843 " o boyoroyiovly 167789 58.922 101865 P 939.45 4.94
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosomal ISLAPEVL 114 9 4 30.18 b5y4y5y9 954.58 85.460 6712 1 905458 518
- o % | x| o
IQ7CPLSIRL14_SALTY 50S ribosoma) 4 IQEQTMLNVADNSGAR 1 16 12 59.2g | P3"D3™DSDS™DSDTDTOONY 4 g on 94.652 14982 »  873.93 1.75
protein L14 y7y8yl1l
IQ7CPLSIRL14_SALTY 50S ribosoma) IFGPVTR 08 7 3 40.15 y3y5y6 789.45 45.063 9177 2 39528 8.2
protein L14
'Q7CPL5|RL‘1);1&‘:’QLLT1\; S0Sribosomal 5| o hamidomethy+C(8)  FDGNACVILNNNSEQPIGTR 78 20 24.95 b7y3yllyl2 2219.07 59.083 154370 |2 1110.04 6.71
'Q7CPL5|RL‘1);1&‘:’QLLT1\; S0Sribosomal & | o hamidomethyl+C(3 VMCIK 18 5 3 39.32 b3y3y4 650.3 491 | 12763 | 1| 65033 -11.92
o % | Oy %
IQ7CPLSIRL14_SALTY 50S ribosoma)  ; Oxidation+M(L) MIQEQTMLNVADNSGAR 0 17 9 42.19 | PBPLODIOYEYIYOYIOTYY 1504 o5 121.317 5500 | P 947.46 13.34
protein L14 Oy13
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosomal ¢ Oxidation+M(7) MIQEQTMLNVADNSGARR 0 18 4 21.42 b4b10y731 2049.98 68.439 4402 | P 1025.49 0.95




'Q7CPP7|RL§r10—t::tTZI 50S ribosoma MYAVFQSGGK 0 10 7 39.72 b2b3yly3ydy7y10 1087.5! 52.437 mod 2| 544.26 6.96
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma VSEGQTVR 13 8 5 40.56 b2ySy6y7y8 875.45 16.161 466 2 43823 3.83-
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma 4 IGVPFVDGGVIK 48 12 3 20.21 y5y6y8 1200.69 77.010 35715 |2 80 6.91
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma QQGHRQWFTDVK 85 12 3 29.21 yey7y1l 1529.75 70.688 28 | 2 53 -6.78
[P26982|DEGP_SALTY Protease do 1 AGDVITSLNGKPISSFAALR| 332 20 8 33.04| Dblb3°b3yly3y7yoyl5 2017.0p 75.012 25845 | 3 .0873] 1101
|P26982|DEGP_SALTY Protease do 2 NLTSQMVEYGQVK 275 13 0.88 | b5bebllyoylleyllyld| — 1496.74 57.959 2487p | 2 74888 411
|P26982|DEGP_SALTY Protease do 3 GAFVSQVMPNSSAAK 313 1= ) 43.44 | b3yly2y7y8yoylloyllylls  1493.74 53.243 17199 | 2 37| 082
[P26982|DEGP_SALTY Protease do 2 SDIALIQIQNPK 160 12 2 35.23 b2b3b4b5 1339.7 63.999 16417 | 2 70.88 0.73
|P26982|DEGP_SALTY Protease do 5 VGDYTVA'GN:LFSRLGETVTSG'VS 186 28 8 3571 |  b3b7b8y3y5°y5y6y28 2750.4L 116.49 11315 | 3 7.481 -7.99
[P26982|DEGP_SALTY Protease do 5 SGLNVENYENFIQTDAAINR| 214 20 5 22.32 b3b5*b5b13y5 2268.11 77.592 724 2 113456 8 8.1
|P26982|DEGP_SALTY Protease do 7 VMPSVVSINVEGSTTVNTPR 48 20 3 14.19 b3b9y12 2087.08 64.688 6814 |3 69697 1.9
|P26982|DEGP_SALTY Protease do 8 AQVGTMPVGSK 352 11 9 81.12 | y3°y3y5y6y8°y8yoyl0*yl0 1078.5| 34.532 13790 | 4  537.78 5.79
[P26982|DEGP_SALTY Protease do 9 GELGIMGTELNSELAK 289 6 1 2 28 b3b4b7y8 1661.81 46.015 2577 |2 83L4l 216
- GNSGGALVNLNGELIGINTAILAP ) ]
|P26982|DEGP_SALTY Protease do 10 Oxidation+M(39 D ONICIGEAPSNMVK 234 M 5 11.86 b8*b8b14ydys 3965.04 103.56 631 3 132286 .73
[P26982|DEGP_SALTY Protease do 11 GAFVSQVMPNSSAAK 313 5 1 0 2.15 1476.73 53.229 4772| |2 738.81 12.73
'P67093|UG§£(';;YGU”'VE'S"’“ stress| 4 TIIMPVDVFEMELSDK 3 16 7 34.98 |  b2b3b12y6y12y13y16 1866.98 104.659 55664 | 2 933.97 5.56
'P67093|UG§£(';;YGU”'VE'S""' stress| NPSITTHLLGSNASSVVR 114 18 5 34.29 b5*b5beb7°b7 1852.97  .150 20118 | 3| 618.33 -10.28
'P67093|UG§£(';;YGU”'VE'S""' stress| 5 LOTMVGHFSIDPSR 69 14 3 19.04 b12y8y12 1587.7 64.811 500053 | 529.93 -13.99
'P67093|UG§£(';;YGU”'VE'S""' stress| DVVNEMGEELDADVVVIGSR 94 20 5 14.19 b3b5°h5*h5y14 2146.04 91.958 4285 | 2| 107354 14.68
'P67093|UG§3(';;YGU”'V”S""' stress| g Oxidation+M(11) TIIMPVDVFEMELSDK 3 16 5 40.85 b11b12y3yE 1882.94 77.492 2231 | B 628.32 12.77
IQO8O16|OTC_SALTY Ornithine 1 |CarbamidomethyC(2) o\ oo A al vAECSAMAKK 190 18 6 15.37 b1b13y7y10°y10y18 1998. 74.692 24426 | 4 66465 -9.25
carbamoyltransferase Carbamidomethyl+C(12)
IQO8016|OTC_SALTY Ornithine 2 | carbamidomethyl+C(4 FLHCLPAFHDDETTLGKK 270 18 9.32 H1By9°y9 2129.06 117.003 16977 |3 710.34 4.01
carbamoyltransferase
IQO8O16|0TC_SALTY Ornithine 3 DYQVNSQMMALTGNPQVK 252 18 9 67.06 | POP12D14yAy8yL1y13y18y 55 o7 64.937 15639 | p  1012.4 5.25
carbamoyltransferase 18
IQO8O16|OTC_SALTY Ornithine 4 AFNEMTLVYAGDAR 152 14 9 53.12 | b9bl3y2y3°y3y5y6y7yll 1588 69.640 14150 | 4 779.38 12.85
carbamoyltransferase
IQO8016|0TC_SALTY Ornithine 5 GADFIYTDVWVSMGEPKEK 224 19 3 2252 b12b13y8 2172.04 1@3 | 2773 | 3| 724.69 5.17
carbamoyltransferase
IQO8016|0TC_SALTY Ornithine 6 GADFIYTDVWVSMGEPK 224 17 3 16.1 bdy4y9 1914.90 97.195 2184 3| 638.97 4.97
carbamoyltransferase
IQO8O16|OTC_SALTY Ornithine 7 |Carbamidomethy+CQR) -\ oo aal VAECSAMAK 190 17 4 16.1 b12°b12y6y14 1863.87 7330 | 17663 | 2| 932.44 5.89
carbamoyltransferase Carbamidomethyl+C(12)
IQ8016|0TC_SALTY Ornithine 8 | carbamidomethy+C(4 FLHCLPAFHDDETTLGK 270 17 16.1 B0 2001.00 79.692 4453 | B 667.67 21.47
carbamoyltransferase
IQO8O16|OTC_SALTY Ornithine 9 VTYLGSSGSQIGHK 73 14 5 31.17 b3ydyo°yoy11 1433.7p 45609 828 | 2| 717.36 -12.60
carbamoyltransferase
IQO8O16|OTC_SALTY Ornithine 10 Oxidation+M(13) GADFIYTDVWVSMGEPK 224 17 4 25.82) b5y L2 1930.90 105.076 3203| P 965.96 7.40
carbamoyltransferase
IQO8O16|OTC_SALTY Ornithine 11 QVNSQMMALTGNPQVK 254 16 0 5.39 1745.85 64.991 2702 |2 @m.| -11.12
carbamoyltransferase




[P63411JACKA_SALTY Acetate kinase Carbamidomethy) LVLVLNCGSSSLK 4 13 5 38.84 b3bdy2y8y9 1389.74 67.086 209 | 2| 695.39 -9.31
Oy /%
|P63411|ACKA_SALTY Acetate kinase EGTRPAVVIPTNEEIAQDASR 374 23 11 78.07 [PBPOY4YS );E;gSyGy?ySyli 2465.29 69.036 42153 B 822.44 198
[P63411JACKA_SALTY Acetate kinase Carbamidomethy gy FA”DAVNGDELESGLAECFHLPE 17 26 6 12.02 b2b3y2ydy9y26 2907.34 104.80 40048 | 3 969.80  .60-1
[P63411JACKA_SALTY Acetate kinase LDAVVFTGGIGENAAMY 324 18 4 245 b4b8b12y6 1819.94 89.704 473 2 91047 0.0
[P63411JACKA_SALTY Acetate kinase ELSLGKLGVLGFEVDRE 342 18 3 22.78 b3y4y5 1998.06 68.494 4451 |3  666.49 5.1
[P63411JACKA_SALTY Acetate kinase Oxidation+M(16) ADVFTGGIGENAAMVR 324 18 4 15.37 bay11yl4°y14 1835.93 oo | 6878 | 3| 612.65 3.32
[P63411JACKA_SALTY Acetate kinase Oxidation+M(9) SETALMDGR 312 12 3 29.21 b3b4b6 1362.63 72.979 167 |1 13623 -2.06
|P0A7V6|RS$FOSIQETSY33OS fibosomal VVADIAGVPAQIIL\I IAEVRKPELDA 5 . . 2605 Jayyl1yl? 2616.43 70.000 s0o5k |4 65446 14l
IPOA7VEIRS3_SALTY 30S ribosomal LVADSITSQLER 114 12 11 78,52 [P2YSYOYBYOYOYLOYIOVIL 455y 24 60.492 38538 2 666.36 183
protein S3 y12*y12
'POA?VGlezF;gETSY;OS ribosomal ADIDYNTSEAHTTYGVIGVK 179 20 5 22.32 b2b3bdy11y20 2154.0§ 56.281 27345 | 4  718.68 -4.19
'POA?VGlezF;gETSYngS ribosomal GEILGGMAAVEQPEKPAAQPK 204 21 6 39.2 b3°b3b4b6b8b12 2121.| 97.857 36072 | 3 707.71 5.76
'POA?VGlezF;gETSYngS ribosomal LGIVKPWNSTWFANTK 11 16 5 30.45 b12b13y10y13°y13 1862.0L 13197 1901 | 3 62134 5.90
'POA?VGlezF;gETSYngS ribosomal LGGAEIARTEWYR 156 13 3 25.15 b1ly3y4 1521.76 69.588 3635 | 2 61.38 1412
'POA?VGlezF;gETSYngS ribosomal LVADSITSQLER 114 12 0 2.9 1314.68 60.465 24804 |2  e57.85 2.0
|P10367|HIS2_SALTY Histidine TDGLMPAIVQHAVSGEVLMLGY . ] )
biosynihesic biiunctional protoin hislE MNPOALDK 14 30 5 11.3 b12y11y27°y27y30 3198.5 136.544 16770 | 4 8000 -2.44
bic!Z;r?tﬁgZilgL?fiﬁitiAc;LTp'::tg?nmris|E TADPTSSYTAK 126 11 8 51.99|  blb3b8y7y8yoeyoylll 1141.5% 88.4 | 15392 | 2| 57127 128
bic!Z;r?tﬁgZilgL?fiﬁitiAc;LTp'::tg?nmris|E TIESGHVTFFSR 44 12 3 22.01 b7yoy1l 1380.6 97.521 23049 | 2 .8590 1.59
bic!Z;r?tﬁgZilgL?fiﬁitiAc;LTp'::tg?nmris|E VGEEGVETALAATVNDR 149 17 4 16.1 b4b7y5%y5 1730.86 1240711 2383 | 2| 865.93 2.12
bic!Z;r?tﬁgZilgL?fiﬁitiAo;LTp'::tg?nmris|E ELDWEK 8 6 2 13.52 y3%y3 819.39 84.339 2207 |1 819.39 6.85
bigz;riﬁgggL?fiﬁftﬁ;gp'::tg?n'”ﬁsIE IAQKVGEEGVETALAATVNDR 145 21 4 137 b1lydy7+y7 2171.13 09 77834 | 3| 72438 112
bigzjﬁﬁgzilgL?fiﬁiﬁ;gp'::tg?n'”ﬁsIE KTADPTSSYTAK 125 12 3 22.01 b7boy10 1269.63 79.656 21389 | 2 5.8B -12.98
|P10367|HIS2_SALTY Histidine o TDGLMPAIVQHAVSGEVLMLGY . .
biosynihesic biiunctional protoi hislE Oxidation+M(23) MNPOALDK 14 30 7 24.45 | bllbl4°blay7yl0*y10yll  3214.6D 115.60p 2513 | 207220 0.76
'QSZPDGWN%E&%L;]Z; ncharacterizg TEDTPTYPNSLALSADGK 308 18 4 15.37 bdyl1ylay18 1897.9p 483 28031 | 2| 949.47 2.89
'QSZPDGWN%E&%L;]Z; ncharacterizg EQEATQPDDVIR 338 12 6 68.43 y3y4y6y8y10°y10 1400.6f 30.192 23712 | 2| 700.84 1.74
'QSZPDGWN%E&%L;]Z; ncharacterizg LLDDGKEHFFINLSLDTAGHR 223 21 6 13.7 b7yly7°y7y13y21 2390 82.583 23132 | 4 1190.60 -8.96




