LC-MSrun 2: 6926 220709 1a2 02

- Peptide Peptide Peptide .
. Peptide . A . 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
o b2b3b4b5*b5b6*b6b7boH1
'POAlRGlD?;g;S'fULLT E;\'A'b'”d'”g 1 IAAANVPAFVSGK 70 13 26 228.16| 2y2y3y4y5y6y7°yTy8yo°yd 1244.70 60.158 623228 P 622.85 -2.35
p P *yOy10%y10y11y12y13
b2b3b4b5°b5b6°b6b7°b7h8
°b8b9°h9b11b12h14b17H2
o 0b23b24b25b26b29y1y2y3
'POAlRGlD?;g;S:‘ULLT E;‘A’b'“d'”g 2 AALESTLAA'TFEGSTL?fGDAVQLVG 22 29 53 425.17| yay5°y5y6°y6y7y8y10y13}  2966.56 115.107 587334 B 989.53 -3.05
P P y13*y13y14y15°y15+y15y1
8y19y20°y20y21y22y23y34
y25y26y27y29
IPOAIRGIDBHA_SALTY DNA-binding | - 5 AALESTLAAITESLK 22 15 11 89.gg | P3PADEDEDISYLY2YSYSYEY 1517 g5 97.542 48286 | p  759.43 2.90
protein HU-alpha 12
IPOALRG|DBHA_SALTY DNA-binding | -, TQLIDVIADK 3 10 5 47.95 b2b5y3y6y8 1115.63 66.642 21054 |2 == 252
protein HU-alpha
IPOALRG|DBHA_SALTY DNA-binding | - ALKDAVK 83 7 3 37.49 b3bdy4 744.45 45.424 28808 |2 372.74 148
protein HU-alpha
b2b3b4°h4b6°b6h7b8h9K1
IPOALHSIEFTU_SALTY Elongation factgr AIDKPFLLPIEDVFSISGR 205 19 33 275,940 12D13Y1Y2yByAySYSVE® )15 1y 104.745 777486 B 706.39 -9.46
Tu y6y7°y7y8y9°y9y10y11°y.
1y12y13y15y16y19
b2b3°b3b9b10b12b13b1Gy
IPOALHSIEFTU_SALTY Elongation factgr GITINTSHVEYDTPTR 59 16 27 195,97 2Y3YAYSYBYTYTYBYOYOVL 1543 g6 50.071 412246 B 601.96 -14.08
Tu 0°y10y11y12°y12*y12y14
y14y16
IPOALHSIEFTU_SALTY Elongation factgr 5 ELLSQYDFPGDDTPIVR 155 17 17 156,40 2DOP13yLY3y4ySy6y8YSly g0, o7 77.559 401974 b 982.99 4.78
Tu 9y10y11y12y13y14y17
. b2°b2b3°h3b4°b4b5°b5b°
'POAlHSlEFTU—S¢tTY Elongation facter TTLTAAITTVLAK 25 13 24 182.44 |b6b7°b7b13y2y3y4y5y6yTy 1303.78 85.126 370610 P 652.39 -6.09
8y9y10y11y13
b2b3b4b5b6b7b8b11°b11b
IPOALHSIEFTU_SALTY Elongation factgr IELAGFLDSYIPEPER 188 17 31 282,112 P12014YLY2Y2Y3Y3VE 50, 4 102.514 357836 P 981.52 7.96
Tu y5°y5y6y7y8y9y10y11y12
13y14y15y17
T % | % | *| X |
IPOALHSIEFTU_SALTY Elongation factgr QVGVPYIIVFLNK 124 13 16 g3.51 |P2D2D3"03bA*DADEEDY ) o0 o7 99.594 346304 P 745.44 197
Tu 3ylydy5y6y9y11y13
'POAlHSlEFTU—S¢tTY Elongation facter ALEGDAEWEAK 177 11 6 47.56 b2y5y7y8y9°y9 1218.56 46.966 azz | 2| 609.78 -2.00
b1b2°b2b3°h3b4b5b8°b8h9
. °h9b10°b10b16°b16b17b18
'POAlHSlEFTU—S¢tTY Elongation facter TTDVTGT'ELPEIEVEMVMPGDN' 334 24 38 223.00| y1y2y3y5y6°y6*yBy 7oy Ty 2546.26 87.460 222507 b 12736 9.59
7y8y9y10°y10y13°y13y14°
y14y15y16y24
'POAlHSlEFTU—S¢tTY Elongation facter g VGEEVEIGIK 238 11 9 81.81 | b2y3yaysy7yeylo®ylOyll 117165 60.838 180865 | 24  586.33 -3.02




'POAlHSlEFTU—S¢tTY Blongation facter | -4 rpamidomethyt+C(d) STCTGVEMFR 253 10 7 51.93 b2y2yayBy10 1187.52 53.380 135174 2 594.24 -2.36
'POAlHSlEFTU—S¢tTY Blongation factor 1, | oo pamidomethyi+C(l) ~ CDMVDDEELLELVEMEVR 137 18 23 186. 232/335;23232?;51;/%3%2; Ey 2224.00 106.641 108704 P 11125 8.67
2°y12y14y18
'POAlHSlEFTU—S¢tTY Elongation facter FESEVYILSKDEGGR 304 15 3 18.14 b3b7y7 1728.85 65.94 78042 | 864.93 1.84
'POAlHSlEFTU—S¢tTY Blongation factor 3 | 4 amidomethyk+C(7) HYAHVDCPGHADYVK 75 15 4 18.1¢ b&§ay7 1768.78 34.921 4739 | B 590.27 -1.45
'POAlHSlEFTU—S¢tTY Elongation facter NM'TGAAQMMDPGQAT'LRVVAATDGP ) 27 6 11.92 b8°b8y7°y7*y7y11 2729.34 127.164 2586 |3 91045 0.63
'POAlHSlEFTU—S¢tTY Elongation facter o MVVTLIHPIAMDDGLR 358 16 22 195.92 332@235575855970;’97;1?5 Ly 1780.92 79.459 736193 B 594.31 -15.90
Oylly12y13
'POAlHSlEFTU—S¢tTY Elongation factgr 5 AGENVGVLLR 270 10 14 129.56 b3b4*béyb7€;t;§;t;gy3y4y5 1027.57 56.847 387741 p  514.29 1521
'POAlHSlEFTU—S¢tTY Elongation facter TVGAGVVAK 382 9 6 74.98 b3y3y5y6y7y8 801.47 29.020 17484p |2 o144 22.24
'POAlHSlEFTU—S¢tTY Elongation facter o GYRPQFYFR 325 9 5 45 b3bdydy5+y5 1233.59 59.194) 103174 | 3 smi.| 2147
'POAlHSlEFTU—S¢tTY Elongation facter 4 LLDEGR 264 6 2 26.87 yay5 702.38 27.521 16288 |1 702.3B -3.91
'POAlHSlEFTU—S¢tTY Elongation factr EEIER 284 5 2 13.23 b3°b3 675.33 112.564 4508 |1 675.43 6.06
'POAlHSlEFTU—S¢tTY Elongation facter TKPHVNVGTIGHVDHGK 8 17 3 16.34 b12y3y8 1795.93 34.314 g8l | 4| 440.74 -16.58
'POAlHSlEFTU—S¢tTY Elongation facter HTPFEK 319 6 1 13.63 v4 776.40 53.419 21271 |2 388.7p -8.64
'POAlHSlEFTU—S¢tTY Elongation facter 4 GTVVTGRVER 224 10 6 58.17 b4b5h6b9°hoy3 1073.6p 26.26 8369 2| 537.30 -10.35
'POAlHSlEFTU—S¢tTY Blongation facter | o hamidomethyl+ C(Li VGVPY"VE\';EEES'\;VDDEELLE 124 31 6 49.99 y3y5°y5y6y7y8 3694.86 128.113 21536 | 3 1232p9 5.68
'POAlHSlEFTU—S¢tTY Elongation facter GSALKALEGDAEWEAK 172 16 3 17.18 b11lbl4y8 1674.83 88649 502 | 2| 837.91 -7.94
'POAlHSlEFTU—S¢tTY Elongation facter ¢ FESEVYILSKDEGGR 304 15 3 18.14 b6b8y12 1728.86 97.05 7364 2| 864.94 11.16
'POAlHSlEFTU—S¢tTY Elongation facter ARGITINTSHVEYDTPTR 57 18 3 23 b3bdy5 2031.02 94.725 2849 | 3677.68 -3.43
'POAlHSlEFTU—S¢tTY Blongation facter o | 4 rhamidomethyt+C(d) STCTGVEMFRK 253 11 4 24.43 bBbIgES 1315.62 136.465 1540 | I 1315.62 7.89
'POAlHSlEFTU—S¢tTY Elongation facter Oxidation+M(1) MVVTLIHPIAMDDGLR 358 16 7 56.34|  b3bdydyBy10°y10 1796.92 74.234 56759| [3  599.64 -11.59
IPOALHSIEFTU_SALTY Elongation factgr 5, | Carbamidomethyl+C(3); STCTGVEMFRK 253 11 4 24.33 b3°b3y3y9 1331.59 43.811 4661 | 3 45m -12.19
Tu Oxidation+M(8)

'POAlHSlEFTU—S¢tTY Elongation facter 5, Oxidation+M(16) TTDVTGT'ELPEISVEMVMPGDN' 334 24 4 12.72 bdy8*y8y13 2562.27, 80.208 2169 |2 128164 14.7
'POAlHSlEFTU—S¢tTY Elongation facter TINTSHVEYDTPTR 61 14 9 42.89 b3°b3b4°b4gb4b9°b9*b9bl 1633.79 50.064 16706| P  817.40 4.18
'POAlHSlEFTU—S¢tTY Elongation facter NTSHVEYDTPTR 63 12 6 24.89 b4°b4*babBb8°hS 1419.65 50.075 87® | 2| 710.33 3.27
'POAlHSlEFTU—S¢tTY Blongation facter INTSHVEYDTPTR 62 13 5 25.56 b3°b3b9b10°H10 1532.74 50.004 2673 | 2| 766.87 4.86
'POAlHSlEFTU—S¢tTY Elongation factgr GHADYVK 83 7 1 7.26 b3 789.39 34.952 1518 |1 789.39 4.48
'POAlHSlEFTU—S¢tTY Elongation facter 4 GITINTSHVEYDTPTR 59 16 0 4.44 1785.86 50.061 1933 |3 5059 396




b2b3°b3b4°b4b5°b5b6°bgb
o 7°b7b8bob12°b12b14°b 14+
IPOALSZIHNS_SALTY DNA-binding 1 EMLIADGIDPNELLNSMAAAK 62 21 38 280.73|b14b21y1y2y3ydy5yey7oyf7 2216.12 97.598 432108 P 1108.54 11.35
protein H-NS
*y7y8y9y10y13y14y15y14
y17y18y21
- b2b3b4b6°b6b7°07b80b1(b
IPOALSZIHNS_SALTY DNA-binding 2 REEESAAAAEVEER 40 14 23 178.0711b13b14yly2y4y5°y5y6y7 1575.73 32.518 118376| p  788.37 6.04
protein H-NS N
y9°y9y12y14
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 3 YSYVDENGETK 96 11 9 87.26| bay2yaysy7y8yoylOoyll  1304.5f 7 92824 | 2| 65279 1.22
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 4 TPAVIKK 114 7 8 53.73 b2yly2y3ydy5y6y7 756.49 20.275 1075 2 378.75 12.02
IPOALSZ|HNS_SALTY DNA-binding 5 LQQYREMLIADGIDPNELLNSMAA| - o 26 4 12.15 b8y10*y10y14 2904.50 137.117 7984 |3  968.8 614.4
protein H-NS AK
o b3°b3b4°babb14°b14y3ly
IPOALSZIHNS_SALTY DNA-binding 6 | Carbamidomethyl+C(2) ECTLETLEEMLEKLEVVVNER 19 21 25 221 | 3yaryaysy6y7ysyoy10y1] 2563.25 124.214 206669 B 855.09 -4.57
protein H-NS
y12y13y14y15y16y17y19
_ N . el * *
IPOALSZ|HNS_SALTY DNA-binding 7 YSYVDENGETKTWTGQGR 9 18 12 95.4 |P3DSYAYSYEYEYITNYLIYL g1 g5 47.419 99752 B 697.65 3.85
protein H-NS 2y13y15y16
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 8 AARPAKYSYVDENGETK ) 17 3 16.34 bay5y10 1898.94 53.175 817 | 4| 475.49 7.65
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 9 EEESAAAAEVEERTR 41 15 4 18.16 b3b13y10°y10 1676.76 67.706 5037 | 4| 419.95 7.64
|POALS2|HNS_SALTY DNA-binding Carbamidomethyl+C(6); o | )
orotom NS 10 OxicationeM(14) AQARECTLETLEEMLEK 15 17 4 16.34 b12yoy12°y12 2066.9 829 | 3493 | 3| 689.66 2.72
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 11 MLIADGIDPNELLNSMAAAK 63 20 2 127 b6b11 2087.02 97.647 25 | 3| 696.35 13.10
b2b3b4b5b6b7b8bAb10b]L1
|P25077|MDH_SALTY Malate b15b16b17b18b19y1y2ydy
_ X )
Gehydrogenase 1 VAVLGAAGGIGQALALLLK 2 19 31 343.63 |, 0 e eytoyiiyioys) 173508 120.358 234676 p  868.05 0.35
14y15y16y19
b1*b1b2*b2b3*h3b5°b5bB
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD) b9°b9*b9b10b12b13*h13p
Gehydrogenase 2 LSHIPTAVK 21 33 33 128.14) c. " ch ooy Tyoyarseyyty 338882 94.545 202275 B 1130.2 5.19
7y12y15°y15y18y19y30y33
IP25077IMDH_SALTY Malate 3 | carbamidomethyl+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 15 | 104.4 |P20SDADSDIOYLYSYBYIZN ) o0) 5o 105.156 156953 B 794.78 -3.79
dehydrogenase 5y16y18y20y21y23
IP25077IMDH_SALTY Malate 4 FFSQPLLLGK 262 10 10 74.41| 1b2b3°b3y2y3ydySy6y8y10  1149.66 76.442 143141 24 575.33 711
dehydrogenase
b2*b2b3*b3babeyLy2y3°
IP25077IMDH_SALTY Malate 5 IQNAGTEVVEAK 205 12 22 138.37|3ydy5y6y8yoy10°y10*y10) 1258.65 35.311 111121 P 629.83 7.27
dehydrogenase .
11°y11%y11y12
IP25077IMDH_SALTY Malate 6 SIGTLSAFEQHSLDAMLDTLKK 279 22 12 57.19| P1P2010b13Y2YSY6YI2YT6 o )0 55 95.441 105262 B 802.42 2.03
dehydrogenase y17y21y22
[P25077|MDH_SALTY Malate b2°b2b3*b3bab10yLy2y4 )
Gehydrogenase 7 DIQLGEDFINK 301 11 16 76,461 ooy iyt | 129165 68.614 96148 | P  646.33 2.93
IP25077IMDH_SALTY Malate 8 LFGVTTLDIR 142 11 7 69.77 b3b4b5y3y6yoy11 1247.7 89.604 158 | 2| 624.37 6.16
dehydrogenase
b8b12*b12b13b16y6y7ya
IP25077IMDH_SALTY Malate 9 AGGGSATLSMGQAAAR 217 16 17 111.189*y0y10°y10%y10y11*y1ly 1405.69 40.693 80924| P  703.35 -0.09
dehydrogenase 12y16




IP25077IMDH_SALTY Malate 10 SNTFVAELK 153 9 9 59.99 b2*b2b4b6b7y2ydy7yd 1008.5 54.808 69446 2 504.77 -6.17
dehydrogenase
o] t3 4
IP25077IMDH_SALTY Malate 11 SDLFNVNAGIVK 87 12 13 79.8g | P1D1b2b3DAV2YAVENVEYS 506 6o 70.311 50052 P 638.85 -4.40
dehydrogenase y8y9y12
IP25077IMDH_SALTY Malate 12 FGLSLVR 233 7 3 40.5 y4y5y6 791.46 67.205 7712 2 396.28 €0.3
dehydrogenase
IP25077IMDH_SALTY Malate 13 NLVQQIAK 99 8 5 49.36 b3b4b6*b6y6 913.53 49.572 627671 2 4%7.2 -14.30
dehydrogenase
IP25077[MDH_SALTY Malate 14 SIGTLSAFEQHSLDAMLDTLK 279 21 3 13.89 b9b11y8 2277.1 1382 5603 3 759.71 -6.00
dehydrogenase
[P25077IMDH_SALTY Malate 15 NGVEER 272 6 1 13.63 y5 703.34 32.351 4261 1 703.3¢% 0.26]
dehydrogenase
|P25077|MDH_SALTY Malate 16 IKGFSGEDATPALEGADVVLISAG 54 27 3 2277 yAyBy7 2643.40 87.787 30308 3 8818l 1.57
dehydrogenase VAR
|P25077|MDH_SALTY Malate GKLPTEVEVPVIGGHSGVTILPLLS o L )
dehydrogenase 17 QIPGVSFTEQEAAELTK 162 42 5 21.41 b21y11°y11y12y15 4341.3 113.30p 25744 4 .1086 0.11
[P25077[MDH_SALTY Malate 18 RIQNAGTEVVEAK 204 13 4 20.67 b4y3y7°y7 1414.77 32.950 1302 2 707.89 2.24
dehydrogenase
IP25077[MDH_SALTY Malate 19 SIGTLSAFEQHSLDAMLDTLKK 279 22 5 13.45 b3°b3b12*b12y13 405.24 81.924 4269 802.42 2.64
dehydrogenase
IPZSO?Z'?@;;E:#;L Malate 20 Oxidation+M(16) SIGTLSAFEQHSLDAMLDTLKK 279 22 3 23.33 8b9b13 2421.26 68.116 18345 3 807.76 9.68
IP25077[MDH_SALTY Malate 21 Oxidation+M(10) AGGGSATLSMGQAAAR 217 16 5 17.19 b7°by¥®°y10 1421.68 40.716 2771 P 711.34 0.94
dehydrogenase
IP25077[MDH_SALTY Malate 22 IGTLSAFEQHSLDAMLDTLKK 280 21 4 12.53 b10°b10*b10b13 B22 95.436 42023 773.41 8.00
dehydrogenase
IP25077[MDH_SALTY Malate 23 LSMGQAAAR 224 9 0 4.44 904.46 40.743 4182 2 452.74 -3.58
dehydrogenase
b2b3b4°b4b5°b5b6b8b11Ph
lPOAlDSE:;O&i:"L]TY 10 kDa 1 VGDIVIFNDGYGVK 60 14 27 241.79(11b13°b13yly3y4dy5y6°ydy 1495.79 74.152 288608 p 748.40 4.16
P 7y8°y8y9y10y11y12y13yl4
b1b2b5*b5b6*h6b7°b7bg°
" o
lPOAlDSlCHlO—SA.LTY 10 kDa 2 ILDNGTVQPLDVK a7 13 34 225.15 b8 b8b°9 b9b10b12y1y2y 1411.78 58.048 270505 p 706.39 -0.95
chaperonin ya4y5y6°y6*y6y7y8y9*yoyll
Oy11°y11*y11y12y13*y13
o 3
IPOAIDSICH1O0_SALTY 10 kDa 3 SAGGIVLTGSAAGK 20 14 11 100.4gY2Y3YAOYTYEVBYOVLIYLY 11 gg 65 44.349 116070 P 594.83 -7.09
chaperonin yl4
lPOAlDSlCHlO—SA.LTY 10 kDa 4 GEIIAVGK 37 8 5 54.13 y3y4y5y6y8 786.46 42.164 43707 2 393.74 -10.17
chaperonin
lPOAlDSE:;;)&i:"L]TY 10 kDa 5 IDNEEVLIMSESDILAIVEA 7 20 6 32.25 b5°b5b7b8b12y10 2203. 69.839 1862 3 735.04 3.21
|[POALD5|CH10_SALTY 10 kDa | b7b9_H3PO4
chaperonin 6 Phosphoryl STY(8) SAGGIVLTGSAAGK 20 14 5 38.7 b9b11°b11b12 1268.62 51.354 2462 423.55 6.45
b2*b2b3*b3b4*b4b5b6b7f
b7b8b9b10b11b13b14blby
D
|P64076|ENO_SALTY Enolase FNQIGSLTETLAAIK 342 15 31 piit 1y2y3ydy6y7y8y9y10y119 1605.89 86.391 252153 p 803.45 1.22
11y12y13y15
b2b3°b3b5°h5b7b8°h8b11b
|P64076|ENO_SALTY Enolase SGETEDATIADLAVGTAAGQIK 371 22 33 253.93 12°12b13°p13b14b16b18 2118.07 76.200 236501 p 1059.54 7.15
b22yly2y4y5y6y7y8y9yl
y11y12*y12y13y14y16y2
|P64076|ENO_SALTY Enolase AVGAVNGPIAQAILGK 66 16 7 42.7 b5y2y6yl0yl1ly12y16 1478.87 75.902 154073 2 739.94 -0.8!
YSMPVPMMNIINGGEHADNNVDI b2°b2b3°b3b4b5y3y5y6*y6
|P64076|ENO_SALTY Enolase QEFMIQPVGAK 143 34 17 98.3 yBy9y10y12y13y29y34 3759.80 99.048 131986 B 1253.94 9.87




b2b4b5°b5b6°b6*b6b8b 12
|P64076|ENO_SALTY Enolase 5 GMNTAVGDEGGYAPNLGSNAEA| 5, 31 23 117.08 b13b23yly2y3ydy6y7y8yl 2989.46 95.725 125235 B 997.16 0.74
LAVIAEAVK
Oy13y15y18y31
b2b3b4b6b8b9°hob11°h]1
|P64076|ENO_SALTY Enolase 6 | carbamidomethyl+(16)C Y E-CKDITLAMDCAASEFYK 231 26 25 165.88 b15y2y3°y3y5y6y8°yByoyl 2824.28 98.442 121651 B 706.83 -12.10
DGK
Oyl1y12y13y14y24y26
b2b3b4°h4b12b13°h13b14
|P64076|ENO_SALTY Enolase 7 AFTSEEFTHFLEELTK 266 16 23| 3.8 |b16y1y3yd°ydysyeyoy10y 1928.90 103.610 107947 B 643.64 -11.9§]
10y11y12y13y14y16
|P64076|ENO_SALTY Enolase 8 DAGYTAVISHR 360 11 11 87.26 b2b3y1y2y354y5y6y7y9“ 1189.59 42.039 90012 2 595.30 -4.62
[P64076]ENO_SALTY Enolase 9 GIANSILIK 333 9 ) 57.55 b2yly2y3yay6y7yo 928.57 60.949 8973 2| 464.79 13.34
% |
|P64076|ENO_SALTY Enolase 10 IQLVGDDLFVTNTK 311 14 14 15| P2 b22§3§{${§§1>;5y6y9 1562.85 78.314 80316| P  781.93 1.95
[P64076]ENO_SALTY Enolase 11 IEEALGEK 411 ) 5 40.9 v1y3y6y7y8 888.46 31.764 2110 2 44478 921
|P64076|ENO_SALTY Enolase 12 ILKEGIEK 325 ) 8 20.9 V1y2°y2yay5°y5y6y8 929.56 29.679 3860 2| 465.28 8.60
|P64076|ENO_SALTY Enolase 13 GNPTVEAE\(/;':\E?%(;';VGM‘ WAPS 16 30 7 29.95| b7b12*b12b1dy7y8y3 2856.3 92.80 30898 | 3 .8@52 8.03
[P64076]ENO_SALTY Enolase 14 IMIDLDGTENK 92 11 6 41.54 b10y2y7y8y9°y9 1248.61] 59.723 203 | 2| 62481 2.44
|P64076|ENO_SALTY Enolase 15 YVLAGEGNK 257 9 7 54.54 b9y2y3y5°y5y6y7 950.49 33.974 1113p 1| 950.49 ~1.80
|P64076|ENO_SALTY Enolase 16 SNFGANAILAVSLANAK 103 17 8 | 3.24 | blb2°b2*b2bdb6blzy2|  1660.8 79.189 298 2 83095 277
|P64076|ENO_SALTY Enolase 17| carbamidomethy+(8)  DAMIDCAASEFYKDGK 239 18 5 15.6 b2b3°b3b7y1l 2034.91 94.528 82 | 4| 50048 1.26
|P64076|ENO_SALTY Enolase 18 GMPLYEHIAELNGTPGK 126 17 11| 79.01 b3b6blgﬁ§f§gmyu Yl 1826.88 67.693 110589 B 609.63 -19.24
[P64076]ENO_SALTY Enolase 19 YNQLIR 405 6 2 26.87 Vaya 806.44 38.875 7244 |2 403.7p 13.4
|P64076|ENO_SALTY Enolase 20 EIDSR 10 6 1 13.63 b4 732.38 29.032 17599 |1 732.3B 8.4
|P64076|ENO_SALTY Enolase 21 MGSEVFHHLAK 184 11 3 27.34 b3bdy7 1255.61] 43.669 12265 |3 219.| -12.44
|P64076|ENO_SALTY Enolase 22 EALELR 46 6 3 20.1 b4bsy3 730.41 41.064 12173 |1 73041 5.2¢
|P64076|ENO_SALTY Enolase 23|  carbamidomethyl+G(8) DNMIDCAASEFYK 239 15 5 31.85 b3°b3bay3y7 1734.74 72.339 5715 | 4434.44 -19.91
% *y Oy
|P64076|ENO_SALTY Enolase 24 VLGDKIQLVGDDLFVTNTK 306 19 10 53.78 | 407 b7y‘(1)yyf73'5y6y10 Y1 2075.12 80.231 66430| B  692.38 671
[P64076]ENO_SALTY Enolase 25 DGKYVLAGEGNK 254 12 2 26.28 b11y8y9°y9 1250.63 44.318 5988 2 | 625.82 7.22
GKGMNTAVGDEGGYAPNLGSNA 1
|P64076|ENO_SALTY Enolase 26 EALAVIARAVK 198 33 7 42.18|  b6b7b10b12b14b15y 3174.5 90.56 29263 | 3 8.a&m5 6.08
EIDSRGNPTVEAEVHLEGGFVG . Q
|P64076|ENO_SALTY Enolase 27 PSGASTGSH 10 36 7 16.64 | b5bl2y5°y5yllyldeyld  3560.7 93.89 18234 | 4 3.180 1.50
[P64076]ENO_SALTY Enolase 28 IEEALGEKAPYNGR 411 14 7 60 D7ydy5*y5y6y7y0 1546.77 40.208 15536] |3 5162 13,51
|P64076|ENO_SALTY Enolase 29 AAAAAKGMPLYEHIAELNGTPGK 20 23 3 13.06 b4bsys 2310.20 51.763 1293 3 77074 4.1
|P64076|ENO_SALTY Enolase 30 SNFGANAILAVSLANAKAAAAAK (3 23 3 23.15 b3b4b9 2144.18 100.721 7758 |3 71540 0.8
|P64076|ENO_SALTY Enolase 31 SGETEDAT'AZkAAgsTAAGQ'KTG 371 28 3 11.71 bob13y6 2737.37 101.674 2496 |3 91313 14.5
|P64076|ENO_SALTY Enolase 32 DAGYTAVISHRSGETEDATIADLA | 44, 33 3 16.83 b5b7b11 3288.59 68.573 2206 |3 109687 -12.4
VGTAAGQIK
[P64076]ENO_SALTY Enolase 33 GYTAVISHR 362 9 1 7.87 b3 1003.53 42.079 24804 |2 502.2f 4.87
|P64076|ENO_SALTY Enolase 34 LKEGIEK 326 7 0 121 816.47 29.685 30191] |2 408.72 1438
|P64076|ENO_SALTY Enolase 35 ANSILIK 335 7 8 38.3 | b3°b3*h30b4°b4*babs5°h 758.47 60.950| 948 | 1| 758.47 -6.28
[P64076]ENO_SALTY Enolase 36 LAGEGNK 259 7 0 161 688.36 33.983 6978] |1 688.34 1,60
|P64076|ENO_SALTY Enolase 37 AASEFYKDGK 247 10 0 8.47 1115.55 98.465 6234] |1 111685 11.93
|P64076|ENO_SALTY Enolase 38 TSEEFTHFLEELTK 268 14 3 ask b3b10b1l 1710.84 103.649 2432] |2 855.9% 7.85
|P64076|ENO_SALTY Enolase 39 AFTSEEFTHFLEELTK 266 16 0| 4. 1910.89 103.614 3742 B 637.64 11.50)
|P64076|ENO_SALTY Enolase 240 DAGYTAVISHR 360 11 3 27.34 b7b8y8 1171.57] 41.986 1714 |3 3911 1177




b2b3b4*b4b5°b5*h5b6°bh
*b6b7*b7b8*b8b17yly3y4
|POA1PO|G3P1_SALTY Glyceraldehydet3- y6y7*y7y8*y8y9y10y11yll
bhohate dehydrogenase 1 VINDNFGIEGLMTTVHATTATQK | 160 24 4 208,513 Tl b ey toyingh 257432 98.608 481027 B 858.78 0.38
8*y18y10y20y22°y22y24*
24
|POA1PO|G3P1_SALTY Glyceraldehydet3- |{b2b6b7b12y2y3°y3y5y6°y6 ,
bhohate dehydrogenase 2 LVSWYDNETGYSNK 307 14 17 146,17 ooyt iyiota | 167577 58.880 269851 P 838.39 5.39
|POA1PO|G3P1_SALTY Glyceraldehydet3- b3b4b10b11yly2y3y4*ydly , )
bhohate dehydrogenase 3 AGIALNDNFVK 296 11 18 123.94) o o e oy TyBhyaytoyty 116162 62.038 243338 P 58131 4.62
b3°b3b5*b5b6*h6h7°b7*
IPOALPOIG3P1_SALTY Glyceraldehyde;3- GASQNIIPSSTGAAK 198 15 25 186.947b10b11b13yly2y4y5°y5y 1401.73 41.592 216638 P 701.37 -3.48
phohate dehydrogenase .
6y7y8°y8y9y10y11yl5
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AATYEQIK 249 8 7 49.36 bBbBy5Y6°y6y7y8 923.47 31.566 1580852 |  462.24 12,95
phohate dehydrogenase
|POA1PO|G3P1_SALTY Glyceraldehydet3- }
bhohate dehydrogenase 6 VLDLIAHISK 321 10 9 87.64 | b3y2y3yaySy6y7ysylo|  1108.66 6674 | 141633 | 2| 554.84 8.70
IPOALPOIGSP1_SALTY Glyceraldehyde3- VPTPNVSVVDLTVR 232 14 13 126.4| PIY2SYAYSYBYTYOYIOVLL o5 g5 71.649 138465 P 748.43 1.88
phohate dehydrogenase y12°y12y14
b1b2b3b4°bab5b6b7b10fb
IPOALPOIG3P1_SALTY Glyceraldehyde;3- SDIEIVAINDLLDAEYMAYMLK 24 22 22 146.12 | 10b14b21y1y2y3ydy5yeyD 2530.24 126.444 67503 B 844.08 251
phohate dehydrogenase
y10y14y22
|POA1PO|G3P1_SALTY Glyceraldehydet3- o }
bhohate dehydrogenase 9 VLPELNGK 217 8 9 57.14 | b2y2y3yayecyeryey7yd  869.50 45384 2268 | 2| 43525 12.42
- %y
IPOALPOIGSPL_SALTY Glyceraldehyde;3- VVLTGPSKDNTPMFVK 116 16 10 49.13| YY2YBYSY10YIOYI3YIdY 4 7a) oy 58.095 49654 B 57831 -14.51
phohate dehydrogenase 16*y16
[POALPO[G3PL_SALTY Glyceraldehyde{3- ,, WDEVGVDVVAEATGIFLTDETAR [ o, 04 . 16.89 bAb0"bOy6y0y24 26212 86,76 iots | 3 svaka 77
phohate dehydrogenase K
[POALPOIG3P1_SALTY Glyceraldehyde(3- 1 | opamidometnylso2bYLCYTEDDVVSTDFNGEVCTSY 0o o7 o 46,50 | P4PSD7DLIDLADIBYAY AL o 04537 4385 075,43 1460
phohate dehydrogenase FDAK 2
IPOALPOIGSPI_SALTY Glyceraldehyde3- , ; AAAEGEMK 261 8 3 36.13 b3b6y7 806.38 89.128 3124 |1 806.3B 9.46
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- WDEVGVDVVAEATGIFLTDETAR| 84 23 3 22.09 b10ylly12 2493.14  74.739 1618 | 3 83173 -14.59
phohate dehydrogenase
b3b4b5b6b7°b7*h7b8b1q°
Carbamidomethyl+C(1 b10b11*b11b12°b12b13R1
'POAlPOliiZ;SQL‘J \;g'y;?;zge"yde % 15 ;Carbamidomethy|+0(22)GANFDKYEGA%DL'XSNASCTTNCL 132 28 36 335.54{5b16b21b24*h24b26b27Y3 3044.42 67.252 274471 B 1015.4 3.05
P yarog ) yAy5y6y8ydy10y11y12°y1p
y13y14y15y16
IPOALPOIGSPI_SALTY Glyceraldehyde3- o TVDGPSHKDWR 184 11 3 24.33 b10y8y10 1297.6 72.216 14219 | 2 o= 3.10
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- DNTPMFVKGANFDK 124 14 3 27.09 y5y7y8 1583.77 75.357 7504 | 2 792.39 13.72
phohate dehydrogenase




