SA123LC-MSrun 1: 123 220709 1a2 01

- Peptide Peptide Peptide - -
. Peptide . A . Peptide Precursor Retention . Precursor | MH+ Error
Protein name Rank Peptide Modification Peptide Sequence sequence | sequence | Matched Score By Matches MH+ (Da) | time (min) Intensity | z miz (ppm)
start L enath Products
b2°b2b3°h3b4°b4b5°bSb°
b6b7°b7b8°b8b9°hab12°l1
o 2b13°b13b18b21°b21ylyRy
'POAlSZlHNrit—eSi:hT;SDNA binding 1 EMLIADGIDPNELLNSMAAAK 62 21 54 289.3 | 3yaySy6oy6y7oyTry7y8eyd  2216.11 97.465 507100 P  1108.5¢ 8.59
p y9y10y11*y11y12°y12*y1®
y13°y13*y13y14*y14y15°
15y16°y16y17°y17y21
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 2 YSYVDENGETK 9% 11 8 47.42 | yoy7yeyoy10°y10tyi0yll 130456  3.368 126086 | 2| 65278 533
IPOALSZ|HNS_SALTY DNA-binding 3 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 12 57.97P207PTY2V2yAYSYVI0Y 600 76 93.452 50303 2  812.88 8.64
protein H-NS 10y11y13
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 4 EEESAAAAEVEER 41 13 6 26.11 b2°b2y6y7y10y13 1419.6 3s.98| 12925 | 2| 71031 2.24
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 5 REEESAAAAEVEER 40 14 5 38.66 b12y3y8y10y11 1575.7 34.058 7479 | 2| 78837 2.09
— ——
IPOALSZ|HNS_SALTY DNA-binding 6 YSYVDENGETKTWTGQGR 9 18 10 g4.09|Y3YSYSYEYOYISYLAYISVL 5544 gp 47.827 183567 B 697.65 -8.06
protein H-NS 6y17
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 7 AARPAKYSYVDENGETK 9 17 5 30.53 b3b11y5y6y13 1898.9 w7 5300 | 2| 949.96 6.69
'POAlSZlH";‘rit—esi:hT;SDNA'b'”d'”g 8 Oxidation+M(17) EMLIADGIDPNELLNSMAAAK 62 21 5 19.51 b16516y7y10y13 2232.11 97.528 23665 |2 1116.56 7.44
b2*b2b3*b3b4*bab5*h5h
°b6*b6b12+h12013°b13b]L
|P64076|ENO_SALTY Enolase 1 FNQIGSLTETLAAIK 342 15 33 B | 4*b14yly2y3ydy5y6y7y8y 1605.88 86.426 379635 P 803.45 -0.15
9y10y11y12y13*y13y15*
15
b2b3°b3b5b7b8°h8b9°bap1
0b11b12°b12b14°h14b15b
|P64076|ENO_SALTY Enolase 2 SGETEDATIADLAVGTAAGQIN 371 22 39 297.33 |18°b18b22y2y3ydy5y6y7y8 2118.07 76.113 247688 P 1059.5 7.49
*y8y9°y9y10y11y12y13ylf
°y14y15y16y17y22
b2b4°bab5°b5b6°b6*h6b]2
GMNTAVGDEGGYAPNLGSNAEA b13b30y1y2y3ydy5y6yTyB
|P64076|ENO_SALTY Enolase 3 VIABAVK 200 31 29 180.63| o 0 yiayiayttytenh 298947 95.671 193370| B 997.16 4.00
5ey25y31
[P64076]ENO_SALTY Enolase 2 GIANSILIK 333 9 7 51.2 b2y2y3y5y6y7y9 928.57 61.421 189216 | 2 464.79 12.16
|P64076|ENO_SALTY Enolase 5 DAGYTAVISHR 360 11 11 76.09 [P? b2b3b7yiy3y4y5y6y7 1 118959 42.345 149504 P 595.30 -4.21
[P64076]ENO_SALTY Enolase 6 AVGAVNGPIAQAILGK 66 16 6 38.4]  b3bdy3yllyl2yle 1478.87 75.914 130330 |2 730.94 2.3
b1b2°b2b3°b3b5°b5b11yhy
|P64076|ENO_SALTY Enolase 7 YSMPVPMMNINGGEHADNNVDL| ) 5 34 19 50.52 | 5y7y9y12*y12y13+y13yl4 3750.78 99.080 114354 B 1253.9 5.32
QEFMIQPVGAK
y29y34
|P64076|ENO_SALTY Enolase 8 YVLAGEGNK 257 9 10 75.81 | b2y3*y3yaySy6cy6y7y8yp  950.49 278 93181 | 2| 475.75 0.64
[P64076]ENO_SALTY Enolase 9 AVGAVNGPIAQAILGKDAK 66 19 6 35 b1b2b3y5y6yl4 1793.01 69.590 81284 |3  508.34 117
|P64076|ENO_SALTY Enolase 10 ILKEGIEK 325 ) 5 38.4 viy2y3ydy5 929.56 30.601 7630] |2 46528 -12.28
b2*b2b3b4dy2y4*y4y5y6°
|P64076|ENO_SALTY Enolase 11 IQLVGDDLFVTNTK 311 14 19 U6 |6*y6y8yoy10°y10y1ly12yl 1562.85 78.341 64600| P  781.93 3.36
4ry14
[P64076]ENO_SALTY Enolase 12 IEEALGEK 411 ) 6 30.62 b2b5yly6y7y8 888.45 32.175 34006 | 2 484 | -13.95




% | % |
|P64076|ENO_SALTY Enolase 13 QYPIVSIEDGLDESDWDGFAYQTK 282 24 14 34.98 | P2 bz*siytéfybsfgly%alsyzy‘l 2776.28 94.323 27756| P 1388.64 6.42
[P64076]ENO_SALTY Enolase 14 AFTSEEFTHFLEELTK 266 16 435 babllyll 1928.90 107.129 7341] |3 643.6h 120}
|P64076|ENO_SALTY Enolase 15 EIDSR 10 6 2 251 bdy3 732.39 29.266 19543 |1 732.3p 73.0(
T
|P64076|ENO_SALTY Enolase 16 IMIDLDGTENK 92 11 11 76.09 |P407V4 y4{§9y5y7 Y7Y8Y?  1248.60 64.406 18854 P 624.80 11.44
[P64076|ENO_SALTY Enolase 17 GNPTVEAE\(/;'ZE'?%%;VGMAAAPS 16 30 5 12.81 b3b11°b11y5y8 2856.3 92.720 1565 3 95280 275
|P64076|ENO_SALTY Enolase 18 VLGDKIQLVGDDLFVTNTK 306 19 15 ga.31 |PPADTYSVOYAYAYEYEYE 5 0p 15 80.608 220247 B 692.38 5.53
y8*y8y10y13*y13
GMPLYEHIAELNGTPGKYSMPVP
|P64076|ENO_SALTY Enolase 19 MMNINGGEHADNNVDIQEFMIQP| 126 51 7 26.6 |  b4b5b14b20b22b26y4 5567.41 98.85f 112893 | 5 43a1| 877
VGAK
GKGMNTAVGDEGGYAPNLGSNA 1
[P64076|ENO_SALTY Enolase 20 EALAVIARAVK 198 33 7 47.16 b4b15y3ydy5y6y15 3174.60 90.631 5261 3 8958 9.84
EIDSRGNPTVEAEVHLEGGFVG
|P64076|ENO_SALTY Enolase 21 S AAPSGASTGSH 10 36 3 11.01 bdy6y27 3569.73 93.771 16249 |4  893.19 -0.14
[P64076]ENO_SALTY Enolase 22 IEEALGEKAPYNGR 411 14 38. VAy5y6y9 1546.77 20.615 14371] |3 516.26 12.3]
|P64076|ENO_SALTY Enolase 23 EALELRDGDK 46 10 10 80.83 | bab7b8°b8y3yd°ydy6eydly7 114557 65.323 5545 | 2| 573.29 -6.39
|P64076|ENO_SALTY Enolase 24 Phohoryl STY(14) QYPIMS@.DESDWDGFAYQTK| 282 24 3 11.71 b10b12y9 2856.2 110138 220 | 4| 71481 5.13
|P64076|ENO_SALTY Enolase 25 Oxidation+M(27) YSMPVP(';"E"/":NN'I'I'%(;SCE;/':QDNNVD' 143 34 6 26.79 |  bSb7bldyll*yllyl2 3775.7 108.73p 394 4 744 750
- GNPTVEAEVHLEGGFVGMAAAPS :
|P64076|ENO_SALTY Enolase 26 Oxidation+M(18) CASTGSREALELR 16 36 4 14.07 b6y5y1lyld 3583.74 99.907 3544 |3 119505 11
|P64076|ENO_SALTY Enolase 27 Cargi?;ggoﬂit&{gc(g " DITLAMDCAASEFYKDGK 239 18 4 21.19 y3y8yl1°y1l 2050.94 sae 1617 | 4| 513.49 13.09
[P64076]ENO_SALTY Enolase 28 GYTAVISHR 362 9 2 17.59 b3°b3b5°05 1003.53 42.403 60066 | 2 .B02 1.89
|P64076|ENO_SALTY Enolase 29 LKEGIEK 326 7 0 1.49 816.47 30.59 22927] |2 408.72 13.9
|P64076|ENO_SALTY Enolase 30 ANSILIK 335 7 2 21.82 b3°b3ba°b4 758.47 61.435 2805 1 75847 322
|P64076|ENO_SALTY Enolase 31 AGYTAVISHR 361 10 1 75 b3 1074.56 42.357 7263] |2 5377 8.97
|P64076|ENO_SALTY Enolase 32 TAVISHR 364 7 1 75 b3 783.44 42.335 6556] |2 392.2] 717
|P64076|ENO_SALTY Enolase 33 LAGEGNK 259 7 2 21.82 b3b5 688.36 34.339 59200 |1 688.3p 3.64
|P64076|ENO_SALTY Enolase 34 YSMPVPMMNINGGEHA 143 17 2.08 V8 1860.85 99.085 2845] B 620.99 3.67
|P64076|ENO_SALTY Enolase 35 DAGYTAVISHR 360 11 0 2.98 1171.58 42.346 3874] |3 3912 20.10
[POA2A3|RL1_SALTY 50S ribosomal b2b4b5*b5b7*h7y2y3ydyh )
orotoin L1 VVGQLGQVLGPR 122 12 17 135  evoytonioytz | 122272 59.968 200659 P 611.86 6.09
b2b3b4b5b6b9b10b11*b]1
[POA2A3|RL1_SALTY 50S ribosomal b12°h12b13y2y3y4°ydy5y7 )
orotoin L1 VAVFTQGPNAEAAK 74 14 29 225,93 o o omoyionlopiing 140273 46.212 172164] P 701.87 0.52
1%y11y12y14
b1b2b3°b3b5°b5011°b11h1
H *|
IPOAZASIRLL_SALTY 50S ribosomal VGTVTPNVAEAVK 141 13 26 161.45| 2"P12013y3yaySy6y7y8yY 150, 25 48.961 171979 b 642.86 0.67
protein L1 *y9y10y11°y11y12°y12*y]
2y13
'POAZAglRLt—rSQ;TLSOS ribosomal QYDINEAIALLK 19 12 7 50.52 b8b12y3ydy5y6y12 1390.76) 86.001| 63681 | 2| 695.88 123
'POAZAglRLt—rSQ;TLSOS ribosomal GEMNFDVVIADAMR 106 16 4 21.96 b10b11y3y16 1751.83 63288 2028 | 3| 584.62 12.96
'POAZAglRLt—rSQ;TLSOS ribosomal AAGAELVGMEDLADQIK 88 17 9 65.65 | b3babSbe°beb7ysyllyl7  2Aw87 80.591 41032 | 2 865.94 5.64
IPOAZASIRLL_SALTY 50S ribosomal GATVLPHGTGR 60 11 15 106.72| P3D3D4°DAY2Y3YAYAYSYE 1 57 30.765 36950 2 533.20 6.76
protein L1 y6y7y8y9y11
'POAZAglRLt—rSQ;TLE’OS ribosomal AAGAELVGMEDLADQIKK 88 18 6 40.3 b2b3b4b7b8y10 1858.94 a5 31268 | 3| 620.32 -8.86




|POA2A3|RLL_SALTY 50S ribosomal

, 9 ELATAK 31 6 1 12.8 b 632.35 29.271 11460| [1  632.38 -13.71
protein L1
'POAZAglRLt—ri’Q;TLSOS ribosomal | SDQNVR 54 6 1 12.8 b5 718.34 87.589 5617 |1 718.3% -8.67
'POAZAglRLt—ri’Q;TLSOS ribosomal | | VDATKQYDINEAIALLK 14 17 4 24.84 b8b13b1dy4 1905.02 8032 | 21312 | 3| 63568 7.37
'POAZAglRLt—rC‘f’Q;TLSOS ribosomal |, GLMPNPKVGTVTPNVAEAVK 134 20 5 20.34 b3b6*b6b19y5 2020.1| 63.645 2838 | 3 67471 -1.69
'POAZAglRLt—ri’Q;TLSOS ribosomal| ;5 Phohoryl STY(5) VAVFTQGPNAEAAK 74 14 3 17.37 b3b11y9 2489 50.481 1644 | 4 74185 1.98
'POAZAglRLt—ri’Q;TLSOS ribosomal |, , Oxidation+M(9) AAGAELVGMEDLADQIKK 88 18 3 14.03 b3b5y12 1874.95 59.783 4788 937.98 -0.85
'POAZAglRLt—ri’Q;TLSOS ribosomal| ;5 Oxidation+M(9) AAGAELVGMEDLADQIK 88 17 7 48.99|  b4b13by8°y8yoy10 1746.87 84.699 3203| [ 873.94 8.53
'POAZAglRLt—ri’Q;TLSOS ribosomal |, ¢ TVLPHGTGR 62 9 0 2.98 937.51 30.762 30659 |2 469.2f 115
e b2b4b5b6*b6b9b10b12b]5
IPOAZHOIDSBA_SALTY Thiokdisuffide | AAADLQLQGVPAMFVNGK 158 18 20 159.3 | y2y3yaysy7ysyoy10y12yl 1829.97 81.544 82835 2 915.49 5.34
interchange protein dsbA 3y18
|POA2H9|DSBA_SALTY Thiol:disuffide - )
ntorchange protein dabA 2 TQTVQSAADIR 116 11 7 22.11 b3°b3*b3y2y7yoy1l 1189.61 329 | 24889 | 2| 595.31 3.80
[POA2H9|DSBA_SALTY Thiol:disuffide YQINPQGMDTSSMDVFVQQYAD b1b2*b2b4b5b7b13yly5ye
ntorchange protein dabA 3 VK 176 25 18 T6.65 | 7 Tairymviyoyays| 230532 87.248 23487 | P 1433.14 5.28
IPOAZHOIDSBA_SALTY Thiokdisuffide | YHVEFLGPLGK 77 11 7 47.42 b1b2b3b4b7b8y2 1259.6f7 71.97 5579 2| 630.34 4.46
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | ELTQAWAVAMALGVEDK 88 17 8 66.77 | b5boydy5yey7y13yl5 18R 61.383 6906 | 4 016.47 3.27
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | ¢ TQTVQSAADIRK 116 12 3 20.17 b5b11y4 1317.71 67.060 2022 |2 .869 -4.26
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | 7 GEDYDAAWNSFVVKSLVAQQEK | 136 22 6 22.13 b3y3y4°yarydys 24818 136.418 2646 | 2 124259 -8.94
interchange protein dsbA
|POA2H9|DSBA_SALTY Thiol:disuffide o YHVEFLGPLGKELTQAWAVAMA d )
ntorchange protein dabA 8 Oxidation+M(21) . GVEDK 77 28 3 11.08 b8b11y9 3088.57 79.296 8171 |4 77240 4.3
o b1b2b3b12b13b15*b15yly
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 22 97.65|2y4y7°y7y8yoy10*y10y12f 2199.08 64.403 75756 | B 733.70 122
periplasmic protein e
y12y13°y13y17y20
o b4b5°b5b7b11°b11b12°b} 2
IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 18 153.13y5y6y7°y7y8yoy10yllyl2ly 1425.69 56.183 63006 2  713.35 1.63
periplasmic protein 13
IPO2910JHISJ_SALTY Histidine-binding NSDIQPTVASLK 120 12 14 91,11 [P1P2D2D3"D3DAVBYAYTYE" o) 6 49.034 50776 | 2 636.84 2.01
periplasmic protein y8y9y10y12
. .y " . . % | O] o * 0|
IPO2910JHISI_SALTY Histidine-bindind o | o 2 Higomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 19 g9.5|P2D203"D30ADATDADE S 7, 5 104.484 4179 P 11371 4.94
periplasmic protein *b8b9yly2y3y4y5y6y7y2!
IPO2910JHISJ_SALTY Histidine-binding FGGPAVKDEK 201 10 7 24.62 bBy2°y2y4°ydy6y10 1047.54 27.724 16583 | 2| 524.27 5.13
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ¢ NAQGELVGFDIDLAK 42 15 5 33.44 b8bab14y6ys 1589.83 80.422] 0186 | 2| 795.42 10.29
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 7 LFGVGTGMGLR 211 11 3 22.11 b10y3y7 1107.5 73.349) 8076 |2 ®ma| 871
periplasmic protein




IPO2910JHISJ_SALTY Histidine-binding ¢ GIEIVSYQGQDNIYSDLTAGR 155 21 7 1951  b7°b7b9°b9bll*bily | 2299.14 80.403 1657 | B 1150.0] 6.48
periplasmic protein
IPO2910JHISI_SALTY Histidine-bindind o | o2 nidomethyi+C(8)  INTQCTFVENPLDALIPSLKAK 62 22 5 b4b15y20 2472.32 99.361 185888 |3 824.7B 1.38
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding IGTDPTYAPFESKNAQGELVGFDI 28 4 23.78 yay11y15y17 2996.52 96.577 2362 | 3 999.51 10.3
periplasmic protein DLAK
IPO2910JHISJ_SALTY Histidine-binding NSDIQPTVASLKGK 120 14 4 25.94 b4°b4b6b9 1457.7p 43242 84 | 3| 486.60 -6.62
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding IDAAFQDEVAASEGFLKQPVGK 176 22 7 27.27| b6b10°b10b12°b12°b1d  2320.17 64.396 4520 3 774.06 -5.58
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ;5 EALNKAFAEMR 229 11 8 47.42 | y3°y3yacyayseysyeeys|  1279.63 841 4488 | 2| 64032 12.69
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding , , AFAEMRADGTYEK 234 13 3 18.63 bey8y11 1488.64 136.458 3803 1| 1488.68 0.82
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 5 EDNELREALNK 223 11 6 2512 | b9°b9b10°b10y10%yld  1330.6F B 1958 | 1| 1330.65 -8.53
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 5 Phohoryl STY(6) LFGVGTGMGLRK 211 12 3 20.17 bay8y10 135 63.646 7508 | 4 65834 1253
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding Oxidation+M(8) LFGVGTGMGLR 211 11 3 22.11] b4b8y3 1123.58 31.645 4623 | 3 37520 -7.93
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding o GGPAVKDEK 202 9 2 19.31 b3bs 900.47 27.699 5187 |2 450.78 -4.21
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ¢ VGVLQGTTQE 135 10 3 20.59 y3y4°y4 1031.54 64.383 27149 |2 5864  6.39
periplasmic protein
IPO2910]HISI_SALTY Histidine-binding ) FGNEHWAPK 146 9 0 7.45 1085.53 64.433 2407 |2 s543.2f 11.21
periplasmic protein
|Q8ZK80|RLY_SALTY 50S ribosomal b2b3b4°bayLy3*y3yd*yd )
orotein L9 1 LADVLAAANAR 57 11 18 119.08 | e rnyeyoytoyty] 108460 54.228 235822 P 542.80 8.10
. b2b3b4b11°b11b12°b12%p
IQ8ZKBOIRLO_SALTY 50S ribosomal |, VANLGSLGDQVNVK 8 14 21 163.71 | 12b13y3yayey7*y7y8yoyl 1413.77 57.487 122653 P 707.39 -3.19
protein L9 .
0°y10yl1ly12y14
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| 5 NVEYFEAR 42 8 7 50.7 y2y3ydy5y6y8+y8 1027.47 47.753 117905 | 2 514.24 -0.86
IQ8ZKBOIRLO_SALTY 50S ribosomal |, DIADAVTAAGVDVAK 97 15 11 121.06 | P3PAPSOEYAYBYTYOYIOVTL )15 7y 67.097 116784] P 708.37 -1.55
protein L9 y13
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g VINVVAE 141 8 7 38.4 b1b5*h5b6b7yly8 856.51 64.407 8880 1 5681 5.42
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | INALETVTIASK 71 12 6 24.15 b2*b2b3y10y11y12 1259.72 61.910| 64965 | 2| 630.36 -0.19
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | 7 NVEYFEARR 42 9 4 35.89 bayey7y8 1183.59 67.194 3511 |2 59230 434
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ MQVILLDK 0 8 3 38.4 y3y4y5 959.55 65.136 123640 |2 480.28 D0
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ NFLVPK 27 6 2 25.1 y3y4 717.43 52.000 42550 |1 717.48 -3.57]
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| TTGEHEVNFQVHSEVFAK 123 18 5 22.36 b5y3y6y11°y11 2059.08 65.998 3250 | 3  687.01 19.80
lQSZKSOlRLi?ciQHEg‘F’OS ribosomal| ) NVEYFEARR 42 9 6 42.17 b5y3y7°y7y8°y8 1183.5¢ 64.434 5204 | 2 92.39 -5.47
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| -, AELEAKLADVLAAANAR 51 17 6 14.67 b3°b3b5°b5y4*ys 1725.96| 123.528 2819 | 2  863.48 6.72
b2b3b4°b4*bAabS*h5b6°bh
*b6b7°b7*h7b8*H8b10b11
'POAlDSl(gE;O&igrL]TY 10 kba 1 ILDNGTVQPLDVK 47 13 37 213.13|°b11*b11b13yly2y3ySy6%dy 1411.77 58.235 348925 P 706.39 -3.89
p 6*y6y7y8y9y10y11°yll*y
1y12y13+y13




IPOALDSICH10_SALTY 10 kDa VGDIVIFNDGYGVK 60 14 18 161,95 | P3PADSDSDIDISYLYBYAYS | o /g 74.326 314352 P 748.39 2.12
chaperonin y6y8y9y10y11ly12*y12y14
IPOALDSICH10_SALTY 10 kDa SAGGIVLTGSAAGK 20 14 18 129,503 P30ADS™SDIODISDILY ) gg o 44.623 162951 P 594.83 5.75
chaperonin 1y2y3y4y6y7y8y9y12yl4
'POAlDSKéE;F?e—rigrL]TY 10 kba GEIIAVGK 37 8 5 58.24 b5y3ydy5y6 786.46 42.535 36189 |2 3937 -15.37
'POAlDSKéE;F?e—rigrL]TY 10 kba IDNEEVLIMSESDILAIVEA 77 20 3 19.8 b5bsb11 2203.09 74615 732 | 4| 551.53 -4.77
'POAlDSKéE;F?e—rigrL]TY 10 kba VGDIVIFNDGYGVKSEK 60 17 4 14.67 b14°b14y3y8 1839.94 1882 | 36136 | 2| 92048 3.65
IPOALDSICH10_SALTY 10 kDa ILDNGTVQPLDVKVGDIVIENDGY | 5 27 6 23.61 b5b8b12y3y6eyLd 2888.5 91.576 1587 3 96352 .45-2
chaperonin GVK
'POAlDSKéE;F?e—rigrL]TY 10 kba SEKIDNEEVLIMSESDILAIVEA 74 23 7 3418 | b3b7b9b10*b10b1Ry | 2547.30 136.382 2962 | b 1274.15 8.82
'POAzgglRersznALLT?ESS ribosomal EAKDLVESAPAALKEGVSK 82 19 7 22.66 b5b7°b7b8°b8y1y19 1988 55.787 61863 | 3  648.02 -0.19
. b2°b2*b2b3*h304b506°p
'POAzgglRerTjnALSESS ribosomal DQ"EAVSAMSVIQ"DVVEL'SAMEE 5 25 23 136.98 |b7b8°b8b10y2°y2y3y4y5y6 2737.34 137.117 47509 B 913.12 2.32
P °y6y7yoy10
'POAzgglRersznALLT?ESS ribosomal SLEEAGAEVEVK 109 12 5 31.23 b5b12y3y8y9 1260.6 58.009 5668 2 | 630.82 -1.26
[POA299IRL7_SALTY 50S ribosomal MSITKDQIEAVSAMSVMDVVEL 1 )
orcton L7112 CAMEEK 0 30 4 10.94 b6y7y13y30 3297.60) 110.574 1824 |3 1099.87 9.1
'POAzgglRersznALLT?ESS ribosomal DLVESAPAALK 85 11 4 22.11 b4°b4bby4 1113.61] 55.313 53] |2  .837 -3.29
'POAzgglRersznALLT?ESS ribosomal AAGANK 60 6 1 128 v5 531.29 31.571 3863| [ 531.29 2.41
[POA299IRL7_SALTY 50S ribosomal SITKDQIEAVSAMSVMDVVELISA
orcton L7112 VIEEK 1 29 3 11 b6y11y15 3166.64 136.618 4281 |3 1056.22 14.1
[POA299IRL7_SALTY 50S ribosomal .. SITKDQIEAVSAMSVMDVVELISA C ]
orcton L7IL12 Oxidation+M() EEK 1 29 4 20.68 b10y3y6y7 3182.58 102.116 30886 |3  1061f3 13
b2b3b4°b4*bab5°b5*b5he°
b6*b6b7°b7*b7b8*b8y1y:
|POA1PO|G3P1_SALTY Glyceraldehydet3- y4y5y6y7°y7*y7y8°y8*y8 )
bhohate dehydrogenase VINDNFGIEGLMTTVHATTATQK | 160 24 44 27307 |y targayieytsyy 257432 98.605 641275 B  858.78 1.61
6y18°y18y19y20y21y22°yR
2y24%y24
. 1
IPOALPOIGSPL_SALTY Glyceraldehyde;3 AGIALNDNFVK 296 11 16 118.23 | P30ADSDLOYLY2YBydyStyb ) 1, o) 62.250 347104] P 58131 -6.83
phohate dehydrogenase y6*y6y7*y7y8y11l
b3°b3b6b7°b7*b7b8bob 1L
'POAlPOli?;Z;fgg \;g'y;f;zge"yde 3 LVSWYDNETGYSNK 307 14 24 165.93| y2y3yacyaryaysrysyeeyey|  1675.77 59.067 257066| P 838.39 6.99
P ydrog 9y10*y10y11y12y14
b3°b3b5°b5*b5b6°b6b7°H7
'POAlPOli?;Z;SQL‘J \;g'y;f;zge"yde 3 GASQNIIPSSTGAAK 198 15 26 188.81*b7b11b14y2y3ydy5y6y7y 1401.73 41.800 230053| P 701.37 3.31
P ydrog 8°y8y9y10y11y13°y13y14
'POAlPOﬁi‘:};jgg%gggﬁ;ﬁewde 3 VLDLIAHISK 321 10 10 69.31 | b3°b3yly2°y2y3ydysyeyB  1108.66  66.177 202630 | 2 554.84 6.94
b2b3°b3b4°b4b506°b6b8h1
'POAlPOﬁi‘:};jgg%gggﬁ;ﬁewde 3 SDIEIVAINDLLDAEYMAYMLK 24 22 18 94.92 | Oydy6y9y10y1lyld*yldy? 2530.24 126.798 174338 B 844.08 -3.28
2




- x|
IPOALPOIG3P1_SALTY Glyceraldehyde;3- VPTPNVSVVDLTVR 232 14 15 110.02| P203DS*DSY2Y3y4YSY6Y8Y | 4gc g5 71.856 88120 2 748.43 1.80
phohate dehydrogenase 10yl1y12°y12y14
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g TVDGPSHKDWR 184 11 4 29.1 y3y6y7yll 1297.63 29.537 816 2 B9 -4.33
phohate dehydrogenase
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g AATYEQIK 249 8 6 30.62 b3y5*y5y6°y6*y6 923.47 32.013 219877 2 |  462.24 17.71
phohate dehydrogenase
_ * * oy /5 %, o
IPOALPOIGSPL_SALTY Glyceraldehyde;3- , VLPELNGK 217 8 10 63.01 |YSVIVAYVASYSYSVEVE  geq 5 45.704 68652 435.25 -15.09
phohate dehydrogenase y7
IPOALPOIGSPI_SALTY Glyceraldehyder3- VGINGFGR 4 8 3 30.62 b3y4y5 819.46 65.306 3002 |2 41028 19.3
phohate dehydrogenase
Carbamidomethyl+C(12)
IPOALPOIGSPI_SALTY Glyceraldehyde3- ,  |. oo midomethyl+C(1l6 YEGQDIVSNASCTTNCLAPLAK 138 22 4 27.65 y3y10y13y15 241215  72.650 1801 | 3  804.72 11.64
phohate dehydrogenase )
b3b4b5*b5b6b8*b8b10*biL
Carbamidomethyhecify_ 0b11°b11*h11b12°b12b1B°
[POALPO|G3PL_SALTY Glyceraldehyde|3- _ ; ANFDKYEGQDIVSNASCTTNCL b13b15b16b18b22b23b2*
bhohate dehydrogenase 13 ,Carbamldc;methyI+C(22 PLAK 132 28 44 322.58( )0 oo vayaeybyeydy 304441 67.593 498041 B 1015.4 0.72
10y11°y11%y11y12*y12y1
3°y13yl4y15°y15+y15y2]
IPOALPOIGSPI_SALTY Glyceraldehyde3- VLPELNGKLTGMAFR 217 15 3 24.39 y6yoy13 1645.89 73.890 ass | 3| 549.30 1231
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- o KHITAGAK 107 8 6 63.01 y3yAy5°y5yey7 825.49 12.556 11351 |2 34B -10.94
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- o GGRGASQNIIPSSTGAAK 195 18 6 36.77 b8hoy3y7y8°y8 1671.48 37.687 8304 | 2| 836.44 1.46
phohate dehydrogenase
[POALPO|G3PL_SALTY Glyceraldehyde|3- VINDNFGIEGLMTTVHATTATQK |
bhohate dehydrogenase 17 TVDGPSHK 160 32 4 14.69 b10y3y12y17 3395.73 79.676 7880 | 4  849.69 0.0
IPOALPOIGSPI_SALTY Glyceraldehyde3- o DNTPMFVKGANFDK 124 14 3 17.37 b11b13y10 1583.7 70.964 284 | 2|  792.39 12.72
phohate dehydrogenase
[POALPO[G3PL_SALTY Glyceraldehyde{3- , o AGIALNDNFVKLVSWYDNETGYS | o - . 26,05 bAbSHTD16 o818.3 136.43b sosb | 2 1400070 .
phohate dehydrogenase NK
IPOALPOIGSPI_SALTY Glyceraldehyde3- Phohoryl STY(4) VVLTGPSK 116 8 5 45.93 b4b5b6°h6y4 880.4| 114.791 2047 | 14 880.45 2.43
phohate dehydrogenase
- *| *y Oy
IPOALPOIGSPI_SALTY Glyceraldehyde3- Oxidation+M(13) | VINDNFGIEGLMTTVHATTATQK| 160 24 8 34 |PAPSOSYILYILYIZYIZY  ong 5 67.288 3540 I 648.33 -5.75
phohate dehydrogenase 14
IPOALPOIGSPL_SALTY Glyceraldehyde;3- DLIAHISK 323 8 3 19.31 b3°b3b5 896.51 66.161 66063 |2  4487p 151
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- LDLIAHISK 322 9 2 7.8 b3°b3 1009.60 66.186 57730 |2 505.30 85.6
phohate dehydrogenase
IPOALPOIGSP1_SALTY Glyceraldehyde3- LNDNFVK 300 7 2 17.59 b3b5 849.45 62.194 21547 |1 849.4f -1.58
phohate dehydrogenase




IPOATWAIRSS_SALTY 30S ribosomall AVLEVAGVHNVLAK 112 14 16 13257 | P203b4°DADSLLIDISY2VGY ) 1 g oo 61.394 373563 P 710.42 -0.17
protein S5 6y8y9y10y11y12y14
b2b3b4b6b7b10b11°b11k1
[POA7WA4|RS5_SALTY 30S ribosomal 2b13b14°b14y1y3ydy5y6 !
S rotein S5 2 VFMQPASEGTGIIAGGAMR 93 19 29 250,85, 0 011y oviay 5oy tt 1892:94 68.994 257205 P 946.98 3.93
16*y16y17y19
. b2b3b4b5b6°b6*b6b1 1L
|P°A7W4|R35r—0?£r'fs\; 30S ribosomal 5 AYGSTNPINVVR 126 12 23 167.94| 1y2y3y4+yay5y6y7y8yoty|  1290.68 51.984 231210 P 645.84 2,55
p 9y10*y10y11y12
. b2°b2b8b10yly3y4y5y8y9°
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, ATIDGLENMNEMVAAKR 138 19 18 134.18 | yoy10y11y12+y12y13y16y 2046.99 59.888 160020 B 683.00 -4.17
17
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal o SVEEILGK 159 8 4 33.63 b4b7y6ys 874.48 51.257 131595 | 2 437.74 -13.68
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall ¢ ATIDGLENMNEMVAAK 138 18 13 113.22 blely?’zzyyl?;fly;’)}'g 10y 1890.90 64.306 93702| P  945.95 452
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal 7 EVPAAIQK 54 8 5 38.4 y3*y3ydy6y8 855.48 30.907 35221l |2 42824 -12.70
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal ¢ AREVPAAIQK 52 10 6 36.93 b4bBh7y2y6y10 1082.63 29.754 256382 | 541.82 -5.64
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal ¢ NMINVALNNGTLQHPVK 69 17 5 27.36 b1b3b7y9y10 1862.97 63876 | 24606 | 3| 621.66 -10.75
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, VGFGYGK 45 7 3 37.9 y3y5y6 727.37 40.781 42214 |2 364.1p -15.3
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall | LIAVNR 14 6 3 25.1 yaryays5 685.43 33.935 36373| [ 685.43 -8.37
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, IFSFTALTVVGDGNGRVGFGYGK 29 23 3 18.37 b4b6b12 2362.2p  .4ER 11735 | 3|  788.08 0.52
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, 5 AHIEKQAGELQEK 1 13 5 18.63 boy3*y3y10°y10 1480.76) 40.135 o12 | 3| 49426 -9.73
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, , GVHTGSRVFMSEASEGTG"AGG’ 86 26 3 11.33 b15y15y17 2587.32 136.644 885 3 86311 14.0
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, 5 MAHIEKQAGELQEK 0 14 5 43.06 b3b4b5y7y10 1611.81 60.764 3p9 | 4| 403.71 5.07
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, 5 NM'NVALNNGTSLS HPVKGVHTG 69 24 8 42.36 | b3b5b9*b9b10b11y3y! 2557.3) 102.06 2442 | 4 1640 1012
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, - QAGELQEKLIAVNR 6 14 4 25.15 b8b9b13°h13 1568.8 62.469 618 | 3| 523.63 117
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, Oxidation+M(3) VEMQPASEGTGIAGGAMR 93 19 4 13.48 b5y1EPy15 1908.94 62.504 8692| p  954.98 7.35
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall 4 4 LEVAGVHNVLAK 114 12 4 25.94 b3b6b8*b8 1249.71 61.431 86370 |2 625.36 -13.87
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall EVAGVHNVLAK 115 11 3 14.6 b4b8°b8 1136.64 61.396 13424 |2 ®m. -5.48
'Q7CQ0§|ﬁ;$2‘—iCS£';ZLCAts:°”°m°”S 1 LGEIEYR 48 7 11 77.83 b2b3b6y2y37y3y4y5y6 YO g79.45 43.101 239489 P 440.23 -12.98
oy /%
'Q7CQ0§§;$§,;§£';Z;§E:°”°'“O”S 2 MITGIQITK 0 9 11 60.49 b1b2b3y2y3;’4 YAVAYSYY 100457 55.755 227330 P 502.79 -0.84
'Q7CQO§|ﬁ;$2‘—iCS£';ZLCAtg:°”°m°”S 3 SGFAEDEVVAVSK 35 13 15 106.22|°30* t;tk;f;gg;l%ﬁgyzwlyw 1337.65 55.185 226671 P 669.33 -2.83
'Q7CQO§|ﬁ;$2‘—iCS£';ZLCAtg:°”°m°”S 4 EIPMEVKPEVR 55 11 9 76.8 | y2ydysyeyryseysyoyll  1326.71 4 | 111716 | 2| 663.86 -0.83
[Q7CQO5/GRCA_SALTY Autonomous b2*b2b3°b305010y3"y3y! ! ]
vyl racioal cofactor 5 FNSLTPEQQR 106 10 15 9318 Byt 1219.60 39.013 103513 P 610.30 6.51




|Q7CQO5/GRCA_SALTY Autonomous b2*b2b3°b3*b3b7b8y1y3 )
vyl radioal cofactor 6 FNSLTPEQQRDVIAR 106 15 15 6813 oy10yi3y15 1773.90 48.327 90815| B  591.97 11.29
|Q7CQ0§||;;(;2‘_iCS£I;ZLCA£:onomous 7 VEGGQHLNVNVLR 66 13 7 87.09 y3ydy5y6yTy8yll 1434.7 5704 | 136018 | 3| 478.92 17.61
|Q7CQ0§||;;(;2‘_iCS£I;ZLCA£:onomous 8 TFTESL 121 6 5 40.42 b3°b3b5°h5y4 697.34 56.197 80249 | 1 @97.B  -3.50
|Q7CQ0§||;;(;2‘_iCS£I;ZLCA£:onomous 9 AANDDLLNSFWLLDSEK 9 17 4 27.36 b3bdy10y13 1950.99 101553 4689 | 2| 976.00 21.59
b3b4b5°b5*b5b6°b6*b6bY
*| 0,
IQ7CQOSIGRCA_SALTY Autonomous) AANDDLLNSFWLLDSEKGEAR 9 21 32 277.67| D7DIDLAY3yAYSYEYEYTYB 0, 14 93.271 455838] B 788.72 2.38
glycyl radical cofactor y8y9°y9y10y11y12y13yl#
y15y16y17y18y19
|Q7CQ0§||;;(;2‘_iCS£I;ZLCA£:onomous 11 SGFAEDEVVAVSKLGEIEYR 35 20 3 21.14 b15y5y6 2198.1 1m1 | 26279 | 3| 73337 3.67
|Q7CQ0§||;;(;2‘_iCS£I;ZLCA£:onomous 12 | carbamidomethyi+C(l)  CIVAKSGFAEDEVVAVSK 30 18 4 14.0 8y13°y13y15 1908.97 76.303 4899| |2 954.99 -2.69
'Q7CQO§||}i;$2‘—iCS£';ZLCA£:°”°m°”S 13 DVIARTFTESL 116 11 5 48.48 b7b9y4y6y9 1251.64 63.697 203 2 26.83 -10.63
'Q7CQO§||}i;$2‘—iCS£';ZLCA£:°”°m°”S 14 PMEVKPEVR 57 9 3 29.1 b3b4b7 1084.58 49.473 106869 | 2 s542. 19-6
'Q7CQO§||}i;$2‘—iCS£';ZLCA£:°”°m°”S 15 TGIQITK 2 7 2 21.82 b4b5 760.46 55.740 9208 |1 760.4 7.62
'Q7CQ0§§;$§,;?£';Z;§E:°”°'“O”S 16 EIPMEVKPEVR 55 11 0 2.98 1308.68 49.468 39179 |3 4369 12.3
4 b1b2b3b4°bab5°h5h6yLyBy
'POAlHSlEFTU—S¢5TY Elongation facter MVVTLIHPIAMDDGLR 358 16 26 193.29 | 4y5°y5y6y7y8y9°yOy10°yl  1780.92 79.814 694534 B 594.31 12.75
Oy11°y11y12y13y15y16
. b2b6b7b8b9b12y2y3y4y]y
'POAlHSlEFTU—S¢5TY Elongation facter AIDKPFLLPIEDVFSISGR 205 19 22 141.88 6°y6y7y8°y8y9°yoy11oyll 2117.14 105.404 499829 B 706.39 -10.15
y15°y15y19
4 b2°b2b5°b5*b5b6°b6b7b]2
'POAlHSlEFTU—S¢5TY Elongation facter ELLSQYDFPGDDTPIVR 155 17 25 177.55 b16yly3ydy5y6y8ydyl0yl 1964.97 77.575 325075 P 982.99 6.27
1°y11y12°y12y13y14y17|
'POAlHSlEFTU—S¢5TY Elongation facter AGENVGVLLR 270 10 10 69.31 | ba*bdyly2y3ydySyey7+7  1027.5§ 57.212 276404 | 4 514.29 -10.10
IPOALHSIEFTU_SALTY Elongation factgr TTLTAAITTVLAK 25 13 15 117.9g |P2'D2b4°D4DISY2Y3ydySN6 55 4 85.335 242810 P 652.39 2.34
Tu y7y8y9y10y11
b2°b2b3°h3b4°b4b5°bSb]°
4 b7b8°b8b10°h10b12b1341
'POAlHSlEFTU—S¢5TY Elongation facter TTDVTGT'ELPEISVEMVMPGDN' 334 24 38 234.6 | 4°b14b15b16b17°b17b18y 2546.25 87.399 233124 b 12736 4.22
3*y3y5y6°y6*y6y7y8y9dyld
y14°y14y15y16y24
4 b2b3b4b5b6b7b11b12°b] 2
'POAlHSlEFTU—S¢5TY Elongation facter IELAGFLDSYIPEPER 188 17 26 221.99b14y1y2y3y4y5°y5y7y8ydy 1962.03 102.544 215536 P 981.52 4.73
10y12y13y14°y14y15y17
'POAlHSlEFTU—S¢5TY Elongation facter QVGVPYIIVFLNK 124 13 9 70.86 | b3b4bl3ydySyyoyllyls  148®. |  99.744 211817 3 745.44 172
'POAlHSlEFTU—S¢5TY Blongation factor o | o hamidomethyl+C(3 STCTGVEMFR 253 10 10 76.3  bly2yBygsyey7ysylo| 1187.51 53.768 124971 |2 5942 -4.63
'POAlHSlEFTU—S¢5TY Blongation facter | corpamidomethyi+C(l) ~ CDMVDDEELLELVEMEVR 137 18 10 54.0|Y37Y3Y5Y6 yflsy8 Y8YOYWL 500401 106.495 45139 P 1112.5] 10.54