'QSZPDGlYN%E&iﬁLyTnZ; ncharacterized LYTTNADGEFITIDTASNK 198 19 2556 |  bli°bllyeyldyldylo| 2000 65.320 13281 | 2 103750 1.65
'QSZPDGlYN%E&iﬁLyTnZ; ncharacterizqd ELVADAATNTIYISGVGK 144 18 24.29 b6b13°b13b14 1821.94 181 30053 | 3|  607.99 7.64
- - 5 5
IQ8ZPDEIYNCE_SALTY Uncharacterizqd AQRLYTTNADGEFITIDTASNK 195 22 39.24 |PSP14"D14DISTDISYSYTYE® 5 109 21 93.593 6765 1215.11 8.24
protein ynck y8
'QSZPDGlYN%E&iﬁLyTnZ; ncharacterizqd DDGKEHFFINLSLDTAGHR 225 19 7.7 b15°b15 2172.04 82.531 8ag | 3| 724.70 13.60
|P67179|YEBC—S)I/2'6(T:Y UPF0082 pmteln LGGGDPDANPR 37 11 81.12 b2ydy5y6y7y9y10 1068.5p 22634 24p0 | 2| 534.75 -8.23
|P67179|YEBC—S)I/2'6(T:Y UPF0082 pmteln ADMDAETAPK 205 10 33.61 y2yay6y7 1048.46 25.038 12082 |2 524 -0.47
|P67179|YEBC—Sy/:'£(T:Y UPFO082 protejn Carbamidomethyi+C(1) CGGNLGTDGSVAYLFSK 119 17 23.00  4tfl4yl1y12°y12 1745.82 86.700 3652| |2 873.4] 0.35
|P67179|YEBC—S)//:'£(T:Y UPF0082 pmteln ELVTAAKLGGGDPDANPR 30 18 26.26 b16y8yoy12 1780.91 7®m44 | 724801 | 3| 504.31 144
|P67179|YEBC—S)//:'£(T:Y UPF0082 protefn DALEAAGLKADSAEVSMIPSTK 183 22 20.59 b3b6b12°b12y4 2200 67.724 18281 | 4 735.37 -4.98
IQ8ZRP3IDXR_SALTY 1-deoxy-D- Carbamidomethy+C(L1) VTSGAQPLDFCK 289 12 60.65 b2ys§7y10y11 1322.63 54.621 33006| [3  441.5¢ -8.31
xylulose 5-phohate reductoisomerase
IQ8ZRP3IDXR_SALTY 1-deoxy-D- ISVDSATMMNK 217 11 27.03 b5y3ydy11 1196.57, 70.498 283 |3 o938 8.16
xylulose 5-phohate reductoisomerase
IQ8ZRP3IDXR_SALTY 1-deoxy-D- HPNWSMGR 208 8 40.56 yaydy7 984.47 59.022 1079 2 49214  5%21.
xylulose 5-phohate reductoisomerase
IQ8ZRP3IDXR_SALTY 1-deoxy-D- QMEVLIHPQSVIHSMVR 244 17 35.7 b3b5b9b10y4 2004.0p 7206| 5034 | 2| 100252 -13.64
xylulose 5-phohate reductoisomerase
IQ8ZRP3IDXR_SALTY 1-deoxy-D- IMLQQHGSR 66 9 30.18 b5*bSydy5 1069.54 14.366 3554 |2 53547 -19.74
xylulose 5-phohate reductoisomerase
IQ8ZRP3IDXR_SALTY 1-deoxy-D- YQDGSVLAQLGEPDMRTPIAHTM| 5 28 1469 |  bl0b13*b13y3*y3y6 3154.44 102.59 1691 4 3B 7.97
xylulose 5-phohate reductoisomerase AWPNR
IQ8ZRP3IDXR_SALTY 1-deoxy-D- YAVMDDTSSAEQLKIMLQQHGSR| 52 23 19.85 b3y5y7y20 2608.29  6.282 8588 | 4| 652.83 14.23
xylulose 5-phohate reductoisomerase
IQ8ZRP3IDXR_SALTY 1-deoxy-D- Oxidation+M(2) QMEVLIHPQSVIHSMVR 244 17 23.09 b10b11y1 2020.06 80.895 6499 | B 674.02 4.89
xylulose 5-phohate reductoisomerase
IP26366|AMIB_SALTY N-acetyimuramoyl- SPDIPSILVETGFISNHGEER 366 21 2141  blb2bab7bl3yly6*6 2297.14 120.593 10497| B 766.38 234
L-alanine amidase amiB
IP26366|AMIB_SALTY N-acetyimuramoyl VESAPRPTEPAR 140 12 2599  bob5ebSylydyayaylp  1309.69 .49 5815 | 3| 437.23 0.56
L-alanine amidase amiB
[P26366|AMIB_SALTY N-acetylmuramoyl- QSELLGGAGDVLANSQSDPYLSQ . ) )
e s S AVLDLOFGHSOR 298 35 36.4 | bobla*bldbl5b16*b1§  3700.7] 116.130 325 3 4283 14.58
IP26366|AMIB_SALTY N-acetylmuramoyl- DAQSLR 91 6 13.52 yay4 689.36 36.682 6113 |1 689.36 5.67
L-alanine amidase amiB
[P26366|AMIB_SALTY N-acetylmuramoyl- . AVIAALILLCAQAGAASLSDIQVS .
s s S Carbamidomethyi+C(11) NGEQOAR 6 32 21.53 b3y4*yay5y8 3252.64 107.401 548 |3 1084.89 17.4




}

IP26366|AMIB_SALTY N-acetylmuramoyl- ¢ QNANFLVSIHADAAPNR 253 17 5 25.82 b5y6*y6y12y14 1837.9( 205 3683 | 2| 910.45 -18.20
L-alanine amidase amiB
IP26366|AMIB_SALTY N-acetylmuramoyl- VGYDVATNVLSQLDGVGSLHK 333 21 4 35.54 b13b14y11y12 2178.0| 105.926 2237 | 4 72470 21.69
L-alanine amidase amiB
IP26366|AMIB_SALTY N-acetyimuramoyl- o YQQQIADAIYRGLR 393 14 4 27.61 b6b8°b8H12 1694.8 126011 352 | 2| 847.94 -9.29
L-alanine amidase amiB
IP26366|AMIB_SALTY N-acetylmuramoyl- o SSDDRLTGVTSSNTVTRPAAR 156 21 4 30.52 b7bob11b15 2191.09 2.687 4150 | 3| 731.04 5.57
L-alanine amidase amiB
IP26366|AMIB_SALTY N-acetylmuramoyl- , , RANSEMANWLEQHEK 283 15 8 36.63|  bSbllyacyayscysyocyb  2g8 127.142 1821 | 2 921.94 10.93
L-alanine amidase amiB
[P26366/AMIB_SALTY N-acetymuramoyl- . Phosphoryl STY(20)|YFAAHPIQSAPQGGPGQTASTNGP 00 a1 . 04 1p |PODI2DI2Y10V1LyA3 HAP o o 118.967 11056 b 155001 507
L-alanine amidase amiB GAITAAN 04 y13
IP26366|AMIB_SALTY N-acetyimuramoyl- Oxidation+M(14) GVLTRDGDYFISVMGR 231 16 4 27.33 b13y3f5 1801.91 90.030 3200 | P 901.46 11.72
L-alanine amidase amiB
'Q7CR64|YAEH—§::}I Y UPFO325 protg TVVADGIGQGYK 55 12 9 4754 | blb2ysy6ystysyocyoylp  1207.6]1 31.641 73995 | 2| 604.31 -14.25
'Q7CR64|YAEH—§::}IY UPFO325protd 5 | carbamidomethyl+C(10) YVIDELDQICQRDR 77 14 6 46.34 b6DEY6Y7 1822.89 81.958 40016| B 608.3d 6.16
'Q7CR64|YAEH—§::}IY UPFO325protd 5 | carbamidomethyl+C(10) YVIDELDQICQR 77 12 8 49.68  bobly@y8yoyloyl2 | 1551.77 68.164 13357 [ 776.3¢ 11.72
'Q7CR64|YAEH—§::}I Y UPFO325 protg HLESVVANKISEIEADLDK 105 19 3 22.52 b3yoy10 2110.10 85.375| 21668 | 3| 704.04 -3.59
'Q7CR64|YAEH—§::}IY UPFO325protd 5 | carbamidomethyl+C(10) YVIDELDQICQRDR 77 14 4 19.04 b1Ey11 1822.87 55.183 10420 P 911.94 -4.42
'Q7CR64|YAEH—§::}I Y UPFO325 protg ¢ TVVADGIGQGYK 55 12 0 2.9 1189.60 31.667 2126 |3 397.21 -12.31
[POSOSSITALE_SALTY Transaldolase 1 LYQPQDATTNPSLIBNQIPEYR 25 24 9 32.07 | bab7bobl3*b13y2ydy7y4  2716.39 834 | 11894 | 3| 906.13 2.88
|P66955[TALB_SALTY Transaldolase [iz 2 LYNDAGISNDR 117 11 5 36.34 b7y4y9*y9y10 1237.59 35.846 1659 2| 619.30 3.65
|P66955[TALB_SALTY Transaldolase [iz 3| carbamidometby®) ACAEAGVYLISPFVGR 165 16 3 16.93 b10b15y6 1709.88 86.76| 10054 | 2| 855.44 7.85
|P66955[TALB_SALTY Transaldolase [iz 4 DYAPAEDPGVVSVTEYYK 193 21 5 40.49 b11b12b13y4y6 2408.13 92.680 694 3 3| 679
|P66955[TALB_SALTY Transaldolase [iz 5 KDYAPAEDPGVVSVIVMEYYK 192 22 4 13.27 b4b15°b15y5 2536.22 91.510 1933 |4 eB4d 443
|P66955[TALB_SALTY Transaldolase [iz 6 LSYDTEASIAK 100 11 3 35.78 y7y8y9 1197.60 44.194 1270 2 809 -0.82
|P66955[TALB_SALTY Transaldolase [iz 7 ILDWYK 181 6 1 13.52 b5 837.45 57.476 3271 |2 419.23 5.76
|P66955[TALB_SALTY Transaldolase [iz 8 LIDDAVAWAK 50 10 4 26.62 b4°bab8y3 1101.59 71.871 3032 |2 =R -1.33
|P66955[TALB_SALTY Transaldolase [iz 9 LIDDAVAWAKQQSSDR 50 16 3 16.93 b5b8y5 1802.90 79.426 5617 3 60L 0.74
|P66955[TALB_SALTY Transaldolase [iz 10 QQSSDRAQQVVDAID 60 16 3 24.64 y8yl1y15 1775.88 74.907 7410 |2 8884 14.6
|P66955[TALB_SALTY Transaldolase B 11 AEAGVYLISPFVGR 671 14 2 14.24 bob12 1478.79 86.790 627d |3 4934 -7.84
'POAZBQ"RS;FC?QETS\;?’OS ribosomall FVNILMVDGKK 25 11 9 64.31 | b3b5bochoydydyryliryill  1263.64  7.846 110486 | 3  421.90 -14.30
'POAZBQ"RS;FC?QETS\;?’OS ribosomall STAESIVYSALETLAQR 36 17 14 57.35 b3°b3ty’;$éf;g;75;’ll7y 2'Y2¥3 1838.93 107.333 32077| B 613.65 -11.15