IPOALPOIGSPI_SALTY Glyceraldehyde3- o KHITAGAK 107 8 5 67.37 y3y4y5y6y7 825.48 12.751 6369| |2 41325 1338
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- o GGRGASQNIIPSSTGAAK 195 18 3 156 b6b15y8 1671.90 51271 1414 | 3| 557.97 12.78
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- Oxidation+M(13) | VINDNFGIEGLMTTVHATTATQK| 160 24 3 229 bldylly12 2590.30 77.761 2521 |3 8641 -7.63
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- DLIAHISK 323 8 3 33.93 b3b5b6 896.51 65.483 45133 |2 448.7p 592
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- ., LDLIAHISK 322 9 2 20.7 b3b6 1009.60 65.482 44995 |2 505.3( 9.5
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- LIAHISK 324 7 0 2.02 781.48 65.466 2674| | 391.29 -13.20
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- LPELNGK 218 7 0 121 770.43 45.386 1771| |2 385.71 -14.34
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- AATYEQIK 249 8 0 121 906.46 31.564 32441 | 45373 3.03
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- VVLTGPSKDNTPMFVK 116 16 0 4.44 1715.91 58.052 29834 |2  @ss. 4.06
phohate dehydrogenase
. b2b3b4b5b6b7b8*h8b9b10
IP66593|RS6_SALTY 30S ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 24 200.99|b13b15y2ydySy6y7y8°y8yd 2704.33 110.806 169805 B 902.11 -1.08
protein S6 o
y10°y10y13y23
IPE6593|RS6_SALTY 30S ribosomal| YSAAITGAEGK 24 11 12 110.71|P4P7PBY2YSVEYAYSYBYTYD 67 53 34.156 91235| §  534.27 5.37
protein S6 yl1
IPE6593|RS6_SALTY 30S ribosomal| 4 HAVTEASPMVK 93 11 15 113.7|P2D4°DADS™DSDETBTYINA ) g £g 30.982 63227| P  585.30 -3.97
protein S6 y5y8y9y10y11
|P66593|RSEFOSIQETSY63OS ribosomal) HYEIVFMVHPDQSEQVPGMIER 2 22 3 23.33 b3b5b6 2641.26 128.86| 1796 | 3| 881.09 1.29
|P66593|RSEFOSIQETSY63OS ribosomal| QLAYPINK 45 8 4 36.13 b3b6y5*y5 946.53 38.002 28684 |2 47377  10.90
|P66593|RSEFOSIQETSY63OS ribosomal| FNDAVIR 79 7 6 63.95 bdy3ydy5y6*y6 834.45 42.612 1000 1 as4. 139
IP66593|RSE_SALTY 30S ribosomal| SMVMR 86 5 1 13.23 b3 623.31 71.795 1848 |1 62331 12.63
protein S6
[P66593|RS6_SALTY 30S ribosomal HYEIVFMVHPDQSEQVPGMIERYS
orotein S6 8 AATGAEGK 2 33 3 11.06 b8y3y12 3689.79 120.405 2004 |5 738.76 4.50
IP66593|RS6_SALTY 30S ribosomal| g MRHYEIVFMVHPDQSEQVPGMIE 24 6 19.47 b4b6°b6h9°h9y11 2028.3 74.134 180p | 4 73285 9211
protein S6 R
b1b2b3b4b6b9yly2y3y4y5
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 23 188.37|°y5y6y7y8y10ylly12y13+ 1970.00 63.980 193988 B 657.34 9.73
periplasmic-binding protein
13yl4yl16y18
IQ9ZFEOIGLTLSALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 9 67 | b3bllydy6ysyoryoyloyld  1691.16 56.265 192904 | 24 846.38 1.37
periplasmic-binding protein




b2b3b4b6b7b9b10b11°b] 1
b12°b12*b12b13b14*b14b

'QQZFGoelfi;Llls'ﬁqsiétmif'“t?g:;f’aame 3 VVGYSQDYSNAIVEAVK 61 17 35 274.91| 16°b16yly2y3y4°yay5yoyll 1841.94 68.544 151441 b 92147 5.37

perip gp 0%y10y11y12°y12%y12y13
14*y14y15y17
% |

IQ9ZFEOIGLTI_SALTY Glutamate/aartaje NGVIVVGHR 38 9 12 89.46 | P203"D3DAYLY2Y3YAYSYY o) 5y 32.982 120405 P 475.78 -9.82
periplasmic-binding protein 7y9

IQ9ZFEOIGLTI_SALTY Glutamate/aartaje AVAFMMDDALLAGER 198 15 14 137.24| P3PADSDIIDI2YBYAYOYIN® ) ¢ g 70 85.367 97229| P  805.39 2.96
periplasmic-binding protein y10y11y12y13y15

IQ9ZFEOIGLTL SALTY Glutamate/aartate o | - o idomethyl+C(19) KPDNWENVGKPOSQEAYGCMLRK 217 23 24.6 b7b9y6yoy13 2734.32 57.133 84751 |4 6843 -10.2)
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate LIPITSQNR 89 9 6 38.3 b2y5y6°y6y7y9 1041.6( 43.523 66308 | 2 1.30 -9.02
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate ¢ QAAFSDTIFVWGTR 122 14 7 39.87|  b3b5bl0ylyeyl2yld 151199  7.589 20364 | 2| 756.40 371
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate o | - o migomethytc(2f) <KPPNWEIVGKPQSQEAYGCML 5 24 4 23.45 b19y7y8y12 2805.34 58.943 18708 | 4 702 -6.61L
periplasmic-binding protein R

IQ9ZFEOIGLTL SALTY Glutamate/aartaje LMDDTIAQAQTSGEAEK 247 17 6 34.05 b5°b5b7y3y8y9 1807.86  6.914 12808 | 2|  904.43 9.03
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartate | LTTAMLVMGLSAGLAHAEDGAP 5 30 3 11.39 b27y10y14 2869.39 94.334 2814p |3 957.1 17.1
periplasmic-binding protein AAGSTLDK

IQ9ZFEOIGLTLSALTY Glutamate/aartate |, | o) o midomethyl+C(1D) KPDNWENGKPQSQEAYGCMLR 217 22 24.25 b6b7b9y5 2606.21 62.363 24696 |4 65231 -14.8
periplasmic-binding protein

|Q9ZF60|GLTI_SALTY Glutamate/aartale 4 IPITSQNRIPLLQNGTFDFECGSTT . .
eriplasmic-binding protein 13 |carbamidomethyl+C(28) NN R 89 31 9 60.23 | ya*yay6y8°y8ydyl0yllyPl 3548.8 87.633 26138 3 | 1183.61 6.67

IQ9ZFEOIGLTL SALTY Glutamate/aartaje | , ISAKDHGDSFR 180 12 3 26.28 b1ly10y11 1345.6 58.004 15190 | 2673.35 -0.64
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o LMDDTIAQAQTSGEAEKWFDK 247 21 3 23.54 y5y6y19 2384.09 304 11700 | 3| 795.37 7.37
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o KLMDDTIAQAQTSGEAEK 246 18 6 26.61 bdy7°y7y8°y8y10 1998. 44.719 5387 | 4  645.98 3.41
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartate Phosphoryl STY(5) AVVVTSGTTSEILLHK 154 16 4 2771 b3be3PIO4 bebl2y13|  1734.92 81.457 20067 |3 5789 125
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartae o Phosphoryl STY(18)| NGVIVVGHRESSVPFSYYDNQQK 38 23 3. b3b19y4 2703.25 93.269 3635 [3  901.74 2.17
periplasmic-binding protein

|QQZF60|QLTI_§ALTYlGIutamqte/aarta[e 19 Carbamldgmethyl+c(2 IAKKPDNWEIVGKPQSQEAYGCMU 215 24 3 12.72 b9b11y7 282138 114.174 8508 3 041 1 12
periplasmic-binding protein ;Oxidation+M(22) R

IQ9ZFEOIGLTL SALTY Glutamate/aartaje Oxidation+M(2) LMDDTIAQAQTSGEAEK 247 17 4 16.34 b6b8Y® 1823.83 57.278 4764 | B 608.62 -0.27
periplasmic-binding protein




IQ9ZFEOIGLTLSALTY Glutamate/ aarie 21 |carbamidomethy+C(1B)  IVGKPQSQEAYGCMLRK 223 17 0 7.2 964.99 57.153 3652 655.67 -8.01
periplasmic-binding protein
. b2°b2b3°h3b4°bdy2*y2y3y
IP67091|UF_SALTY Universal stress| TILVPIDISDSELTQR 3 16 23 150.2|4y6*y6y7y8y9ryoy10y12°y 1799.98 82.833 99040 2 900.49 4.00
protein F
12*y12y13y14y16
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 5 | carbamidomethyi+C(4 HAECSVLVVR 134 10 8 2871  blb2b3°tBByoy9 | 1169.60 41.948 40449 [ 585.31 -5.53
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| 5 SQLEAIIKK 69 9 8 45 b2b6°b6b8y2y3y7y9 1029.63 45.113 26458 | 2515.32 0.59
IP67091|UF_SALTY Universal stress| VQAHVAEGSPK 85 11 13 87.26|PLD2DSYLY2Y3YSYBYTYTYE 15, 5g 19.161 15702 56180 3.26
protein F yo9yl1l
|P67091|UF—psrgt:iTnYFU”“’ersal stress| - g VQAHVAEGSPKDK 85 13 8 43.14|  b2*b2y2ydyeyTy8yl3 1365.6 B 14895 | 3|  455.90 -13.05
[P67091{UF_SALTY Universal stress| LPADMVIIASHRPDITTYLLGSNAA| - » 5 2273 L506h10 064,64 59,604 5 N IV 12
protein F AVVR
|P67091|UF—psrgt:iTnYFU”“’ersal stress| 7 LEAIIKK 71 7 0 1.61 814.53 45.121 4428 | B 407.77 -11.39
|P67091|UF—psrgt:iTnYFU”“’ersal stress| g QAHVAEGSPK 86 10 4 36.09 b3*h3b5h7 1023.53 19.170 378 2 m2| 626
|P67091|UF—psrgt:iTnYFU”“’ersal stress| AHVAEGSPK 87 9 1 7.87 b3 895.46 19.179 2106 |2 448.28 -5.04
IQ7CQOSIGRCA_SALTY Autonomousy | MITGIQITK 0 9 6 38.3 b2y2y3y6y7y9 1004.57 55.541 12506 |2 @@ -9.11
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 11 56.38| P20SDIDIIYV2YV2YAVBYON 507 g6 55.123 85262| P 669.33 1.28
glycyl radical cofactor Oy13
IQ7CQOSIGRCA_SALTY Autonomous) 5 LGEIEYR 48 7 6 40.5 b3y2ydy6°y6y7 879.45 42.761 gags6 |2  430d -10.97
glycyl radical cofactor
|Q7CQO5/GRCA_SALTY Autonomous | b2*h2b3°h3b5b6b10y1y3 )
vyl racioal cofactor 4 FNSLTPEQQR 106 10 17 1183 e oyryBneyi0 | 121960 38.672 60479| P  610.31 1.60
IQ7CQOSIGRCA_SALTY Autonomous) o EIPMEVKPEVR 55 11 7 65.56 y2ydyByTy8yoy1l 1326.7 48969 280 | 2| 66386 0.74
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ¢ AANDDLLNSFWLLDSEK 9 17 5 26.18 b3b6b10ydy17 1950.9 gm67 | 50559 | 2| 975.98 8.57
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy FNSLTPEQQRDVIAR 106 15 4 18.16 b6°b6b12y3 1773.9 74130 4232 | 2| 887.46 -10.87
glycyl radical cofactor
*y
IQ7CQOSIGRCA_SALTY Autonomous) o VEGGQHLNVNVLR 66 13 13 135.7¢| P30BPL2Y3YAVAYSYBYTYE 4 3y 76 50.538 86134 B 478.92 1761
glycyl radical cofactor y1ly12°y12
IQ7CQOSIGRCA_SALTY Autonomous) g TFTESL 121 6 2 26.87 b4b5 697.33 56.085 37328 |1 697.43 8.3
glycyl radical cofactor
b3b4b5°b5*b5b6°b6*b6bY
*| 0, 0,
IQ7CQOSIGRCA_SALTY Autonomous) AANDDLLNSFWLLDSEKGEAR 9 21 30 260.89 D7DLOVAYSYTYTYBYBYOl a0, 14 93.258 177017 B 788.72 -3.92
glycyl radical cofactor y9y10y11y12y13y14y15yf
6y17y18y19°y19
IQ7CQOSIGRCA_SALTY Autonomousy VSGYAVRFNSLTPEQQR 99 17 4 26.14 b5b10b12y5 1951.d @67 6260 | 2| 976.49 12.07
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy SGFAEDEVVAVSKLGEIEYR 35 20 3 14.39 b3b10y19 2108.1 TFA 2530 | 3| 733.37 0.89
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) 4 PMEVKPEVR 57 9 3 18.88 b3b5°bs 1084.57 48.979 56907 | 2 54279  6.98-
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) TGIQITK 2 7 3 23.3 b4b5*b5 760.45 55.540 6198 |1 760.4 -8.67)
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ¢ EIPMEVKPEVR 55 11 0 2.42 1308.68 48.978 18953 |3 436.9p -9.33
glycyl radical cofactor




b3b9b10°b10b11°b11b13b
[P66038|RISB_SALTY 6 1 IGQVKDDNITVVWVPGAYELPLA 40 29 16 94.35 | 13*h13b14*b14ydy12y15) 3110.70 99.046 74867 | B 1037.57 6.99
TEALAK
16y29
b3b4b5°b5b6b7b8°b8b9°ha
[P66038|RISB_SALTY 6 2 GAEAALTALEMINVLK 136 16 21 199.9 b12b13b14b15y1y3ydy5y6 1643.91 103.585 53793 P 822.46 2.75
y8y16
b2b3b4*b4b8b11b12y2ydy
[P66038|RISB_SALTY 6 3 FNQFINDSLLDGAVDALTR 21 19 20 152.95y6y8y0°yoy10y13°y13yllt 2109.08 101.939 53155| P 1055.04 11.11
y15y19
[P66038IRISB_SALTY 6 2 ANVAAPDAR 5 9 7 38.3 b2"h2y2y5y6y7y9 884.45 23.530 13124 |2 248 5.93
[P66038|RISB_SALTY 6 5 VATIAR 14 7 3 205 yay5y6 743.47 44.807 7088| |2 372.24 1557
[P66038|RISB_SALTY 6 6 MNIIK 0 5 1 13.23 b3 618.36 72.101 3510 L 618.36 12.34
[P66038|RISB_SALTY 6 7 Oxidation+M(11) GAEAALTALEMINVK 136 16 Z 25.56 b6°06b7b10 1650.9 72.284 151 2 83045 15
. ; 1
IQ8ZKBOIRL9_SALTY 50S ribosomal | LADVLAAANAR 57 11 18 114,51 | PLD2DSDATDAYLYZYAYS'YS ) 0 53.921 123822 P 54281 -6.08
protein L9 y6*y6y7*y7y8y9y10y11
. b2b3b4*b4h9b10*b10b12*
'QSZKSOlRLQF;/;‘;TJQSOS ribosomal |, VANLGSLGDQVNVK 8 14 24 179.83| b12b13b14yly3y6y7y8ydy 1413.76 57.403 93511 2 707.39 -4.40
p 10°y10y11°y11y12%y12y1k
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| 5 MQVILLDK 0 8 7 54.13 b2*b2y3ydy5y6y8 959.55 64.820 78554 |2 o8 -11.96
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| DIADAVTAAGVDVAK 97 15 10 71.88 |P2POY6Y7 ygy8y9 YOI 141574 67.016 73920 p  708.37 -0.52
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g INALETVTIASK 71 12 7 34.29 |  b2*h2b3*b3y7ylOyll |  1259.72 6677 58315 | 2| 630.36 3.20
lQSZKSOlRLi?ci/«:;ng‘F’OS ribosomal) ¢ LFGSIGTR 89 8 4 33.12 bay6°y6y7 850.47 52.459 3100 |2 42514 524
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal | 7 LPNGVLR 116 7 4 40.5 yAy5*y5Y6 768.46 43,575 32604 |2 38478 581
IQ8ZKBOIRLO_SALTY 50S ribosomal | ¢ NFLVPK 27 6 1 13.63 v3 717.42 51.290 19508 |1 717.42 -13.1
protein L9
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g TTGEHEVNFQVHSEVFAK 123 18 3 15.6 b10y7y11 2059.0 6573 502 | 3| e87.02 21.70
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| DIADAVTAAGVDVAKSEVR 97 19 3 14.96 b11b14y6 1886.96 7624 | 58023 | 3| 629.66 -14.23
lQSZKSOlRLi?ci/«:;ng‘F’OS ribosomal| -y AGDEGKLFGSIGTR 83 14 5 30.78 b10y3y6°y6y7 1407.7 55047 46392 | 3| 469.91 -12.40
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| -, Phosphoryl STY(6) VANLGSLGDQVNVK 8 14 5 19.31 b4*bdy7y9 1493.72 58.013 1757 | B 74736 -5.39
b2*b2b3*b3b4*b4b5*b5h
*b6b7b10°b10b11°b11b16°
[PO6179|FLIC_SALTY Flagelin 1 AQILQQAGTSVLAQANQVPQNVL| 50 27 33 190.55 b15b16b18°b18y1y2ydy5y 2860.60 105.978 105579] B 954.21 0.85
SLLR
6y7*y7y9y10y11y12y14yd
7
o 5
[PO6179|FLIC_SALTY Flagelin 2 SQSALGTAIER 20 11 13 82.03|°2™? bzygf;’;}’l“ly‘r’yfm " 113259 42,657 64826 P  566.80 3.02
. b2b11b12+h12b13y3y4y§ A ]
[PO6179|FLIC_SALTY Flagelin 3 FNSAITNLGNTVNNLTSAR 432 19 15 10260 7 aay1arytays | 200704 79.113 62691 P 1004.02 8.15
[PO6179|FLIC_SALTY Flagelin 4 IDAALAQVDTLR 411 12 12 114.12 bzmb@gﬁﬁé?ysygyﬂ Y 108571 61.876 51166 2 643.36 0.57
b2*b2b6°b6*b6b10b11yLl
[PO6179|FLIC_SALTY Flagelin 5 INSAKDDAAGQAIANR 37 16 18 | 120.61 | 3*y3ydysy7y8yoy10y1lyl 1614.80 30.836 45939 | B 538.94 12,62
6
% |
[PO6179|FLIC_SALTY Flagelin 6 QINSQTLGLDTLNVQQK 161 17 8 4163 |P9P10 b17y$y1°y“y12yl 1900.03 66.081 43384 P 950.52 7.20
o S
[PO6179|FLIC_SALTY Flagelin 7 NANDG'S'AQTTseALNE'NNNLQ 66 25 11 22.77 bzm%l;y%lygfygyfs Y8V 267034 87.465 39100 p  1335.671 10.61




[POGL79|FLIC_SALTY Flagelin 8 AQVINTNSLSLLTQNNLNK 1 19 7 14.96 | b7°b7b9y7°y7*y7y19 2085.15] 63.253 23058 |3 69542  3ls.
[PO6179|FLIC_SALTY Flagelin 9 ELAVQSANST'“QiQSDLDS'QAE'T 93 26 8 21.97 | b8°b8b10y3*y3y7ydy2 2805.3% 71.321 19344 | 3 5.8 -0.17
[POGL79|FLIC_SALTY Flagelin 10 DDAAGQAIANR 42 11 5 38.35 b2b4boy7y8y1L 1101.5 28.900 1886 2| 551.27 4.10
|POGL79|FLIC_SALTY Flagelin 11 IEDSDYATEVSNMSR 453 15 36.75 V5y6y10y13 1716.76 54.035 12003 |2  858.8B 13.7
|POGL79|FLIC_SALTY Flagelin 12 ASATGLGGTDOK 204 12 5 40.18 b3°b3bay3y4 11055 28.23( 2271 2 | 553.28 10.60
|POGL79|FLIC_SALTY Flagelin 13 YYAK 229 2 1 12.83 V3 544.27 90.533 2490| L 544.21 6.73
|POGL79|FLIC_SALTY Flagelin 14 LGGADGKTEVVSIGGK 363 16 3 17.18 b10b12y13 1487.80 58.570 10687 |3 496.60 6.89
|POGL79|FLIC_SALTY Flagelin 15 ASATGLGGTDQKIDGDLK 204 18 5 156 b12°b12y10y12%y12 1746.86 63.808 7874 |3 582d6  .0a3
[PO6179|FLIC_SALTY Flagelin 16 AEGHNFKAQFL%LI:\E‘ MATTTENP| 555 26 6 18.31 b7b9*bOb13*h13y3 2752.31 95.459 2682 | 3 91811 -13.22
[PO6179|FLIC_SALTY Flagelin 17 SDLGAVQNRLFTNSSA/QTNLGNTVNN 423 28 4 17.73 b7°b7b12b14 2947.54 72.991 2499 | 3 o838 13.
[PO6179|FLIC_SALTY Flagelin 18 AQPDLAE/ “A“Q‘TVTDTTEL'\;{PLQK'DAAL 392 31 4 26.16 b3b8b11b12 3235.6 95.34( 1976 | 3 1079|24 3.24
b2b4b5b6°b6b7b9b10°b30
|POA2H9|DSBA_SALTY Thiol:disuffide *b10b13b17y2y3*y3y4y5 !
ntorchange protein dabA 1 AAADLQLQGVPAMFVNGK 158 18 28 20705 o o e tovteylty1a) 182996 81.583 150942| P 915.49 3.80
14y18+y18
|POA2H9|DSBA_SALTY Thiol:disuffide YQINPQGMDTSSMDVFVQQYAD b2*b2b3b4*bab14b17y2yk ! l
ntorchange protein dabA 2 VK 176 25 14 42.73| % o225 2865.34 87.310 100017 P 14331 12.27
|POA2H9|DSBA_SALTY Thiol:disuffide b2°b2b3°h6b8bIb11y2y5ly
ntorchange protein dabA TQTVQSAADIR 116 11 18 047 | g  ertyeyoyoyll| 118962 35.944 50341| P  595.31 1.64
IPOAZHOIDSBA_SALTY Thioldisulfide YHVEFLGPLGK 77 11 4 35.34 b3b5y3ys 1259.64 70.148 13444 |3 @RO| -1667
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide VEVDAGVK 128 8 4 36.13 b3b5°h5y5 834.47 84.482 10307 |1 83447 0.0
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide ELTQAWAVAMALGVEDK 88 17 4 22.96 b3b8y5y11 1831.89 34923 7w | 2| 916.45 -18.12
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thioldisulfide Oxidation+M(L0) ELTQAWAVAMALGVEDK 88 17 4 23.33 b5b6°haY 1847.91 94.095 10007 P 924.48 -5.55
interchange protein dsbA
b1°b1b2*b2b3°b3b4b5°hg*
[P17215|LIV]_SALTY Leu/lle/ValThr- TQFMGPEGVANVSLSNIAGESAE] b5b6b9b11b12y2y3ydy5y6
binding proten CLLVTKPK 240 31 32 227.25 00 O i Tyioytopp 314464 89.134 300250| B 1048.8 3.34
y26y27y28y29y31
- % |
IP17215]LIVJ_SALTY Leuflle/VallThr NYDQVPANKPIVDAIK 271 16 14 93.75 | P2D2D30SYLY2Y3YSYTYOY 420, o3 54.302 241722 B 595.65 -14.91
binding protein 11y14*y14y16
b2b5b7b9b10b11°b11b1°
IPL7215ILIVI_SALTY Leu/lle/Val/Thr- Carbamidomethyi+c(7)’ VICHECSSSTQPASDIVEDEGILM o, 38 23 131.25| b12*b12b25b26b27°b27y4 4078.02 90.046 146440 B 1360.0] 10.18
binding protein ITPAATAPELTAR
y6y8y10y11y12y13y15y38
b2°b2b3°b3b4b5°b5b8b1P°
[P17215|LIV]_SALTY Leu/lle/ValThr- 1b10b11°b11y2y3y5y6y8°y8 !
binding protem TTGLDSDQGPTAAK 137 14 26 172,080 010y tovitytoysh 136165 30.212 138921) P 681.33 0.00
yl4
IP17215]LIVJ_SALTY Leuflle/VallThr- ENIDFVYYGGYHPEMGQILR 212 20 11 66.87|02 P2Y2YSYBYOVL2YI3Y1AY 1 15 80.792 114420 B 801.05 0.71
binding protein 16y20
b2b3b6b7b8b12b15°b15h2
IP17215]LIVJ_SALTY Leuflle/VallThr- VAVVGAMSGPVAQYGDQEFTGA| 5 32 23 131.64|6y2y3*y3y5eysy6y7y8ylly 3207.58 90.703 100534 B 1069.84 4.72
binding protein EQAIADINAK
12y14y25y26y32




- *| x|
P17215|LIVI_SALTY Leu/leNValiThr ; GGVNVVFFDGITAGEKDFSTLVA| . 04 17 112.71| PADS*DSDE*DBYLY2Y3Y6YT 100 o 102533 wraa| b sssr L7
binding protein R y12y13y17y18y19y21y24
IPL7215ILIVI_SALTY Leuflle/VallThr- | o GATVDTVMGPLSWDEK 326 16 10 63.34|P7DBD10°DI0DLLYSYEYTYO 76 o 62.754 32650| P  853.42 10.66
binding protein y16
[P17215|LIV]_SALTY Leu/le/ValThr- QDPSGAFVWTTYAALQSLQAGLN
binding protem 9 L SDDPARIAR 290 33 8 22.38| b4b8blly2y6y8ylly3 3501.7 110.01 118p5 | 3167.91 5.16
|P17215|L'\()Jin—£:$;:;§r:‘/ lle/valrThr-1- 4 GFEFGVFDWHANGTATDAK 346 19 6 23.68 b2b5y5y7y11y19 2089. | 84.238 10100 | 4  690.65 1.65
IP17215]LIVI_SALTY Leuflle/VallThr- |, | QQVYGEGLAR 168 9 3 30.51 b6y5y8 1021.50 33.608 3679 |1 102150 1.25-
binding protein
|P17215|L'\()Jin—;:;:;§:/ le/Vallthr-1 15 | carbamidomethy+C(d)  TLLAGCIALSLSHMAFADDIK 4 21 4 374 Y56y 7y12 2247.11 105.443 1904| |2 1124.0p -18.14
IPL7215ILIVI_SALTY Leuflle/ValThr- | ) 5 GGVNVVFFDGITAGEK 185 16 4 243 b7b10y5y8 1609.8 56.664 674 | 2| 805.41 -10.92
binding protein
b3°b3*b3b4b5b7°b7b8b9th
9b11b12*b12b13°b13b14b
|P17215|L'\()Jir;jf”:gé?r:‘/"e/v aThr-1 -, KQDPSGQE\Q’S@;X@'&SSLQAGL 289 34 39 299.62|15b18y3y6y7y9°y9y11y1dy 3629.77 103.050 384857 W 908.20 -3.70
9p 14°y14y15%y15y16y17yL
*y18y19y20y21y22y24y2
IPL7215ILIVI_SALTY Leuflle/ValThr- | ) o ENIDFVYYGGYHPEMGQILRQSR| 212 23 3 13.06 b3bsy12 277238 11870 3880 | 3 924.78 4.14
binding protein
[P17215|LIV]_SALTY Leu/lle/ValThr- Carbamidomethyi+C(7}YVIGHLCSSSTQPASDIYEDEGILM ] )
binding protem 16 | phosphonyl STYGL) B AATAPELTAR 92 38 7 411 | bllbl2y6yoylOyl2yld  4157.9 110.89 7843 | 5 3832] 540
|P17215|L'\()Jin—£:$;;§r:‘/ lle/valThr-1 47 Oxidation+M(15) ENIDFVYYGGYHPEMGQILR 212 20 3 14.34 bBey9 2417.14 65.302 31597 h  605.04 7.88
|P17215|L'\()Jin—;:;:;§:/ lle/valthr-| g Oxidation+M(16) KENIDFVYYGGYHPEMGQILR 211 21 4 13.89 bB1°b1ly1l 2545.20 70.640 14252 [3  849.0 -8.44
|P17215|L'\()Jin—£:$;;§r:‘/ lle/valThr-1 19 Oxidation+M(8) GATVDTVMGPLSWDEK 326 16 5 28.37 boy5y&/y13 1721.82 91.544 13314| B 574.61 7.02
IP7215|LIVI_SALTY Leuflle/VallThr- | -, | CarbamidomethykC(8); 1 | oAl sLSHMAFADDIK 4 21 3 13.89 b6b14y5 2263.13 110.320| 1807 | 3| 7s5.05 5.07
binding protein Oxidation+M(14)
IP7215|LIVI_SALTY LeufleVallThr- | 5 | oo midomethyl+C(7) YVIGHLCS 92 8 0 13.31 948.4¢6 90.070 1735 | 1| 948.46 3.86
binding protein
|P17215|L'\()Jin—£:$;;§r:‘/ lle/valrThr-| -, TYAALQSLQAGLNHSDDPAEIAK | 300 23 0 11.29 2413.22 110003 528 | 3| 805.08 6.78
IP7215|LIVJ_SALTY Leuflle/VallThr- | 4 QQVYGEGLAR 168 9 3 38.3 yay6y7 1003.49 33.638 636d |2 50225 221
binding protein
o b1*b1b2°b2*h2b3*b3b4
'POZQlOlH'ZJi—E:niY g'f;g'”e'b'”d'”g 1 NSDIQPTVASLK 120 12 25 137.574b5*b5b7°b7y3y4°ydy5y 7y 1272.67 48.839 134847 b 636.84 -6.43
perip P 8°y8*y8y9y10*y10y12
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 14 119.0pP20AD5Y2y4yBYOVIOYLIVL 5 g o7 64.043 130600 B 733.70 -4.55
periplasmic protein 2y15y17y19y20
o b2b3b4b7b8b13y3°y3y4°|4
IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 22 165.23 y5°y5y6°y6y7y9°y9y10°y]  1425.69 56.167 125302 P 71335 0.94
periplasmic protein
Oyl1ly12y13
IPO2910JHISI_SALTY Histidine-bindind o | o 2 nigomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 16 ga,7| P2037D3bELELI2DIE™D1RY 7 5, 104.465 g7912| p  1137.1] 13.53
periplasmic protein 2y3y4°y4y5y10y14y20
IPO2910]HISI_SALTY Histidine-binding 5 FGGPAVKDEK 201 10 14 101,84 P2PBDBOOV2V2YSYAYAYD 17 5y 27.178 50582| P 524.27 -4.89
periplasmic protein y6y7y8y10
IPO2910JHISJ_SALTY Histidine-binding ¢ NAQGELVGFDIDLAK 42 15 7 2948 | blb6*b6b7bl3yl2yls|  1589.88  80.125 38235 | 2| 795.42 5.30
periplasmic protein