'POAlHSlEFTU—S¢tTY Elongation facter NM'TGAAQMMDPGQAT'LRVVAATDGP ) 27 8 36.18 | b2b3bl3yByll*yllyl2yl3  2729.3p 127.287 6810 | 2010.46 6.17
'POAlHSlEFTU—S¢tTY Elongation facter GITINTSHVEYDTPTR 59 16 6 25.02 b10y5y8°y8y11°y11 18a8.9]  60.910 6691 | 2 902.45 6.56
'POAlHSlEFTU—S¢tTY Elongation facter 4 VGEEVEGIK 238 11 8 38.39 | b2b4°hab7b10y2y3yl 117167 948, 6528 | 2| 586.34 10.11
'POAlHSlEFTU—S¢tTY Elongation facter ALEGDAEWEAK 177 11 4 33.62 b3b4b10y8 1218.56 47.378 189740 | 2609.78 2.91
'POAlHSlEFTU—S¢tTY Elongation facter o TVGAGVVAK 382 9 6 60.49 b7°b7y3y5y7y8 801.47 29.361 184482 | 2 401.24 20.94
'POAlHSlEFTU—S¢tTY Elongation facter o TKPHVNVGTIGHVDHGK 8 17 3 14.67 b3b12y8 1795.93 90.671 802 | 3| 599.32 1237
'POAlHSlEFTU—S¢tTY Blongation facter 2 | o, amidomethyk+C(7) HYAHVDCPGHADYVK 75 15 4 16.31 b3iSy4 1768.75 39.406 17517 W 442.94 -18.70
'POAlHSlEFTU—S¢tTY Elongation factr 4 LLDEGR 264 6 1 12.8 b5 702.38 27.630 13424 |1 702.3B -2.04
'POAlHSlEFTU—S¢tTY Elongation facter 4 GIIK 234 4 1 11.81 v3 430.30 45.870 4891| |1 4303 3.48
IPOALHSIEFTU_SALTY Elongation factgr LLDEGRAGENVGVLLR 264 16 11 64,51 |P7°D7bBDI*OIDIODIODIL 7 ) o 66.064 13064| B  570.98 -8.63
Tu b11*b11b15
|POALHS|EFTU_SALTY Elongation factdr GYRPQFYFRTTDVTGTIELPEGVE b4b11°b11b28y4°ydy6°yq*
iy 21 UMPGDNIK 325 33 13 319 J6yL0y1 11128 3760.87 136.418 3874 | B 1254.3( 10.32
'POAlHSlEFTU—S¢tTY Elongation facter , HTPFFKGYRPQFYFR 319 15 6 26.7 b10°b10y3ydy8*y8 1990.99  0.380 3829 | 2|  996.00 711
'POAlHSlEFTU—S¢tTY Elongation facter 4 CarbamidomethyI+C(14?VGVPYIIVE\I;’;EE\D/’\R{IVDDEELLE 124 31 4 20.56 b3y3ydy7 3694.82 127.835 3819 |3 1232p8 6.4
'POAlHSlEFTU—S¢tTY Elongation facter ARGITINTSHVEYDTPTR 57 18 3 21.19 yByoy12 2031.04 68.194 282 | 3| 677.69 9.38
|P0A1H5|EFTU_S¢[IJ_TY Elongation facigr ALEGDAEWEAEII;ERLAGFLDSYIPE 177 o5 . 1108 b5b11°D11y0 1615 04 310 8b | 3 108453 e
'POAlHSlEFTU—S¢tTY Elongation facter ¢ Oxidation+M(1) MVVTLIHPIAMDDGLR 358 16 4 37.19 y5y8y9gl 1796.92 74.486 32203| B 599.65 -8.90
'POAlHSlEFTU—S¢tTY Elongation facter Oxidation+M(18) TTDVTGT'ELPEISVEMVMPGDN' 334 24 7 20.78 |  b6b11°bllydy8*tysyld  2562.26 87.282 3151 | 2 1B 9.34
'POAlHSlEFTU—S¢tTY Elongation factr TGTIELPEGVEMVMPGDNIK 338 20 4 22 b5°b5b10b11 2130.08 B0 20309 | 2| 1065.52 -5.62
'POAlHSlEFTU—S¢tTY Elongation factdr g VTLIHPIAMDDGLR 360 14 5 23.13 b3°b3b5°b5b13 1550.8 W7 | 20165 | 2| 775.92 0.87
'POAlHSlEFTU—S¢tTY Elongation factr 5, TLIHPIAMDDGLR 361 13 1 7.35 b10 1451.77 79.808 1762| |2 7263 135
b2*b2b3b6°b6*06b7*b7b]
. . 0yly2y3y4y5y6°y6y7y8°y! )
|POAA28[THIO_SALTY Thioredoxin-1 1 LNIDQNPGTAPK 58 12 27 152,63, o o onyioytoptly] 126766 39.511 179353| P 634.33 6.16
2
%y
[POAA28[THIO_SALTY Thioredoxin-1 2 MIAPILDEIADEYQGK 37 16 15 127.3g | P2OSY2YSYSYAYSYTYVIP g5 o4 94.308 145118 P 903.46 4.93
y11y12y13y14y16
[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 9 63.5 b2yly2y3y4ySy6y7y9 1001.63 91.533 580 | 2| 501.32 7.37
[POAA28[THIO_SALTY Thioredoxin-1 4 EFLDANLA 101 8 9 47.69 | b2b5°b5b7bg°b8*b8yey7  892.43 71109 10423 | 1| 892.43 11.76
[POAA28[THIO_SALTY Thioredoxin-1 5 VGALSK 91 6 2 25.1 b5y5 574.35 39.427 16657 |1 574.3% -7.44
- ioredoxin- . V! . . . -16.
POAA28|THIO_SALTY Thioredoxin-1 6 IHLTDDSFDTDVLK 4 15 3 16.31 b8b10y9 1731.85 69.574 1817 |2 s866.4B 16.1
%y
= loreaoxin- . . . . -0.
POAA28|THIO_SALTY Thioredoxin-1 7 MIAPILDEIADEYQGKLVAK 37 21 11 79.77 b3b11y41y6?'178y;119y12 Y12V 531823 95.449 192934 B 773.41 0.53




[POAA28[THIO_SALTY Thioredoxin-1 8 Oxidation+M(1) MIAEDEIADEYQGK 37 16 6 2161 | b8b13°b13y9y13°y13 1821.8 B 1916 | 2| o11.44 777
IPOA297IRLLO_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 16 112,24 |P203°D3DADADTYLY2YAVRY 17 79 65.992 142235 P 724.39 -0.84
protein L10 8y9y10y11y12y13
. b1b3b5b7b8°b8bOb11y1y2
|P°A297|RL1?52'§1LHO5OS ribosomall AAAFEGELIPASQIDR 109 16 24 153.91)*y2y5ey5*y5y6ryByTy8y0y|  1687.87 69.590 91022 2 844.44 5.42
p 10y11y12°y12y16
|P°A297|RLTJ(:EZ§1LHO5OS ribosomall GALSAVVADSR 20 11 7 48.93 b3y2y3ydy5y7yll 1045.5 40200 8®p | 2| 52328 -8.17
|P0A297|RL2(:52'§1LHO5OS ribosomal DTFVGPTLIAYSMEHPGAAAR 73 21 7 35.49| b3b4b5°bSbllyld°yl§ 2204.09 76.893 22053| B 73637 5.32
|P°A297|RLTJ(:EZ§1LHO5OS rbosomall o | o hamidomethyl+C(9 VVEGTQFECLK 62 11 3 22.11 bab7y5 a8a 68.350 5435 | 4  655.34 19.76
|P0A297|RL2(:52'§1LHO5OS ribosomall GVTVDKMTELR 31 11 3 29.1 yay5y7 1248.65 48.313 go72| |2 62488 1183
|P°A297|RLTJ(:EZ§1LHO5OS ribosomall FEVKAAAFEGELIPASQIDR 105 20 3 19.8 y5y11y15 2191.1 7615 | 6975 | 4| 54853 -10.03
|P°A297|RL2252'§1LHO5OS ribosomall g AV ‘FEGEL'PAAS](ADI'?DRLATLPTYEE 109 29 7 29.06 | b5b6b11b18b25°b25yH  3116.99 100.856 63 339.38 -13.16
|P°A297|RLTJ(:EZ§1LHO5OS ribosomall o | o hamidomethykC(10) RVVEGTQFECLK 61 12 5 52.6p AL 1 1465.73 65.404 2601 | P 733.37 -12.49
|P°A297|RL2252'§1LHO5OS ribosomall - AGREAGVYMR 43 10 7 80.83 b6bOy3y4y5y7y8 1109.58 64.410 1896 2 | 555.28 2.75
|P°A297|RL2252'§1LHO5OS ribosomall Oxidation+M(13) DTFVGPTLIAYSMEHPGAAAR 73 21 3 126 blay12 2220.09 71.040 12663| B 740.70 5.17
|P°A297|RL2252'§1LHO5OS ribosomall Oxidation+M(9) AGREAGVYMR 43 10 4 36.13 b4b7y5y9 112558 103.747 1633 | 1 112554 -4.66
'POAleEE:;)&igrL]TY 60 kDa 1 EMLPVLEAVAK 231 11 10 79.81 | b2°b2yly3y4ySy7y8yoyll  1198.6|  80.860 190028 | 4  600.34 -4.27
b2*b2b3*b3b4°ba*bab5bh
[POALD3|CHBO_SALTY 60 kDa 5 ANDAAGDGTTTATVLAQSITEGL 80 - a1 205,05 P14D15°D15b16b18DIBYL o o 92,748 3301 B 80675 162
chaperonin K y3y4°ydy5y6y7y8y9*ydyl
y11y12y13y18y25
'POAlel(éE:;)grigrL]TY 60 kDa 3 VVINKDTTTIIDGVGEEAAIQGR 322 23 9 53.18 | b2b3y2y3yaysyeys2 | 2399.27 68.540 1503661 B 800.43 -1.93
IP0A1D3|<C3:;S;>£QETY 60 kDa 4 AVAAAVEELK 122 10 11 69.31 b1b2b3y2y30y3y5y6y7y8y1 1000.56 48.352 149353 P 500.78 -9.82
x| of
IPOALDS|CHB0_SALTY 60 kDa 5  |carbamidomethyirc(gp tQYAASVACLMITTECMVTDL 501 25 14 63.1 |P1DSDS™DSDIDLLY2Y3YEY 0y o) 125.367 125697] B 890.78 0.18
chaperonin PK 6y7y8y9y25
'POAlel(éE:;)grigrL]TY 60 kDa 6 SFGAPTITK 42 9 8 49.95 b2b3°b3yLy2y3y5y7 921.49 45.961 1245 2| 461.25 -13.05
'POAlel(éE:;)grigrL]TY 60 kDa 7 GVNVLADAVK 18 10 9 85.6 | b2b3b4bSb7y3yeysylo|  985.56 56.964 16277 | 2| 493.28 -12.70
b6*b6b7b10b13*b13y5y6l
'POAlel(éE:;)grigrL]TY 60 kDa 8 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 16 93.009y12y13*13y14y15y18% 1957.01 62.586 102105 P 979.01 4.55
18
IPOALDS|CHB0_SALTY 60 kDa 9 QQIEEATSDYDREK 350 14 11 g8.58| PEOLAYSYSYEYTYBYOVLIYL 4714 75 34.587 100074 B 571.26 -13.69
chaperonin 4*y14
IPOALDS|CHB0_SALTY 60 kDa 10 | carbamidomethyi+C(6) ALSVPCSDSK 132 10 12 81.g9203"D3Y2V4YSYEYBYIVEY 153 5 36.346 92091 2 532.25 7.12
chaperonin 9y10
[POALD3|CHB0_SALTY 60 kDa b4b7b12*b12y2y9y10y11
Shaperonin 11 AIAQVGTISANSDETVGK 142 18 14 85.98| " 1ay15vaaytdyis | 176091 49.352 66695| P  880.96 3.60
'POAlel(éE:;)grigrL]TY 60 kDa 12 VEDALHATR 395 9 9 83.34 | blb3bdy3ydy6y7yyd|  1011.5 27334 0585 | 2| 506.26 -6.82




IPOAlelCéE:F?&i:iHY 60 kDa 13 AVAAGMNPMDLK 105 12 10 78.14 | b2b3y2y5y6y7y8y9yl0yl2 1260 59.296 47861 4 609.30 -0.80

IPOAIDS|CHEO_SALTY 60 kDa 14 AVAAGMNPMDLKR 105 13 17 113.79| P203DBDLIY2YSYSYEVEYY ) 575 79 51.807 46932| P 687.36 3.11
chaperonin *y7y8y9y10°y10y11y13

|POALD3|CH60_SALTY 60 kDa GGDGNYGYNAATEEYGNMIDMG d
chaperonin 15 ILDPTK 470 28 7 31.03 y2y3y4y9y12yl14y28 2966.32 89.089 45513 3 4@89. 11.93

IPOAlelCéE:F?&i:iHY 60 kDa 16 LIAEAMDK 160 8 5 38.4 y2y3y5y6y8 890.46 40.244 23856 2 445.7 -10.90

IPOAlelCéE:F?&i:iHY 60 kDa 17 SFGAPTITKDGVSVAR 42 16 5 31.87 b3b4b15y7y10 1605.86 36.9 13823 2 803.43 -1.37

IPOAlelCHBO—SA.LTY 60 kDa 18 AGKPLLIAEDVEGEALATLVVNT 242 26 7 11.33 b2b7yly2y5y8°y8 2723.54 136.321 12046 3 208.6 13.80
chaperonin MR

IPOAlelCHBO—SA.LTY 60 kDa 19 SDAPDLGAAGGMGGMGGMGEM 526 22 5 18.77 b2b3b6°b6b8 1927.77 81.195 819y 2 964.89 14.
chaperonin M

IPOAlelCéE:F?&i:iHY 60 kDa 20 ATLEDLGQAK 311 10 3 31.61 b4b5b9 1045.55| 37.321 228113 2 323. 1.40

IPOAlelCéE:F?&i:iHY 60 kDa 21 LAGGVAVIK 371 9 6 74.05 b5b6y3y4y7y8 827.52 46.072 126783 2 1426 -20.06

IPOAlelCéE:F?&i:iETY 60 kDa 22 GQNEDQNVGIK 430 11 3 22.11 b10y3y5 1201.54 38.818] 9408 2 1. -19.20

IPOAlelCHGO—SA.LTY 60 kDa 23 VTLGPK 28 6 3 37.41 b3y4y5 614.38 29.296 5844 1 614.38 -4.87
chaperonin

IPOAlelCéE:F?&i:iETY 60 kDa 24 DTTTIDGVGEEAAIQGR 327 18 7 42.11 b3b4b9°b9b12b15y12 4380 122.867 2241 ] 923.46 -8.07

IPOAlelCHGO—SA.LTY 60 kDa 25 EIELEDK 58 7 3 37.9 y3y5y6 875.43 43.207 2070 2 438.22 -2.79
chaperonin

IPOAlelCHGO—SA.LTY 60 kDa 26 FGNDAR 7 6 2 25.1 b3y5 679.33 74.059 1791 1 679.38 13.6
chaperonin

|POA1D3|CH60_SALTY 60 kDa 97 GYLYFINKPETGAVELEFILLADK 197 29 14 8952 b3b4°b4b7y3y4°y4y5y6yly 323971 96.510 238453 A 810 68 .3.39
chaperonin K 9y12y25y26

|POALD3|CH60_SALTY 60 kDa b3°b3y3y4y6y8*y8y9*ydy. )
chaperonin 28 IADLKGQNEDQNVGIK 425 16 16 130.39 1y12*y12y13y14y15+15 1741.89 40.972 143513 B 581.30) 12.33

IPOAlelCéE:F?&i:iETY 60 kDa 29 EIELEDKFENMGAQMVK 58 17 5 20.37 b3°b3b9y6y8 2010.94 701 141810 | 3 670.99 -4.86

IPOAlelCéE:F?&i:iETY 60 kDa 30 Carbamidomethy+C(16) AVAAAVEELKALSVPCSDSK 122 20 4 22 y3y6y10y18 2045.05 72.894 85051 3 682.3% -6.15

b3b4b6°b6*b6b8°b8bIb 1S
IPOAlelCC:E:Oe—riﬁ‘“L]TY 60 kDa 31 AM LQDIQLI_‘I{E(D;E(\;/EDSEEIGMELE 286 35 24 106.77|y4y6°y6y7y9*y9y12*y12y]l 3675.88 122.880 49692 B 1225.94 1.39
P 7y21y25*y25y26y27y29

IPOAlelCHGO—SA.LTY 60 kDa 32 Carbamidomethy+C(1. 3ﬁMEAPLRQIVLNCGEEPSVVANT 445 25 14 70.71 b3b6b7 b7b9°b9b10b11 ! 2725.41 74.894 38897 B 909.14 3.05
chaperonin VK 9y5y9y12°y12y14

IPOAlelCHGO—SA.LTY 60 kDa 33 VGKEGVITVEDGTGLQDELDVVE 168 29 4 20.68 b11y3y4y12 3135.5] 73.765) 27427 4 784.63 -2.3
chaperonin GMQFDR

IPOAlelCHGO—SA.LTY 60 kDa 34 AIAQVGTISANSDETVGKLIAEAM 142 26 3 11.33 b5y6y21 2632.35 92.428 1743p 3 878.12 -0.3
chaperonin DK

IPOAlelCHGO—SA.LTY 60 kDa 35 CarbamidomethyI+C(E)ALSVPCSDSKAIAQVGTISANSDE 132 28 3 21.29 b18y13y14 2805.39 100.791 12344 3 935.80 -3.6)
chaperonin TVGK

|POALD3|CH60_SALTY 60 kDa . QIVLNCGEEPSVVANTVKGGDGN
chaperonin 36 Carbamidomethyl+C(§ )YGYNAATEEYGNM IDMGILDPTK 452 46 6 22.86 b9b13b14y3y9y13 4904.2y 90.207 104 4 12268 0.80

IPOAlelCéE:F?&i:iETY 60 kDa 37 DGVSVAREIELEDK 51 14 3 17.37 b4b6y5 1559.79 60.099) 3207 3 20.60 -2.43

|POALD3|CH60_SALTY 60 kDa ANDAAGDGTTTATVLAQSIITEGL d i
chaperonin 38 KAVAAGMNPMDLK 80 37 3 11.08 b16y3y6 3616.85] 113.355 3167 3 1206.p9 8.84

IPOAlelCéE:F?&i:iETY 60 kDa 39 VGAATEVEMKEK 380 12 5 29.17 b6b11°b11y5y9 1291.64 74.882 523 | 2 646.32 -14.84




'POAlel(éE:F?&igrL]TY 60 kDa 40 Phohoryl STY(6) SFGAPTITKDGVSVAR 42 16 3 21.94 b5y11y12 1685.81 94.483 22560 | P 84341 2.10
'POAlel(éE:F?&igrL]TY 60 kDa il Oxidation+M(21) | M LQD'ATLTGGKTV'SEE'GMELE 286 25 3 115 b11y5y10 2665.29 93.162 21485 |3  889.10 -14.8
IPOALDSICHEO_SALTY 60 kDa 42 Oxidation+M(z2) |ECVITVEDGTGLQDELDVWEGMQ| 47, 26 5 34.55 b9°bob10b11°b11 2867.3p 66.05 13122 | 3 956l6 12.86
chaperonin FDR
'POAlel(éE:F?&igrL]TY 60 kDa 43 Oxidation+M(9) AVAAGMNPMDLKR 105 13 7 26.74| beb8y7eyTlyl2*y12 | 1389.70 65.368 10068 P 695.35 3.16
'POAlel(éE:F?&igrL]TY 60 kDa 44 Oxidation+M(9) VGAATEVEMK 380 10 3 31.61 b4b6b7 1050.5] 101868 2049 | 1| 1050.51 5.81
IPOALDS|CHEO_SALTY 60 kDa 45 AAGMNPMDLKR 107 11 1 7.25 b3 1203.60 51.806 97579 |2 602.3p 521.
chaperonin
IPOALDS|CHE0_SALTY 60 kDa 46 EDALHATR 396 8 2 8.27 b3°b3 912.45 27.332 43434 |2 456.7B -8.50
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 47 AAAVEELK 124 8 2 7.8 b6°b6 830.46 48.359 22430 |1 830.44 7.13
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 48 SFGAPTITKDGV 42 12 0 5.46 1192.63 55.891 12858 |2 596.8p 9.83
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 49 NVLADAVK 20 8 0 2.48 829.48 56.946 9659 | |  829.48 -3.38
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 50 AAVEELK 125 7 3 21.07 b5°b5b6 759.42 48.341 35000 |1 759.4p 28.5
chaperonin
'POAlel(éE:F?&igrL]TY 60 kDa 51 | carbamidomethyl+C(4 SVPCSDSK 134 8 7.9 b 879.99 .39 2610 | 1| 879.39 -1.25
'POAlel(éE:F?&igrL]TY 60 kDa 52 DVEGEALATLVVNTMR 252 16 4 34.55 b10°b10b11b12 1717.87 61372 1585 | 2| 859.44 5.76
IPOALDSICHEO_SALTY 60 kDa 53 EMLPVLEAVAK 231 11 1 75 v6 1181.65 80.878 12070| [z 591.33 a5
chaperonin
'POAlel(éE:F?&igrL]TY 60 kDa 54 QQIEEATSDYDREK 350 14 0 4.47 1693.74 34.566 4181 |3 56545 14.85
. . — _
|P°A1E3|CYSK—SAALTY Cysteine synthgse | IGANMIWDAEKR 44 12 12 5474 |P® b5b7g;123';£y5y7 Y 1403.69 60.848 120200 B 468.57 -14.61
. | b2b3b4b9°bob12°b12y3yly
|P°A1E3|CYSK—SAALTY Cysteine synthgse YLLLQQFSNPANPEIHEK 137 18 23 157.64 5y6°y6y8y9°yoryoy10y11} 2141.10 74.848 118721 B 71437 -2.62
y11y12y15y16y18
. | b2*b2b3b4bs*b8yLy2y3yb
|P°A1E3|CYSK—SAALTY Cysteine synthase 5 IQGIGAGFIPGNLDLK 226 16 18 92.14 | y7*y7y10*y10ylly12y1dy 1612.91 84.249 110181 P 806.96 2.57
16
|P°A1E3|CYSK—SAALTY Cysteine synthgse LTLTMPETMSIER 87 13 11 78.6 | P° b5b8b1122§’11%'6y8y9y10 1521.77 74.708 88714 2 761.39 5.21
|P0A1E3|CYSK_SAALTY Cysteine synthdse GVLKPGVELVEPTRSGNTGIALAYV = 25 ) 1 Joy7y9y28 753,53 52364 5206 |3 oisds .
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ NIVVILPSSGER 293 12 9 77.05| b2b3bayey7yByoyloyl2  1283.13  4.889 53686 | 2| 64237 -0.95
|P°A1E3|CYSK—SAALTY Cysteine synthgse IYEDNSLTIGHTPLVR 3 16 4 28.14 b7b8y7yl4 1827.94 62.530) 417 | 3| 609.98 12.89
|P°A1E3|CYSK—SAALTY Cysteine synthase o AEEIVASDPQK 126 11 10 79.1 | b2b3bdy2y3y6y7y8ydyll  1186.H9  2.583 30007 | 2|  593.80 -3.81
|P°A1E3|CYSK—SAALTY Cysteine synthgse o VVGITNEEAISTAR 246 14 7 38.66 | b3y4yoyl0ty10y12yid  1458.7| 50.406 22576 | 4 730.39 -0.75
|P°A1E3|CYSK—SAALTY Cysteine synthase , YLSTALFADLFTEK 305 14 3 17.37 b5b11y9 1618.83 104.012 o | 2| 809.92 2.04
1 ~ *| *| % | *|
IPOALESICYSK_SALTY Cysteine synthgse IGANMIWDAEK 44 11 13 g7.61 |P4DADSDSDEDELTDTDY ) 7 o) 63.673 2616 | 2 624.31 5.19
A y4y8y9°y9
|P°A1E3|CYSK—SAALTY Cysteine synthase YLSTALFADLFTEKELQQ 305 18 4 22.36 b16y5y8y13 2117.1 WD 107615 | 2|  1059.05 7.15
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 LIDKVVGITNEEAISTAR 242 18 7 4211 | bayaysyloyily13+y1a  929.04 60.835 95715 643.69 12,72




|P0A1E3|CYSK_SAALTY Cysteine synthdse AEEIVASDPQII;ILLEIkLQQFSNPANP 126 » 1 50,01 b3b5b13t;}1/ig}1/:13;)14y3y6 7 230866 o4 wsr0s] b 82702 a7
|P°A1E3|CYSK—SAALTY Cysteine synthase IGANMIWDAEKR 44 12 4 24.15 b7b8°b8y5 1403.69 64.371 19899 |2 0235 -12.35
|P°A1E3|CYSK—SAALTY Cysteine synthase , o LQEDESFTNKNIVVILPSSGER 283 22 3 22.13 y5y6y8 2475.2) 6, 19890 | 3| 825.77 8.09
|P°A1E3|CYSK—SAALTY Cysteine synthase , GYKLTLTMPETMSIER 84 16 3 15.43 b12y6y8 1869.96 87.170) 157 | 2| 935.49 10.05
|P°A1E3|CYSK—SAALTY Cysteine synthase 5 ILAKVESR 27 8 3 38.4 y3ydy5 915.56 72.427 125010 |2 4582 -5.47]
|P°A1E3|CYSK—SAALTY Cysteine synthase , o MSKIYEDNSLTIGHTPLVR 0 19 4 21.28 b4b7b13y13 2174.1 Bl 9464 | 2| 1087.58 14.26
IPOALESICYSK_SALTY Cysteine synthgse LMEEEGILAGISSCAAVAAALKLQ | 5 32 4 10.89 b8y6y10%y10 3292.68 127.131 4199 |3 1008p3 3862
A EDESFTNK
. b8_H3PO4 b8_HPO3
|P°A1E3|CYSK—SAALTY Cysteine synthase Phohoryl STY(8) YLLLQQFSNPANPEIHEK 137 18 10 50.56b8y4°y4y7oyT*yTy8y9*y0y  2221.08 64.399 16065| B  741.03 7.91
10
|P°A1E3|CYSK—SAALTY Cysteine synthase Phohoryl STY(4) YLSTALFADLFTEK 305 14 3 17.37 b3b12y12 698.82 64.363 8466 | 2  849.91 13.58
|P°A1E3|CYSK—SAALTY Cysteine synthase Phohoryl STY(12) IYEDNSLTIGHTPLVR 3 16 9 54.84 b4b7°BHOb11°b11y5y9  1907.94 122.843 1817 |2 o9s4.4f 121
|P°A1E3|CYSK—SAALTY Cysteine synthase Oxidation+M(9) LTLTMPETMSIER 87 13 6 49.8 b7b9b10b1248y 1537.78 65.397 2851 | P 769.40 14.84
|P°A1E3|CYSK—SAALTY Cysteine synthgse ANMIWDAEKR 46 10 1 7.33 b5 1233.61 60.897 70267 |2 617.3 7.03
|P°A1E3|CYSK—SAALTY Cysteine synthgse g NSLTIGHTPLVR 7 12 4 13.54 b4°bab7*h7 1307.74 62.510 5163 |2 4.88% -4.67
. b2*b2b3*b3b4*h4b9y1y2
'POA?KOlRLllrgzﬁLHlSOS ribosomall AQLQEIAQTK 103 10 22 105.43| 3°y3ya*yay5ysy6oyey7y|  1129.61 40.000 100803 p  565.31 -7.56
P 7*y7y8y10
. . o
IPOA7KOIRLLL_SALTY 50S ribosomall -, AADMTGADIEAMTR 113 14 17 121.36 |P203DS DODIY2Y3YAYSVRY o) 65 58.349 137023 b 726.83 1.85
protein L11 6y7°y7y8y9y10yl4
'POA?KOlRLilrEiﬁLHlSOS ribosomal 5 TPPAAVLLKK 72 10 4 34.62 y6y7y8y10 1037.66 45.506 37793 |2 B0 -8.59
'POA?KOlRLilrEiﬁLHlSOS ribosomal -, TPPAAVLLK 72 9 6 55.72 b3b6°h6ydy5y7 909.56 55.248 140006 | 2 s5.28 -15.84
'POA?KOlRLilrEiﬁLHlSOS ribosomal g SETEVTK 65 7 4 37.9 yAy5°y5y6 829.44 54.713 8983 2 4152p 300
'POA?KOlRLilrEiﬁLHlSOS ribosomall SMGLVVED 134 8 3 33.63 b6y3y5 849.39 59.143 69104 |1  849.30 649
. s 3 5
IPOATKOIRLLL_SALTY 50S ribosomall AFNAKTDSIEK 40 11 9 51.94 |PAPE™OEOTDTDIODIONIN )55 oy 65.354 12035| 2 612.31 -10.38
protein L11 y10
IPOA7KOIRLLL_SALTY 50S ribosomall g AQLQEIAQTKAADMTGADIEAMT 103 24 4 11.71 b8*b8y5y10 2563.28 106.170 6704 |3  855.10 10.6
protein L11 R
[POA7KO|RL11_SALTY 50S ribosomal Carbamidomethyl+C(29) QVAAGMANPPVGPALGQQGVNI ] )
orotein L1 9 oxidatoniM(26) MERGK 10 30 3 21.54 b15y7y8 3097.52 132.250 1679 |3 10338 2.6
'POA?KOlRLilrEiﬁLHlSOS ribosomall PAAVLLKK 74 8 1 7.8 b3 839.56 45,513 14665| P 420.29 -9.96
'POA?KOlRLilrEiﬁLHlSOS ribosomall QLQEIAQTK 104 9 1 7.8 b6 1058.57 40.037 6079| |2 520.79 -14.5
b3b8b9b10°h10b11°h11K1
|P66038|RISB_SALTY 6 1 IGQVKDDNITVVWVPGAYELPLA 40 29 20 120.55|2b13b14*b14b20y2y3y4y0 3110.69 99.127 143403| B 1037.51 4.24
TEALAK y12y15y16y29




b3b4b5b6*b6b11°b11*b1lL
|P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 23 176.0] b13b14y2y3ydy5y6y8yoyl 2109.08 102.078 98602 P 1055.04 8.57
Oy12y14°y14y15y19
|P66038|RISB_SALTY 6 3 GAEAALTALEMINVLK 136 16 11 104.7 b4b5b6b7z%%11b12b13yw 1643.90 103.744 42712| P 82246 0.45
[P66038|RISB_SALTY 6 2 VATIAR 14 7 2 50.21 V3y4y5y6 743.46 45157 24174 |2 372.21 318
|P66038|RISB_SALTY 6 5 Phohoryl STY(10) 'GQVKDDN'PI;X\LA/:VKPGAYELPLA 40 29 7 38.1 | b3b7b8bll°blibl2*blp  3190.66 136.438 691 3 4.206 4.06
b2*b2b3b5°b5b7°b7b9°hg*
. b9b10*b10b11*b11b12°H
'QBZPGSlTngrii‘i;;:epmbab'e thiol| SQTVHFQGNPVTVANVIPQAGSK] 1 23 34 202.49 2b14b16b17y4y5y6*y6y7l 2379.24 65.371 213615 B 793.75 0.62
P y7y8y9*y9y10*y10y11lyl2
y17y23
'QBZPGSlTngrii‘igzzepmbab'e thiol | AQAFTLVAK 24 9 9 4217 | b3yly2y3yeoy6y7yoryd|  948.54 54184 78270 | 2| 474.77 12.74
H X |
IQ8ZPBS[TPX_SALTY Probable thiol | - 5 |- idomethyi+C(18)  VLNIFPSIDTGVCAASVR 48 18 16 85,4 102D304DSTOEDI0N2YSYG o g ) 86.002 104870 P 960.01 5.09
peroxidase y10y13°y13y14y15y18
'QBZPGSlTngrii‘iggepmbab'e thioll 4 | carbamidomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 9 52.4B  BBBy4ySy6yl3ylSyl]  1837.96 86.887 103440 |2 9194 4.91
IQ8ZPBS[TPX_SALTY Probable thiol | ¢ DLSDVSLSQYAGK 33 13 14 90.g |P2bAbSD7L1IDIZYIY2Y3Y6 405 5o 60.114 57735 2 691.85 6.18
peroxidase y7*y7y8y13
'QBZPGSlTngrii‘iggepmbab'e thiol| ¢ | Carbamidomethy+C(1§)  VLNIFPSIDTGVCAASVRK 48 19 5 2920  b2y8yllyldyls 2047.09 79.189 36961 |3  683.0 -6.56
'QBZPGSlTngrii‘iggepmbab'e thiol | 7 DLSDVSLSQYAGKR 33 14 6 38.91 y5yBy7*y7yoyld 1538.78 5267 | 28918 | 2| 769.89 0.48
'QBZPGSlTngrii‘iggepmbab'e thiol| ¢ AQAFTLVAKDLSDVSLSQYAGK 24 22 4 12.26 b13y2y6y13 231229 4848 13493 | 3| 77141 6.34
'QBZPGSlTngrii‘iggepmbab'e thiol| o NYGVEIVDGPLK 116 12 5 33.15 b3b11ly8yoy12 1303.69 36.640 gsg| 2| 652.35 2.06
IQ8ZPES[TPX_SALTY Probable thiol | AVIVLDENDNVIFSQLVDEITHEPD[ s 5 0oL —— 51160 125 618 o1 4 osal m
peroxidase YDAALNVLK
b3b4b5b6b7b10°b10b111b
|Q8ZP65[TPX_SALTY Probable thiol AVIVLDENDNVIFSQLVDEITHEPD 11b14°b14y3ydy5y6y7y8yL
Doroxidase 11 DAALNVLKA 133 35 30 220.64(1 o o sy agiaylog 288297 120.748 182646 B 1294.9 0.06
0y22y24y28y30y31
N O] % | k|
IQ8ZPES[TPX_SALTY Probable thiol |, DLSDVSLSQYAGKR 33 14 9 52,06 | P3PEPI0DI0DIODIF®OIS ) g o 64.483 4569 513.60 10.95
peroxidase y3y7
'QBZPGSlTngrii‘iggepmbab'e thiol| 45 Phohoryl STY(13) MSQTVHFQGNPKVTVANV'PQAGS 0 24 4 11.71 b4b12°b12y12 2590.21 87.402 5554 3 864 510.
IQ8ZPES[TPX_SALTY Probable thiol | -, , LSDVSLSQYAGKR 34 13 0 4.47 1423.77 55.725 3307 |3 4752 033.
peroxidase
y b2°b2b3°b3b4°hdy2y3y4
IPOA2B3[PTGA_SALTY Glucose-ecifiq | STLTPVVISNMDEIKELIK 133 19 21 118.14|4y5y11*y11y12°y12+y12yl 2130.16 93.430 311782 B 710.73 -5.50
phohotransferase enzyme IIA compongnt
3y15y16y17y19
y b2b3b4b5b6b7b8°b8b1 11
IPOA2B3[PTGA_SALTY Glucose-ecifiq VGDPVIEFDLPLLEEK 115 16 23 166.21 6y2°y2y3°y3ydy6y8yoy10p 1812.98 100.299 166931 P 906.99 7.14
phohotransferase enzyme IIA compongnt
y10y11y13y16
IPOA28SIPTGA_SALTY Glucose-ecifi MVAPVDGTIGK 59 11 15 115,22 | PT02b3DBOOY2YBYSYEYTY ) 1g7 o7 47.144 144195 P 544.29 -10.78
phohotransferase enzyme IIA compongnt 7y8y9y10yl1l
_ s O *y
IPOA28SIPTGA_SALTY Glucose-ecifi IVGDGIAIKPTGNK 45 14 11 100.73|POPTYSYAYSYSYSYOYBYLD 505 77 44.475 172606 B 461.59 -21.63
phohotransferase enzyme IIA compongnt y12




gig’:ﬁﬁii;ﬁgﬁﬁ;y;gI'IL‘:ZZ;ZS:Z 5 STLTPVVISNMDEIK 133 15 10 68.13 | b3°h3babby3ydy7y8°y8y111646.89 73.949 9023 823.95 12.68
gig’:ﬁﬁii;ﬁgﬁﬁ;y;gI':‘:‘;;ZS:Z .6 GEGFK 100 5 3 24.61 b3b4°hd 537.27 64.410) 3064 1 537.27 8.7
gig’:ﬁﬁii;ﬁgﬁﬁ;y;gI'IL‘:ZZ;ZS:Z 7 VKVGDPVIEFDLPLLEEK 113 18 9 37.69 b5°b5b11°b1101b12y3°y3y6y 2040.12 96.330 104501 B 680.71 -5.15
gig’:ﬁﬁii;ﬁgﬁﬁ;y;gI'IL‘:ZZ;ZS:Z 8 SLVSDDKK 8 8 3 30.62 b5b6y5 891.48 64.426 1864 |2 44624 1.92
gig’:ﬁﬁii;ﬁgﬁﬁ;y;gI':‘:‘;;ZS:Z 9 PVDGTIGK 62 8 5 47.42 b4b5b6°b6b7 786.42 47.158 277 1 78642 -14.67
|P64052|EFTS—S/+\'S‘TY Elongation factar VASLEGDVLGSYQHGAR 134 17 18 152.49 b;%i?%;ﬂglizgyyfgjlyggf 1758.86 59.919 231220 B 586.96 -9.09
|P64052|EFTS—S/+\'S‘TY Elongation faCtT 2 ITDVEVLK 104 8 9 72.3 b2b3b4y2y4y5y6yTy8 916.52 49.560 85| 2| 45877 -10.99
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 3 AEITASLVK 1 9 7 69.79 b3y3ydySy6y7y9 931.54 49.635 138600 |2 6627 -10.29
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 4 IGENINIR 125 8 10 63.01 | y2y3+y3yay5y6y7oy7y7y8  928.51 865 00423 | 2| 46476 1288
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 5 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 5 48.69 y3y4y5yDyl 1098.48 22.046 41601 P 549.74 2.44
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 6 AGNVAADGVIK 52 11 6 33.62 bay2ydyey7yll 1014.55 37.822 3a51| 2| 50778 1131
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 7 EYQVQLDIAMQSGKPKEIAEK 193 21 4 12.6 b3b6°bey10 2405.24 868 18490 | 3| 802.42 0.61
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 8 ALTEANGDIELAIENMRK 25 18 4 22.95 y3y5y6y18 1988.02 67.735| 17574 | 2| 994.52 6.63
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 9 ALTEANGDIELAIENMR 25 17 4 24.84 b5ydy6y7 1859.94 81.608 oop | 2| 93048 14.90
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 10 FTGEVSLTGQPFVMEPSK 222 18 5 36.71 b7b8y5y7y8 1953. 2B, 3815 | 3| 651.99 -2.00
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 11 VETDFAAEVAAMSK 267 14 4 17.37 b6b14y3y12 1468.7( 107.771 2346 | 2| 734.85 116
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 12 IGVLVAAK 151 8 6 72.3 b3bdy3y4y5y7 770.50 48.162 86874 |2 3@ 21.70
|P64052|EFTS_S$IS_TY Elongation fact1r s QLAM HVAASK\I;IIEEIIEVKPEDVSADV o7 ” i o312 b5b6b9°b9b1225y7y8°y8y1] Y 280450 136,380 574l b oun1r 1763
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 14 | carbamidomethyl+C(1B)  IDGNVAFILEVNCQTDFVAK 65 20 6 pir b4b10y9y13°y13y14 2253.16] 107.932 4621 |2 1127.08 17.9
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 15 KAGNVAADGVIK 51 12 3 27.38 y7y10y11 1142.64 33.088 64821 |2 1= -0.83
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 16 DAGFQAFADKVLDAAVAGK 85 19 6 28.34 b5b13b14*b14y3y7 189% 98.989 58747 | 4 947.48 -5.93
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 17 ALTEANGDIELAIENMRK 25 18 3 22.95 yay5yl4 1988.00 75.155| 8204 | 3| 663.34 418
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 18 FEVGEGIEKVETDFAAEVAAMSK | 258 23 9 40.71| b4b7°b7boblalyEy9°cya| 2457.18 107.949 29733| B 819.73 179
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 19 EHNADVTGFIRFEVGEGIEK 247 20 5 27.44 b9b10b15y8y19 227, | 87.344 18154 | 4 749.70 1228
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 20 KFTGEVSLTGQPFVMEPSK 221 19 12 68.66 b11y4y5£;/;3%/?;£*y9y10 2082.06 65.406 9436 1041.53 -0.70
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 21 Oxidation+M(16) ALTEANGDIELAIENMR 25 17 6 30.53 b5°b5B¢6y7y11 1875.93 96.346 2801 | [ 938.47 10.61




|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 22 Oxidation+M(14) FTGEVSLTGQPFVMEPSK 222 18 6 34.0p  biDM1yllyl2eyl2|  1969.95 120.757 1503 |2 985.48 -6.01
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 23 ITASLVK 3 7 0 1.99 731.46 49.644 15514| [ 731.46 -5.34
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 24 | carbamidomethyl+C(7) GAGMMDCKK 16 9 0 2.48 997.42 22.054 11980 | 2| 499.22 -2.02
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 25 VASLEGDVLGS 134 11 0 5.96 1046.54 59.928 7230 |2 523.7B 7.82
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 26 TDVEVLK 105 7 4 38.4 b3b4°b4b5 803.44 49.553 6397 |1 803.4k 129.
|P64052|EFTS—S/+\'S‘TY Elongation facigr SLEGDVLGSYQHGAR 136 15 3 22.08 b3b6b10 1588.70 59.971 0633 2| 794.90 9.68
b2°b2b3°b3b14yly3y4y5y7
'Pogiizlr'?b'il—lfﬁsg aASZP 1 LSLATPVDEAWDGPAALDGKR 105 21 21 145.21)y8y9y10y11°y11y12y16yll7 2182.11 76.891 100038| B 728.04 -0.78
P Y y18°y18y21
%
IPOO499IHISL_SALTY ATP 2 LIAMAENMPIDILR 38 14 15 117.26 | P3PODEDBYLY2YBY6VENYEY  qq o7 91.310 96732| P 800.44 5.04
phohoribosyltransferase 9y10y11y12y14
'Pﬁﬂiizlr'?ﬁilyﬁﬁg aASTeP 3 IQGVIQAR 216 8 8 50.7 b2ylydy5y6yT+y7y8 884.52 36.742 51101 2 | 442.76 -11.59
'Pﬁﬂiizlr'?ﬁilyﬁﬁg aASZP 4 LEEVIALLPGAERPTILPLAGEQQR| 237 25 9 37.87| b2°b2b3bdysyeyl7y2l| 2713.51 90.749 20516 [3  905.18 5.13
IPOO499HISL_SALTY ATP 5 LSLATPVDEAWDGPAALDGK 105 20 9 25,61 | PLPOPIDI2Y2y107YI0VIL® 6 1) 63.688 3592 | 2 1013.5] 2.83
phohoribosyltransferase yll
'Pﬁﬂiizlr'?ﬁilyﬁﬁg aASZP 6 ELLAR 22 5 2 24.61 b3b4 601.36 29.353 95043 |1 601.3p 7.1
'Pgﬁiiilﬁﬁislyﬁﬁ;; aASZP 7 LDNTR 1 5 2 24.61 bdy4 618.31 81.549 1583 |1 61831 -10.76
'Pgﬁiiilﬁﬁislyﬁﬁ;; aASZP 8 YLTLR 92 5 1 12.3 v4 665.39 45.314 8350| |1 665.39 -9.08
b3b6°b6b7b8°h8b9°hb1R°
'Pgﬁiizlﬁﬁislyﬁﬁ;; aASZP 9 | carbamidomethyl+C(8) AGLADAICDLVSTGATLEANGLR 160 23 17 | 75.21 |b13b15y6°y6ryByl2y13+y 2288.11 65.341 5942 763.37 -20.27
13
'Pgﬁiiilﬁﬁislyﬁﬁ;; aASZP 10 YLDQK 137 5 1 12.3 y3 666.35 49.781 4600| |1 666.38 8.52
IPOO499HISL_SALTY ATP 11 DDDIPGLVMDGVVDLGIIGENVLE | ¢, 30 4 10.94 b14b16°h16y4 32515 98.089 4530 | 4 813.45 713.
phohoribosyltransferase EELLNR
IPOO499HISL_SALTY ATP 12 VAMHMVSSETLFWETMEK 262 18 4 22.36 b8y5y8y10 2156.0 &5 2614 | 3| 719.34 6.23
phohoribosyltransferase
'Pgiﬁizlr'?ﬁilyﬁﬁg aASZP 13 ALGASSILVLPIEK 282 14 10 85.96 | *5°7 b7b1(1)>2’5y6y7y9y10 1410.83 85.292 2406 | 1  1410.83 -18.43
|PO0499|HISL_SALTY ATP YIMMHAPSERLEEVIALLPGAERP e [ o
ohohoribosransferase 14 TILPLAGEQQR 227 35 4 23.02 y3y5y6°y6 3929.05 97.876 22406 |5  786.42 7.02
'Pgﬁiiilﬁﬁislyﬁﬁ;; aASZP 15 | carbamidomethy+C()  GVSFKSCLLNGSVEVAPR 142 18 4 22.36 b7bob16y5 1920.00 60.734 21453 |3 640.67 0.64
IPOO499HISL_SALTY ATP 16 | Carbamidomethyirc(g)CT CCCRLSLATPVDEAWDGPAA - 4q 27 5 24.38 b4b9b12b13y15 2831.37 97.984 817f | 3 o446 1.8
phohoribosyltransferase LDGK
|P66593|RSEFOSIEA;TSY6305 ribosomal| YSAAITGAEGK 24 11 18 133.55 bl%gﬁg%g?%%g’fﬁ’fygy 1067.53 34.447 234006| P 534.27 -10.75
|P66593|RSEFOSIEA;TSY6305 ribosomal| FNDAVIR 79 7 9 59.5 | b2b3ylydydysyeryey7 834.43 43.147 16951 2| 417.72 -14.34
|P66593|RSEFOSIEA;TSY6305 ribosomal| 4 AHYVLMNVEAPQEVIDELETTFR 56 23 10 51.47 b7b11y2y43£53y6y8y10y14 2704.33 111.555 107243) B 902.12 0.99
|P66593|RSEFOSIEA;TSY6305 ribosomal| HAVTEAMVK 93 11 8 50.02 | b2b7bloydysyoyloyll — 1169.5d 31.943 83034 | 2| 585.30 5.74
|P66593|RSEFOSIEA;TSY6305 ribosomal| LEDWGR 38 6 2 25.1 b3y5 775.38 39.528 5802| |1 775.3B 13.8¢