|POA2B3|RS7_SALTY 30S ribosomal

brotein 87 FGSELLAK 17 8 4 56.68 y3ydy6y7 864.47 51.637 120078 |2 43274 18.00
'POAZBQ"RS;FC?QETS\;?’OS ribosomal WIVEAAR 102 7 4 53.25 y3yAy5y6 844.45 50.505 91301 |2 42278 518
'POAZBQ"RS;FC?QETS\;?’OS ribosomal NALAMR 96 6 3 39.73 y3y4y5 675.35 35.945 5484 |1 675.38 9.31
IPOAZB3IRS_SALTY 30S ribosomal ILPDPK 11 6 1 13.52 v4 682.41 32.378 2007| |1 68241 -1.88

protein S7
'POAZBQ"RS;FC?QETS\;?’OS ribosomal RVGGSTYQVPVEVRPVR 78 17 3 24.75 b6b7b9 1899.04 50.51 887 633.68 9.26
'POAZBQ"RS;FC?QETS\;?’OS ribosomal SGKSELEAFEVALENVRPTVEVK 53 23 3 22.98 b7b9b10 2531.31 el 5763 633.58 -11.48
'POAZBQ"RS;FC?QETS\;?’OS ribosomal MAEANKAFAHYR 143 12 3 22.01 b4boy3 1408.68 57.460 1615 |2 B 1.65
[P65889|PUR7_SALTY g o
Phohoribosylaminoimidazole- LAEAGIPTQMER 60 12 12 86.95 b2b3b4bg ﬁyigsygylo 1 131566 49.802 72717| P 658.34 -1.95
succinocarboxamide synthase VLY
[P65889|PUR7_SALTY e R e
Phohoribosylaminoimidazole- TVYSTENPDLLVLEFR 13 16 11 45.38 P10 b4b7Té b12y1y3Y3 1595.98 88.668 58577| P 948.49 3.61
succinocarboxamide synthase yay
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- Carbamidomethyl+C(7 LLSDTECLVK 72 10 5 51.44 y3y4dy5y8°y 1177.61 53.359 42368 P 589.31 -5.91
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- LWDK 199 4 2 12.69 y3°y3 561.31 31.172 151510 |1 561.31 9.13
succinocarboxamide synthase
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- ETLDK 203 5 1 13.11 v4 605.32 48.325 14040 1 605.32 14.22
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- GMVNNKFNHFIMTK 46 14 3 19.04 b7b10y3 1680.82 101.661] 3365 560.95 -6.61
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- TVYSTENPDL(L;XLREFRNDTSAGD 13 26 7 39.48 b3b4y3y5°y5y7y23 2840.31 80.613 1347 3 947.46 -1.03
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- GEVVLGDEFSPDGSRLWDK 184 19 4 14.74 b5b9°boy8 2106.04 212 | 6049 702.68 12.17
succinocarboxamide synthase
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- FNHFIMTKLAEAGIPTQMER 52 20 5 19.46 b4b15y5°y5y7 2334.2]  1.895 2802 778.74 14.64
succinocarboxamide synthase

[P25924|CYSG_SALTY Siroheme synthhse Carbamidorhety) DRDCLIVGGGDVAER 11 15 4 25.98 b6°b6b7b9 1631.7 gBO | 17447 816.39 -2.99

[P25924|CYSG_SALTY Siroheme synthhse GLQQIQQADNRD 234 15 3 25.98 b6bob14 1745.93 87.854 860 2 87347 4.3

|P25924|CYSG_SALTY Siroheme synthhse AVNATTER 198 8 3 32.78 bdy6y7 861.44 24.732 eo2s| |2 431.2p 72.2

|P25924|CYSG_SALTY Siroheme synthhse LIAFGMQADMPWENGTSVK | 393 22 4 23.15 bib11b12b14 2291.1p 101.61] 411 2 4610 5.22

|P25924|CYSG_SALTY Siroheme synthhse QTLVFYMGLNQABEK 375 18 4 24.29 b7b8°b8b12 2055.04 115.35 170 3 68569 5.35-

|P25924|CYSG_SALTY Siroheme synthhse LFSEPLDHR 206 9 3 30.18 b5bays 1113.56 111.43 17op | 1 111356 -12.17

[P25924|CYSG_SALTY Siroheme synthhse LAQSLANADEKANRTER 187 19 4 20.39 b6b11y4y13 2002.0 53.402 1624 2 10015 3.66

|P25924|CYSG_SALTY Siroheme synthhse FWEKFFVNDR 177 10 5 28.38 b8°b8boy6*y6 1387.64 62.993 767 2694.33 -12.58

[P25924|CYSG_SALTY Siroheme synthhse Carbamidom@t8) | IFCNVVDAPKAASFIMPSIIDR 97 22 7 30.27| b5b7b10°b10tBL13y3 |  2464.26 136.321 7660 |3 822.04 -4.06




Carbamidomethyl+C(8);
[P25924|CYSG_SALTY Siroheme synthhse  1dCarbamidomethyk+C(1 )MDHLP'FCQLF;EEDCL'VGGGDV 0 26 4 18.16 y5Y7°y7y9 3058.43 118.364 2406 |2 1520.12 11.3
;Oxidation+M(1)
[POA7Z7|RPOA_SALTY DNA-directed ! )
RNA polymarase subunit alphe 1 VTLEPLER 25 8 6 53.67 y1y3ydy5y6y8 956.53 52.170 6002p |2  a7s. 13.02
IPOA7Z7IRPOA_SALTY DNA-directed| | oo i omethyi+C(6 LLVDACYSPVER 170 12 11 94.6HP2YOYEYEYTYBYOYIOYLLY 145y 29 59.245 57607 2 711.36 0.00
RNA polymerase subunit alpha 11y12
IPOA7Z7IRPOA_SALTY DNA-directed| IHSEEDERPIGR 158 12 6 49.19 b3°b3bab5boy7 1437.72 66.042 27®2| 2| 719.36 5.01
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| AEAIHYIGDLVQR 271 13 3 25.15 b7bsy3 1484.81 77.673 1826 2 4231 14.96
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| QPEVK 238 5 1 13.11 b4 600.33 70.759 6355 |1 600.38 -5.6d
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| o | oo i omethyi+C(4 SANCLK 265 6 1 13.5 b3 692.3/ 97.99 3742 | 1| 692.34 6.61
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| ; GRGYVPASTR 148 10 3 28.38 b6y5Y6 1063.54 74.502 10844 | 2 m2p -1285
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| o GYVPASTRIHSEEDERPIGR 150 20 4 19.44 b11b17y6y1l 2269.13 9.9 ge12 | 3|  757.05 -0.22
RNA polymerase subunit alpha
IP14845|CARA_SALTY Carbamoyl- 1 DLPLIASNFR 83 10 4 36.62 b2yay5y6 1145.62 76.032 2146p | 2 ®x3.| -6.93
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 2 AFPGLNGMDLAK 148 12 7 33.86 | b6*bey6yOyl0*y10yl2| 123362  2.030 19718 | 2| 61732 -4.55
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 3 NVVMITAQNHGFAVDEDSLPANL | 5, 24 6 1256 |  blb1lbl4*bldy10°y1 2611.2p 82.81 o118 | 3 .1871| -0.93
phohate synthase small chain R
IP14845|CARA_SALTY Carbamoyl- 4 | carbamidomethyl+C(6 GAQNGCIAGDSPDAK 125 16 4 16.98 PIBy13y16 1573.73 37.844 gs64| |2 787.37 1.16
phohate synthase small chain
[P14845[CARA_SALTY Carbamoyk 5 | carbamidomethytsc(1b)/!NPDGIFLSNGPGDPAPCDYATA . M 26,76 | P208DODI2b14D1AbI6YIT o 52015 o167 1431 68 L6
phohate synthase small chain IQK y13*y13y27
IP14845|CARA_SALTY Carbamoyl- 6 SEDDLPFHVVAYDFGAKR 185 18 4 22.78 b11°b11y7y8 2066.01 &5 3625 | 3| 689.34 4.02
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 7 |carbamidomethyi+C(12) FLETDIPLFGICLGHQLLALASGA 257 52 9 54.53 | b3b5b6b13ydy5y7yldylo  2684.44 128.500 121287 | 3 5.489 2.73
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 8 SALLVLEDGTQFHGR 3 15 5 31.46 b7b14*b14y8y9 1642.87 12810 30174 | 2| 821.94 10.48
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 9 WTQGSWTLK 169 9 4 30.18 b3bdy8*y8 1106.58 34.549 743 |2 5837 1258
phohate synthase small chain
[P14845[CARA_SALTY Carbamoy | AIGATGSAVGEVVFNTSMTGYQE I . 20,03 | PA0EDBO13DIEDISDIEN oo 100.972 sl b 1078l 059
phohate synthase small chain LTDPSYSR 6
IP14845ICARA_SALTY Carbamoyl- |, EVTTAETYRWTQGSWTLK 160 18 5 40.24 b4b6b7b8y13 2157.07 588 20657 | 2| 1079.04 4.19
phohate synthase small chain
IP14845ICARA_SALTY Carbamoyl- | 1, | oo idomethyl+C(d) EKGAQNGCIAGDSPDAK 123 18 3 22.78 b13b14y10 1830.89 78.641 8558 |2 915.91 13.60
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- - AIGATGSAVGEVVFNTSMTGYQEI i
Shohato synihase smal chain 13 Oxidation+M(18)  IDPSYSR 18 32 3 11.08 b8y3y8 3337.59 129.207 2430 |3  1113.0 0.3
[P14845[CARA_SALTY Carbamoy | NVVMITAQNHGFAVDEDSLPANL | _ ) o 8 2504.24 52800 31l |2 12974k o6d
phohate synthase small chain R
|O8ZRM7|DKGB_SALTY 2 1 ENLASSLLAQDLHLDAEDK 225 19 6 31.21]  b5°b5blay7y8yl2 2082.06 78.676 6267] |2 104193 11.0
|Q8ZRM7|DKGB_SALTY 2 2 AIAAVGADNIATNQIELSPYLQNR| 138 24 4 16.61 b12b14y5y8 2542.34 99.770 5161 |3 848.1p 6.05