'P02910|Hp'§i£:ﬂi22‘$:g'”e'b'”d'”9 7 |carbamidomethy+C(18)  NAQGELVGFDIDLAKELCK 42 19 4 23.6 b3b5b12y3 2120.06 87.054 13048 |3 707.3 -4.72)
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 8 LFGVGTGMGLR 211 11 6 52.55 b3b10°b10y5y7y9 1107.5p 72,044 778 | 2| 554.30 287
'Pozg10|Hp'§rjia§:nizg'§:g'”e'b'”d'”g 9 AFAEMR 234 6 2 13.63 y5°y5 724.34 36.757 6254 |1 724.34 2.9
'Pozg10|Hp'§rjia§:nizg'§:g'”e'b'”d'”g 10 GIEIVSYQGQDNIYSDLTAGR 155 21 3 13.89 b13y3y9 2299.1% a1 3353 | 2| 1150.08 11.47
'Pozg10|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 11 IDAAFQDEVAASEGFLKQPVGK 176 22 6 25.64 b4°b4b13ydy18y20 | 2320.18 78.875 46461 B 774.06 210
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 12 RVGVLQGTTQETFGNEHWAPK 134 21 3 13.89 bdy4ys 2355.18 861 | 17627 | 3| 785.73 0.00
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 13 EALNKAFAEMR 229 11 3 24.33 bay8y10 1279.65 57.144 3043 |2  aao. 4.01
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 14 Phosphoryl STY(7) IDAIMSSLSITEKR 85 14 5 30.7 b5b6b103y10 1643.82 55.580 2579 | b 82241 10.77
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 15 Oxidation+M(5) IDAIMSSLSITEK 85 13 3 25.44 b4b5y10 1423. 48.716 4599 | 4  475.25 -8.32
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 16 Oxidation+M(8) LFGVGTGMGLR 211 11 4 35.34 b5b8y7y9 158. | 39.686 1962 | 4  s62.29 -11.08
'P02910|Hp'§i£:ﬂi22‘§:g'”e'b'”d'”g 17 GGPAVKDEK 202 9 3 33.93 b3b4b7 900.47 27.178 1536 2 45074 548
. | b2°b2b5°b5b9°b9b12°b1 2y
|P°A1E3|CYSK—SAALTY Cysteine synthgse | LTLTMPETMSIER 87 13 18 135.76 1y4y5y6y8yoy10ylly12yl 1521.77 74.732 131100 P  761.39 2.41
3
. | b2b3b4b9b12b15y2°y2ydy
|P°A1E3|CYSK—SAALTY Cysteine synthgse YLLLQQFSNPANPEIHEK 137 18 25 203.154y6y7y8y9*yOy10°y10y1ly 2141.09 74.686 124219 B 71437 -5.82
12*y12y13°y13y15y17yl
. . . _
IPOALESICYSK_SALTY Cysteine synthase IQGIGAGFIPGNLDLK 226 16 13 70.25| P2"P203DADBY2YTYTYBYL 4615 o 84.118 113614 P 806.95 197
A Oy12y14y16
. b2b4°bab11b13b14°014H1
|P°A1E3|CYSK—SAALTY Cysteine synthase YLSTALFADLFTEKELQQ 305 18 20 120.76 6y2*y2y5y6y7+y7y8yloyl 2117.10 103.005 102853 P 1059.0 9.34
1y12°y12y18
|P°A1E3|CYSK—SAALTY Cysteine synthgse o IYEDNSLTIGHTPLVR 3 16 6 39.88 b2y2y7y8yoy15 1827.94 62120 | 83002 | 3| 609.99 -10.55
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ NIVVILPSSGER 293 12 12 111.11 b2b3b4bsgsﬁy3yey7y9 128373 64.658 68701 | P 642.37 3.52
[POALE3ICYSK_SALTY Cysteine synthdse GVLKPGVELVEPTSGNTGIALAYV|[ . 25 12 o5 16 | PLLYSYAYSYBYTYOyLTy1aY o 62107 67002] & o185 237
A AAAR 16y17y28
|P°A1E3|CYSK—SAALTY Cysteine synthgse o LQEDESFTNK 283 10 7 57.38 b3bdy6*y6y7y8y10 1210.56 35.800 278 | 2| 605.79 3.63
|P°A1E3|CYSK—SAALTY Cysteine synthgse o ALGANLVLTEGAK 105 13 6 20.67 b2b5y5°y5y7y13 1256.72 61202 | 28832 | 2| 628.86 2.23
|P°A1E3|CYSK—SAALTY Cysteine synthase , VVGITNEEAISTAR 246 14 6 30.08|  b3bl0yoyl0*y10y12 1459.77  50.187 25141 | 2 730.39 3.43
|P°A1E3|CYSK—SAALTY Cysteine synthase | YLSTALFADLFTEK 305 14 7 45.47|  bllya°yaysyoyl0yla 1618.8| 103.935 18576 | 4  809.92 1.89
. . — .
IPOAIES|CYSK_SALTY Cysteine synthgse IGANMIWDAEK 44 11 13 94.47 | P5™PSDEOBDIDIOYIYSYSY )7 o) 66.208 17104| 2 624.31 2.64
A 9y10y11*y11
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 IGANMIWDAEKR 44 12 6 22.3 b2b7y7ylly12%y12 1403.70) 63.946| 5214 | 2| 70235 9.13
|P°A1E3|CYSK—SAALTY Cysteine synthase AEEIVASDPQK 126 11 4 27.34 b4b5y2y6 1186.6 29.708 184 &3 2.67
[POALE3ICYSK_SALTY Cysteine synthdse GKTDLITVAVEPTDSPVIAQALAG | oo a3 . o5 63 J5y10y11y22 238160 50,287 omes | 4 saoht 668
A EEIKPGPHK
|P°A1E3|CYSK—SAALTY Cysteine synthase , o LIDKVVGITNEEAISTAR 242 18 4 24.85 b8y5y7y12 1929.08 6063 34740 | 2|  965.04 5.38




|P°A1E3|CYSK—SAALTY Cysteine synthase , VESRNPSFSVK 31 11 3 24.33 b3b7y9 1249.66 31.741 30869 | 3 217p  4.49
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 AEE'VASDPQ;LLE%QQFSNPANP 126 29 5 14.54 b3b5°h5y6y9 3308.67 77.846 25020 | 4 827.92 8-3.9
|P°A1E3|CYSK—SAALTY Cysteine synthase , o LQEDESFTNKNIVVILPSSGER 283 22 3 13.44 b4b10y6 247548  .270 goe1 | 3| 825.76 1.87
|P°A1E3|CYSK—SAALTY Cysteine synthase LLLQQFSNPANPEIHEK 138 17 1 7.33 b1l 1978.0 74.682 857 2 89.82 321
|P°A1E3|CYSK—SAALTY Cysteine synthase IVASDPQK 129 8 1 7.87 b7 857.48 29.656 3133| |2 42024 9.18
|P°A1E3|CYSK—SAALTY Cysteine synthgse GITNEEAISTAR 248 12 0 3.63 1261.63 50.193 2066 |2  631.3p -6.19
b2b3b4*b4b5*b5b6*bEb8p
|P41031|CY_SALTY Thiosulfate-bindin 9b10y2y3y4y6°y6y7y8°y8|
brotein 1 AYLNWLYSPQAQTIITHYYYR 265 21 31 237.73| ¢ o Ton oyt ty1ayLag 266433 93.825 129277 B 888.78 0.55
5y16yl17y21*y21
. — .
'P41031|CY—S'T)LrZLi:h'°S“"ate binding TEQFMTQFLK 179 10 11 87.64 b2b3y2y3y13’4y5y6y7y83 1272.62 76.176 122516 P 636.82 -4.51
. o o R R
IP41031|CY_SALTY Thiosuffate-binding ELFAALNPPFEQQWAK 37 16 16 86.49| 02 "P20SDTDTDIIYLyATYE ) g0 o7 90.590 118976 P 944.99 4.72
protein y6*y6y8y9y10°y10y12
. - b2b4b5°b5b12b16y2y5yay
'P41031|CY—S'T)LrZLi:h'°S“"ate binding GLGDVLISFESEVNNIRK 208 18 19 133.9| 8yoy10*y10y11y12*y12yl  1990.04 101.834 1069371 B 664.02 -10.80
3yléyl8
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 5 FGSWPEVMK 311 9 8 64.76 b2b3y2y3y5y6y8y9 1080.5(L 69.35 o877| 2| 540.76 7.91
. - b2b4b5°b5*b5b6°b6*b6bY
'P41031|CY—SALrZ:;i:h'OSU'fate'b'”d'” 6 LPNNSSPFYSTMGFLVR 110 17 22 153.5 b17yly2y3ydy5y8ydyllyl 1929.96 92.701 95305 2 965.49 5.88
P 2y13y14y17
. o R o
IP41031|CY_SALTY Thiosulfate-binding VNNPEIMGK 286 9 16 89.46 | P1D2"D2DADTY2YSYSVEYE 1) 5 36.870 74959 2 501.25 6.40
protein y7°yT*y7y8*y8y9
. — e
IP41031|CY_SALTY Thiosuffate-binding o QYEAQGFEVVIPK 226 13 14 76.6 | P2 D2D3DI™DIBTLIZY2YE 7 74 70.597 71074 2 754.39 0.65
protein y5y8y9y11y13
. _hi . *| % | *|
IP41031|CY_SALTY Thiosulfate-binding o NVEVFDTGGR 189 10 16 g6.g5|°1D102"02b4"bAbBY1y4y ) o; o) 47.813 65617 | 2 547.26 5.92
protein 5y6y7°y7y8°y8y10
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 10 QALAILQGLK 71 10 7 58.17 b3*b3b10y3y5y6y7 1054.66] 75.640 960 | 2| 527.83 -9.72
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 11 NIHDWSDLVR 132 10 6 54.94 y2y3ydy6y8y10 1254.67 63.508 spos| 2| 627.81 331
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 12 GLGDVLISFESEVNNIR 208 17 6 27.43 b10y2yoy10y12y17 1881.| 107.866 20618 | 3 931.49 3.67
. — -
'P41031|CY—S'T)LrZLi:h'°S“"ate binding ;5 ADVVTYNQVTDVQILHDK 81 18 9 32.79 |P1b2b3b10 :10y3y4y14y1 2058.03 64.540 13489 B  686.68 7.47
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 14 LPNNSSPFYSTMGFLVRK 110 18 7 26.61 b7°b7b12b13*b13yRLY1 2058.03 83.907 3208| B  686.68 -8.42
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 15 TNILAEFPVAWVDK 239 14 3 24.75 b7yay5 1602.84 70.224 1755 |2 801.92 -7.39
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 16 LIFPNPK 146 7 4 40.5 y3*y3y5y6 828.48 56.461 61073 |2 41476 569
. — _ .
'P41031|CY—S'T)LrZLi:h'°S“"ate binding 7 TNILAEFPVAWVDKNVQANGTEK| 239 23 13 104.11| P2 bSEQSE;/Si/;y)Z)yQyB 2544.30 91.216 139285 B 848.77 2.78
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 18 YTYLAAWGAADNADGGDKAK 159 20 5 32.03 y3y6ydy18°y18 20595 62.861 67143 | 4  686.65 5.22
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 19 TSGNARYTYLA;‘:VGAADNADGG 153 24 5 19.47 b7b13*H13b15y6 2445.1 94.437 o00p | 4 612.04 4810




'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” ! 20 NVEVFDTGGRGATTTFAER 189 19 5 39.46 b5b6y3y4y9 2027.97  .23B 6485 | 3| 676.66 5.24
[P41031ICY_SALTY Thiosulfate-binding . AYLNWLYSPQAQTITHYYYRVN - " . 25 39 b5b6y7yE By 1L 26460 45,108 wosh |5 730l o012
protein NPEIMGK
'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” b 20 VEEKFGSWPEVMK 307 13 4 34.11] b4b6b10y7 1565.76 51.792 6a6d 2| 783.38 9.36
'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” b 23 TEQFMTQFLKNVEVFDTGGR 179 20 4 36.07 b10y7y8y9 234711 24B4 2082 | 3| 783.04 -13.00
'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” Y Phosphoryl STY(13)|  AYLNWLYSPQAQTITHYYYR 265 21 5 29.8 b3b7y4y8y9 2744.29 81.973 5444| |2 1372.6 4.80
'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” I 25 Oxidation+M(12) LPNNSSPFYSTMGFLVR 110 17 6 29.95  b3HByloyll°eyll 1945.95 115.109 3852 |2 9734 3.45
'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” ! 26 EVFDTGGR 191 8 0 2.02 880.42 47.811 1935 |1 880.4R -0.42
'P41031|CY—S'T)LthZi:hiOS“'fate'bi”di” b o7 QALAILQGLK 71 10 0 2.02 1037.63 75.632 2652| P 510.32 1.06
b2*b2b3*b3b4*bab5*b5h
. . . [
|P52616|FLJB_SALTY Phase 2 flageli 1 AQ'LQQAGTS\S/thANQVPQNVL 479 27 33 190.55 nggfé&g}ff;;l;xfé; 2860.60 105.978 105579 B 954.21 0.85
6y7*y7y9y10y11y12yl4yd
7
[PS2616[FLIB_SALTY Phase 2 flagelif 2 SQSALGTAIER 20 11 13 82.03 b2°b2*b§g§5§§/141ySy6y7° " 113259 42.657 64826| P  566.80 -3.02
|P52616|FLJB_SALTY Phase 2 fIageIIiL 3 YFVTIGGFTGADKA 234 15 7 37.87 b8b9°bOyLy6y7y15 1517.77 74.15( 51085 | 2 39|  2.33
b2*b2b6°b6*b6b10b1 1y1l
|P52616|FLJB_SALTY Phase 2 flageli 4 INSAKDDAAGQAWR 37 16 18 120.61 3*y3ydy5y7y8yoy10ylly] 1614.80 30.836 45930 | B  538.04 12.62
6
[PS2616[FLIB_SALTY Phase 2 flagelif 5 NANDG'S'AQTT:GALNE'NNNLQ 66 25 11 22.77 b2b13b19€;t;1yf;3é2y3y6*y6 2670.34 87.465 39100| P  1335.67 10.61
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 6 AQVINTNSLSLLRGLNK 1 19 7 14.96 | b7°b7b9y7°yT*y7y19 2085.15 63.253 23058 | 3695.72 8.31
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 7 ELAVQSANST'\'QSRQSDLDS'QAE'T 93 26 8 21.97| b8°b8b10y3*y3y7y9y26  2805.3 71.321 19384 | 3 5.8 -0.17
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 8 AYANNGTTLDVSBDAAIK 189 20 6 2118 | b2yeyl2°y12y14y20 2008.94 74.192 1®36 3| 670.32 -14.40
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 9 DDAAGQAIANR 42 11 6 38.35 b2b4boy7y8y11 1101.53 28.900 w86 2| 55127 -4.10
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 10 IEDSDYATEVSSR 464 15 4 36.75 y5y6y10y13 1716.74 54.035 1203 | 2 85888  7913.
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 11 FTANIK 53 6 2 26.87 bdy5 693.38 34.642 15603 |2 347.2 -11.8
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 12 NALIAGGVDATIMGAELVK 299 20 5 25.28 b13*b13yoy10y13 1898.94 86.707 557 2949.98 -20.44
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 13 TAANQLGGVDGK 369 12 3 22.3 b5y5y9 1130.57 60.955 s08s] |1 1530.| -6.91
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 14 AQPELAEAAAK 403 11 3 27.34 b8yoy10 1098.56 88.477 4704 |2 589 | -18.78
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 15 TYNASK 390 6 3 40.1 b3bdy5 683.33 72.231 3268 |1 683.3B -9.2q
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 16 FNSAITNLGNTMNSEAR 443 19 4 14.96 b3b12*b12y9 2035.0 75.499 1986 | 2 mms| 276
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 17 LNEIDR 119 6 2 26.87 bay4 759.39 28.852 1958 |2 380.2p -6.11
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 18 YYAADYDEATGAI 341 14 3 19.31 b4b10y9 1550.71] 51.272 1629 |3 51797 3.44
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 19 SRIEDSDYATEWSR 462 17 8 68.89| b8bllbl2y3ydy7ysylp  1959.49 51.45p 22652 | 980.45 10.71




NALIAGGVDATDANGAELVKMSY

|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 20 DK 299 26 6 256 |  bl13blaydydyl2°y12 2624.31 77.043 200 3 4a75| 837
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 21 TEVVTIDGKTYISK 381 15 3 18.16 b3b11y9 1625.84 58.566 1439 3 54242 1.2
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 22 TYNASKAAGHDFK 390 13 6 54.62 b4b9b10b12y6y9 1409.6p 47.37 1281 2 70584 12.30
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 23 TAANQLGGVDGEVVTIDGK 369 21 6 2053 | bl1b14°b14*b14b17*bl7  2073.1p 807 | 4261 | 3| 69170 8.24
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 24 TEVQELKDTPASKDAK 281 18 4 21.78 b8b10y3y6 1900.99 94.509 3584 |2 951.00 442
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 25 LNEIDRVSGQTBVK 119 17 5 16.34 b6*b6b9y10%y10 1904.97 86.276 2374 |2 982 | 487
o *
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 26 TTSYTAADGTET(TAANQLGGVD 357 24 8 36.89 b7b10b13b;gb16 b16'036 530815 80.034 2137 776.72 6.08
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 27 AKTTSYTAADGKT 355 14 3 19.31 b8b13y8 1415.69 88.209 204 |2 70835 7.6
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 28 AQPELAEAAAKENPLQK 403 19 4 36.32 b12y7y8y9 2010.03 64.535 169 2 1005/52 -9.96
|P52616|FLJB_SALTY Phase 2 flagellilw 29 DTPAVVSAA'?\gA’\‘EALL\'/AKGGVDATD 288 31 3 11.26 b8y7y12 2953.55 86.916 1633 |3 98519 13.2
b2b3b4b8°b8bob16b17yly
'sti?:éﬁGAtﬁSQ;\i; D;gf‘e'ie:ftose' 1 SGAMAGTVLNDANNQAK 269 17 20 118.81| 3y5y8y9°y9ryoy10y12°y12 1661.80 46.928 85794 2 831.40 4.55
g perip p y13y17
. : . . ]
IP2390SIDGAL_SALTY D-galactose 2 SSIPVFGVDALPEALALVK 250 19 17 141.67P8"PE07DIO°DI0V2Y3yAVRY o5 4 108.448 84397 P 963.55 2.73
binding periplasmic protein 6y8y9y11y13y14y16y19
- - %
IP23905IDGAL_SALTY D-galactose 3 VPYVGVDKDNLSEFTQK 315 17 12 g8.73| PSPL3Y2YSYEYBYOYOYI0Y 4 gag o7 62.230 69794 B 646.99 7.81
binding periplasmic protein 13yl4y17
§ i . .
IP2390SIDGAL_SALTY D-galactose 4 ALAINLVDPAAAGTVIEK 84 18 12 67.45 | PZD3DADS™OODEY2Y2YI0N ) 766 g 81.284 65877| P 88351 3.39
binding periplasmic protein 11y14y18
'sti?:éﬁgﬁtﬁig;\i; g;gf‘e'iicmse' 5 GONVPVVFFNKEPSR 104 15 6 25.83 b4b13yly6yl1ryll 1717.48  7.987 16040 | 3 573.30 12.93
'sti?:éﬁgﬁtﬁig;\i; g;gf‘e'iicmse' 6 HWQANQGWDLNKDGK 148 15 5 25.83 b2b4b7y7y10 1796.8 47.424 7823 | 3| 590.61 -10.87
'sti?:éﬁgﬁtﬁig;\i; g;gf‘;ﬁf‘ose' 7 SAPDVQLLMNDSQNDQSK 52 18 5 36.58 b5b6°h6y6Y7 1989.94 62.0 2763 | 2| 095.48 12.94
'sti?:éﬁgﬁtﬁiéil g;gf‘;ﬁf‘ose' 8 GIQTEQLALDTAMWDTAQAK 192 20 5 32.25 b3b4b10b13y8 2101.04 82.953 2003 | 3 73102 -13.48
'sti?:éﬁgﬁtﬁiéil g;gf‘;ﬁf‘ose' 9 QNDQIDVLLAK 70 11 3 24.33 b7y6y10 1256.71 54.484 4235 |2 ems| 2030
'sti?:éﬁgﬁtﬁiéil g;gf‘;ﬁf‘ose' 10 AYYVGTDSK 127 9 5 45.51 b5b6°b6b7Y5 1003.49 100.701 177 1 03199 13.75
IP23905IDGAL_SALTY D-galactose- |, SAPDVQLLMNDSQNDQSKQNDQ| - 5, 29 4 16.93 b3y5y21y27 3227.61 78.877 20284 | 3 107654 7.9
binding periplasmic protein DVLLAK
'sti?:éﬁgﬁtﬁiéil g;gf‘;ﬁf‘ose' 12 GQNVPVVFFNKEPSR 104 15 6 37.14 b4*b4b9yey8y1l 1717.48  .062 9185 | 3| 573.30 -10.87
IP23905IDGAL_SALTY D-galactose- |, 4 ELNDKGIQTEQLALDTAMWDTAQ | g7 25 7 56.32|  bl2y3y6ysydyl0yll 2790.3% 80.78¢ 917 3 @30f -2.80

binding periplasmic protein

AK




'stgb?ﬂ?fgﬁtﬁig;\i; g;gf‘e'ie:ftose' 14 DGKSAPDVQLLMNDSQNDQSK 49 21 3 13.89 b9b13y12 2290.00 226 5713 | 3| 764.03 10.77
'stgb?ﬂ?fgﬁtﬁig;\i; g;gf‘e'ie:ftose' 15 ESGV'QGDL'AEEWQANQG\NDL 136 24 5 26.19 b8hoy9y11°y11 2707.35 93.389 293 3 90312  80-2.
'stgb?ﬂ?fgﬁtﬁig;\i; g;gf‘e'ie:ftose' 16 DKMDAWLSGPNANK 212 14 3 19.31 b10y6y9 1546.73 136.593 108| 1| 1546.73 2.68
'stgb?ﬂ?fgﬁtﬁig;\ig g;gf‘e'ie:ftose' 17 Phosphoryl STY(7) SGAMAGTVLNDANNQAK 269 17 4 16.34 bBy9y15 1741.77 91.395 2048 | B 58126 13.60
b2b3b5*b5b6°b6*b6b7°bf
o *h7b8°b8*h8b9°b9Ib10°b 10
IP06202|OPPA_SALTY Periplasmic 1 LADPNTASPYASYLQYGHIANIDD | 4,5 38 34 170.49| b11b13b20y1y2y3ydy8ydy 4001.02 83.834 218116 5  801.01 12.08
oligopeptide-binding protein IIAGKKPATDLGVK
12y19y23y27y30y31y35yB
8
T b4b5b7°b7b8b11b12b13Y3
'Poizﬁgiﬁmi—_;ﬁ'&;g ;i't'si'r":‘sm'c 2 AEQQLDKDSAIVPVYYYVNAR 494 21 18 122.94| *yayay5ry5y7yoryoy10y2| 2442.23 73.686 123540 B 814.75 0.30
1
'Poizligiﬁigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 3 | carbamidomethyl+C(4 AGWCADYN;fATS\';ENTMLSDSS'\ 439 29 7 33.93|  y2y3yl5y20y22y24y2q  3294.4B 90.84 107802 | 309882 6.37
. . b2yly3y4dy5y6y7y8°y8y9*
IPOEi)ZHOEIOePEdAe__;ﬁI&;Y Pri't'si'r":‘sm'c 4 WSDGTPVTAHDFVYSWQR 107 18 19 168.70y10y11y13°y13y15y17yl8 2151.98 72.932 98454 B 718.00 2.72
gopep gp 18
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 11 71.99|POP1LPI3Y2YAYSYTYOYONL 71 1 86.734 85805| B  791.06 3.09
oligopeptide-binding protein Oy11l
'Poizligiﬁigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 6 LVEPEWFK 352 8 9 62.59| blbsy2y3ysyeeyey7yd  1047.54 71759 41@ | 2| 52427 8.39
.. b2b5b8°b8bOb12y3y4y5yl6
IPOEi)ZHOEIOePEdAe__;ﬁI&;Y Pri't'si'r":‘sm'c 7 TVINQVTYLPISSEVTDVAR 241 20 20 163.31y7y8°y8yoy11y12°y12y13y 2248.20 77.801 83767 | 2 1124.60 8.14
gopep gp 14y20
'Poizligiﬁigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 8 NLGVNVNLENQEWK 410 14 7 44.79|  bly7ey7ysyllyl2yla 1656.8f  67.489 63838 | 2| 828.92 4.49
IP06202|OPPA_SALTY Periplasmic | g SGEIDMTYNNMPIELFQK 263 18 10 31.03|P203PIBYLY2VBYSYIIVIYY 5146 g 87.366 56816 1065.51 11.23
oligopeptide-binding protein 18
IP06202|OPPA_SALTY Periplasmic | NQGDLPAYSYTPPYTDGAK 333 19 12 57,6 |POP7D7PI0DLLY2YEYBYYY 505 g o7 59.083 56200 | 2 1029.4¢ 11.03
oligopeptide-binding protein 11y14y19
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 11 LADPNTASPY&SGY&QYGH'AN'DD 125 29 9 25.31| blb2b3b6bOydylOyldyP9  3091.96 89.03 38968 | 2031.19 7.11
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 12 NPQYWDNAK 232 9 8 4551 |  b2b3yly3tyayey7yd 1135.52 40198 537 | 2| ©568.26 -0.32
'Poizﬁg?;;'?(i—_;ﬁ'&;g ;i't'si'r":‘sm'c 13 DLFEGLLISDVEGHPSPGVAEK 67 22 4 29.74 y6y8y12yld 2300.16 89.923 21006 | 34  770.39 455
'Poizﬁg?;;'?(i—_;ﬁ'&;g ;i't'si'r":‘sm'c 14 LIADTLK 474 7 5 40.5 b5y3y5°y5y7 773.47 44.045 19933 |2 38724 -13.10
'Poizﬁg?;;'?(i—_;ﬁ'&;g ;i't'si'r":‘sm'c 15 TFLDTR 424 6 1 13.63 y4 752.38 44.283 13054 |1 752.3B -13.4




IP06202|OPPA_SALTY Periplasmic | -, o DPLDNIYVK 527 9 3 30.51 b4b8y3 1076.57 70.717 9503 |2 53879 612
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, VWTFHLR 96 7 4 40.5 yAy5y6°y6 958.52 66.162 0152| |2 479.76 46.2
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | o | o2 midomethyk+C(d) VDPYLCTYYYEINNQK 201 16 3 255 W9 2082.98 71.613 7551 | P 10420 17.58
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | FGDK 200 4 1 12.83 b3 466.23 34.084 4313) |1 466.2B 7.92
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, IEGVPESNVSR 56 11 4 24.33 b4°b4b7y4 1186.68 73.43 201 1 68588 18.72
oligopeptide-binding protein
.. o
IP06202|OPPA_SALTY Periplasmic | -, NNGSEVQSLDPHKIEGVPESNVSR 43 24 13 105.435°P5"DSY3YSYBYTYIOVLLY 55, 54 51.818 78654 4  648.81 11.40
oligopeptide-binding protein 12y14y18y22
IP06202|OPPA_SALTY Periplasmic | o, | o i midomethyi+C(1B) EIPNEVRVDPYLCTYYYEINNQH 284 23 7 4252 | babl5yay7y8ylly21 2920.44 76.936) 4083 3 97414 051
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | SPAFDKLIADTLK 468 13 3 28.15 b4bsb11 1418.79 78.374 3847 2 09.80 2.15
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | TVINQVTYLPISSEVTDVNRYR 241 22 4 20.4 y10y13y19y20 2588, 77.741 16845 | 4  856.45 -0.48
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, NQGDLPAYSYTPPYTDGAKLVEP| 544 27 5 15.35 b7*b7b9y4y6 3086.5( 92.212 7371 |3 10291 8.5/
oligopeptide-binding protein EWFK
IP06202|OPPA_SALTY Periplasmic | -, DLFEGLLISDVEGHPSPGVAEKWE 4, 26 4 18.31 b3b5b13y6 2866.44 100.34 562 3 956.15 7.7
oligopeptide-binding protein NK
IP06202|OPPA_SALTY Periplasmic | VKNQGDLPAYSYTPPYTDGAK 331 21 3 22.34 bey7y8 2285.04 w6 3377 | 2| 1143.05 9.08
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | g LVEPEWFKWSQQK 352 13 5 34.11 b6°b6y5y8y10 1704.85 67.68 3117 | 3| 568.95 1432
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | FGDKWTQPANIVTNGAYK 200 18 5 23 b5y5*y5y6°y6 2010.00 61% 2674 | 2| 1005.50 3.16
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | 5, LADPNTASPYASYLQYGHIANIDD | 4,5 29 2 12.81 yay7 3091.57 83.861 2083 |4  773.6p 9.16
oligopeptide-binding protein IIAGK
. b2b3b8b9b10b14b15°b15b
|054297|RS4F32ET;1303 ribosomall VVNIASYQVSPNDVVSIR 128 18 25 209.39 17b18y1y2y3y4y5y7y8yoy 1960.07 72.942 66507 | 2  980.54 9.09
P 10y11y12y13y14°y14y1{
. —
1054297|RSA_SALTY 30S ribosomall AALELAEQR 156 9 11 74.98 |PSY2Y3YAYSYSYBYEYOYT 006 55 43.937 56710 2 500.77 8.85
protein S4 y9
|054297|RSSF;$T;1303 ribosomall SDLSADINEHLIVELYSK 188 18 3 22.76 b4b7b15 2046.09 99.484 988 | 2| 102353 6.56
|054297|RSSF32ET;1303 ribosomall IEQAPGQHGAR 33 11 3 27.34 bey6y7 1163.57 16.474 224 3 38853 -21.40
|054297|RSSF32ET;1303 ribosomal| o LDNVVYRMGFGATR 97 14 5 19.31 b6°b6*b6y6YL3 1598.83 75.579| 35415 | 3| 533.61 11.76
IOS4297|RS;F§QET;1303 ribosomall EKPTWLEVDAGKMEGTYK 165 18 4 23 b9y9y10°y10 2082.01] 64.613| 27865 | 3| 69467 -6.57




|054297|RSSF§:*T;1303 ribosomall KPERSDLSADINEHLIVELYSK 184 22 3 13.45 b7b13y11 2556.3 21240 5701 | 3| 85278 -0.29
IPOAZ99IRL7_SALTY 50S ribosomal | DLVESAPAALK 85 11 8 81.81 |  b2yaysyey7ysyoyll 1113.61 54.131 73449 | 2| s57.31 5.81
protein L7/L12
. b2*b2b3*b3b4b5beb7bsH1
IPOAZ99IRL7_SALTY 50S ribosomal | DQIEAVSAMSVMDVVELISAMEE 5 25 24 168.5 |0b20y2°y2y3ydy5oy5y6y7y 2737.34 137.101 26598| B 913.12 3.57
protein L7/L12 K o
9y10°y10y11y25
[POA299IRL7_SALTY 50S ribosomal SITKDQIEAVSAMSVMDVVELISA o e I
orcton L7112 3 VIEEK 1 29 9 45.4 | y2°y2y3yBy7y9°yoyl0yls  3166.61 136.49 5447 | 3 se1mL 6.71
IPOAZ99IRL7_SALTY 50S ribosomal | SLEEAGAEVEVK 109 12 5 26.28 b5y2y9y10y12 1260.6 45.988 @78| 2| 630.82 1.84
protein L7/L12
IPOA299IRL7_SALTY 50S ribosomal | EAKDLVESAPAALK 82 14 6 3157 |  b4°hdbl1b13°b13y8 144179 .G 7674 | 2| 721.40 2.37
protein L7/L12
[POA299IRL7_SALTY 50S ribosomal 0 ]
orcton L7IL12 6 DDAEALKK 101 8 6 62.59 b3y3y4y5°y5y6 889.45 26.583 1958 |2 e 10.57
IPOAZ99IRL7_SALTY 50S ribosomal | 7 Oxidation+m(13) | PQEAVSAMSVMDVVELISAMEE 5 25 4 23.12 b17y12yl4y15 2753.34 136.66 510 3 91845 4.0
protein L7/L12 K
[POA299IRL7_SALTY 505 ribosomal - SITKDQIIEAVSAMSVMDVVELISA I ]
orcton L7IL12 8 Oxidation+M() EEK 1 29 6 25.31 b6b12b24ydy7y12 31825 96.926 3000 | 4 79640 07-1
IPOA299IRL7_SALTY 50S ribosomal | o VESAPAALK 87 9 0 2.42 885.49 54.003 1748| [2 443.25 -14.04
protein L7/L12
it X |
IQ8ZKQLILSRB_SALTY Autoinducer 2y LVGVGFFTSGGNGAQEAGK 35 19 11 39.17| P1P2012D16"D16Y1YByaNL )7 o) 90.539 100756 B 599.31 12.64
binding protein IsrB 2y15y19
. b2b5b6b7b8b9Ib10b11b 1By
IQ8ZKQLILSRB_SALTY Autoinducer 2y, AYPDLDAIAPDANALPAAAQAAE 209 28 21 165.63| 1ydy5*y5y6yoy12y18y10y  2863.50 88.330 82219 B  955.17 1.36
binding protein IsrB NLKR
20y23y28
|Q8ZKQLILSRB_SALTY Autoinducer 2 b2*b2b3*b3b4*hab5*h5b] )
binding protein 1B 3 NNLAIVGFSTPNVMRPYVQR 237 20 16 76,983 o 1oy i5ueyiTyoh 227620 78.745 79037| B 759.40 0.64
IQ8ZKQLILSRB_SALTY Autoinducer 21, | o2 midomethybC(10) ILTWDSDTKPECR 111 13 12 97.q310205y2y4y5y6YTYBYVL 1651 75 50.802 67821 B  540.92 -11.07
binding protein IsrB 1y13
IQ8ZKQLILSRB_SALTY Autoinducer 2y SLQTAEGIIK 199 10 5 33.93 y2y4y5y7y10 1059.64 51.694 5729 2530.30 -7.83
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 VAFFYSSPTVTDQNQWVK 154 18 9 60.91| PEPOPLOYTYBYBYIZYISVL 114 o6 78.501 50182 2 1059.03 11.99
binding protein IsrB 8
IQ8ZKQLILSRB_SALTY Autoinducer 2y VTVSPNSEQGYHYEAK 301 16 12 99.3 [PEPEY2yAVTYBYLOVLYLdY g5 o 37.133 49888 | B 603.61 -9.65
binding protein IsrB 13yl4y16
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ EFGLWDVVQQGK 261 12 7 36.2 b6b10yLydy5ty5y12 1405.71 em3 | 42651 | 2| 703.36 061
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 g ISVYVANALLK 273 11 6 56.02 bdyay6y7y10y11 1190.71 74.328 2| s595.86 -3.28
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, SYYINQGTPK 124 10 7 26.94|  b2b6y6y8°y8*y8Yy10 1170.5 30.069 32247 | 2| 585.79 0.31
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 GNGIVLLPER 317 10 6 33.93 b2*h2y3y5y6y10 1067.6 62.121 @7| 2| 53431 7.78
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, GTVKEFGLWDVVQQGK 257 16 4 17.18 b10°h10b12y8 1790.9p  92A 11805 | 3| 597.65 1118
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 5 ISQEHPGWENTTQFGYNDATK 177 22 7 29 b3bg°b8yby7yl2*yld  521.21 127.521 3837 841.07 2.52
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, , IAFIPK 29 6 2 26.87 yay5 688.43 54.567 17548 |2 34472 12,2
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ QLGSMLVEMAAHQVDK 134 16 4 23.72 b8*b8y5y6 1756.91 90.545| 1609 | 3| 586.31 19.52
binding protein IsrB
IQ8ZKQ1ILSRB_SALTY Autoinducer 21 ¢ SYYINQGTPKQLGSMLVEMAAHQ| 5, 26 4 15.82 b9b17y9y12 2908.41 110.76 590 4 72786 9.4
binding protein IsrB VDK
'QBZKQ“EEEE&?;Z; @Lr‘éo'”ducer 2 17 EFGLWDVVQQGKISVYVANALLK | 261 23 5 43.03 b8b10b11b12b18 527.39 103.600 5495 859.80 -8.53