|P66593|RSEFOSIEA;TSY6305 ribosomal| HYEIVFMVHPDQSEQVPGMIER 2 22 5 27.65 b6y4yBy11y16 2641.24  79.290 3076 | 3| 88109 -3.70
|P66593|RSEFOSIEA;TSY6305 ribosomal| RQLAYPINK 44 9 4 42.17 b5b7b8y4 1102.63 38.706 53044 |2 55142 -4.10
|P66593|RSEFOSIEA;TSY6305 ribosomall g YSAAITGAEGKIHR 24 14 3 25.94 b3b6bs 1473.76 96.226 9957 |2 7.29 -12.18
|P66593|RSEFOSIEA;TSY6305 ribosomal| g RHYEIVFMVHPDQSEQVPGMIER 1 23 6 34.35 b3b4y5y6y8°y8 27, | 106.320 1714 | 4 933.13 11.69
|P66593|RSEFOSIEA;TSY6305 ribosomal| Phohoryl STY(13) | HYEIVFMVHPDQSEQVPGMIER 2 22 6 50.01 HAy5y6y7y8 2721.17 126.500 2157 |2 136100 -13.82
|P66593|RSEFOSIQETSY63OS ribosomal| Oxidation+M(9) HAVTEAMVK 93 11 6 38.39 b3b5b8°b8y9°y9 a8 61 40.005 2049 | 2 593.31 10.61
|P66313|RL%?§I/::;1T:6505 ribosomal| APVVVPAGVDVK 6 12 17 128.02 bzz;:’é’;ﬁi%g;gi%iﬁysy 1150.67 54.238 164845 b 575.84 -7.85
|P66313|RL%?§I/::;1T:6505 ribosomal| INGQVITIK 18 9 12 74.05 b2*b2b3t:35;;33;3y4y7y8* 985.60 49.383 127740 P 493.30 -8.30
|P66313|RL%?§I/::;1T:6505 ribosomal | 4 TLNDAVEVK 35 9 19 109.71 bi;ﬁigi;?gg:gf;gjggg 2 988.52 39.466 119004| 2 494.76 12.97
|P66313|RL%?§I/::;1T:6505 ribosomal |, DGYADGWAQAGTAR 55 14 5 22.81 b3y2y10°y10y11 1438.6/ 5G78 | 113893 | 2| 719.83 6.02
|P66313|RL%?§I/::;1T:6505 ribosomal | g YADEVVR 163 7 5 37.9 y3y4°yay5y7 851.42 31.662 107550 |2 426.2] -11.83
|P66313|RL%?§I/::;1T:6505 ribosomal | ¢ ALLNSMVIGVTEGFTKK 69 17 5 23.59 b2b3y7yoy15 1807.99 8040 | 82820 | 3| 603.33 -7.49
|P66313|RL%?§I/::;1T:6505 ribosomal | 7 ALLNSMVIGVTEGFTK 69 16 6 37.19 y2y5y9y10y11y16 1679.91 964 76512 | 2|  840.46 4.14
|P66313|RL%?§I/::;1T:6505 ribosomal | ¢ LOLVGVGYR 86 9 6 35.89 b2*b2y2y3y5y6 1004.58 60.648 24211 |2 0259 6.99
|P66313|RL%?§I/::;1T:6505 ribosomal | ¢ QVIGQVAADLR 138 11 4 47.42 yAy6y8y9 1169.65 58.225 2814 2 533 -9.71
|P66313|RL%?§I/::;1T:6505 ribosomal |, RPEPYK 152 6 2 25.1 b3y4 789.42 52,737 14931 |2 3951 117
|P66313|RL?)?§I/::;1T:6505 ribosomal | GADKQVIGQVAADLR 134 15 4 26.7 b4b6b13y4 1540.83 60.079| 092 | 3| 514.28 -11.65
|P66313|RL?)?§I/::;1T:6505 ribosomal| -, TLNDAVEVKHADNALTFGPR 35 20 6 28.47 b6°b6*b6b8b13b14 269 109.480 2136 | 3  723.37 -8.78
|P66313|RL?)?§I/::;1T:6505 ribosomal |, 5 INGQVITIK 18 9 0 1.99 968.58 49.319 26680 P  484.79 6.62
'POAZBllRS‘iS&iQLSTZYOmS ribosomal AFNEMQPIVDR 49 11 18 108.94 ;;62‘;’/233%%11%1%8{11’5{?" 1319.63 58.013 175040 P 660.32 5.74
'POAZB“RSE?&iﬁLSTZYOmS ribosomal ANLTAQINK 76 9 8 35.80 |  b2*b2y2y5ty5yey7y9 972.54 36.452 @ | 2| 48677 7.15
'POAZBllRS‘iS&iQLSTZYOmS ribosomal 4 AFNEMQPIVDRQAAK 49 15 5 29.07 b9*b9b10y6y13 1717.8 11303 3072 | 2| 859.43 -7.96
'QSZKP”TP'ZE;A;;S\;Trioseph"hate 1 | carbamidomethyi+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 9 B b2b20y4y5yzlfy12°y12y1£y 2589.31 83.595 67704 B  863.78 3.39
. "
'QSZKP”TP'ZE;A;;S\;Trioseph"hate 2 SATPAQAQAVHK 176 12 20 114.75 2?&1%:?&@53%@1? 1208.63 19.672 58656 | 2 604.82 5.15
y12
'QSZKP”TP'ZE;A;;S\;Trioseph"hate 3 | carbamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 5 196 b1b12y3y10y23 2433.22 88.936 20717 |2 1217.11 5.92
IQ8ZKP7[TPIS_SALTY Triosephohatg TQGAAAFEGAVIAYEPVWAIGTG 152 24 24 112.32 ggfllt?lzzb"flbzgt?fjgi;zisx 2407.24 94.413 21280 2 1204.12 3.35
isomerase K 4y7y10y11y12y13y24




IQ8ZKP7[TPIS_SALTY Triosephohatg o AAAGSHIMLGAQNVDLNLSGAFT 52 32 7 20.53 | bBbl4b15°b15y2y14y3p  3204.55 102.10 4098 | 3 68.86 411
isomerase GETSAEMLK
IQ8ZKP7[TPIS_SALTY Triosephohatg QIDAVLK 145 7 3 37.9 y3y4y5 786.46 43.769 54720 |2 393.74 571
Isomerase
'QSZKP”TP'ZE;QES\;T”osephOhate 7 ADAFAVIVK 238 9 6 42.17 b4°b4b5°b5b8Yy5 933.53 63.698 1926 2 467.27 -15.89
. . ] b5°b5y3y4y5°y5y6y7y10y[L
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 8 g::s:n”:lggr;"g:yl':g((g ’)EQGLTPVLC'SEXEAENEAGKTEE 117 28 23 200.02| 1y12%y12y13y14y16y18y]l 3090.45 73.125 171153 B 1030.81 3.16
4 9y20y21y23*y23y24y26
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 9 MRHPLVMGNWK 0 11 3 22.11 b3b5y7 1368.68 57.324 9813 |3 45690 -13.38
IQ8ZKP7[TPIS_SALTY Triosephohatd Oxidatons(s) | MAAGSHIMLGAQNVDLNLSGAFT o I 1 52,62 |P5 D507 DTDIFDIZHZ6YY o o 136.443 35 | B 107220 371
isomerase GETSAEMLK 7°y7
IQ8ZKP7[TPIS_SALTY Triosephohatg ,, | CarbamidomethyHC(8), +5\/ A scpvAIAPPEMYIDLAKR | 28 24 7 2591 | b4°bab5°b5b10b1y | 2605.31 105.184 1908| B 869.11 5.53
isomerase Oxidation+M(17)
'QSZKP”TP'ZE;QES\;T”osephOhate 12 TPAQAQAVHK 178 10 7 57.21 b4°b4b5*h5h7b8bY 1050.56 19672 347 | 2| 525.78 755
1 % | *| | k| V
IQ8ZKPTITPIS_SALTY Triosephohatg ;5 PAQAQAVHK 179 9 11 74,29 |P3"D3DADADSHELEDELY o g o) 19.673 19960 475.26 -7.78
isomerase *b7b8
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 14 VAIAPPEMYIDLAK 37 14 1 8.69 b4 1530.84 88.902 10684 |2 7859 973
- o| 5y
1054297|RSA_SALTY 30S ribosomall LSDYGVQLR 47 9 11 71.04 |P3D3DTYLY2YSYBYTYEYBY 4 6c o 51.923 128423 p 52578 -6.39
protein S4 9
. b3b8b12b14°b14b15*b1gb
1054297|RSA_SALTY 30S ribosomall VVNIASYQVNDVVSIR 128 18 21 168.05 | 17*b17yly3y4y5y8y9y10y 1960.06 73.025 116775 P 980.53 3.36
protein S4
11y12y13y14y18
|054297|RSSF§$T;1303 ribosomall 5 LDNVVYR 97 7 7 37.9 b2y3y5y6°y6 Y6y 7 878.46 38.884 5853 |2 o -13.83
|054297|RSSF§$T;1303 ribosomall VVNIASYQVNDVVSIREK 128 20 7 42.02 | b2ysyloyllyloyley2d — 2218 66.996 33280 739.73 -4.40
|054297|RSSF§$T;1303 ribosomall g IYGVLER 63 7 3 34.89 b3y5y6 849.47 50.548 43901 |2 42524 a6.5
|054297|RSSF§$T;1303 ribosomall AALELAEQR 156 9 8 60.49 |  b3y3yd°yayeyery6y7|  1000.54 44250 11057 | 1| 1000.54 2.87
|054297|RSSF§$T;1303 ribosomal| 7 GNTGENLLALLEGR 83 14 3 17.37 b5b7y3 1456.74 72.505 9052 |2 8.89 2.85
|054297|RSSF;$T;1303 ribosomal| ¢ IEQAPGQHGAR 33 11 3 33.87 yBy7y8 1163.57 16.230 5184 |3 38883 -18.67
|054297|RSSF;:*T;1303 ribosomall g SDLSADINEHLIVELYSK 188 18 3 14.03 b9b13y3 2045.99 88.3471 573 | 2| 102350 21.72
|054297|RSSF;:*T;1303 ribosomal| -, EKPTWLEVDAGKMEGTYK 165 18 4 22.36 b10y5y8y13 2082.03 854 70013 | 3| 694.68 2.81
|054297|RSSF;:*T;1303 ribosomall MARYLGPK 0 8 3 38.4 b4beb7 935.52 64.471 4484 |2 468.26 8.29
|054297|RSSF;:*T;1303 ribosomall 15 | arhamidomethyl+C(l) CKIEQAPGQHGAR 31 13 54.57  bAtRyBydy6ryeyTry7| 1451.74 100.343 2083| o 726.37 12.78
|054297|RSSF;:*T;1303 ribosomal| 5 Phohoryl STY(13) | AALELAEQREKPTWLEVDAGK 156 21 3 126 BY5Y8 2434.17 92.405 3710 | B 609.30 -10.93
IPOALR2|HIS6_SALTY Imidazole glycerpl | o Hidomethyl+C(10) VAEVIDIPFCVAGGIR 68 16 9 76.g7P2D3P12D13yBYOYI0VIIYL 715 oq 91.571 44441 P 858.47 6.54
phohate synthase subunit hisF 2
. b1b2b3b11°b11b12b13yly
|POALR2|HIS6_SALTY Imidazole glycerpl N y
ohohato Synihase subunit sk 2 VTQWETLDWVQEVQQR 153 16 19 124.892y3ydy5y6 {%y8y9y11y12 2045.03 85.198 40209 P 1023.0 9.61




IPOAIR2IHIS6_SALTY Imidazole glycerpl NHEIIGDIVPLAK 24 13 4 27.87 b3*b3b6b8 1418.79 70.195 5865 |2 09®0 -8.86
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl GAGEIVLNMMNQDGVR 169 16 3 21.96 b13b14y10 1703.84 78724 6168 | 2| 85242 12.25
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl VPLIASGGAGTMEHFLEAFR 201 20 5 28.47 y3y6°y6y12y13 2108.0] 66.043 21318 | 4 52652 -4.41
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl ¢ DADVDGALAASVFHK 221 15 4 16.31 b9b11°h11y7 1515.74 54.204| 2847 | 2| 75838 0.72
phohate synthase subunit hisF
IPOALR2|HIS6_SALTY Imidazole glycerpl ILSFGADKISINALADPTLITR 91 24 4 33.54 b12b13y6y7 251339 5851 70387 | 3| 83847 117
phohate synthase subunit hisF
[POALR2|HIS6_SALTY Imidazole glycerpl VTQWETLDWVQEVQQRGAGEIV
ohohato Synihase subunit sk 8 LNMMNQDGVR 153 32 5 27.16 b6b7y4y9y20 3729.8 115.838 2022 | 3 124396 981l
IPOALR2|HIS6_SALTY Imidazole glycerpl o Oxidation+M() GAGEIVLNMMNQDGVR 169 16 3 15.43 b6b12y12 19.81 72.590 6388 | 3  573.94 -4.40
phohate synthase subunit hisF
IPOA2SLAHPC_SALTY Alkyl 1 YAMIGDPTGALTR 93 13 10 g6.17 | P2DSD4YSYTYBYOVLOVIIVL 4 5ep g 63.775 55208| P 683.35 0.98
hydroperoxide reductase subunit C 3
[POA251]AHPC_SALTY Alkyl o )
hycroperoride redustase sabunit C 2 ATFVVDPQGIIQAIEVTAEGIGR 120 23 9 38.2 | bebsy2yday7ey7y®yo | 2384.27 129.215 46780 B 795.43 4.40
IPOA2SLAHPC_SALTY Alkyl 3 AWHSSSETIAK 80 11 4 25.12 b3y8ygy11 1216.5¢ 31.174 3212 3 6.20 -14.35
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 4 NGEFIEVTEK 17 10 3 24.62 bebsys 1165.56 89.357 5803 |2 58329 8.69
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 5 LGVDVYSVSTDTHFTHK 63 17 4 14.67 b1b3b10y10 1905.9¢ 67.744 1997 | 2| 953.48 13.83
hydroperoxide reductase subunit C
[POA251|AHPC_SALTY Alkyl . 3b4b5*b5b8*h8b13y3ydly )
hyroperoride redustase sabunit C 6 |Carbamidomethyk-C(1B) AAQYVAAHPGEVCPAK 153 16 17 118']£5y8°y8y9°y9y1 Loity1a| 166879 36.371 115032 B 556.93 16.53
[POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA o
hyroperoride redustase sabunit C 7 |carbamidomethykC(15) DHYEELOK 32 31 5 12.58 b8b11°b11y7y12 3757.7 96.458 521 5 75286 5315
IPOA2SLAHPC_SALTY Alkyl 8 DASDLLR 143 7 5 65.52 b3b6y3ydy5 789.40 46.691 421 |1 78940 17.63
hydroperoxide reductase subunit C
S
IPOA2SLAHPC_SALTY Alkyl 9 IKYAMIGDPTGALTR 91 15 11 43.01 |PBPEBYEYBYIOVIONIT g6 0y 64.382 21001| B  536.29 12.84
hydroperoxide reductase subunit C y13yl4°yl4
IPOA2SLAHPC_SALTY Alkyl 10 NGEFIEVTEKDTEGR 17 15 4 24.39 y6°y6yay10 1723.88 66.094 48 | 3| 575.28 10.34
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 11 EGEATLAPSLDLVGKI 171 16 4 36.23 b7bob12b14 1612.8p 79.34| 7816 | 2| 806.94 -9.46
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 12 |carbamidomethy+C(1B)  AAQYVAAHPGEVCPAKWK 153 18 3 28.4 b7y9y10 1982.98 47.847 4939| [3 66167 -3.02
hydroperoxide reductase subunit C
[POA251]AHPC_SALTY Alkyl LGVDVYSVSTDTHFTHKAWHSSS ] ]
hydroperordde reductase sabunit ¢ | 13 ETIAK 63 28 4 20.79 bdy8y10y11 3103.53 133.37 216 3 103518 5.7
IPOA2SLAHPC_SALTY Alkyl 14 Phohoryl STY(7) LGVDVYSVSTDTHFTHK 63 17 4 20.37  b6b9 PB4 boy5y9 1985.87 116.698 1605 |2 993.44 -9.34
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 15 YAMIGDPTGALTR 93 13 0 3.97 1347.67 63.704 3601| |2 674.34 1.54
hydroperoxide reductase subunit C
[P10372|HIS4_SALTY 1-(5-phohoribosyj)-
5((5- i ]
ohohoribosylammnoymethyideneamino] - MIIPALDLIDGTVVR 0 15 9 63.31 | b2b3y5y6y7yoyl2yl3yls 1688 | 103.502 83177 | 23 81347 2.70
imidazole-4-carboxamide isomerase




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

=
T

VVIGSTAVK

98

35.89

Yy2y3y6y7y9

873.53

38.404

17734

437.2

-9.50

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

=
T

QVAVSGWQENSGVSLEQLVETYLU

PVGLK

138

28

15

67.43

b3b7°b7*b7b8b11°b11b1]
b13b14b17yly2y3y5

2 3030.60

118.645

12860

1010.81

6.61

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

=
T

Carbamidomethyl+C(9

FTVKEAIQCWQNV

232

13

31.1

b10y4y10*y10y12

1622.80

69.505

9360

541.61

0.60

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

=
T

YPQIAFQSSGGIGDIDDIAALR

193

22

27.65

b6*b6b9b12°b12b14

2307.19

87.124

6115

769.73

12.38

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

=
T

TEEDVAALLK

83

10

34.62

b7b8b9

1088.56

28.748

39894

544.7|

-21.08

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

=
T

GWFER

113

b3

694.32

51.968

1758

694.3

-11.3

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

=
T

Carbamidomethyl+C(1

DGTLAGSNVSLYEEVCAR

175

18

22.3

6 b4b8°b8b10y3

1940.91

67.288

10267

970.9

4.65

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

=
T

QIPLIK

60

37.41

babsy3

711.48

55.250

5334

711.4

3.60

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

=
T

10

IDEHGTK

131

47.2

b3b4b6y4

799.40

122.865

1501

799.4

|Q7CPL6|RL18_SALTY 50S ribosoma
protein L18

YTGNKDAAAAVGK

63

13

10

49.8

b2b5°b5b7b8b10y2y6y8))
3

! 1265.63

24.435

92456

422.55

-14.18

|Q7CPL6|RL18_SALTY 50S ribosoma
protein L18

AIAEQLK

56

47.2

b2b4°b4y4y5y6y7

772.45

33.241

4629

.386

-13.91

|Q7CPL6|RL18_SALTY 50S ribosoma
protein L18

GIKDVSFDR

85

12

97.4

b4°b4b5b8y2y3y4y5°y5yq
7y9

1036.54

43.244

44355

518.77

-2.00

|Q7CPL6|RL18_SALTY 50S ribosoma
protein L18

HIYAQVIAPNGSEVLVAASTVEK

33

47.61

b1b3b4b5b12*b12b13y13
23

Y 2396.30

64.411

31973

799.44

6.42

|Q7CPL6|RL18_SALTY 50S ribosoma
protein L18

VQALADAAR

102

69.79

b3*b3y3y4y5y6y7

914.49

32.580

20813

N

457.75

-16.89

|Q7CPL6|RL18_SALTY 50S ribosoma
protein L18

EAGLQF

111

40.42

b3b5*b5y5

664.33

62.966

69958

1

664.3

.89-6

|Q7CPL6IJRL18_SALTY 50S ribosoma|

protein L18

DVSFDRSGFQYHGR

88

14

25.15

b4b9b10

1670.7

68.24

55Q07

357.59

-3.58




'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosomal ¢ SGFQYHGRVQALADAAR 94 17 3 23.33 b3b11b12 1846.9% 78.937 80 | 3| 616.32 9.58
'Q7CPLG|RL;?&‘:’£‘LLT1£ 50S ribosomal o YAQVIAPNGSEVLVAASTVEK 35 21 3 12.21 b5*b5b9 2146.12 64911 3915 | 3| 716.04 -10.12
'Q7CPLG|RL;?&‘:’£‘LLT1£ 508 ribosomal 4, YTGNKDAAAAVGK 63 13 0 3.97 1247.62 24.437 3599 | B 416.54 8
|P65702|PGK—2§;T€Y Phohoglyceratg VLPAVAMLEER 373 11 5 25.12 b3y2y7y8y11 1227.68 80.872 20610 2| 614.34 0.99
b2b3b5°b5b6b7b8b12y1y)2
|P65702|PGK—2§;T€Y Phohoglycerald | . hamidomethyi+C(6)  FADVACAGPLLAAELDALGK 156 20 21 1635 | y3ydySy6y8yoyloy13yldy 2002.04 99.778 203718 P 1001.52 4.94
15y20
b2b3b6°b6b7°07b9°b9b1p°
|P65702|PGK—2§;T€Y Phohoglyceratd 5| . hamidomethyi+C(5 LLTTCDIPVPTDVR 244 14 22 151.4b12y1y2y3y5y7y8yoy10yl 1599.85 69.510 185004 P 800.43 2.67
1°y11y12y14
[P65702]PGK_SALTY Phohoglyceratd SVNDVKEDEQILDIGDASAQQLAE| . M 20,67 |P1b2°52b4b5bEb11y1y2}E o 100,999 to3364 b osLid s 73
kinase ILK y4y5y13y15
b1b2b3°h3b4°h4b6°b6b7h9
IP65702|PGK_SALTY Phohoglyceratq o VATEFSETAPATLK 258 14 24 146.63| yly2y3y5ey5y6y7y9°eyoyld 1464.76 53.463 142773 b 73288 1.08
kinase o
y11°y11y12yl14
IP65702|PGK_SALTY Phohoglyceratq ¢ VMVTSHLGRPTEGEYNEEFSLLP 53 29 6 15.45 b2b6b13b18y7y29 3321.6 93.11 138905 | 4  831)17 -7.64
kinase VNYLK
- 5
|P65702|PGK—2§;T€Y Phohoglyceratg TILWNGPVGVFEFPNFR 302 17 10 46.74|P?P6Y4Y5 3;513’77y12y13 YIB 1993.05 107.048 128193 P  997.03 6.49
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ LTVLDSLSK 197 9 6 35.89 b2y2ydy5y6y9 975.56 62.758 102441 | 2 ss.28 1157
o *
IP65702|PGK_SALTY Phohoglyceratq o ADLNVPVKEGK 19 11 17 102.92 | P102D309°DIDIOTDION2YE ) 09 5o 37.884 101674 p  585.33 -1.88
kinase y4y6°y6y7y8y9*ydy11l
|P65702|PGK—§:aL;Y Phohoglycerald 4, ASLPTIELALK 38 11 4 44.41 yay6y7y8 1155.69 78.054 7790 2 38 2.96
|P65702|PGK—§:aL;Y Phohoglyceratq MTDLDLAGK 5 9 5 28.11 b6bBy2y5y9 963.47 49.301 5375 |2 4822k  -8.05
|P65702|PGK—§:aL;Y Phohoglyceratlq LVKDYLDGVDVQEGELVVLENV ) 23 5 21.8 b14°b14ydy5y12 2544.3 98.092 51174 | 3 8489 828
|P65702|PGK—§:aL;Y Phohoglyceratg ;5 'ADQL'VGGG'ATFVAAQGHSVG 206 25 7 37.87 b3bdy3y6y7°y7y9 2423.3 78.941 41143 | 3 808M4 -3.43
|P65702|PGK—§:aL;Y Phohoglyceratd MTDLDLAGKR 5 10 6 48.69 y3y7y8°y8ydy10 1119.58 43.728 40774 2| 560.29 -4.80
|P65702|PGK—§:aL;Y Phohoglycerald 15 | arbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 5 26.64 b2b3b9y9y10 2043.95 90.843 20524 |3 681.99 4.54
% |
|P65702|PGK—§:aL;Y Phohoglyceratd 5 AQASTHGIGK 146 10 11 69.31 | P2 b2b6y13120y3y4y6y7y8 969.50 16.303 16114 2 48526 -6.74
|P65702|PGK—§:aL;Y Phohoglyceratq 7 DYLDGVDVAEGELVVLENVR 93 20 3 13.01 b17ydy1l 2204.09 838 9580 | 3| 735.37 -10.30
|P65702|PGK—§:aL;Y Phohoglyceratd ¢ SLYEADLVDEAKR 231 13 6 26.74 b4b9y5y10°y10y13 1508.7 7195 3227 | 2| 754.88 -7.36
|P65702|PGK—§:aL;Y Phohoglyceratq 4 LSNPVR 84 6 1 12.8 v5 685.39 28.831 8110| |2 343.2p -13.7
|P65702|PGK—§:aL;Y Phohoglyceratd ) SLYEADLVDEAK 231 12 5 34.24 b3b7b10y8°y8 1352.64 136.424 983 | 1| 135266 1.62
[P65702]PGK_SALTY Phohoglyceratd GTEIVANAIADSEAFSIAGGGDTLA| s . 1095 67D 7y6y15 3303, 110.99 o2 s 11311 o
kinase AIDLFGIADK
|P65702|PGK—§:aL;Y Phohoglyceratg ISYISTGGGAFLEFVEGK 355 18 6 39.14|  b9b10°b10b12°b12b]3 874195 81.473 2003 | 2  937.98 -1.30
|P65702|PGK—§:aL;Y Phohoglycerald o5 | arbamidomethyl+C(d) RLLTTCDIPVPTDVR 243 15 7 4690  DEWHBLLOYAyld 1755.93 66.011 2200| |2 878.4f -5.07
|P65702|PGK—§:aL;Y Phohoglyceratd ;| Carbamidomethyl+C() ~ KYAALCDVFVMDAFGTAHR 127 19 3 134 b13y9y12 2172.03 86.879 1694 [3  724.69 -3.48




|P65702|PGK—2§;T€Y Phohoglyceratg g LNVPVKEGK 21 9 0 2.98 983.58 37.857 18915| [2 492.2¢ -9.56
|P65702|PGK—2§;T€Y Phohoglyceratq ¢ DLNVPVKEGK 20 10 2 75 b3°b3 1098.60 37.861 18010 |2 549.8p 564
|P65702|PGK—2§;T€Y Phohoglyceratg ,; TDLDLAGKR 6 9 0 2.48 988.54 43.745 13002 P 494.77 -3.70
|P65702|PGK—2§;T€Y Phohoglyceratg g ASTHGIGK 148 8 4 21.07 b4°bab5°b5 770.41 16.307 3857 |2 38571 -11.17
|P65702|PGK—2§;T€Y Phohoglyceratq g QASTHGIGK 147 9 4 31.61 b3°b3b4b6 898.46 16.306 172 2 44974 -11.07
b3b4*b4b6b7y3y5y6y7°yY
IQ56073|DNAK_SALTY Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 21 187.39 | *y7yoy10y11y12y1dy15y] 2215.17 75.801 76145 B 739.06 -1.43
protein dnaK
7y18y19y21
3 s
IQ56073|DNAK_SALTY Chaperone 2 ASSGLNEEEIQK 502 12 13 57.21| P2 PYLYSYSYEVOYTYTY 50, 63 35.772 25127 2 e52.82 552
protein dnaK 9y10°y10y12
lQSGOBlDE&iT:Q,&;Z Chaperone 3 SLGQFNLDGINPAPR 452 15 4 24.39 y5y7y10y15 1598.8%4 72,781 4778 | 2| 799.92 4.43
lQSGOBlDE&iT:Q,&;Z Chaperone 4 QAVTNPQNTLFAIK 56 14 9 41.67 | b3*b3yly2y3yoylOyllyl4 1588 68.298 23970 | 4 772.93 1.50
IQ56073|DNAK_SALTY Chaperone 5 TAEDYLGEPVTEAVITVPAYFNDA| 4,0 26 9 40.67 | b2bebldysy8ydylly12y6  2869.40 94.23B 233pB | 957.14 2.30
protein dnaK QR
lQSGOBlDE&iT:Qr;TuI Chaperone 6 IELSSAQQTDVNLPYITADATGPK| 270 24 4 18.02 b2ySy8y13 2532.3| 109.457 3592 | 4 844.78 13.50
lQSGOBlDESIKe_i:Q#;Z Chaperone 7 FQDEEVQRDVSIMPYK 76 16 4 25.02 b8y4y8y11 1983.9 73.968 026 | 2| 99248 4.55
IQ56073|DNAK_SALTY Chaperone 8 LMEIAQQQHAQQQAGSADASAN | 5o, 25 3 115 b5b9y11 2610.23 39.322 1574 |3 870.75 23
protein dnaK NAK
lQSGOBlDE&iT:Qr;TuZ Chaperone 9 TAIESALNALETALK 562 15 5 22.33 b10*b10y12%y12y13 1544.87]  66.215 12252 | 2 772.94 10.67
IQ56073|DNAK_SALTY Chaperone | EAAEK 263 5 2 24.61 bay4 547.27 69.540 11439 |1 s47.2f 2.45
protein dnaK
IQ56073|DNAK_SALTY Chaperone | MPMVQK 345 6 1 12.8 b4 733.37 32.643 10087 |1 73337 0.50
protein dnaK
lQSGOBlDESIKe_i:Qr;TuZ Chaperone |, GMPQIEVTFDIDADGILHVSAK 467 22 4 27.65 b3b6b8b10 2356.20 60.798 8560 | 3  786.07 7.05
IQ56073|DNAK_SALTY Chaperone |, 4 TIAVYDLGGGTFDISIEIDEVDGE | 449 26 4 16.56 b10y4dy6y11 2769.43 77.018] 6734 |3 92381 18.5
protein dnaK K
IQ56073|DNAK_SALTY Chaperone | , MAPPQISAEVLK 109 12 4 46.67 b4b5b6h7 1283.7 83.47Q 4388 | 2 2.3® -1.14
protein dnaK
lQSGOBlDESIKe_i:Qr;TuZ Chaperone | 1o | carbamidomethyl+C(1P)  IGIDLGTTNSCVAIMDGTQAR 3 22 3 5 b14y7y10 2306.14 65.362 2536 |2 1153.57 -3.18
lQSGOBlDESIKe_i:Q#;Z Chaperone | ¢ MQELAQVSQK 587 10 4 31.61 y3y6*yBY7 1161.59 38.277 2604 |1 188 -4.62
IQ56073|DNAK_SALTY Chaperone | 7 FQDEEVQR 76 8 3 38.4 yay5y7 1050.44 25.974 1849 |2 52573 224
protein dnaK
IQS6073|DNAK_SALTY Chaperone | 4 VAEFFGK 352 7 6 53.22 b3°b3b4°hdy3y6 797.41] 63.713 1821 |2 .zpo -7.65
protein dnaK
IQ56073[DNAK_SALTY Chaperone | 4 SIEPLK 315 6 1 12.8 b3 686.40 40.735 1543 |2 3437 -5.24
protein dnaK
lQSGOBlDE&iT:Qr;TuZ Chaperone |, Carbamidomethy|+c(15§"GK”G'DLGTT'\ECVA'MDGTQA 0 25 4 115 b15y9*yoy13 2622.29 85.878 192085 |3 87477 4.2
lQSGOBlDE&iT:Qr;TuZ Chaperone |, FQDEEVQRDVSIMPYK 76 16 3 15.43 boy4y9 1983.9¢ 61.797 77183 | 661.99 6.77
lQSGOBlDE&iT:Qr;TuZ Chaperone |, GQKMAPPQISAEVLK 106 15 4 24.39 b4b5*b5h14 1596.85 66.074 6877 | 2| 798.93 -14.45
|056073]DNAK_SALTY Chaperone MQELAQVSQKLMEIAQQQHAQQ o
orotein dnak 23 OAGSADASANNAK 587 35 6 26.64 b7b8°b8y5y7y13 3752.8] 92.494 592 | 4 938986 98 0.




lQSGOBlDESIKeT:Q,&;Z Chaperone |, ASDNKSLGQFNLDGINPAPR 447 20 10 29.01 b3°b3b7;2233;39b10*b13 2114.07 66.075 5074 705.36 2.66
lQSGOBlDESIKeT:Q,&;Z Chaperone | g TTPSIAYTQDGETLVGQPAKR 34 22 3 12.26 b10b13y11 2346.2p  9.1B0 4274 | 2| 117361 3.75
lQSGOBlDESIKeT:Q,&;Z Chaperone | ¢ | carbamidomethyl+C(1h) GKIGIDLGTTNSCVAIMDGTQAR 1 24 4 | 1171 b14y9y13+y13 2491.23 72.036 4203| |3 83108 12,6
lQSGOBlDESIKeT:Q,&;Z Chaperone |, VALQDAG;S,\;/PS,\'AD\'/'\('QDQ/ ILveeQr 321 30 6 12.81 | bll*blib15*b15y10y1B  3154.6p 93.621 3508 | 3 s2m1 -14.01
lQSGOBlDESIKeT:Q,&;Z Chaperone | ¢ QVEEAGDKLPADDK 548 14 3 17.37 b11y3y9 1514.73 72.371 3232 2| 757.87 121
lQSGOBlDESIKeT:Q,&;Z Chaperone | g KTAEDYLGEPXI;AV'TVPAYFND 124 27 4 20.92 b13y3y8y9 2997.5( 100.794 2414 |3 990.84 6.7
lQSGOBlDESIKeT:Q,&;Z Chaperone | 5, DQGIDLRNDPLAMQR 246 15 3 24.39 b4b7b8 1741.89 92.621 19363 | 581.30 13.32
lQSGOBlDESIKeT:Q,&;Z Chaperone | 5, KDVNPDEAV'LI\D'SQAVQGGVLTG 362 25 5 21.98 b4*b4b9*bob10 2423.25 107.206 1511 |3 80842 21a
lQSGOBlDESIKeT:Q,&;Z Chaperone | 5, Phohoryl STY(15) T'AVYDLGGGTED'S”E'DEVDGE 188 26 3 21.11 b10y10y11 2849.39 89.905 449 3 95046 8.2
lQSGOBlDE&i}?QﬁK Chaperone | 54 Phohoryl STY(16) TAEDYLGEPVTSQV'TVPAYFNDA 125 26 6 36.37 b11b14y8y9*yoy10 2949.3 90.964 2720 | 3 98380 11.50
lQSGOBlDESIKeT:Q,&;Z Chaperone |, LMEIAQQQHA 597 10 0 9.93 1168.57 39.261 10059 |3 390.2 -4.91
IPGOMBlRLi_rc?t/:;T:sSOS ribosomal VTVQSLDVVR 169 10 11 69.31 b2°b2b7y2y133’5y6y7°y7y8y 1115.63 57.362 135950| P 558.32 -7.66
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| IFTEDGVSIPVTVIEVEANR 13 20 10 41.61 b2b9b10y2y3y40y4y7y15 2 218817 88.936 87990| P 1094.54 8.48
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 4 VTQVKDLANDGYR 33 13 12 81.4 b1b2°b2b7yt:3§/%y3y4°y4y6 7 147874 40.847 23762| B 49358 -13.46
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | AVQVTTGAK 46 9 8 57.48 b2b3y3ydySy7*y7y9 874.49 23.046 7046 2 | 437.75 -7.89
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 5| oo hamidomethyl+C(9 GGVPGATGCDLIVKPAVK 190 18 5 43.9 4yBy6yL1yl5 1738.92 54.822 35009 [3  580.31 -16.64
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ NLLLVK 184 6 5 62.01 b3bdy3ydys 699.47 57.368 27014 |1 699.4f 288
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | 7 TQDATHGNSLSHR 128 13 5 43.19 y3°y3ydyBy7 1423.64 15200  38& | 3| 475.22 -16.12
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ GLWEFR 77 6 3 25.1 baya°y4 807.41 47.716 1368¢ |1  807.41 2.9
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ VPGSIGQNQTPGK 141 13 8 26.74  b3b9°b9*hOy5HyBY124y12  17P 57.289 5505 | 4 64185 17.42
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| LAEGEEYTVGQSISVELFADVK 83 22 4 22.13 b3b10b11y11 23au.2|  76.992 2771 | 3 795.41 9.63
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| IFTEDGVSIPVTVIEVEANRVTQVK| 13 25 5 25.34 boyl6y20y21y23 | 2743.49 95.755 107459 B 915.17 2.31
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| -, AGVEAGRGLWEFR 70 13 4 23.4 b3b4°bdy6 1447.7% 60.602 188372 | 72438 0.76
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, 5 VTQVKDLANDGYR 33 13 6 26.74 b7b12°b12y4°ydy7 1478.7¢ o) 16992 | 2| 739.88 165
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| DLANDGYRAVQVTTGAK 38 17 8 32.67 | b4°ba*bab5b5b8b10yI3 778.89 65.370 5195 | 2  889.95 -8.44
IP60446|RL17§2H:3505 ribosomal| g WNFRTQDATHGNSLSHR 124 17 6 34.35  bSboylleyllvyllyl?  @GZ 65.286 2217 | 4 507.50 7.11
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| ¢ LAEGEEYTVGQSISVELFADVKK 83 23 8 39.82| b3b4°b4bsboblidyld | 2512.26 123.695 1965| B 838.09 6.71
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, - KMAGQMGNER 159 10 4 51.7 yAy5y8y9 1121.53 17.872 1584 |2 5814 555
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| g IFTEDGVSIPVTVIEVEANR 13 20 1 7.99 yl1 2170.14 88.965 630 3| 724.05 0.34