|Q8ZRM7|DKGB_SALTY 2 3 AVDTAQ'YDNEQQVGQA'AESGV 31 25 4 12.27 bay11°y11yl4 2545.24 74.504 7837 |3 849.08 6.71
[Q8ZRM7|DKGB_SALTY 2 Z AHGIHITSYMTLAYGK 169 16 Z 16.93 baz°b12y12 1762.90 81.568 2056] |3 588.31 5.47
|Q8ZRM7|DKGB_SALTY 2 5 Oxidation+M(14) HNATPAQV'LA#?AQ"GEGYSV'PSS 198 27 3 11.8 b3bey14 2928.51 94.915 3161 |4  732.48 10.75
|Q8ZRM7|DKGB_SALTY 2 6 Oxidation+M(10) AHGIHITSYMTLAY® 169 16 3 16.93 b3y4y8 1778.88 99.017 1999 |3 59368 6.2
'Q7CPL6|RL‘1)?&‘:’£‘LLT1£ 50S ribosomal VQALADAAR 102 9 9 59.4 | b2*h2b3b7y5yey7oy7ydl  914.49 31.442| 49p87 | 2| 457.75 13.01
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosomal AIAEQLK 56 7 6 59.27 b4bBy2y3y5y7 772.45 32.207 2004 2 3867 -13.91
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosomal 4 VQALADAAREAGLQF 102 15 5 17.9 b2b3ydy6y15 1559.84 88.601 778 | 3| 52061 -10.57
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosomal EAGLQF 111 6 5 52.84 b3b4b5y5+y5 664.33 61.950 7534p | 1 e64.33 -4.78
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosoma| ¢ HIYAQVIAPNGSEVLVAASTVEK 33 23 4 22.98 b5b6b11*b11 2392 | 83.986 9817 | 3  799.42 11.92
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosomal ¢ DAAAAVGKAVAER 68 13 3 20.38 b4b10y6 1228.65 51.742 1005 |2 1483 7.85
'Q8ZQK4|YB?;(—)2ﬁLJJLP”ta“"e tranort 4 GDVLQVSGDAR 351 11 5 55.46 b10y3y5y6y9 1116.5¢ 27.317 192112 | 558.78 -5.69
'Q8ZQK4|YB?;(—)2ﬁLJJLP”ta“"e tranort -, VGPELVAWTDGK 219 12 8 55.51| blb2bsblObllyey7yld  1271.48  8.950 7881 | 2| 636.34 11.62
'Q8ZQK4|YB?;(—)2ﬁLJJLP”ta“"e tranor 4 LOHQDLQTSAQQIAR 183 15 5 17.9 b6b12°b12y9*y0 1736.9p @54 6968 | 3| 579.64 -0.28
'Q8ZQK4|YB?;(—)2ﬁLJJLP”ta“"e tranort NGKEVFDRDLLDMR 287 14 3 19.04 b10y6y8 1707.83 76.547 4200 | 2854.42 -8.15
IQ8ZQKAIYBIL_SALTY Putative tranort YLPK 179 4 1 12.69 b3 520.31 37.055 20504 |1 520.3] -6.69
protein ybjL
'Q8ZQK4|YB?;(—)2ﬁLJJLP”ta“"e tranort ¢ SQIEMPIDDNVVLNK 336 15 4 17.9 b7b10°b10y3 1714.88 82.635 4088 | 2| 857.04 6.62
IQ8ZQKA|YBJL_SALTY Putative tranort LFGWDIGLTAGMLAGSMTSTPVL |, 31 4 15.99 b3b8b15y24 3107.5( 96.330 7886 | 4  777.65 -8.56
protein ybjL VGAGDTLR
1082Q K4|YB;$C—)2ﬁLJJLP“ta“"e ranort g | Carbamidomethyl+C(2 TCAPAMEISDTAR 513 14 3 19.04 baflp 1535.71 79.143 2464 | P 768.36 -4.61
'Q8ZQK4|YB?;(—)2ﬁLJJLP”ta“"e tranort g IVTEEIVVKNHNAVGR 301 16 3 16.93 b5y3y7 1777.98 109.043 363 | 3| 59333 9.20
|Q8ZQKA4|YBJL_SALTY Putative tranor 4. LFGWDIGLTAGMLAGSMTSTPVL 1
rotein ybiL 10 Oxidation+M() VCARDTLR 112 31 4 36.17 y5y7y8y9 3123.61 137.44( 2109 |3 10417 7.11
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal | DATGIDPVSLIAFDK 170 15 5 17.9 b2b5y3y10y15 1561.81 gs.116 50012 | 2| 78141 2.03
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal |, QVEEMLA 194 7 6 50.24 b3b4*hab6y6y7 819.39 51.331 22006 |1 .8a9 -5.59
IP60726|RL4;7§£;T:4505 ribosomal | 5 DAQSALTVSETTFGR 6 15 5 17.9 b2°b2b13y4y12 1582.7p 60874 5616 | 2| 791.90 11.41
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal |, LKDMALEDVL"TRGELDENLFLAA 137 25 8 40.25 |  b5b20y2y3ydy5y9ry9 2802.5 136.416 8798 | 3 .@B4 3.57
[P60726IRL4_SALTY 508 ribosomal DAQSALTVSETTFGRDFNEALVH e I
Srotein L4 5 OVVVAYAAGAR 6 34 6 37.81 b9°b9b10b12b13y7 3593.75 103.36p 6308 | 4 899J19 14.40
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal | ¢ FSVEAPK 123 7 3 40.15 y3y5y6 777.40 41.258 69456 |2  389.20 096.
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal | 7 DFNEALVHQVVVAYAAGAR 21 19 3 23.92 yeyTyl2 2030.06 83926 | 1a11 | 3| 677.36 7.94
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal | ¢ DATG'DPVSL'AEDKVVMTADAV 170 24 7 28.37 b3b4°b4b7b9°h9y3 2476.3p 101.989 37505 | 3 1826 -0.79
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal | ¢ SGGVTFAARPQDHSQKVNK 79 19 3 23.92 b7b8b10 2027.0p 77677 94w | 3| 67635 2.95
|P60726|RL‘:)?§I/::;1T: 4505 ribosomal |, Phosphoryl STY(9) ELVLKDAQSALTVSETTFGR 1 20 4 22.3 Hayy11y12 2245.13 78.914 1571 |3 749.04 14.03




D

'QQZFaolgLT'—S.AL.TY.G'“tam"".te’aa”ale 1 VVGYSQDYSNAIVEAVKK 61 18 30.55 | bebllylydyl2*y12yleyl8 1970.00 63.326 62144 B 657.34 9.17
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate AVAFMMDDALLAGER 198 15 25.98 bly8yllyl3y15 1609.78 846 53491 | 2| 805.39 6.90
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 19.04 b11ly6yl0y14 1691.76 55104 6152 | 2| 846.39 5.92
periplasmic-binding protein
. I
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVK 61 17 48.25 | P2OLTYSYAYIOVIOVIIYLD 10y oy 67.735 42647 b 921.47 4.84
periplasmic-binding protein y17
IQ9ZFEOIGLTLSALTY Glutamate/aartate AVVWTSGTTSEILLHK 154 16 23.46 b3bdy12 1654.92 57.884 836 | 3| 55231 1335
periplasmic-binding protein
o *
IQ9ZFEOIGLTI_SALTY Glutamate/aartaje ¢ | o midomethyl+C(19) KPDNWENGKPQSQEAYGCML 217 22 10| 4518 |P4"PAPLODIODILYIYTYEY oone o6 136.334 19395| B 869.42 3.47
periplasmic-binding protein 10°y10
IQ9ZFEOIGLTI_SALTY Glutamatefaartae ;| o midomethyl+C(1)  IPLLONGTFDFECGSTTNNLER 8 22 4 e b10*b10y9y12 2526.15 62.894 1974| |2 1263358 -18.3
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate g | o o idomethytc(2py' T SQNRIPLLONGTFDFECGSTE o 31 24.91 b3y6yoy10y12 3548.74 86.900) 125761 | 3 118360 03 3.
periplasmic-binding protein NNLER
IQ9ZFEOIGLTLSALTY Glutamate/aartate AVVVTSGTTSEILLHKLNEEQK 154 22 38.82 b3ydyBy17y18y20 2328 63.732 25475 799.43 9.17
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartaje TLESGRAVAFMMDDALLAGER 192 21 4313| b4°bab7°b7y3yeyEy | 2253.13 136.302 2047 | B 11270 14.19
periplasmic-binding protein
|P66431|RS‘1)E&§QLSTI53OS ribosomal YTALIER 77 7 53.25 b7y2°y2y3ydy5y6y7 865.47 43.077 1283042 | 433.24 -10.93
|P66431|RS‘1)E&§QLSTI53OS ribosomal SLSTEATAK 1 9 37.96 b2y3y6y7y9 907.46 22.020 6876 2 45424 -10.36
IP66431|RS15_SALTY 30S ribosomal 5 DVAR 73 4 12.69 b3 460.25 30.333 9596| [1  460.2 2.12
protein S15
IP66431|RS15_SALTY 30S ribosomal STEATAK 3 7 8.74 b 707.36 21.985 21224 |1 707.3 0.17
protein S15
IP66431[RS15_SALTY 30S ribosomal SLSTEATAK 1 9 1.66 889.46 22.017 5203| |2 445.23 0.55
protein S15
|QOL6NL|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 1 Carbamidomethyl+C(7 LWVNPDCGLK 719 10 6 42.7 b2b4y&By0 1201.61 60.773 40358 p 601.3 2.84
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 2 LAAITAQDSQRENPYEVR 395 18 22.78 b11y13y14y18 2061.0p .39 28278 3 687.68 -5.57
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 3 SDWDAYLEWGVEAFR 611 15 25.98 b1ly8°y8y10°y10y11l 1843.88 93.624 27240 3 615.28 2.98
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 4 QAGIDLLP\L/EGD’\T\';“I\DAQ(RDHVLTTSL 52 31 39.18 y2y3y4y6y7y31 3351.78 119.584 2544 3 111793 .09 1
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 5 Carbamidomethyl+C(11) GMLTGPVTILCWSFPR 549 16 5 16.93 b1®/2y8y16 1834.95 99.524 18817, 2 917.9 6.05
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 6 Carbamidomethyl+C(8 ALWVASSCSLLHSPIDLSVETR 315 22 4 .AB b2b9b12y5 2441.24 104.343 13104 4 611.0f7 -2.20
homocysteine methyltransferase




|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 7 AQESYWAGNTTR 21 12 35.23 yoy6y7*y7 1383.63 40.734 11516 2 692.32 1.85
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 8 LPAWPTTTIGSFPQTTEIR 422 19 14.74 b4y9y11 2116.08 78.64f 6995 706.03 -12.34
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— |~ 9 DALNSGETAALEEWSAPIQAR 360 21 22.15 b12b13y11 2229.1p .20 2765 743.71 11.94
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 10 LAAITAQDSQR 395 11 24.02 b3y4°y4y8 1173.61 48.446 4852 2 7.8 -13.31
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 11 ETIAK 570 5 13.11 y3 561.32 24.595 2671 1 561.37 -10.33
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 12 APTGEPAAAAEMTK 103 14 19.04 b9y6y9 1344.65 91.656 2104 3 448.89 -0.45
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 13 Phosphoryl STY(6) YAQSLTDKPVK 538 11 24.02 b4y7y9*y9 32D.65 79.598 7665 y 665.33 8.54
homocysteine methyltransferase
|Q7CPZ4|GRPE_SALTY Protein grpEl FVNELLPVIDSLDR 9 14 19.04 b2b5ylydys 1629.89 97.149 52097 |2  815.4p 3.89
|Q7CPZ4|GRPE_SALTY Protein grpEl IANLEVQLAEAQTR 43 14 32.65 b3bdy4y11 1555.82 63.286 18549 |2 778.4p -12.8f
. TPEGQAPEEIMDQHEEVEAVEPN
|Q7CPZ4|GRPE_SALTY Protein grpEl DSAEQVDPRDEK 7 36 10.88 bey2y5y7y36 4060.80 63.240 6311 |4 10155 5.58
|Q7CPZ4|GRPE_SALTY Protein grpEl AEMENLR 66 7 40.15 b3y4y6 862.43 80.774 38200 |1 862.4B 19.8
IPOALRA|HISS_SALTY Imidazole glycerpl ;|0 o Hidomethy+C(10)  MNVVILDTGCANLSSVK 0 17 23.09 HpAy10y11 1820.93 72.328 14127 |2 910.97 3.02
phohate synthase subunit hisH
IPOALRA[HISS_SALTY Imidazole glycerpl MTDFGLPLPHMGWNR 105 15 29.09 b2b10y5y7y8 1771.8p 87.780 12966 | 3| 591.28 11.99
phohate synthase subunit hisH
IPOALRA[HISS_SALTY Imidazole glycerpl LFLPGVGTAQAAMDQLRER 41 19 23.34 b15y5y7yll 2073.0 09 10808 | 3| 69170 130
phohate synthase subunit hisH
|POALR4|HIS5_SALTY Imidazole glycerpl Carbamidomethyl+C(2); N
Shohate synhase subunit hish 4 |Cabamidometyircdy ACTQPVLGICLGMQLLGR 67 18 15.37 b12b14*b14y3 1987.0 9B 4980 | 2| 994.03 11.43
IPOALRA[HISS_SALTY Imidazole glycerpl GVDLLNIEQDVPK 91 14 19.04 b3b12*h12y3 1552.85 101.624 5739 | 2| 776.93 252
phohate synthase subunit hisH
IPOALRAHISS_SALTY Imidazole glycerpl NFLEM 191 5 26.21 b3b4 653.30 73.834 16332 |1 653.30 10.84
phohate synthase subunit hisH
IPOALRA[HISS_SALTY Imidazole glycerpl = ;| o idomethyi+C(d NVVILDTGCANLSSVK 1 16 25.31 b4thAb15 1689.92 91.174 12073 |2 845.44 22.18
phohate synthase subunit hisH
IPOALRA[HISS_SALTY Imidazole glycerpl o SGAAGAQLLKNFLEM 181 15 23.92 b3y6y7 1549.79 102.549 2831 2| 775.40 -7.40
phohate synthase subunit hisH
IPOALRA[HISS_SALTY Imidazole glycerpl o Oxidation+M(11) MTDFGLPLPHMGWNR 105 15 17.9 bey3yL4 7784 79.273 7286 | 3§  596.62 4.85
phohate synthase subunit hisH
IPOALV6IKPRS_SALTY Ribose-phohafe | ITAVIPYFGYAR 84 12 29.21 y3y7y8 1370.74 80.759 23634 |2 @& 5.88
pyrophohokinase