IQ8ZKQLILSRB_SALTY Autoinducer 21 4 AKISQEHPGWENTTQFGYNDAT| 445 24 6 22.02| b10°b10y11oy11y12°yil 272031 112.879 446 207.44 -9.06
binding protein IsrB K
IQ8ZKQLILSRB_SALTY Autoinducer 21 g SSPTVTDQNQWVK 159 13 0 5.24 1489.71 78.533 2054 |3 497. 3.02
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 o | o) o midomethyl+C(1h) TWDSDTKPECR 113 11 3.8 1394.61 50.807 2228 | 2|  697.81 4.90
binding protein IsrB
. b2°b2b3°b3b7°b7b12ylydy
IQ8ZKP7[TPIS_SALTY Triosephohatg SATPAQAQAVHK 176 12 22 123.37) 3ydy5+y5y6ryey7*y7y8yd| 1208.63 19.767 40350 | P 604.82 353
Isomerase
y10°y10y12
. oo .
IQ8ZKP7|TPIS_SALTY Triosephohatq TQGAAAFEGAVIAYEPVWAIGTG | ) 04 5 50,36 | P1b22D20307°B7bAIN o o aa71 w000| b 120414 1339
isomerase K 2b15°b15y11°y11y12y24
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 3 | carbamidomethy+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 6 272 b2b13°b13yLydy1l 2589.31 83.531 30360 |3  863.1 0.94
'QSZKP”TP'ZE;QES\;T”osephOhate 4 HPLVMGNWK 2 9 5 53.29 b3y3y5y8y9 1081.56 51.716 1097 2 5013 248
'QSZKP”TP'ZE;QES\;T”osephOhate 5 DIGAQYIIGHSER 84 14 6 15.62 b2y2y6°y6y12yls 1571.8 6541 | 8412 | 2| 78642 8.70
'QSZKP”TP'ZE;QES\;T”osephOhate 6 ESDELIAKK 103 9 4 30.51 b3b7y8y9 1032.56 27.738 6714 |2 516718 -1.66
'QSZKP”TP'ZE;QES\;T”oseph‘)hate 7 | carbamidomethyl+C(d)  EQGLTPVLCIGETEAENEAGK 117 21 22. b5°b5b6°b6Y9 2245.06 66.224 4033 |3 7490 -2.83
'QSZKP”TP'ZE;QES\;T”osephOhate 8 | carbamidomethyl+C(d) KELTGVAGCDVAIAPPEMYIDLA 27 24 4 203 b10b13b16y2 2561.31] 95.475 2363 |3  854.4 2.67
'QSZKP”TP'ZE;QES\;T”osephOhate 9 | carbamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 5 P b12y4°y4yoy10 2433.24 89.045 o746| |2 1217.] 14.6¢
. . ; b5°b5y3y4y5°y5y7y12°y1p
IQ8ZKP7|TPIS_SALTY Triosephohatg | Carbamidomethyl+C(9) EQGLTPVLCIGETEAENEAGKTEE . - 20 165.58yL3y LAy 15y16y20y21y23ly 3000.45 23,070 w1004 B 1030 370
isomerase Carbamidomethyl+C(26) VCAR
23y24y25y26
'QSZKP”TP'ZE;A;;S\;T”osephOhate 11 | carbamidomethyi+C(5) TEEVCARQIDAVLK 138 14 3 27.09 bas4 1631.83 45.095 2460 | B 544.62 -6.06
IQ8ZKP7[TPIS_SALTY Triosephohatg ., Oxidation+m( | MAACSHIMLGAQNVDLNLSGAFT 52 32 4 22.8 b3b4b9°h9 3220.6( 114.415 301 4 805 12.1
isomerase GETSAEMLK
'QSZKP”TP'ZE;AGES\;T”osephOhate 13 TPAQAQAVHK 178 10 8 44.96 | b3°b3b4°b4*bdb5b8°b8  1050.57 769, 17119 | 2| s25.79 -3.60
1 % | *| % | k| V
IQ8ZKP7[TPIS_SALTY Triosephohatg PAQAQAVHK 179 9 10 79, |P3"D3bA*DADSTOELE™OELY o g o) 19.768 14461 475.26 -6.69
isomerase b8
IQ8ZKP7|TPIS_SALTY Triosephohatg PLVMGNWK 3 8 1 8.82 b6 944.51 51.678 6741 |1 94451 6.85
Isomerase
'QSZKP”TP'ZE;AGES\;T”osephOhate 16 ATPAQAQAVHK 177 11 3 17.52 b3°b3bs 1121.60) 19.778 1944 |2 se1 -8.92
IQ8ZKP7[TPIS_SALTY Triosephohatg SATPAQAQAVHK 176 12 0 2.82 1190.61 19.771 13154 |3 3975 591.
Isomerase
b1b2b3b4b6*b6b8b15y1y2
|POA1Z2|SKP_SALTY Chaperone protgin *y2y3*y3ydy5*y5y6*y6y7 ,
oo 1 IAIVNMGNLFQQVAQK 23 16 27 17843 1oy iagi ey 177397 90.543 247937 b 887.49 0.07
16
. b2°b2b3b9°bob10y2ydy5\6
'POAlZZlSKP—SASLkTp ¥ Chaperone protgin TGVSNTLENEFK 39 12 19 135.3d y7y8°y8*y8y9°yoy10y1lyl 1338.65 58.395 200556| P 669.83 -3.01
2
[POALZ2|SKP_SALTY Chaperone protdin VANDQSIDLVVDANTVAYNSSDV b3b4b5°b5b10b11b12°0]2
o E] 3 OTADVLE 126 32 13 773 | ohiablayly2s 3392.72 90.599 04062| B 113154 3.60
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 4 'A'VNMGNLF(EDI\?;:AIS KTGVSNTL 23 28 8 37.6 | b8b12y5y8y10%y10y12y23  3093.56 103.47 316 4 74.15 1413
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 5 AAELQKMETDLQSK 53 14 3 19.31 b5y3y6 1591.80 66.217 2200 |3 133 -0.15
'POAlZZlSKP—SASLkTp ¥ Chaperone pmtﬁl'” 6 Oxidation+M(6) LEKDVMSQR 82 9 4 45 b5h7y3y4 1121.57 75301 3223 | 1| 112157 9.03




IP65702|PGK_SALTY Phohoglyceratd ;| oo midomethyl+C(6) ~ FADVACAGPLLAAELDALGK 156 20 18 13g |P2D30Ab7DEOODIS DS RY ) )y 99.683 200943 P 10015 5.73
kinase 3y4y6y8y9y13y14y15y2(Q
b2b4°bab5°b5*b5b11b12b
|P65702|PGK—2§;T€Y Phohoglyceratg SVNDVKEDEQ:tE'GDASAQQLAE 272 27 24 136.38| 13°b13b14b17b25h26y1y2 2941.51 100.727 192931 B 981.18 3.73
y3y4y5y7y10y12y13y27
|P65702|PGK—§§aLSTeY Phohoglyceratg 5 VLPAVAMLEER 373 11 8 87.26 b3y3ydy6y7y8°y8y9 1227.67 8ms2 | 155107 | 2| 61434 477
[P65702]PGK_SALTY Phohoglyceratd VMVTSHLGRPTEGEYNEEFSLLP o3 2 . 26,02 | PLD2D5D18D21D21022yFy oo 92,601 1a00l b s3ies 13
kinase VNYLK 29
IP65702|PGK_SALTY Phohoglyceratq o | oy midomethyl+C(g LLTTCDIPVPTDVR 244 14 18 139,§5205DSELT*O7OODI2YAY ) g o) 69.382 113686 P  800.42 0.53
kinase y5y7y8y9y10y11y12y14
b2b3°b3bab8bob1dyly3y5
|P65702|PGK—§§aLSTeY Phohoglyceratg ¢ VATEFSETAPATLK 258 14 20 163.87y6y7y0°yoy10ylly12°y12) 1464.76 53.201 100511 p 73288 1.00
13y14
|P65702|PGK—§§aLSTeY Phohoglyceratg 7 SLYEADLVDEAKR 231 13 9 92.83| y2y3ysyey8yoyloyllyls  1508. 54.763 97811 503.58 -13.59
b2b11b12b13*b13y2y4*yh
IP65702|PGK_SALTY Phohoglyceratq o TILWNGPVGVFEFPNFR 302 17 20 130.3B/5y6°y6y7*y7yl1*y11y12y 1993.04 106.996 83182 P 997.03 5.21
kinase
13°y13y14y17
| 0,
|P65702|PGK—§§aLSTeY Phohoglyceratg o ADLNVPVKEGK 19 11 12 82.03 |*° b5b9y1§’5;’fy4 YAYOYTY 1160.66 37.444 68141| P  585.33 3.13
|P65702|PGK—§§aLSTeY Phohoglyceratd 4, ASLPTIELALK 38 11 7 65.56 y1y3ydy6y7y8yll 1155.69 77954 861 | 2| 57835 -6.65
|P65702|PGK—§§aLSTeY Phohoglyceratq LTVLDSLSK 197 9 5 38.3 y2y3ydy6y9 975.56 62.514 64721 |2 4882 870
|P65702|PGK—§§aLSTeY Phohoglyceratq LVKDYLDGVDVQEGELVVLENV ) 23 7 50.8 b7b8b13ydy5y6y23 2544.3 97.653 5850 3 8489 821
|P65702|PGK—§§aLSTeY Phohoglyceratg 5 TILWNGPVGVFEFPNFRK 302 18 8 46.47 b2bl2y5y10y13ylayidy 2121.11 97.398 33326 B 707.71 -6.45
|P65702|PGK—§§aLSTeY Phohoglyceratg MTDLDLAGKR 5 10 6 36.94 b2yly3ydy5y10 1119.58 43.176 3118 2 560.29 -3.38
|P65702|PGK—§§aLSTeY Phohoglyceratd 'ADQL'VGGG'ATFVAAQGHSVG 206 25 7 35.43 b1b2b3b4b5y2y3 2423.2 78.90 308 3 80844 4.43-
|P65702|PGK—§§aLSTeY Phohoglycerald 15 | Carbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 9 60.04 b2b3bdy3ydy6yBy13°yld  2043.94 90.659 1870 3 68198 1.9
|P65702|PGK—§§aLSTeY Phohoglyceratq 7 ISYISTGGGAFLEFVEGK 355 18 3 156 boy3y12 1874.9 81544 69a | 2| 937.97 1211
|P65702|PGK—§§aLSTeY Phohoglyceratd ¢ DYLDGVDVAEGELVVLENVR 93 20 3 14.39 b5b8y7 2204.12 11626 | 12638 | 3| 735.38 3.88
|P65702|PGK—§§aLSTeY Phohoglyceratq 4 AQASTHGIGK 146 10 4 51.93 yAy6yTy8 969.51 16.588 s12d |2 4854 548
|P65702|PGK—§§aLSTeY Phohoglyceratd | arbamidomethyl+C(d) RLLTTCDIPVPTDVR 243 15 3 18.16 BRI0 1755.93 65.050 7465 | B 585.98 -9.80
|P65702|PGK—§§aLSTeY Phohoglyceratg SLYEADLVDEAKR 231 13 4 41.38 b5b6b8b11 1508.7 82.382 $96| 3| 503.59 -3.16
|P65702|PGK—§§aLSTeY Phohoglyceratg TDLDLAGKR 6 9 2 20.7 bab7 988.54 43.210 16508 |2 494.7 5.12
|P65702|PGK—§§aLSTeY Phohoglyceratg 4 YEADLVDEAKR 233 11 0 3.23 1308.64 54.770 13546] |2 654.8] 0.65
|P65702|PGK—§§aLSTeY Phohoglyceratg DLNVPVKEGK 20 10 2 21.89 b3b4 1098.61 37.450 79290 |2 5408l 898.
b2b3b4°babSb12yly2y3y4
'POAleEE:Oe—SQIL]TY 60 kDa 1 GYLSPYF'NK:;ISAVELESPF'LL 197 29 25 209.28| ySy6y7y9y10ylly12yl3y]l 3239.71 96.271 220882 #  810.68 5.12
P 4y19y22y25y26y27y29




IP0A1D3|<CJE:;J£§[L1TY 60 kDa 2 EMLPVLEAVAK 231 11 8 68.58 |  b2y2y3ydy6ysyoyll 1199.66 80775 | 143928 | 2| 600.34 -4.58
b2b3*b3b4°b4*b4b506b7h
IPOALDS|CHEO_SALTY 60 kDa 3 ANDAAGDGTTTATVLAQSITEGL 80 25 23 184.08| 25y1y2y3ydy5y6yTy8ydy] 2418.23 92.871 139760 B 806.75 -3.33
chaperonin K
Oyl1ly12y25
b2b3°b3b4°b4b5°b5*b5he°
IPOALDSICHEO_SALTY 60 kDa 4 |carbamidomethylsc1ppAEQYAASVAGLMITTECMVTDL | o) 25 33 211.31|P6P7°D7bBOI*HODIOBILD o, 0 o 124.951 125939] B 890.78 -2.19
chaperonin PK 1b12°b12y1y2y3y4y5y6yly
10°y10y11y13y15y25
IPOALDSICHEO_SALTY 60 kDa 5 AVAAAVEELK 122 10 13 100.08 |P2D3PSYLY2YBYAYAYSYBYT 1 56 47.936 105757 P 500.78 -9.94
chaperonin y8y10
% | % |
IPOALDS|CHEO_SALTY 60 kDa 6 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 16 g9.gg2 02b3"O30EY2yAYSY12T oy 62.476 04439 2 979.01 6.80
chaperonin y12y13*y13y14y15y16yl
IPOALDS|CHB0_SALTY 60 kDa 7 QQIEEATSDYDREK 350 14 14 100.4g01AY2Y3YSYOYTYBYBYOYID 124 70 34.202 80460 B  571.26 12.98
chaperonin y10y12yl4*y14
IPOALDS|CHB0_SALTY 60 kDa 8 | carbamidomethyl+C(8 ALSVPCSDSK 132 10 12 74.4P203°03YLY2y3Y3yAYBYTY ) 65 59 35.991 72146 P 532.26 -1.38
chaperonin 8y10
IP0A1D3|<CJE:;J£QIL1TY 60 kDa 9 GVNVLADAVK 18 10 7 54.94 y1y3y5y6y8*y8y10 985.56 56.581 em | 2| 49328 -9.04
IPOALDSICHEO_SALTY 60 kDa 10 SFGAPTITK 42 9 14 g2.76|P102b3DADADBYLY2Y2VRY o)1 4g 45.569 64817 461.25 -12.32
chaperonin 5°y5y7y9
b1b2b9b10b11b12b21y2|3
IPOALDS|CHEO_SALTY 60 kDa 11 VVINKDTTTIIDGVGEEAAIQGR 322 23 21 129.72|*y3y4y5*y5y6yByoeyay12y  2399.27 68.105 629033| B  800.43 2.75
chaperonin .
13°y13y23
o sy
[POALD3ICHB0_SALTY 60 kDa - GGDGNYGYNAATEEYGNMIDMG [, 25 . 0.6 POYABYBYIEVIZYVIZE oo 50 128 o106| b 148360 1399
chaperonin ILDPTK 8
IPOAIDSICHEO_SALTY 60 kDa 13 VEDALHATR 395 9 12 117.68|P2DADSDOYSYAYAYSYBYTYE )1 54 26.797 51484| P 506.26 -7.00
chaperonin y9
IPOALDS|CHB0_SALTY 60 kDa 14 AVAAGMNPMDLK 105 12 15 113.45|P203Y2Y4YSYEYBYTYBYOYL 4515 6 59.044 42307| P 609.30 110
chaperonin 0*y10y11°y11ly12
IPOALDS|CHB0_SALTY 60 kDa 15 AIAQVGTISANSDETVGK 142 18 11 89,41 |Y1Y2YBYOVIOVILYIZVISWL 26 o1 49.119 37843 2 880.96 4.99
chaperonin 3yl4y18
'POAleliE:;)&igtTY 60 kDa 16 LIAEAMDK 160 8 8 49.36 b2bByly2y3y4y6ys 890.46 39.807 3739 2| 44573 -9.12
'POAleliE:;)&igtTY 60 kDa 17 ATLEDLGQAK 311 10 4 36.94 y5y6y7y10 1045.55 44.824 3633 2 388 -1.05
'POAleliE:;)&igtTY 60 kDa 18 AMEAPLR 445 7 5 405 y2ydy5yey7 787.40 37.460 2394 2 30421 1271
'POAleliE:;)&igtTY 60 kDa 19 DTTTIIDGVGEEAAIQGR 327 18 4 22.76 b9b13°b13b15 184591  0.081 7975 | 2| 923.46 7.47
'POAleliE:;)&igtTY 60 kDa 20 LAGGVAVIK 371 9 6 79.24 b6b7y3ydy7y8 827.52 45.621 70734 |2 4ep -15.93
'POAleliE:;)&igtTY 60 kDa 21 GQNEDQNVGIK 430 11 4 27.34 b5y6yT*y7 1201.58 27.761 35576 | 2 01.89 0.51
'POAleliE:;)&igrL]TY 60 kDa 22 VGAATEVEMK 380 10 3 26.94 b3y3y7 1034.52 36.032 3263 |2 5677 -0.94
IPOALDS|CHEO_SALTY 60 kDa 23 VAAVK 272 5 1 13.23 v3 487.32 45.376 14048| [t 487.32 -12.03
chaperonin
IPOALDSICHEO_SALTY 60 kDa 24 GYLSPYFINKPETGAVELESPFILL 47 28 6 39.03|  b3b4bl0*b10b1lyl2 3111.6p 102.85 7717 | 3 2037 1098
chaperonin ADK
IPOALDS|CHEO_SALTY 60 kDa 25 FGNDAR 7 6 2 13.63 yary4 679.32 77.686 2394| |1 679.3] 3.68
chaperonin
'POAleliE:;)&igrL]TY 60 kDa 26 AAVEEGVVAGGGVALIR 404 17 4 36.76 b3b5b7b14 1567.91 67114 | 2349 | 3| 52331 21.64




IPOALDSICHEO_SALTY 60 kDa 27 EGVITVEDGTGLQDELDVVEGMQ| 7, 26 4 25.6 b7boy4y5 2851.37 112.524 2033 |3 9511 12.9
chaperonin FDR
IPOALDSICHEO_SALTY 60 kDa 28 EIELEDKFENMGAQMVK 58 17 12 g1.15|°5"DODIDLODIOYEYTYBYR0 41 oy 74.085 148814 B 670.98 -6.13
chaperonin *y10y12y13
[POALD3|CHB0_SALTY 60 kDa b3b9y3ydy6*y6y7y8ydyl )
Shaperonin 29 IADLKGQNEDQNVGIK 425 16 16 150.00 i tytaytags| 174189 40.589 82238| B 58130 12.75
b3b4b5b6b7°b7*h7b10% L
IPOALDSICHEO_SALTY 60 kDa 30 AMLQDIATLTGGTVISEEIGMELE | - 54 35 22 128.75/0b13y5y6y7°y7T*y7y8*y8y]l 3675.90 122.787 30458 B 1225.91 7.77
chaperonin KATLEDLGQAK
0y20y21y26y29
'POAlel(gE:F?&igrL]TY 60 kDa 31 VAQIRQQIEEATSDYDR 345 17 4 16.34 b3*b3y10y12 2022.01 &R 4807 | 3| 674.67 9.54
'POAlel(gE:F?&igtTY 60 kDa 32 AVAAGMNPMDLKR 105 13 4 20.67 b6b8y10°y10 1373.69 56.005| 665 | 2| 687.35 -9.77
'POAlel(gE:F?&igtTY 60 kDa 33 DGVSVAREIELEDK 51 14 5 39.08 b3b13y7y9y10 1559.7f 63.803 1501 | 2| 780.39 -14.48
IPOALDS|CHEO_SALTY 60 kDa 34 Oxidation+m(2) | AMLQDIATLTGGTVISEEIGMELE | 06 25 7 32.03 b4b5b7boy5°y5y21 2665.3]L 93.24 1603 3 gs9fl -9.16
chaperonin K
[POALD3|CHBO_SALTY 60 kDa g5 |Carbamidomethyh+C(LBFALQYAASVAGLMITTECMVTDL | oo - . 1242 b6b6*b6y8"yBy10 2686.34 110,008 621 s med 10,63
chaperonin ;Oxidation+M(13) PK
'POAlel(gE:F?&igtTY 60 kDa 36 Oxidation+M(9) VGAATEVEMKEK 380 12 6 48.19 b3b4b6y10T11 1307.65 74.670 6002 | B 436.55 -4.48
'POAlel(gE:F?&igrL]TY 60 kDa 37 Oxidation+M(6) LIAEAMDK 160 8 4 51.12 bSb7y4ys 906.45 612 3994 | 1| 906.45 6.13
IPOALDS|CHEO_SALTY 60 kDa 38 EDALHATR 396 8 0 1.61 912.45 26.783 42718 |2 456.73 5.55
chaperonin
IPOALDSICHEO_SALTY 60 kDa 39 GAPTITK 44 7 2 8.82 b5°bs 687.40 45571 17604 |1 687.4 -8.79
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 40 NVLADAVK 20 8 0 2.02 829.48 56.544 11587 L 829.48 2.72
chaperonin
'POAlel(gE:F?&igtTY 60 kDa 41 | carbamidomethyl+C(4) SVPCSDSK 134 2.0p 879.39 35990 3233 | 1| 879.39 5.48
IPOALDSICHEO_SALTY 60 kDa 42 EMLPVLEAVAK 231 11 0 2.42 1181.65 80.772 6654 | [z 591.33 5.37
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 43 QQIEEATSDYDREK 350 14 0 3.63 1694.74 34.203 3104 |3 56548 555
chaperonin
IPOALDSICHEO_SALTY 60 kDa 44 SFGAPTITK 42 9 0 1.61 903.50 45.528 1534 |2 45228 13.04
chaperonin
IPE63L3IRLE_SALTY 508 ribosomal| APVVVPAGVDVK 6 12 12 128.14| P203DADSYSYSYBYTYBYOVL ) 15 6o 53.961 83026| P  575.84 -6.05
protein L6 Oy12
|P66313|RL%?§I/::;1T:6505 ribosomal |, TLNDAVEVK 35 9 6 38.3 y1y3°y3y7y8y9 988.52 39.157 54773 |2 4 -9.57
|P66313|RL?)?§I/::;1T:6505 ribosomal| ALLNSMVIGVTEGFTK 69 16 11 84.51 b2b5b6b7y?é‘r’y6y7y8y12 1679.90 95.010 51373| P 840.45 -3.49
|P66313|RL?)?§I/::;1T:6505 ribosomal | INGQVITIK 18 9 6 64.76 b3y3ydy7y8y9 985.59 49.033 5066 |2  4@3 -9.41
|P66313|RL?)?§I/::;1T:6505 ribosomal | g QVIGQVAADLR 138 11 7 68.58 y1y2y3y5y6y8yd 1169.65 570984 7m8 | 2| 58533 7.72
H %y %y
IPE63L3IRLE_SALTY 508 ribosomal| ¢ HADNALTFGPR 44 11 10 71.01| P2OSYSYAYSYIYOYI0YIQ ) 140 5o 46.050 14791 R 599.80 -3.06
protein L6 yl1
|P66313|RL?)?§I/::;1T:6505 ribosomal | 7 YADEVVR 163 7 4 40.5 y3ydy5°y5 851.42 31.060 53301 |2 42621 678
[P66313|RL6_SALTY 50S ribosomal . [ GNVVNLSLGFSHPVDHQLPAGIT ] )
ot L6 8 |carbamidomethykC(26) AECPTOTEIVLK 99 35 3 10.93 bdyl11y22 3741.87 80.474 3056 |4  936.2 15.1
|P66313|RL?)?§I/::;1T:6505 ribosomal | ¢ LOLVGVGYR 86 9 3 38.3 y3y5y6 1004.58 60.199 27234 |2 502,79 806.




- b2°b2b3°b3b4°b4b10y3yd°
gig’:ﬁﬁig;ﬁsfeﬁ‘;%fI'IL‘:C;;‘;Z'E‘; " STLTPVVISNMDEIKELIK 133 19 19 117.5 |yay5y6y11°y11y12y13y1sy 2130.15 93.160 250376| B 710.72 -8.94
17y19
IPOA2B3[PTGA_SALTY Glucose-ecific MVAPVDGTIGK 59 11 16 1115 |P2D30BYLY2Y3YSYSYBYTYE ) 107 og 46.846 152858 P 544.29 -6.17
phohotransferase enzyme IIA compongnt ’ °y8y9°y9y10y11 ’ ’ ’ ’
IPOA2B3[PTGA_SALTY Glucose-ecific VGDPVIEFDLPLLEEK 115 16 15 109.94P103DSDELE™DEYSYYBYYY 4015 o7 100.295 121242 P 906.99 3.50
phohotransferase enzyme IIA compongnt 9y10y11y13y16
[POA283|PTGA_SALTY Glucose-ecific DTGTIEIVAPLSGEIVNIEDVPDVV | 20 5 1154 b2b5y10y14%14 3060.57 102,88 18 s 100386 6.12.
phohotransferase enzyme IIA compongnt FAEK
- b3b4b5°b5y3y4y5°y5*y5yp
g';gﬁ;?ig;ﬁsfggzqfI':‘:‘;‘;ZZ'E‘;m IVGDGIAIKPTGNK 45 14 19 180.41| *y6y7y8yoyl0ylly12+y1d 1382.77 44.166 168702 B 461.60 -20.39
y13
IPOAZB3[PTGA_SALTY Glucose-ecific VKVGDPVIEFDLPLLEEK 113 18 13 93.54| POPED7TDIYSYSYAVEVEYR® 51 11 95.812 116164 B 680.71 -9.75
phohotransferase enzyme IIA compongnt y8y10y13
Aﬁgﬁfﬁiﬁ:ﬁaﬁsﬁgyx.'ffcézi}fﬂi " IAEEGQRVK 106 9 6 4551 b3b7b8°h8y8*y8 1029.58 39.716 1255022 | 515.28 -13.87
gig:;?ii:;aifﬁ;y;fI'IL‘:C;;‘;Z'E‘; " PVDGTIGK 62 8 8 65.56 | b3b4°b4b5°b5b6°b6b] 786.4 46.82 5379 1| 786.43 10.32
IPOA2B3[PTGA_SALTY Glucose-ecific LTPVVISNMDEIKELIK 135 17 1 7.42 b12 1942.07 93.161 1767 |2 1 -13.51
phohotransferase enzyme IIA compongnt
b1b2*b2b4*bab5b6*beb7f
[PO0924[ENO1_YEAST Enolase 1 1 NVNDVIAPAFVK 67 12 21 156.83 | b7b8y2y3y5y6y7y8yoy10f 1286.71 66.832 102203 P 643.86 171
y10y12
[PO0924[ENOL_YEAST Enolase 1 VNOIGTLSESIK 346 ) 8 68.99]  b2bby5y6y7y8ydyl2 1288.71L 860 | 88146 | 2| 644.86 0.19
[PO0924[ENO1_YEAST Enolase 1 3 SIVPSGASTGVHEALEMR 32 18| 12 106.54 b2y1y2y163/;1y59;/11é)y11y13 1840.91 62.009 79920 B  614.31 6.90
%y
[PO0924[ENO1_YEAST Enolase 1 4 TAGIQIVADDLTVTNPK 312 17 10 77.05 b3b5y3y4£8ﬁ1y12y13 1755.96 73.258 54077 2 878.48 6.40
[PO0924[ENOL_YEAST Enolase 1 5 AVDDFLISLDGTANK 88 15 1B b5y5y8y15 1578.80 83.005 20004 |2 789.91 1.24
[PO0924[ENO1_YEAST Enolase 1 6 WLTGPQLADLYHSLMK 272 16 37.92 | bilbi3ysyoylly14eyi4|  1872.94 96.710) 2288 3 62499 258
[PO0924[ENOL_YEAST Enolase 1 7 AAQDSFAAGWGVMVSHR 358 17 5 23.74 V7y10°y10y12y17 1789.85) 61.834 304 |2 89543 3.14
|PO0924[ENOL_YEAST Enolase 1 8 IEEELGDNAVFAGENFHHGD 154 21 2 13.89 b7y9y11y21 2328.02 78.365 2413 |3 776.48 133
|PO0924[ENOL_YEAST Enolase 1 9 AADALLLK 338 8 6 75.83 b6y3ydyby6y7 814.49 54.087 79260 |2 4w 16.19
|PO0924[ENOL_YEAST Enolase 1 10 TEAEALR 178 7 5 66.96 b3bay3y5y6 807.42 26.139 6079 2 40442 -1650
|PO0924[ENOL_YEAST Enolase 1 11 YDLDFK 258 6 2 26.87 Vay4 800.37 55.620 60430 |2 400.6 140
|PO0924[ENOL_YEAST Enolase 1 IR LNQLLR 409 6 2 26.87 VA yay5Ry5 756.46 43114 20617 |2 37874 1170
|PO0924[ENOL_YEAST Enolase 1 3 IATAIEK 330 7 5 50.72 b6y3y5y6°y6 745.43 28.963 28544 |2 3232 1752
|PO0924[ENOL_YEAST Enolase 1 14 NVPLYK 126 6 2 26.87 b3y4 733.42 37.476 1514 |1 7334 4.24
|PO0924[ENOL_YEAST Enolase 1 15 IGSEVYHNLK 185 10 6 20.17 b5b6°b6b8°b8Y6 1159.59 94.497 B44| 1| 1159.59 17.16
|PO0924[ENOL_YEAST Enolase 1 16 HLADLSK 132 7 2 50.72 b5y3ydy5 783.43 28.983 1863 |2 392.0p 156.
[PO0924[ENO1_YEAST Enolase 1 17|  carbamidomethyl+£(5) GLDICASSEFFK 243 12 3 22.3 bdy3y6 1373.64 63.886 165 2 687.33 12.44
[PO0924[ENO1_YEAST Enolase 1 18 VNQ'GTLSEVS,\L'%:IQRDSFAAGWG 346 29 3 11.54 b1ly5y12 3059.51 87.148 3659 |4  765.43 7.9
[PO0924[ENOL_YEAST Enolase 1 19 TEAEALRIGSEVYHNLK 178 71 2 16.34 b5b16y9°y9 1948.05) 89.159 2630 |3 650.00 8.84
[PO0924[ENO1_YEAST Enolase 1 20 Phosphoryl STY(12) B¥DISLDGTANK 88 15 3 24.18 b10b11y12 1658.76 72.690 1769 |3 358 3.09
[PO0924[ENOL_YEAST Enolase 1 21 Oxidation+M(L7 SIVRSEGVHEALEMR 32 18 5 32.79 b6b7b13y8y10 1856.8) 60.183 2448 3| 619.64 13.8
[PO0924[ENO1_YEAST Enolase 1 22 Oxidation+M(17 SIVRSEGVHEALEMRDGDK 32 22 4 34.79 y3ydy5°y5 2272.09 66.747 200| 3| 758.03 1.07
[PO0924[ENOL_YEAST Enolase 1 23 PSGASTGVHEALEMR 35 15 452 b8°b8b9b13 1541.75 61.998 5208 |2 77.3B 7.21