. b2°b2b3°b3b5b7b9°b9b 1Py
IP66541|RS2_SALTY 30S ribosomal| TVPMFENEALAELNK 45 14 19 129.02 |3y4yoy10°y10y11°y11y12k 1576.81 85.290 216510 P 788.91 3.17
protein S2
y12y14
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| ILFVGTK 66 7 6 37.9 y2y3°y3ydy6y7 777.48 58.012 65264 |2  389.2] -14.37
H %y %y
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall 5 | o hamidomethyl+C(6 EAANSCDQFFVNHR 81 14 10 51.213 y3y43;512’5y7 Y10l 160471 48.336 60012 B  565.58 1131
[P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF b2°b2b5°05*b506°b6b7*H7 )
rotein 52 4 VIPGNDOAR 174 34 13 39.25 Byi2y 16734 3569.74 105.001 24060 B 1190.5 0.48
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| MATVSMR 0 7 4 34.89 bab7ydy5 795.39 51.870 12873 |1 795.3p 9.13
IPGBSMlRS?ﬁcﬁQHSstOS ribosomal| ¢ SQDLASQAEESFVEAE 225 16 5 23.13 b1b4°b4b8b10 17390.77  4m9| 12539 | 2| 870.39 7.86
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| MKPFIFGAR 26 9 4 41.66 b6b7y3y4 1066.56 65.398 24259 | 2 53319 -21.40
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g DMGGLPDALFVIDADHEHIAIK 152 22 3 12.26 b10yoy13 2377.23 203 3270 | 2| 1180.12 20.54
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g WLGGMLTNWK 95 10 9 50.2 | b3babgehoyecysryey7oyF  1205.63 639 1918 | 2| 603.32 7.90
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall ) YWNPKMKPFIFGAR 21 14 4 28.7 b4b7b1ly7 1754.94 77.351 2584 2| 877.97 8.90
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| EGRSQDLASQAEESFVEAE 222 19 7 38.74 b8b9°h9b10°b10y4y6 081205 59.936 5004 694.66 11.96
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| LKDLETQSQDGTFEK 113 15 3 22.33 b7b8y10 1738.84 79.53 w51 2| 869.92 7.02
IP66541|RS2_SALTY 30S ribosomal| 5 Oxidation+m(11) |-ENSLGGIKDMGGLPDALFVIDAD] 4 31 3 22.4 b3b13b14 3304.64 103.59 50278 | 4 826.93 -1.0
protein S2 HEHIAIK
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| Oxidation+M(1) MATVSMRDMLK 0 11 3 22.11 b7y6y8 1298.62 884 6422 | 2| 649.81 -3.20
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall 5 | oo rpamidomethyt+C(d) EAANSCDQFFVNHR 81 14 0 4.41 1626.7 48.333 7334 | 3  550.58 2.04
IP66541|RS2_SALTY 30S ribosomal| ¢ MATVSMR 0 7 0 0.99 777.38 51.843 2007| Qb 777.38 9.19
protein S2
IPOALSOIHFA_SALTY Integration hos{ TGEDIPITAR 66 10 12 82,50 |P2P3D3DADAV2Y3YAYSYRY 175 56 43.909 78558| P 536.78 6.71
factor subunit alpha 9y10
IPOALSO|IHFA_SALTY Integration hosf -, LSGFGNFDLR 45 10 8 48.44 b5b8yLy2y6y8y9y10 1125.57 73.148 4280 | 2| 563.29 195
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf ALENGEQVK 36 9 5 41.66 b6b8y6Y7*y7 987.50 23.849 17925 |2 aea. -8.47
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf RDAKELVELFFEEIR 20 15 4 22.33 b1ly2y7y8 1894.0 113429 245 | 3| 632.01 -2.45
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf ¢ ELVELFFEEIR 24 11 3 22.11 b5b7y9 1423.7 94.208 2234 |2 71236 -21.86
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf ELVELFFEEIRR 24 12 3 20.17 b5boy6 1579.83 96.433 946 3 ®72 -13.68
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf MALTKAEMSEYLFDK 0 15 5 29.07 b3bdy3°y3y6 1776.86 77.351 a8 | 3| 59296 4.67
factor subunit alpha
. = S v
IPOALSOIHFA_SALTY Integration hos{ g ALTKAEMSEYLFDK 1 14 9 52.06 |P7P7PBOI0DIODILYSYRY 4 cyp gq 63.679 3963 | 2 82341 -5.04
factor subunit alpha 11
IPOALSO|IHFA_SALTY Integration hosf g DAKELVELFFEEIR 21 14 3 17.37 b3b10y9 1737.8¢ 65.378 3438 | 2 69.84 1475
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hos{ ALENGEQVKLSGFGNFDLR 36 19 5 21.28 b3b6°b6b14y6 2004.06  7.399 2628 | 2| 1047.53 -2.68
factor subunit alpha
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD) b1b2*b2b3b15y3y5y6yl5 i
Gehydrogenase 1 LSHIPTAVK 21 33 12 34.62 18,3053 3388.80 94.540 75753| B 1130.2 1.37
IP25077[MDH_SALTY Malate 2 VAVLGAAGGIGQALALLLK 2 19 13 g7.84 | P3POYLY2YBy4YSYBYTyOyl 125 g 120.306 58149 P 868.05 2.74
dehydrogenase 1y12y19
IP25077IMDH_SALTY Malate 3 FFSQPLLLGK 262 10 3 31.61 y3ydy6 1149.64 76.715 5667 | 2 Sw5.3  -1.49
dehydrogenase




|P25072|2"h3;£§£; Malate 4 | carbamidomethy+C(2) ACVGITNPYNTTVAIAAEVLKK 111 23 7 261 b2b3b4b5b6b11y15 2382.31 105.362 4222 3 79478 6.7
o 1y
IP25077[MDH_SALTY Malate 5 IQNAGTEVVEAK 205 12 10 64.08 |P203YAY6YBYOYI0YIOYID 1500 o6 35.637 38361 2 620.83 2.72
dehydrogenase y12
|P25072|2"h3;£§£; Malate 6 AGGGSATLSMGQAAAR 217 16 9 66.6 | b3b13y7y8y9°y9y10y11}16 405.68 40.961 21877 2  703.35 1.22
|P25072|2"h3;£§£; Malate 7 SDLFNVNAGIVK 87 12 4 30.39 b4b6b11yl 1276.68 70.619 1194f | 2 38.84 -9.18
IP25077IMDH_SALTY Malate 8 GFSGEDATPALEGADVVLISAGVAl  g¢ 31 3 16.76 b4b15b17 3086.53 98.958 308 3 102061 13,
dehydrogenase RKPGMDR
|P25072|2"h3;£§£; Malate 9 NGVEER 272 6 3 25.1 y3°y3y4 703.35 76.277 379 1 703.36 13.1
IP25077IMDH_SALTY Malate 10 IKGFSGEDATPALEGADVVLISAG| 5, 27 5 255 b9b11b12°b12b15 2643.3p 88.35¢ 592 3 88lp0 99 -4
dehydrogenase VAR
|P25072|2"h3;£§#;2 Malate 11 FFSQPLLLGKNGVEER 262 16 4 15.43 b3b6*b6y6 1833.99 10874 4178 | 3| 612.00 0.80
|P25072|2"h3;£§£; Malate 12 Oxidation+M(10) AGGGSATLSMGQAAAR 217 16 3 15.43 beb12yl 1421.69 87.331 1831 | p 71135 5.58
IP25077IMDH_SALTY Malate 13 Oxidation+M(29) |CTSCEDATPALEGADVVLISAGVAI 5o 31 3 21.69 b3bdy8 3102.54 97.012 1651 |3  1034.85 5.5
dehydrogenase RKPGMDR
. b2b3b5b8b12b13b15y1y2*
'POAlZZlSKP—SASLJ ¥ Chaperone protgin IAIVNMGNLFQQVAQK 23 16 22 137.63 | y2y3ydys+ysyeryey7ry7y| 1773.98 90.672 99003 2 887.49 7.50
P 12y13*y13y16
'POAlZZlSKP—SASL&] ¥ Chaperone pm“T” 2 TGVSNTLENEFK 39 12 8 41.9 | y2yeystysyoryoyllyld  1338.64 i) 68042 | 2| 669.83 0.91
'POAlZZlSKP—SASL&] ¥ Chaperone pmtei'” 3 VANDQS'DLV\/TNTVAYNSSDV 126 24 4 14.96 b6b10y4y15 2537.24 136.369 327 2 126912 2.2
'POAlZZlSKP—SASL&] ¥ Chaperone pmtei'” 4 QTFAQKAQAFEK 91 12 3 30.39 b4b7b11 1396.71 82.768 1198 2 .g®8 -5.86
. O, Oy -y O A+
|POA1Z2|SKP_SALTY Chaperone protgin 5 IAIVNMGNLFQQVAQKTGVSNTL 23 28 1 46.29 b8y3°y3y6°y6*y6y7y8°y8 3093.59 123,569 7718 b 1031.87 5.45
skp ENEFK y8y9
'POAlZZlSKP—SASL&] ¥ Chaperone pmtei'” 6 MQRLQSMK 67 8 3 33.63 b6ydy7 1021.53 65.369 7642 |2 51127 6.51
'POAlZZlSKP—SASL&] ¥ Chaperone pmtei'” 7 AAELQKMETDLQSK 53 14 4 28.7 b4b7b13y3 1591.81 92.470 6108 | 2 796.41 8.90
: 3 e 3
'POAlZZlSKP—SASL&] ¥ Chaperone pmtei'” 8 LEKDVMSQR 82 9 10 77.57 | P3P3p4L7 273’4 Y4YY8Y  1105.55 63.701 2122 | 2 55328 -10.93
'POAlZZlSKP—SASL&] Y Chaperone protgin Oxidation+M(11) WLLAAGLGLAMVTSAQAADK 3 20 4 22.43 y3°y36y7 2003.08 104.492 3645 | P 1002.04 6.58
IPSSO00ISERC_SALTY Phohoserine| ;| oo midomethyl+C(7)  LAQQELCDWHGLGTSVMEISHIR 20 22 11 sa |PSPLOYSYSYAYSYSYYIY ogy 1 74.974 54223 4 64255 -7.61
aminotransferase 12°y12
. b2*b2b5*b5b6*b6b9b13blL
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 2 AQVFNFSSGPAMLPAEVLK 1 19 17 715 |5°b15y3y6y13y15+y15y16y 2006.06 92.103 44468 | P 1003.53 9.31
19
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 3 YGVIYAGAQK 188 10 7 51.45 b2b3b7ydy5y6y10 1069.56 442300 489 | 2| 535.20 -3.42
- 3 3 :
IPSS900]SERC_SALTY Phohoserine| ASIYNAMPIEGVK 335 13 12 57.97 |PLD3D30ADETEDTLBYIYRY 59) 79 60.072 20446 B 464.91 -3.51
aminotransferase 9y13
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 5 MNVPFQLADNTLDK 297 14 6 17.37 b2b9°h9h12°h12y6 1605.80 0B 3968 | 2| 803.41 13.23
[P55900]SERC_SALTY Phohoserine . AHESCPSILDYTVLNDNDSMFNTH
e erace 6 | Carbamidomethyl+C(5 TEAWYLSGLVER 217 37 4 22.84 b2b12b13y17 4250.0 125.418 309f | 3 141735 8 9.8
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 7 ALTDFMIDFERR 348 12 3 30.39 y5y7y10 1513.74 82.852 1654 |2 .387 5.32
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 8 ALTDFMIDFER 348 11 9 5522 | b4°habSb7°b7y3yaydyo  1357.67  3.685 2564 | 2| 679.34 21.58
'P55900ErEn';cot—rinAsL;L:ehc’hose””e 9 AELLYGVIDNSDFYRNDVAQANR | 272 23 4 11.96 b12°b12y14y18 2528 80.158 10065 | 3 88177 0.37




'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 10 SRMNVPFQLADNTLDK 295 16 5 15.43 b7°b7*b7hb9y11 184891  .G®B 2612 | 2| 924.96 -8.45
'P55900Ei’;\cot—rinAsL;L;hOhose””e 11 |carbamidomethyl+C(1l)  DLLNIPSNYKVLFCHGGGR 58 19 4 23.5 boy8yoy12 2160.11 100.899 2305| |4 540.7¢ 5.09
. 3 - 5

IPS5900]SERC_SALTY Phohoserine| ., GKEFIQVAEEAEQDFR 42 16 10 50.76| P4P10°D10D12*D1I2bI3YA" ) oo o) 108.537 1904 | P 948.46 1.80

aminotransferase yayllyl12

'P55900Ei’;\cot—rinAsL;L;hOhose””e 13 Oxidation+M(1) MNVPFQLADNTLDK 297 14 4 30.18 b3b10y4y5 621.78 69.521 3898 | 4 406.20 -6.40

IPSS900|SERC_SALTY Phohoserine| -, | CarbamidomethyHC(7), | ) e cpWHGLGTSVMEISHR 20 22 4 22.13 y5y6y8°y8 2583.14 &80 2635 | 4| 646.55 5.29

aminotransferase Oxidation+M(17)

'P55900Ei’;\cot—rinAsL;L;hOhose””e 15 Oxidation+M(8) AQGGVAAMHK 257 10 3 24.62 b3y6ys 985.50 6397 1589 | 1| 985.50 11.64
POALH3|EFG_SALTY Elongation factor|G 1 VYSGVVNSGDTMBVK 337 17 14 g5.49 | P2047DADSLITYAYSYOYIOY ) 757 o 63.086 76441| P 869.46 176
| _ g

11*y11y12y16y17
[POALH3[EFG_SALTY Elongation factor|G 2 IATDPFVGNLTRF 323 14 8 38.66 | b2bdylydyy7yloyld  1507.84 93.997 69262 | 2 9.429 2.98
[POALH3[EFG_SALTY Elongation factor|G 3 IGEVHDGAATMDMEQEQER 39 20 6 25.61 b3b12y4°ydy5y20 2331.99 63.275 60724 | 3778.00 3.14
POALH3|EFG_SALTY Elongation factor|G 4 SGPLAGYPVVDLA 562 15 11 66.95 |P3D3DSDEDTDTYAYBYI0NL ) 1o g5 77.381 54616 | P 750.42 4.96
1y15
[POALH3[EFG_SALTY Elongation factor|G 5 | Carbamidorgt6(11) VLNNEILVTCGSAFK 255 16 7 15.43 bib2bdy4cysyseys | 1777.97 107.198 44335| B 593.33 10.23
POALH3|EFG_SALTY Elongation factor|G 6 LGANPVPLQLAIGAEEGFTGVVDL| ¢ 26 4 11.33 b3b6*bey14 2607.44 120.471 20344 | 3 869.82 2-1.2
VK
*] o b
POALH3|EFG_SALTY Elongation factor|G 7 VWTDEESNQTIAGMGELHLDIV | 4q 26 9 29,05 | P2D4DSLIA'DIAYSYEYOVY 505, 47 136.476 18495 P 1477.71 -13.47
DR 3
[POALH3[EFG_SALTY Elongation factor|G 8 LHFGSYHDVDISEK 577 17 5 14.67 b8yly12y16y17 1951.93 92.751 1783p |3  ®B1| o038
[POALH3[EFG_SALTY Elongation factor|G 9 GQYGHVVIDMYEPGSNPK 512 20 7 35.57|  b6bllb12yo°yoy10°yj0  2201.09 90.714 12647 | 3| 734.37 11.31
POALH3|EFG_SALTY Elongation factor|G 10 VEVETPEENT@IGDLSR 618 19 13 58,61 | P2D3PSDSDEDELTDLAYRY 1 o5 95.540 9333 686.99 -13.75
4y5°y5y13
AINWNDADQGVTFEYEDIPADMQ b3b4b8b11b13°b13y2y3%3
[POALH3|EFG_SALTY Elongation factor|G 11 DLANEWHQNLIESAAEASEELME | 189 47 21 93.8 |ydy5ey5y6y7y8eyBy10y11P 5380.34 126.498 8460 | 4  1345.84 -8.80
K y11y13y29
5 ongation factor arbami . y2yl11*y . . . .
POALH3|EFG_SALTY Elongation factor|G 12|  CarbamiddmiC(9 DVTTGDTLCDPENPIILER 389 19 5 13.48 bdbgy2yll*yll | 2158.05 65.326 5416 720.02 7.13
5 ongation factor . . . . )
POALH3|EFG_SALTY Elongation factor|G 13 MEFPEPVISERK 408 15 4 24.39 b2b9b11b13 1685.8B 64.42] 4495 | 3 56253 1 1.0
5 ongation factor . y2y8y9*y .05 . 1 . .
POALH3|EFG_SALTY Elongation factor|G 14 IHAEVPLSEMREGTQLR 653 18 6 21.43 b14°h14y2y8y9*yo 2062.09 96.347 332 4516.27 2.60
¥ ongation factor . y4°y4y5°y5yh . .325 . .
POALH3|EFG_SALTY Elongation factor|G 15 VTDIEGK 497 7 9 74.81 | b3°hb3b4b6yd’ydy5eysyp  761.42 57324 9s@ | 2| 381.21 18.76
¥ ongation factor . y3y4y8°y . . . -17.
POALH3|EFG_SALTY Elongation factor|G 16 GQESEVTGVK 643 10 4 31.61 3y4y8°y8 1033.5 26.518 2458 |2 7.8 17.95
¥ ongation factor . y3°y3y6y . ) 4 .
POALH3|EFG_SALTY Elongation factor|G 17 YDDAPNNVAQABAR 686 16 4 23.13 3°y3y6yld 1745.86 66.053 20104 |2 87343 837
[POALH3|EFG_SALTY Elongation factor|G 18 VWGQIK 153 6 1 12.8 b 643.41 46.073 19806 |1 643.4 -6.74
[POALH3|EFG_SALTY Elongation factor|G 19 QANK 128 4 1 11.81 b3 460.25 31.387 g789| |1 460.2% -2.92
IPOALH3|EFG_SALTY Elongation factor|G 20 GITITSAATTIFSGMAK 59 18 7 38.86 b9b14y3y5°ySy7y16 1813.9 69.574 656R | 3605.32 17.90
[POALH3|EFG_SALTY Elongation factor|G 21 NIGISAHIDAGK 11 12 6 45.75 b4b5b6b10°b10y7 1195.62 46071 156 | 2| 598.32 -16.74
[POALH3|EFG_SALTY Elongation factor|G 22 HASDDEPFSARA 309 14 6 35.28 b3b11y3y9y10°y10 1534.74 66.054 2505 | 2 smw7| 1646




[POALH3|EFG_SALTY Elongation factor 23 ASYTMEFLKYDADRAPNNVAQAV'E 677 25 10 4259 |P° b9b12|:§)31yi%14y4 Y48 2516.36 85.301 50826| B 939.46 3.03
[POALH3[EFG_SALTY Elongation factor 24 VYSGVVNSGDINSVKTAR 337 20 3 19.8 b4bgb17 2066.06 102.184 2204p | 2 1m3p -13.47
[POALH3|EFG_SALTY Elongation factor 25 GYEFINDIKG@GEYIPAVDK 532 23 4 18.12 b11y5ydy14 2494.28 84.255 13600 | 3832.10 -2.45
[POALH3|EFG_SALTY Elongation factor 26 GGVIPGEYIPBKGIQEQLK 541 21 3 12.6 b3b12y12 2211.19 75.137 11964 |3 W77 -3.20
[POALH3|EFG_SALTY Elongation factor 27 AKVTDIEGK 495 9 4 35.89 y3y5°y5y6 960.52 26.813 7972| |2 48077 -1353
[POALH3|EFG_SALTY Elongation factor 28 IHAEVPLSEMESTQLRSLTK 653 22 5 12.26 b11°b11b14y15°15 2491.2p 12859 2243 | 3| 83110 -5.00
[POALH3|EFG_SALTY Elongation factor 29 VWTDEESNQDT;QEMGELHLD"V 446 28 5 253 b3b4b11b13°b13 321356 122.80 200 3 107186 8.36-
[POALH3|EFG_SALTY Elongation factor 30 INIIDTPGHVDEVERSMR 83 21 4 22.26 yeyToyTyll 2442.25 81.427 169 3 ma 1.30
[POALH3|EFG_SALTY Elongation factor 31 Phohoryl 8y YLGGEELTEEEIK 236 13 4 31.15 b5b9b11y5 1589.7} 54640 39 | 3| 530.57 12.29
[POALH3|EFG_SALTY Elongation factor 32 Oxidation-8j GITITSAATTAFWSGMAK 59 18 7 36.52 b3°b3b8y3y6y13yl4 889 122.854 2366 | 2  915.45 -8.94
<] 0| 0| *
[POALH3[EFG_SALTY Elongation factor 33 SNQTIAGMGELDIIVDR 452 20 8 34.79 [P77P7P10 tt’)ll%bllblz b1 5195.14 136.408 2504 | B 1098.07 -4.12
|P66643|RSzFOSteA;TSY9305 ribosomal SLEQYFGR 33 8 10 58.24| b2bay2y3ydystysyeeyey8  999.44 66.38| 157794 | 2| 500.25 5.92
. S v
IP66643RSO_SALTY 30S ribosomal GGGISGQAGAIR 68 12 12 90.14|P3PADSDSYAYSYSYTYBYE" )13 55 34.477 154172 b 52228 1135
protein S9 y8y12
|P66643|RSzFOSteA;TSY9305 ribosomal AENQYYGTGR 1 10 7 48.69 |  yay5yey8°y8y10%y10 1158.51 27.805 7086 | 2| 579.76 421
H % |
IP66643IRSO_SALTY 30S ribosomal QPLELVDMVEK 49 11 10 81.32 | P9POPLIYAYSYBYTYOYI0) 55 5o 74.912 22772 2 650.85 3.94
protein S9 11
|P66643|RSzFOSteA;TSY9305 ribosomal VEIKPGNGK 18 9 4 43.67 y3y5*ySy7 959.55 30.343 35359 |2 48028 -12.91
|P66643|RSzFOSteA;TSY9305 ribosomal Phohoryl STY(5) GGGISGQAGAIR 68 12 4 37.13 b3b4y9y10 1523 | 79.547 2679 | 4 56227 9.45
IP66643RSO_SALTY 30S ribosomal SGQAGAIR 72 8 1 7.33 b3 759.40 34.483 2064 |1 759.4p -13.5
protein S9
[POA7Z7|RPOA_SALTY DNA-directed o )
RNA polymarase subunit alphe VTLEPLER 25 8 8 50.7 ylyd°ydy5°y5yeyTy8 956.53 53.058 s050f 2 | 478.77 11.10
IPOA7Z7IRPOA_SALTY DNA-directed Carbamidomethyl+C(8 LLVDACYVER 170 12 11 89.6|P2P12Y4YSYEYBYTYBYOVI0 4 151 74 60.131 49532 | P 711.36 2.32
RNA polymerase subunit alpha y12
_Hi o, £ *\ ¥
IPOA7Z7IRPOA_SALTY DNA-directed IAYNVEAAR 182 9 13 g3.34 |P2DSOBYSYAYAYEYEYTYT ) 6 55 40.054 34073| P 503.77 7.64
RNA polymerase subunit alpha y8y9*y9
_di 9| %
IPOA7Z7IRPOA_SALTY DNA-directed EGVQEDILEILLNLK 71 15 13 53.4 |P27204DBDLOTIOYIY2YE oo o) 122.821 16128| P 863.49 5.80
RNA polymerase subunit alpha y4y6y8y15
IPOA7Z7IRPOA_SALTY DNA-directed LVDIEQVSSTHAK 12 13 4 29.38 b3ydy5y7 1426.73 46.470 8166 3476.25 -16.43
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed LVIEMETNGTIDPEEAIR 200 18 4 19.28 b5b12y10y12 2030.08 m 41407 | 3| 67735 16.18
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed MQGSVTEFLKPR 0 12 3 27.38 b7b9b10 1392.7 60.709 2584 3 oe4| -17.00
RNA polymerase subunit alpha




IPOA7Z7IRPOA_SALTY DNA-directed| o | o0 idomethytc(g) "-SSMPGCAVTEVEIDGVLHEYS | g 26 3 22 yay5y7 2848.42 91.690 1512 |3 950.1f 2.66
RNA polymerase subunit alpha TK
IPOA7Z7IRPOA_SALTY DNA-directed| o AEAIHYIGDLVQR 271 13 4 18.63 b8b12*b12y9 1484.81] 78435 388 | 2| 74201 18.91
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| ;) QPEVKEEKPEFDPILLRPVDDLELT 54 27 7 31.56 |  b3b7°b7b9*b9b10b12 3204.7D 114.118 1699 | 3 8.906 -3.43
RNA polymerase subunit alpha VR
IPOA7Z7IRPOA_SALTY DNA-directed| 1) | o o midomethyl+C(d)  LLVDACYVERIAYNVEAAR 170 21 4 126 b8b12y4°y4 2409.21 80.829 1592| |3 803.74 -7.40
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| Oxidation+M(5) LVIEMETNGTIDPEEAIR 200 18 5 19.28 b6°tBty10 2045.99 99.799 22700 B 682.67 -9.43
RNA polymerase subunit alpha
'Q7CPE2|ATEU%—U?]QEELATP synthasg VALTGLTMAEK 219 11 11 76.8 |PYD? y2y31y4y5y6y8y9yl 1133.62 60.076 77110 P 567.31 2.48
o] %
IQ7CPE2IATPB_SALTY ATP synthasq QLDPLVVGQEHYDTAR 343 16 10 52,64 | P2037P3D16Y8ydyOVI0TVL 1041 o9 58.776 43102 B 614.30 12.60
subunit beta Oy11l
'Q7CPE2|ATEU%—U?1QELLATP synthasg TVNMMELIR 156 9 10 55.72 | b2°b2b3°b3bab8ylySy7y9 110657 .98 36953 | 2| 55379 132
'Q7CPE2|ATEU%—U?]QEELATP synthas¢ | carbamidomethyl+C(d VIDLMCPFAK 132 10 8 60.74 b2b3b8bERy8y10 1193.60 81.679 36671 [ 597.31 -2.15
IQ7CPE2IATPB_SALTY ATP synthasq o QIASLGIYPAVDPLDSTSR 324 19 11 73.5 [PAPOYAYSYTYIYILYIZVIAY 5503 06 81.276 31856 2 1002.03 8.41
subunit beta 14y19
'Q7CPE2|ATEU%—U?]QEELATP synthasg ¢ FLSQPFFVAEVFTGGK 399 18 5 21.19 b2y3y5y7y18 1958.02 1we.4| 31583 | 2| 979.52 9.66
*
IQ7CPE2IATPB_SALTY ATP synthasq MPSAVGYQPTLAEEMGVLQER 261 21 11 52.57| PBPIPI2Y2Y3YSYTYBYLLYY  »ane 14 82.391 26592 2 1153.57 11.22
subunit beta 11y21
'Q7CPE2|ATEU%—U?]QEELATP synthasg g VYDALEVQNGNEK 25 13 6 31.15 b2b3°b3b8b10y11 1478.7p 4851| 19569 | 2| 739.86 5.78
'Q7CPE2|ATEU%—U?]QEELATP synthasg o NIAIEHSGYSVFAGVGER 165 18 6 14.03 b3b13°b13y2°y2y13 1905 67.193 2410 | 4  953.47 -4.48
'Q7CPE2|ATEU%—U?]QELLATP synthas¢ AAPSYEELSNSQELLETGIK 112 20 7 40.47  b9bl15°b15ydySyeylit 2179.09 74.495 20543 2 1090.08 7.51
IQ7CPE2IATPB_SALTY ATP synthas¢ GLDVK 65 5 1 123 b3 531.31 41.748 9452 |1 531.31 1.03
subunit beta
IQ7CPE2IATPB_SALTY ATP synthas¢ YQELK 367 5 2 123 yay4 680.36 32.029 g797| |1 6803 -2.96
subunit beta
IQ7CPE2IATPB_SALTY ATP synthas¢ , ; GIMEGEYDHLPEQAFYMVGSIDE| 27 4 16.15 b5y6y8yLl 3057.45 93.315 8444 |3 101982 20.8
subunit beta AVEK
|Q7CPE2/ATPB_SALTY ATP synthasd TGSITSVQAVYVPADDLTDPATTF ] [
bt beta 14 ALDATVVLSR 287 37 4 24.71 b4b5bob14 3815.9 131.76 330p | 4 95415 9.9
IQ7CPE2IATPB_SALTY ATP synthas¢ 1o | o o midomethyi+C(2f) 7S Y EELSNSQELLETGIKVIDLM| 1, 30 8 57.55 b3b6b7b8ydySy6y28 3353.6f 121.228 37511 | 3 8361 1.82
subunit beta CPFAK
'Q7CPE2|ATEU%—U?]QEELATP synthase g NIAIEHSGYSVFAGVGERTR 165 20 4 13.01 bg*bsb11ly9 2163.0p0  4.865 27425 | 3 72170 -3.05
'Q7CPE2|ATEU%—U?]QEELATP synthasg 44 GEIGEEERWAIHR 99 13 3 18.63 b4b12y8 1581.7 61.924 12692 | 2 1.4 9.72
'Q7CPE2|ATEU%—U?]QEELATP synthase g IMNVLGEPVDMKGEIGEEER 87 20 4 22.97 b1ly5y7y8 2245.09 0B 3017 | 3| 749.03 2.61
'Q7CPE2|ATEU%—U?]QEELATP synthas¢ g Phohoryl STY(4) GVQSILQR 359 8 5 33.63 b3y5°y5ty5y7 980. 39.966 8147 | 4  490.74 -8.78
'Q7CPE2|ATEU%—U?]QEELATP synthas¢ 5 Oxidation+M(4) TIAMGSSDGLRR 53 12 5 45.75 b5y6y8yoy10 7953 63.676 11654 | 2 640.32 -9.25
'Q7CPE2|ATEU%—U?]QEELATP synthas¢ 5, Oxidation+M(4) TIAMGSSDGLR 53 11 5 32.19 b4°b4b6y3y6 IE5 98.680 4758 | 1 112355 11.84
'Q7CPE2|ATEU%—U?]QEELATP synthasg HSGYSVFAGVGER 170 13 0 6.46 1365.67 67.192 1072 |2 68334 399




|P10367|HIS2_SALTY Histidine TDGLMPAIVQHAVSGEVLMLGY b1b9°bob11°b11y1y2y9y10
biosynthesis bifunctional protein hislE 1 MNPQALDK 14 30 10 23.42 y30 3198.64 136.431 28117 ¥ 800.42 13.89
IP10367]HIS2_SALTY Histidine 2 TADPTSSYTAK 126 11 10 59.99 |P2'P203bBD10YAYBYOYONL ) 4y 55 27.817 16557 571.27 -4.60
biosynthesis bifunctional protein hislE ’ 1 ’ ’ i ’ ’
|P10367|HIS2_SALTY Histidine e d i
biosynihesis biunctional protein sl | 3 MLTEQQR 0 7 5 34.89 b5°bSy4°ydy5 905.45 60.131 go7d |2 45343 324
. Carbamidomethyl+C(17)
|P10367|HIS2_SALTY Histidine _ ; GETSGHVLNVVSIAPDCDNDTLL R
biosynihesis biunctional protein sl | 4 ,Carbamldc;methyl+c(33 LANDVGPTCHK 64 35 5 15.18 b3b11b1dy7y10 3699.84 115.26 3206 | 4 9252 275
IP10367|HIS2_SALTY Histidine 5 VGEEGVETALAATVNDR 149 17 6 32.67 b10y3y6y7°y7y9 1730.88  3.804 17250 | 2| 8es.95 16.08
biosynthesis bifunctional protein hislE
|P10367|HIS2_SALTY Histidine FELTNEASDLMYHLLVLLQDQDL b5b6°b6*b6b8bIb11y8y1R )
biosynthesis bifunctional protein hislE 6 NLTTVIDNLR 166 33 10 46.37 yl4 3859.96 114.013 7909 i 965.75 4.62
|P10367|HIS2_SALTY Histidine . GTSSCFGDASHQWLFLYQLEQLL ]
biosynihesic biunctional protein hislg| 7| Carbamidomethy+C( e 99 26 3 22 yaydy7 3056.48 117.865 7375| |3 1019.40 6.23
|P10367|HIS2_SALTY Histidine
biosynihesis biunctional protein sl | 8 KTADPTSSYTAK 125 12 4 44.91 yAy5y8y9 1269.63 24.501 7151 |2 5.82 1.92
|P10367|HIS2_SALTY Histidine i . | )
biosynihesis biunctional protein sl | MLTEQQRR 0 8 6 47.69 b3°b3b4y3*y3y5 1061.59 97.508 4941 |1 1B 6.32
|P10367|HIS2_SALTY Histidine o FELTNEASDLMYHLLVLLQDQDL | i )
biosynihesic biunctional protein hislg| 2 Oxidation+M(11) N LTTVIDNLR 166 33 3 16.67 b6bsb23 3875.93 118.064 10282 | 4 969.74 10.90
|P10367|HIS2_SALTY Histidine o TDGLMPAIVQHAVSGEVLMLGY )
biosynthesic bifunctional protoin sl | 11 Oxidation+M(5) MNPOALDK 14 30 4 12.81 b5b15y3y13 3214.58 87.358 3361 |3 1072p0 4.08
|P10367|HIS2_SALTY Histidine TDGLMPAIVQHAVSGEVLMLGY . A i
biosynthesic bifunctional protoin hsle| 12 MNPOA 14 27 3 12.61 yay12°y12 2842.43 136.473 611 2 14212 11.34
IP10367|HIS2_SALTY Histidine 13 AVQHAVSGEVLMLGYMNPQAL 20 24 1 10.74 b3 2584.29 136.376 4638 |2 120245 -13.89
biosynthesis bifunctional protein hislE DK
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq 4 IFVWGAK 85 9 9 69.79 |  b3yly3ydy6y7y8°y8y9 917.53 52.082 10e5| 2| 459.27 -14.70
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acg LQTIPAFQK 215 9 4 43.67 y3y5y7y9 1045.59 55.936 96698 |2 5234 -10.86
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq 3 YVGAVEFAR 206 9 9 88.11 |  b2b3b4b5y3y5y7y8y9 1011.5P 52323 8585 | 2| 506.26 772
IP26976|PHON_SALTY Non-ecific acid NGSYPSGHTAYGTLLALVLSEARR 5, 26 7 2479 |  b2*b2y5y8ylly22y26|  2759.38 97.149 70747 | 4 .ewo0| -12.48
phohatase ER
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c ace 5 | carbamidomethyl+C(3 VICGAHWQSDVDAGR 191 15 11 74_8?2b6b12y3§fsy5yey7y9y13 1670.75 46.546 50243 B 557.59 -13.15
-ecifi i *| oy/* o
IP26976|PHON_SALTY Non-ecific acid DTPETWNMLK 08 10 11 ga |PLODLOYSYSYEYEYEYTY 153, 58 66.116 34693| P 617.79 3.36
phohatase 7y8y10
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq 4 NLLTMGGYYATASAK 108 15 3 24.39 yoy11y13 1560.77 59.012 729 | 3| 52093 164
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq g QAAEDADVSVENIAR 70 15 3 22.33 b13yl2y13 1587.71 51.484 am4 | 2| 794.39 2.77
—— P 5
IP26976|PHON_SALTY Non-ecific acid g NLLTMGGYYATASAKK 108 16 10 41.47 | PSDSPEDEIOBDILIDIIVL ) g o6 65.303 25301| B 563.62 7.37
phohatase Oyllyl4
N e . o o] *| %y
IP26976|PHON_SALTY Non-ecific aci¢ WKQAAEDADVSVENIAR 68 17 12 38.36 PO POPILDIUDILYTYIYD g, o) 63.694 17788 4 47624 6.23
phohatase *y9y10*y10y13




|P26976|PHON_SALTY Non-ecific acid
phohatase

11

INPKDTPETWNMLK

94

14

25.94

y7y11°y11y13*y13

1686.84

61941

16085

843.93

-3.04

|P26976|PHON_SALTY Non-ecific acid
phohatase

12

Carbamidomethyl+C(1

%

WEFGQSRVICGAHWQSDVDAG

R

183

23

11.96

b13y4y8

2618.22

60.756

1669

3

8734

|P26976|PHON_SALTY Non-ecific acid
phohatase

13

Phohoryl STY(4)

NLLTMGGYYATASAKK

108

16

15.43

b3*b3yal

1768.81

83.460

5283

B

590.27

-9.11

|P26976|PHON_SALTY Non-ecific acid
phohatase

14

Phohoryl STY(9)

INPKDTPETWNMLK

94

14

27.91]]

b4b7*b7H8y

1766.82

38.801

1846

B

589.61

4.15

|P26976|PHON_SALTY Non-ecific acid
phohatase

15

Oxidation+M(12)

INPKDTPETWNMLK

94

14

28.7

bSb10b12y5*

1702.84

73.935

44120

D

851.92

-4.80

|P26976|PHON_SALTY Non-ecific acid
phohatase

16

Oxidation+M(5)

NLLTMGGYYATASAK

108

15

33.44

b6°b6b1i11b12y8y12

1576.79

82.646

4415

3

526.2

12.85

|P26976|PHON_SALTY Non-ecific acid
phohatase

17

GAVEFAR

208

21.82

b4b6

749.39

52.308

5099

1

749.3

0

-3.67

|P26976|PHON_SALTY Non-ecific acid
phohatase

18

IFVVGAK

85

8.27

y5

899.53

52.055

8678

2

450.27

-1.70

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

TITSWADLWKPEYK

146

14

44.68

b12y1ly2y4y5y11y12yl;

a 1785 .

83.786

70095

579.96

-12.29

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EGGIFWMDSLAIPANAK

249

17

14

47.28

b3b5b6°b6b12°b12yly2yH+

yby7y12*y12y17

1819.91

94.407

49983

910.46

4.56

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EVAETIGYPTPNLAAR

285

16

48.66

b7y7y8y10y11y13y16

1784.

61.863

41577

N

851.45

5.59

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

DGAYDLVVPSTYYVDK

73

16

15.43

b9b11y8

1804.89

74.930

6274

902.95

13.59

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

NSLLLTDDAR

160

10

26.38

b2b7y3y4

1117.59

62.369

4317

7.97

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

QAGTPLEVVWPK

237

12

45.75

b4b7b8*b8b10°b10yJ

1324.7

28T

34552

442.26

21.65

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

EIEAAYEELK

190

10

24.62

b5b8y3

1194.61

55.098

2553

2

597.8

14.71

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

LTNFHNLDPEMLNKPFDPNNDYS

VPYIWGATAIGVNSDAIDPK

103

43

11.75

b26°b26y6y21

4803.2

118.60

873

4

1201

56

5.351

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

SLYPDAQTISK

312

11

33.87

y7y8°y8y9

1222.62

76.333

6364

1.81

-8.19

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

10

EGMIQK

92

12.8

b5

705.36

42.052

4889

1

705.3

-1.64

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

11

EGGIFWMDSLAIPANAKNK

249

19

20.44

b5°b5b11b13

2062.0

1.a97

4030

688.01

-9.71

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

12

DGAYDLVVPSTYYVDKMR

73

18

14

88.54

b3b7b8°b8b10°b10b12y4
7y9y11y12°y12y15

Y 2002.03

122.861

1867

B

698.02

13.77

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

13

Phohoryl STY(15)

TYKDGAYDLVVPSTYYVDK

70

19

13.48

b1QB_H3PO4 b13y3

2277.04

60.142

4243

4

570.0]

7.61

[POA2C7|POTD_SALTY

ermidine/putrescine-binding periplasmi¢

protein

14

Phohoryl STY(10)

EVAETIGYPTPNLAARK

285

17

14.67

b3183y

1909.94

117.951

3655

P

955.47

4.99




[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 15 TSWADLWKPEYK 148 12 1 7.23 b10 1523.77 83.818 4229 2 762.3p 141
protein
|P66032|RIBB_SALTY 3 1 | carbamidomethyl+C A@PEC'AFAGQHYNRMAVVT'EDLVA 184 25 6 20 b2b8b13y3y5y7 2775.31 99.707 56347 | 3 925.80 4.49
|P66032|RIBB_SALTY 3 2 MNQTLLSSFGTPFER 0 15 12 94.1h°2P5 bSSjgji'gyewygyl 1727.85 85.470 46381 P 864.43 6.99
[P66032|RIBB_SALTY 3 3 VELALDALR 15 9 5 14.55 b2b3y2y4°ydy9 999,58 70.099 3814 2 050 5.31
. GHTEATIDLMTLAGFKPAGVLC b3b7b9°b9b12°b12b30y4by
2
|P66032|RIBB_SALTY 3 4 | carbamidomethy+c(S ELTNDDGTHAR 150 34 13 30.91 4yBy10°910710 3562.77 123.577 26975 B 1188.24 20.28
[P66032|RIBB_SALTY 3 5 DGAKPSDLNRPGHVFPLR 123 18 5 2143 14th14b15°b15y14 1976.01 100.161] 2850 |2 98851 16.43
|P66032|RIBB_SALTY 3 6 VELALDALREGR 15 12 5 24.15 b4°bay9°y9y10 1341.73 64.441 805 | 2| 67137 10.74
|P66032|RIBB_SALTY 3 7 NQTLLSSFGTPFERVELALDALR 1 23 4 18. b5b7b1ly4 2577.34 117.201 1686| |3 859.78 11.18
[P66032|RIBB_SALTY 3 ) Oxidation+M(1) MNQTLLSSFGTPFER 0 15 2 26.7 b13y3ydy10 1743.85 83.005 2684 |2 87248 6.07
IPOAZB3IRS7_SALTY 30S ribosomal| STAESIVYSALETLAQR 36 17 15 67.36 |P102'D2D7DTLIZDISDIRY 4\ gag o 107.293 1110290 B 613.65 -11.95
protein S7 1y3*y3y4y5y6y9
'POAZBQ"RS;&QET;Q’OS ribosomall -, SELEAFEVALENVRPTVEVK 56 20 7 13.01 b2b3°b3b8y1y11y20 2288 92.630 64543 | 3 753.73 2.49
'POAZBQ"RS;&QET;Q’OS ribosomall FVNILMVDGK 25 10 8 69.31 b2b3y2y3ydy5y6y8 1135.62 76550 263 | 2| ses.31 -1.93
'POAZBQ"RS;&QET;Q’OS ribosomall FGSELLAK 17 8 5 61.25 b6y3ydy6y7 864.47 52.429 154201 | 2 4827 -18.71
'POAZBQ"RS;&QET;Q’OS ribosomall o WIVEAAR 102 7 6 74.81 b4b5y3y4y5y6 844.45 51.325 113541 |2 322 17.13
IPOAZB3IRS7_SALTY 30S ribosomal| NALAMR 96 6 1 12.8 v5 675.36 37.070 5040 | [ 675.36 0.99
protein S7
IPOAZB3IRS7_SALTY 30S ribosomal| ILPDPK 11 6 2 128 ya°y4 682.41 33.396 3061| |1 68241 -6.17]
protein S7
b3*b3b5b7*b7b%y5°y5y9
[POA2B3|RS7_SALTY 30S ribosomal yOy10*y10y11°y11*y11y1P )
brotein 87 8 LANELSDAADNKGTAVK 119 17 23 134011 Aoy 3y ay1oy 1ty 171685 40.106 238959| B 572.96 12.58
6
'POAZBQ"RS;&QET;Q’OS ribosomall g WIVEAARK 102 8 3 38.4 b4b5b6 972.56 56.832 47794 |2 486.7B 51.9
. — .
IPOAZB3IRST_SALTY 30S ribosomal EDVHRMAEANK 138 11 14 105.93 | POPEDTOBYSYEVEYTYTYE 1504 6, 63.660 3507 | 2 650.31 4.60
protein S7 *y8y10°y10*y10
'POAZBQ"RS;&QET;Q’OS ribosomall SELEAFEVALENVRPTVEVKSR 56 22 5 27.27 b6b8°b8HAH16 25%. | 109.741 1662 | 4  834.78 3.12
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 1 LAEAGIPTQMER 60 12 8 61.07| b2b3y5yeysyoyloyl2  1315.6 508 | 74131 | 2| 658.34 -0.28
succinocarboxamide synthase
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 2 QSLGGLIEAYEAVAHR 215 16 7 37.74 b3b5b10y1y5y6y16 1713.8f 85.929 50747 | 3 57196 -10.33
succinocarboxamide synthase
[P65889PUR7_SALTY o
Phohoribosylaminoimidazole- 3 TVYSTENPDLLVLEFR 13 16 10 50.00 | P4P1L blllglfgzygygylzy 1895.99 89.314 31845| P 94850 7.28
succinocarboxamide synthase Y
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 4 GEVVLGDEFDGSR 184 15 4 16.31 boy4yey15 1563.74 95.487 16862 | 782.37 7.18
succinocarboxamide synthase
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 5 LGVEEGMELNPPIFDLFLK 104 19 3 20.44 b3b5b7 2161.08 82.66d 4sal | 2| 1081.04 -20.45
succinocarboxamide synthase
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 6 LWDK 199 4 2 11.81 y3°y3 561.31 32.139 12289 |1 561.31 9.46
succinocarboxamide synthase




[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 7 IEQFDR 39 6 1 12.8 b4 807.39 110.709 2414 |1 807.3p -9.98
succinocarboxamide synthase

[P65889|PUR7_SALTY o Q 0
Phohoribosylaminoimidazole- 8 Carbamidomethyl+C(9 KLEMVPVECVVR 82 12 13 101.9 b3 b3b4f§ ;’51)2’513/53’7 y7ypR 1458.78 63.650 19031 4 729.89 -0.08
succinocarboxamide synthase yROyL Ly

[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 9 TVYSTENPDL(L;XLREFRNDTSAGD 13 26 7 29.05 | b6b12b13yseySyl2yld  2840.3p 110.157 18343 | 3 7.484 7.22
succinocarboxamide synthase

[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 10 GEVVLGDEFDGSRLWDK 184 19 5 28.34 b10b11b13y7y10 2106.0 59.965 5512 | 2| 1053.50 -6.96
succinocarboxamide synthase

[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 11 NDTSAGDGARIEQFDR 29 16 6 40.91]  b13b14b15*b15y3y8 17817 72528 4909 | 3  584.60 7.11
succinocarboxamide synthase

IP65889|PUR7_SALTY Carbamidomethyl+C(8);