'POAlVGlKﬁ;ﬁ;:cﬁ;%:;gose'phc’har 2 LFAGNATPELAQR 5 13 5 31.94 b7y6y10y11y13 1387.7 53884 2& | 2| 694.37 -0.97
'POAlVGlKﬁ;ﬁ;:(ﬁ;%:i“e'phc’har 3 |carbamidomethy+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 3 10 bllydy1l 2259.16 88.375 11641 |2 1130.08 7.67
'POAlVGlKﬁ;ﬁ;:(ﬁ;%:;g"se'phc’har 4 ANVSQVMHIIGDVAGR 198 16 3 16.93 b6b8y3 1666.86) 92.499 3032 3| 556.29 -4.91
'POAlVGlKﬁ;ﬁ;:(ﬁ;%:;g"se'phc’har 5 AAEALK 231 6 1 13.52 y5 602.36 40.927 14539 |1 602.34 9.03
'POAlVGlKﬁ;ﬁ;:(ﬁ;%:i“e'phc’har 6 FSDGEVSVQINENVR 34 15 6 36.63 b8b9b11°b11y12y14 1692.84 03.407 1702 | 3|  564.95 11.11
'POAlVGlKﬁ;ﬁ;:(ﬁﬂ;:;zose'phc’hab 7 ITAVIPYFGYARQDR 84 15 3 17.9 bdy3y8 1769.95, 67.604 9692 |3 08B 7.52
[P26973[PARC_SALTY DNA 1 LPMVDDLR 278 8 3 32.78 b5y6y7 958.50 56.869 35019 |2 479.7p 00.7
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 2 SPLREREEAK 477 10 5 51.48 b3b5b6b7y1 1214.67 12.44 407 3 5.580 13.87
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 3 YAELLLSELGQGTADWVPNFDGT| oy 28 6 14.69 b2b5b22y6y11*y11 3109.5 132.908 158 3 1037 448
topoisomerase 4 subunit A MQEPK
[P26973[PARC_SALTY DNA 4 LALHEFTENAYLNYSMYVIMDR 7 22 3 13.27 b8ydy6 2693.32 94527 | 22667 | 3| 898.44 15.86
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 5 GQGEPLTGK 564 9 5 30.18 b7*b7y5y7°y7 886.48 79.016 1844 1 6.48 20.31
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 6 LEEMK 427 5 1 13.11 b3 649.33 41.412 1485 |1 649.38 8.18
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 7 EDGAVVISALPHQVSGAK 247 18 4 32.25 b6bob13b14 1777.9B 3B 14713 | 3| 593.33 19.98
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 8 SNQPVVFIDTTGR 538 13 5 34.07 b5*b5b11y3y4 1433.74 94903 s9@ | 2| 717.37 1.79
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 9 |carbamidomethy+C(18) LLMASDAGYGFVCTFNDLVAR 593 21 7 & | beb7bob12b14y7y10 2320.15 91.120 203§ |2 1160.f8 17.1]
topoisomerase 4 subunit A
[P26973|PARC_SALTY DNA EEAKAMSEHDMLPSEPVTIVLSQ
opoisomorase 4 subunit A 10 GWVR 483 28 4 17.11 bldy7y12y26 3170.54 136.65 1841 2 158577 931
[P26973|PARC_SALTY DNA o e
opoisomorase 4 subunit A 11 GEQDELEKER 434 10 6 54.5 y4°ydy6y8y9°y9 12325 136.33 7203 1| 1232.58 5.35
[P26973[PARC_SALTY DNA 12 Phosphoryl STY(8) MLMFPVDSLPQLSK 651 14 3 19.0 b4by7 681.79 93.566 9188 | 2  843.40 -3.69
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 13 Oxidation+M() LALHEFTENAYLNYSMYVIMDR 7 22 3 13.27 boysys 2709.29 68.009 32855 B 903.77 9.01
topoisomerase 4 subunit A
[P26973[PARC_SALTY DNA 14 SPLREREEAK 477 10 0 2.07 1196.65 12.446 177q |3 39945 11.8
topoisomerase 4 subunit A
. . . Carbamidomethyl+C(1 é " o o
[P26978[PUR9_SALTY Bitunctionalpur{ [ PR IALSYNNIADTDAALECVKEFNEPA | e ” 1 06,70 | P7*D70O°DIDLIBISVILYE o 62905 1eo| b 108551 038
biosynthesis protein purH ) CVIVK 1y22y29
'PZGQ?BL'T;s:EEQETpTOgE”pcs':’l_"‘a' pup 5 VNGGLLVQDR 381 10 5 22.26 bly3y4*ydy10 1070.59 68.461 5051 | 11070.59 -1.82
'PZGQ?BL'T;s:EEQETpTOgE”pcs':’l_"‘a' PU 3 | carbamidomethyC(3) EGCSLEDAVENIDIGGPTMVR 114 21 20. y7y9°yoy15 2262.06 81.409 5585| |2 113158 8.53
'PZGQ?BL'T;s:EEQETpTOgE”pcs':’l_"‘a' purp 4 VNGGLLVQDRDLGMVSEAELR 381 21 4 13.7 bibdy8yl4 2271.1d o) 3820 | 2| 1136.10 7.20
'PZGQ?BL'T;s:EEQETpTOgE”pcs':’l_"‘a' PU 5 |carbamidomethy+C(18) DGIDAAAAVGVSCVIQPGGSIR 482 22 3.25 b2b12b15b16 2113.08| 69.525 32001 |3  705.02 -7.91
'PZGQ?BL'T;s:EEQETpTOgE”pcs':’l_"‘a' pup ¢ GLPVTEVSDYTGFPEMMDGR 47 20 5 23.61 b3b9°h9b10y2 220141 15.647 3163 | 4 s51.01 10.20




IP26978|PURS_SALTY Bifunctional purij 7 EMDANEGSLTLDTR 158 14 26.82 y3°y3y10y11 1551.6 7350 612 | 3| 517.90 -1.34
biosynthesis protein purH
IP26978|PURS_SALTY Bifunctional purif ¢ |~ o idomethyl+C(18) QPTEQELRDALFCWK 407 15 3 17. bRV 1920.91 65.490 2342 | B 640.97 -10.36
biosynthesis protein purH
IP26978|PURS_SALTY Bifunctional purij ¢ GSAMASDAFFPFR 469 13 3 27.86 yayBy7 1403.67 50.193 31506 | 2 02.3 22.18
biosynthesis protein purH
[P26978|PUR9_SALTY Bifunctional puri AFEHTAAYDSMIANYFGSMVPAY . . |
biosynihesis protein purt] 10 D GESK 178 28 17.62 y3°y3y6yll°yll 3094.43 61.351 573¢ |4 77436 7818
IP26978|PURS_SALTY Bifunctional puriy ;| o) o midomethyl+C(1f)  ALSYNNIADTDAALECVK 258 18 4 282 b9b10b12°H12 1967.90 84.284 5262 |4 492.7B -19.50
biosynthesis protein purH
f ; ; * o *]
IP26978|PURS_SALTY Bifunctional puriy 1, | oo idgomethyl+C(d) QNVRVLTCGQWAQR 359 14 10 64,4 OP1LDLIDI2DIZDIZDL 7, g oy 103.467 17705| P  858.44 -5.34
biosynthesis protein purH 3y4y9y10
[P26978|PUR9_SALTY Bifunctional puri Carbamidomethyl+C(7)EFNEPACVIVKHANPCGVAVSTTI i
biosynihesis protein purtd 13 | CarbamidomethyiC(Le) L DAYDR 276 30 22.65 y10y12y13 3346.65 86.426 1230p |5  670.14 95
IP26978|PURS_SALTY Bifunctional purif —, , AADEGLEVKGSAMASDAFFPFR 460 22 3 13.27 b11yoy12 2316.1p 06885 go8 | 3| 77271 2.64
biosynthesis protein purH
IP26978|PURS_SALTY Bifunctional purif 5 DDEVIAAADEHGIAMIFTDMRHFR| 504 24 20.86 b6b8°b8h22y3yB 2760.30 136.336 3622 | P 1380.64 5.93
biosynthesis protein purH
IP26978|PUR9_SALTY Bifunctional puriy ¢ | o pamidomethyl+C(8) HANPCGVAVSTTILDAYDRAYK 287 22 5 0468 b3b4b12b13y3 2422.1§ 72.083 2033 |3  808.06 7.6
biosynthesis protein purH
IP26978|PURS_SALTY Bifunctional purif Oxidation+M(20) | SNAIVYAKENMTIGIGAGQMSR 428 22 3 13.27 1By5Y7 2327.14 88.227 12412 BB 776.38 -4.62
biosynthesis protein purH
|P26978|PUR9_SALTY Bifunctional puri Carbamidomethy+C(18PGIDAAAAVGVSCVIQPGGSIRDD o o J N
biosynihesis protein purtd 18 oxidationt M) VI AAADELGIAMETOMR 482 43 25.91 | b3b9°bob12°b12b13b15y8  4430.16 136.316 50p15 | 886.84 12.45
IP26978|PURS_SALTY Bifunctional purif o Oxidation+m(11) | AFEHTAAYDSMIANYFGSMVPAY |49 28 116 b3b16y8 3110.38 118.402 3774 |2 15550 6.0/
biosynthesis protein purH HGESK
IP26978|PURS_SALTY Bifunctional puriy 4 | ) o midomethyl+C(1)  ALSYNNIADTDAALECVKEFNE 258 22 2 9.26 y13°y13 2487.15 82.819 4862 |3 820.72 4.71
biosynthesis protein purH
[P14846|CARB_SALTY Carbamoyk 1 AQLGSNSTMK 930 10 26.62 b2b3b5y7 1036.5! 28.089 1739 | 2 .78 13.31
phohate synthase large chain
[P14846|CARB_SALTY Carbamoyr 5 VHYDTTLNGGFATTMALNADAT | | - ) 5241 | PSPLODIIDIZBIBYIYOVIT 57 701 5227 | b saroa 507
phohate synthase large chain EK y24
[P14846|CARB_SALTY Carbamoyk 3 NASMAVLREIGVETGGSNVQFAV| g0 26 12.02 b2b10b14y14*yl4 2688.3 98.353 5160 | 2 1344le8 572
phohate synthase large chain NPK
[P14846|CARB_SALTY Carbamoyk 4 GLDLSPTNELLIDESLIGWKEYEM| o, 28 8.52 b2bl4y11°y11 3248.63 106.41 440 3 1083)55 96-4.
phohate synthase large chain EVVR
[P14846|CARB_SALTY Carbamoy 5 QGVLEEFGVTMIGATADAIDK 104 21 29.35 | b12bl4°bl4*bldy3yayo| 2165.07 107.498 3038 | P 1083.04 417
phohate synthase large chain
[P14846|CARB_SALTY Carbamoyl 6 SLTEQGVTQEIPPYYSVK 872 19 3 14.74 b12y5y7 2152.11 74713 3716 | 2| 1076.56 2.16
phohate synthase large chain
[P14846|CARB_SALTY Carbamoyk 7 IGLDTAR 138 7 56.26 b5b6y4y6 745.43 28.139 35634 |2 373k .4as
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyk 8 LAGVR 504 5 13.11 b3 515.33 74.203 13440 |1 515.38 -0.95
phohate synthase large chain