%y *y
[POAA28[THIO_SALTY Thioredoxin-1 1 MIAPILDEIADEYQGK 37 16 17 120.61| P203DADLILY2YSYBYANYAY g o 94.397 225282 P 903.46 6.89
5y6y10y11°y11y13y14y16
b2*b2b4*bab5°h5*h5b6b]L
[POAA28[THIO_SALTY Thioredoxin-1 2 LNIDQNPGTAPK 58 12 25 150.8| Oy2y3y5°y5y6°y6y7y8°y8y 1267.66 39.247 155934| P 634.33 -3.95
9°y9*y9y10*y10y11y12
[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 10 74.98 | b2b3yly2y3ydySyey7yd  1001.6 omn22| 64493 | 2| 50132 -12.80
[POAA28[THIO_SALTY Thioredoxin-1 4 IHLTDDSFDTDVLK 4 15 5 43.96 b3y5y6y7y12 1731.86 72.198 20091 |3 s577.96 -10.9
[POAA28[THIO_SALTY Thioredoxin-1 5 GQLKEFLDANLA 97 12 3 223 b8b10y4 1318.68 46.905 52371 |2  6Bog -14.72
[POAA28[THIO_SALTY Thioredoxin-1 6 Oxidation+M(1) MIAEDEIADEYQGK 37 16 3 17.18 b13y11y13 1821.91 88.257 703 |2 188 9.05
[POA2A3|RL1_SALTY 50S ribosomal b3b4b6b11y3y7y8*y8y9° !
orotoin L1 1 VAVFTQGPNAEAAK 74 14 15 10737 g ovionaopigia | 140274 45.958 114822 P 701.87 2.26
IPOA2ASIRLL_SALTY 50S ribosomal | VVGQLGQVLGPR 122 12 14 100,24 P1P204Y1Y2ySyAySYBYTYE 505 25 59.751 87325 2 611.86 -6.89
protein L1 y10*y10y12
IPOA2ASIRLL_SALTY 50S ribosomal | VGTVTPNVAEAVK 141 13 17 119,52|P203™D30SDSLTBTOIZYSY o0, 24 48.760 85470 | 2 642.86 285
protein L1 4y7y8y9y10y12°y12y13
'POAZAglRLt—ri’Q;TLSOS ribosomal| AAGAELVGMEDLADQIK 88 17 7 32.8 | b3bebl2ebl2yloyl2eylp 1787 80.502 34773 | 2 865.94 6.42
'POAZAglRLt—ri’Q;TLSOS ribosomal| GATVLPHGTGR 60 11 10 70.05| b3°b3bdy2ydy5eysyey7yll  1065.4  30.210 17003 | 4 53329 -6.07
'POAZAglRLt—rSQHLSOS ribosomal| FNESVDVAVNLGIDAR 37 16 5 28.37 b9b13b14y5y16 1718.8 m7 3628 | 3| 573.63 1.92
'POAZAglRLt—rSQHLSOS ribosomal | ELATAK 31 6 2 13.63 b5°b5 632.36 28.951 9824| |1 6323 -4.44)
'POAZAglRLt—rSQHLSOS ribosomal | g VSISTTMGAGVAVDQAGLSASAN| 211 23 4 13.06 b7b15y15°15 2108 88.265 2571 | 4  1054.04 22.36
'POAZAglRLt—rSQHLSOS ribosomal | g KGEMNFDVVIASPDAMR 105 17 3 16.34 bsby7 1879.84 41.161 800 | 3| 627.30 -12.66
'POAZAglRLt—rSQHLSOS ribosomal |, TVLPHGTGR 62 9 0 2.42 937.51 30.207 166210 |2 469.26 -8.92
|P69226“Fl—sfﬁl‘tz:(lzingat'on nitiation 4 VELENGHVVTAHISGK 23 16 7 17.18|  b2°b2b9*boylydyls 1689.87  42.425 40572 | 4  563.96 -14.66
|P69226|IF1_SALTY Translation initiatiol b3b6°b6b11b12*b12y3y4)

o 1 2 AKEDNIEMQGTVLETLPNTMFR 1 22 17 85.37 | g o T Tyoroylayibyed 253724 85.129 20444| B 846.42 0.48
|P69226“Fl—sfﬁl‘tz:(lzingat'on nitiation 5 VELENGHVVTAHISGKMR 23 18 4 24.85 b6b8b14y9 1977.08 82.428) 1560 | 3| 659.69 7.16
|P69226“Fl—sfﬁl‘tz:(lzingat'on nitiation Phosphoryl STY() VELENGHVVTAHISGK 23 16 5 27.7 b7b9*batyy 1769.84 72.198 2206 | B 590.62 5.24

. - b2b3b4b5b10b13y2y0y13°

IPOA2CS|RBSB_SALTY D-ribose-binding | ILLINPTDSDAVGNAVK 84 17 17 97.42 |y12%y12y13*y13y14*ylayl 1739.96 71.549 88773| 2 870.48 3.72

periplasmic protein
15y17

IPOA2CS|RBSB_SALTY D-ribose-binding LAATIAQLPDQIGAK 253 15 17 147.24| PLD2DIDS™DSYBYAYSYBYTY ) g g6 67.140 55834 2 755.44 -0.49
periplasmic protein 8y9*y9y10y11y13y15

IPOA2CS|RBSB_SALTY D-ribose-binding IPVITLDR 107 8 5 49.36 b3y4y5y6y8 926.56 62.549 5020 2 4837 -12.25
periplasmic protein

IPOA2CS|RBSB_SALTY D-ribose-binding ELANVQDLTVR 70 11 5 41.54 b7y3y6y8y1l 1257.68) 58.403 2958 2 629.34 -3.69
periplasmic protein

IPOA2CS|RBSB_SALTY D-ribose-binding VIELQGIAGTSAAR 150 14 14 92.15| P1D2D3YLYSY6Y7YOYIOVLL ) a0s 27 59.703 28681 2 693.39 176
periplasmic protein *ylly12°y12yl14




IPOA2CS|RBSB_SALTY D-ribose-binding ¢ ADVMVVGFDGTPDGEK 231 16 5 37.92 b1lydy7y10y11 1636.76 B0 25540 | 2| 818.89 6.64
periplasmic protein
i _hi n % | % O
IPOA2CS|RBSB_SALTY D-ribose-binding 7 FNVLASQPADFDR 178 13 14 82.04| PZ702DS™D3YLY2yAYE By 4 \7q 74 67.149 25037 | 2 74037 3.13
periplasmic protein 8y9y10y11y13
[POA2CSIRBSB_SALTY D-ribose-binding GLNVMQNLLTAHPDVQAVFAQN [ o a1 " 16 61 |P2DADL3YLY2yAY9OYIBNE 103375 161021 B 11100 268
periplasmic protein DEMALGALR 1
IPOA2CS|RBSB_SALTY D-ribose-binding o GVEVADK 268 7 3 40.5 y3ydy5 717.38 38.754 4439 |1 717.38 5.53
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding IAGDYIAK 135 8 6 49.36 b4°b4bBb7°b7y6 850.46 39.757 3614 |2 522 -9.76
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ELANVQDLTVRGTK 70 14 3 27.88 b5b8b12 1543.84 89.730 19772 | 77243 9.17
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ADVMVVGFDGTPDGEKAVK 231 19 5 49.93 b3b4b5bey12 1934.95  0.%23 8607 | 3| 645.65 2.84
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding , 5 GTKILLINPTDSDAVGNAVK 81 20 4 22.52 bay9y10%y10 2026.12|  8m57 1965 | 3| 676.04 0.60
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding , , Phosphoryl STY(6) FNVLASQPADFDR 178 13 4 32.35  bl0_HaRQOy3y6y7 | 1559.70 74.734 13168 |3 520.5] 11.27
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ;5 Phosphoryl sTY(25)| FCYNLVVLDSQNNPAKELANVQ 54 27 5 22,57 b24y4°ydyl1y12 3063.53 86.308 3602 |5 61351  18-5.
periplasmic protein DLTVR
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ Oxidation+M(4) ADVMVVGFDGTPDGEK 231 16 3 17.18 b6b10y4 652.77 85.008 1605 551.60 14.25
periplasmic protein
_ oatgo !
IPOA297IRL10_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 16 g3.51 |P2D3°D3D4°DADIZDISYIVRY ) )7 29 65.935 95791 2 724.39 0.51
protein L10 5y8°y8y9y10y11y13
H %y
IPOA297IRL10_SALTY 50S ribosomall AAAFEGELIPASQIDR 109 16 11 72.96| D7PYLYSYTYBYOVIIYIZY o0y o7 69.449 01877 2 844.44 3.69
protein L10 12y16
[POA297|RL10_SALTY 50S ribosomal . VVEGTQFECLKDTFVGPTLIAYSM ] )
orotain L10 3 | carbamidomethyl+C(d I GAMR 62 32 5 18.31 b8b11y6y8y13 3494.64 92.969 67728 | 4 87443 9-4.1
|P°A297|RL;(:&S;'§1LHO5OS ribosomall DTFVGPTLIAYSMEHPGAAAR 73 21 6 13.89 b2°b2b5ylygy1l 2008, 62.761 50001 | 4 55178 12.85
|P°A297|RL;(:&S;'§1LHO5OS ribosomal g GALSAVVADSR 20 11 11 71.01 b3y1y2y4y51yf YOYTYEY8Y 104556 48.856 55514| P 523.29 0.82
H % | % |
IPOA297IRL10_SALTY 50S ribosomall ¢ QAIVAEVSEVAK 8 12 11 49.74 |P2D3"DIDIZIDI2Y2Y3YBYD ) )5 og 57.938 28024 2 622.34 -6.09
protein L10 y10y12
|P°A297|RL;(:&S;'§1LHO5OS ribosomall AGREAGVYMR 43 10 6 52.61 b6b8y3y7y8y10 1109.5 46.844 115402 | 555.28 6.27
|P°A297|RL;(:32'§1LHO5OS ribosomall g EAGVYMR 46 7 6 50.72 b5°b5y3ydySy7 825.39 32.558 672d |2 4034 843
IPOA297IRL10_SALTY 50S ribosomall o LMATMK 138 6 1 13.63 v5 694.36 42,570 2561 | [ 694.36 1.58
protein L10
|P°A297|RL;(:&S;'§1LHO5OS ribosomall ) LATLPTYEEAIARLMATMK 125 19 4 14.96 b10y6y18°y18 2123.00| 58.492 127734 | 34 708.37 -14.14
|P°A297|RL;(:&S;'§1LHO5OS ribosomall ALNLQDKQAIVAEVSEVAK 1 19 4 25.9 boy3y8y9 2026.10 72143 | oare | 3| 676.04 7.23
[POA297|RL10_SALTY 50S ribosomal 4 VVEGTQFECLKDTFVGPTLIAYSM - )
orotein L10 12 | carbamidomethyl+C(d) I GAMR 62 32 4 11.15 b6b10°b10y9 3494.64 64.444 8272 |4 87443 8.4
|P°A297|RL;(:32'§1LHO5OS ribosomall 5 GVTVDKMTELR 31 11 5 35.34 b7boydy7°y7 1248.64 68.599 5150 |2 2483 1476
IPOAZQHRL;?EZZLHOSOS fibosomall 14 AGREAGVYMR 43 10 6 54.37 b5°b5bebsy7ys 1109.54 47.389 1666 | 11109.54 -12.10
|P°A297|RL;(:32'§1LHO5OS ribosomall ;5 Phosphoryl STY(3) LATLPTYEEAIAR 125 13 3 29.91  yeyoyH3PO4 y11 1527.73 77.631 6206 [3  500.91 -4.79
|P°A297|RL;(:&S;'§1LHO5OS ribosomall ;¢ Oxidation+M(2) LMATMKEASAGK 138 12 3 26.28 b1lyl0y11 1261 31.644 6750 | 4  627.31 -7.50
|P°A297|RL;(:&S;'§1LHO5OS ribosomall , ; Oxidation+M(9) AGREAGVYMR 43 10 4 26.94 b4b6y9°y9 11265 110.157 2443 | 1| 112556 7.70
[POALVAIKAD_SALTY Adenylate kinast VDGTQAVADVR 195 11 8 36.77 | b10*b10yly2y3ydyoyl 1130.5 31 56729 | 2|  565.79 2.70




. b7b9°b9*b9b11b12+h12ylL
[POALVAIKAD_SALTY Adenylate kinast 2 LVEYHQMTAPLIGYYR 167 17 15 75.43| 7 veyioyion1s | 205402 69.882 51857| B  685.35 -8.08
[POALVA|KAD_SALTY Adenylate kinasd 3 ILLGAPGAGK 2 11 11 100.49 b2b3y2y3y4i'5y6y7y8y9yL 1009.63 61.799 44576 | P 505.32 7.07
[POALVAIKAD_SALTY Adenylate kinast 4 YGIPQISTGDMLR 23 31 15 120,77| P2PEOLIDI2YLYBYBYTYBYD ) /oy 7, 73.422 36909| P  725.87 2.52
y9y10y12°y12y13
[POALVAIKAD_SALTY Adenylate kinast 5 NGFLLDGFPR 78 10 7 55.62 b1b2b3b7y4y5y6 1135.58 81.385 23262 | 56829 -8.49
[POALVAIKAD_SALTY Adenylate kinast 6 LVEYHQMTAPLTEYYQKEAEAGN 167 25 4 21.96 b8b9°boy6 2854.38 98.040 904 3 95213 -10.
[POALVAIKAD_SALTY Adenylate kinast 7 FNPPK 136 5 2 26.46 b3y4 602.32 56.441 2899 1 60232 9.7
[POALVAIKAD_SALTY Adenylate kinast 8 TIPQADAMK 88 9 5 45 b5b7°b7ydy5 974.49 68.079 6274 |2 48776 2.1
[POALVAIKAD_SALTY Adenylate kinast 9 GTQAQFIMEK 13 10 6 39.38 b3*b3bey3y7*y7 1152.55 35.989 2601 2| 576.78 -20.23
|POALVAIKAD_SALTY Adenylate kinast 10 ILLGAPGAGKGTQ@@FIMEK 2 21 4 21.72 b3yl2y14y17 2143.18 73.355 13189 |3 71507 -5.24
[POALVAIKAD_SALTY Adenylate kinast 11 GTQAQFIMEKYGIRETGDMLR 13 23 5 29.51 b3b4b10b15y9 2584.26 76.311 1191 3 2.08 -10.30
0] o] % | |
[POALVAIKAD_SALTY Adenylate kinast 12 LVEYHQMTAPLTEYYQKEAEAGN 167 25 12 61 P36 bﬁk;iﬁylbfyf’yey? 2854.38 136.493 3271 | B 1427.6¢ -9.84
[POALVAIKAD_SALTY Adenylate kinast 13 VYHVKFNPPK 131 10 3 33.93 b6b8b9 1228.69 47.683 2549 |2 61485 4.77
[POALVAIKAD_SALTY Adenylate kinast 14 | Carbamidometig(6) IAQEDCRNGFLLDGFPR 71 17 3 16.34 b3y5y12 2007.98 9452| 2211 | 3| 670.00 6.08
'QSZRCQWAJQ—S;QJLQTY UPF0234 protin VLSESDFQVNQLLDILR 49 17 5 23.74 b2y3y5y13y17 1989.08 108 32052 | 2| 995.05 9.57
. b2b4b5°b5b7°0709°b9b1 b
'QSZRCQWAJQ—SQ.LQTY UPF0234 protdin GIEGASLDVPDEFVHSGK 72 18 19 85.76 12y2y6y9°y0y10y11°y12°) 1856.89 67.685 30377 B 619.63 -6.84
ey 12y18
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmtT” GGDLGQPFQFK 148 11 6 38.35 b2b3bdy5y7y1l 1193.49 64334 11858 2| 597.30 -0.20
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” GVEATIELNDANK 33 13 4 20.67 b3b5°b5y9 1373.68 51.395 66436 3 | 45857 -7.38
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” PSFDIVSEVDLQEAR 1 15 9 53.67|°1? b12b131>63 YYTYYY  1704.87 85.120 6210 | 2  852.94 17.76
'QSZRCQWAJQ—?QJLQTY UPF0234 pmti'” G'EGASLDVPDAEIE VHSGKTWYVE 2, 25 6 35.6 b4b8b10°b10b11b14 2734.36 136.496 215 2 13676 3.30
'QSZRCQWAJQ—?QJLQTY UPF0234 pmti'” Phosphoryl STY(5) QGIESAVQKK 99 10 4 26.94 b7ydy7°y7 1B 39.706 4227 | 4 389.86 -14.01
'QSZRCQWAJQ—S;QJLQTY UPF0234 pmti'” Oxidation+M(L) MPSFDIVSEVDLQEAR 0 16 3 17.14 b10y4y9 1880 81.582 5727 | 4 463.73 9.56
'QSZRCQWAJQ—S;QJLQTY UPF0234 protein EGASLDVPDEFVHSGK 74 16 1 7.33 b7 1686.81 67.679 2811 |2 39 572
%y %y
[POALH3|EFG_SALTY Elongation factor|c 1 IATDPFVGNLTRF 323 14 13 72.9 |P2DADI4YAYEYOYTYTYIQ ) 0qs o4 93.982 102765 P 799.42 1.60
y11°y11y12yl14
b2b5b6b7b12*h12b13b15*
[POALH3[EFG_SALTY Elongation factor|G 2 VYSGVVNSGDTMBVK 337 17 21 135.84| b15b17ydy5y10*y10y1lyl 1737.91 62.861 80918| P  869.46 2.32
2*y12y14y15%y15y17
[POALH3[EFG_SALTY Elongation factor|G 3 SGPLAGYPVVDLA 562 15 16 124.31|P2P3°DDSDELTDTYSYAYS ) oq o) 77.338 62675| P  750.41 0.49
y8y9y10y11y12y15
o Oy *
[POALH3|EFG_SALTY Elongation factor|G 4 IGEVHDGAATMDMEQEQER 39 20 13 77.77|”° b5b§%§g§;§%’g)’5 YV 233200 62.837 58067| B  778.00 0.73




[POALH3|EFG_SALTY Elongation factor 5 HASDDEPFSALAF 309 14 6 45.47 b2b4b5b6b12y3 1534.78 70.914 53847 | 2 767p7 17 5
[POALH3[EFG_SALTY Elongation factor 6 IHAEVPLSEMFGYQLR 653 18 13 86.21 b2b3b4bisg:§§yzy3y5y6y 2062.03 90.199 53146| B 688.01 6.51
[POALH3|EFG_SALTY Elongation factor 7 GQYGHVVIDMYEPGSNPK 512 20 11 45.91 b2*b2b5b§g}1£212y6*y6y9 2201.06 70.860 48071 B 73436 5.32
[POALH3|EFG_SALTY Elongation factor 8 GQESEVTGVK 643 10 6 33.93 b2yly3y4y8y10 10335 26.27 8759 2| 517.26 8.74
[POALH3|EFG_SALTY Elongation factor 9 EFNVEANVGKP@VR 475 16 8 84.04 | y3ydySyeysylOylzyls  1820.91 54.054 431373 |  607.64 9.12
[POALH3|EFG_SALTY Elongation factor 10 VEVETPEENT@IBDLSR 618 19 13 61.05 blebf;git;?ZSi’gySyeyll 2059.00 67.647 26934 P 1030.01 10.08
[POALH3[EFG_SALTY Elongation factor 11 AKPVLLEPIMK 607 11 4 36.09 b2ydy6y9 1238.75 63.716 21924 |2 o9@s -0.89
[POALH3[EFG_SALTY Elongation factor 12 YDDAPNNVAQABAR 686 16 6 27.7 b1b3y8y10y12y16 1745.8 66.004 216q5 | 2 .4m3 4.75
[POALH3[EFG_SALTY Elongation factor 13| CarbamiddwistC(9)|  DVTTGDTLCDPENPIILER 389 19 4 25.9 b3y3y10y11 2168 71.386 21394 | 4 1079.53 11.43
[POALH3[EFG_SALTY Elongation factor 14| CarbamiddmistC(11 VLNNEILVTCGSAFK 255 16 6 37.36 b5*b5b6*b6y7y8 717.96 79.963 20302| 2  880.48 2.61
[POALH3[EFG_SALTY Elongation factor 15| CarbamiddmiC(20 AGD'AAA'GLK;KETRGDTLCDPEN 378 30 12 63.3 b7b9b1y71k1{3*1’f;i’31y3y9y]° 3138.61 85.866 18213 B 1046.88 4.28
[POALH3|EFG_SALTY Elongation factor 16 LGANPVPLQLA\'/?(AEEGFTGVVDL 161 26 4 21.93 bdy11y12y26 2607.43 120.742 14673 | 3 869.81  34.5.
[POALH3|EFG_SALTY Elongation factor 17 GVQAM(;ES\S'(E’IZS';iz\égVPA'N 273 36 14 56.31 bz"’f’yb?‘;%tﬁi';’/ﬁ;zlgys 7 3764.93 122.918 12862 B 1255.64 6.16
[POALH3|EFG_SALTY Elongation factor 18 GGVIPGEYIPBK 541 14 9 72.23| b2b3b4bsbey7yoyloyls  1414.76 66.19 o112 | 2r07.89 4.92
[POALH3[EFG_SALTY Elongation factor 19 YLGGEELTEEEIK 236 13 4 34.48 b7b8y6y11 1509.7 58.462 5477 | 2755.37 0.40
[POALH3[EFG_SALTY Elongation factor 20 GITITSAATTAESGMAK 59 18 3 34.52 y8y9y10 1813.92 70.494 2602 |3 60531 4.11
[POALH3[EFG_SALTY Elongation factor 21 VVGQIK 153 6 1 13.63 b4 643.41 45.616 12779 |1 643.41 -4.55
[POALH3[EFG_SALTY Elongation factor 22 IAFVNK 137 6 3 29.88 y3*y3y5 691.41 40.727 gods| |2 346.21 -1.85
[POALH3|EFG_SALTY Elongation factor 23 INIIDTPGHVDEVER 83 18 3 15.6 b3b11y10 2068.0§ 67.059 4021 |4 51747 133
[POALH3|EFG_SALTY Elongation factor 24 LHFGSYHDVDES\FK 577 17 4 16.34 b3y6°y6y8 1951.93 50.586 2524 |3 6513 138,
[POALH3[EFG_SALTY Elongation factor 25| CarbamiddmiBtC(10 VLDGAVMVYCCVVRGGVQPQSETV 104 24 4 16.89 beb17y14y21 2621.21 76.322 200 3 87443 6.4
[POALH3[EFG_SALTY Elongation factor 26 QYEPHR 77 6 1 13.63 b3 829.39 68.687 168 |1 820.39 111
[POALH3[EFG_SALTY Elongation factor 27 YLGGEELTEEEIALR 236 17 5 34.05 b3b4b13y11y15 1977.99 74.160 77841 | 3 .o8e0|  -9.07
[POALH3|EFG_SALTY Elongation factor 28 ASYTMEFLKYDADFfPNNVAQAV'E 677 25 9 65.25| b8bobl3ysyey7yerysyl2  2816.3p 85.041 53205 | 3939.46 2.34
[POALH3|EFG_SALTY Elongation factor 29 HASDDEPFSATLﬁFF;'ATDPFVGNL 309 28 3 11.71 babldy11 3113.54 88.996 16846 | 4  779.15 13.4
[POALH3[EFG_SALTY Elongation factor 30 MEFPEPVISBRKTK 408 17 3 23.74 b4b12b14 1915.0 69.809 3528 | 2 95802 915
[POALH3[EFG_SALTY Elongation factor 31 Phosphofj¥6l6) | REFNVEANVGKPQVAYREAIR 474 21 5 23.54 b6°b6b14b15% 2526.23 82.493 44319| P 1263.62 7.92
[POALH3|EFG_SALTY Elongation factor 32 Car?g)r:?ciiizgn:im;?(l )/LDGAVMVYCCVVRGGVQPQSETV 104 24 5 28.43 b5b7b13b16y11 2637.2] 95.45 12612 | 3 879ft6  .41-2




[033921|AGP_SALTY Glucose-1-

b2°b2b4b7y3*y3y4y8*y8

1 TPIGGQLVFQR 335 11 11 67.04 1215.68 62.112 110276| P 608.34 3.21
phohatase 9y11
I033921|AGP_SALTY Glucose-1- 2 MGTMDPTFNPVITDDSAAFR 141 20 13 78.51|P2D3DSDEY2Y3YSYBYTYBYL 5 g6 09 79.269 73484| P 10935 11.62
phohatase 2y15y20
'O33921|Ai55§£:¥ Glucose-1- 3 IEYVYQSAR 358 9 11 104.45| b2b3b6b7y3ySy6y7y8°yBy9  1128.57 43.248 54061 | 2| 564.79 173
I033921|AGP_SALTY Glucose-1- 4 |carbamidomethyl+c(uiyFWEVAQGLIPSGECPAPDTVYAY| oy 29 12 40.78 | P37P3DSDIDY2YSYSYEYD o) 5 o 94.617 46737 B 1069.2( 7.08
phohatase ANSLQR y13y20
|o33921|Ac‘;):5§£:¥ Glucose-1- 5 | carbamidomethyl+C(3 HQCSLIDAK 199 9 7 45 b6*b6b7y2y798y | 1071.52 32.087 44105 P 536.27 -2.05
|o33921|Ac‘;):5§£:¥ Glucose-1- 6 DTFSANYQQEPGVQGPLK 208 18 7 40.2§  b4bl0b13y5ysyl3yls 8197 57.309 43268 | 2 989.99 7.34
'O33921|A?)55§Q:¥ Glucose-1- 7 |carbamidomethyk-C(14) LLEQITHYQDSPSCK 182 15 5 43.13 4@y10y15 1818.85 52.138 38654 [3  606.95 -13.02
|o33921|Ac‘;):5§£:¥ Glucose-1- 8 NGYQDSLFTSPTVAR 266 15 7 2048  b3ylySylleyllyl3ylp  1685.| 63.727 37983 | 4 82841 2.95
[033921]AGP_SALTY Glucose-1- VGNSLVDAFTLQYYEGFPMDQVA - i
hohatase 9 WEGHTOR 226 31 6 21.84 b7ydy6°yey7°y7 3486.6 105.194 3202 |3 1me2lo 833
|033921|AGP_SALTY Glucose-1- APLANNGSVLAQSTPNAWPAWD b2b3b4b8b9°b9b10*b10K1 )
hohatase 10 VPGGOLTTK 43 31 15 7113 e aveyoyaar | 316161 84.422 26489| B 10545 3.24
|o33921|Ac‘5):5§£:¥ Glucose-1- 11 SQLHLDESYK 172 10 9 5261 b1b2b3*b3b7b8y6y8ylo  1219.9 928. 25182 | 2| 610.30 1.00
'O33921|Ai55§£:¥ Glucose-1- 12 GGVLEVYMGHYTR 74 13 5 34.11 b3y5y7y10y13 1481.7 64.2458 20aL | 3| 49457 1277
'O33921|A?)ig§:t:¥ Glucose-1- 13 |carbamidomethyk+C(1h) LLEQITHYQDSPSCKEK 182 17 4 34.53 b2y5y6y7 2075.99 48.410 18243 [3  692.67 -7.53
b4b9b10*b10b11*b11b1ab
|033921|AGP_SALTY Glucose-1- VTVLVGHDSNIASLLTALDFKPYQ 13°h13b15y4°y4*ydy5y6yf I )
hohatase 14 CHDOVER 304 31 24 176.99 1o 1oyiovdyisyteyine 254277 96.707 165478] b 709.36 16.19
0
|o33921|Ac‘5):5§£:¥ Glucose-1- 15 NAEALTLK 370 8 4 33.12 b6*b6y6Y7 859.48 41.721 444371 |2 43024 -11.01
|o33921|Ac‘;):5§£:¥ Glucose-1- 16 | carbamidomethyl+C(1 3TVATAQFF'TGA£ PGCDIPVHHQE 14 25 3 12.42 b7yoy13 2771.42 101.294 10358 |3 924.4 19.5
I033921|AGP_SALTY Glucose-1- 17 NVAAPLVK 281 8 3 40.9 y3y4y5 811.50 40.698 4060 |1 81154 -6.39
phohatase
|033921|AGP_SALTY Glucose-1- Carbamidomethyi+C(2}:GCPVDANGFCPLDKFDNVMNTA . .
hohatase 18 | CobamidomethyiCL0) 1" 389 24 8 39.49| bay3ys°y8yl8y20y22°y32  264L.1] 79.26 924063 | 881.07 1.76
I033921|AGP_SALTY Glucose-1- 19 |CarbamidomethyC(8); /) ) scpVDANGFCPLDK 383 20 5 23.81 y6°yBy8y9°y0 2233.04  8.686 84649 | 3  745.03 -7.33
phohatase Carbamidomethyl+C(16)
-1 - % |
I033921/AGP_SALTY Glucose-1 20 LKNGYQDSLFTSPTVAR 264 17 13 104.69°7POPLODIODLAYEYAVSYE ) oop o6 59.313 42311 B 632.99 -10.94
phohatase y7°y7y8°y8
|o33921|Ac‘;):5§£:¥ Glucose-1- 21 WHDGNANRDLMK 346 12 7 49.74| bloyeyoyloyllcyll*yill  1468. 83.009 2653 | 4 72884 4.44
[033921]AGP_SALTY Glucose-1- APLANNGSVLAQSTPNAWPAWD . )
hohatase 22 Phosphoryl STY(29) VPGGOLTTK 43 31 6 24.45 b7*b7b28y4y8y9 3241.59 109.32 181 4 811 4710
|o33921|Ac‘;):5§£:¥ Glucose-1- 23 Oxidation+M(8) GGVLEVYMGHYTR 74 13 3 20.67 bey4y1l 1491. | 136.574 4322 | 1 149771 -3.01
IPOAZMS|UPP_SALTY Uracil 1 VLVLVAAPEGIAALEK 155 16 11 119.g5 | P2D3D4DSOEOTYBYOYI0VAL o, o7 86.794 26301| P 796.99 4.90
phohoribosyltransferase y12
IPOAZMS|UPP_SALTY Uracil 2 AGLGMMEGVLENVPSAR 78 17 11 g1.67| DAPLOLEY2YSYAYSYTYIOY 251 o7 82.563 26062| P  865.94 7.41
phohoribosyltransferase 12y17
IPOAZMS|UPP_SALTY Uracil 3 ITVVPILR 70 8 5 54.13 yAy5yBy7y8 910.60 70.429 15704 |2  455.8D -14.75
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 4 VTIEGWNGPVEIDQIK 51 16 4 23.72 b1b6ylly12 1797.9 751610 872 | 3| 599.98 -5.64

phohoribosyltransferase




lposr?ol\ﬂri)lr?bZZﬁignL;Zr:sr:C" 5 LVSNIDER 116 8 3 33.12 b6y6y7 945.49 33.411 2757 2 471325 309
'PopAﬁmﬂ:szzﬁﬁgr&;;g:C" 6 ELASEVGSLLTYEATADLETEK 29 22 3 13.45 b4by6 2369.21] 1087 2086 | 2| 1185.11 19.06
'Posﬁmﬂﬁbzzﬁﬁgk;;g:c" 7 AHPDV&&E’XZ'BSECL;%HGY"P 171 37 4 10.87 b5b12y14°y14 3911.94 89.499 32005 | 4 97874 310
'PopAﬁmﬂ:szzﬁﬁgr&;;g:C" 8 Phosphoryl STY(14)| FRELASEVGSLLTYEATADLETE 27 24 3 7] b7yoy10 2752.32 98.840 2697 |3 918.11 12.06
'P67093|UG§3:;YGU”'V”S""' stress| 4 HATLPVLVVR 132 10 6 43.18 b2b3yly7y8y9 1104.69 60.839 08398 2 | 552.85 -4.97
it % | %y
'P67093|UG§32;YGU”'V”S""' stessi 5 NPSITTHLLGSNASSVVR 114 18 12 5284 *2 bzi’f;’fi’fi’:}’ylfsymy] 1852.97 59.200 70783| $  618.33 -11.59
IP67093|UG_SALTY Universal stress| 5 TIMPVDVFEMELSDK 3 16 11 g4.15 | P203bADTYSYAYBYI2YISYL ) e og 105.035 68758 P 933.97 6.21
protein G 4y16
'P67093|UG§£(:;YGU”'VE'S""' stress| LOTMVGHFSIDPSR 69 14 8 58.7| ba*baydyayeylloyllyl2  1587.1  64.204 106562 4  529.93 -15.91
'P67093|UG§£(:;YGU”'VE'S""' stress| g FAADVR 50 6 1 13.63 b3 678.35 75.997 5748| |1 678.3% -3.33
IP67093lUGchﬁ:;YGUmVersa' stress| g HAEFLAS;QLDHGR\Q:/&E%LPGSAS 22 34 4 10.99 bi8y6yl1°y1l 3722.94 85.994 12808 | 4 93148  6-84
'P67093|UG§£(:;YGU”'VE'S""' stress| 5 MYKTIMPVDVFEMELSDK 0 19 3 14.96 b3y7y1l 2289.11 99.464 % | 3| 763.71 5.01
'P67093|UG§32;YGU”'V”S""' stress| g FEEHLQHEAETSRI;QTMVGHFS'DF 57 26 4 22.83 b7y9y10y12 3004.52 78.524 1801 |3 10328 14.2
. _ T % | % | x|
IPOAIWBILIVK_SALTY Leucine-ecific L QGNANIVFFDGITAGEKDFSALIA [ - " 5044 |P2D2b3*b304*bAb11D25Y 105211 so505| B 88546 110
binding protein R 6y13y15y17y18y25
[POALWB|LIVK_SALTY Leucine-ecific- b3°b3b4°b4b5°b5b12ylydy ! )
binding proten 2 TAGLDSSQGPTAAK 139 14 17 11508 0 eyionyioyityiaytd 130365 29.602 513901| P 652.33 0.28
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 3 VA'VGAMSGPVQQWGDMEFNGA 27 23 6 17.51 b1b2b3bOy5y9 2363.14 88.250 37544 | 3 78839 510.4
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 4 LOKENIDFVYYGGYYPEMGQMLR| 211 23 5 23.83 boy6y12y13y23 2284 85.727 36803 | 3 938.78 3.56
—— . .
'POAlWBlL'&ﬁgﬁ@?{éeﬁsuc'”e ecific 5 TQFMGPE&\A/SV’\'TAMSPLI‘:’N'AGGAAE 242 31 11 36.42| P2 be?’t}’,‘g%iysyls Y1 303547 93.432 35878 B 1012.5( 3.78
'POAlWB'L':)/i':aiigA';;;eLiﬁ“C'”e'ec'f'c' 6 |Carbamidomethyl+C(10) LVGVEYDDACDPK 66 13 6 34.48 b2b2jp8yoy13 1480.67 47.729 21148 2 740.84 2.06
'POAlWB'L':)/i':aiigA';;;eLiﬁ“C'”e'ec'f'c' 7 QQVYGEGLAR 170 9 3 30.51 b6y5y8 1021.50 33.608 3679 |1 102150 1.25
'POAlWB'L';':EEQA:T;;?C'”e'ec'f'c' 8 YILETVKPQR 153 10 4 54.94 y3y4y6y8 1246.69 45.878 43604 |3 .26 -18.80
'POAlWB'L':)/i':aiigA';;;eLiﬁ“C'”e'ec'f'c' 9 IAIHDK 163 7 3 40.5 y3y5y6 809.48 33.558 27954 |2 405.24 2.4
'POAlWB'L';':EEQA:T;;?C'”e'ec'f'c' 10 DPSGPYVWITYAAVQSLATAMTR| 293 23 3 13.06 b14y4dy10 249829  91.992 11645 | 3  833.44 21.40
[POALWB|LIVK_SALTY Leucine-ecific- 4 VNDGIQYVIGHLCSSSTQPASDIY ] ]
binding proten 11 |carbamidomethyk+C(1h) EDEGILMISPGATNPELTOR 87 45 5 37.79 b3b12y12y13yl4 4889.4% 97.943 11541 | 3 163048 1.981
'POAlWB'L':)/i':aiigA';;;eLiﬁ“C'”e'ec'f'c' 12 QGNANIVFFDGITAGEK 186 17 3 24.99 y3ydyll 1780.81 65222 708 | 3| 1594.30 -6.92
'POAlWB'L':)/i':aiigA';;;eLiﬁ“C'”e'ec'f'c' 13 RYDQDPANK 273 9 5 59.99 b3b5y3ydy5 1106.52 16.113 374 2 B3| -4.96
—— . _
'POAlWBlL'&ﬁgﬁ@?{éeﬁsuc'”e ecific-| 14 GYQYIMRTAGLDSSQGPTAAK 132 21 8 36.29 b3b8b9b12>;12 YI2VISVL 551508 83.248 2003 739.03 0.99
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 15 Oxidation+M(21) | DPSGPYVWITYAAVQSLATAMTR 293 23 5 49.1 4y7y8y9y10 2514.20 55.135 4011 |4 62931 -11.94
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 16 Oxidation+M(22) KDPSGPYVW'T:;AAVQSLATAMT 292 24 3 12.72 b12y10y15 2642.34 101.634 216 3 88146 10.3