Phohoribosylaminoimidazole- 12 midometny ’ LEMVPVECVVR 83 11 4 33.62 b5y5y6y8 1346.70 82.860 217 |3 829 11.87
. ) Oxidation+M(3)
succinocarboxamide synthase
'POAlPGlGLS’;‘ﬁt—rszSZY Glutamine 1 AGGVFTDEAIDAYIALR 430 17 7 36.27 | bSb7blOyl2y13°y13yly  amss 77.285 94852 | 2  891.45 12.47
IPOALPGIGLNA_SALTY Glutamine 2 LVPGYEAPVMLAYSAR 322 16 10 75.7 | P2OISYAYSYTYOYIOVLLYIE 200 o) 78.372 38014 2 868.96 6.89
synthetase y16
'POAlPGlG"S’;‘ﬁt—hszSZY Glutamine 3 AINALANPTTNSYKR 307 15 5 24.39 y7°y8y10y13y15 1633.81 739 35007 | 3| 545.29 2.54
IPOALPGIGLNA_SALTY Glutamine 4 AINALANPTTNSYK 307 14 9 gg.58 |PAYTYBYOYLOVLLYI2VISVL ) 17 26 48.771 35606 2 739.38 223
synthetase 4
'POAlPGlG"S’;‘ﬁt—hszSZY Glutamine 5 GGYFPVPPVDSAQDIR 177 16 8 38.41 b12b13°b13y2y5*y5yay8 1786 58.222 26175 573.29 5.68
'POAlPGlG"S’;‘ﬁt—hszSZY Glutamine 6 |Carbamidomethy+C(11) FPDPAANPYLCFAALLMAGLDGI 360 24 7 29.16 | b3b12bl4bl5°b15ydyd  2565.3p 136.68 17016 | 3  8s5[r8 11.42
IPOALPGIGLNA_SALTY Glutamine 7 ATGIADTVLFGPEPEFFLFDDIR 117 23 11 38.2 | P203DIDIIYLY2Y3yAYSYL Her og 117.770 14671| B 857.43 152
synthetase 2y23
[POALP6|GLNA_SALTY Glutamine GINESDMVLMPDASTAVIDPFFAD b2b3b4b5b9°b9*b9b10b13
aynihetase 8 STLIR 59 30 17 7137 |2 D aiyayayayerityta | 323862 114.080 13107 B 1080.21 6.03
'POAlPGlG"S’;‘ﬁt—hzg";Y Glutamine 9 MSAEHVLTMLNEHEVK 0 16 4 15.43 b7b11°b1ly4 1867.93 105174 3384 | 3| 623.31 13.20
- < 3 5
[POALP6IGLNA_SALTY Glutamine 10| Carbamidometnyl+(1h] ATFMPKPMFGDNGSGMHCHMY ) . " c0.02 |P4D5D5DEDBYBYEVEYILfL o5 337 448 o18.43 137
synthetase LAK 2
'POAlPGlG"S’;‘ﬁt—hzg";Y Glutamine 11 EIPQVAGSLEEALNALDLDR 406 20 4 21.14 b13b14*b14y8 2158.0| 109.444 3122 | 4 71836 -16.10
'POAlPGlG"S’;‘/%sz;Y Glutamine 12 SAEHVLTMLNEHEVK 1 15 4 16.31 b3boy8*y8 1736.87 31.028 po7 | 4| 43497 1.90
IPOALPGIGLNA_SALTY Glutamine 13 | carbamidomethyi+c(1 ) PPAANPYLCFAALLMAGLDGIK| 44, 26 3 11.33 b3boy11 2807.42 129.334 27845 | 3 936.48 2.2
synthetase NK
IPOALPGIGLNA_SALTY Glutamine 14 FVDLRFTDTK 16 10 6 50.2 b3°b3b7b8y4y5 1241.6 64.413 440 2 21.83 3.05
synthetase
'POAlPGlG"S’;‘ﬁt—hszSZY Glutamine 15 ADEIQIYKYVVHNVAHR 232 17 3 23.33 b6b7b9 2055.06 71.208 = | 2| 102803 7.72
'POAlPGlG"S’;‘ﬁt—hzg";Y Glutamine 16 MSAEHVLTMLNEHEVKFVDLR 0 21 4 22.52 b8b12b13y5 2498.22 692 1818 | 3| 83341 -14.76
'POAlPGlG"S’;‘ﬁt—hszSZY Glutamine 17 Oxidation+M(9) MSAEHVLTMLNEHEVK 0 16 3 23.8 y5ylly12 1839 81.541 1871 | 3 628.63 -5.90
IPOALPGIGLNA_SALTY Glutamine 18 NALANPTTNSYKR 309 13 0 4.97 1449.75 43.761 2535 |2 72538 623
synthetase
|Q8ZRP4|DAPD_SALTY 2 1 MQQLQNVIETAFER 0 14 7 4464  b13y§y0*ylOyl2yld | 1706.86 86.831 93843 [2  853.93 2.36
|Q8ZRP4|DAPD_SALTY 2 2 EAVNQVISLLDSGALR 28 16 12 99.7¢2206 bGyz);i‘(’)“y‘r’yGWVSyg 1684.93 92.929 70446 2 842.97 5.58




|Q8ZRP4|DAPD_SALTY 2 3 INDNQVIDGAESR 68 13 9 7001  y3°y3g§7°y7y8yoy13|  1430.69 42.202 sgasd |2 715.8% -0.85
|Q8ZRP4ADAPD_SALTY 2 2 IDGQWVTHQWLK 48 12 6 20.17 b5*b5b8Y6°y6 1510.77 73.919 10345] |2 755.89 6.95
|Q8ZRP4|DAPD_SALTY 2 5 ETGEVHYGR 217 9 6 63.5 b3°b3bay3y5y8 1047.49 58.084 2001 | 2 4 2.56
|Q8ZRP4|DAPD_SALTY 2 6 MQOLQNVIETAFERR 0 15 2 24.39 b5b10rh12 1862.95 82.711 5433] B 621.69 2.95
|Q8ZRP4|DAPD_SALTY 2 7 YFDKVPMK 81 ) 2 4468 babb5y3y4 1027.53 83.560 1607 |2 51427 852
|Q8ZRP4|DAPD_SALTY 2 ) Phohoryl STY(7) IDGQWVTHQWLK 48 21 5 27.38 b3°b3b5b6*06 1590.76 101.968 2789 |3 530.93 14.95
Carbamidomethy+C(3QNTVLMPSYVNIGAYVDEGTMVD b3°b3b5°b5b9b14b15y7°)7
|Q8ZRP4|DAPD_SALTY 2 9 oxidatoniM(20) TWATVGSCAQIGK 119 35 11 51.09 o0 3763.81 96.466 11303 4 94171 12.00
|Q8ZRP4ADAPD_SALTY 2 10 Oxidation+M(1) MQOLQNVIETAFER 0 14 3 17.37 b5y3y6 1722.87 108.636 1759] |2 86194 12.6]
1l % | %
IPOAZMS|UPP_SALTY Uracil 1 AGLGMMEGVLENVPSAR 78 17 9 38.36 | PLIDISDISYAYTYIZYIZY g o7 82.672 52679| P 865.94 9.31
phohoribosyltransferase 13y17
IPOAZMS|UPP_SALTY Uracil 2 VLVLVAAPEGIAALEK 155 16 8 66.6 b3b4b5b6b7y2y9y11 1592.97 86.769 44019 | 2 796.99 3.07
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 3 NEETLEPVPYFQK 103 13 3 26.11 y5y7y8 1593.7 66.367 18091 | 2 97.40 5.59
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 4 LGLMRENDISTK 14 12 8 24.15 | b2boys*y9ryoyl0°yloylle  1376.7Q  60.782 18080 | 2|  688.85 13.12
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 5 ITVVPILR 70 8 4 38.4 yAy5y6y8 910.60 70.803 14619 |2 455.8) 660
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 6 ELASEVGSLLTYEATADLETEK 29 22 5 22.13 b11°b11b14b15y14 62320 99.108 2742 | 3 790.40 16.49
phohoribosyltransferase
[POA2M5|UPP_SALTY Uracil ELASEVGSLLTYEATADLETEKVT . ] L
hohoribosyiansforase 7 EGWNGPVEIDOIK 29 38 4 23.61 b3b4°bab6 4148.03 112.57 10795 | 4  1037[76 511.6
IPOAZMS|UPP_SALTY Uracil 8 LGLMRENDISTK 14 12 4 30.39 b6b8°b8b10 1376.74 67.273 7444 | 2 88.87 12.24
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 9 NEETLEPVPYFQKLVSNIDER 103 21 4 21.05 b11b12*b12y8 25204  81.454 3018 | 3  840.75 -6.68
phohoribosyltransferase
b2b3b10b15b22y2y3°y 3y
[P63411JACKA_SALTY Acetate kinase 1 | carbamidomethyba) FA”DAVNGDELLRSGLAECFHLPE 17 26 17 76.68 |y8y10y13y14°y14y19y23y> 2907.39 105.196 42205| B 969.80 2.44
6
[P63411JACKA_SALTY Acetate kinase 2 EGTRPAVVIPTNEEIAQDASR 374 23 13 86.77 b7b8b93§3$§%’;yzy5y6w 2465.30 69.988 36925 B 822.44 -1.09
[P63411JACKA_SALTY Acetate kinase 3 | carbamidomethyi4y ESGLLGLTEVTSDCR 272 15 5 24.39 b4b6b12y2y15 1636.7 772 26633 | 2| 818.90 5.67
[P63411JACKA_SALTY Acetate kinase 4 SGDIDPAIFHLHDTMBVDQINK| 243 25 3 115 bey7y9 2736.36 91.628 4439 |3 912.7p 772.
[P63411JACKA_SALTY Acetate kinase 5 | carbamidomethy4y MLNKPVEELN”IT; HLGNGGSVSAl 95 26 4 11.33 b8b16yly13 2822.4 125.607 4162 | 3 941.49 0.4
[P63411JACKA_SALTY Acetate kinase 6 DSASFAPLHNPAHLIEALK 114 22 3 18.77 b3bob14 2272.23 87.276 31631 |3  758.8 79.6
[P63411JACKA_SALTY Acetate kinase 7 YTSSVVIDESVIQGIK 89 16 5 32.42 b3b6°b6b7b12 1737.9 34.151 17883 | 4  435.p3 311.
[P63411JACKA_SALTY Acetate kinase 8 | carbamidomethy)¢ CVDTSMGLTPLEGLVMGTR 224 19 14 107.44P3P11D12D14YSY3YSYONE 0 o7 95.544 2847 679.66 -5.03
y10y11y13y14y16
[P63411JACKA_SALTY Acetate kinase 9 LDAVVFTGGIGENAAMY 324 18 5 22.95 yTHyTy8*y8y14 1819.92 83.608 2803 |2 91046 1.4a
[P63411JACKA_SALTY Acetate kinase 10| carbamidometByb4 ESGLLGLTEVTSKDCRYVEDNYAT 272 24 3 21.01 b1dy5y6 2720.30 112.593 4443 |3 007.44 9.4
[P63411JACKA_SALTY Acetate kinase 11 SGF'NKEGTREQ\S/X'PTNEELV'AQ 368 29 11 36.57 |P3P3P5 b?;&bgbzoy?’y‘y 3111.61 71.104 4426 | 4  778.66 -9.26
. cetate kinasg . . . 9 . -3.
P63411JACKA_SALTY A Ki 12 IVHGGEKYTSSVVIBEIQGIK 01 23 3 18.37 b5b8b11 2458.31 62.513 3619 |3 82041 873
[P63411JACKA_SALTY Acetate kinase 13 LAKYIGSYTALMDGR 08 15 3 24.39 y5y6yl4 1658.84 60.083 2728 |3 s553.62 119
[P63411JACKA_SALTY Acetate kinase 14| Carbamidomety# | NGKCVDTSMGLTPLEGLVMGTR| 221 22 8 44.44| b3b5b13bl4*mlEy3y8| 2336.15 82.150 2601| [ 779.39 3.55




[P63411JACKA_SALTY Acetate kinase 15| Carbamidometyt8) MLTKESGLLGLTEVTSDCR 268 19 7 36.14 b4b5b7°b7y6yoy12| 2110.02 92.534 2512 | 2  1055.53 -13.19
[P63411JACKA_SALTY Acetate kinase 16 Phohoryl STY(7)  DAVVFTGGIGENAAMVR 324 18 4 14.03 bSy7y11*y11 1899.89 108% 6553 | 2| 950.45 -3.02
|Q7CPL5|RL14_SALTY 50S ribosoma b2b3b13y6y7y8y9*y9yl12 S
rotein L14 1 MIQEQTMLNVADNSGAR 0 17 13 66.77 LiyLiy1ay1y 1877.90 59.972 91705| P  939.45 8.78
'Q7CPL5|RL‘1);1&‘:’QLLT1\; S0Sribosomal | o hamidomethy+C(8)  FDGNACVILNNNSEQPIGTR 78 20 6 19. 2yBy7°y7y10y20 2219.08 60.114 14408 |2 1110.4 12.69
'Q7CPL5|RL‘1);1&‘:’QLLT1\; 50S ribosomal 4 ISLAPEVL 114 9 3 35.89 yay5y7 954.58 86.263 7770d |1 95458 029
. e 5
IQ7CPLSIRL14_SALTY 50S ribosoma) IQEQTMLNVADNSGAR 1 16 10 48.66 |PEPEDOYSYEVEYLOVIVL 745 06 64.402 12750 | B  582.96 8.25
protein L14 3°13
|Q7CPL5|RL14_SALTY 50S ribosomal b5°b5*b5b7°b7b9°boy3yd° ]
rotein L14 5 IQEQTMLNVADNSGARR 1 17 15 47.28 |7 o ouioyionto | 190293 64.444 20283| 4§  476.49 7.44
IQ7CPLSIRL14_SALTY 50S ribosoma) ¢ MIQEQTMLNVADNSGARR 0 18 8 44.84 | babebl2y8yllyl3+y13ylle 034.00 105.330 2041 | 2 1017.51 8.76
protein L14
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 7 33.62 bdy2y5y8y9tyoy11 1054.58 33.183| 27250 | 2| s527.79 7.52
amino-acid aminotransferase
N - o Xy %
IPOALASILVE_SALTY Branched-chain SVDGIQVGEGR 266 11 9 32.19| P2'P2b3DI0YE"YEYOYOVY 416 56 42.333 25552 » 558.79 0.44
amino-acid aminotransferase 1
IPOALASILVE_SALTY Branched-chain 5 AGGNYLSSLLVGSEARR 160 17 5 38.11 b5b7b8boy6 1749.90 78.04| 20500 | 3| 583.97 11,79
amino-acid aminotransferase
- i % | o,
IPOALASILVE_SALTY Branched-chain IQQAFFGLFTGETEDK 284 16 13 86.65| D2 D2DED12y4y6YBYOYOY gq g9 94.414 17861| P 91595 187
amino-acid aminotransferase 10y11y13°y13
IPOALASIILVE_SALTY Branched-chain ESLYLADEVFMSGTAAEITPVR 244 22 5 18.77 b2b8b12°b12b15 9318 118.728 9140 | 3  800.40 -0.81
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain VHVMSHALHYGTSVFEGIR 22 19 4 22.66 blydyl3yld 2140.04 8580 1798 | 3| 714.03 6.27
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 7 ADYIWFNGEMVR 5 12 5 33.15 b3bdy5°y5y7 1500.72 69.496 508 | 3500.91 17.16
amino-acid aminotransferase
[POALASIILVE_SALTY Branched-chainf WEDAKVHVMSHALHYGTSVFEGI[ ) 5 o101 bByL1y12 760,50 110 66 soob |3 o2ale Y
amino-acid aminotransferase R
IPOALASILVE_SALTY Branched-chain ¢ AGGNYLSSLLVGSEARR 160 17 4 27.36 b3b6y5y6 1749.9p 114.116 22827 | 2| 875.46 160
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain RHGYQEGIALDVNGYISEGAGENL 44 28 4 15.78 b4b8b10y10 3065.5 136.489 600 2 153325 0.0
amino-acid aminotransferase FEVK
IPOALASILVE_SALTY Branched-chain 1, | oo pamidomethyl+C(1P)  SVDGIQVGEGRCGPVTK 266 17 30.53 b3b15y3y10y11°y1l 1758.89 77.468 4515 |2 879.95 3.05
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 1, | oo idomethyirc(op) TV MSHALHYGTSVFEGIRCYDS |, 25 3 17.73 b4bob12 2930.44 88.480 2422 |4 73336 5.61
amino-acid aminotransferase HK
IPOALASILVE_SALTY Branched-chain , ; Oxidation+M(4) VHVMSHALHYGTSVFEGIR 22 19 4 235 bab1 2814 2156.06 76.128 82273 B 719.36 -3.74
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain | Oxidation+M(11) ESLYLADEVFMSGTAAEITPVR 244 22 6 27271 6th6bIb11b12°b12 2415.19) 63.673 2654 |4  604.55 6.97
amino-acid aminotransferase
IP67617|FETP_SALTY Probable Fe(24)- QTMLINEK 45 8 6 45.93 b7y3ydy5y8+y8 976.51 42.239 2187 |2 @8 -2.00
trafficking protein
IP67617|FETP_SALTY Probable Fe(24)- | o pamidomethytscd) T O Y-QRDAEGQDFQLYPGELG 4 25 5 24.67 b4b7b11b13y11 2049.4 122.73p 249 3 983p2 714.
trafficking protein K
IP67617|FETP_SALTY Probable Fe(24)- 5 | o) o midomethyi+C(4 TIFCTYLQR 3 9 8 74.09 b4b7°b7y3E5y8 1201.61 65.362 49773 P 601.31 1.42
trafficking protein
IP67617|FETP_SALTY Probable Fe(24)- DVHIEGYTPEDK 78 12 8 65.8 b4°b4bBh7y3y5y8y9 1402.67 13840, 7378 | 1| 1402.67 15.75
trafficking protein
IP67617|FETP_SALTY Probable Fe(24)- o LLEQEMVSFLFEGK 64 14 4 22.81 b7b8y9°y9 1669.8¢ 79.401 3008 2 | 835.43 -2.19
trafficking protein
b3*b3b4b5b8b9°b9*hob1D
IP67617|FETP_SALTY Probable Fe(24)- ¢ IYNEISKDAWAQWQHK 29 16 22 123.86| °b10*b10b11y4*ydy5Sy6n| 2017.02 63.680 3070 | 2 1009.01 13.98
trafficking protein 6y8*y8y9°y9*y9




IP67617|FETP_SALTY Probable Fe(24)- 7 QTMLINEK 45 8 0 1.49 958.49 42,233 2100 P 479.75 -4.01
trafficking protein
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal LFNELGPR 78 8 6 53.71 b2y3ydy6y7y8 945.50 56.027 217071 | 2 2e03| -13.04
H % | *| Oy
IQ7CPL7IRLL7_SALTY 50S ribosoma) NMAGSLVR 22 8 12 58.24 | DZDOTDTY2YBYSYEYEY g7 43 41.766 79454 | 2 42422 -12.82
protein L17 7y8*y8
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal 4 VVEPLITLAK 46 10 7 36.93 b2b3ylydy7y8y10 1082.68 70.108 401 | 2| 54184 -4.28
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal TRDNEIVAK 69 9 7 35.89 b1b2°b2b4b5b6yl 1045.5 20.642 5016 | 2523.28 -9.11
IQ7CPL7IRLL7_SALTY 50S ribosoma) g AGGYTR 90 6 1 12.8 b3 624.31 89.762 12779 |1 624.31 -3.32
protein L17
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal ¢ AGDNAPMAYIELVDR 103 15 4 29.07 b12b13y5y9 1634.81 54.604] 228 | 3| 54561 17.77
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50 ribosomal 7 RVVEPLITLAK 45 11 4 38.21 b3b4ydy5 1238.78 63.175 158407 |2 969 2.76
'Q7CPL7|RL;Z&‘:’£‘LLT1\; 50S ribosomal ¢ AGDNAPMAYIELVDRSEK 103 18 3 21.19 y3y5y13 1978.95| 73978 2314 | 3| 660.32 438
IQ7CPL7IRLL7_SALTY 50S ribosoma) g NMAGSLVR 22 8 0 1.49 830.41 41.766 5800 |2 415.71 5.81
protein L17
IP66193IRL3LB_SALTY 50S ribosomal TFDSESSAAR 62 10 11 81.62|P20YLYSYSYBYTYBYBYOWL ) 176 47 25.895 77068| P  535.74 -6.39
protein L31 type B 0
P66193|RL31B_SALTY 50S ribosomgll EIELDGVTYPYVTIDVSSK 33 19 3 21.26 b7ylly12 2128.08 85.695| 10217 | 2| 1064.55 6.77
protein L31 type B
. b3°b3b5beb10b11b12y3y4
'Pealgiskige?;fglLTY :?33 ribosomal 4 TVVFHDTSANEYVK 10 14 24 187.52 | °yay5*y5y6y7y8°y8y9°y9¥  1609.76 47.836 385612 B 537.26 -16.46
p P y9y10°y10*y10y11y12
IP66193|RL31B_SALTY 50S ribosomal MKPDIHPVYR 0 10 4 24.62 b6°b6y6Y9 1255.65] 43.300 1559 |2 62894 826
protein L31 type B
IP66193|RL31B_SALTY 50S ribosomal VGSTIKTER 24 9 4 54.21 y3y4y6y8 990.55 19.142 38379 |2 49578 6.90
protein L31 type B
[P66193IRL31B_SALTY 50S ribosomdl EIELDGVTYPYVTIDVSSKSHPFYT - o7 12 62,17 |P708DBOIDIDIODI6Y3YbY 4 o o 122792 577 | b 10510 63
protein L31 type B GR 8y9°y9
- %y
IP65692|KEPF_SALTY 6 1 IGVLTSGGDAPGMNAAIR 4 18 11 72.22 | P3010Y2YBYBYOYIOYI2YL )6 gg 63.129 36544| P 850.45 2.44
phohofructokinase 3yl4y18
IPE5692|KEPF_SALTY 6- 2 GGTFLGSAR 64 9 3 28.11 b3bdy5 865.46 48.467 23200 | 2 43333 767
phohofructokinase
IPE5692KEPF_SALTY 6- 3 |carbamidomethy+C(1]) HAIVAITEHMCDVDELAHFIEK 215 22 4 2126 b12°b12b19y12 2578.22 87.300 5101 |2  1289.61 8.3
phohofructokinase
IPE5692IKEPF_SALTY 6- 4 | carbamidomethy+C(8)  LTEMGFPCIGLPGTIDNDIK 112 20 3 18.0 b12b14y13 2191.08 82.706 8553| |3 7310 0.33
phohofructokinase
IP65692IKEPF_SALTY 6- 5 MVQLDR 49 6 1 12.8 b 761.39 96.517 4965 |1 761.3 -4.41
phohofructokinase
IP65692KEPF_SALTY 6- 6 | Carbamidomethy+C(l) CVGIQNEQLVHHDIDAIENMK 283 22 3 125 b8y5y13 2576.22 93.494 4956 |2 1288.61 -15.7
phohofructokinase
IPE5692KEPF_SALTY 6- 7 MGAYAIDLLLEGHGGR 267 16 4 37.19 y3ydy5y8 1672.81 84.267 18 | 3| 55828 21.16
phohofructokinase
IP65692KEPF_SALTY 6- 8 GIDALVIGGDGSYMGAK 93 18 3 14.03 b13y4y12 1722.88 92980 552 | 2| 861.94 3.40
phohofructokinase
IP65692IKEPF_SALTY 6- 9 DTSSSHQRISIVEVMGR 155 17 3 14.67 b4boy4 1901.97 87.298 9864 2| 951.49 10.27
phohofructokinase
IP65692|KEPF_SALTY 6- 10 GGTFLGSARFPEFR 64 14 5 48.64 b4b5b6b7y5 1541.77 43176 4046 2| 771.39 -8.63
phohofructokinase
IP65692KEPF_SALTY 6- 11 GVVRAALTEGLEVMGIYDGYLGL 22 27 4 34.8 yeyl12yl13y14 2959.46 135.424 1697 |2 14803 9.6
phohofructokinase YEDR
|P65692|K6PF_SALTY 6- Carbamidomethyi+C(11)HAIVAITEHMCDVDELAHFIEKET . , )
honofruciokinase 12 oxidatonaM(10) oR 215 26 5 14.07 b3b13y6°y6y12 3037.4 98.927 2800 | 2 1519p2 875




PR TR T
IQ7CQCAICMOA_SALTY tRNA 1 DITIENASMVVLNFTLQFLEPAER | 119 24 15 30.50 | P2P3’D3DE™OELTLTY2YY 7)) g 136.390 7281 | B 1375.6¢ -10.03
(cmo5U34)-methyltransferase 4°y4y6y7°y8°y8
[Q7CQC4/CMOA_SALTY tRNA . ]
emo5U34)y meihyitransforase 2 |carbamidomethy+C(18) FVQPNTQVYDLGCSLGAATLSVR 52 23 4 1.8 boy12y14y15 2496.29 98.093 4686 |3 832.77 14.7
[Q7CQC4/CMOA_SALTY tRNA i
cmo5U34) meihyitransforase 3 DTLFSAPIAR 4 10 3 26.38 beb7y5 1090.58 46.470 2000 |3 36440  .935
IQ7CQCAICMOA_SALTY tRNA 4 APTPVEVVEGDIR 106 13 3 18.63 b4boy6 1381.7 72.473 6178 | 3 1.2% -0.18
(cmo5U34)-methyltransferase
IQ7CQCAICMOA_SALTY tRNA 5 IIAVDNAMIER 84 13 4 38.42 b7b9b11b12 1428.77 66.030 4169 |2 4Bo 15.38
(cmo5U34)-methyltransferase
[Q7CQC4/CMOA_SALTY tRNA o i o
emo5U34)y meihyitransforase 6 HIDAYK 100 6 2 12.8 ya°y4 746.37 34.256 1885| [z 373.69 13.33
IQ7CQCAICMOA_SALTY tRNA 7 MSHRDTLFSAPIAR 0 14 5 25.94 b4b10°b10b12°b12 1601.4 a4 | 2718 | 2| 80142 13.03
(cmo5U34)-methyltransferase
[Q7CQC4/CMOA_SALTY tRNA - e
emo5U34)y meihyitransforase 8 Oxidation+M(8) VAEVFPDMIQR 23 11 6 25.12 b6y7°y7y8°y8*y8 | 1320.68 74.886 4641 440.90 13.03
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape ;| - - midomethyl+C(6 AALIDCLAPDR 321 11 11 59,99 °10203b8 ;flbloylﬁmg 1214.62 62.803 57033 2 607.81 0.70
o ]
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape | pamidomethy+C(18) GMGESNPVTGNTCDNVKPR 302 19 14 0B9. b3b4‘1’1ﬁ§331’iyy187y;f3’ 11 5032.90 38.687 46411 B 67831 7.15
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape SNVPGGPYSAITKEEHIXISWFAGG'E 128 35 4 10.95 b7b16°b16y11 3540.77 96.501 1302 4 885p5 8 13
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape AQGVQLTAK 94 9 3 28.11 b3y5y6 915.52 26.903 30084 |2 458.26 405.
P02936|OMPA_SALTY Outer membrane j
5 GIPSDK 292 6 1 12.8 v4 616.34 32.500 1265 1 61634 9.41
protein A ) ) ) ) ) )
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape DNTWYAGAK 24 9 4 49.95 b3y3y5y7 1025.48 64.412 4706| |2 51328 143
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape SNVPGGPSTK 128 10 6 44.71] b4b6*h6b8°h8y6 943.47 63.72 26631 | 943.47 -13.46
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape o DVVTQPQA 342 8 7 38.4 y3*y3yd*rydy5oy5ty5 857.43 122.857 ®6 | 1| 85743 1217
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape g FGQQEAAPVVAPAPAPAPEVQTK 194 23 3 11.96 b7y10y12 230321  4.683 2044 | 2| 1152.11 2.23
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape DHDTGVVFAGGIEYAITPEIATR 138 25 3 21.04 b13y5y6 2616.24  07L217 1502 | 2| 1308.64 5.60
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape AQGVQLTAKLGYPITDDLDVYTR 94 23 4 20.99 b3b4*bay3 2537.30| 125.728 12344 | 4 846.44 -8.56
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape , | o hamidomethyl+C(1) ISARGMGESNPVTGNTCDNVKRR 298 23 3 11.96 bsy8y15 2460.20 70.698 11224 |3 820.7H 10.5]
[P02936/OMPA_SALTY Outer membrafie - DGSVVVLGFTDRIGSDAYNQGLS| . 5 115 613623910 2627 28 o7 312 ool |2 en7ds oa
protein A EK ) ) ) N )
IPO2936|OMPA_SALTY Outer membrape LGYPITDDLDVYTRLGGMVWR 103 21 13 91.99 | PBPODIODLL*DILDIZ®D1Zy ), 5, 64.425 5498 814.08 1.60
protein A 5y6y9y10y12°y12
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape , o ADTKSNVPGGPSTK 124 14 4 24.74) b8b10y9y13 1358.69 68.36p 0472 | 2| 679.85 -3.14
[P69936]YDFG_SALTY NADP-dependdnt e
L-serine/L-allo-threonine dehydrogenade 1 VTDIEPGLVGGTEFSSVR 171 18 11 55,81 203 b3bii;{88ygy13yl4 Y 1862.96 70.138 29607| P  931.98 5.96
ydfG
|P69936]YDFG_SALTY NADP-dependdnt b2b13*b13b14*b14y2y3yh
L-serine/L-allo-threonine dehydrogenade 2 GH"N|GSTAGSWKPYAGGNVYGAT 126 25 18 67.08 |y5y8y9°y9*yOy11*y11y13{ 2491.27 66.082 18549 fl 623.57 14.11
ydfG y13*y13
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 3 ASVEDWETMIDTNNK 93 15 3 24.39 y7y8y10 1752.78 79.521 4400 3 584.93 1.32
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 4 AVLPGMVER 115 9 3 35.89 yayéy7 971.53 53.970 30651 2 486.2)7 .678
ydfG




[P69936]YDFG_SALTY NADP-depende TYENTTALTPEDITEAVWWVATL
L-serine/L-allo-threonine dehydrogenade 5 PAHVNINTVEMMPVTQSFAGLSV| 199 48 7 23.67 | b3b8b13°b13b14b27yp  5340.6 136.5 10240 | 4335.93 10.24
ydfG HR
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 6 TDLHGTAVR 162 9 3 35.89 yay5y6 969.50 24.221 9339 2 485.25 .140
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenade 7 DIDVLVNNAGLALGLEPAHK 73 20 8 42.78 | b4ab6b7°b7boblly3y7|  28.08 90.774 6582 | 3  687.03 -19.56
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 8 Carbamidomethyl+C(15) MIVLVTGATAGFGECIAR 0 18 3 14.03 Hiby16 1865.97 95.502 6285 p 933.49 5.43
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 9 NRAAIEEMMASLPAQWR 56 17 3 14.67 b6b12y8 1973.94 82.165 878 4 494.24 -12.68
ydfG
[P69936]YDFG_SALTY NADP-depende CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenag 10 . 4 MIVLVTGATAGFGECIARR 0 19 5 29.22 y7_HPO3 y6y7y9°y9y1P 204 66.041 8021 5 421.21 9.87
ydiG ;Phohoryl STY(9)
|P69936]YDFG_SALTY NADP-depende CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenag 11 [ v MIVLVTGATAGFGECIAR 0 18 6 42.11 b16y3y6y8y9y11l 1881.96 1884 21037 2 941.48 3.18
ydiG ;Oxidation+M(1)
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma MYAVFQSGGK 0 10 8 57.01 |  b2b3yayacyay7ysy10 1087.5 53364 884l | 2| 544.26 5.28
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma -, VSEGQTVR 13 8 3 38.4 y5Y6y7 875.46 16.986 1854 |2 43828 -3.21
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma 4 IGVPFVDGGVIK 48 12 3 27.38 y5y6y9 1200.69 77.704 42305 |2 660 3.97
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma LDIATGETIEFAEVLMIANGEEVK 24 24 8 28.81 | b3blayacysysryapyld | 2592.26 117.775 26262| [3  864.74 -17.99
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma g YAVFQSGGK 1 9 3 28.11 b5y3y6 956.46 90.752 4038 |1 9s6.4p 213
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma ¢ QWFTDVK ) 7 3 37.9 y3y5y6 923.44 114.154 1578 |1 923.44 -19.89
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma 7 MYAVFQSGGKQHR 0 13 4 26.11 b3b4b10*H10 1508.7 41.817 311p 3| 503.58 -13.67
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma ¢ Oxidation+M(16) | LDIATGETIEFAEVLMIANGEEVK 24 24 5 24.25 10°b10b11y6y12 2608.31 77.072 6948 |4  652.88 -0.19
[P67904[RS10_SALTY 30S ribosomal b2b3b7°b7bob10y2y3y4yl5 ! )
brotein 510 1 LIDQSTAEIVETAK 16 14 18 13132\ e oy 2y1om 1oyl 151780 56.296 159798| P 759.41 1.45
IP67904|RS10_SALTY 30S ribosomal LVDIVEPTEK 72 10 12 76.3 |P2YZY2YSYAYSYSYEYEVE 1145 60 52.723 76820 P 57181 -6.84
protein S10 y9y10
|P67904|RS‘1)?£;:LSTI0303 ribosomal 4 GPIPLPTRK 37 9 6 42.17 b2b3y4y5y6y9 978.60 44.150 55007 | 2 .e89|  -7.67
|P67904|RS‘1)?£;:LST Iosos ribosomal DARDQYEIR 59 9 5 28.11 b8y4°ydy8y9 1165.56 45.957 10160 |2 .83 1.05
|P67904|RS‘1)?£;:LSTI0303 ribosomal g FTVLIHVNKDAR 48 14 4 32.93 y2y6y7y8 1596.88 54.756 5756| |2 @8 -3.29
IP67904|RS10_SALTY 30S ribosomal FTVLIHVNK 48 11 3 29.1 yay6y7 1254.70 59.331 52376 |3 418.9 7.9D
protein S10
IP67904|RS10_SALTY 30S ribosomal  ; MQNQR 0 5 1 123 v4 676.32 107.124 1733| |1 676.32 5.60
protein S10
|P67904|RS‘1)?£;:LST Iosos ribosoma) g RLVDIVEPTEK 71 11 5 61.49 b3b4b5b6b7 1298.7 52.353 79692 | 2 49.87 -0.85
|P67904|RS‘1)?£;:LSTI0303 ribosomal g LIDQSTAEIVETAKR 16 15 5 26.7 b6b10b12y13%y13 1673.9 1350 1801 | 2| 837.45 532
|P67904|RS‘1)?£;:LST Iosos ribosoma IPLPTRK 39 7 0 1.99 824.53 44.155 10339 |2 412.77 -9.40




IP67904|RS10_SALTY 30S ribosomal DIVEPTEK 74 8 2 19.31 b5b7 930.47 52.764 3035 |1 930.4fF -7.81
protein S10
IP65882|PURA_SALTY Adenylosuccingle ;| o midomethyi+C(18)  VGAGPFPTELFDETGEFLCK 273 20 11| 7g |PLPADEDODLI®DLIDIZNNS )1y o7 100.837 24220 b 1107.54 12.24
synthetase y10y20
|P65882|PURA_SALTY Adenylosuccinate VLDDTMAVADILTSMVVDVSDLL b2b5b6b7b8b11b13°h13y1

nthetase 2 DOAR 186 27 17 113,97 eyeytyoytoye7 | 290545 138.435 16511 B 969.16 0.00
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”a]‘e 3 GVEPIYETMPGWSESTFGVKDR| 367 22 6 25.99 b3b4bgyoy12ey12| 8247 70.188 13639 829.06 -0.20
IP65882|PURA_SALTY Adenylosuccingte VGDLFDKETFAEK 148 13 9 43.45 | POPOYZY2YTYOVIOVIIVE 4 4qq 75 60.075 13347 B 500.25 -11.08

synthetase 1
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 5 |carbamidomethyl+C(11) AVQLNSLSGFCLTK 318 14 6 36.0F bRyAy8°y8y10 1537.78 74.849 5809 | |2 769.44 -13.24

1 ki %
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 6 | Carbamidomethyl+C(7)  LLLSEACPLILDYHVALDNAR 97 21 9 agog | P3YSY6 yGyi YBYILYL2VY 5396.26 92.414 20816 B 799.42 2.45
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 7 EVTTTPLAADDWK 354 13 3 18.63 b3b8y12 1446.70 81.395 5071 |3 82480 759
IP65882IPURA_SALTY Ade”y'osucc'”al'e 8 ETFAEK 155 6 2 128 y3°y3 724.35 37.312 4921 |1 72438 -8.43
synthetase
IP65882|PURA_SALTY Ade”y'osucc'”al'e 9 MPDGR 349 5 3 24.61 b3y4°y4 575.27 63.640 3274 |1 57547 121
synthetase
|P65882|PURA;/?\@;;?"Q”V'OSUCC'”TQ 10 MGNNVVVLGTQWGDEGK 0 17 6 2359 |  bll°hllya®yy8yll 1808.8| 63.616 3041 | 2 90245 13.67
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 11 ENVTSIGNGVVLSALMK 62 20 4 22.97 b4b5b11y6 2029.06 1172 2267 | 3| 677.03 -18.83
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 12 | carbamidomethyi+C(2) LCVAYR 343 6 1 1238 b5 781.41 35.905 1907 | 2| 391.21 4.06
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 13 MPDGREVTTTPLAADDWK 349 18 4 14.03 b5°b5b15y14 2002.9f  3HT6 25952 | 2| 1001.99 10.48
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 14 | carbamidomethyl+C(1p) RAVQLNSLSGFCLTK 317 15 3 16.31 1yRy8 1693.90 79.493 24641 P 847.48 -0.65
[P65882IPURA_SALTY Adenylosuccingle - EVMEYHNFQLVNYYKAEAVDYQ 163 o3 . 1612 b3yay7y10 . 114188 szl |3 96112 50

synthetase K
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 16 VGDLFDKETFAEK 148 13 4 31.15 boy6yoy11 1498.74 57.893 03| 3| 50025 1.14
[P65882]PURA_SALTY Adenylosuccinate EVTTTPLAADDWKGVEPIYETMP b3b6°b6b10b14y8y10y13fy )

Snthetase 17 CWSESTEGVK 354 33 9 24.86 ” 3641.76 122.899 5169 | B 1214.5€ 6.23
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 18 | carbamidomethyi+C(2) LCVAYRMPDGR 343 11 10 102.92  b@iFy5y6y7y8y9cyd|  1337.64 63.692 3499| |2 669.32 -3.74
[P65882]PURA_SALTY Adenylosuccinate VLDDTMAVADILTSMVVDVSDLL - A

Snthetase 19 DOAROR 186 29 7 22.76 | bSbldy6y7yl2eyl2*yl?  3189.6P 136.498 238 4 98.16 1.91
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 20 GNNVVVLGTQWGDEGKGK 1 18 6 22.95| b12b13°b13*b13b15D}5 857.93 79.395 2172 | 2 929.47 -10.51
IP65882|PURA_SALTY Ade”y'osucc'”al'e 21 EMKELEDR 82 8 3 30.62 b5b6y5 1049.49 71.052 192d |2 52525 04.3

synthetase
IP65882|PURA_SALTY Adenylosuccinge ,, Oxidation+m()  |FVVTSIGNGVVLSALMKEMKELE |- ¢, 28 7 36.99 | biéysyaysyloyilcy1l  3075.56 115.01p 426 3 53® -4.29

synthetase DR
|P65882|PURA;/?@;;?"Q”V'OSUCC'”TQ 23 Oxidation+M(9) | GVEPIYETMPGWSESTFGVKDR 367 22 3 12.26 bhsy11 2501.17 88.959 3655 [ 1251.09 2.05
|P65882|PURA;/?@;;?"Q”V'OSUCC'”&Q 24 Oxidation+M(9) GVEPIYETMPGWSESTFGVK 367 20 3 13.01 bgya 2230.06 106.167 3436 | B 744.03 10.29
|PO0924|ENO1_YEAST Enolase 1 1 NVNDVIAPAFVK 67 12 8 45.75 | b2b5y2y5y7ysyl0ty10|  1286.71 611 86652 | 2| 643.86 3.13
[PO0924[ENO1_YEAST Enolase 1 2 VNQIGTLSESIK 346 12 17 101.2 |P203p6L8YLY2y3y4’yAyBly ) 500 29 55.238 72373 2 644.86 1.14
6y7y8°y8y9°y9y12
[PO0924|ENOL_YEAST Enolase 1 3 SIVPSGASTGVHEALEMR 32 18] 6 22.36 b2°b2b5y3y6y15 1840.91] 62.640 5382 |3 61441 9.2
|PO0924|ENOL_YEAST Enolase 1 2 TFAEALR 178 7 7 50.21 blyly3ydy5y6y7 807.42 46.585 4811 | 2 4.2D 14.66
|PO0924|ENOL_YEAST Enolase 1 5 IATAIEK 330 7 5 19.58 b2bAy5°y5y7 74545 48.377 20008 |1 7854 7.70