[P14846|CARB_SALTY Carbamoyk 9 GLMNVQFAVK 823 10 3 26.62 b3b8y3 1106.58 53.287 78571 |2 538D -17.54
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- |, , VAEVGITGLNADFLR 475 15 7 36.63 b5°b5h7y3y4y8°y8 1574.86 81.842 7187 | 2| 787.93 0.93
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- |, ALEAAGVPVIGTSPDAIDR 652 19 4 22.52 b17y5°%5y6 1851.94 :o3 7079 | 2| 926.47 21.16
phohate synthase large chain
Carbamidomethyl+C(10)
IP14846|CARB_SALTY Carbamoyl 12 |:carbamidomethy+C(ll IGQGIEFDYCCVHASLALR 571 19 6 45.77 b3b7b8°b8b12b13 22@0.q 107.424 3336 | 4 737.03 11.94
phohate synthase large chain )
IP14846|CARB_SALTY Carbamoyl- |, 4 LAVGYTLDELMNDITGGR 325 18 4 15.37 bay6°yeyl4 1937.93 1541 2200 | 2| 969.47 -19.97
phohate synthase large chain
- 0 % |
IP14846|CARB_SALTY Carbamoy| 14 YFQTAVSVSNDAPVLLDR 736 18 11 54,92 | P7P9D9DIDIOLLILIZYIO ) o0 104.254 2108 | P 998.00 10.77
phohate synthase large chain y10y15°y15
IP14846|CARB_SALTY Carbamoyl- | ¢ FPGVDPLLGPEMRSTGEVMGVG 899 23 5 17.21 b3b6°h6y3y11 pan 64.508 39043 | 3 80L.08 7.63
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- |, o DNEVYLIEVNPRAAR 833 15 4 17.9 b7b9°h9y3 1758.9( 82531 8@ | 2| 879.95 -9.79
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- | 7 EIGVETGGSNVQFAVNPKNGR 273 21 5 30.79 b3b4b10b13y10 2183 | 92.652 7182 | 4 1087.06 1.69
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- | 4 QGVLEEFGVTMIGATADAIDKAE 104 25 5 25.6 b12*h12b13y5y16 2636.3 85.070 547 3 87944 988
phohate synthase large chain DR
IP14846|CARB_SALTY Carbamoyl- | 4 DAGADRIWYIADAFR 429 15 5 41.13 b4b8b10b13°b13 173088 A 4423 | 3| 58062 5.89
phohate synthase large chain
[P14846|CARB_SALTY Carbamoyl- | FAGANDRLTTQMK 366 13 4 25.15 b10b11y5%y5 1452.73 76.181 338 | 2| 726.87 0.76
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- |, ELKDAGADR 426 9 3 30.18 bay7y8 974.48 83.512 2871 |1 974.4B 898.
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- |, STGEVMGVGRTFAEAFAK 912 18 5 36.23 b8b9Y6°Y6Y7 185791  61®1 2111 | 2|  920.46 -1.58
phohate synthase large chain
[P14846|CARB_SALTY Carbamoyl- | SVGEVMAIGRTQQESLQK 379 18 3 15.37 b6boy7 1960.9p 67.645 8oa | 2| 981.00 -10.08
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- | Phosphoryl STY(22)| C-P-SPTNELLIDESLIGWKEYEM| o 28 3 21.82 b13y5y6 3328.57 82.081 2234 |3 1110.p0 6.6
phohate synthase large chain EVVR
IP14846|CARB_SALTY Carbamoyl- | o Oxidation+M(11) QGVLEEFGVTMIGATADAIDK 104 21 3 13.7 bt 4y6 2181.10 77.333 2147| B 10910 12.09
phohate synthase large chain
IP14846|CARB_SALTY Carbamoyl- | ¢ QGVLEEF 104 7 2 21.09 yay5 821.41 107.448 4749 |1 82141 7.04
phohate synthase large chain
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 1 TVLDSGWITTGPK 21 13 4 25.15 b9b10yoy13 1374.7 81.280 a2q 2| 687.87 2.04
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 2 APQAEVLAPGYK 223 12 6 35.23 b1b4b5b6°b6*h6 1243.6 57.169 2816 | 2| 62235 13.15
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 3 SDFLPFSRPAMGAEELAAVK 1 20 5 22.32 b4b8b12y11y20 2136.10 22212 7160 | 2| 1068.56 11.32
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 4 FPTLTLPDTEWNSER 336 15 7 2544  b2bSb13*b13yoylly]s  1885.| 82.663 3734 | 24 903.44 6.42
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 5 AlIPVHYAGAPADLDAIYALGER 123 23 3 12.89 bdy4y16 2396.26 9611 3166 | 3| 799.42 2.14
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 6 YGIPVIEDAAHATGTSYK 146 18 6 21.42 b4b8°b8y6°y6y13 1892.9| 64.641 30347 | 4  63L64 -15.93
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 7 Carbamidomethyl+C(2 ICSLPLFPDMTESDFDR 351 17 3 24.15 bawy 2042.96 135.555 25753 3 681.66 19.78
aminotransferase




|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 8 FHGLGVDAWDR 207 11 4 36.34 b5b6b9y8 1272.6 33.202 1874 2 .&36 -11.22
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 9 FHGLGVDAWDRQSGGR 207 16 3 16.93 b11y3y13 1757.87 79614 2067 | 2| 879.44 11.53
aminotransferase
|Q8ZNF3|ARNB_SALTY UDP-4-amino-4-
deoxy-L-arabinose--oxoglutarate 10 AlIPVHYAGAPADLDAIYALG 123 21 3 19.3 y7y10y14 2111.11 8546 7375 | 2| 1056.06 5.20
aminotransferase
'POAlWB'L';':(;;gg;:ﬁ“C'”e'ec'f'c' 1 QGNANIVFFDGITAGEK 186 17 6 32.31 b9b11°b11y3yl1ly14 170, |  114.087 10670 | 2 890.96 10.76
IPOATWBILIVK_SALTY Leucine-ecific- | -, TQFMGPEGVGNASLSNIAGGAAR 31 3 11.18 b5b15y3 3035.47 92.538 7274 |3 10120 3.5/
binding protein GMLVTMPK
IPOALTWBILIVK_SALTY Leucine-ecific- | 5 TAGLDSSQGPTAAK 139 14 4 31.17 b10y8y10y12 1303.65 28451 725 | 2| 65233 2.62
binding protein
[POAIWSILIVK_SALTY Leucine-ecific-| VAVGAMSGPVAQWGDMEFNGA| o3 . o444 | PEDLADLADIBYBYAYTYBYL o 136.301 3 | b 118201 5 3
binding protein R 0
IPOATWBILIVK_SALTY Leucine-ecific- | o SVQDGLKQGNANIVFFDGITAGE |44 24 4 16.61 b4b12y3yl4 2508.31 73.999 3794 | 2 1254[6 14.4
binding protein K
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 6 Oxidation+M(21) | DPSGPYVWITYAAVQSLATAMTR 293 23 4 21.93 1By5°y5Y6 2514.20 108.990 1563| |3 838.74 -12.24
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg | AVDSMIPIGR 151 10 8 38.93|  b7b9°h9b10yly3y6yl 1058.55 822 | 120786 | 2| 52078 13.26
[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN ) ]
subinit alpha 2 OSCGYNDEIEGK 463 36 4 22.49 b5y2y6y7 3950.88 96.399 39508 |4 98847 2.6
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 4 DSVGAVVMGPYADLAEGMK 68 19 4 14.74 b6b8yly12 1909.92 83%0 | 34342 | 2| 955.46 8.69
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg QYAPMSVAQQSLVLFAAER 434 19 5 14.74 b3y2y5y16*y16 2100.09  93.191 28057 | 2|  1055.05 2.66
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o ELAAFSQFASDLDDATR 401 17 9 42.19| b3°b3b6yly3y4°ydydyl3 856.88 88.776 20409 928.95 9.40
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ QSVDQPVQTGYK 139 12 7 33.86|  b9*hobl2y7ydy10°y1 1349.47 3.87 19363 | 2| 675.34 -2.35
IQ7CPELATPA SALTY ATP synthasq YAIALNLERDSVGAVVMGPYADL o 25 . 1762 J2y7yL1y13 053,50 115010 A I IR ]
subunit alpha AEGMK
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g GEDALIIYDDLSK 252 13 5 25.15 b10b11b13°b13y5 1451.71 omoo| 2249 | 2| 726.36 -9.25
IQ7CPEL|ATPA_SALTY ATP synthasq o IAQFNVVSEAHNEGTIVSVSDGVI 15 25 3 185 bob13b15 2641.35 102.784 170§ |3 ssLi2 3.9
subunit alpha R
IQ7CPELIATPA_SALTY ATP synthasg GYLADVELAK 453 10 4 42.73 b3y6y7y8 1078.57 60.765 39611 |2 5 -3.28
subunit alpha
[Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV b4°bab5°b5027y6°y6y7y10 i
subinit alpha 11 EAAPGVIDR 106 33 12 49.17 S 13y15y20 3263.70 84.197 50530| B 10885 2.77
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 1, AARVNADYVEAFTK 300 14 4 27.21 b8b13y5y1l 1554.77 78627 176 | 2| 777.89 -13.27
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 5 VNADYVEAFTKGEVK 303 15 3 25.98 b3b7b14 1669.84 78.702 267| 2| 835.42 -1.68
IQ7CPELIATPA_SALTY ATP synthasg | , DHAPLMQEINQSGGYNDEIEGKL | 77 24 3 12.56 b22y10y16 2686.24 92.605| 153 2 13434 5.6
subunit alpha K
[P40732]ARGD_SALTY o .
Acetylornithine/succinyldiaminopimelatd 1 SQGETLWHTSNVFTNEPALR 68 20 8 41.79| P18 b13y63;70y12y13 Y13V 2287.11 71.998 34783 B 763.04 0.85
aminotransferase
[P40732]ARGD_SALTY
Acetylornithine/succinyldiaminopimelate 2 Carbamidomethyl+C(8 AVMDDHT%}I_/X\E/ELPPI(QGEGGVQ 180 30 6 24.58 b12b13y1y12y14y30 3168.5p 75.34 24563 3  .8654 4.31
aminotransferase
[P40732]ARGD_SALTY o
Acetylornithine/succinyldiaminopimelatd 3 FAPSLVVEEADIHEGMQR 377 18 9 71.52|P13Y5°Y5Y6 2)’6y7y10y11y1 2027.97 68.468 70000 B 676.66 5.24
aminotransferase