o] %y
7CR87|SURA_SALTY Chaperone sufA 1 ITVLPQEVDALAK 149 31 11 92.84 |P3D30AY2YSYBYOYIOYIQY 556 g4 71.365 51750 2 698.91 0.52
11y12
b2b3°b3*b3b4*b6b11b15
D
|Q7CR87|SURA_SALTY Chaperone sufA 2 IQELPGIFAQALSTAK 3R 16 14 50.36 | Jay1oy1416 1686.94 90.649 50698 | 2 843.98 1.16
|Q7CR87|SURA_SALTY Chaperone sufA 3 ITDEQLDQAIANIAK ) 15 6 43.16 b5b9b10ydy5y15 1642.81 81.227 40567 | 2 821.94 2.7%
|Q7CR87|SURA_SALTY Chaperone sufA 4 LAYDGLNYSTYR 117 12 5 68.98 y3y6y8y10y11 1435.69 59.242 @80 | 2| 71835 3.83
% | O 3
7CR87|SURA_SALTY Chaperone sufA 5 LNAGQAGQQLPDDATLR 50 17 11 51.18 |POPVYLYATYBYOYILVIIE 26y o) 51.604 34200 2 884.46 6.15
yl1y17
|Q7CR87|SURA_SALTY Chaperone sufA 6 QIGTQNDASTELNLSHILIALPENP| ¢, 35 4 10.93 b6y3y14y35 3816.93 89.472) 26817 | 3 1272)08 8.1p
TSEQVNDAQR
|Q7CR87|SURA_SALTY Chaperone sufA 7 QAESIVEEAR 197 10 5 26.94 b6b10y4y8y10 11315} 38.891 239042 | 566.29 3.34
o s+
|Q7CR87|SURA_SALTY Chaperone sufA 8 VAAVVNNGVVLESDVDGLMQSV 27 23 13 42,52 | P203DLAYSYSYBYBYIONE 533 59 91.817 19008 | B 78174 -6.98
K 17y11y13%y13y23
|Q7CR87|SURA_SALTY Chaperone sufA 9 GQSQSISVTEVHAR 274 14 5 45.47 b6y6y8ydy10 1498.74 37.589 18926 |3  500.35 114
|Q7CR87|SURA_SALTY Chaperone sufA 10 LIMDQILQMGQK 73 13 4 32.35 b6y4y6y7 1530.84 88.808 24403 |2 e5m2 0.16
|Q7CR87|SURA_SALTY Chaperone sufA 11 HILLKPSPIMNDQQAR 288 16 3 25.56 y7y8y10 1860.99 49.832 7844 |3 62100 -10.0
|Q7CR87|SURA_SALTY Chaperone sufA 12 EYSQDPGSAS‘PQA(;(;DLGWATPD'F 326 28 5 26.86 yay7y8yl1°y11 3011.34 94.493 3897 |2 15060 7312
|Q7CR87|SURA_SALTY Chaperone sufA 13 QNNMTMDQMR 105 10 3 28.7 b3y5y6 1268.52) 53.958 21458 |1 126852 3.75
|Q7CR87|SURA_SALTY Chaperone sufA 14 GQISAPVHSSFGWEHLDTR 362 22 4 13.45 b6b9*hoy3 2463.29 117.080 1527 |3 82147 3.96
|Q7CR87|SURA_SALTY Chaperone sufA 15 LAITYSADQQALKGGIBGWGR 214 21 7 58.80| yaysrysyleyl7ylsyld — 2251.1P 65.88( me4| 3| 75105 2.28
|Q7CR87|SURA_SALTY Chaperone sufA 16 KGDIVGPIR 251 9 3 38.3 yay7y8 954.56 38.590 21233 |2 477.7B .0a2
|Q7CR87|SURA_SALTY Chaperone sufA 17 TDAAQKDR 388 8 3 36.13 baysy7 904.45 41.675 4243 |1 904.45 1.08
|Q7CR87|SURA_SALTY Chaperone sufA 18 GQSQS'SVTED\(’QHQAARRH'LLKPSP'M 274 30 6 40.23 y6y9°yay10y11y13 3340.74 90.622 384p | 4 835.94 -4.17
|Q7CR87|SURA_SALTY Chaperone sufA 19 RITVLPQEVDALAK a4 14 3 24.75 b4b5y3 1552.89) 66.267 2732 |2 776.95 -7.86
|Q7CR87|SURA_SALTY Chaperone sufA 20 KFSEEAATWMQEQR 440 14 4 19.31 b8y4*ydy11 1740.81 57.057 26180 [3  s580.94 2.45
|Q7CR87|SURA_SALTY Chaperone sufA 21 LNAGQAGQQLPDDARMQILER 50 23 4 13.06 b6*b6b10y3 2544.24 76.000) 1562 |3 84817 -13.72
|Q7CR87|SURA_SALTY Chaperone sufA 22 LNAGQAGQQLPDDATL 50 16 0 4.84 1611.81 51.645 5008 |2 806.4 5.76
|Q7CR87|SURA_SALTY Chaperone sufA 23 GQSQSISVTEVHAR 427 14 0 3.63 1481.74 37.589 1782| |3 494.5 4.45
. SNNTEPTWFPDSQTLAFTSDQAQ b2b4°b4b5°b5h8y9y11°y11
|Q8ZQT5[TOLB_SALTY Protein tolB 1 RPOVYK 287 29 16 80.66| % Vapiyooyoayasysd 328557 78.462 77957 B 1095.86 8.62
rotein to . . . 4 . .
8ZQT5[TOLB_SALTY Protein tolB 2 WAGPGAAPEDIGGIVAADR 43 20 11 84.75 bsb?bByzy;ggy(iygylgyls 1936.00 86.308 700907 | 2 96851 5.42
¥ rotein to . y2y4y7y9y10y12y. . .525 . -10.
8ZQT5[TOLB_SALTY Protein tolB 3 VSDYDGYNQFVVHR 183 14 9 68.77 | bablOy2ydy7yoyloy12yls  1698.77 54.524 69442 | 3 o6 10.99
. b2°b2b11b12*h12y2y3y1k
|Q8ZQT5[TOLB_SALTY Protein tolB 4 IEITQGVDSARPIGVVPEK 24 19 13 8L78| 7" eyi o1 2026.12 71.179 62378 B 676.04 7.59
|Q8ZQT5[TOLB_SALTY Protein tolB 5 LAYVTFESGR 213 10 5 26.94 b2b3y5y7y10 1142.5 58.279 38041 | 2571.80 -0.32




|Q8ZQTS|TOLB_SALTY Protein tolB 6 IAYVWWQTNGGQFPYELR % 17 9 34.05| blb2b3bl2y2y5eysybyl2  1955.0p 74.11 31847 | 2 s.007 10.12
% * g
|Q8ZQT5[TOLB_SALTY Protein tolB 7 MNINGGAAQR 316 10 12 81.4 |2 bzylﬁ’éfﬁg Y7Y8Y9  1031.50 28.724 30073 2 516.26 0.47
|Q8ZQTS|TOLB_SALTY Protein tolB 8 TGSLNLYVMDLASGQIR % 17 4 16.34 b12yoy1ly17 1837.95 90.178 2885p | 2 910.48 0.9
|Q8ZQTS|TOLB_SALTY Protein tolB 9 SALVIQTLANGAVR 223 14 7 59.21 |  b3bayByoyl0yllyls 1412.83 71.573 25630 | 2 70691  09-0
|Q8ZQTS|TOLB_SALTY Protein tolB 10 SPQPLMSPAWSPDGSK 719 16 6 41.35 b1b4b7boy6y7 1684.81 60.176 11128 | 3 562.28 8.26
|Q8ZQTS|TOLB_SALTY Protein tolB 11 YAGHTASDEVFEK 142 13 3 28.15 b6b9b10 1453.64 37.952 37865 |3  485.2p -10.9
|Q8ZQTS|TOLB_SALTY Protein tolB 12 HNGAPAFSPDGTK 244 13 4 32.35 b8yoy1ly12 1298.63 33.266 13746 |2 640.82 15.9
|Q8ZQTS|TOLB_SALTY Protein tolB 13 FNPLDR 67 6 1 13.63 v4 761.39 46.076 5568 |2 381.2p -2.64
|Q8ZQTS|TOLB_SALTY Protein tolB 14 LPATDGQVK 413 9 4 57.55 yay5y7y8 928.53 28.634 1668 |1 92858 841
|Q8ZQTS|TOLB_SALTY Protein tolB 15 LPATDGQVKSPAWSPYL 13 17 3 16.34 boy6y12 1829.95 88.740 156140 |3  610.45 3.61
|Q8ZQTS|TOLB_SALTY Protein tolB 16 ARLPATDGQVK 411 11 4 41.54 b5b7boy6 1155.64 29.994 10516 | 2 8.3z -5.60
o *|
|Q8ZQTS|TOLB_SALTY Protein tolB 17 SPQPLMSPAWEEDGSKLAYVTFE 197 26 9 36.37 | P800 bl%ybl130b13y6y8 L 280838 136.530 2317 | B 1404.6¢ 4.17
|Q8ZQTS|TOLB_SALTY Protein tolB 18 WAGPGAAPED'ISG'VAADLRNSG 43 24 3 12.72 b5b7y4 2322.20 103.077 1973 |2 116160 5.3¢
|Q8ZQTS[TOLB_SALTY Protein tolB 19 Oxidation+M(@) TGSLYVMDLASGQIR 264 17 6 36.76 |  b7b9°b9b13b15%b15 1853.9p o3 3084 | 2| 927.46 1152
|Q8ZQTS|TOLB_SALTY Protein tolB 20 VIQTLANGAVR 226 11 1 7.32 b3 1141.65 71.592 18133 |2 571.38 4T3
IPOALSOIHFA_SALTY Integration hos{ TGEDIPITAR 66 10 11 106.1 | P3PATDADSDEVBYSYBYTYAY 175 56 43.609 61066| P  536.78 -4.67
factor subunit alpha 10
. . .
IPOALSOIHFA_SALTY Integration hos{ LSGFGNFDLR 45 10 12 52.61| P3PTOTLIOVLY2YAYBYOY ) 155 57 72.875 36749| P 563.29 2.28
factor subunit alpha 9*y9y10
IPOALSO|IHFA_SALTY Integration hosf ALENGEQVK 36 9 9 45 | ba*babsboyeoyeystyByd  987.50 29.647 B06 | 2| 494.26 7.97
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf NQRPGR 57 6 1 13.63 b3 727.40 50.523 6164 |2 36440 3.84
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf - ELVELFFEEIR 24 11 3 24.33 b8y7y9 1423.73 102.623 192 2 723 -10.29
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf - NPKTGEDIPITAR 63 13 4 32.35 b6b10b11y8 1411.77 56.832 303193 | 471.26 8.99
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf DAKELVELFFEEIR 21 14 5 33.05 b3b7y7y8%y8 1737.93 33503 sa@ | 4| 43524 8.29
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf - ALENGEQVKLSGFGNFDLR 36 19 4 22.74 bay6°y6y7 2094.08 5299 | 11761 | 4| 524.28 10.84
factor subunit alpha
IPOALSO|IHFA_SALTY Integration hosf - g SRVENASPK 88 9 3 30.51 b7b8y7 987.52 26.580) 246 2 494.26 4-5.4
factor subunit alpha
b2°b2b5°b5b6°b6bOb L L
IP66764METK_SALTY S- 1 SLQEAVMEEIKPILPSEWLNTSTK| 197 25 20 98.13|1b12y1y6y7y10y11°y11yl2 2856.51 111.823 54479| B 952.84 2.05
adenosylmethionine synthetase
*y12y13y25
IP66764METK_SALTY S- 2 |carbamidomethyk-C(10) FVIGGPMGDCGLTGRK 230 16 7 50.35 3MIdyoy10°y10y12yld  1664.81 62.678 27956 |3  555.61 7.9
adenosylmethionine synthetase
[P66764METK_SALTY S- ADPLEQGAGDQGLMFGYATNET ] I
adenosyimethionine synthetase 3 VLMPASITY AR 109 35 5 21.47 b3y5y9y10y35 3749.74 91.693 616 3 1250/60 6 8.6
IP66764METK_SALTY S- 4 | carbamidomethyi+C(3 VACETYVK 39 8 4 33.13 bdy6°y6y7 96D. 30.113 26075 | 4  485.24 -5.29
adenosylmethionine synthetase
IP66764METK_SALTY S- 5 IVDTYGGMAR 246 11 3 31.32 y5y7y8 1195.61 53.155 14551 |2 sme8. -4.59
adenosylmethionine synthetase




IP66764METK_SALTY S- 6 ETAAYGHFGR 353 10 3 28.7 b7bsy7 1108.52 109.991 2702 |1 1msk 6.28
adenosylmethionine synthetase
IP66764METK_SALTY S- 7 HLFTSESVSEGHPDK 3 15 3 24.18 b12y6y7 1669.8 54.03 253 235.4 16.30
adenosylmethionine synthetase
IP66764METK_SALTY S- 8 TGMVLVGGEITTSAWVDIEEITR 47 23 3 22.09 b12b13y9 2477.23 989 1687 | 3| 826.41 -16.16
adenosylmethionine synthetase
IP66764METK_SALTY S- 9 ENFPWEKTDK 363 10 3 26.94 b3b7y8 1293.6( 64.403 7249 2 @73 -11.32
adenosylmethionine synthetase
|P66764METK_SALTY S- QSPDINQGVDRADPLEQGAGDQ( I i l
adenosylmethionine synthetase 10 LMFGYATNETDVLMPAPITYAHR 98 46 8 11.18 b11y5y9 4959.37 88.973 1840 4 1240.50 8.2
[P66764METK_SALTY S- SQVTFQYDDGKIVGIDAVVLSTQ i N
adenosyimethionie synthetase 11 HAEDIDOK 166 31 3 11.26 b16y7y27 3419.64 111.244 258 4 855.7 14.
IP66764|METK_SALTY S- 1o |CarbamidomethyC(10) /5 6pMGDCGLTGRK 230 16 4 24.3 b4bgy8y11 1680.8 69.258 om2| 3| 56095 13.65
adenosylmethionine synthetase ;Oxidation+M(7)
IP66764IMETK_SALTY S- 13 |Carbamidomethyl+C(1)CEIQVSYAIGVAEPTSIMVETFGTE o, 06 5 065 b6b13y7y10y11 — 26,961 203 s osolo 674
adenosylmethionine synthetase Oxidation+M(18) K
IP66764METK_SALTY S- 14 SLQEAVMEEIIKPILPSE 197 18 0 8.07 2026.05 111.784 4259 |3 662 -11.93
adenosylmethionine synthetase
- © |
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLK 85 18 16 104 |P2b3bADSDSLELEOTYLL )0 o 116.633 34580 P 1108.0 10.58
lipoprotein carrier protein y3y9y12y13y14y18
IQ8ZQDA|LOLA_SALTY Outer-membraj DATGNTPFMLIAR 103 13 6 25.44 b2b5°h5h6y7y13 1406.7 76.18| 30142 | 2| 703.86 -0.69
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj 5 VTDGSGAAVQEGQGDLWVK 44 19 10 50,1 | P1p3°D3bSDEDIODIZYOYR2 o) oy 57.947 17950 »  958.98 5.03
lipoprotein carrier protein y19
IQ8ZQDA|LOLA_SALTY Outer-membraj VSSFHATFTQK 33 11 3 24.33 b5b10y6 1252.6 41.509 9876 | 3 a18p -16.76
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj QDGDNFVLTPK 128 11 3 27.34 b10y3y4 1233.67 53.834 7846 |2  ®mL7. 3.56
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj SAYQLKSQQNGAVDPSK 170 17 4 27.43 b8b9b13y12 1820.9 66.85| 4684 | 2| 910.96 5.97
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj QDGDNFVLTPKASNGNLK 128 18 4 156 b8b11*b11y6 1917.9¢ gm3 3003 | 2| 959.48 3.12
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ Oxidation+M(9) RPNLFNWHMTQPDESILVSDGK 63 22 4 24.24 bEYByLL 2600.25 38.209 6725| B 867.42 122
lipoprotein carrier protein
IQ7CQVIIDPS_SALTY DNA protectior) TALTDHLDTMAER 70 13 4 28.15 y5y7y8y13 1473.68 52.942 49605 3 | 491.90 -13.92
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) -, AVQLGGVALGTTQVINSK 83 18 7 31.03|  b2babl5y2ydylly13 1766. 68.178 25320 | 4 87851 4.10
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior| - 4 AIGEAKDEDTADIFTAASR 134 19 9 g1.78 | P12P12D13Y4YSYBYTYBYL 1901 g4 59.032 25121| B 660.99 -4.25
during starvation protein 3
IQ7CQVIIDPS_SALTY DNA protectior) ASNLLYTR 10 8 4 40.9 y1y4y5y6 937.50 44.785 22233 |2 469.26 .01
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) - o GANFIAVHEMLDGFR 55 15 4 40.72 y6y8y9y10 1676.85 65.217 ai6| 2| 838.93 14.92
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) ¢ SYPLDIHNVQDHLKELADR 105 19 5 22.74 b9*b9b10*H10y12 22a3, 83.908 1806 | 4 113208 0.43
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) -, SYPLDIHNVQDHLK 105 14 4 19.31 b10y8°y8y12 1678.88 91061 032 | 2| 839.93 -4.22
during starvation protein




IQ7CQVIIDPS_SALTY DNA protectior) - g SYPLDIHNVQDHLKELADR 105 19 3 21.91 b4b6b8 2263.16 66.634 178 | 4| 566.55 8.09
during starvation protein

|P64052|EFTS—S/+\'S‘TY Elongation factar ITDVEVLK 104 8 4 40.9 yAy6y7y8 916.52 49.222 124491 |2 48877 1272
|P64052|EFTS—S/+\'S‘TY Elongation factar VASLEGDVLGSYQHGAR 134 17 15 131.8] b3yl‘g’fa’§i’;ﬁ;ﬁgyll70° 1758.85 59.598 119678 B 586.96 -13.95
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 3 AEITASLVK 1 9 5 54.54 y3y5y6y7y9 931.54 49.269 102087 |2 a4ee2| 891
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 4 FTGEVSLTGQPFVMEPSK 222 18 7 40.2 b5b11b15y1y3y6y1B 1953| 75.535 75548 | 4 977.49 9.06
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 5 GADEELVK 159 8 7 51.12 b3b5°h5b8y5y6y8 860.43 32.032 64083 | 2430.72 -6.95
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 6 IGENINIR 125 8 8 5413 |  y2y3*ty3ysyey7°y7y8 928.51 45.149 ga4 | 2| 464.76 -10.39
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 7 VLDAAVAGK 95 9 7 67.77 b2y3ydy6y7y8y9 843.48 34.343 3640 |2 2205 1136
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 8 ALTEANGDIELAIENMRK 25 18 6 32,79 |  b6°b6b10b11y14y16 1968. 75.127 33555 | 4 663.34 -7.80
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 9 AGNVAADGVIK 52 11 7 50.57 y1y2ydy5yeyTyll 1014.55 37.432 728 | 2| 50778 -9.51
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 10 | carbamidomethyi+C(d) TGAGMMDCKK 15 10 7 68.17 b2y3yAT5e6y7 1098.47 21.788 16969 P 549.74 2.44
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 11 EHNADVTGFIR 247 11 5 35.34 b3°b3b6y5y9 1258.6 49.947 136722 | 629.82 4.66
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 12 EYQVQLDIAMQSGKPKEIAEK 193 21 5 30.04 b4°b4b9h10b19 205 73.392 2004 | 4 80241 1279
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 13 IGVLVAAK 151 8 4 54.13 y3y5y6y7 770.50 47.734 52019 |2 38573  19.00
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 14 EYQVQLDIAMQSGKPK 193 16 8 56.23| b3b9*hob10b14y10y11y131834.95 100.297 28289 P 917.98 8.58
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 15 ALTEANGDIELAIENMR 25 17 3 16.34 bl4yay6 1859.91 86.839 ae | 3| 62064 -1.05
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 16 VALVAK 119 6 1 13.63 v4 600.41 47.721 3018| L 600.41 0.00
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 17 DAGFQAFADK 85 10 3 28.7 b4b5y9 1069.47, 28.776 2537 |2 53524 898
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 18 FEVGEGIEKVETDFAAEVAAMSK | 258 23 4 28.83 yay6y7yll 2457.1| 106.689 96234 | 4  819.73 -4.37
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 19 KAGNVAADGVIK 51 12 5 44.21 b3b5y3ydy1l 1142.65 32.144 37943 2| 571.83 -6.52
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 20 KALTEANGDIELAIENMR 24 18 4 32.6 y5y6y12y16 1988.02 67%0 | 11294 | 2| 994.52 6.63
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 21 RVASLEGDVLGSYQHGAR 133 18 6 47.38 y3y8*y8yoy12y13 1997, 81.530 1879 | 4  o57.99 2.42
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 22 Phosphoryl STY(6) FTGEVSLTGQPFVMEPSK 222 18 26.61 Syby11 2033.94 77.774 5840 | P 1017.47 10.98
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 23 Oxidation+M(16) ALTEANGDIELAIENMR 25 17 3 16.34 bab7y5 815.91 49.596 1865 625.97 -1.30
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 24 TDVEVLK 105 7 4 40.9 b3b4°b4b5 803.44 49.199 572711 |1 803.4k 514
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 25 | carbamidomethyl+C(7) GAGMMDCKK 16 9 0 2.02 997.42 21799 4205 | 2| 499.22 2.02
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 26 LDAAVAGK 96 8 0 1.61 744.42 34.309 2689 | L 744.42 -6.89
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 27 VLDAAVAG 95 8 1 8.82 y7 715.40 34.289 2288 | B 35820 -3.67
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 28 EHNADVTGFIR 247 11 1 7.87 V4 1240.59 49.969 1510] |3 414.2p 59.3




IQSLATOJLUXS_SALTY S- 1 TMNTPHGDAITVFDLR 23 16 12 86.86 | P2PLOYLY2YSYAYSYBYI0¥L )77 o5 71.895 50587 | B 596.62 -10.99
ribosylhomocysteine lyase 1y12y16
IQSLATOJLUXS_SALTY S- 2 TGFYMSLIGTPDEQR 84 15 7 39.98  bl2y3*y3y7yByl2y1] 171482  79.275 20500 | 2|  857.92 7.05
ribosylhomocysteine lyase
[Q9L4TOLUXS_SALTY S- . [VODQNQIPELNVYQCGTYQMHSL b2*b2b8b10y3ydy9y10yLll ]
bosyhomocystane lyase 3 |cabamidomethyi+c(1$) SEAQDIAR 113 31 11 52.54 avaL 3635.71 75.955 19971 B 12125 6.85
IQSLATOJLUXS_SALTY S- 4 MQAPAVR 13 7 5 37.49 b2b3y3y4dy7 772.40 31.203 1769 2 386l 1122
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 5 |carbamidomethy+C(18)  DHLNGNGVEIDISPMGCR 65 19 2851  boblly5y6y19 2096.97 72.307 5713 |3 699.6 -8.73
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 6 MPLLDSFAVDHTR 0 13 3 20.67 b8y3y11 1501.76 61.857 165 |2 381 7.48
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 7 PLLDSFAVDHTR 1 12 7 74.65 b5b7b10y3y5y7y8 1370.68 63.864 o@2 | 2| 685.84 -20.75
ribosylhomocysteine lyase
[Q9L4TOLUXS_SALTY S- . HLNGNGVEIDISPMGCRTGFYM
bosyhomocystaine lyase 8 |carbamidomethyi+C(18} SLIGTPDEOR 65 34 4 13.07 b6bOy7y13 3792.78 107.704 11206 | 4 948.95 0.9
IQSLATOILUXS_SALTY S- 9 TGFYMSLIGTPDEQRVADAWK 84 21 4 13.89 boy4°y4y12 2385.17 91880 2700 | 3| 795.73 7.17
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 10 |carbamidomethy+C(18) TMNTPHGDAITVFDLRFCIPNK 23 22 22 b11b12y7 2547.28 136.474 2012| |2 1274.da 12.64
ribosylhomocysteine lyase
|Q9LATO|LUXS_SALTY S- Carbamidomethyl+C(L5YQDQNQIPELNVYQCGTYQMHSL )
bosyhomocystane lyase 11 oxidatonaM(20) SEAQDIAR 113 31 3 11.26 b3b7y11 3651.68 105.234 2761 |3 1217h0 1.0
IQ9LATOILUXS_SALTY S- 1o |CarbamidomethyC(18) 1, \ sNGVEIDISPMGCR 65 19 4 20.73 b3b5y3y9 2112.9 47397 e6@ | 2| 1056.98 9.71
ribosylhomocysteine lyase ;Oxidation+M(16)
IQ9LATOJLUXS_SALTY S- 13 Oxidation+M(1) MPLLDSFAVDHTR 0 13 3 20.67 b6y6y10 1516.7|  76.084 2491 | 2 759.38 9.25
ribosylhomocysteine lyase
IQSLATOILUXS_SALTY S- 14 Oxidation+M(13) GIHTLEHLFAGFMR 51 14 7 59.12 b7°b7bolyBy4y5 1644.84 63.278 2008| P 822.92 4.45
ribosylhomocysteine lyase
IQ8ZP20TREA_SALTY Periplasmic 1 VAAAAQAHLLQPGGLATTSVK 428 21 12 58.45 | PLP2OODLLYAYTYOYOYIOY 50, 19 58.361 31813 B 668.71 -8.04
trehalase 13y19y21
IQ8ZP20[TREA_SALTY Periplasmic 2 TFADAIPNSDPLMILADYR 68 19 15 61,56 | P1D2’D2DS°DSDOY2YAYAYS 55 17 102.225 20448| b 1062.04 8.62
trehalase y5y6y9y13y19
IQ8ZP20[TREA_SALTY Periplasmic 3 TTTIAPVDLNALLYQLEK 335 18 14 51,8 |P3DSDADADBYLYZY2V3YE 5153 1 104.358 24799| b 1002.01 8.84
trehalase *y5y13y14y18
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyl+C(6);MLDLICPQEKPCDSVPSTRPASLY i d ) L )
rornse 4 |CarbamidometyO(LE) ATPTR 534 29 5 24.95 b2b3boy23y24 3199.5 64.718 203 4 80055 59-3
'QSZPZOlTR?;E:QiY Periplasmic 5 DQLTAAALFPLYVNAAAK 405 18 4 24.52 b4b5b7*h7 1877.01 9786 | 10266 | 2| 930.01 -4.49
'QSZPZOlTR?;E:QiY Periplasmic 6 EYAYWMEGVETLQPGQQNQR 243 20 5 14.39 b2b3y5y13y20 242711 08.447 9243 | 4  607.53 121
'QSZPZOlTR?;E:QiY Periplasmic 7 WDSLLPLPESYVVPGGR 142 17 5 22.96 b6b11lydy12y17 1884.99  .24p 8049 | 2| 943.00 3.56
'QSZPZOlTR?;E:QiY Periplasmic 8 VADMVANFGYEIDAWGHIPNGNR| 183 23 5 29.51 b3b5b8b10y12 2518 102.557 3178 | 4 849.40 -3.07
'QSZPZOlTR?;E:QiY Periplasmic 9 WMDNPQQLSTIR 323 12 3 35.53 y8yoy10 1488.73 63.206 BIY | 2 492 0.74
'QSZPZOlTR?;E:QiY Periplasmic |, SQPPFFAFMVELLAQHEGDDALK| 212 23 6 20.15 b5*b5b9*bob13y8 | 2590.21 87.466 35663 B 864.08 -20.64
'QSZPZOlTR?;E:QiY Periplasmic | AIEMHLWNNK 380 10 4 26.94 b6°b6Yy3y7 1255.61 43.162 2060 3 om -11.86
'QSZPZOlTR?;E:QSL;Y Periplasmic |, FLTNVQHTYDR 486 11 4 24.33 b8y3°y3y7 1393.68 69.883 1462f | 3 65.23 166
'QSZPZOlTR?;E:QSL;Y Periplasmic |, 5 LFPDQK 62 6 1 13.63 v3 747.41 51.335 12000 |1 747.4L 123
'QSZPZOlTR?;E:QiY Periplasmic |, , SNPNRPATEIYR 296 12 4 32.23 b7b9y5y8 1417.76 45.11 256 | 3 3.267 19.46




'QSZPZOlTR?;EEQ‘iY Periplasmic |, DTPRPESWVEDIATAK 280 16 3 23.72) b5b6y7 1814.90 56.853 239 2| 907.95 2.42

'QBZPZOlTRi/;EEQ‘iY Periplasmic | ¢ YVPPAGQSLR 113 10 3 26.94 b5b9y5 1087.57 45519 2026 | 2 54409 -14.25

'QBZPZOlTRi/;EEQ‘iY Periplasmic | NVEKWDSLLPLPESYVVPGGR 138 21 5 24.73 b11*b11y3y4y10 B35 88.689 30046 | 3 785.75 1.24

'QBZPZOlTRi/;EEQ‘iY Periplasmic | ¢ QKAIEMHLWNNK 378 12 4 34.29 b6b10b11y7 1511.78 74.082 2731 | 2 756.39 1.37

'QBZPZOlTRi/;EEQ‘iY Periplasmic | g Phosphoryl STY(8) HEVDVNFTLPK 08 11 8 525 bab7y5°yGgRo*y9 | 1396.67 69.793 14484 b 698.84 10.93
_____ s T

'QBZPZOlTRi/;EEQ‘iY Periplasmic | Oxidation+M(13) TFADAIPNSDPLMILADYR 68 19 9 29.46|P6"P6P8 b?}ﬁ‘l bIADINT 139,05 103.019 17367| B 713.69 3.08
_____ _ .