[PO0924|ENOL_YEAST Enolase 1 5 AVDDFLISLDGTANK 88 15 6 28 b7b13y6y7y13yl5 1578.81 83.101 1629 2 78991 7.04
|PO0924|ENOL_YEAST Enolase 1 7 AADALLLK 338 8 6 70.54 b3y3ydy5y6y7 814.49 54.691 105398 |2 74 16.56
|PO0924|ENOL_YEAST Enolase 1 8 IGSEVYHNLK 185 10 2 37.9 b4boy4y5 1159.59 39.417 5642 |3 287.| -17.90
=" 5 =
|PO0924|ENO1_YEAST Enolase 1 9 GNPTVEVELTTEK 15 13 10| oso[PAP5S bz;tigw YAYOYIZ 141671 63.741 55586 | P 708.86 -6.89
[PO0924|ENOL_YEAST Enolase 1 10 LNQLLR 409 6 3 37.41 v3ydy5 756.46 43.694 35289 |2  378.7B 835
|PO0924|ENOL_YEAST Enolase 1 11 NVPLYK 126 6 2 251 bay4 733.42 37.987 13349 |1 733.4% 5.33
|P00924|ENOL_YEAST Enolase 1 12 AAQDSFAAGWGVMVSHR 358 7 1 2 23.33 V3yAyT°y7 1789.87 51.763 12684 |3 597.2p 11.8]
|P00924|ENOL_YEAST Enolase 1 13 TFAEALRIGSEVYHNLK 178 71 3 14.67 b10b16y9 1948.03 89.336 3077 |3 650.00 2.44
|PO0924|ENOL_YEAST Enolase 1 14 SVYDSRGNPTVEVELTTEK 9 9 1 3 20.44 v3y6y10 2124.05 69.638 3032] |2 1062.93 1.03
|P00924|ENOL_YEAST Enolase 1 15 AVDDFLISLDGTANKSK 88 17 3 22.08 b11b13b16 1793.91] 74.626 183 |3 598.64 7.69
: = m— 3
[P65215|KDSA_SALTY 2-dehydro-3 L VITDVHEASQAQPVADVVDVIQL o 2 1 5006 | P7P8b10°D10%10b12%DTR - 105227 3002] B 103454 016
deoxyphohooctonate aldolase PAFLAR b18y2y6
IPE5215|KDSA_SALTY 2-dehydro-3-| -, AGMAVGLAGLFLESHPDPANAK | 226 22 9 57.28 | b3b4ab8boy2ySy7YlB | 2166.09 89.090 20401 B 72270 -6.65
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| 5 | o idomethyl+C(1F) VSGNVIFDVTHALQCR 189 18 8 37.69  bEbOb13ye*yGy7yll |  2000.00 80.395 8674| |3 667.3f 3.17
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| VANDLPFVLFGGMNVLESR 12 19 8 33.93| bSb7*h7b14y9y11y138fl 2078.05 96.398 5024 | B 693.35 -12.69
deoxyphohooctonate aldolase
[P65215|KDSA_SALTY 2-dehydro-3- e
deomyphonoacionate aldolse 5 GPGLEEGMK 70 9 6 51.2 y3yd°ydy5yTy9 917.44 48.329 2304 |1 a7 4.59
IPE5215IKDSA_SALTY 2-dehydro-3-| ¢ | oo idomethyl+ (2 ICEHYVTVTQK 36 11 5 22.11 b3°b3tayh 1377.67 37.459 10020 B 459.89 -11.78
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| QTDLVEAMAK 120 10 6 36.93 b4*bab6*b6b7y3 1105.55 103.674 58 | 1| 1105.55 -2.65
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| ¢ SSIHSYR 63 7 5 34.89 b4°b4b5y3°y3 849.44 33.401 1628 | 2 42502 2113
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| o GANFGYDNLVVDMLGFSVMKK | 168 21 3 21.05 b10b11y10 2305.16 82 28456 | 3|  769.06 12.71
deoxyphohooctonate aldolase
[P65215|KDSA_SALTY 2-dehydro-3- VVNIGDIKVANDLPFVLFGGMNV .
deomyphonoacionate aldolse 10 LESR 4 27 5 17.27 y7y9°y9*yay20 2916.58 92.557 11734 |3 o72.86 3.60
IPE5215[KDSA_SALTY 2-dehydro-3-1 ), | oo igomethyts () 'WCPRGANFGYDNLVWDMLGES | o) 26 3 21.11 bayays 2033.42) 56.737 4004 |5  587.49 5.0
deoxyphohooctonate aldolase VMK
IPE5215|KDSA_SALTY 2-dehydro-3-| SSIHSYRGPGLEEGMK 63 16 6 37.74 b7b9b12y6°y6y7 1747.83  5%® 2159 | 3| 583.28 -9.99
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| 4 Oxidation+M(3) | AGMAVGLAGLFLESHPDPANAK| 226 22 8 22.13| hys°ys*yByoeyoyll+y1l 2182.10 116.960 2512 |2 1091.5p 3.80
deoxyphohooctonate aldolase
IPOAZFGISSB_SALTY Single-stranded LAEVAGEYLR 63 10 7 54 b2b3y5y6y7y8y10 1120.59 55.331 40665 | 2 560.80 -6.43
DNA-binding protein
|POA2F6|SSB_SALTY Single-stranded
DNABining protoin 2 VILVGNLGQDPEVR 8 14 9 51.48 | b3bdyly2ydy8yllyloyl4  1508.8  66.710 31316 | 24 754.93 1.05
IPOAZF6ISSB_SALTY Single-stranded YTTEINVPQIGGVMQMLGGR 97 20 8 25.61| b9°bo*bobl2°b12y7y®| 2164.07 115.948 10464 b 1082.54 9.70
DNA-binding protein
IPOAZFGISSB_SALTY Single-stranded QTGEMK 44 6 1 128 y5 693.33 50.387 15987 |1 693.33 9.24
DNA-binding protein
IPOA2FEISSB_SALTY Single-stranded VVMFGK 57 6 1 12.8 b5 680.37 46.470 8339 |2 340.69 -8.79
DNA-binding protein
IPOAZFGISSB_SALTY Single-stranded ¢ GSQVYIEGQLR 74 11 3 33.87 b4b6b8 1249.6 80.901 3419 |3 41782 -15.92
DNA-binding protein
IPOAZFGISSB_SALTY Single-stranded VVMFGKLAEVAGEYLR 57 16 3 21.96 b13y4y5 1781.94 76.287 1200| 3| 594.65 1356
DNA-binding protein
IPOAZFGISSB_SALTY Single-stranded ¢ QTGEMKEQTEWHR 44 13 3 18.63 b6b12y9 1659.7% 80.25¢ 4831 | 3 3.95 -0.59
DNA-binding protein
[POA2F6|SSB_SALTY Single-stranded b9b10b11°b11b12*h12b13 )
DNABinding protoin 9 YMPSGGAVANLTLATSESWRDK 22 22 16 941\ i vEyBynd 235413 114.081 3402 | B 785.38 4.87
IPOAZF6|SSB_SALTY Single-stranded Oxidation+M(5) QTGEMKEQTEWHR 44 13 3 18.63 b3b9y8 16%6.7  47.809 2679 | 2  838.38 3.28
DNA-binding protein




I
N

[POALVAIKAD_SALTY Adenylate kinast 1 LVEYHQMTAPLIGYYR 167 17 6 38.11 b11y3ydy5y8y17 2054.03 70.247 5512 | 3 esshs 582
[POALVAIKAD_SALTY Adenylate kinast 2 VDGTQAVADVR 195 11 5 25.12 b3y2y9y10y11 1130.57 37.614 89| 2| 566.79 -4.97
[POALVAIKAD_SALTY Adenylate kinast 3 YGIPQISTGDMLR 23 31 6 38.42 b2y3y7y8y10y13 1450.74 73.651 41090 |2 725.47 1.51
[POALVAIKAD_SALTY Adenylate kinast 4 NGFLLDGFPR 78 10 6 54 b3ylydy5y6y7 1135.5 81.717 373dt | 2 .3®8 -3.98
[POALVAIKAD_SALTY Adenylate kinast 5 GTQAQFIMEK 13 10 4 31.61 y2y3ydy7 1152.58 49.536 2730 |2  ®96. 7.73
[POALVAIKAD_SALTY Adenylate kinast 6 ILLGAPGAGK 2 11 8 62.74 |  b2b3y2y3ysy7yoyll 1009.63 61.978] 5991 | 2| 505.32 -5.80
[POALVAIKAD_SALTY Adenylate kinast 7 VEGKDDVTGEDLTTR M 15 4 16.31 bOy10y12y15 1634.81 72.434 19741 |2 817.91 12.9
[POALVAIKAD_SALTY Adenylate kinast 8 FNPPK 136 5 1 12.3 b3 602.32 56.749 1508 1 60232 -9.0
[POALVAIKAD_SALTY Adenylate kinast 9 | carbamidometigts) IAQEDCRNGFLLDGFPR 71 17 3 23.33 y5yoy10 2007.99 89.619 36677 | 2| 1004.50 9.30
[POALVAIKAD_SALTY Adenylate kinast 10 ILLGAPGAGKGTQ@@FIMEK 2 21 4 25.19 b3bdy17y19 2143.18 73.638 33616 |3 71507 4.44
[POALVAIKAD_SALTY Adenylate kinast 11 AAVKSGSELGK 36 11 4 25.12 b8y6°y6y7 1046.60) 68.264 18551 |2 3.80 11.20
[POALVAIKAD_SALTY Adenylate kinast 12 EAEAGNTKYAK 184 11 4 33.62 b4b7b8y9 1181.59 47.837 g32d |3 894 4.65
. b5°b5b8bob10°b10b11°b] 1
[POALVAIKAD_SALTY Adenylate kinast 13 GTQAQFIMEKYGIRETGDMLR 13 23 15 8531 | Eyoy OO 2584.26 64.421 5050 | 4  646.82 -0.83
|POALVAIKAD_SALTY Adenylate kinast 14 NGFLLDGFPRTIPQAMK 78 19 3 13.48 b13y6y9 2091.06 82.217 1514 |3 697.6p 2.57
|POALVAIKAD_SALTY Adenylate kinast 15 Oxidation+M(11) YGIPQISTGDMLR 23 13 4 31.51 b3b5y4y5 1466.7¢ 103.52 2469 | 3 89.89 11.40
|POALVAIKAD_SALTY Adenylate kinast 16 Oxidation+M(7) VEYHQMTAPLIGYYQK 167 17 8 40.07 | b7*b7b8°b8boyaye*ys| 20T 122.879 2272 | 4 690.68 -12.38
IPOAAO2INUSG_SALTY Transcription TLFEPGEMVR 125 10 9 24.62| b2°b2bebeboyly2ySylo 117859 .08 38934 | 2| 589.80 0.21
antitermination proteln nusG
IPOAAOZINUSG_SALTY Transcription VMGFIGGTSDRPAPISDKEVDAM) - g9 26 7 37.93 b2b3b4b8bob13y5 2776.35 74.02/ 25263 | 4  694j84 10.02
antitermination protein nusG NR
IPOAAO2INUSG_SALTY Transcription EVDAIMNR 106 8 5 30.62 b4b5°b5b8y3 947.46 34.183 1499y |2 234| 071
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription WYVVQAFSGFEGR 8 13 7 3115  bey3y6yeylloyllyl] 154578 872 4213 | 2| 77337 11.69
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription VMGFIGGTSDRPAPISDK 88 18 6 19.28 b4b9°hoy3y13°y13 1847.9  70.197 3500 | 3  616.64 1453
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription VNDGPFADFNGVVEEVDYEK 135 20 5 24.81 b3b8b15y3y8 224308 7.804 21153 | 2| 1122.02 7.62
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription FEPGYVLVQMVMNDASWHLVR 63 21 3 22.26 y5y9y10 2500.25| 1380 3033 | 3| 837.09 -1.46
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription ATPVELDFSQVEKA 167 14 8 53.98| blOy3ydoyayoryoyloyle 1523 70.650 23673 | 4 767.39 -0.40
antitermination proteln nusG




IPOAAO2INUSG_SALTY Transcription| o VNDGPFADFNGVVEEVDYEKSR 135 22 4 18.77 y5°y5y10y13 2488.1|  95.494 4680 | 2| 1243.59 12.96
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| WYVVQAFSGFEGRVATSLR 8 19 4 20.44 b7*b7b9b11 2173.15 2. 1730 | 2| 1087.08 14.49
antitermination proteln nusG
IPOAAD2INUSG_SALTY Transcription| TLFEPGE 125 7 0 2.48 792.39 66.035 5200 |1 792.3p 14.1
antitermination proteln nusG
IPOAAO2INUSG_SALTY Transcription| VMGFIGGTSDRPAPISDKE 88 19 1 9.51 v3 1976.91 74.051 477 3 50.66 0.12
antitermination proteln nusG
IPOAAD2INUSG_SALTY Transcription| 4 FEPGEMVR 127 8 0 2.48 964.46 66.018 1960 |1 o9e4.4p 4.56
antitermination proteln nusG
IQ8ZRNLMETQ_SALTY D-methioniney TEVYPIAGYSK 108 11 9 33.87 | b2b3°b3b6b10b11y2°y2)11 1245.4  65.274 34425 | 24 623.32 -8.23
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney IVELEAPQLPR 178 11 4 33.62 b3y5y6y9 1264.72 67.123 3057 2 2.83 -6.47
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine SLDELKDGSQVAVPNDPTNLGR 122 22 7 31.47|  b7°b7b10b13b1%y6y| 2325.16 58.745 18641| B 775.73 2.10
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney FVQAYQSDEVYEAANK 245 16 3 15.43 b3b10y12 1861.88 51.887 573 | 2| 93145 12.33
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney DGIFVEDKDYVNLIVTREDNKDA 215 29 5 11 b7y8y12°y12y29 3322.69 111.521 701 3 1108p4 9214
binding lipoprotein metQ ENVK
|Q8ZRN1JMETQ_SALTY D-methionine . | TFAAVGALIGSLALAGCGQDEKD X )
binding Ipoprotein metQ 6 |Carbamidomethyi+C(1 NI 6 28 5 17.09 y9*y9y13y15y28 2853.44 94.331 seed |3 95182 14.1
IQ8ZRNLMETQ_SALTY D-methioniney DGSQVAVPNDPTNLGR 128 16 8 54.84| bSb8b9*b9bl4bl5y11yl4 39180 66.036 12743 547.27 2.38
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney g DGVGLLPTSLDIVENPK 158 17 7 24.84| bl0y7yl0°y10%y10y11%fl 1766.99 82.159 8528 | B 580.67 19.90
binding lipoprotein metQ
IQ8ZRN1METQ_SALTY D-methioninet o |~ o midomethyl+C(1])  TFAAVGALIGSLALAGCGQDEK 6 22 6 . b5b7b8y3y4°y4 2149.06 102.067 4239 |2 1075.03 -18.6
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine FVQAYQSDEVYEAANKVENGGA | 55 24 5 14.96 b7°b7b20y14y22 2634.2 78.408 2354 3 878f7 301
binding lipoprotein metQ VK
'POAZAglRS;f&zQLSTIGQ’OS ribosomal IAHWVGQGATISDR 56 14 8 46.04| b4b8bl0°y5y7yloyllyld  15B0.|  49.007 65512 | 4  755.89 0.97
'POAZAglRS;f&zQLSTIGQ’OS ribosoma) VGFFNPIASEKEEGTR 35 16 9 31.21| b1b2b3b7y6yoylloylly1e 80187 59.912 20205 | 2 890.94 -6.65
'POAZAglRS;f&zQLSTIGQ’OS ribosoma VGFFNPIASEK 35 11 8 51.94| b5b7*b7b9*boblOy7ryf  1208.6p B 23707 | 2| 604.81 12.02
'POAZAglRS;f&zQLSTIGQ’OS ribosoma VGFFNPIASEKEEGTR 35 16 3 21.96 b10y13y14 1780.91 82.306  0578| 2| 890.96 13.30
|Q7CPZ4|GRPE_SALTY Protein grpE] FVNELLPVIDSLDR 9 14 3| 2281 b4bs5ys 1629.89 97.694 38967 |2  815.4% 5.47
. b2b3b10*h10y4y5+ySy6°y
|Q7CPZ4|GRPE_SALTY Protein grpEl IANLEVQLAEAQTR 43 14 41 | 6311 [P hloyta 1555.84 64.390 21646 | P 778.42 2.67




|Q7CPZ4|GRPE_SALTY Protein grpE| DEKIANLEVQLAEAQTR 40 17 5 14.67 b6*beb16y5°y5 1928.01] 65.433 8231 |3 6433 -1.21
. TPEGQAPEEIMDQHEEVEAVEPN i )
|Q7CPZ4|GRPE_SALTY Protein grpEl DSAEOVDPRDEK 7 36 5 22.07 bey4y5yTy12 4060.82 64.334 6789 |4  1015.p6 0.6
% |
|Q7CPZ4|GRPE_SALTY Protein grpEl ALEVADKANPDZAAMVEG'ELTL 104 24 9 57.16 b4b5b11b11§y1b612b15b16 b 2529.27 122.798 2248 | B 843.76 -8.20
|Q7CPZ4|GRPE_SALTY Protein grpEl RTEQDIEK 74 8 7 50.7 b4b6°b6*bEySYy7*y7 1018.52 82.819 1588 | 11018.52 2.58
[P16657|FABI_SALTY Enoyl-[acyl-carrie|- FDGFVHSIGFAPGDQLDGDYVNA b11°b11b12b18yly2ydy5
brotoin] reductase [NADL] 1 it 84 26 13 43.73 YEyBy10y14y26 2797.34 83.417 20451| B 933.12 5.50
'P1665:)';?;5?&&;;5;‘[’,‘\I"'A[gm'came T2 TMLNPGSALLTLSYLGAER 132 19 15 64.63 |1 bl;:)gzsgsllggllgMSy) 2007.07 101.900 24019| P 1004.04 4.26
'P1665:)';?;5?&&;;5;‘[’,‘\I"'A[gm'came T3 MGFLSGKR 0 8 4 38.4 b3b5°b5b6 895.47 53.450 3554 |2 448.34 4213,
IP16657|FABI_SALTY Enoykfacykcarrief- VAHDISSYSFVAMAK 114 15 11 100.g | P3D4DEDIDI2DIAYIYEYBYY 4 qrp g 63.668 28958| B 542.60 2.25
protein] reductase [NADH] 8y9
'P1665:)';2‘?:52;2;5;‘[’,‘\I"'A[gm'came "5 MGFLSGK 0 7 3 34.89 b3b4y3 739.40 35.706 2851 1 739.40 19.8
'P1665:)';?::52;2;5;‘[’,‘\I"'A[gm'came ) AIPNYNVMGLAK 151 12 3 30.39 y6y8y10 1290.69 67.304 24194 |2 @B -1.61
'P1665:)';?::52&;5;‘[’,‘\I"'A[gm'came T 7 VNAISAGPIR 183 10 4 36.93 b3y5y6y8 997.57 45.218 1644 2  299.| -1052
'P1665:)';2‘?5?&}1;5;‘[’,il"'pfgm'came ) EGAELAFTYQNDK 30 13 5 44.03 b6b7y5y8y11 1485.71 66.009 quo | 3| 49591 18.16
'P1665:)';2‘?5?&}1;5;‘[’,il"'pfgm'came T 9 ASLEANVRYMANAMGPEGVR 163 20 9 32.14 | b4°babe°beb9*boysya | 2136.05 71.143 3412 | B 53477 8.12
'P1665:)';2‘?5?&}1;5;‘[’,il"'pfgm'came T 10 Oxidation+M(8) AIPNYNVMGLAK 151 12 6 56.54 b3b6bob11y4a0 1306.69 48.952 14386| P 653.85 7.10
'P1665:)';2‘?5?&}1;5;‘[’,il"'pfgm'came T Oxidation+M(13) VAHDISSYSFVAMAK 114 15 5 39.46 b8hOy Ay 1641.78 47.795 3555 | P 821.39 -7.51
tr;':éirlisgi;Orggféﬁil\;:ggi'slfoP 1 SSDVSLPVLVLTAR 68 14 7 41.67 b3°b3ydy8y9y10y14 1456.84 582 62618 | 2| 728.92 0.67
tr;':éirlisgi;Orggféﬁil\;:ggif’;cﬁoP 2 VLVVEDNALLR 3 11 6 44.41 b2y5y7y8*y8y9 1240.72 68.501 44360 2| 620.86 -5.90
f *] * o,
[P14146|PHOP_SALTY Virulence 3 VQLQDSGHQVDAAEDAR 18 17 11 45.22 |P2D2Y2Y3YOYOVIOVILYL a0 54 37.246 16512 8  613.62 -10.75
transcriptional regulatory protein phoP) 1y15y17
tr;':éirlisgi;Orggféﬁil\;:ggi'slfoP 4 DSLMLQLYPDAELR 172 14 7 36.07| b6°b6b13*h13y7yoy1] 166B.8|  94.483 14136 | 4 83241 -14.16
[P14146|PHOP_SALTY Virulence 5 VEVLSSGADDYVTKPFHIEEVMA 88 24 4 11.71 b&°b8y3y11 2692.3( 125.351 gssok | 3 898.11 9.1
transcriptional regulatory protein phoP) R
tr;':éirlisgi;Orggféﬁil\;:ggif’;cﬁoP 6 IQAQYPHDVITTVR 201 14 7 70.51 yAyBy7y9°yoy10y12 1640.8%  2.554 61962 | 3 547.62 -15.77
tr;':éirlisgi:lorggféﬁi/\;:gg;s?ﬁoP 7 GQGYLFELR 215 9 4 42.17 b7ydy6y7 1082.58 72.683 3184 1 1m2p -9.81
tr;':éirlisgi;Orggféﬁil\;:ggif’;cﬁoP 8 Oxidation+M(8) VVSKDSLMLQLYPDAELR 168 18 3 14.03 bey1241 2093.07 92.527 21304| B 698.36 -10.15
tr;':éirlisgi;Orggféﬁil\;:ggi'slfoP 9 Oxidation+M(4) DSLMLQLYPDAELR 172 14 4 27.91 b5b12b13y6 67D.84 98.096 3541 | 2 840.42 4.51




[P14146[PHOP_SALTY Virulence 10 Oxidationsm(z2) | VEVESSGADDYVTKPFHIEEVMA - 04 1 s0.3 |p3DADTDTOEDBOOYAYENS o 136.445 4z | b 135460 1334
transcriptional regulatory protein phoP)| R yll
IPSBE6LIAAT_SALTY Aartate 1 QLFVNTLQEK 322 10 7 36.93 b7y3*y3yd*tydy6*y6 1219.65 64.410| 32223 | 2| 61033 1201
aminotransferase
IPSBE6LIAAT_SALTY Aartate 2 GSALINDK 85 8 7 45.93 b2°b2b5b6b7y7y8 817.44) 39.444 3169 2 09.22 2.24
aminotransferase
IPSBE6LIAAT_SALTY Aartate 3 TAQTPGGTGALR 96 12 4 24.15 bdy8yay12 11295 30.629 1454 2 65.3 9.62
aminotransferase
=
IPSBE6LIAAT_SALTY Aartate 4 MFENITAAPADPILGLADLFR 0 21 12 55.11 | P2D3D4bELIAYLY2Y3y4YRY o0 19 121.003 13248 P 11381 5.26
aminotransferase 13y21
IPSBE6LIAAT_SALTY Aartate 5 VWVSNPSWPNHK 122 12 5 33.15 b5*b5h9y7y8 1450.71 60.81 4966 2| 725.86 10.27
aminotransferase
IPSBE6LIAAT_SALTY Aartate 6 FENITAAPADPILGLADLFR 1 20 4 19.8 b7b11°b11b13 2144.14 /D 8764 | 3| 715.39 8.77
aminotransferase
IPSBE6LIAAT_SALTY Aartate 7 DQVLR 355 5 1 123 b 630.35 42.284 8319| |1 6303 -14.8
aminotransferase
IPSBE6LIAAT_SALTY Aartate 8 AIWEQELTDMR 304 11 6 35.2 b6b7°h7y5°y5y9 1391.67 73.991 87| 2| 696.34 5.35
aminotransferase
IPSBE6LIAAT_SALTY Aartate 9 GWLPLFDFAYQGFAR 204 15 3 16.31 b3b7y4 1787.8 116.85 333p2 | 894.45 -2.59
aminotransferase
IPSBE6LIAAT_SALTY Aartate 10 | carbamidomethyi+C(4) VGACTLVAADAETVDR 254 16 4 21.96 YA °y11y12 1647.80 65.297 3101| |2 824.41 1.41
aminotransferase
IPSBE6LIAAT_SALTY Aartate 11 GLEEDAEGLR 219 10 3 24.62 bay7y9 1088.53 90.865| 167 2 54417 7.85
aminotransferase
IPSBE6LIAAT_SALTY Aartate 12 DETGK 37 5 1 123 b3 549.25 105.346 1588 |1 549.26 0.11
aminotransferase
IPSBE6LIAAT_SALTY Aartate 13 NFGLYNER 246 8 5 45.93 b3b4bSy7+y7 1012.5( 114.154 151 1 omn 19.35
aminotransferase
IPSBE6LIAAT_SALTY Aartate 14 NYLGIDGIPEFAR 63 13 4 31.15 bdy5y8y10 1464.76 81.670) 151 3 88.82 4.75
aminotransferase
IPSBE6LIAAT_SALTY Aartate 15 | carbamidomethy+C(4) VGACTLVAADAETVDRAFSQMH 254 22 3 206 bldysy7 2340.13 86.635 gosa| |3 780.7 2.92
aminotransferase
IPSBE6LIAAT_SALTY Aartate 16 | carbamidomethyl+C(1#) NYLGIDGIPEFARCTQELLFGK| 63 22 5| 389 b7b8°b8h9y3 2541.29 108.075 5084 |3 84777 2.69
aminotransferase
IPSBE6LIAAT_SALTY Aartate 17 RVWVSNPSWPNHK 121 13 4 18.63 b3y5y8*y8 1606.82 63.74¢€ 748 3| 536.28 3.27
aminotransferase
IPSBE6LIAAT_SALTY Aartate 18 DFSFIKQNGMFSFSGLTK 336 19 6 30.61  bloyoyloy13°eylzyls 16212 105.379 3896 723.04 11.83
aminotransferase
IPSBE6LIAAT_SALTY Aartate 19 SALINDK 86 7 1 9.02 b3 760.42 39.420 37234 |1 760.4 474
aminotransferase
[P40732]ARGD_SALTY
Acetylornithine/succinyldiaminopimelatd 1 TGDLFAYMHYGVTPDILTSAK 234 21 5 126 b1b3b6y8y21 2300.13 8859 40895 | 3 767.38 1.06
aminotransferase
[P40732]ARGD_SALTY
Acetylornithine/succinyldiaminopimelate 2 FAPSLVVEEADIHEGMQR 377 18 3 22.95 y5y6y9 2027.91% 69.302 le9 3 676.66 -6.50
aminotransferase
[P40732]ARGD_SALTY - 0
Acetylornithine/succinyldiaminopimelatd 3 SQGETLWHTSNVFTNEPALR 68 20 14 42,7612 gfb; fngllg gély‘l 6 2087.12 72.521 37822 B 763.05 6.08
aminotransferase yerysyLeyLay
[P40732]ARGD_SALTY R
Acetylornithine/succinyldiaminopimelatd 4 VLFMNSGTEANETAFK 101 16 9 78.58 yeygyloyljf: YI2V13Y: 1758 85 68.788 37797 2 879.93 6.94
aminotransferase 4
[P40732]ARGD_SALTY
Acetylornithine/succinyldiaminopimelatd 5 ATFDEVILPVYAPADFIPVK 10 20 9 33.48 | b3°b3b5b7°b7b8yly3yl 2205.19 103.804 23523| P 1103.1 4.32
aminotransferase
[P40732]ARGD_SALTY
Acetylomithine/succinyidiaminopimelatd 6 | Carbamidomethyl+c(g)”"Y MPPHTCAVVVEPIQGEGGVQ | 444 30 11 47.79 | PLODLIDISYLY2YSYOVISYL 5 6q op 76.161 21844 B 1056.88 4.55
aminotransferase AATPEFLK 4y15y30




|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

YSDGFGPKPADIIHVPFNDLHAVK|

156

24

21.52

b1b8b9b12°b12y3

2637.33

85.803

3761

879.78

-6.02

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

Carbamidomethyl+C(3
Carbamidomethyl+C(1

’

)

DLCDEHQALLVFDEVQCGMGR

213

21

19.51

b11°b1ly5y8y12

24PP.

86.048

16945

831.38

4.41

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

DFLYAGAEAGVMVLNAGADVMR

355

22

21.01

b11y9°yoy10

227041

112.603

8589

1135.57

18.28

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

10

MATEQTAITR

10

24.62

bab8sy7

1121.56

63.583

4213

2

561.28

.182

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

11

QQFVQHLQAIDEQFDIFSDIR

315

21

16.74]

b3b5y7y10°y10

2267

80.290

1914

859.75

-10.04

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

12

ATEQTAITR

28.11

b3b5y8*y8

990.51

57.228

1832

2

495.76

1.15

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

13

ATEQTAITRATFDEVILPVYAPADF

IPVK

29

29.06

b3b5b10b11°b11*b11b2]
9

y

3176.68

136.441

96629

B

1059.5¢

-3.46

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

14

ATFDEVILPVYAPADFIPVKGK

10

22

16.07

b4b6y5y14

2390.30

5.408

27852

797.44

0.00

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

15

Carbamidomethyl+C(1

V

YIDFAGGIAVTALGHCHPALVEA
LKSQGETLWHTSNVFTNEPALR

42

46

12.22

b3°b3b9y21

5020.43

88.558

2504

5

100489

914.

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

16

LIDATFAERVLFMNSGTEANETAF

K

92

25

11.5

b3y5y11

2775.38]

106.274

2049

3

925.80

4.75

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

17

Oxidation+M(16)

FAPSLVVEEADIHEGMQR

377

18

14.03

b1By12

2043.98

92.192

13546

3

682.00

-2.57

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

18

Oxidation+M(4)

VLFMNSGTEANETAFK

101

16

21.61

bab11yidy

1774.83

78.383

3718

B

592.28

1.58

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

19

Oxidation+M(12)

DFLYAGAEAGVMVLNAGADVMR

355

22

18.77

Sy7y12

2286.11

77.940

3679

3

762.71

7.90

|P40732|ARGD_SALTY
Acetylornithine/succinyldiaminopimelate
aminotransferase

20

TSNVFTNEPALR

76

12

38.47

b5*b5b6*b6b10b11

1348.6

72.54

12970

674.85

1.36

|POA7X0|RS8_SALTY 30S ribosomal
protein S8

SMQDPIADMLTR

12

16

112.71

b2b3b4b7b10b12y2y3y5y
°y6y8y9y10°y10y12

6

1377.65

79.108

259876

689.33

-0.18

|POA7X0|RS8_SALTY 30S ribosomal
protein S8

AAVTMPSSK

22

12

69.79

b2b4°b4y2y3ya°yay5y6y°

y7y9

891.45

32.415

107124

446.23

-11.37

|POA7X0|RS8_SALTY 30S ribosomal
protein S8

AVVESIQR

69

45.93

b3y4y5y6*y6

901.50

33.851

11724

251.

-15.77

|POA7X0|RS8_SALTY 30S ribosomal
protein S8

Carbamidomethyl+C(1

QAGLGGEIICYVA

117

18.6

b7ia2

1350.65

58.187

6084

675.83

-15.18

|POA7X0|RS8_SALTY 30S ribosomal
protein S8

VTMPSSK

24

1.99

749.38

32.400

13615

1

749.38

-3.01

|POA7X0|RS8_SALTY 30S ribosomal
protein S8

AVTMPSSK

23

1.99

820.42

32.381

3275

2

410.7

-3.94

|P60626|RL24_SALTY 50S ribosomal
protein L24

VIVEGINLVK

33

10

54

b2b3y4y6y7°y7y8y10

1083.67

66.414

272

542.34

-6.65

|P60626|RL24_SALTY 50S ribosomal
protein L24

RDDEVIVLTGKDK

13

29.38

b3b4b9ys

1487.79

43.883

4161

3

649

-13.21




IP60626|RL24_SALTY 50S ribosomal 5 SNSETIK 97 7 3 37.9 b3b5y3 778.40 104.549 5459 |1 77840 10.2f
protein L24
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg | MQLNSTEISELIK 0 13 8 49.8 | b2b3bgy3ysylOyllyld  1505.8p 746 | 56845 | 2| 753.40 5.03
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthase 5 | carbamidomethyl+C(7)  IHGLADCMQGEMISLPGNR 40 19 7 26.1p  2bBbEbIY3y10y19 2008.98 70.277 45004 |3 700.3B -2.54
IQ7CPELIATPA_SALTY ATP synthasq 4 ILEVPVGR 93 8 6 58.24 b3y3ydy5y6y8 882.53 53.396 40765 |2 @l| -14.32
subunit alpha
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg DSVGAVVMGPYADLAEGMK 68 19 5 26.11 b5°bSb13y11y12 1909.93  84.412 38169 | 2|  955.47 11.76
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o GYLADVELAK 453 10 7 37.9 b2b3b8y2y6y7y10 1078.57 61.450 ap3 | 2| 539.79 -4.75
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ TALAIDAINQR 175 12 5 27.38 yAryayTyBy12 1298.74 74.918 ar | 2| e49.87 -3.67
1k g
IQ7CPELIATPA_SALTY ATP synthasq QSVDQPVQTGYK 139 12 13 101.9| PT2YIY2YSYAYBYTYBYBYS 130 66 35.100 20063 2 675.34 416
subunit alpha y10ylly12
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g ELAAFSQFASDLDDATRK 401 18 8 30.45| b7b8bl5ylySys°yeyll — 81D4 84.208 16895 662.32 -8.30
'Q7CPE1|ATSEQE;f‘;’T) :aATP synthasg o DHAPLMQEINQSGGYNDEIEGK 477 22 5 18.77 b4bob11y2y3 24451 107.243 2703 | 4 81571 3.69
IQ7CPELIATPA_SALTY ATP synthasg AVDSMIPIGR 151 10 5 50.2 b3baydy5y7 1058.56 60.773 3044p | 2 9m@ 2.77
subunit alpha
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 1, QYAPMSVAQQSLVLFAAER 434 19 3 13.48 b3y5y10 2109.1 ox92 | 26264 | 2| 1085.05 8.80
IQ7CPELIATPA_SALTY ATP synthasq ., GLLGR 101 5 3 36.91 b3y3y4 515.33 74.673 12811 |1 5153 3.9
subunit alpha
IQ7CPELATPA_SALTY ATP synthasq - IAQFNVVSEAHNEGTIVSVSDGVI| . 5 1773 AD612 S6a13] 5895 ol |3  ssiin 17
subunit alpha R
IQ7CPELIATPA_SALTY ATP synthasg | , VGGAAQTK 376 8 3 33.63 bdy3y6 731.39 43.302 3498 |1 731.3p 696.
subunit alpha
|Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV b4°bab5°b5*b5b27y3y5yq° |
subinit alpha 15 EAAPGVIDR 106 33 15 65.99 |7 0L toyieyanoh | 326371 84.960 47808| B 10885 5.39
'Q7CPE1|ATSEQE;f‘;’T) :aATP synthasg g VNADYVEAFTKGEVK 303 15 6 33.44 b4b9y8y9°yoy12 1669.82 827 42393 | 3| 557.28 11.84
'Q7CPE1|ATSEQE;f‘;’T) :aATP synthasg 4 GEDALIYDDLSKQAVAYR 252 19 4 13.48 b6b11°b11y13 2140.09 78.827 2351 | 2| 1070585 1.37
|Q7CPELIATPA_SALTY ATP synthasd YAIALNLERDSVGAVVMGPYADL - -
subinit alpha 18 Phohoryl STY(20) EGMK 59 28 5 22.1 yAy7°yTy8°y8 3033.44 95.641 22754 |3 101182 0-0.4
[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN i
subinit alpha 19 Phohoryl STY(29) OSCGYNDEIEGK 463 36 3 22.62 b5y6y7 4030.87 103.605 371 |3 1344.30 6.84
'Q7CPE1|ATSFL’£E;?‘;’T) :aATP synthasg 5, Oxidation+M(18) DSVGAVVMGPYADLAEGMK 68 19 5 26.12 b4b8y6y11 1925.90 43.261 1502| B 642.64 -1.01
|P66932|TIG_SALTY Trigger factor NVALEEQAVEAVLAK 399 15 11 84.69 bzmbSbagﬁgy“y“"lz” 1583.87 81.043 112089 P 792.44 2.39
|P66932|TIG_SALTY Trigger factor SQAIEGLVK 287 9 4 28.11 b3b5y4y9 944.53 48.379 52666 |2 47247 -10.21
% |
|P66932|TIG_SALTY Trigger factor ANDIDVPSALIDSEID\RR 296 20 10 24.81|°2 b2b3b5;2103y1y2y14y16 2211.16 91.361 45168 B 737.72 2.32
|P66932|TIG_SALTY Trigger factor ANDIDVPSALIDSEID\R 296 19 4 13.48 bdy2y3y13 2055.08 95.429 18747 | 2 1028l04 8.56
|P66932|TIG_SALTY Trigger factor VTIDFTGSVDGEEFEGGK 163 18 8 276 b2b4b7b10y1y2y3y5 1886.8B 121.718 154 2 9e43] 505
|P66932|TIG_SALTY Trigger factor GLIEEMASAYEDPKEVFE SK 368 22 5 22.13 b2b3y3y4y6 2548.14 82.535 976 3 85007 .299
|P66932|TIG_SALTY Trigger factor INPAGAPNYVPGEYK 83 51 6 51.01 b13y6y8yoylly12 1589.81 69.637 2111 |2 79541 6.5
|P66932|TIG_SALTY Trigger factor FGVEDGSVAGLR 255 12 5 43.23 b3b5b11y4y8 1206.6{L 58.164 8379 2| 603.81 2.12




|P66932|TIG_SALTY Trigger factor 9 QVSVETTQGLGR 1 12 5 41.9 y5y8y9y10°y10 1274.64 44.122 200703 | 425.56 -15.04
|P66932|TIG_SALTY Trigger factor 10 QDVLGDLMSR 63 10 3 24.62 b5by5 1133.58 71.040 9574 |2 56749 631
|P66932|TIG_SALTY Trigger factor 11 VEER 239 4 1 11.81 v3 532.28 65.393 8564 |1 532.2B 7.11
|P66932|TIG_SALTY Trigger factor 12 VTITIAADSIETAVK 14 15 4 29.07 b8b12y9y10 1531.84 90.849 6159 |3  511.48 -11.4
|P66932|TIG_SALTY Trigger factor 13 MQVSVETTQGLGR 0 13 3| 234 bdy10y11 1405.70 50.449 4636| |2 703.3% -6.69
|P66932|TIG_SALTY Trigger factor 14 AGEEFTIDVTFPEEYEALK 206 21 3 126 b8y7y9 2439.09 75.135 23000 |4  610.58 -20.4
|P66932|TIG_SALTY Trigger factor 15 ELPELTEEFIK 243 11 8 92.38|  b3b4b5b6b8y3y7y10 1347.48 @52 2119 | 2| 67435 -15.49
|P66932|TIG_SALTY Trigger factor 16 QAAQRFGGNEK 316 11 3 25.12 b3bdys 1205.5 49.343 177369 | 2 .@03| -12.45
|P66932|TIG_SALTY Trigger factor 17 VSEKATSFNELMNQQA 18 16 6 38.41 b4b8b9°hOydy5 1796.84 67.303 303 | 3 599.62 1.0
|P66932|TIG_SALTY Trigger factor 18 AGEEFTIDVTFPEEYBALKGK | 206 23 5 11.96 b11b13°h13y13°y13 2624.2p 77.07 27785 | 525.66 3.07
|P66932|TIG_SALTY Trigger factor 19 Phohoryl STY(8) MSVETTQGLGRR 0 14 9 56.04| bab7y7°y7y8°y8+y8yoyl0  1641.7p  14D97 2287 | 2| 821.40 11.90
|P66932|TIG_SALTY Trigger factor 20 Oxidation+M(8) QDEDLMSR 63 10 3 31.61 b5b6b9 1149.54 56.332 2189 |2 575.28 5711.
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosoma ALNAAGFR 98 8 8 75.31 b4b7y3y4y5y6+y6ys 819.44 42.906 63728 2 | 41022 -10.06
|054296|RS;:&§(:LST11305 ribosoma QGNALGWATAGGSGFR 37 16 7 47.41 b5ySy7y8yl1ly14y16 1549.16 66.950 58030 | 2|  775.38 5.12
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosoma NLEVMVK 80 7 5 34.89 b5y4y5°y5y7 832.45 49.193 51314 |2 41678 -10.26
|054296|RS;:&§(:LST11305 ribosoma QVSDGVAHIHASFNNTIVTITDR 14 23 5 22.05 bob10°b10*b10b12 |  495.24 113.336 2802 832.42 -8.90
I054296|RS11_SALTY 30S ribosoma STPFAAQVAAER 57 12 15 143,34) DADSDEDEDTOOVAYSYEYTY 5 17 56 50.493 124011 P 62433 15.17
protein S11 8*y8y9y10°y10
|054296|RS;:&§(:LST11305 ribosoma QGNALGWATAGGSGFRGSR 37 19 4 18.32 b10b12y12y14 1849.89  .74B 20182 | 3| 617.30 -10.49
|054296|RS‘1N10—IZ/:"ST ;(1305 ribosoma Carbamidomethy+C(18) ~ STPFAAQVAAERCADAVK 57 18 4 14.0 7HL7y17*y17 1891.91 136.809 2236 |1 189191 -13.14
IQ9ZFEOIGLTL SALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 8 22.36 | blb2b13°b13y3y12y16yl8 1970.01 64.317 55899 [ B 657.34 -8.12
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate AVAFMMDDALLAGER 198 15 7 43.01 b3b11lyly3ydy8yll 1600.74  5.888 46860 | 2|  805.39 6.22
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 10 35.2g|P102"D209D1LY5Y6YI07YI0 6 76 56.255 46817 | P 846.39 5.20
periplasmic-binding protein yla
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVK 61 17 7 36.6 | y2y3yllylowyloy13yll 184w 68.774 30066 | 4  921.47 5.10
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartate Carbamidomethy+C(18) IPLLONGTFDFECGSTTNNLER 08 22 533 b11b12y9y10 2526.22 111.951 1763 |3 84274 8.79
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartate Carbamidomethy+C(19) KPDNWEIVGKPQSQEAYGCML 217 22 4| 22 b3°b3y3y5 2606.31 136.441 21780 |3 869.44 22.2
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartate WFDK 264 4 1 11.81 b3 595.29 34.087 2157 |1 595.20 3.59
periplasmic-binding protein