|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate 4 TGDLFAYMHYGVTPDILTSAK 234 21 24.42 b3°b3b4b7yl14 230Q2.1 88.582 58878 3 767.38 -0.96
aminotransferase
|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate 5 VLFMNSGTEANETAFK 101 16 34.31 b7b12y4y9y12*y12 1758.85 67.826 41164 2 879.93 6.18
aminotransferase
IP40732|ARGD_SALTY Carbamidomethyl+C(3);
Acetylornithine/succinyldiaminopimelate 6 . v ' DLCDEHQALLVFDEVQCGMGR 213 21 13.7 b10b13y4 2492.17 8%H35 13000 3 831.38 7.84
- Carbamidomethyl+C(17)
aminotransferase
|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate 7 Carbamidomethyl+C(4 HYACVR 120 6 13.52 y3 805.39 55.057 2011 2 403.19 -1.36
aminotransferase
|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate. 8 QQFVQHLQAIDEQFDIFSDIR 315 21 13.7 b13*b13y10y12*y12 72524 79.584 1824 k 859.75 -14.21
aminotransferase
|P40732|ARGD_SALTY j )
Acetylornithine/succinyldiaminopimelate 9 ATFDEVILPVYAPADFIPVKGK 10 22 54.22 b4 b4b7bl;k116b20y5y1 Y 2390.30 94.770 30217 B 797.44 -2.25
aminotransferase
|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate 10 ARDFLYAGAEAN(I;Q/ MVLNAGADV 353 24 28.37 b7y7y8y10y15 2497.2 69.498 7144 3 833.09 9.7
aminotransferase
|P40732|ARGD_SALTY ) ]
Acetylornithine/succinyldiaminopimelatd. 11 | S2rPamidomethy+C(6), GLRDLCDEHQALLVFDEVQCGM |, 24 12.56 b6°b6y7y12 2818.33 138.14 360 3 94011 7.3
- Carbamidomethyl+C(20) GR
aminotransferase
|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelatg 12 RQQFVQHLQAIDEQFDIFSDIR 314 22 25.21 b4b7y7yl1y13°y13| 2733.40 75.198 2052 911.81 11.16
aminotransferase
IQ8ZNKG|ENDA_SALTY Probable 1 YIGAHVSAAGGLANAPAR 2 18 26.26 b6b7b12y8y18 1695.87 5223 6223 2 848.44 -10.44
endonuclease 4
1 X | % %y
|Q8ZNK6|END4_SALTY Probable , |Carbamidomethyl+C(1)CEQLGLTLLNFHPGSHLMQIAQED 97 28 38,74 | PE*DOD12y4yBYOYOYIOY oo o, 124.765 5812 L 81364 1209
endonuclease 4 Carbamidomethyl+C(2%) CLAR 10
IQ8ZNKBIEND4_SALTY Probable 3 TFAEFGK 198 7 40.15 h3bsy4 799.40 111.392 255 |1 799.40 45
endonuclease 4
IQ8ZNKBIEND4_SALTY Probable 4 SAFGSRVDR 221 9 30.18 bdy6y7 994.52 88.806 570 2 497.16 2414,
endonuclease 4
IQ8ZNKG|ENDA_SALTY Probable 5 GMHLNDAKSAFGSR 213 14 32.65 b5b9y4y5 1490.7 114.79y 213| 2 745.87 5.00
endonuclease 4
|P67537|YBED—‘Q)’£‘;;Y UPF0250 proten VMGQALPELVDQVVEVVQR 18 19 28.99 b4b6*h6b12y1y3y5 2108. | 108.926 13819 | 3 703.72 081
|P67537|YBED_SALTY UPF0250 protejn 2 GNYHSVSITINATHIEQVETLYEEL 52 32 13.38 b7b12y12y19 3627 84 112.05 695 3 120905 5.5p
ybeD GNIDIVR
|P67537|YBED—‘Q)’£‘;;Y UPF0250 proten 5 LNELLEFPTPFTYK 4 14 27.21 b6b13y3°y3y8 1711.8 94733  4m | 2| 85645 -1.28
|Q8ZRT5|GUAC_SALTY GMP reductage CarbamidomethyB)¢( SACTYVGASR 313 10 26.62 b6y5y7 1071.44 27.235 1249 2 .5B6 -6.38
|Q8ZRT5|GUAC_SALTY GMP reductage Carbamidomethy®)C( VGIGPGSVCTTR 177 12 49.19 b3y4y7y8y9 1203.6p 42.57 4713| 2 602.31 0.00
|Q8ZRT5|GUAC_SALTY GMP reductage ELTK 325 4 12.69 b3°b3 490.28 33.318 25974 1 490.2B -9.043
|Q8ZRT5|GUAC_SALTY GMP reductage IEEDLK 2 6 13.52 b3 746.39 28.299 10723 1 746.3 -3.43
|Q8ZRT5|GUAC_SALTY GMP reductage EAWPTK 146 6 13.52 b5 731.37 91.916 3950 1 731.3f 0.17]
CarbamidomethyI+C(14)|_
) . GVGYPQLSAVIECADAAHGLGG "
|Q8ZRT5|GUAC_SALTY GMP reductage ,Carbamldc;methyI+C(31 MIVSDGGCTMPGDVAK 191 39 22.44 b5b10*b10b11y5y7 3861.81 105.05[L 1644 3 9287 5.06
|Q8ZRT5|GUAC_SALTY GMP reductade CarbamidomethyHa)( DILGGLRSACTYVGASR 306 17 27.06 b3yl0y11lyl5 1795.9B 003 42204 3 599.31 8.77




|P40861|PF:)ﬁ%;:igugzz"ema'g'mamy' 1 | carbamidomethyi+C(3) QVCNLADPVGQVIDGGLLDSGLR 81 23 5 32 b12*b12b21y6°y23 2306.25 91.889 2174 3 799.4p 11.11
|P40861|PF:)ﬁ%;:igugzz"ema'g'mamy' 2 IADELEAQMESILSANVQDVEQAR| 30 24 12 47.03 bzmbig;fi’;g%;oyn 1 265027 94.880 14537 B 887.10 -5.60
- *| O *y
|P40861|Piﬁ§g;:ig(u§:?ema gutamyl FVNEVDSAAVYVNASTR 353 17 10 42.03 bsmobtilb;ig Y5OV 1841.88 93.681 8010 | 2  921.44 12.26
IP40861|PROA_SALTY Gamma-glutamyl WIGFGDGTIR 405 10 6 39.72 b6b10y6y8y9y10 1121.5p 115448 0334 | 2| 561.30 13.28
phohate reductase
IP40861|PROA_SALTY Gamma-glutamyl GPMGLEALTTYK 393 12 6 53.96 b4b5b6°b6b7y9 1280.6 97.924 33 | 2| 64082 -20.87
phohate reductase
IP40861|PROA_SALTY Gamma-glutamiyl o | oo iomethyl+C(2 ACGLPEAAVQAIDNPDR 164 17 5 22.50 °hb14y9y12 1796.83 59.086 4679 |3 599.61 -18.6
phohate reductase
IP40861|PROA_SALTY Gamma-glutamyl AIADDVR 74 7 3 37.13 b4b5y4 759.41 40.479 2032| |1 759.41 11.41
phohate reductase
|P40861|PROA_SALTY Gamma-glutamyl b9°b9*b9b11b12b13°h13¢ !
Dholate reductase 8 FTDGGQFGLGAEVAVSTQK 370 19 13 45.1 | Vo pnbyiony10ny0 | 19119 136.302 2004 | B 956.49 10.15
IP40861|PROA_SALTY Gamma-glutamyl ¢ ANGLSEAMLDR 54 11 5 24.02 b4b10°b10y6°y6 1176.5¢ 136.357  oa6 | 1| 117655 1245
phohate reductase
IP40861|PROA_SALTY Gamma-glutamyl LHARGPMGLEALTTYK 389 16 3 16.93 b8y7y13 1757.92 103.27¢ 908 | 2| 879.46 -10.49
phohate reductase
IP40861|PROA_SALTY Gamma-glutamyl | SLVNEMLRMDK 181 11 3 24.02 b10y3y8 1335.69 38.864 67771 |2  aes. 13.62
phohate reductase
IP40861|PROA_SALTY Gamma-glutamyl Phosphoryl STY(5) LALLSSGEK 15 9 4 30.14 b5b7y3°y3 o97.4| 136.211 2268 | 1  097.49 141
phohate reductase
'POA?SGlRS;rZO—SQ"STlYZsOS ribosomal ;| corpamidomethyl+C(d SNVPALEACPQKR 18 13 8 58.06  b2yd&yByocy9+y9 1469.73 37.052 46454 B 490.58 -14.45
'POA?SGlRS;rZO—SQ"STlYZsOS ribosomal 5 | carpamidomethyl+C(d SNVPALEACPQK 18 12 5 20.21L b2y6ynD 1313.65 41.069 11744 P 657.33 -1.67
'POA?SGlRS;rZ&EQLSTJ;’OS ribosomal 5| carpamidomethyl+C(d GALDCSGVK 99 9 5 44.54 b3b4y5y7°y7 0693 76.296 5181 | 1  906.43 -0.20
'POA?SGlRS;rZO—tZ/:"ST 1\(2305 ribosomal DLPGVR 88 6 1 13.52 V4 656.37 52.522 4620 |1 656.37 -10.0
'Qng'ngH"')Ey—rcS)S';;L ;E:g“”e'phc’hatr 1 QMPSAPQGLAQLASHIER 137 18 6 36.56 b2b5y6y9y13y16 1933.98 75.415 27674 | 34  645.33 821
'Qng'ngH"')Ey—rcS)S';;L ;E:g“”e'phc’hatr 2 MYQPDFPTVPFR 0 12 4 22.01 b3y3yo°y9 1497.7 78.084 24244 | 2 o3m 9.70
'Qng'ngH"')Ey—rcS)S';;L ;E:g“”e'phc’hatr 3 EATAELLAIAGVGDE 196 15 3 17.9 b8y10y12 1458.73 69.522 3815 2| 720.87 -3.93
'Qng'ngH"')Ey—rcS)S';;L ;E:g“”e'phc’hatr 4 AYGVHLGQEDLETTDLK 79 17 3 16.1 b10b13y6 1888.92) 110.329 096 | 3| 630.31 5.17
'Qng'ngH"')Ey—rcs)S';;L ;Ezz'”e'phc’hatb 5 APAVLATGVG\?V'QVVSA'TQAAD 171 25 7 27.62 VA*yAy5°y5y 7oy TY9 2424.33 108.08 1762 |3  ®®8.| -0.30
|Q8ZMBS5|PTRA_SALTY Protease 3 TAFYLEVENDALPGAVDR 126 18 5 28.83 b2b9b10y6y14 1979.99 90.916 3521 |2 990.48 8.1
|Q8ZMBS5|PTRA_SALTY Protease 3 LADFFHQAV\;;\T gf MAILSQIAGS| 9o 28 4 24.9 b5b6y7y1l 2956.51 136.444 1942 |3 98618 4.7
|Q8ZMBS5|PTRA_SALTY Protease 3 NAVNAELTMAR 163 11 3 24.02 b7y3y8 1189.59 46.324 28757 |2 . -6.98
qg
8ZMBS5|PTRA_SALTY Protease 3 QGLVEGISADSDPIVNGNSGVFAIS 554 31 5 35.25 b14b15b16y14*y14 3075.58 136.62B 23685 | 2 2939  8.89
ATLTDK
|Q8ZMBS5|PTRA_SALTY Protease 3 YFDELAHVLDLDFR 387 14 3| 682 b8bob11 1752.82 79.681 15644 |3 584.95 -19.7
|Q8ZMBS5|PTRA_SALTY Protease 3 DVVVEK 735 6 2 26.63 b5y3 688.39 40.187 9475 |1 68823 7.18
|Q8ZMBS5|PTRA_SALTY Protease 3 IDNNSAQFR 295 9 5 30.18 b6°b6*b6y3y4 1064.53 88.793 2497 | 1 64188 17.20
|Q8ZMBS5|PTRA_SALTY Protease 3 LAMMTPQNAR 445 10 3 26.62 bdy5y7 1132.55 27.764 233 |2 56678 -5.82