'QBZPZOlTRi/;EEQ‘iY Periplasmic |, Oxidation+M(9) | SQPPFFAFMVELLAQHEGDDALK 212 23 10 55.94°° b9b111y123)//71318y10 Y10V 2606.27 136.433 7956 | B 869.43 3.47

IPOS989IILVC_SALTY Ketol-acid 1 GFGVPTLIAVHPENDPQGEGMAIA ¢ 25 8 32.32|  b2b3bdy2yByldy21y2 2548.20 77.97 55742 | 3 0.185 1.34

reductoisomerase K
'P059Ss’rlé;\(jg@ssﬁfngaﬁsto"ac'd 2 DGAALGYSHGFNIVEVGEQIRK 123 22 8 29 | b30b5°b5b6°bey6Y17Y2R 2360.20 73.132 52055| B 787.40 0.00
'POSQSiléb\sggissﬁthaﬁstO"ac'd 3 LIQFGWETITEALK 252 14 7 38.56|  b3yly2yoylOyllyld 1648.9) 021187 38951 | 2|  824.95 1.04
'POSQSiléb\sggissﬁthaﬁsto"ac'd 4 AYALSEQLKEIMAPLFQK 284 18 6 21.78 b2b3b8y5yoy18 2080.10 031967 32714 | 34 694.04 6.10

-aci | *| *|
IPOS9BIIILVC_SALTY Ketok-acid 5 ANYFNTLNLR 1 10 15 1211 |P2D2D3*DILELTLIBOYIY )5 68.620 28887| P 613.32 -5.08
reductoisomerase 4y6y7*y7y8y10
IPOS989IILVC_SALTY Ketol-acid 6 TAFETAPQYEGK 336 12 11 78.91|P4"PADEYEYTYBYBYOYOYL 121y 64 42.679 18456 | P 67132 4.19
reductoisomerase Oy12
'POSQSilé;zggiﬁ;LTaﬁstc’"ac'd 7 | carbamidomethyl+C(6)  VVIVGCGAQGLNQGLNMR 39 18 3 15.4 698 1885.97 65.255 6958 | P 943.49 0.06
. Carbamidomethyl+C(11),
IPOS989IILVC_SALTY Ketol-acid 8 |.carbamidomethyirc(@SP-MCEQTILCEMLQAGSLLEFD| 24 5 19.47 b5°b5b8b12y4 2687.29 93.204 17347 | 3 896h4 4513

reductoisomerase ) K
'P°59Si'ét,ﬁﬁt;iﬁfngaﬁt‘j‘o"""C"‘ 9 DGAALGYSHGFNIVEVGEQIR 123 21 7 40.93|  b5°bSbl4°bldySyey] 2232.11 92.204 15716 | P 1116.56 3.94
'PO5982';:\356@;12230"“'d 10 AYALSEQLK 284 9 3 30.51 bab6y7 1022.55 48.812 5754 |2 5117 .703
'POSQSilézzggiﬁ;LTa';stO"ac'd 11 LVAEGTDPAYAEK 239 13 3 20.67 b10y6y8 1363.65 47.989 5671 | 3455.22 -14.59
'PO5982';:\356@;12230"“'d 12 DEFADGASYLQGK 25 13 4 20.67 b4°bdyoy11 1400.64 94.524 230 2| 700.82 2.70
'POSQSilézzggiﬁ;LTa';stO"ac'd 13 AWAAATGGHR 192 10 4 28.7 b5y6°y6y7 997.50 107.706 2088 |1 so7. 8.51
'POSQSilézzggiﬁ;LTa';stO"ac'd 14 QGGITLMMDR 266 10 7 54.37 b4b5°b5*h5y3y7y8 1121.5¢ 64411 692 | 2| s61.28 14.48
[POS98IIILVC_SALTY KetoF-acid s VGTYEELIPQADLVVNLTPDKQHS| oo 25 1 42,03 | PEPLIDIZDIZOIGYIONTY oo 62 431 wraae] b 7s4ce e

reductoisomerase DVVR 13*y13y20
'P059Ss’rlé:\(jggiﬁfngazsm"ac'd 16 |Carbamidomethyl+C(1])  DITVVMVAPKCPGTEVR 145 17 3 16.34 b3y7y10 1871.97 58.567 27276 [ 936.49 0.13

. Carbamidomethyl+C(11),
[P05989|ILVC_SALTY Ketol-acid _ ; SDLMGEQTILCGMLQAGSLLCFD .

oo momerac 17 ,Carbamldc;methyI+C(21 LUAEGT DPAYALK 215 37 9 39.43| b3b4bl0ydy6°y6yoyllyll7  4031.95 118.64 a38p 3| 1344.66 10.05
'P059Ss’rlé:\(jggiﬁfngazsm"ac'd 18 LIQFGWETITEALKQGGITLMMDR| 252 24 3 22.02 bllylly12 2781 75.055 5044 | 4  o917.81 2.57
'PO5982';:\356?5/3;3a§st0"a°'d 19 Phosphoryl STY(L0) LVAEGTDPAYAEK 239 13 5 20.61 b7°byBYy3 1443.64 83.341 3240 | B 481.89 7.69
'PO5982';:\356?5/3;3a§st0"a°'d 20 Phosphoryl STY(8) DSGLDISYALRK 57 12 4 36.2l  bab7y6_HIPGY6 1417.68 136.520 1800 | [ 1417.68 11.45
'PO5982';:\356?5/3;3a§st0"a°'d 21 Phosphoryl STY(3) LLTWREETGK 326 10 3 26.94 b3b6y6 1812.| 136.469 1575 | 1 131261 9.95




'PO5982';:\356@;12230"“'d 22 Oxidation+M(6) DITVVMVAPK 145 10 3 26.94 b3b6y3 1088.64  9.855 19675 | 2| s44.80 -1.57
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 1 AGGVFTDEAIDAYIALR 430 17 5 16.34 b5b14y2y12y17 1781.88 237 61826 | 2| 891.44 13.77
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 2 LVPGYEAPVMLAYSAR 322 16 8 532 | bi5yly2yoyllyl3yldyls  &r81 78.365 38069 | 2  868.96 4.99
IPOALPGIGLNA_SALTY Glutamine 3 GGYFPVPPVDSAQDIR 177 16 11 74,3 P3DOD12DLAY2yA%yAYIONL 2 oo 70.768 31802 2 859.43 4.55
synthetase 1y12y16
it %y %y %
IPOALPGIGLNA_SALTY Glutamine 4 AINALANPTTNSYKR 307 15 13 89.00 | P2OSYAYBYT'YTYB'YBYO™Y| 5o g5 43.350 20027 B 545.29 -8.74
synthetase 9y10y13y15
: 3 5 3
IPOALPGIGLNA_SALTY Glutamine 5 ATGIADTVLFGPEPEFFLFDDIR 117 23 13 56.4g 2 P2DADE°DEDISO2IYIVRY . or, g 117.946 22352 B 857.43 -1.61
synthetase 4y5°y5y6
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 6 NLYDLPPEEAK 395 11 6 47.78 b4bBb7y4°ydy6 1288.6% 45.021 awa| 3| 43022 6.44
i % |
[POALP6IGLNA_SALTY Glutamine . GINESDMVLMPDASTAVIDPFFAD|  __ " 13 o5 24 | PIDOVBYAYEYTYBYOYILYT 114.200 14203] B 108021 o 43
synthetase STLIR 2y13y20y30
'POAlPGlGLS’;‘/ﬁt—rigLSZY Glutamine 8 AINALANPTTNSYK 307 14 4 38.77 y7yoy10y12 1477.76) 48.612 og9 | 2| 739.39 -0.99
'POAlPGlGLS’;‘/ﬁt—rigLSZY Glutamine 9 SAEHVLTMLNEHEVK 1 15 6 24.18 b2b6°b6h7y9*y9 1736.84 5506 | 7484 | 3| 579.62 -10.89
'POAlPGlGLS’;‘/ﬁt—rigLSZY Glutamine 10 | carbamidomethyl+C(1L) FPDPAANPYLCFAALLMAGLDGI 360 2 8 27.62 | b7b15+b15y2y5y7y8y24  2565.28 136.702 740 3 g5J -257
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 11 EIPQVAGSLEEALNALDLDR 406 20 5 19.79 b8b10°b10y12y15 2B 102.913 3510 | 2 1077.06 5.44
'POAlPGlGLS’;‘/ﬁt—rigLSZY Glutamine 12 MSAEHVLTMLNEHEVK 0 16 4 17.18 b3b7y10°y10 1867.99 68.661| 3648 | 2| 934.45 -3.40
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 13 FNTMTK 225 6 2 13.63 b5*b5 741.35 31.896 3231 |1 74138 -9.96
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 14 FGASISGSHVAIDDIEGAWNSSTK 140 24 4 22.03 b1lydy5+y5 241 86.569 3123 | 4 817.06 3.49
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 15 | carbamidomethyi+C(1) CDILEPGTLQGYDR 89 14 5 27.41 bIPhTy5y9 1636.77 75.543 1603| B 546.28 5.74
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 16 NGTNLFSGDQ\(//?KGLSEQALYY'G 277 27 3 11.92 b3b10y13 2878.44 111.814 2310 4 720 4.4
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 17 GKEQHVTIPAHQVNAEFFEEGK 26 22 3 13.45) b3b5y11 2495.25 ) 11489 | 3| 83242 7.34
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 18 EIPQVAGSLEEALNALDLDREFLK| 406 24 3 23.01 y19y21y22 2670. | 112.777 9532 | 4 890.80 -0.55
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 19 FGAS'SGSHYVEA(;DG?\I'EGAWNSSTK 140 30 4 14.19 b9b12y5y13 3097.49 77.172 629 4 775 12.6
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 20 AL%:@ZLY:&?ESEZTH\E@?E 9 17 47 6 22.02|  b8blabl5y6yllryll 5000.3f 69.828 597 5  8800| -10.45
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 21 IHPGEAMDKNLYDLPPEEAK 386 20 6 38.9 b7b11b13b16y8yl5 275 68.510 4512 | 4 75636 -14.11
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 22 HAKAINALANPTTNSYK 304 17 6 39.19 y3°y3ydy5ty5y12 181340 | 86.284 1799 | 3  605.32 7.27
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 23 Cafgi?;g;’ﬂi‘&{:’g(l PDPAANPYLCFAALLMAGLDGIK| 360 24 3 23.01 b4b8b9 2581.29 823 4531 | 3| 86110 3.59
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 24 Carbg%i%?:fm;cw SEMCLV“ﬁiggﬁ'E‘://XEQHHHEVA 193 32 5 36.6 y8°y8*yBy9y10 3579.66 96.177 3123 |3 1193 44.8
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 25 NALANPTTNSYKR 309 13 0 4.03 1449.74 43.366 2517 |2 725.3 170.
3
|P66932|TIG_SALTY Trigger factor NVALEEQAVEAVLAK 399 15 14 go.1 |P2DSDADSHOYLYSYSYLIYL ) pos g6 80.916 72572| B 792.44 0.46
1y12y13°y13y15
|P66932|TIG_SALTY Trigger factor FGVEDGSVAGLR 255 12 11 59.2 b2b3b8b110151120y1y2y8y9y 1206.60 57.972 38418 2 603.81 6.27




[P66932[TIG_SALTY Trigger factor 3 GLIEEMASAYEDPKEVFEYSK 368 22 8 36.44| b2b5°b5bebldySyloylo  2548.43 98.876  9a71 3| 850.08 7.28
[P66932[TIG_SALTY Trigger factor 4 ANDIDVPSALIDSEID\RR 296 20 9 28.05| b2*b2b305*bEylydylayilé  2211.15 91.26 7850| 3| 737.72 -6.29
[P66932[TIG_SALTY Trigger factor 5 ELPELTEEFIKR 243 12 4 32,52 yAy7y10y12 1503.79 72.080 287403 | 501.93 -11.61
[P66932[TIG_SALTY Trigger factor 6 VEERELPELTEEFIK 239 15 5 18.16 b4°bab10°b10y11 1860.94 96.737 20875 | 2 93067  .7610
[P66932[TIG_SALTY Trigger factor 7 INPAGAPNYVPGEYK 83 51 8 52.42 | b7bl0bl2bldyly6y8ylp  1589.7p 62.09 17123 | 2 w@osk  -3.92
[P66932[TIG_SALTY Trigger factor 8 ANDIDVPSALIDSEID\R. 296 19 7 31.67|  bababby3yl3ylayld  2055.08 95.378 16384 | 2 28.00 10.69
[P66932[TIG_SALTY Trigger factor 9 MIPGFEDGVK 193 10 6 40.17 b5b10y6y7y9y10 1092.58 59.06" 1553| 2| 546,77 -8.94
[P66932|TIG_SALTY Trigger factor 10 NKELMDNMR 390 9 11 59.99 blb2*b2b3?y1b8y2y3*y3y1 1150.54 35.965 7173 | % 57577 5.20
[P66932|TIG_SALTY Trigger factor 11 QDVLGDLMSR 63 10 3 26.94 b3bsy3 1133.55 34.909 13031 |2 56748 -11.95
[P66932[TIG_SALTY Trigger factor 12 YGASVR 57 6 1 13.63 bé 652.34 27.574 o051| |1 65234 2.15
[P66932[TIG_SALTY Trigger factor 13 GLIEEMASAYEDPK 368 14 3 27.88 bebsb12 1552.72 71.468 7990 |2  776.86 0.71
[P66932[TIG_SALTY Trigger factor 14 ATSFNELMNQQA 420 12 3 223 bay3y7 1353.63 64.983 43908 |2 ez7.d 13.08
[P66932[TIG_SALTY Trigger factor 15 MQVSVETTQGLGR 0 13 20.67 b3bey11 1405.74 57.154 4316 |2 7033 19.1
[P66932[TIG_SALTY Trigger factor 16 ATDFVLAMGQGR 181 12 3 223 b3b10y6 1265.64 58.592 304 |3 8g2. 5.98
[P66932[TIG_SALTY Trigger factor 17 ELPELTEEFIK 243 11 5 31.32 b3°b3b4b7°b7 1347.78 85.11 19952 | 674.37 19.75
[P66932|TIG_SALTY Trigger factor 18 GLIEEMASAYEDPKERFYSK 368 22 5 49.21 b6b7b8ydy5 2548.1 82.494 38593 | 3 850.p7 -13.41
[P66932|TIG_SALTY Trigger factor 19 EKINPAGAPNYVPGEYK 81 17 4 16.34 b14y10°y10y13 1846.94 76.797 32004 | 3 61682 7 2.9
[P66932|TIG_SALTY Trigger factor 20 RFGVEDGSVAGLR 254 31 5 41.39 b6b9b10y7y10 1362.70 49.763 1305p |3 45491 8.7
[P66932[TIG_SALTY Trigger factor 21 MIPGFEDGVKGHK 193 31 3 25.44 b3bdy3 1414.71 38.728 5470 |3 47228 -3.31
[P66932[TIG_SALTY Trigger factor 22 QVSVETTQGLGRR 1 13 20.67 b10y6y11 1430.76 57.813 2256| |3 477.59 -6.14
[P66932|TIG_SALTY Trigger factor 23 VKGLIEEMASAYEDPK 68 16 4 24.89 yay8°y8y12 1779.87 90.565 196 |2  890.44 7.3/
[P66932[TIG_SALTY Trigger factor 24 FGGNEKQALELPR 321 13 4 28.15 b4b8°b8h9 1458.75 57.317 1785 | 2729.88 -14.64
[P66932[TIG_SALTY Trigger factor 25 Oxidation+M(1) MG@VETTQGLGR 0 13 3 20.67 bay3y9 1421.6¢ 73.411 1711 |2 71135 629
[P66932|TIG_SALTY Trigger factor 26 ELPELTEEFIKR 243 12 0 2.82 1485.77 72.080 10682 |3  495.93 0g2.
lQSGOBlDEQtKe_ir? g\r&;g Chaperone INEPTAAALAYGLDKEVGNR 167 21 18 169.31 flz"k;/iti?/kl);ﬁf/{gigigoé 2215.16 75.837 40416 B 739.06 7.05
1
'Q56073|D;‘£2—i:§ﬁ;z Chaperone MQELAQVSQK 587 10 7 47.95 b2*b2b3y3y5y8y10 1161.59 37.903 438 | 2| 581.30 -0.53
'Q56073|D;‘£2—i:§ﬁ;z Chaperone QAVTNPQNTLFAIKR 56 15 4 26.24 b15y3y5y8 1700.92 59.363 837 | 3| s67.64 14.43
'Q56073|D;‘£2—i:§ﬁ;z Chaperone ASSGLNEEEIQK 502 12 5 44.96 yAy7y9y10y12 1304.6B 35.471 6207| 2| 652.82 -0.66
'Q56073|D;‘£2—i:§ﬁ;z Chaperone IELSSAQQTDVNLPYITADATGPK| 270 24 5 12.72 b1b2b3by5 2529, 88.391 19483 | 4 63383 2.60




lQSGOBlDE&iT:Q,&;Z Chaperone 6 LESLVEDLVNR 304 11 6 27.34 b2b3b4yly2y6 1286.7 78.439 8] 2| 643.86 5.88
lQSGOBlDE&iT:Q,&;Z Chaperone 7 TTPSIAYTQDGETLVGQPAKR 34 22 3 13.45 b11y6y20 2346.22 @B 12211 | 3| 78274 -4.99
lQSGOBlDESIKe_i:Qﬁ;Z Chaperone 8 QAVTNPQNTLFAIK 56 14 5 24.75 b3y2yllyl2yld 1544.84 68.141 10785 | 2| 772.93 -0.32
IQ56073|DNAK_SALTY Chaperone 9 VLENAEGDR 25 9 4 38.3 boy3ydy7 1002.49 23.899 4754 |2 so176 228
protein dnaK
lQSGOBlDE&iT:Q,&;Z Chaperone |, IGADNGDAWLDVK 92 14 4 19.31 b6*beb8y7 1486.74 53.203 w | 2| 743.87 -8.79
lQSGOBlDE&iT:Q,&;Z Chaperone |-, SLGQFNLDGINPAPR 452 15 5 24.18 b3°b3ba*bay12 1598.41  925. 10395 | 3| 53361 -12.06
lQSGOBlDE&iT:Q,&;Z Chaperone |, TTPSIAYTQDGETLVGQPAK 34 21 3 13.89 b8b12y11 2190.08 BBl 2027 | 3| 73070 -21.96
lQSGOBlDE&iT:Q,&;Z Chaperone | 5 TFEVLATNGDTHLGGEDFDTR 214 21 4 20.53 b11°b11b15b20 2p@5 | 73.347 2645 | 4 57451 -13.94
IQ56073|DNAK_SALTY Chaperone |, DVNPDEAVAIGAAVQGGVLTGD 363 24 3 22.02 b13b14y5 2205.14 76.296) 254 2 114810 17
protein dnaK VK
IQ56073|DNAK_SALTY Chaperone | o TIAVYDLGGGTFDISIEIDEVDGE | 449 26 3 12.15 b6b10y11 2769.43 87.039) 160 3 92381 18.5
protein dnaK K
lQSGOBlDESIKe_i:Qﬁ;Z Chaperone | ¢ FEELVQTRNQGDHLLHSTR 528 19 4 14.96 b5°b5b12y13 2280.17 5.086 ggss | 3|  760.73 10.49
IQ56073|DNAK_SALTY Chaperone | ;7 KTAEDYLGEPVTEAVITVPAYFND| 5, 27 6 39.7 b3b7y7y8y9y12 2997.51 89.692 808 3 099.84 9.2
protein dnaK AQR
IQ56073|DNAK_SALTY Chaperone | 4 KVAEFFGK 351 8 4 33.12 b7ydy5°y5 925.50 77.853 6801 |2 46325 1411
protein dnaK
IQSGOBlDEQIKe_inSQrgg Chaperone | 15 | carbamidomethyl+C(1l) GKIIGIDLGTTNSCVAIMDGTQA! 1 24 3 | 1272 b17y6y12 2491.23 71.094 6125 |3  831.08 -13.3
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone |, ITIKASSGLNEEEIQK 498 16 4 37.36 b12b13y5y6 1759.94 1686 | 2768 | 2| 880.47 -4.58
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone |, IGADNGDAWLDVKGQK 92 17 3 16.34 b8b11y10 1799.94 106.73 1640 | 3| 600.65 5.83
IQSGOBlDEQIKe_inSQrgg Chaperone |, Phosphoryl STY(9) | IELSSAQQTDVNLPYITADATGP 270 24 3 2 b7y7y15 2612.24 98.603 54567 |4 6538 -1.31
lQSGOBlDEQIKe_i:Qr&K Chaperone | 5 Phosphoryl STY(9) QAVTNPQNTLFAIK 56 14 4 33.08 b5b8y7y8 1624.80 97.929 1985 542.27 -2.70
IP65215|KDSA_SALTY 2-dehydro-3-| AGMAVGLAGLFLESHPDPANAK | 226 22 9 68.12| b3b4abSy3ydyeryeyZ2 | 2166.08 88.958 20687| B 72270 -9.47
deoxyphohooctonate aldolase
- -3 X | o *y
IP65215[KDSA_SALTY 2-dehydro-3 2 |carbamidomethy+C(1])  VSGNSPVIFDVTHALQCR 189 18 10 43 fPB7PEL12°D12DIY2yATVE 1 gqq og 80.154 10641 B 667.33 1172
deoxyphohooctonate aldolase y9y10
IPE5215|KDSA_SALTY 2-dehydro-3-| 5 VANDLPFVLFGGMNVLESR 12 19 11 62,51 | P2D3DSDLLY2YBydyOy1OM 17 o 110.960 9957 | B  693.35 -1351
deoxyphohooctonate aldolase 4y19
IPE5215[KDSA_SALTY 2-dehydro-3-| | o o i omethyi+c(4 VILCDR 162 6 1 136 b4 775.4 28.963 6315 | 2| 388.22 12.36
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| o GANFGYDNLVVDMLGFSVMK 168 20 3 14.39 bdy6y9 2177.08 75.966| 3362 | 2| 1089.05 19.96
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| IFQELK 79 6 1 13.63 v3 777.45 32.410 2067 |2 389.2 0.39
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| GANFGYDNLVVDMLGFSVMKK | 168 21 3 20.53 b6b10b19 2305.15 198 25692 | 3|  769.06 7.10
deoxyphohooctonate aldolase
[P65215|KDSA_SALTY 2-dehydro-3- . GMAVGLAGLFLESHPDPANAKC )
deomyphonoocionate aldolse 8 |carbamidomethyi+C(2§ L OPOALPLAK 226 33 3 16.83 b3b5b15 3275.69 89.642 577 4 819.48 11.1]
IP65215|KDSA_SALTY 2-dehydro-3-| ¢ ASFDKANR 55 8 3 40.9 b3b4b7 908.46 79.833 474 |1 908.4p -1.34
deoxyphohooctonate aldolase
IP65215[KDSA_SALTY 2-dehydro-3-| KPQFVSPGQMGNIVDKFHEGGND 54 24 3 22.02 b10b11y12 2629.24 109.90 436 3 87710 4.0
deoxyphohooctonate aldolase K
IPE5215|KDSA_SALTY 2-dehydro-3-| Oxidation+M(3) | AGMAVGLAGLFLESHPDPANAK| 226 22 5 18.2 bIyS*ySy11 2182.07 95.746 17623 B 728.09 -9.85
deoxyphohooctonate aldolase




: = T T o R
IP65215|KDSA_SALTY 2-dehydro-3-| ., Oxidation+M(8) QTDLVEAMAK 120 10 10 60.39|P3"P3O7DTDTOIDIYIYE" ) 151 54 68.532 6213 | 2  561.28 -6.42
deoxyphohooctonate aldolase y9
IPE5215|KDSA_SALTY 2-dehydro-3-| 4 Oxidation+M(13) VANDLPFVLFGGMNVLESR 12 19 4 24.13 y3Yy@y9 2094.07 67.207 6100 | B  698.69 -0.58
deoxyphohooctonate aldolase
IP65215[KDSA_SALTY 2-dehydro-3-| | Oxidation+M(8) GPGLEEGMK 70 9 4 45 b5h7ydys 933.45 69.250 5087 | 1| 933.45 13.01
deoxyphohooctonate aldolase
. b2°b2b3b5°b5*h5b8b9*bH
IQ8ZPES[TPX_SALTY Probable thiol | - SQTVHFQGNPVTVANVIPQAGSK] 1 23 24 130.76b11°b11b12°b12b16ydy5)6 2379.24 65.299 117692 B 793.75 -0.82
peroxidase
y7y9y10*y10y12y17y23
'QSZPGSlTngrii‘iggepmbab'e thiol| AQAFTLVAK 24 9 6 38.3 b2*h2y3ydyTy9 948.54 53.880 75184 |2 am -8.43
'Q82P65|Tngrii‘iggepmbab'e thioll 5 | carbamidomethyl+C(1§)  VLNIFPSIDTGVCAASVR 48 18 8 32.70 2bB8b5y2y6yl3yldyls|  1919.02 86.002 5931 2 960.00 6.23
IQ8ZPBSITPX_SALTY Probable thiol | -, | o idomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 13 101.pB2P3D4DIODILIDILYBYAYS a7 gg 86.831 48395 | P 919.49 8.90
peroxidase y6y12y15y17
'Q82P65|Tngrii‘iggepmbab'e thiol | ¢ DLSDVSLSQYAGK 33 13 9 71.83| b3bSy2yayeyoyl0yliyld  13@.d  60.182 41069 | 4  691.85 2.12
'Q82P65|Tngrii‘iggepmbab'e thiol | ¢ NYGVEIVDGPLK 116 12 5 32.52 b2y4y8y10y12 1303.6¢ 65.536) a2 | 2| 65235 2.62
'Q82P65|Tngrii‘iggepmbab'e thiol | 7 DLSDVSLSQYAGKR 33 14 5 19.31 bay9*yoyl1ly14 1538.7 55500 8995 | 2| 769.90 1.35
IQ8ZPBS[TPX_SALTY Probable thiol | AVIVLDENDNVIFSQLVDEITHEPD| ) 55 34 6 22.92 b2b3b4b10*b10y34 3811.95 119.03 785 3 3271 6.85
peroxidase YDAALNVLK
'Q82P65|Tngrii‘iggepmbab'e thioll g |carbamidomethyl+C(1§)  VLNIFPSIDTGVCAASVRK 48 19 6 42.94 b3y10°y10y11y13yl4 2047.08 78.399 5685 |3  683.0B -10.0
. b3b4b5b7b8b11*b11b32y3
IQ8ZPBS[TPX_SALTY Probable thiol | - AVIVLDENDNVIFSQLVDEITHEPD| 55 35 20 153.33| ydy5y6y7y8y12y13y20y24 3882.98 120.861 74152| B 1295.0 4.78
peroxidase YDAALNVLKA
y27y31
'Q82P65|Tngrii‘iggepmbab'e thiol |14 NNEFLKNYGVEIVDGPLK 110 18 4 26.61 b7bob10y5 2049.04 /0 15586 | 3|  683.69 191
'Q82P65|Tngrii‘iggepmbab'e thiol | 5 Phosphoryl STY(13) MSQTVHFQGNPKVTVANV'PQAGS 0 24 4 23.01 b5b12*h12b13 2590.21 98.673 3326 |4 64831 111
[P26982|DEGP_SALTY Protease do 1 AGDVITSLNGKPISSFAALR| 332 20 7 59.33 b3b4b5y3ydyoy16 2017.08 75.641 7147 3 673p3 -11.68
|P26982|DEGP_SALTY Protease do 2 GYVVTNNHVVDNASVIK 124 17 14 106.74 beSbf)};ll’;?fgﬁy; Y8YWE 188,04 50.715 50875 B 610.32 -11.01
o *y
|P26982|DEGP_SALTY Protease do 3 SDIALIQIQNPK 160 12 10 64.43 P2 b?’bloyzé“ YAYSYBYIYL 133975 64.721 42176 P 670.38 5.10
[P26982|DEGP_SALTY Protease do 2 NLTSQMVEYGQVK 275 13 5| 542 b12y4y5*y5y13 1496.75 58.328 3793 |2 74888 3.43
o, *
|P26982|DEGP_SALTY Protease do 5 GAFVSQVMPNSSAAK 313 150 11 71.39 b3b4b5ﬁ’ﬁg‘i§1 YIY 149375 53.937 34842| P 747.38 3.43
b2b3b5°b5b6°b6b7b80 10
|P26982|DEGP_SALTY Protease do 6 VGDYTVA'GN:LFSFEGETVTSG'VS 186 28 19 134.06) 12y2y3y4ySy6yoy10yllyP 2750.44 117.252 30557 B 917.48 115
8
|P26982|DEGP_SALTY Protease do 7 AQVGTMPVGSK 352 11 9 53.01| b2*b2b6y5°y5y8yoyl0ylll  1074.56 35.534 30210 | 2| 537.78 -4.32
%y
|P26982|DEGP_SALTY Protease do 8 SGLNVENYENFIQTDAAINR| 214 20 10 42.47 bllylyzﬁ);%yaw Y812 o811 78.402 26701 2 1134.56 11.19
Carbamidomethyl+C(1 g\'
_ ; FQQFFGDDSPFCQDGSPFQNSPF ) |
|P26982|DEGP_SALTY Protease do 9 ,Carbamldc;methyI+C(2 COGGONGONGOA0OK 71 39 5 24.22 b2b4b5y6y13 4240.74 91.648 381 3 14147 8.7
[P26982|DEGP_SALTY Protease do 10 GELGIMGTELNSELAK 289] 16 5 17.18 b2°b2b3b15y1L 1661.88 102.199 158 3 55442 71
|P26982|DEGP_SALTY Protease do 11 LADSDALR 178 8 3 33.12 b3bdy5 860.44 32.972 1982] |2 43072 097
|P26982|DEGP_SALTY Protease do 12 ISLGLLR 363 7 2 53.73 V3ydy5y6 771.50 69.116 1721 2 38625 582
|P26982|DEGP_SALTY Protease do 13 NIAELR 243 5 1 13.63 V4 715.40 52.539 8140| |1 7154 9.81
|P26982|DEGP_SALTY Protease do 14 ANSPAAQIGLK 418 11 5 31.32 b4*b4b6"beb7*h7 1069.62 32588 308 | 3| 357.21 16.21
|P26982|DEGP_SALTY Protease do 15 VMPSVVSINVEGSTTVRTP| 48 20 5 1439  bl11b15°b16y11°y1l 2087.0f 103354 318 2 00844 351
|P26982|DEGP_SALTY Protease do 16 KGDVIGANQQPVK 429 14 8 50.76 | bSb7y5ye*y6y8*y8y10|  1466.83 39.259 16049 |2 73392 581