'QQZFaolgLT'—S.AL.TY.G'“tam"".te’aa”ale 8 NGVIVVGHR 38 9 4 28.11 b3*b3y4y5 950.57 12.444 1905| |2 47570 3.98
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate o | o o idomethylc(2py' T SQNRIPLLONGTFDFECGSTE o 31 5 24.87 y6°yBy7y10yld 3548.8( 87.646 11311 3 118360 .88 4
periplasmic-binding protein NNLER
IQ9ZFEOIGLTL SALTY Glutamate/aartaje NPIPPKNLNMNFELSDEMK 271 19 6 35.75 Y6°y6y7y8°y8y17 2231 97.500 8930 | 4  744.36 5.47
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartate | ALFKAPNDK 290 9 5 28.11 b8°b8y3y5*y5 1003.56 65.358 4843 |2 2mm 7.36
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate |, | o) o midomethyi+c(2f) <KPPNWEIVGKPQSQEAYGCML 5 24 3 11.71 b7b1ly5 2805.39 91.024) 2508 |3  935.40 2.14
periplasmic-binding protein R
IQ9ZFEOIGLTL SALTY Glutamate/aartaje 4 AVAFMMDDALLAGERAK 198 17 3 14.67 b10b13y11 1808.91 6am8 | 1538 | 2| 904.96 5.87
periplasmic-binding protein
|Q9ZF60|GLTI_SALTY Glutamate/aartale LTTAMLVMGLSAGLAHAEDGAP
eriplasmic-binding protein 14 Phohoryl STY(27) AAGSTLDK 5 30 3 10.94 b26y3y8_HPO3 y8 2949.4 138.426 329 3 983BL 948
b2b3*b3b4b6b7°b7b10°0L
[POAAO7|PTHP_SALTY Phohocarrier MFQQEVTITAPNGLHTRPAAQFV 0*b10b11°b11*b11b12b1B )
orotem HPr 1 K 0 24 25 140.36| 1o toy1ayLavisytoyth 290438 64.471 504139| # 67185 6.37
y19y24
'POAAO?lPT;'rzt—eSi:‘hLT Phohocarrier| GFTSEITVTSNGK 27 13 5 27.87 b2ydy8y11y13 1340.6f7 51.54 035 | 2| 670.84 3.10
'POAAO?lPT;'rzt—eSi:‘hLT Phohocarrier| LMAELE 79 6 7 62.01 b3b4b5y3°y3y4°y4 705.35 55.240 28641 1 0535 5.37
'POAAO?lPT;'rzt—eSi:‘hLT Phohocarrier| -, LQTLGLTQGTVVTISAEGEDEQK 49 23 5 11.96 b7yeyl1°yll*y1l PA19 65.370 85850 806.40 -19.90
b3°b3*h3b4°b4b5b6°b6*b6
. b10°b10b11*b11y3y5y10)
'POAAO?lPTHrzt—eSi:‘hLT Phohocarrier| ¢ LQTLGLTQGJ;/XLT\'/?(AEGEDEQKA 49 30 32 223.28| 11°y11y13°%13y14°%y14y1 3193.67 82.254 430704] B 799.17 -6.50
p y16y17y18y19y20y22y24]
26y28
'POAAO?lPT;'rzt—eSi:‘hLT Phohocarrier| EAKGFTSEITVTSNGK 24 16 3 23.13 yByoy11 1668.85 60.862 2158 2| 834.93 2.27
- —— 5
'POAAO?lPT;'rzt—eSi:‘hLT Phohocarrier| MFQQEVTITAPNGLHTRPAAQF 0 22 9 39.6 |2V’ y73gy8y12y13 2457.21 64.403 7631 819.74 1153
IPOAAO7IPTHP_SALTY Phohocarrier| ¢ MFQQEVT 0 7 1 8.95 v4 882.40 64.433 2002 |1 8824 -5.33
protein HPr
IP10370HISX_SALTY Histidinol 1 AGFSALASTIETLAAAER 397 18 13 70,62 | P7p8O12°D12D14D16Y2YRY 270 oo 103.699 111815 P 889.97 3.23
dehydrogenase 4y5°y5y7y18
IP10370HISX_SALTY Histidinol 2 VTPEEIAAAGAR 67 12 8 78.14 | bsysyey7y8yoy10y12 1184.62 sm2 | 82655 | 2| 592.82 -3.09
dehydrogenase
IP10370HISX_SALTY Histidinol 3 NIETFHSAQTLPPVDVETQPGVR 93 23 4 20.99 b1lyllyl2y23 28%5.|  63.231 57904 | 4 84577 0.77
dehydrogenase
|P10370|§;§)Z—r§g‘££r'St'd'”o' 4 | carbamidomethy+C(5) DLAQCVAISNQYGPEHLIQTR 311 22 8 95 | b2babshochoyllyldy2d  2526.2 76.186 4731 3 84277 668
o b2b4*b4b6*b6b7b8*b8odF
IP10370HISX_SALTY Histidinol 5 | cabamidomethyirc(i) COQVTRPVSSVELYIPGGSAPLES (¢ 34 21 90.1 | b9b12°b12*h12b14yly2yB 3573.90 113.324 29349| B 1191.91 3.42
dehydrogenase TVLMLATPAR .
y4y5y6°y6
___ — A
IP10370HISX_SALTY Histidinol 6 |Carbamidomethyl+C(11) SENTLIDWNSCEQQR 1 17 11 44, 496706"DEY2Y3YSYSYBYI0) 501 g6 75.398 28481 1041.49 12.55
dehydrogenase 12y17
IP10370HISX_SALTY Histidinol 7 QLAELPR 287 7 5 37.9 b3*b3y3y5y7 826.47 44.968 1538 2 41374 -11.08
dehydrogenase




|P10370|3£é—r§gg;:'St'd'”o' 8 QVSQR 219 5 3 24.61 b4°bdy4 617.34 44.072 17726 | 1 617.34 11.47
|P10370|3£é—r§gg;:'St'd'”o' 9 VAEAVER 280 7 5 37.9 yA°yly5y6°y6 773.41 54.652 16983 |1 7134 -10.89
- LDGAAIDMPAGPSEVLVIADSGAT
|P10370|3£>;—r‘2'°‘g;:'St'd'”o' 10 PDFVASDLLSQAEHGPDSQVILLT| 224 55 7 47.09 bab7y3ydySy7y8 5541.7 113.814 730p | 4 138620 4.85
varog PDADIAR
|P10370|3£é—r§gg;:'St'd'”o' 11 MTVQELSK 389 8 3 30.62 bdy5y6 935.50 56.879 57071 |2 46826 16.3
|P10370|3£é—r§gg;:'St'd'”o' 12 LSDELK 79 6 1 12.8 b5 704.38 23.062 2214 |1 704.38 2.08
|P10370|g£%—r‘z’ggaz:'St'd'”o' 13 VDKIFGPGNAFVTEAK 202 16 7 38.12| bldybysylloyllyl3+yl3 692.91 65.417 16488 | 2  846.96 9.30
|P10370|g£%—r‘z’ggaz:'St'd'”o' 14 LSDELKQAMTAAVK 79 14 3 22.81 bsbey6 1504.79 60.802 1416 2 752.90 -9.98
|P10370|3£é—r§gg;:'St'd'”o' 15 GDDALREYSAK 46 11 9 48.48 | b5°b5b6°bEL7b7y6yEY9 122450  3.657 8028 | 2| 612.80 -0.10
|P10370|g£%—r‘z’ggaz:'St'd'”o' 16 FDKTEVTALR 57 10 3 24.62 b4bgy7 1179.63 43.941 2054 |2 5903 5.80
|P10370|3£é—r§gg;:'St'd'”o' 17 Phohoryl STY(4) ALLTRPAISASDSITR 18 16 3 15.43 b4b8y11 751.91 118.129 2845 | 2 876.46 10.45
'Q9L9'8|TH57§£;;L ;Ezz'”e'phc’hatr 1 QMPSAPQGLAQLASHIER 137 18 8 33.61 b2b5y2y6yl1tylly13y16 1933.98 76.140 32080 B 645.33 -8.21
'Q9L9'8|TH§/—KS)S:‘;L ;E:g“”e'phc’hatr 2 LGLYPVVDSVEWIER 12 15 7 36.27 b13y2ydy7y8yl1yl5 1774.95  5.805 28870 | 2| 8s87.08 7.63
'Q9L9'8|TH§/—KS)S:‘;L ;E:g“”e'phc’hatr 3 MYQPDFPTVPFR 0 12 8 56.54|  b2b3y3yeyocyoyllyl  1497.14 7188 | 20456 | 2| 749.37 11.33
'Q9L9'8|TH§/—KS)S:‘;L ;E:g“”e'phc’hatr 4 LADYPTVAIGGISLER 155 16 6 25.60 b6b8°h8h9Y12y16 1674.9p  8.985 18334 | 2| 837.96 5.32
'Q9L9'8|TH§/—KS)S:‘;L ;E:g“”e'phc’hatr 5 LFINDYWR 65 8 5 45.93 b7y4y5y6ys 1126.57, 78.750 15619 |2 5837 -0.54
[Q9LOIB[THIE_SALTY Thiamine-phohat APAVLATGVGSIAVVSAITQAAD 1 . 5 2108 JoyTyiL 424,29 11220 e8| 2 1212hs 152
pyrophohorylase WR
IQOLOIBTHIE_SALTY Thiamine-phohatp QWPSAPQGLAQLASHIERLADYPT 47 34 6 22.85|  b8b9°hob12°b12*h12 3589.9p 113.3% 205 | 3 7.319 6.19
pyrophohorylase VAIGGISLER
|08ZQS2|GPMA SALTY 2 1 VIPYWNDTILPR 160 12 7 54.74 b3b8y5y7y8y9y12 1486.8] 82.46] 67560 | 2| 743.01 3.28
: 5
|Q8ZQS2|GPMA_SALTY 2 2 VIIAAHGNSLR 178 11 10 76.8 |Y4YAYSY6 yi’*yawysygy] 1150.66 38.646 39375 2 575.84 5.52
|08ZQS2|GPMA_SALTY 2 3 AAAVANQGK 239 9 3 28.11 b7b8y5 829.47 61.958 1312 |1 8204] 421
|Q8ZQS2|GPMA _SALTY 2 2 EEGFSFDFAYTSVLK 46 15 2 1631 baplay13 1739.82 71.013 8878| B 58061 3.37
|Q8ZQS2|GPMA _SALTY 2 5 GVSEAK 33 6 2 12.8 b5°b5 590.32 29.327 8382] |1 590.3p 1.03
|Q8ZQS2|GPMA _SALTY 2 6 FTGWYDVDLSEK 21 12 3 2411 bdy7y8 59469 31.972 7441 | 3 487.24 14.05
|Q8ZQS2|GPMA _SALTY 2 7 LVLVR 5 5 1 123 va 599.43 45.469 6499 | L 599.43 8.04
|Q8ZQS2|GPMA_SALTY 2 8 YLDNMSEDDE;\‘EFLIL\'F')PLLGVPLVYEF 193 33 6 21.84 b4b6y8°y8ydy13 3884.9¢ 95.527 4301 |5 777.80 4411
|08ZQS2|GPMA_SALTY 2 9 AETAEKYGDEQVK 100 13 3 18.63 b3bE0y 1467.72 58.242 5944 | B 489.91 14.80
|Q8ZQS2|GPMA _SALTY 2 10 FTGWYDVDLSEKGVSEAK 21 18 2 14.0 4013°13y3 2030.97 103.658 5420 |2 101549 0.18
X | % | 0, [
|Q8ZQS2|GPMA_SALTY 2 11 HYGALQGLNKAETAEK ) 16 12 41.475°6 big?/l%%ﬁoyayg Y8 1720.86 63.643 5280 | 2 865.43 -14.61
|Q8ZQS2|GPMA_SALTY 2 12 Phohoryl STY(14) LLKEEGFSFDFRSVLK 43 18 7 26.68 | b10°b10b12°b12y5y6°y6  2174.04 122797 2582 | 3| 725.35 3.26
|08ZQS2|GPMA_SALTY 2 13 IAAHGNSLR 180 9 0 2.98 938,51 38.626 38719 |2 469.7 8.58
IPOA2COIFABG_SALTY 3-oxoacykfacyl: ITIGSVVGTMGNAGQANYAAAK | 132 23 9 43,35 |P203pI6YOyLOVLAYISY2QY )7 44 101.367 31315| B 736.38 7.52
carrier-protein] reductase 23
'POAZC?E?SEP—;’:ETefi:)cxtzzzy"[acy' 2 AGILAQVPAGR 197 11 7 51.94 b3y2ydy5y6y7yll 1052.6 52774 1325 | 2| 526.81 1218
'POAZC?E?SEP—;’:ETefi:)cxtzzzy"[acy' 3 IALVTGASR 6 9 6 35.89 b2y6°y6y7°y7y8 887.52 43.306 1463 2 426 12,72




'POAZC(Q:E?EEP—;’:ETe?c’i:)cxtzzzy"[acy' 4 GLMLNVTDPASIESVLENIR 54 20 5 20.34 b6y 7y10y14*y14 2179.0| 84.604 4660 | 3 72437 20.24
'POAZC(Q:E?EEP—;’:ETe?é:);‘;:zy"[acy' 5 DNLLMR 91 6 3 25.1 b3b4*ba 761.39 64.433 2684| |1 7613 -14.1
'POAZC(Q:E?EEP—;’:ETe?é:);‘;:zy"[acy' 6 VIGTATSENGAKNISDYLGANGK | 31 23 3 11.96 b3b12y9 2280.17 981 6695 | 3| 760.73 10.17
[POA2CO|FABG_SALTY 3-oxoacyl-[acyl GLMLNVTDPASIESVLENIRAEFG b3b7b9*b9b11°b11*b 1100 )
carrier-protein] reductase ! EVDILVNNAGITR 54 37 14 6339 2b13*b13y7°y7y8y9 3970.02 136.426 5862 i 993.26 10.45
'POAZC(Q:E?ESP—;’:ETe?é:);‘;:zy"[acy' 8 Oxidation+M(16) GITVNVVAPGFIETDMTR 172 18 8 45.12|  b3°bBy7yocyoyloyll |  1936.01 122.889 1675| |2 968.5 12.23
. % | O] % |
IPOAZELIGLYA_SALTY Serine 1 LNSAVFPSAQGGPLMHVIAGK 251 21 11 42.63| PZ'b2p4°bAD1ODIONSYAY 0 44 79.219 67010| B  698.71 -4.90
hydroxymethyltransferase 14y15y21
|POA2E1|GLYA_SALTY Serine b2b3b9b10y2y3ydy5y6yT] )
hydroxymethyfiransierace 2 VMQAQGSQLTNK 42 12 16 12581 oy l0n 012 1304.66 30.843 46852 P 652.83 4.49
'Poﬁf dfig;i%ﬁgi;zzgne 3 FVTSGIR 354 9 6 55.72 b3b5y5y6y7y9 963.52 50.101 3807 2 2| 570
'Poﬁf dfig;iﬁ—yﬁgiézzgne 4 EMNIADYDAELWQAMEQEK 4 19 4 22.66 yay6y7y19 2314.02 93.334| 17654 | 2| 1157.52 10.45
'Poﬁf dfig;iﬁigi;zzg”e 5 YAEGYPGK 54 8 3 33.63 b3b7y5 884.43 61.459 2494 2 aa27 27.1
'Poﬁf dfig;iﬁ—yﬁgiézzgne 6 LYNIVPYGIDESGK 138 14 6 35.28 bob11°b11y5y8y9 1567.88 5@ 8999 | 2| 784.42 20.56
'POhAderiE;z%igi:ezigne 7 NSVPNDPKFVTSGIR 346 17 8 47.28]  b3°b30Sb13yByoyllyl4  18a4| 53.255 36960 | 3  605.65 -10.09
'POhAderiEiQ—yigi:ezigne 8 | carbamidomethyl+C(5 VLDICARFPVYA 405 12 4 20.17 b8°bgys 1423.76 60.801 23661 B 475.26 13.38
'POhAderiEiQ—yigi:ezigne 9 GYKVVSGGTENHLFLLDLVDK 305 21 4 12.6 b10y11%y11y13 23042 | 102.017 20337 | 4  1152.61 -5.30
'POhAderiEiQ—yigi:ez‘zgne 10 MIIGGFSAYSGVVDWAKMR 168 19 4 21.28 b3b5b13y6 2088.0 155 13149 | 3|  696.68 -3.39
'POhAderiEiQ—yigi:ez‘zgne 11 ANITVNKNSVPNDPK 339 15 4 16.31 b5y5*y5y7 1610.83 35060 908 | 3| s37.61 -14.63
'POhAderiEiQ—yigi:ez‘zgne 12 LYNIVPYGIDESGKIDYDEMAK 138 22 5 22.13 yay5ey5y11°y11 23.24 138.143 3636 845.09 10.70
'POhAderiEiQ—yigi:ez‘zgne 13 EHKPKMIIGGFSAYSGVVDWAK 163 22 3 12.26 bdy8y10 242028 51822 1689 | 4| 605.82 4.34
'POhAderiEiQ—yigi:ez‘zgne 14 Oxidation+M(15) LNSAVFPSAQGGPLMHVIAGK 251 21 4 21.05 HBbay3 2110.09 85.639 35027| |3 704.03 -10.8§
|POA2E1|GLYA_SALTY Serine Carbamidomethyi+C(1#FAEVKELAGWMCDVLDNINDEAT o o o
hydroxymethyfiransierace 15 oxidatonaM(L) R 375 26 8 23.84 | b6°bEb7°b7y3°y3y10%y]0  3036.4p 80.384 867 4759.86 3.86
'POhAderiEiQ—yigi:ez‘zgne 16 Oxidation+M(8) AVALKEAMEPEFK 272 13 5 26.74 b3b12y3°yRy 1478.75 66.035 3436 | P 730.88 -3.38
'QSZLJﬂﬁfgiigfgL;; ;:zgsc”p“o” 1 KDYISIDMAR 114 12 6 46.24 b9b10b11y5°y5y8 1395.69 51.803 3o | 2| 698.35 -4.90
'nguillcjfgiigff;g; ;:zgsc”p“o” 2 QELNYLWREERPEVTK 15 16 3 13.54 b7°b7b9 2090.09 89.376 515p 2 | 1045.55 10.40
'QSZLJﬂﬁfgiigfgL;; ;:zgsc”p“o” 3 IVGYDEIFGR 104 10 6 37.9 b3b5y6°y6Yy7°y7 1168.58 65.299 5179 2 | 584.79 -16.30
'QSZLJﬂﬁfgiigfgL;; ;:zgsc”p“o” 4 DYISIDMAR 115 11 7 43.71 b7°b7boy4dy5°y5y7 1267.63 63.678 725 | 2| 634.31 13.58




IQ8ZLI2IGREB_SALTY Transcription VTWAASLGDR 32 10 5 36.13 b5b7y3y5°y5 1075.54 105.391 163513 1 07554 -15.55
elongation factor greB
IQ8ZLI2IGREB_SALTY Transcription KDYISIDMAR 114 12 4 41.9 yay7y8y10 1395.68 136.481 2722l |1 ass -10.93
elongation factor greB
IQ8ZLI2IGREB_SALTY Transcription| 7| o nidomethybC(] CMENLKIVDYQQEGK 67 17 12 52,4309 DIDL2DI2YEVEVEYTY 10 o7 124.371 1646 | B  680.33 5.93
elongation factor greB 7y9°y9y13
IQ8ZLI2IGREB_SALTY Transcription| ¢ Phohoryl STY(7) EERPEVTKK 23 9 5 55.721 b3 _H3PO4 b3b6ydyd 1195.58 64.431 82056| P  598.29 13.38
elongation factor greB
|Q8ZQTS|TOLB_SALTY Protein tolB 1 SNNTEPTW;ES\S/%I LAFTSDQAG  5g7 29 9 27.94 bz*b2b4b5;%5y12y20y24 3285.56 78.471 35365| B 1095.84 5.80
|Q8ZQTS|TOLB_SALTY Protein tolB 2 WAGPGAAPEDIGGIVAADR 43 20 7 22.97 | bl3y2yseysyl3yldy2d  1936.0p 86.32 30147 | 2 8.56 6.05
|Q8ZQTS|TOLB_SALTY Protein tolB 3 SALVIQTLANGAVR 223 14 8 44.68 |  b3°b3y2y5y6*y6y8y9 1412.82 71.829 15400 |2 70691 041
|Q8ZQTS|TOLB_SALTY Protein tolB 4 MNINGGAAQR 316 10 4 36.93 bdy6y7y9 1031.50 28.917 15326 |2 .26 -4.62
|Q8ZQTS|TOLB_SALTY Protein tolB 5 YAGHTASDEVFEK 142 13 6 | 4345 b2b3y6y8yoy10 1453.68 63.694 643] |2  727.38 12.76
|Q8ZQTS|TOLB_SALTY Protein tolB 6 IAYWWQTNGGQFPYELR % 17 3 14.67 b1dy6yl4 1954.99 82.602 4041 |2 97840 6.4
|Q8ZQTS|TOLB_SALTY Protein tolB 7 TGSLNLYVMDLASGQIR % 17 4 14.67 b8b14*b14y14 1837.92 80.295 1747 |2 91947 12.3
|Q8ZQTS|TOLB_SALTY Protein tolB 8 QVASFPR 237 7 7 62.51 b5b6°b6*h6y3ydy5 804.4 39.460 078 | 2027 -16.16
|Q8ZQTS|TOLB_SALTY Protein tolB 9 HNGAPAFDGTK 244 13 4 29.38 b4b5b11y8 1298.59 44.291 593 | 3 3.5 -20.30
|Q8ZQTS|TOLB_SALTY Protein tolB 10 QWLR 138 4 1 11.81 b3 602.35 31.105 3967 |1 602.3p 12.14
|Q8ZQTS[TOLB_SALTY Protein tolB 11 QPLMAWDGSK 197 16 8 66.57|  b4bBysySy6yoy12y13 1684.81 73.94| 2329 | 3| 56228 6.96
|Q8ZQTS|TOLB_SALTY Protein tolB 12 LPATDGQVKAWYL 413 17 4 23.59 b10y5y7y9 1829.95 90.804 8g59| |2  915.4B 2.74
|Q8ZQTS|TOLB_SALTY Protein tolB 13 'AYVVQTNf,\?(;?':':vPVYHERLRVSDYDG 166 31 5 20.56 b9*boy8yoy19 3634.79 113.32( 818 3 1212p7 175
|Q8ZQTS|TOLB_SALTY Protein tolB 14 ARLPATDGQVK 411 11 3 33.87 b3b7b9 1155.63 30.604 5001 |2 5283 -14.26
|Q8ZQTS|TOLB_SALTY Protein tolB 15 TGSLNLYVMDLASGQIRIIDGR | 264 23 3 11.96 b5b11y3 2508.33 74.971 2794 | 2 12546  2612.
|Q8ZQTS|TOLB_SALTY Protein tolB 16 VIQTLANGAVR 226 11 0 4.47 1141.66 71.894 29643 |2 571.33 -10.9
|Q8ZQTS|TOLB_SALTY Protein tolB 17 WAGPGAAPEDIGGIVAAD 43 18 2 12.47 y13y16 1666.81 86.329 2011 |3  556.28 2.71
'PGll?glRszzrc—)iﬁngsos ribosomal IFVDEGPSMK 73 10 10 69.31| b2bdy2yay5y6oyeyByoyio  1122.55  1.986 91737 | 2|  561.78 -1.85
'PGll?glRszzrc—)iﬁngsos ribosomall -, VLESAIANAEHNDGADIDDLK 49 21 3 22.26 y3y6y7 2210.05 88.954 | 4855 | 4| 553.27 -4.86
'PGll?glRLizrc—)iﬁngsos ribosomal 5 LVADLIR 18 7 6 59.5 b4°bdy3ydy5y6 799.49 58.192 105751 |2 2s0.| -21.15
'PGll?glRLizrc—)iﬁngsos ribosomall -, ETIAK 1 5 2 24.61 b3b4 561.32 29.287 12641 |1 561.32 0.43
|P61179|RL2erc_)iﬁLB(2508 ribosomall VLESAIANAEHNKDGADIDDLKVT 20 » 5 11 b6y3y1L S538.24 2157 esgh |4 s3sdn 1
'PGll?glRszzrc—)iﬁngsos ribosomall ¢ VSQALDILTYTNKK 28 14 3 17.37 b3b1ly3 1593.89 67.285 68054 |2 797.45 3.60




'PGll?glRszzrc—)iﬁngsos ribosomal Phohoryl STY(9) VSQALDILTYTNKK 28 14 6 44.68 bOy5*y5y7gy13 1673.86 85.284 6986 | P 837.43 11.16
|P22107|TR$ZE2/:‘592L2; complement ATVTTDNVAALR 177 12 7 37.25 |  b8y2yByoy10%y10y12 1231.66 486 26820 | 2| 616.33 5.75
|P22107|TR22E2/:‘592L2; complement IQTSTETGNQHK 196 12 5 41.9 y2y5y6y7y10 1343.6/ 14.759 9152 | 344855 12.99
|P22107|TR22E2/:‘59;L2; complement AYYWIQANVLK 89 11 5 33.87 b6b7b8y2y11 1368.73 57.879 7262 |2 84m7 0.09
|P22107|TR22E2/:‘592L2; complement DIQAKGYTVVTDK 74 15 4 26.7 b6ydy5y13 1621.83 69.517 20261 |2 811.42 -10.01
IP22107|]TRAT_SALTY TraT complement MDLRESQGWLNR 103 12 10 80.32|P30APIDIL*DLLYAYTYEVEY 1oy 74 63.703 8263 502.25 2.51

resistance protein 11
|P22107|TR22E2/:‘59;L2; complement NLEVKTQMSQTYWHDPVSER 31 20 6 22.97|  bloyoyllyl2eylowyi?  44B.14 98.967 3888 | 2 122457 -8.88
|P22107|TR22E2/:‘59;L2; complement IQTSTETGNQHKYQTR 196 16 6 23.13|  ygeystyBylly13°y13 188, | 87.133 3467 | 4 63131 11.03
_ b4b5°b5b8°b8b12b24_H3P
IPZZlO?lTR:;EiﬁiLLE; complemept Ca;ré)sg::gcr);lngt_:jzl(z%gl LM MVTLVSSTIL<AKLSGCGAMSTAI 5 25 14 75.3 b24ygylo°y?gy11y12y14 X 2650.32 136.430 4345 b 884.11 6.54
3
|P22107|TR22E2/:‘59;L2; complement TDNVAALR 181 8 0 3.48 859.46 46.489 5204| | 430.23 -1.28
IQ8ZRCIIYAIQ_SALTY UPF0234 pmtT” VLSESDFQVNQLLDILR 49 17 12 61.34 | P1P20BD1IDI3YLySydySyl 4 gaq o7 105.345 38007| P 995.04 2.15
yajQ 1y13y17
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” GIEGASLDVPDEFVHSGK 72 18 4 22.36 b6y3y5y9 1856.8 67.937 80 | 3| 619.64 -6.44
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” QGIESAVQK 99 9 5 28.11 b3y6y8*y8y9 959.52 31.162 6741 |2 48029 2.86
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmtef” TWYVEAK ) 7 3 37.9 b6y3y5 896.46 100.250 4842| |1 896.4 6.13
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” MPSFDIVSEVDLQEAR 0 16 6 39.08 b11y3y4y5y9+yo 1835.8 524 2245 | 3| 612.62 -14.10
'QSZRCQWAJQ—S;QJ.LQTY UPF0234 pmtef” GGDLGQPFQFK 148 11 4 29.1 b7b9b10°b10 1193.47 94.45 167 297.29 22.19
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmtef” PSFDIVSEVDLQEARNGVDNAVR 1 23 5 33.54 b8boy7*y7y8 2530.2]  74.969 6531 | 3 844.10 7.24
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmtef” EVESRFDFR 24 9 3 28.11 b4b8y5 1184.5 33.382 399 2 592f8  .8511
'QSZRCQWAJQ—?QJLQTY UPF0234 protein GIEGASLDVPDEFVHSGK 72 18 0 6.46 1838.88 67.964 1372 3 63| -2.39
g ,
'Q56026|S'Ezt—esi:§;é Cellinvasion SAFSAPTSALFSAMAQPR 106 20 18 74.92 )?Euly%?;/Btz’f/gZ;;yelyll;ﬁBﬁZ; 2023.97 66.091 28204 2 1012.4¢ -8.08
0

'Qseozels'gzt—esiﬁ;é Cell invasion YNQINSNTVLFPAQSGSGVK 204 20 4 17.48 b5b9y4y10 212400 0B 3063 | 3| 708.70 9.88

'Qseozels'gzt—esiﬁ;é Cellinvasion NDLNSLVNK 195 9 9 57.48 | b3b6°b6*b6b7*h7b8*h8Y8  1016.54 56 8737 | 2| 508.78 12.31

'Qseozels'gzt—esiﬁ;é Cell invasion IHQAQQTLQSTPPISEENNDER 54 22 3 22.13 b4b10b11 2535.16  SEL. 5072 | 3| 845.72 -19.07

'Qseozels'gzt—esiﬁ;é Cellinvasion YSNANSLYDNLVK 311 13 3 23.4 b7b8y10 1500.75 70.618 3033 |2 ozB 8.46

'Qseozels'gzt—esiﬁ;é Cellinvasion MVQDIDGLGAPGKDSK 263 16 6 15.43 b5°b5*b5b9°h9y10 1630.8p 67.268 7733 | 2|  s815.90 -6.06

IQ56026[SIPD_SALTY Cell invasion SGVSLSAEQNENLRSAFSAPTSAL o) 34 6 21.68 |  bsbl3bl4°bldy10y14 3508.68 84.59 454 4  B77)9 -10.37

protein sipD FSAMAQPR

'Qseozels'gzt—esiﬁ;é Cellinvasion Carbamidomethy+C(20) VATEAEARQWLSELNLPNSCLH 224 22 3 2.26 bab7y3 2529.31 108.593 2080| |3  843.7 14.48

'Qseozels'gzt—esiﬁ;é Cellinvasion Phohoryl STY(8) GTDIISLSQAATK 41 13 6 36.37 b5°b5b6°h§D 1384.67 136.459 2054 | L 1384.67 7.32




'Qseozels'gzt—esiﬁ;é Cellinvasion | Oxidation+M(16) SAFSAPTSALFSAMAQPR 106 20 8 53.45  b3pdBySyll*yllyl2| 2039.97 60.797 6624 |2 1020.40 -6.52)
'Q56026|S'Ezt—esi:§;é Cellinvasion | Oxidation+M(1) MGGWLLPGKDGNTVK 173 15 3 16.31 b6b10y6 8580 81.731 2178 | 2 794.90 -11.76
b2b3°b3b4b5°b5b6°b6y2{3
IP14845ICARA_SALTY Carbamoyl 1 |carbamidomethy+C(12) FLETDIPLFGICLGHQLLALASGAK 257 52 19 124.61 | ydy5y7y8y19y20y22y23yp  2684.45 128.391 108314 B 895.49 -0.36
phohate synthase small chain 5
[P14845|CARA_SALTY Carbamoyl- 2 SALLVLEDGTQFHGR 3 15 7 20.07|  b7b13*h13y7y8°y8y1S 1642.87 125.713 23046 | 24 821.94 6.76
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 3 DLPLIASNFR 83 10 4 34.62 y1y4y5y6 1145.63 76.831 20300 |2 823 0.21
phohate synthase small chain
- *
[P14845[CARA_SALTY Carbamoyl 4 | Carbamidometnytsc(1b)!NPDGIFLSNGPGDPAPCDYATA . i 26,01 | P2OBDIADLIAYVIYITYIZVIE o o 53750 11384 b 95470 o a7
phohate synthase small chain IQK *y13y27
IP14845CARA_SALTY Carbamoyl- 5 NVVMITAQNHGFAVDEDSLPANL | 5, 24 7 17.54 | b2b4b13*h13b15y2yl 2611.28 83.60 10280 | 4 3.585 -5.33
phohate synthase small chain R
IP14845|CARA_SALTY Carbamoyl- 6 AFPGLNGMDLAKEVTTAETYR 148 21 5 22.52 b14y5°y5y8y9 22841 110319 3274 | 4 114256 5.77
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 7 SEDDLPFHVVAYDFGAK 185 17 4 24.84 b1dyay7y8 1909.91 82738 4877 | 3| 637.31 8.82
phohate synthase small chain
[P14845[CARA_SALTY Carbamoyk . AIGATGSAVGEVVFNTSMTGYQE I 1 4747 | PEDADLODIZbIADITYRYAYT o 96,373 206 | b 8311 e
phohate synthase small chain LTDPSYSR y9
IP14845|CARA_SALTY Carbamoyl- 9 | carbamidomethyl+C(8 GAQNGCIIAGDDAK 125 16 7 2502  boyEgoy13°y13+y13 | 1573.76 101.960 2470| [3  525.2¢ 20.94
phohate synthase small chain
IP14845ICARA_SALTY Carbamoyl- |, MLVDR 207 5 1 12.3 b3 633.33 118.698 2066| |1 6333 -12.7]
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | EVTTAETYR 160 9 7 41.66 b3°b3b4°hdydy7oy7 1069.5 57.276 979 | 2| 535.27 17.46
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- |, MKFGHHGGNHPVK 285 13 4 23.4 b5b6y10%y10 1445.7/ 65.271 gms | 3| 482.59 13.68
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- |, 4 DGLPEAKSEDDLPFHVVAYDFGA( 4q 24 5 24.76 b9b12b13y5y7 2620.27 111.896 286 | 3 87400 4 63
phohate synthase small chain K
IP14845ICARA_SALTY Carbamoyk- | 1\ | oo idomethyl+C(7) MLVDRGCR 207 8 3 38.4 y3yay7 1006.4  88.706 2692 | 1  1006.49 -2.00
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- | NVVMITAQNHGFAVDEDSLPANL | 5, 28 4 22.1 b5b11b12°b12 3076.6 120.67p 237p | 3 102620 9811
phohate synthase small chain RVTHK
IP14845[CARA_SALTY Carbamoyl- |, o RHNIVAIADIDTR 103 13 4 38.42 y3y5y7y8 1493.80 63.702 2106| |2 4770 -13.40
phohate synthase small chain
IP14845CARA_SALTY Carbamoyl- | 7 Phohoryl STY(9) LTVVPAQTSAEEVLK 215 15 4 23.05 bob11yay 1664.86 101.868 66108 B  555.62 10.41
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | 4 Phohoryl STY(5) WTQGSWTLKDGLPEAK 169 16 4 15.49 b3°bgy3 1896.91 89.337 1803 | B 632.97 13.39
phohate synthase small chain
[P14845CARA_SALTY Carbamoyr | o Oxidaton+(z) | NCATGSAVGEVVENTSMTGYQEI |- I 1 53 74 [P5°DSD1ID17D30YAVEVBYS 120.427 619 | b 11132 1258
phohate synthase small chain LTDPSYSR yll
IP14845[CARA_SALTY Carbamoyl- | Oxidation+M(8) AFPGLNGMDLAK 148 12 8 51.28|  b3b7b8y7°@EROY10 | 1249.62 63.690 3140| [ 625.31 -1.95
phohate synthase small chain
- i
IQ8ZQRAI6PGL_SALTY 6 1 |carbamidomethyirc(1gyRPCLPVELVDVVEGLDGCHSAN| 29 12 60.14 | P203Y2Y2Y8YAYSyTYI0¥L 514 55 103.179 42001 B 1044.8 7.56
phohogluconolactonase ITPDNR 2y24y27
|O8ZQR4|GPGL_SALTY 6- . ICLFTLSDDGHLVAQEPAEVNTVE A
Shohogluconciactonase 2 | carbamidomethyl+C(2 CAGPR 150 29 8 349 | b2y6eyby7ey7y8eyByld  3095.5] 80.405 13688 | 3 3281 4.57
IQ8ZQRA|GPGL_SALTY 6- 3 TASLITVFSVSEDGSVLSVEGFQPT 4 30 3 16.84 y9y13y20 3151.58 105.187 3004 |3 1051p0 0.6
phohogluconolactonase EAQPR
IQ8ZQRAIGPGL_SALTY 6- 4 SHHIAVYEITGTQGLLTEK 295 19 7 36.14 b3b5b8°h8y8y9y13 2008 85.315 12213 | 4 1049.03 -17.46
phohogluconolactonase
IQ8ZQRAIGPGL_SALTY 6- 5 YAVGQGPMWVVVNAY 316 15 4 26.7 b4bob12y13 1653.83 94.534 318 | 2| 827.42 9.89
phohogluconolactonase
IQ8ZQRAIGPGL_SALTY 6- 6 WAADIHITPDGR 229 12 4 20.17 b5°bSb8y3 1351.64 39.359 1724 | 2 76.83 -12.10
phohogluconolactonase
IQ8ZQRAI6PGL_SALTY 6- 7 GRYAVGQGPMWVVVNAY 314 17 6 40.07 b7b8boy8*y8y13 1866.9 08241 55641 | 2| 933.97 -4.58
phohogluconolactonase




'Qﬁﬁghzzllﬁng—liﬁgai:' 8 GFNIDNSGKYLIAAGQK 278 17 4 22.08 b3b5b10*b10 1795.9 386 6840 | 3| 599.31 -10.06
'Qﬁﬁghzzllﬁng—liﬁgai:' 9 Phohoryl STY(10) SHHIAVYEITGTQGLLTEK 295 19 6 26.11|  b®bl2yloyll*yll | 2177.05 116.668 4696| |2 1089.03 -0.34
'Qﬁﬁghzzllﬁng—liﬁgai:' 10 Phohoryl STY(14) 'APDDGALTFmEiALPGTH'STD 64 30 6 35.79 b13b14y6y7yoy16 3121.44 72.640 244h | 3 1041|15 .85 4
|P66491|RS‘1)?&§£LST I:OS ribosomal LGEFAPTR 70 8 5 50.7 yAy5yBy7y8 890.46 42.962 101093 | 2 44514 -9.12
IP66491|RS19_SALTY 30S ribosomal QHVPVFVSDEMVGHK 55 15 5 23.05 b6b10°b10y9y11 1708.8B 582 | 20696 | 3| 570.28 1257
protein S19
1l % % | oy
|P66491|RS‘1)?&§QLSTI9303 ribosoma) STIFPNMIGLTIAVHNGR 37 18 9 52.95 | 2708 bSbli/glz bL2y4YH 1941.01 65.375 3010 | 2 97101 -15.28
|P66491|RS‘1)?&§QLST I:OS ribosoma) LGEFAPTRTYR 70 11 3 33.87 b3b5b10 1310.67 55.21¢ 18315 | 2 &s5| -13.13
|P66491|RS‘1)?&§£LSTI9303 ribosomal g VEKAVESGDK 18 10 6 26.38 b8°b8b9°h9y9°y9 1061.5/ 63.709 50| 2| 53127 7.36
|P66491|RS‘1)?&§QLSTI9303 ribosomal ¢ Oxidation+M(11) QHVPVFVSDEMVGHK 55 15 5 40.25 b3b11b12y6 1724.82 73.941 9727 | b 86291 -14.79
Carbamidomethyl+C(1 é‘
|P65226|KHSE_SALTY Homoserine kingse 1 |:Carbamidomethyl+C(3 MP'GSEEEZ%(EE\E/;QALVAMN 88 34 8 19.55 | b2bl7y2y6yoy15y32y3#  3513.6 96.04% 34970 | 4 9.87 -0.42
)
o 1y
|P65226|KHSE_SALTY Homoserine kindse 2|  Carbamidonie{g4) QAVSE'GALI?SST'igiGPTLFALCE 246 32 9 28.92 b8b17y6y7yfg12 YIZY1Y 353163 90.038 19434| &  808.66 181
|P65226|KHSE_SALTY Homoserine kingse 3 TIPVAMTLEK 78 10 5 36.13 b7b9y6y8y10 1102.61] 60.857 19267 |2 5181 5.42
|P65226|KHSE_SALTY Homoserine kingse 4 DVIAEPYR 227 8 4 38.4 yAy5y7y8 962.49 38.690 3160| |2 481.7f 645.
|P65226|KHSE_SALTY Homoserine kingse 5|  Carbamidorhe®g3) HYLQNQEGFVHICR 285 14 8 52.06| b7b9bl1°b11b13y4¥8{ 1800.89 103.639 38813 B 600.97 14.71
|P65226|KHSE_SALTY Homoserine kingse 6|  Carbamidorhe®(y) ENIVYQCWER 61 10 4 39.94 b8y6y7y8 1396.64 59.265 @76 2| 698.83 15.73
] VYAPASSANMSVGFDVLGAAVTP .
|P65226|KHSE_SALTY Homoserine kingse 7 VDO T LCDVVSVEAADHER 3 42 6 36.72 b14y5y6°y6y8y9 4205.04 81.227 266§ |4 1052.p2  75-9.
|P65226|KHSE_SALTY Homoserine kingse 8|  Carbamidorhet(®) HLAGFIHACYSR 205 12 9 65.g |PA0Sb7b1L 1b111y4y10y11 Y 1431.70 63.690 2432 | 2 716.35 3.07
|P65226|KHSE_SALTY Homoserine kingse 9|  Carbamidorhet() FCQALGKTIPVAMTLEK 71 17 6 20.37 b9*b9b12°b12y3y8 9.01 64.390 3757 | 2 954.01 0.70
|P65226|KHSE_SALTY Homoserine kingse 10 DVIAEPYRAR 227 10 5 36.93 b3b6b7°b7y7 1189.61 107.194 3629 | 2595.31 -8.52
Carbamidomethyl+C(1 é‘
|P65226|KHSE_SALTY Homoserine kingse  11{;Carbamidomethyl+C(3 MP'GSEEEZ%(EE\E/;QALVAMN 88 34 5 12.07 b9°b9b13y4y10 3529.6 91.008 11174 | 4 88318 251
);Oxidation+M(22)
'PO5982';:\356@;12230"“'d 1 GFGVPTL'AVHPENDPQGEGMA'A 167 25 7 2954 |  b2b3bdylOyldy21y2 2548.20 78.11 42270 | 3 1850 -0.38
'PO5982';:\356@;12230"“'d 2 ANYFENTLNLR 1 10 7 48.44 b3b7b8yLy3y7y10 1225.63 68.979) w27l 2| 613.32 1.20
'PO5982';:\356@;12230"“'d 3 LIQFGWETITEALK 252 14 4 17.37 b11b13y2y13 1648.9 106.45¢ 20833 | 2| 824.95 0.37
'P059Siléz\sg@ssﬁ;gaﬁsml'ac'd 4 | carbamidomethyl+C(8)  VVIVGCGAQGLNQGLNMR 39 18 6 35.9 H9H11y5y10y12 1886.00 105.423 11703 |2 943.5p 13.2
'P059Siléz\sg@ssﬁ;gaﬁsml'ac'd 5 DGAALGYSHGFNIVEVGEQIR 123 21 7 23.64 b2b3bs°bsb7ysy13| 32211 136.411 3662 | 2  1116.58 0.66
IPOS9BIIILVC_SALTY Ketok-acid 6 LVAEGTDPAYAEK 239 13 11 76.84 |P7D7DEDEOLI2YAYEYEYBYY 4 5es 4 64.430 15534| P 682.35 20.50
reductoisomerase 8yll
'POSQSiléb\sggissﬁthaﬁsto"ac'd 7 TAFETAPQYEGK 336 12 5 33.15 b3b5°b5y4y5 1341.60 79.816 27653 | 447.87 -20.74