|Q8ZMBS5|PTRA_SALTY Protease 3 9 AEYVHPTGWK 932 10 47.51 b3b5b8y9 1187.54 136.43 20090 |1 7B® -6.06
|Q8ZMBS5|PTRA_SALTY Protease 3 10 AYEQAIMPVQMISQVPYFSR| 652 20 14.19 b10°b10y3y12°y12 2358.14 110.43p 1820 | 3 zef -8.39
|Q8ZMBS5|PTRA_SALTY Protease 3 11 TEEQLGYAVFAFPMSVGR 279 18 26.26 boy5y11y12 2002.00) 113.334 1508 |2 100150 105
|Q8ZMBS5|PTRA_SALTY Protease 3 12 DFDR 878 4 12.69 v3 552.24 23.690 1549 |1 s552.2h -3.76
|Q8ZMBS5|PTRA_SALTY Protease 3 13 AYEQAIMPVQMISQVPYFBRR | 652 23 33.21 b10°b10b11ydy9y11 2758.31 66.799 14955 | 490.38 7.79
|Q8ZMBS5|PTRA_SALTY Protease 3 14 HGGSHNA/‘:’LTF',A(E’ZS;QFYLEVEND 113 31 11.18 b3b14°b14y9 3315.6 103.423 978b | 4  829.65 5.2
|Q8ZMBS5|PTRA_SALTY Protease 3 15 TAFYLEVEﬁQtESQVDRLADA' 126 30 17.2 b8°b8b11b13°h13 3170.65 91.95 8798 | 4 793k2  .55-8
|Q8ZMBS5|PTRA_SALTY Protease 3 16 QAPQTLGEEASRLSK 863 15 25.98 b3b4bg 1614.85 38.702 8533 |3  538.9F 1.51
|Q8ZMBS5|PTRA_SALTY Protease 3 17 ADVSVVLRNPQAMDSAR 547 17 16.1 b5y3y10 1828.91 73.053 5175 |2 914.9p 11.4
|Q8ZMBS5|PTRA_SALTY Protease 3 18 RYFDELAHVLDLDFR 386 15 25.44 b4b11y3y13 1908.93 61.498 4449 |2 os4.97 -13.4
|Q8ZMBS5|PTRA_SALTY Protease 3 19 NWQQKAQG'?t\S/kPELNPY'PDDF 487 28 22.62 b5b6b12 3198.67 106.22 3412 |3 1066l00 3.1
|Q8ZMBS5|PTRA_SALTY Protease 3 20 ISEQTFKNWQQK 480 12 22.01 b8b10y5 1536.7 70.752 264 | 3 . ®m2| 350
|Q8ZMBS5|PTRA_SALTY Protease 3 21 Phosphoryl STY(LL) DMYSALQQTLPLMSEK 942 18 15.37| bll H3PO4 blly6yll%y1l 3@D2 71.679 1501 | 3  713.68 2.63
|Q8ZMBS5|PTRA_SALTY Protease 3 22 Oxidation+M(15) VWDEMLQQTLPLMSEK 942 18 15.37 b10b16y6 2075.0 91.073 16661 | 3692.35 7.29
|Q8ZMBS5|PTRA_SALTY Protease 3 23 Oxidation+M(18)]  GLANRVVAAIFSYLNMLREK 360 22 23.95 b3b4beys 2525.31 71.990 214 | 2| 1263.16 -4.16
|Q8ZMBS5|PTRA_SALTY Protease 3 24 Oxidation+M(15) LADFFHQAV\;;\T gf MAILSQIAGS| 9oy 28 17.62 y5Y7y9 2972.45 98.141 5801 |3  991.40 -13.9
|Q8ZMBS5|PTRA_SALTY Protease 3 25 Oxidation+M() |  AYEQARWQMISQVPYFSRDER| 652 23 29.09 b6y7y9°y9y10y12 277434 289 5652 | 4|  694.34 6.07
|Q8ZMBS5|PTRA_SALTY Protease 3 26 LADFFHQAVVEPQGMAILSQ| 904 20 35.63 |  yByo*yoyl0°y10*y10 2201.11] 136.384 1884 |3 384 3.99
|P66692|RPIA_SALTY Ribose-5-phohale AVGWAALQYVQPGTIVGVGTGST ]

o orase A [ AAUEIDALGTME 8 35 2255 | b2b4blly7ylOyl4y19y35  3487.80 107.712 5198 | 3163.27 1.33
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhal‘e Carbamidomethyl+C(3 FICIADASK 112 9 61.16 b2b5y3y5EEY 1024.51 51.026 20444| P 512,76 -6.08
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhal‘e GADVALIGTPDGVK 201 14 30.35 |  babebllyly2ysy7y1d 131270 57.221 23588 | 2|  656.86 353
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhal‘e GQIEGAVSSSDASTEK 43 16 27.33 bdy3y5y9 1565.74 33.224 4326 2| 783.37 7.02
IP66692IRPIA_SALTY R'bose'S'phOhal‘e LGGRPEYR 149 8 48.89 b7y3ydy6 947.51 56.135 1657 | 1 94751 06 2.

isomerase A
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhale GQIEGAVSSSDASTEKLK 43 18 34.22|  b3*b3b4a*bdb8b13yl 1806 38.922 2339 | 4  903.96 1.55

IP21267|GSA_SALTY Glutamate-1- IGGGMPVGAFGGRR 265 15 31.46 b12b13y7y10 1444.79 10827 15010 | 2| 722.90 7.01
semialdehyde 2

IP21267|GSA_SALTY Glutamate-1- GLSFGAPTEMEVK 81 13 42.61| b5°bSb7y2y6yEY8Y1213  1885.|  66.093 11201 | 4  683.34 2.50
semialdehyde 2

IP21267|GSA_SALTY Glutamate-1- Carbamidomethy+C(18) VALAGAQDYYGVVPDLTCLGK 244 21 gp |P2PLODIDI2DISBIILILY )1 1y 103.383 5679 | P 1105.57 9.61
semialdehyde 2 2y12

IP21267|GSA_SALTY Glutamate-1- AFTGVGGTPLFIEK 24 14 19.04 b7b11y3 1436.71 71.445 2636 | 2 18.99 -5.86
semialdehyde 2

[P21267IGSA_SALTY Glutamate-1- GLSFGAPTEMEVKMAELVINLVP[ 2 67 67b13016y11 166,61 56507 b |3 1056kt 134
semialdehyde 2 TMDMVR




|P21267|GS§2%SIdAeLhTyZeGZ'“tamate'1' Phosphoryl STY(11) MAELVTNLVPTMDMVR 94 16 23.46 b8boy4 1899.88 58.929 15387 | B 950.44 4.37
|P21267|GS§2%S@L'LZ€GZ'”M”‘M€'1' Cag;?;‘:;:f&‘g’llg(s " ALCDEFGALLIDEVMTGFR 224 20 30.23 b3b4b13y4°ydy9 2286.1| 118.290 2008 | 4 114358 13.67
|P37168|MV'M—i$iLJY Virulence facto ESVQAVTDGGLYDVTDMR 221 18 36.23 b7b8y3ydy18 1955.9 a8 9100 | 2| 97846 2.43
|P37168|MV'M—i$iLJY Virulence facto AGSQRESVQAVRTDGGLYDVTDM 216 23 35.29 b6y14y15*y15y16 2455.11 98.016 321 2 122809 8.45
|P37168|MV'M—i$iLJY Virulence facto FTLLDDYLHVVDTALWLAGGEAR | 158 23 12.89 b7y8yla 2575.31 9nL0 5030 | 3| 859.11 -1.90
|P37168|MV'M—i$iLJY Virulence facto AWLPVLTNTAGWTLQGAWSPSR 17 22 20.59 b4b11b13y21 241224 94.777 3322 | 4 60381 -4.05
'P1665:)';2%?&&;5;c[’,‘\l"'A[gm'came . TMLNPGSALLTLSYLGAER 132 19 23.34 b1lydy7yl4 2007.0] w5 24703 | 2| 1004.04 377
'P1665:)';?;5?2&;5;c[’,’\l"'A[gm'came . YMANAMGPEGVR 171 12 33.86 b2b5y6°y6y10y11 1295.59 4897| 18104 | 2| 64830 1.22
'P1665:)';?;5?2&;5;c[’,‘\l"'A[gm'came . VAHDISSYSFVAMAK 114 15 17.9 b7y8y1l 1625.83 70.540 2493 |2 813.42 19.82
'P1665:)';?;5?2&;5;‘[’,‘\I"'A[gm'came . Oxidation+M(13) VAHDISSYSFVAMAK 114 15 17.9 bey12y14 4879 113.470 1762 | 2 821.40 -1.86
'QSZKW8|ATQZ%”§:‘CL;;“ATP synthass AWDYLYEPDPK 202 11 27.03 b1b5y7y8 1396.63 48.106 4661 |2 898 -5.16
'QSZKW&ATQZ%E:CL;;%ATP synthasq YVESQVYQGVVENLASEQAAR 222 21 24.42 b4b5boy3 2340.1% 08 4579 | 2| 1170.58 2.19
'QSZKW&ATQZ%E:‘CL;;:TP synthasq GVSFFNS:S(iEEx\éAP?/\éTGMGDN 121 33 16.78 b5°b5b13b23 3276.6 129.21H 6744 3 1092190 20 8
'QSZKW&ATQZi—mS :‘CL;;nATP synthasq F'NTMSQVPT'TELLPLPAS’EDDDL 174 26 21.59 b3*b3b9°b9y3yoy16 2886.42 94.771 3641 3 @e2| -2064
'QSZKW&ATQZ%E:‘CL;;:TP synthass IASVONTQK 10 9 52.83 bay3y5y7°y7 988.53 18.202 2426 |2 4947 -15.68
'QSZKW8|ATQZ%”§:‘CL;;“ATP synthass MAASRPYAETMR 38 12 36.87 bay3y6y10 1383.64 113.271 196 2692.34 20.20
'QSZKW8|ATQZ%”§:‘CL;;“ATP synthass QASITQELTEIVSGAAAV 269 18 15.37 babeys 1787.93 112.934 769 | 2| 894.47 -4.78
'QSZKW&ATgZi—mS:‘CL;;nATP synthasg Phosphoryl STY(9) QASITQELTEIVSGAAAV 269 18 39.71blzmi@fgiy;f;ymyﬂ— 1867.91 108.354 1647 | P 934.46 8.50
'QSZKW&ATgZi—mS:‘CL;;nATP synthass Oxidation+M(5) F'NTMSQVPT'TISRLLPLPASEDDDL 174 27 35.63 b7b8b10*H10y7y8 3058.5 136.23p 1581 4 DeSH -4.79
|P62405|RLE;;§I/::;1T:5505 ribosomal LLDNAAADLTAISGQKPLITK 48 21 48.2 | b3babs*hsy2y5yoyldye| 2153.21 75.458 92254 B 718.41 -4.42
|P62405|RLE;;§I/::;1T:5505 ribosomal LMTEFNYNSVMQVPR 15 15 17.9 |  b13y2ylocyloy13+y1d  1828.8f 76.222 6891 | 3  610.29 -6.67
|P62405|RLE;;§I/::;1T:5505 ribosomal EQIFPEIDYDK 133 12 22.01 b9°b9b11y3 1509.7 67.743 5985 | 3503.92 -9.06
|P62405|RLE;;§I/::;1T:5505 ribosomal LHDYYK 3 6 39.73 bdy3y4 838.41 73.154 10692l |1 838.4] 4.73
|P62405|RLE;;§I/::;1T:5505 ribosomal DEVVNK 9 6 13.52 b3 703.35 43.321 9645| |1 703.31 11215
|P62405|RL?);§I/::;1T:5505 ribosomal EQIFPEIDYDKVDR 133 15 55 b12y3y6y7y10y11 1879.9 7221 | 54716 | 3| 627.31 7.27
|P62405|RL?);§I/::;1T:5505 ribosomal SFDGRGNYSMGVR 120 13 293 beb12y7y11°y11 1445.46 55007 10146 | 3| 48256 -2.20
'Q7CPH8|SE;EI§1ASL;E Protein-export GTFPQB\‘ALGAEP(\Q'EEQ(LQ:NYLQQ 120 35 127 b6bay3y26 3893.81 116.104 10268 | 3 1208l61 16
'Q7CPH8|SE;EI§1ASL;E Protein-expoif IYTKDVSFEAPNAPHVFQK 15 19 21.7 b3b7b17 2191.1 75.479 186 | 4| 54854 2.34
'Q7CPH8|SE;EI§1ASL;E Protein-expoif LDLDTASSQLADDVYEVVLR 2 20 22.32 b8b10*h10b13y11 2222 | 109.712 5568 | 4 741.37 -5.16




'Q7CPH8|SE;EI£ASL;E Protein-expoit DVSFEAPNAPHVFQKDWQPEVK| 19 22 4 19.79 b3°b3b8b10 2568.42  6.582 330677 | 4  856.74 1236
'Q7CPH8|SE;EI£ASL;E Protein-expoit IYTKDVSFEAPNAPHVFQK 15 19 3 23.92 y12y13y15 2191.18 8®m63 | 20017 731.05 13.71
IP53636ISODCL_SALTY Superoxide GGDNYSDKPAPLGGGGAR 151 18 10 82.8¢ P2P12YBYTYBYOYLOVILYIE  pag g 33.167 80168 B  563.60 -13.95
dismutase [Cu-Zn] 1 y18
|P53636|SODC1_SALTY Superoxide . | o )
Hismutass [Cu-zn] 1 Carbamidomethyi+C(3 FACGVIEK 169 8 8 66.7 y2°y2y3y4§57y8 923.46 41171 16765| [ 923.46 4.10
IP53636|SODCL_SALTY Superoxide EVPALMAGGHLDPEK 84 15 6 36.63 b7°b7b10b14y5y13 1563.80  .089 7490 782.40 11.79
dismutase [Cu-Zn] 1