'PO5982';:\356@;12230"“'d 8 GYMTDMK 478 7 4 37.9 bdy3°y3y5 845.36 71.172 2279| |2 4231 84.4
'POSQSilé:zggiﬁ;LTaﬁstc’"ac'd 9 IGEQEYFDK 348 9 3 28.11 b6y3y6 1128.54 78.036 1544 |1 112854 5.9
'PO5982';:\356@;12230"“'d 10 AGVLESSFVAEVK 202 13 5 18.63 b6b11°b11y9°y9 1335.7 69.631 1534 | 2| 668.36 -9.14
'PO5982';:\356@;12230"“'d 11 LLTWREETGK 326 10 3 26.38 boy4ys 1232.68 81.631 85216 |2 o464 14.85
'P059Siléz\cggiﬁfngazsto"ac'd 12 FMGRDEFADGASYLQGK 21 17 8 50.79| b3bdy7y10°y10y11°y12{1l 1891.86 64.410 17375 B 631.29 -3.03
. Carbamidomethyl+C(11),
[P05989|ILVC_SALTY Ketol-acid _ ; SDLMGEQTILCGMLQAGSLLCFD |
oo eomerac 13 ,Carbamldc;methyI+C(21 KLV ARG TDPAYALK 215 37 5 14.65 b3b7y3y6y9 4031.93 118.47 13646 | 3 134465 9 2.7
'P059Siléz\cggiﬁfngazsto"ac'd 14 LIQFGWETITEALKQGGITLMMDR| 252 24 3 11.71 b13y8y14 27554| 90.765 6220 | 4 688.62 11.98
'PO5982';:\356?5/3;3a§st0"a°'d 15 TAFETAPQYEGKIGEQEYFDK 336 21 5 126 bOy4°ydy10°y10 2451 93.266 5311 | 4 817.72 0.30
'PO5982';:\356?5/3;3a§st0"a°'d 16 Phohoryl STY(3) LLTWREETGK 326 10 3 24.62 bayay7 1312.62  66.030 2469 | 2|  656.82 2.32
IPOS989IILVC_SALTY Ketol-acid 17 Oxidation+m(z1) |CFEVPTLUAVHPENDPQGEGMAIA o7 25 3 21.04 b6yllyl2 2564.27 109.763 164 3 85543 -6.0
reductoisomerase K
|Q7CR87|SURA_SALTY Chaperone sufA 1 IQELPGIFAQALSTAK 3 16 7 2569 | b2*b2b3b4*bdbl5yl2|  1686.94 90.743 3434 2 om3| 123
o *
|Q7CR87|SURA_SALTY Chaperone sufA 2 LNAGQAGQQLPDDATLR 50 17 11 63.76 b6b8y4y5y172;'177y9y11 VIV 1767.90 51.796 21043 2 884.46 3.38
% | % |
|Q7CR87|SURA_SALTY Chaperone sufA 3 ITDEQLDQAIANIAK ) 15 10 63.77 |P*? bl@%ﬁ/gﬁf"myn 1642.87 81.234 19883 2 821.94 5.05
|Q7CR87|SURA_SALTY Chaperone sufA 4 GDIVGPIR 252 8 3 38.4 b3b5b6 826.49 37.681 7614 |2 41315 15.2
|Q7CR87|SURA_SALTY Chaperone sufA 5 GQSQSISVTEVHAR 274 14 5 38.66 b8y5y6y8y10 1498.75 37.992 7324 |3 50026 5.7
|Q7CR87|SURA_SALTY Chaperone sufA 6 QAESIVEEAR 197 10 3 24.62 b7y3y6 1131.54 60.034 2821 |2  566.27 -19.31
|Q7CR87|SURA_SALTY Chaperone sufA 7 QIGTQNDASTELNLSHILIALPENP| ¢, 35 6 11.94 | b7bloysrysylltyll 3816.94 131.745 268 3  ®mw2| 1548
TSEQVNDAQR
|Q7CR87|SURA_SALTY Chaperone sufA 8 GQISAPVHSSFGWHLIBTR 362 22 5 18.77 b3*b3y3yl1y13 2463.26 88.453 1749 |3 ®aL| 912
o %y
|Q7CR87|SURA_SALTY Chaperone sufA 9 LAITYSADQQALKGG@WGR 214 21 9 49.54 | P8 b8b15bigy3y4y5y12 2251.14 66.115 14191 B 751.05 3.47
|Q7CR87|SURA_SALTY Chaperone sufA 10 LAYDGLNYSTYRNQIR 117 16 9 45.27 | b6°bEb7°b7b8°b8b14yoy13  1946.96 66.028 60123 | 649.66 5.14
|Q7CR87|SURA_SALTY Chaperone sufA 11 SRLAYDGLNYSTYR 511 14 5 30.18 b3b7y3y4°y4 1678.81] 45.948 5014 |2  830.41 3.2
|Q7CR87|SURA_SALTY Chaperone sufA 12 EMISEVRNNEVR 134 13 4 26.11 b7b8b10*b10 1588.8 41.775 B23| 2| 794.90 -0.68
|Q7CR87|SURA_SALTY Chaperone sufA 13 NGADFGKLAITYSARALK 207 20 5 13.01 bob13*b13y9°y9 2111.05 105.14¢€ 2541 | 2 6108 -13.99
|Q7CR87|SURA_SALTY Chaperone sufA 14 Oxidation+M(10 IMDQILQMGQK 73 13 7 4227 | bSb6*bBYyAy5Hy5y12 1546.81 8oB7 | 16186 | 2| 77391 12,71
|Q7CR87|SURA_SALTY Chaperone sufA 15 Oxidation+M(19 VAAVVNNGVVLESDVDGLMQSV 27 23 7 18.12 | be*bsyseysysyl2ey12|  2359.2 114.15 278 2 oms 4.97
. LGSVFSSTGTGGGQEQTITSTWT .
IQ8ZQ4O0|WRBA_SALTY Flavoprotein| | LAHHGMVIVPIGYAAQELFDVSQ 106 49 13 43,2 |P7PBDL2Y2YSYE*YOYOYOML o0y 5o 116.929 9791 | 4  1284.3d 2.09
wrbA VR 0*y10y22y49
IQ8ZQ40[WRBA_SALTY Flavoproten| TQNAPVATPQELADYDAIFGTPT| . 12 o025 | P1b252b4b7bIIbI3YGYIL o 90,672 9250 597 12 63
wrbA R y12y13y25
'Q82Q40|WRBCV7§:LTY Flavoprotein| 5 TFLDQTGGLWASGSLYGK 88 18 4 14.03 b4°bdy3y7 1900.94 73914 6194 | 3| 634.32 283




'Q8ZQ40|WRBCV7§:LTY Flavoprotein| GGTPYGATTIAGGDGSR 155 17 6 37.52 b4bSb11y4°ydys 1537.16  7.373 10497 | 3 51326 21.27
'Q8ZQ40|WRBCV7§:LTY Flavoprotein| o 'LVLYYSMYGH'iTMAHAVAEGA 3 24 4 11.71 b10y4°ydy12 2667.37 84.359 24714 |3 889.79 135
|Q8ZQ40]WRBA_SALTY Flavoprotein TQNAPVATPQELADYDAIFGTPT b3b6°b6*b6b8°b8*b8b 1%
vt 6 RFGNMSGONR 54 34 15 36.13 | eveyioyizetz | 369783 122.869 61644 H 92521 14.66
IQ8ZQ40[WRBA_SALTY Flavoprotein| MAKILVLYYSMYGHIETMAHAVA o o7 . 245 J5y8y9y10 2097 55 59,672 028 |3 o990k aab
wrbA EGAK
'Q8ZQ40|WRBCV7§:LTY Flavoprotein| ¢ AK'LVLYYSMYSAHIQETMAHAVAE 1 26 4 11.33 b12ydy13°y13 2866.5( 65.304 2612 |6 47849 12.0
'Q8ZQ40|WRBCV7§:LTY Flavoprotein| ¢ Oxidation+M(L5) 'LVLYYSMYGH'iTMAHAVAEGA 3 24 5 18.02 y8y11°y11y15°%y15 2683.34 100.211 427 3 89512 201
IPOALV6IKPRS_SALTY Ribose-phohafe | ITAVIPYFGYAR 84 12 4 41.9 y5y7y8y10 1370.74 81.552 2603 2 5@ -2.85
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe LFAGNATPELAQR 5 13 5 26.11 y6y10°y10y11y13 1387.7 5481 23683 | 2| 694.37 2.81
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe 5 | oo o migomethyirc(1) PCPIFIQSTCAPTNDNLMELVWM |- 29 5 11 b11b13*b13y7y29 3192.64 121.704 190 4 79891 8.5
pyrophohokinase VDALR
IPOALVEIKPRS_SALTY Ribose-phohafe AAEALK 231 6 2 25.1 bdy3 602.35 33.052 14694 [1 602.32 5.98
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe o |0 idomethyl+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 5 2 b15ydy11y12°y12 2259.17 89.060 8997 |2  1130.09 14.0%
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe ¢ LLNDTDMAIIDK 182 12 4 34.24 b4b6b10y9 1361.67 65.453 6114 |2 8184 20.44
pyrophohokinase
- N O] % |
IPOALV6IKPRS_SALTY Ribose-phohafe  ; FSDGEVSVQINENVR 34 15 12 77.7 | P3POPLODIODISDIZYAYS ) o) oy 64.385 2324 | 2 846.92 13.99
pyrophohokinase *y5y6y8yl4
IPOALV6IKPRS_SALTY Ribose-phohafe o MPDMKLFAGNATPELAQR 0 18 3 14.03 b9bl4y13 1989.96 77.403. 429 | 2| 995.49 12.70
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe g LLNDTDMAIIDKR 182 13 3 27.87 b5bob11 1517.80 71.867 2647 |3 506.61 3.38
pyrophohokinase
[POALVEIKPRS_SALTY Ribose-phohate Carbamidomethyl+C(1L)  GGDIFIQSTCAPTNDNLME 49 20 2 42 yay16 2196.02 121.703 8897| |3 732.64 9.89
pyrophohokinase
|P67605|YEEX—‘Q;'Z‘:;Y UPF0265 protejn METTKPSFQDVLEFVR 0 16 6 25.69 b8y2y8y10y11y16 1926.95 986 67659 | 3| 642.99 -7.48
|P67605|YEEX—S;'Z‘:;Y UPF0265 proteln EIQDIEKK 26 8 7 60 b4bBb7*b7y5y6y8 1002.53 26.463 1680 |2 .01 13.82
|P67605|YEEX—S;'Z‘:;Y UPFO265 proteln 4 ETTKPSFQDVLEFVR 1 15 7 26.7 b4b6°bEb7°b7y2y14 179590  538. 14715 | 2| 898.46 -10.67
|P67605|YEEX—S;'Z‘:;Y UPFO265 proten NAEISK 82 6 4 37.41 b3°b3bdy3 661.35 29.286 40246 |1 ee1ds 128
|P67605|YEEX_5;,2I(;;Y UPF0265 proteln VLLLDNLSDYI:I:A(?(MSVEAIQGIIA L 25 5 1700 3010015 018,64 11964 ot |3 1006ks o a
[P67605]YEEX_SALTY UPF0265 protejn VLLLDNLSDYIKPGMSVEAIQGIIA i ] ]
Jeex 6 SMKSDYEDR M 34 4 23.37 b6b7y7y1l 3783.93 107.263 4071 |5  757.89 35
b3b5b7b8°b8b9*bOb11b]2
IQBZLIBISYGB_SALTY GlycyHRNA 1 SLAESFAANFTAELDNAGLAHGN | ) 31 18 77.83 |°b12b13°b13b14°h14ylydy 3276.55 114.086 21111 B 1092.85 -6.78
synthetase beta subunit VEWFAAPR 8y10
IQBZLIBISYGB_SALTY GlycyHRNA 2 VANLAESQPDREVEK 57 15 5 24.39 b2y4°yayey7 1684.8 60724 o06a4 | 3| 562.29 0.87
synthetase beta subunit
IQBZLIBISYGB_SALTY GlycyHRNA 3 LADAEFFFNTDRK 326 13 4 29.38 b6b7b11y11 1573.74 71.844 ae7| 2| 787.38 -13.26
synthetase beta subunit
IQBZLIBISYGB_SALTY GlycyHRNA 4 FLAVPAEALVYTMK 268 14 6 52.98 y6y9°yoy10y11y12 1552.86 1073 31062 | 2| 776.93 9.01
synthetase beta subunit
IQBZLIBISYGB_SALTY GlycyHRNA 5 DPTQISGNEK 310 11 7 48.48 b6b8y3°y3*y3ydy5 1201.60 35749 22744 | 2| 601.31 -1.83
synthetase beta subunit
IQBZLIBISYGB_SALTY GlycyHRNA 6 TLEEASALAAANK 571 13 4 18.63 b7b12°b12y7 1288.70 60.108 325 | 2| 64485 17.05
synthetase beta subunit




IQBZLIBISYGB_SALTY GlycyHRNA 7 RPTRPADFDAR 552 11 6 48.48 b7b10y4y7y10°y10 1301.64 65332 6205 | 2| 651.33 20.54
synthetase beta subunit
IQBZLIBISYGB_SALTY GlycyHRNA 8 GEWLLYR 112 7 4 47.2 b4b5bey5 936.49 66.048 2791 |2 46875 946
synthetase beta subunit
IQ8ZLIBISYGB_SALTY GlycyHRNA 9 GESTEALVPNMVATSLAK 123 18 5 33.61 b4b8b10b15y10 1817.98  1.287 2568 | 2| 909.47 1.68
synthetase beta subunit
IQBZLOBISYGB_SALTY GYHRNA | 1 | o opamidomethyl+C(1B)  FAGDDLPSNPVACALAIADK 437 20 3 01 b10y11y13 2044.97 102.563 1632| |2 1022.99 13.7
synthetase beta subunit
IQBZLIBISYGB_SALTY GycyHRNA | ) APVDEFFENVMVNAEEK 645 17 7 40.7 b4b7b8°b8y5y6y8 1967.98  73.990 1613 | 2| 98447 12.22
synthetase beta subunit
IQBZLOBISYGB_SALTY GYCYHRNA | 15 | o pamidomethyi+C(2) GCGITVDQAER 96 11 5 48.9B b6yayy7 1205.58 103.831 1543 | L 12055 17.01
synthetase beta subunit
IQBZLIBISYGB_SALTY GycyHRNA |5 LQPYFADGR 624 9 5 42.17 b4b7*b7b8y6 1066.5 114.123 151 1 6681 -16.48
synthetase beta subunit
|Q8ZL96|SYGB_SALTY Glycy-tRNA SLAESFAANFTAELDNAGLAHGN o
aynthetase beta subunit 14 EWEAAPRR 21 32 5 16.7 b5b10°b10*h10b12 3432.72 105.334 706 3 114491 13.44
IQBZLIGISYGB_SALTY GyCyHRNA | 1 FEEKFLAVPAEALVYTMK 264 18 6 31.27 b6b10b11b13y4°y4 2068 76.312 5371 | 4 104354 -9.25
synthetase beta subunit
IQBZLIGISYGB_SALTY GycyHRNA | ¢ GPAIAQAFDAEGKPSKAAEGWAR| 73 23 6 20.99|  b9°b9*bobl0°bIBy | 2328.16 136.371 3156 | P 1164.59 -4.09
synthetase beta subunit
IQBZLIBISYGB_SALTY GyCyHRNA |4 4 Phohoryl STY(5) VIPATILGIQSDR 171 13 3 23.4 b3yoy10 1482 60.184 7262 | 4  731.88 -1.34
synthetase beta subunit
- - S
IQBZLIGISYGB_SALTY GycyHRNA | ¢ Phohoryl STY(8) NLALDLQTLTEEAVR 494 15 10 71.14| P3"D3DBOIDILIODLIYTYE 26 o 114.108 5788 | 2 883.45 12.79
synthetase beta subunit y10
- —— g
IQBZLIBISYGB_SALTY GyCyHRNA | g Oxidation+M(14) LTNANVVDDVIDFMLGR 514 17 9 39,45 |P3"D3DEDEDIADIAYTYBYL o oo 65.332 3971 | 2 954.48 -2.24
synthetase beta subunit 1
o b2b3b4b5°b5b7b9°b9b12b
'POAlRGlD?;gES:‘ULLT E‘:‘A'b'“d'”g 1 AALESTLAA'TI:'E(BSTL;EGDAVQLVG 22 29 26 191.05| 13b19b23y2y3ydy5y6y7yR 2966.57 115.442 418408 B 989.53 173
p P y13y14y21y22y24y25y28
IPOAIRGIDBHA_SALTY DNA-binding | AALESTLAAITESLK 22 15 3 22.33 b3bdy7 1517.85 97.819 2568 2 759.43 1.85
protein HU-alpha
IPOALRGIDBHA_SALTY DNA-binding | - ALKDAVK 83 7 6 34.89 bayly4°ydysy7 744.45 21.052 25054 |2 3. 13.20
protein HU-alpha
hi - *| X |
IPOAIRGIDBHA_SALTY DNA-binding | =, IAAANVPAFVSGK 70 13 12 114 |PADSTDSDEDEDIOYAYSYEY )4, 6q 60.212 15765| 1 1244.68 -6.96
protein HU-alpha 8y10y12
— 3 PR T
IPOAIRGIDBHA_SALTY DNA-binding | - o EGDAVQLVGFGTFK 37 14 9 36.07 |POPBDED12TDIZTDIZYEYE | gy 27 63.671 5516 | 2 734.39 14.55
protein HU-alpha y13
IPOALRGIDBHA_SALTY DNA-binding | = VNHRAER 51 7 4 37.9 b5y3°y3y5 881.46 12.433 4201 |2 44124 26.0
protein HU-alpha
IPOAIRGIDBHA_SALTY DNA-binding | =7 Phohoryl STY(11) IAAANVPAFVSGK 70 13 4 27.87 b4b9*bob11 324.65 136.391 2652 | 1  1324.64 -1.38
protein HU-alpha
|P26982|DEGP_SALTY Protease do 1 GAFVSQVMPNSSAAK 313 150 9 57.38 | b3bSb12y2y8yoyl0y12yl5  1493.7% 54.231 1571 2 387| 5.48
|P26982|DEGP_SALTY Protease do 2 VGDYTVA'GNEESRLGETVTSG'VS 186 28 11 4g.71 |P3POL7HE ;’%33’5 YSY6Y34 5750.41 117.094 13907 B 917.47 -9.59
[P26982|DEGP_SALTY Protease do 3 LADSDALR 178 8 2 33.63 b3°b3b5y3 860.43 32.535 8708 2 43042 1561
|P26982|DEGP_SALTY Protease do 2 SGLNVENYENFIQTDAAINR| 214 20 2 22.43 Voyl1yl1y12 2268.17 78.401 7384 |2 113456 542,
|P26982|DEGP_SALTY Protease do 5 NLTSQMVEYGQVK 275 13 3.48 | b7b8b9*bobl1°b1ly6*yé  1496.74 63.692 456 |2 74847 612
[P26982|DEGP_SALTY Protease do 5 NIAELR 443 5 1 12.8 va 715.40 30.341 4357] |2 3582 “13.08
|P26982|DEGP_SALTY Protease do 7 FMALGSGVIIDAAK 110 14 4| 25.15 b5b12°b12b13 1392.73 81.557 2004 |2 696.47 177
% | o
|P26982|DEGP_SALTY Protease do 8 VMPSVVSINVEGSTTVNTPR 48 20 8 5161 | POP10 blofllfb“yloylj 2087.11 65.357 2646 | 2 1044.04 13.45
[P26982|DEGP_SALTY Protease do 9 GELGIMGTELNSELAK 289 6 1 7 58.49 | yby7y8yoyllcyllyl2 1661.81 63.696 2211 |3 55441 6.7
|P26982|DEGP_SALTY Protease do 10 AQVGTMPVGSK 352 11 ) 46.72|  b3b6b7°b7y6°y6y7°y] 107454 608 1970 | 1| 1074.54 ~18.40
b3b13°b13b14°D14*b1dy]L
|P26982|DEGP_SALTY Protease do 11 RGELGIMGTELNSELAK 828 17 7 24.84 5 1817.97 87.208 4021 | 2 909.49 14.91




|P26982|DEGP_SALTY Protease do 12 Phohoryl STY(1 r}/GDYTVA'GN:LFSRLGETVTSG'VS 186 28 5 253 b9b11b15b16°b16 2830.4p 105.40 478 2 141970 3.45
|P26982|DEGP_SALTY Protease do 13 Phohoryl STY(7] VMPSINVEGSTTVNTPR 48 20 9 34.78 b4°b4b5bi§;*l’é0yll*y“ 2167.05 96.417 1672 | 2 1084.03 6.87
[P26982|DEGP_SALTY Protease do 14 Oxidation+M(2) VMRSINVEGSTTVNTPR 48 20 Z 13.01 b5b7°b7y15 2103.0p 65.361 6505] 3| 701.69 511
|P26982|DEGP_SALTY Protease do 15 Oxidation+M(6) AQWBNGSK 352 11 3 22.11 babby9 1090.57 55255 8821 | 2 54519 012.2
|P26982|DEGP_SALTY Protease do 16 Oxidation+M(8) GANBIPNSSAAK 313 15 5 33.44 b5b10y8yoy1L 1500.7k 42.770 194 2755.37 2.18
|P77983|KPYK1_SALTY Pyruvate kinasp | 1 GDLGVEIPVEEAQK 244 17 6 41.12 b3b4b7b8ylyl4 1843.00 95.531 3994 2 om2| 9.47
[P77983|KPYK1_SALTY Pyruvate kinasp | 2 MLDAGMNVMR 22 10 6 48.69 b2y5y7y8y9y10 1137.52 58.216 19449 2 | 569.26 -2.68
[P77983|KPYK1_SALTY Pyruvate kinasg |~ 3 | Carbamidoryleti(13) YPLEAVSIMATICER 319 15 7 16.31 blb4°bab6b6y2y4 |  752.87 83.471 19153 2  876.94 -0.49
[P77983|KPYK1_SALTY Pyruvate kinasp | 4 IENQEGLNNFDEASDGIMVAR | 220 24 8 2152 |  b2bl2yly2y3ydysy24|  2677.2 gno | 17147 | 3| 893.10 4.01
[P77983|KPYK1_SALTY Pyruvate kinasp | 5 |  Carbamidoryletd(6) ITEAVCR 353 7 5 50.21 y3ydy5yey7 848.42 26.005 1074p 2 | 42471 -9.78
[P77983|KPYK1_SALTY Pyruvate kinasp | 6 AGQTFTFTTDK 86 11 6 32.19 b6b8b11y2y5y8 1216.5 51.85] 70062 | 608.80 3.51
[P77983|KPYK1_SALTY Pyruvate kinasp | 7 AEAGDVANA'LiﬁTDAVMLSGES 292 25 6 14.49 b1b7b15y2y11y15 2405.1p 93.124 659 2 120309 5.38
[P77983|KPYK1_SALTY Pyruvate kinasp | 8 IQNLR 46 5 1 123 y4 643.38 41.533 6701| |1 643.38 -10.63
[P77983|KPYK1_SALTY Pyruvate kinasp | 9 MMIEK 261 5 1 12.3 v3 651.31 55.920 3466| |1 651.3] -12.37
[P77983|KPYK1_SALTY Pyruvate kinasg | 10 DVALQSGLAQK 434 11 3 29.1 b3b6b7 1129.60 31.605 2501 |3 37741 -15.99
[P77983|KPYK1_SALTY Pyruvate kinasp | 11 VMNSR 337 5 1 12.3 ya 606.30 83.532 2266| |1 606.3 2.92
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 12 GAVETAEKLEBRVATQGGK 360 22 3 22.13 b10b11b13 2181.2( 82.303 26438 | 3 7.72 -3.81
[P77983|KPYK1_SALTY Pyruvate kinasg | 13 LEGGNDVSLKAGFTFTTDK 76 21 5 35.23 yey10y11°y11y12 2229.1 79.595 B4q 3| 74371 9.97
[P77983|KPYK1_SALTY Pyruvate kinasg |~ 14|  CarbamiddryleC(3) IVCTIGPKTESEEMLSK 5 17 3 14.67 b12y3y15 1921.95 @17 14297 | 3| 641.32 5.72
[P77983|KPYK1_SALTY Pyruvate kinasg | 15 VLNNGDLGEA'\'L'ZCEXNLPGVS'ALP 145 28 5 11.08 b5*b5b11*b11y5 2802.55 136.371 1111 3 93485 357
[P77983|KPYK1_SALTY Pyruvate kinas |~ 16|  CarbamiddryleC(6) MMIEKCIR 261 8 3 46.18 b3b5b7 1080.53 63.654 2363 | 1 osas3 -9.94
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 17 TESEEMLSKMAGMNVMR 13 19 5 235 bdy5y6y12*y12 2171.99 76.183 1649 |3 a4 6.63
[P77983|KPYK1_SALTY Pyruvate kinasg | 18 AGQTFTFTTD 86 10 0 2.98 1088.48 51.915 3967 |3 363.5p -6.84
[P77983|KPYK1_SALTY Pyruvate kinasp | 19 AGQTFTFTTDK 86 11 1 75 b9 1199.56 51.880 1789 |2 600.2p 8.96
'QSZPDGWN%E&%L;;; ncharacterized TEDTPTYPNSLALSADGK 308 18 7 33.61 b3y2y3y5yllyldyl8 18 66.538 27155 | 4 949.47 6.05
'QSZPDGWN%E&%L;;; ncharacterized QAGQVSVIDAK 201 11 5 12.02 b9°b9y2ydy11 1115.6( 38.658 w41l 2| 55830 558
'QSZPDGWN%E&%L;;; ncharacterizqd EQEATQPDDVIR 338 12 5 30.39 y2y6y8y10y12 1400.66 40.48¢ 67| 2| 700.83 -2.18
'QSZPDGlYN%E&iﬁL;]E; ncharacterized LLDDGKEHFFINLSLDTAGHR 223 21 7 48.07| b8bl0b1lb12yl0*yid | 2398.25 76.859 538 | B  800.09 14.56
'QSZPDGlYN%E&iﬁL;]E; ncharacterized LYTTNADGEFITIDTASNK 198 19 4 13.48 b8y10y14y19 2074.01 290 4479 | 2| 103751 8.12
IQ8ZPDEIYNCE_SALTY Uncharacterizqd TTIENTGK 177 8 5 33.63 bBy5°y5y7°y7 863.44 61.356 1350 1 .883 -8.13
protein ynck
'QSZPDGlYN%E&iﬁL;]E; ncharacterized ELVADAATNTIVISGVGK 144 18 6 2412 | b7bll°bliblz*bizy1l — 2B94 82.849 10499 607.98 1313




IQ8ZPDEIYNCE_SALTY Uncharacterizgd g LLDDGK 223 6 1 12.8 b3 660.37 35.039 10191 |1 660.3 14.42

protein ync

. e 5

IQ8ZPDEIYNCE_SALTY Uncharacterizqd o EHFFINLSLDTAGHR 229 15 9 39,46 |PLOPILDIL™DLLyAYEYEYE /g o 65.378 6906 586.31 14.59

protein ynck y8
'QSZPDGWN%E&EQLJ”E;nCharaCte”ZEd 10 ESAIWVVDGETIK 162 13 4 18.63 b8°bsb11y8 1446.72 44.197] 2116 2| 723.86 -20.50
'QSZPDGWN%E&EQL;;; ncharacterized IAAPASLAVLENPTRNEAYVTHR 268 23 4 26.8 y3y16y20y22 25RP 83.360 48183 | 4 62858 1225

. % | o %

IQ8ZPDEIYNCE_SALTY Uncharacterizqd -, , NEAYVTHRQAGQVSVIDAK 283 19 10 36.67 | PEPBOLODI0"DIODIELIE e g 65.346 20070 B 696.03 7.61

protein ynck y3°y3y8
'QSZPDGWN%E&EQL;]Z; ncharacterized 5 AQRLYTTNADGEFITIDTASNK 195 22 4 12.26 b5b9°h9y13 2429.2|  94.474 7034 | 2 121511 6.73
'QSZPDGWN%E&EQL;]Z; ncharacterized LLDDGKEHFFINLSLDTAGHR 223 21 3 126 b6b12y6 2398.24 9Bs5 1673 | 3| 800.09 12.22
'QBZPDGWN%E&EQL;;;nCharaCte”ZEd 15 Phohoryl STY(14) LLDDGKEHFFINLSLDTAGHR 223 21 5 1951 °10 bloyi’yiyll—mpo“ 2478.17 107.175 1905 | 4  620.30 177
'QSZPDGWN%E&EQL;;;nCharaCte”ZEd 16 LLDDGKEHFFINLSLDTAGH 223 20 0 7.95 2242.10 76.815 16412 |21121.55 -6.21
|P66738|RRF—S/:‘:CTI; Ribosome-recycling ASLLDGIVVEYYGTPTPLR 31 21 5 16.74 b8b15y5yl4y21 224820  4.884 55278 | 2| 1124.61 7.38
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 2 SMGPAVEK 72 8 8 38.4 b8y2°y2y5y6y7°y7y8 818.40 27.734 251482 |  409.70 -7.91
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 3 QLASVTVEDSR 52 11 5 20.1 y2y5y6y8y1l 1204.62 40.891] 24587 | 2 02.82 5.67
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 4 AIMASDLGLNPSSAGTDIR 80 19 10 36.14 b1b4b10b1133’2y5 YSYOYY  1888.96 68.375 10121 R 944.98 6.40
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 5 ALLK 140 4 1 11.81 v3 444.32 38.479 20263| |1 444.33 3.92
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 6 INVFDR 66 6 4 40.42 b5°b5y3y5 763.41 50.413 1537 2 3822 166.
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 7 VPLPPLTEER 99 10 5 39.39 y3°y3yBy7°y7 1150.64 59.024 12048 | 2575.82 -7.96
[P66738IRRF_SALTY Ribosome-recyclig o AIMASDLGLNPSSAGTDIRVPLPP 2 12 28,36 | P5°DSD7b7DE By Ty o 57 165 e3724] b 100751 .20

factor TEER y21y22y25
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 9 IVRGEAEQAR 115 10 3 24.62 b5b7y7 1128.61 16.733 15021 |2 =648  0.00
% | %y £
[POA2C1|RNH2_SALTY Ribonuclease Hll AEAHEIDELNILHATLAMQR 72 21 13 32.09 b4b6§*1ygyblloz°ﬁg§2y12y6 2406.17 107.230 11634 B 80273 -9.03
[POA2C1|RNH2_SALTY Ribonuclease Hll MIEFVYPHTHLVAGEVGR 0 20 5 25.61 b3b8y8y9y20 2269.13 70.122 10377 | 3 757.05 4.41-
[POA2C1|RNH2_SALTY Ribonuclease Hll GYPTAFHLEK 163 10 3 24.62 b3bsyo 1162.58 41.876 2280 |2 SB18  -4.00
[POA2C1|RNH2_SALTY Ribonuclease Hll LAQYGATAHHR 173 11 7 55.22 b3b8°b8bOydy5y10 1224.61 64.444 4132 | 3| 408.88 -10.17
[POA2C1|RNH2_SALTY Ribonuclease Hll AVAGLHIAPEYVLIBNR 93 18 8 37.29 | bl7ydcydyseysyeryeyd — 1908.0 64.391 400 3636.68 -3.52
[POA2C1|RNH2_SALTY Ribonuclease Hll GYPTAFHLEKLAQYGAHHR 163 21 4 22.52 b5b6b10y6 2368.23 79.310 1166 | 3 790.08 13.30
[POA2C1|RNH2_SALTY Ribonuclease Hll EKALSWSLGR 62 10 4 36.93 b4b6b7y5 1146.6 66.100 5246 | 2 573§ -14.80
R
[POA2C1|RNH2_SALTY Ribonuclease Hll Phohoryl STY(15| AEAHEIDELNILHATMLAMQR 72 21 8 126 [PL3P13 b*lyglyf YOYIIVIL 586,16 83.538 9119 829.39 4.62
[POA2C1|RNH2_SALTY Ribonuclease Hll Oxidation+M() ABEIDELNILHATMLAMQR 72 21 5 16.74 b4b6y8y10°y10 2422.15 853 147671 | 3  808.05 -14.51
IQ8ZRX8|DAPB_SALTY 1 AGDIVGEHTAMFADIGER 212 18 10 37.69 | PEPEPTOI4YEYEYIOYIGY | ggg gg 105.223 25883 B 630.30 -4.52
Dihydrodipicolinate reductase 13°y13
IQ8ZRX8IDAPB_SALTY 2 VMGDYSDIEIEAHHR 145 16 4 21.96 b2b12b13y5 1884.9 70.139 14148 | 3| 628.98 10.82
Dihydrodipicolinate reductase




IQ8ZRX8|DAPB_SALTY 3 NGLFDMR 258 7 3 19.58 bdy4°y4 852.40 51.934 013 |2 426.70 36.7
Dihydrodipicolinate reductase
IQ8ZRX8I|DAPB_SALTY 4 |carbamidomethyl+C(22) DDFDVFIDFTRPEGTLTHLAFCR 70 23 6.35 bdyayey7yl1°y11 2772.32 111.976 5628 |3 924.78 4.58
Dihydrodipicolinate reductase
IQ8ZRX8|DAPB_SALTY 5 VDAPSGTALAMGEAIAGALDK 163 21 4 25.19 b14b15y10y12 1958.9| 82.161 7164 | 3  653.34 0.69
Dihydrodipicolinate reductase
IQ8ZRX8|DAPB_SALTY 6 QLIQAAMAMEGVQLGAALER 19 20 3 19.8 b5b8b13 2100.05 96.313| 1% | 3| 700.69 -19.88
Dihydrodipicolinate reductase
IQ8ZRX8|DAPB_SALTY 7 VAGTIGFATVR 201 11 3 22.11 b4b8y6 1091.61] 57.341 2304 |2 5863 -12.08
Dihydrodipicolinate reductase
IQ8ZRX8|DAPB_SALTY 8 AAKVMGDYSDIEIEAHHR 142 19 3 13.48 b7b13y12 2155.09 1088 | 72810 | 3| 719.04 14.05
Dihydrodipicolinate reductase
IQ8ZRX8|DAPB_SALTY 9 VAGTIGFATVRAGDIVGEHTAMF | ) 29 3 16.95 b5b9b19 2961.44 66.199 31245 | 4 74192 11
Dihydrodipicolinate reductase ADIGER
IQBZRX8|DAPB_SALTY 10 ASSRMTFANGALR 236 13 4 23.4 b11°b11b12y10 1381.70 58.261 5217 | 2| 69135 2.30
Dihydrodipicolinate reductase
IQ8ZRX8|DAPB_SALTY 11 Phohoryl STY(7) | QAIREASQEIAVFAANFSVGUNV |- 1 27 3 22.04 b5b6b12 2985.49 79.423 3276 |3 995.83 -10.4
Dihydrodipicolinate reductase MLK
|Q8ZRX8|DAPB_SALTY - QLIQAAMAMEGVQLGAALEREGS Q )
Dinydrodipicoinata reductase 12 Oxidation+M() SLLOSDAGELAGAGK 19 38 6 33.17 | bl2b13y3y12y13°%y13 3715.8% 103.898 8230 | 4 7920| 6.4
IQ8ZRX8|DAPB_SALTY 13 Oxidation+M(11) AGDIVGEHTAMFADIGER 212 18 4 21.43 bsbEy3 1904.91 120.627 260L| B  635.64 13.71
Dihydrodipicolinate reductase
[P06202|OPPA_SALTY Periplasmic LADPNTAYASYLQYGHIANIDDIIA i )
sigopeptde-binding protein 1 CKKPATDLGVK 125 38 9 36.59 | b3b6b7b8°b8ydySy30y38  4001.43 83.97]L 65487 | B01.01 8.60
IP06202|OPPA_SALTY Periplasmic |, AEQQLDKDSAIVPVYYYVNAR 494 21 9 23.64 | b2bab7°b7bl2ylyey®l | 2442.23 73.887 20001| B 814.75 1.00
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN i A
sigopeptde-binding protein 3 | carbamidomethy+C(4 NTAVK 439 29 4 16.95 y3y7y13y29 3294.43 90.898 1797p | 3 109881 5.5
[P06202|OPPA_SALTY Periplasmic | -, NQGDLPAYSYTPPYTDGAK 333 19 10 33.93|P7 P7DLIDISDIZY2YOVILY Hoes o7 59.984 16805| P 1029.4 10.56
oligopeptide-binding protein 14y19
IP06202|OPPA_SALTY Periplasmic | TVINQVTYLPISSEVTDVNR 241 20 9 49.1 | blbacbdySyey7yllyDRy| 2248.20 77.916 11715 P 11246 5.86
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | LVEPEWFK 352 8 3 30.62 b5y5y6 1047.54 72.046 24270 | 2 52448 296
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | WSDGTPVTAHDFVYSWQR 107 18 3 22.95 y5y0y10 2152.0p 73411 40m | 3| 71801 15.09
oligopeptide-binding protein
IPOB202IOPPA_SALTY Periplasmic | g NLGVNVNLENQEWK 410 14 5 25.94 bab7b12°b12+b12 1656.80 GO 8178 | 2| 828.92 4.79
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | o | oo midomethyl+C(6 VDPYLCTYYYEINNQK 201 16 3 21.96 519 2082.99 117.738 6320 B 695.00 22.39
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, , LLAEAGFTADKPLTFDLLYNTSDL | o) 26 5 16.56 b8°b8b10b12y4 2893.44 116.76(L 84t | 3 065f5  1.262
oligopeptide-binding protein HK
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 3 13.01 b11y6y10 2371.1 m 3000 | 3| 79105 6.69
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, LVKPWVGGYTGK 515 12 4 27.38 y3yBY7°y7 1304.71 72.539 2068 |1 30471 2152
oligopeptide-binding protein




IP06202|OPPA_SALTY Periplasmic | -, ; DSAIVPVYYYVNAR 501 14 4 17.37 b3°b3y7y12 1629.84 63.682] 938 | 2| 81542 6.82
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | - , VADDTQR 481 7 4 37.9 b5y4*ydy6 804.39 98.630 2616| |1 804.3b 400.
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic SLIAAGILTALIAASAATAADVPAG ob
sigopeptde-binding protein 15 VOLADK 7 31 7 34.92 | b13b29y15y19y20y21°yP1  2863.68 136.880 2509 | 356.22 7.08
IP06202|OPPA_SALTY Periplasmic | o DLFEGLLISDVEGHPGVAEK 67 22 5 27.27 b3y7y8yl2y14 2300.1 89.948 1801 | 3 770.39 0.74
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, ; APFNDVRVR 307 9 5 35.89 b3b4*b4bs°bs 1073.6 26.872 52743 | 2 37.® 11.37
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | 4 NQGDLPAYSYTPPYTDGAKLVEP| 335 27 4 34.83 b5°bSb6b7 3086.44 72.533 1144 | 4 772.87 12,
oligopeptide-binding protein EWFK
IP06202|OPPA_SALTY Periplasmic | 4 SELYAKAEQQLDK 488 13 5 18.63 b10°b10y5y7%y7 1522.71 5559 7655 | 2| 761.89 -2.08
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic b4°b4b5beb8bob13y3y6°y6 )
igopeptde-binding protein 20 FGDKWTQPANIVTNGAYK 200 18 16 8051 | oy t0mioyL | 200999 64.413 6104 670.67 9.96
IP06202|OPPA_SALTY Periplasmic | -, TFLDTRHQGTFDVAR 424 15 6 26.7 b5b6b11°h11*h11y1] 1763.4  69.513 3369 | 2 882.45 0.42
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, DPLDNIYVKNLYIIK 527 15 4 24.39 b3b9b10*b10 1821.03 1008 3215 | 2| 911.02 6.44
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | AEQQLDKDSAIVPVYYYVNAR 494 21 7 40.67 b5b6b11b15y6*yey7 | 2442.26 97.361 3161 L 611.32 12.70
oligopeptide-binding protein
[P06202/0PPA_SALTY Periplasmic | ., ASYLQYGHIANIDDIAGKKPATDL | o - o 1639 N 84,030 SO I D 646
oligopeptide-binding protein GVK
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 1 VNNPEIMGK 286 9 7 49.95 b1b2b6ydy6y8yd 1001.5 37.199 46702 | 501.25 -8.59
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 2 TEQFMTQFLK 179 10 4 26.38 b3b4y9y10 1272.6 76.351 41496 | 2 e.®B 3.84
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 3 LPNNSFYSTMGFLVR 110 17 7 30.53|  b6b7bl0*bloysy13ylly  1979.| 92.754 41357 | 4 965.49 7.46
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 4 NVEVFDTGGR 189 10 5 36.93 b5y4y7y8y10 1093.5 48.203 36247 | 2547.27 391
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 5 QALAILQGLK 71 10 5 36.93 b1b3y5y6y8 1054.66 75.839 3307 2 753 -3.01
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 6 LIFPNPK 146 7 7 37.9 y1y2y3ydy5ty5y7 828.49 56.767 33060 |2 438 11.35
lP41031lCY_S/?JLthZiIhlosu"ate'b'"d'” 7 FGSWPEVMK 311 9 7 35.89 b2y2y4y5°y5y7y9 1080.51 69.624 2783 2| 540.76 -5.99
- _hi n % | o *
IP41031[CY_SALTY Thiosulfate-binding NIHDWSDLVR 132 10 13 70.2g | P102b3"D3bADATDAVYAY ) o) o 64.474 22088| P 627.81 -4.28
protein 6y7y9y10
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 9 GLGDVLISFESEVNNIRK 208 18 3 21.43 b13bl4y1l 1990.0p 7803| 5215 | 2| 99555 14.35
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 10 ELFAALNPPFEQQWAK 37 16 6 31.21 b6b12y9y11y13°y13 1898  90.676 46904 | 4 944.99 7.69
'P41031|CY—S'T)LrZLi:h'OSu'fate'b'”d'” 11 GLGDVLISFESEVNNIR 208 17 5 32.67 b1ly6y8y1l0y1l 1861.94  0.828 3550 | 3| 621.32 11.74




|P41031|CY—S"?)LrZLiIh'OSU'fate'b'”d'” 12 FPQTELFR 299 8 9 63.01| b4*bab5h7°b7*b7ydydy6  1037.46 860 | 2441 | 2| 519.29 21.41
|P41031|CY—S"?)LthZiIh'OSU'fate'b'”d'” 13 QYEAQGFEVVIPK 226 13 4 26.11 b7b8b11*b11 1507.7% 64.443 @28l 2| 754.38 20.40
|P41031|CY—S'T)LrZL:h'OSu'fate'b'”d'” 14 THFASGGELDK 320 11 4 32.19 babBy4y10 1161.5 91.824 2100 | 1 61185 -1.37
|P41031|CY—S"?)LrZLiIh'OSU'fate'b'”d'” 15 NVQANGTEK 253 9 9 71.04 | b4abSbEb7°b7*b7yay6*yE  960.47] 1783 1713 | 1| 9e0.47 7.50
. — 5 o
IP4103LCY_SALTY Thiosufiate-binding & TNILAEFPVAWVDKNVQANGTEK| 239 23 12 47.95 |P3DIOBYEVEYSYOVIOVIE 5y o) 91.448 79203 $ 84878 3.26
protein *y13y18y20
'P41031|CY—S'T)LthZi:h'OSu'fate'b'”d'” 17 GNPKNIHDWSDLVR 128 14 5 44.68 b3b5b7b9y12 1650.88 84.24] 23044 | 3| 550.95 2.00
. — - 3
[P41031ICY_SALTY Thiosulfate-binding TSGNARYTYLAAWGAADNADGG | ) 5 24,09 | P5DBD9DIb12614°D14bT5 94.425 0383 | & 61204 13.08
protein DK y6
'P41031|CY—S'T)LrZL:h'OSu'fate'b'”d'” 19 LIFPNPKTSGNAR 146 13 5 29.38 b3y3ydy6°y6 1414.80 72.56( »a9| 2| 707.90 13.55
'P41031|CY—S'T)LrZL:h'OSu'fate'b'”d'” 20 TEQFMTQFLKNVEVFDTGGR 179 20 4 21.14 b11*b11y4y5 2347.14 58.756 5343 | 3  783.05 1.14
'P41031|CY—S'T)LthZi:h'OSu'fate'b'”d'” 21 QADKFPQTELFR 295 12 3 20.17 b5b8y7 1479.7 60.024 5008 | 2 3mo.| -6.02
- _hi N % | %
'P41031|CY—S'T)LrZLi:h'°S“"atE binding ELFAALNPPFEQQWAKDNGGDK 37 22 9 291 | P5P7D12 byllziﬂyg YVIAL oa75.22 87.143 3346 825.75 10.95
. — " s
'P41031|CY—S'T)LrZLi:h'°S“"atE binding 4 NVEVFDTGGRGATTTFAER 189 19 11 4859 b4b9y%¥§13;5y6 YOI 2027.99 64.464 2683 676.67 7.89
|P41031|CY—S'T)L£LI“'OSu'fate'b'”d'” 24 VEEKFGSWPEVMK 307 13 3 18.63 bab11y11 1565.7p 74.811 17302 | 783.38 437
- _hi . % | 0 % 0]
IP41031[CY_SALTY Thiosulfate-binding VNNPEIMGKQADK 286 13 12 73.29 | P3"D3DADSOTDTOTLIOD ) )5 24 63.682 1653 | 2 72236 -11.33
protein 10b11°b11y8
'P41°31|CY—SAerZLi:h'OSu'fate'b'”d'” 26 Phohoryl STY(8) AYLNWLYQAQTITHYYYR 265 21 5 35.1 b6bBy6y10 2744.29 106.195 2866 3  915.44 4.45