[P26982|DEGP_SALTY Protease do 17 RGELGIMGTELNSELAK 528 17 3 23.33 b5b6y8 1817.95 69.431 13407 |2 9094 2.58
|P26982|DEGP_SALTY Protease do 18 FDAKVVGK 149 ) 2 36.13 b4°bab7y3 863.49 35.937 1320 2 43205 431
|P26982|DEGP_SALTY Protease do 19 GDVIIGANQQPVKNIAELR | 430 19 3 14.96 b11b13y3 2035.11 65.920 928 3 679 8.8
5 =T
|P26982|DEGP_SALTY Protease do 20 GELGIMGTELNSELAKAMK| 289 19 9 39.17 bgblg’”‘;ygﬁg” bI7B 1992 01 94.510 3243 664.68 -0.49
[P26982|DEGP_SALTY Protease do 21 VTNNHVVDNASVIK 127 14 2 7.28 b6*b6 1500.79 50.728 1612] |2 755.44 6.06
IP67904|RS10_SALTY 30S ribosoma LIDQSTAEIVETAKR 16 15 14 123.33| P203YLYAYSYBYTYBYOYI0Y ) 675 gg 52.777 102657 B 558.63 -14.22
protein S10 11°y11y13y15
|P67904|RS10_SALTY 30S ribosoma| b2b7b9b10y3y4°y4y5y9yll S
orotein 510 LIDQSTAEIVETAK 16 14 13 98.7 oy LIV LIy1A 1517.81 56.215 71683| P 759.41 1.93
IP67904|RS10_SALTY 30S ribosoma LVDIVEPTEK 72 10 11 74.41 |P2O3Y2Y2YSYAYSYSYBYBY 1145 63 52.478 44088| P 571.82 3.21
protein S10 10
|P67904|RS‘1)?&§£LSTI0303 ribosoma FTVLISPHVNK 48 11 5 56.02 b7y4y5y6y7 1254.69 58.859 56945 | 3 18.90 -20.72
IP67904|RS10_SALTY 30S ribosoma RLVDIVEPTEK 71 11 12 131.72|P30APSLTDLOVAYAYSYSNE ) 96 73 51.311 53662| P 649.87 0.38
protein S10 y7y8
IP67904|RS10_SALTY 30S ribosoma GPIPLPTRK 37 9 3 38.3 yay5y6 978.60 43.619 309028 |2  489.8 5-7.5
protein S10
IP67904|RS10_SALTY 30S ribosoma DQSTAEIVETAKR 18 13 1 7.26 b3 1447.74 52.807 4802 |2 7243 340.
protein S10
|POALP8|GLRX1_SALTY Glutaredoxin- 1 TVGKPVETVPQIFVDQ 50 17 8 48.96 |  boy2y3y5yeySyl13y17 1885.0 65.632 50605 | 3 .029| -6.67
Carbamidomethyl+C(11)
[POALP8|GLRX1_SALTY Glutaredoxin- 2 |:carbamidomethy+C(l4  MFTVIFGRPGCPYCVR 0 16 7 30.83  b2b3°b3bdyl2yldyl 1959.93 7.195 35581 | 3  653.98 -3.74
)
|POALP8|GLRX1_SALTY Glutaredoxin- 3 YIDIHAEGITK 34 11 5 50.57 b3b7b8b10°b10 1259.64 64.399 o8| 2| 63033 -3.88
Carbamidomethyl+C(11)
|POALP8|GLRX1_SALTY Glutaredoxin- 4 |;carbamidomethy+C(l4 MFTVIFGRPGCPYCVRAK 0 18 3 15.6 b7y6y13 2159.08 85.819 2131 | 3720.37 5.99
)
Carbamidomethyl+C(10)
|POALP8|GLRX1_SALTY Glutaredoxin- 5 |:carbamidomethy+C(18  FTVIFGRPGCPYCVRAK 1 17 3 16.34 b11y8y10 2028.0 73.649 1965 3 | 676.67 -14.57
)
Carbamidomethyl+C(11)
|POALP8|GLRX1_SALTY Glutaredoxin- 6 |:carbamidomethy+C(l4  MFTVIFGRPGCPYCV 0 15 1 7.25 yi1 1803.83 77.244 19551 |3 60195 -2.64
)
= utaredoxin- . . . . .
POALP8|GLRX1_SALTY Glutaredoxi 7 PQIFVDQK 59 8 1 7.28 b3 974.54 65.600 9502| |1 9745 7.95
|Q7CPE2|ATPB_SALTY ATP synthasq b2*b2y3°y3y4y5y7y9y10ylL )
bt bt QLDPLVVGQEHYDTAR 343 16 16 13374 ) oviayiayiayton1y 184090 58.444 70162| B 614.30 11.67
IQ7CPE2IATPB_SALTY ATP synthasg AAPSYEELSNSQELLETGIK 112 20 11 63.74 PEOLYLY2YByAYI2V13yIL 544 1 74.582 63413 2 1090.08 11.88
subunit beta y18y20
'Q7CPE2|ATEU%—U?]QETQLATP synthasq VALTGLTMAEK 219 11 9 84.82 | b2y3ysy7yeyoeyoyloyll  1133.6  9.823 56255 | 2| 567.31 -6.68
|Q7CPE2/ATPB_SALTY ATP synthasd GIMEGEYDHLPEQAFYMVGSIDE o ]
bt beta AVER 429 27 7 25.72|  b5y3y6y6yoy12y27 3057.41 100.54 55539 | 3 91 9.42
'Q7CPE2|ATEU%—U?]QETQLATP synthasq Carbamidomethyl+C(8 VIDLMCPFAK 132 10 7 70.61 b2b3bEysys 1193.60 81.536 43462 P 597.30 -3.99
'Q7CPE2|ATEU%—U?]QETQLATP synthasg NIAIEHSGYSVFAGVGER 165 18 5 34.94 b2b6b9b12b14 1905.92  .088 41760 | 3| 63598 -14.54
b5°b5b10b12°b12*b12b2L
'Q7CPE2|ATEU%—U?]QETQLATP synthasq MPSAVGYQPTLAEEMGVLQER 261 21 15 44.92] y3*y3yByl1*y11y13*y13y| 2306.14 82.414 38571 2 1153.58 12.70
21
'Q7CPE2|ATEU%—U?]QETQLATP synthasq YTLAGTEVSALLGR 247 14 9 42.46| b2°b2b10y2y3y6y7yl0yild DA 80.780 38278 | 2 725.90 2.10
'Q7CPE2|ATEU%—U?]QETQLATP synthasq VGLFGGAGVGK 145 11 5 31.32 y2yayTy8y1l 961.54 59.633 37068 | 2481.27 9.97




'Q7CPE2|ATEU%—U?]QETQLATP synthase 4 GLDVKDLEHPIEVPVGK 65 17 7 39.2 b3b6b9b12y2ydy17 1844.9D  68.022 32686 | 3  615.67 12,11
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ QIASLGIYPAVDPLDSTSR 324 19 7 46.24  yayllyloyl4°ylay18y] 2003.06 81.322 30562| P 1002.0 5.85
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ VYDALEVQNGNEK 25 13 4 20.67 b3y8y11y13 1478.72 45.183 aes | 2| 7390.87 7.84
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ;5 TVNMMELIR 156 9 4 53.29 bdy3y5y7 1106.56 76.652 53887 |2 5837 -6.07
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ FLSQPFFVAEVFTGSPGK 399 18 9 62.31  b3b4b6b8y3y5y11ylBfy 1958.03 100.427 33116 P 97952 10.41
'Q7CPE2|ATEU%—U?]QETQLATP synthase g VSLVYGQMNEPPGNR 202 15 4 31.85 b11b14y9y10 1660.41 55.17| 30462 | 2| 830.91 -2.28
'Q7CPE2|ATEU%—U?]QETQLATP synthase g TIAMGSSDGLR 53 11 3 24.33 b3b10y10 1107.5 43.863 1997 2 ZB4| -1852
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ DVLLFVDNIYR 236 11 3 27.34 b10y4y5 1366.72 91.862 7490, |2 @ -15.09
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ g IMNVLGEPVDMK 87 12 3 22.3 b3y6y10 1345.68 69.892 ag50| |2 em3| 200
'Q7CPE2|ATEU%—U?]QETQLATP synthasg 14 IMNVLGEPVDMKGEIGEEER 87 20 3 23.81 y5y8y9 2245.07 70.252| 13539 | 3| 749.03 -6.85
|Q7CPE2/ATPB_SALTY ATP synthasd EGNDFYHEMTDSNVIDKVSLVYG ]
bt beta 20 OMNEPPGNR 185 32 3 16.96 y5y11y15 3655.64 85.409 1074p |4 91446 178
IQ7CPE2IATPB_SALTY ATP synthas¢  »1 | o o midomethyi+C(2f) 7S Y EELSNSQELLETGIKVIDLM| 1, 30 7 56.79 b3b7b10ydy5y6y7 3353.67 121.39 922 3 16185 2.33
subunit beta CPFAK
|Q7CPE2ATPB_SALTY ATP synthasd IVQVIGAVVDVEFPQDAVPRVYD ]
bt beta 22 ALEVONGNEK 5 33 3 22.86 y5Y6y26 3610.82 115.732) 2066 |3  1204.28 14.60
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ 55 Phosphoryl STY(4) VALTGLTMAEK 219 11 4 35.34 b7b10y7y9 21B.59 73.254 8643 | 2 607.30 5.93
'Q7CPE2|ATEU%—UZ/;\;T9;ATP synthas¢ Oxidation+M(4) TIAMGSSDGLR 53 11 3 27.34 b5b6y6 112356 8.5 1800 | 1| 112356 13.69
'Q7CPE2|ATEU%—U?]QETQLATP synthase g PSAVGYQPTLAEEMGVLQER 262 20 4 30.04 b3b6b7b13 217510  .482 6502 | 3| 725.70 9.54
IQ7CPE2IATPB_SALTY ATP synthas¢ ¢ NIAIEHSGYSVF 165 12 0 5.24 1336.64 58.037 s776| |3 446.2p -9.04
subunit beta
'Q7CPE2|ATEU%—U?IQETQLATP synthasg—; DVKDLEHPIEVPVGK 67 15 6 61.96 b6b7b8°b8bOb10 1674.80  Oas. 3025 | 3| 558.97 -8.02
|POA7KO|RL11_SALTY 50S ribosomal b2*b2b3b6yly2y3*y3y5y6 S )
orotein L11 1 AQLQEIAQTK 103 10 16 100,080 e ayoy10 1129.62 39.699 84180| P  5665.31 5.30
'POA?KOlRLilrEiﬁLHlSOS ribosomal -, AADMTGADIEAMTR 113 14 7 56.77 b2ydy6y7y8ydyl4 1452.64 587 56044 | 2| 726.83 3.61
'POA?KOlRLilrEiﬁLHlSOS ribosomal 4 GLPIPVVITVYADR 51 14 3 19.31 bdy3y10 1512.88 92.002 5138 2 756.94 153
'POA?KOlRLilrEiﬁLHlSOS ribosomal -, TPPAAVLLK 72 9 5 46.08 b2y3y5y7y9 909.57 54.902 47072 |2 4s52] -1067
[POATKOIRLLL_SALTY 50S ribosomal . LQVAAGMANPSPPVGPALGQQG o
orotein L1 5 |carbamidomethykC(20) UNIMEECK 10 30 6 19.35 b3b7b15y6°y6y14 3081.5 111.27 975 4 77115 6.561
IPOA7KOIRLLL_SALTY 50S ribosomall SGSGKPNK 87 8 3 36.13 babBy7 774.41 40.177] 258 1 77441 -5.91
protein L11
. Oy %
IP65882IPURA_SALTY Adenylosuccingle ;| oo midomethyl+C(7)  LLLSEACPLILDYHVALDNAR 97 21 14 aos |P2O7TYSYEYBYOYLOVIONL a6 55 92.358 28852 B 799.42 -5.09
synthetase Oyl1*y11yl5y17y21
|P65882|PURi}igztzssde”y'osucc'”a]‘e 2 EVTTTPLAADDWK 354 13 8 3411 b5°b5yly5y7°y7yllyl 1448.7|  77.071 22067 | 4 723.86 177
|P65882|PURi}igztzssde”y'osucc'”j'e 3 IEELTGVPIDIISTGPDR 402 18 7 156 b2b4°hay3°y3y5°y5 19%5. | 103.574 20596 | 3 963.03 12.11
|P65882|PURi}igztzssde”y'osucc'”j'e 4 |carbamidomethy+C(19) VGAGPFPTELFDETGEFLCK 273 20 644.]  bBbOyay6y7y8y20 2214.08 100.775 1908 2 1107.54 14.8




[P65882IPURA_SALTY Adenylosucandle VLDDTMAVADILTSMVVDVSDLL 186 . M 03,51 | P207PBOODIBYBYAYBYEYT o o 138250 S I SN 067
synthetase DQAR y8y10y11°y11
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 6 GVEPIYETMPGWSESTFGVK 367 20 7 28.04  b2b7b10b12y3y11°%]1 2214.05 86.650 4818 738.69 551
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 7 LKEVMEYHNFQLVNYYK 161 17 5 16.34 b6b10*b10y4y17 2218.09 13643 4534 | 2| 110055 2.97
[P65882IPURA_SALTY Adenylosucinge ENVTSIGNGVVLSPSALMKEMKE[ 25 . 1493 b3bOyAy1 3050.5¢ 105648 o |3 1020ks e
synthetase LEDR
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 9 AEAVDYQK 178 8 5 36.13 b4bBy7y7*y7 923.45 62.751 25450 |2 e 6.61
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 10 GNNVVVLGTQWGDEGK 1 16 7 34.82| b10°b10b13*b13y6yoy]3 262 82.758 12899 | 3  558.28 -4.38
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 11 YQGGHNAGHTLVINGEK 33 17 4 23.33 b12y13yl4*y14 1794.9 B&3 3580 | 2| 897.95 7.69
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 12 EVMEYHNFQLVNYYK 163 15 4 18.16 b11y6*y6y9 1976.90 85.175| 1893 | 3| 659.64 -8.64
[P65882IPURA_SALTY Adenylosuccinge - VLDDTMAVADILTSMVVDVSDLL 186 » s 2637 D ADSHEhO"D0 18061 110,08 12ds | 3 106388 770
synthetase DQARQR
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 14 GNNVVVLGTQWGDEGKGK 1 18 4 24.52 y1lyl2*y12y14 1857.93 593 8510 | 3| 610.98 -8.61
[P65882]PURA_SALTY Adenylosuccinate EVTTTPLAADDWKGVEPIYETMP o
nthetase 15 CWSESTEGVK 354 33 5 13.31 b4°bab15y6y10 3641.7 93.948 772 3 1214)60 0611
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 16 MGNNVVVLGTQWGDEGKGK 0 19 4 41.17 b3b4b7b8 1988.94 73.408 3990 | 3| 663.67 3.93
|P65882|PURi}iﬁgzssdenybsucc'”j'e 17 AIGTTGRGIGPAYEDK 125 16 7 66.04|  y5yBy7YBYlly13°y13 1685 69.793 2708 | 4 53595 1.44
|P65882|PURi}i’t?]:{zssde”ybsucc'”j'e 18 Phosphoryl STY() | ENVTSIGNGVVLSPSALMKEMK 62 23 3 13.04 b3y5y18 2497.20 60.921 215371 |3 833.07 12.23
IP65882|PURA_SALTY Adenylosuccinge g Oxidation+M(19) |ENVTSIGNGVVLSPSALMKEMKE| o, 28 3 21.93 b10y7y8 3075.53 133.508 560] |3  1025.85 -12.1
synthetase LEDR
IP14062|6PGD_SALTY 6-phohoglucongte ;|- Hidomethyiec (1)) A VAEPGEPCVTYIGADGAGHY | g 25 6 32.32 b2b3b4y10y13y21 2563.21L 61.16 307 3 85508 -0.19
dehydrogenase VK
IP14062|6PGD_SALTY 6-phohoglucondte AAVLPANLIQAQR 432 13 5 32.35 b3y4y5yoy13 1364.80 65279 388 | 2| 682.90 2.15
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte IVSYAQGFSQLR 329 12 8 68.99| bobloyey7ysyoylOylp 136813  .288 15319 | 2| 684.87 1.34
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte WTSQSALDLGEPLSLITESVFAR 264 23 10 37.64 PTIPIYLYSYSYEVOYTYY 506 30 117.943 13573| B 840.77 0.97
dehydrogenase y23
IP14062|6PGD_SALTY 6-phohoglucongte ¢ ITDAYAENADIANLLLAPYFKK 373 22 4 19.97 b2b5b12b14 2454.30| 98.541 g749 | 3 818.77 3.98
dehydrogenase
|P14062|6P%2§£';;Zn§;hOhog'UCO”Tte 6 ELSAEGFNFIGTGVSGGEEGALK 113 23 7 28.28  b2b6b7bll*bilyBy | 2269.12 78.403 5044 | B 757.04 7.42
IP14062|6PGD_SALTY 6-phohoglucondte LVPYYTVK 50 8 5 33.12 b2b5y5y6y8 982.56 52.517 5235| |2 49178 242
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte o ITDAYAENADIANLLLAPYFK 373 21 4 13.89 b7b11*b11y3 2326.23| 126.227 2068 | 3  776.08 13.01
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte o GDIIDGGNTFFQDTIRR 93 18 4 22.76 b3b9b13°h13 2038.0p 107. 1827 | 3| 680.01 8.98
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucongte DVVAYAVONGIPVPTESAAVAYY | 45 27 7 39.7 b4b7b8b9°b9y3y10 2936.47 134.56 168 3 97950 865
dehydrogenase DSYR
IP14062|6PGD_SALTY 6-phohoglucondte MVHNGIEYGDMQLIAEAYSLLK 183 22 3 13.45 b5b7y8 2495.23 10m4 14608 | 3| 83241 -0.29
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte DEDGNYLVDVILDEAANK 242 18 6 34.94 y3y5y8°y8y15°y15 1993 55.618 8631 | 4  664.98 -6.13
dehydrogenase
IP14062/6PGD_SALTY 6-phohoglucondte DAYELVAPILTK 146 12 3 32.52 b3b5b9 1332.74 81.020 g184| |2 @om. 2.11
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucongte , , IADEYQQALR 395 10 6 72.37 b4b5b6b7y7y8 1206.5 43.818 268 2603.80 -15.38
dehydrogenase




IP14062|6PGD_SALTY 6-phohoglucongte , o QQIGVVGMAVMGR 3 13 4 39.34 bdy7y8y9 1345.69 63.289 262d |2 7385 15.42
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucongte o TEEVIAENPGK 38 11 3 31.32 b3b8b9 1186.59 91.052 2412 |2 59340 514
dehydrogenase
IP14062/6PGD_SALTY 6-phohoglucondte GYTVSVFNR 25 9 5 54.54 b3b4b5b8°b8 1042.54 28.891 171 2 mL|  6.67
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucongte , o Phosphoryl STY(3) GPSIMPGGQK 136 10 287 b7y7y8 10614  30.226 3237 | 2 526.23 0.70
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte o Phosphoryl STY(5) EFVESLETPRR 58 11 2443  b4bl0_H3BmY7 1442.67 92.785 1632 P 721.84 4.91
dehydrogenase
P14062|6PGD_SALTY 6-phohoglucongte ,, Oxidation+M() QQIGVVGMAVMGR 3 13 4 28.15 b3*b3b4b8 1369. 98.397 2446 | 4 68135 -12.46
dehydrogenase
[P63411|ACKA_SALTY Acetate kinasé 1| carbamidomethypay FAIPAVNGDEYLSGLAECFHLPE 17 26 14 ga.g | P2OSOSYLY2YSyAYIOYLIVL g7 44 105.307 37172| B 969.81 1.68
AR 2y13y14y19y26
. b8°b8b9b14b15y3y5y6y Ty
(= -
[P63411JACKA_SALTY Acetate kinase 2 EGTRPAVVIPTNEEIAQDASR 374 23 15 11288 ) iayiavibyes | 246529 69.748 31194| B 82244 2.38
[P63411JACKA_SALTY Acetate kinase 3 | carbamidomethy® LVLVLNCGSSSLK 4 13 8 39.25|  b2b3bdy2y8y8yoy13 1389.7f  7.785 26214 | 2| 695.39 5.71
[P63411JACKA_SALTY Acetate kinase 4 | carbamidomethyb4y ESGLLGLTEVTSDCR 272 15 7 5174  bl2y2y8yoylOyllyls @68 72.678 15974 | 2 818.90 6.56
[P63411JACKA_SALTY Acetate kinase 5 NVAVFDTAF?SLT\:‘I"(PEESYLYALP 144 28 3 11.71 b1ly6yl7 3297.61 99.460 1154p | 3 109988 9.55
[P63411JACKA_SALTY Acetate kinase 6 LDAVVFTGGIGENAAMY 324 18 7 22.76| b2°b2y6tyeyl2ylatyld  1819.9] 81.934 264 3 07.81 -11.81
[P63411JACKA_SALTY Acetate kinase 7 | carbamidomethy)¢ CVDTSMGLTPLEGLVMGTR 224 19 9 62.51 b3b11b133;41)/35y10 VIOV 5037.02 95.559 27710 ®  1019.01 20.08
[P63411JACKA_SALTY Acetate kinase 8 YGAHGTSHFYVTQEAAK 178 17 5 26.18 b3b7boy6°y6 1866.93 89.593 446 2 933.96 21.6
[P63411JACKA_SALTY Acetate kinase 9 | carbamidomethyay FA”DAVNGDEAYRLEGLAECFHLPE 17 28 3 17.73 b8b13b15 3148.6( 99.045 28026 | 4  787.90 6.4
[P63411JACKA_SALTY Acetate kinase 10 RYGAHGTSHFYVTQRA 177 18 5 23 b8b9°boy9*y9 2022.98 96.940 82071 |2  1011.99 71.2
[P63411JACKA_SALTY Acetate kinase 11 DKNVAVFDIQEESJQ"PEESYLYA 142 30 4 17.29 b8*b8b10b12 3540.61 96.054 788 4 885.92 9.3
[P63411JACKA_SALTY Acetate kinase 12 Y'GSYTAL'\éﬁiEbBARVVFTGG'G 312 30 3 11.39 b17y4y10 3147.61 78.929 7059 |4 787.46 14.3
[P63411JACKA_SALTY Acetate kinase 13 LGVLGFEVDHERNLRA 348 17 4 23.33 b10b11°b11y13 1896.0p 67.66 676 2 9480 .76-6
[P63411JACKA_SALTY Acetate kinase 14 ELSLGKLGVLGFEVER 342 18 4 15.6 b3°b3b16y7 1998.04 111.85 291 3 666.69 4012,
|P63411|ACKA_SALTY Acetate kinasé 15 Car?g)':i‘c'iict’i?:im;?(l ) MLTKESGLLGLTEVTSDCR 268 19 3 14.96 b3b6yLl 2126.0 85387 2722 | 4| 53226 6.89
[P63411JACKA_SALTY Acetate kinase 16 Oxidation+M(16))  DAVVFTGGIGENAAMVR 324 18 4 24.85 bdyby11y16 1835.95 71.202| 9223 | 2| 91848 10.70
_hi . o 0| *| %
IPOALSA|STPA_SALTY DNA-binding | ADGINPEELFAMDSAMPR 66 18 17 89.gg| P2 D2DS°DS™ELIOTDION. ) g5 oy 89.702 15610| PR 982.46 10.75
protein stpA y2y4y5y6y7y8y9y13y18
'POAls“'ST;@t—eSinAg;X DNA-binding |, MNLMLQNLNNIR 0 12 8 62.21 | b2b3bebllydyeylOyld  1473.77 i) 14982 | 2| 737.39 2.07
'POAls“'ST;@t—eSinAg;X DNA-binding | AMAREFSIDVLEEMLEK 15 17 5 44.64 b3b4b7b8y3 2011.0 72960 8146 | 3| 67101 7.22
'POAls“'ST;@t—eSinAg;X DNA-binding | -, Oxidation+M(2) AMAREFSIDVLEEMLEK 15 17 3 16.34 b8b10y7 2001 105.449 20462 676.34 11.56
'POAls“'ST":r/;‘t—eSinAg;X DNA-binding | Oxidation+M(L) MNLMLQNLNNIR 0 12 3 22.3 b3b8y3 1489.75| 583 10792 | 2| 745.38 -5.08
IPOALSA|STPA_SALTY DNA-binding | ¢ AMAREFSI 15 8 0 4.84 924.46 72.927 1616| |1 924.44 3.17
protein stpA




. o] Xy e
IP66541|RS2_SALTY 30S ribosomal| TVPMFNEALAELNK 45 14 11 60.46 | PO POYLYSYSYBYVIYLS oo o4 85.304 101314 p  788.91 4.41
protein S2 y13yl4
[P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF b5b7°b7*b7ylydy7y8yl4
otein 52 2 VIPGNDOAR 174 34 11 315 T6y3s 3569.77 105.245 22807| B 11905 8.00
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| LKDLETQSQDGTFEK 113 15 8 20.48] b7°b7*b7b8*b8b10y7YL5  &8ES 39.723 8851 | 4  580.29 2.32
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall | o hamidomethyl+C(6 EAANSCDQFFVNHR 81 14 4 38.17 N 1694.75 47.938 7586 | P 847.88 9.58
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| ¢ MATVSMRDMLK 0 11 4 38.35 bab7y6y7 1282.63 49.651 1830 |3 4m2| o048
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| MKPFIFGAR 26 9 3 30.51 bayay7 1066.57 63.936 468 |2  533.7 349
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall DMGGLPDALFVIDADHEHIAIK 152 22 4 13.45 bo°boysy13 2377.19|  84.407 2526 | 2| 1180.10 0.21
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g YWNPKMKPFIFGAR 21 14 3 27.09 b7b8b10 1754.9] 63.229 19803 | 3585.65 0.97
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g TVPMFNEALAELNKISAR 45 18 3 15.6 b6boy3 2004.03 52.559 2377 2| 1002.52 -14.62
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| Oxidation+M(1) MATVSMRDMLK 0 11 3 24.33 b7y6y10 120861 8640 20407 | 2|  649.81 -10.72
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| Oxidation+M(4) TVPMFENEALAELNK 45 14 4 34.87 y10yl1°y11g 1592.81 85.212 3187 | P 796.91 5.06
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall 15 | carpamidomethyt+C(d) EAANSCDQFFVNHR 81 14 0 3.68 1606.7 47.921 3780 | 3  559.57 -8.81
|P58683|APHA_SALTY Class B acid TLADNFHIPAANMNPVIFAGDKPE b5y6°y6y7y8°y8y10*y10y] )
ohohatase 1 ONTK 149 28 14 7436 Y oyiavooyes | 305350 79.981 53575| 4 764.13 6.24
'P58683|AP';/$5‘:;:¥ ClassBacd| IFYGDSDNDITAAR 187 14 6 19.31 b5y4°ydy8°y8+y8 1557.73 595 20632 | 2| 779.37 9.95
[P58683/APHA SALTY ClassBacid | AANSTYKPLPQAGAFGEEVIVNSE . . 1242 6554759 265531 7203 591 |s  sosd o 70
phohatase Y
'P58683|AP';/$5‘:;:I; ClassBacd|  , VQWLQEKNMR 177 10 3 26.94 boy3y9 1331.71 73.631 2079 |2 66636 14.02
IPSBE83|APHA_SALTY Class Bacid | o Oxidation+M(13) | T -APNFHIPAANMNPVIFAGDKPE| ) /g 28 3 11.71 b13y6y9 3069.47 102.876 2162 |5 6141 -13.1
phohatase QNTK
IPOA2SLAHPC_SALTY Alkyl 1 YAMIGDPTGALTR 93 13 9 59.30 | b2b3bdyly7y8ylOyl2y]d  13@5.6 63.716 89579 | 24  683.35 -0.18
hydroperoxide reductase subunit C
[POA251|AHPC_SALTY Alkyl . 1p2b3babsbs+bsy1y2y3y4 )
hydroperorde redustase sbunitC | 2 |CabamidomethylC(1p)  AAQYVAAHPGEVCPAK 153 16 17 17.1% byayByoyLiyiole | 166880 35.982 76625| B 556.94 11.56
b2°b2b3°b3b4°b4b5b6b8]b
[POA251|AHPC_SALTY Alkyl j 2 )
hydroperoxide reductase subunit C | 3 ATFVVDPQGIIQAIEVTAEGIGR 120 23 21 122.238y1y2ydy5 ;;g6y7y8y9y17 2384.27 129.255 43169| B 795.43 5.22
IPOA2SLAHPC_SALTY Alkyl 4 NFDNMREDEGLADR 106 14 6 27.88 b1*blyly3y5y9 1681.71 4n78| 40982 | 3| 561.24 -7.62
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 5 AWHSSSETIAK 80 11 6 47.78 b3b6b7°h7ydy8 1216.5] 30.25 4615 3| 406.20 -17.66
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 6 NGEFIEVTEK 17 10 3 26.94 b3ydy7 1165.58 33.325 5840 |2  583.3 229
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 7 LGVDVYSVSTDTHFTHK 63 17 3 16.34 b8yoy11 1905.93 56.099 a10| 2| 953.47 2.63
hydroperoxide reductase subunit C
[POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA| *
hydroperovide reductase supunit ¢ | & | Carbamidomethyk+C(15) DHYEELOK 32 31 6 25.24 b11y5*y5y7ylly12 3757.78 96.572 286 4 940230 6.08
IPOA2SLAHPC_SALTY Alkyl 9 NGEFIEVTEKDTEGR 17 15 3 18.16 b5y5y11 1723.8 119.78 44683 | 575.28 10.27
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 10 |carbamidomethyk+C(1D) YVAAHPGEVCPAK 156 13 3 25.56 béb6 1398.69 35.985 1844 | P 699.85 1.13
hydroperoxide reductase subunit C
'POAlG5lDKSA—;§t';H DnaK suppressor TVTHMQDEAANFPDPVDR 57 18 11 86.21 b5b6b7b9t>’/11%y4 YAYOYTYE 204291 56.349 33337 B 681.64 -6.45




Carbamidomethyl+C(10)
'POAlGSlDKSA—;ﬁt:H DnaK suppressor | arhamidomethyl+C(13 LEARPTADLCIDCK 125 14 5 19.31 b4°bdy2ydy12 1661.81 45455 3620 | 3| 554.61 7.79
)
'POAlGSlDKSA—;ﬁt:H DnaK suppressor - 4 ILEAWR 42 6 1 13.63 b 787.45 40.228 6911 |2 394.2 3.02
IPOALGSIDKSA_SALTY DnaK suppressor -, | CarbamidomethyHC(9), -\ ey e sy cESCOVEIGIR 105 19 3 24.13 yoyl1ly12 2233.9F 11274 4235 | 3| 745.33 16.28
protein Carbamidomethyl+C(12)
'POAlGSlDKSA—;ﬁt:H DnaK suppressor TLAEIR 139 6 1 13.63 v4 702.41 35.487 1972 |2 3517 -2.00
[POAIGS|DKSA_SALTY DnaK suppressor TSSLSILAIAGVEPYQEKPGEEYM . " 5 10.99 b5b14y12 522,61 99.670 s156h |3 1274bo )
protein NEAQLSHFKR
IPO2911JARGT_SALTY Lysine-argininer | 2 i omethyic(1) CTWVASDFDALIPSLK 66 16 10 55,5503 D3DSDI2y2y3yayLIyla 0r) o) 98.933 34417 2 911.96 8.10
ornithine-binding periplasmic protein y16
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 2 YFGDGTGVGLR 211 11 4 36.09 y3y7yoyll 11415 56.597 26342 | 2 7188 118
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ii’:f’;gg;:e' 3 IGTDTTYAPESSKDAK 29 16 4 17.18 b6b12y12°y12 1701.8% 6686| 16009 | 3| 567.96 12.05
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 4 GVDVVAYANQDLIYSDLTAGR 155 21 3 13.89 b8b13y6 2240.12 921 11280 | 3| 747.38 0.00
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ii’:f’;gg;:e' 5 IGTDTTYAPESSK 29 13 4 25.44 b9°hoy8y9 1387.6 64.53§ 299 2 94.%5 13.28
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 6 |Carbamidomethyl+C(1¥) GEFIGFDIDLGNEMCK 45 16 4 17.18 boYy12y14 1844.85 80.060 24233 B 615.62 15.75
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ii’:f’;gg;:e' 7 QPAGK 193 5 1 13.23 b3 500.28 46.088 7578 |1 500.2B -4.49
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ii’:f’;gg;:e' 8 TKGVDVVAYANQDLIYSDLTAGR | 153 23 5 22.09 b13b14°b14y4°ys 489.29 92.739 66263| 4  618.08 12.56
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ;’:e' 9 HVGVLQGSTQEAYANDNWRTK 134 21 4 34.68 yey7°y7y8 237414 2572 2019 | 3| 792.07 12.75
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ii’:f’;gg;:e' 10 ALTELRQDGTYDK 234 13 6 20.67|  b8°b8yByll°oy11tyll 1500.77  99.633 2473 | 4 37820 12.69
'Pgfr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 11 IGTDTTYAPFSSKDAK 29 16 4 24.3 b4b6y7y12 1701.8 71.701 820 | 2| 85141 -10.76
'P?jr?itlhlirlﬁgrlj—i%%;\i;I:ﬁ':}f’;ﬁ';’:e' 12 QQEIAFSDKLYAADSR 99 16 3 25.56 yBy7y10 1841.97 69.722) aso| 3| 614.64 9.08
IPO2911JARGT_SALTY Lysine-arginine 5 |CarbamidomethywC(1%) oo o) snEMCK 45 16 4 17.18 b3b11y9°y9 1860.8 27.730 762 | 3| 620.95 4.92
ornithine-binding periplasmic protein ;Oxidation+M(14)
|P02906|SUBI_SALTY Sulfate-binding b2b4b5yly4y5y8*y8y9+*yd
rotein 1 YLYSPEGQEIAAK 263 13 16 92.84 1 0 o 1op1y13y1s| 146873 51.388 50177 | ®  734.87 1.91
'POZQOGlSUB'—pSrQ';;Y Sulfate-binding LFTIDEVFGGWAK 298 13 7 32.35 b2b3°h3y5y7y8y13 14827} 5 58203 | 2|  741.89 3.13
'POZQOGlSUB'—pSrQ';;Y Sulfate-binding| NVEVLDSGAR 183 10 6 40.17 b2b9y4dy5y8y10 1059.5 40.697 o594 2| 53027 7.95




'POZQOBlSUB'—pSrQZ;Y Suffate-binding) AVAEAYLK 255 8 6 36.13 b2b6yly3y6ys 864.48 41,532 24103 |2 e -8.26
'POZQOBlSUB'—pSrSZ;Y Suffate-binding) 5 QETGDNWVIR 48 10 5 51.93 y3y6y7y8y10 1130.54 36.048 21068 | 2 65.59 0.86
'POZQOBlSUB'—pSrSZ;Y Suffate-binding) QATSV'NG'EQ%\F/{TLALAYDVD 66 28 7 54.39 |  blly3y5y9y10yllyl2 2917.51 128.75 gsap | 3 1873| -0.17
'POZQOBlSUB'—pSrSZ;Y Suffate-binding) LPDNSAPYTSTIVFLVR 104 17 3 23.74 b4b6b13 1892.9 89.571 3%4 | 2| 947.00 -12.83
'POZQOBlSUB'—pSrSZ;Y Suffate-binding) g QIHDWNDLIKPGVSVITPNPK 126 21 5 24.73 b5ydy5°y5y11 2372.2|  73.462 37955 | 4 59356 17.30
lPOZgOBlSUBIBSrc/;Z;Y Sulfate-bindingl g WNYLAAWGYALHHNNNDQAK 153 20 9 63.73 | bab6*bey7y8ydyllyla4| 2386.07 79.197 26422 B 597.27 -18.31
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding) DIQLLNVSYDPTR 20 13 3 29.91 y6yoy12 1533.78) 71.646 24945 |3 183 -9.95
'POZQOBlSUB'—pSrC/;Z;Y Sufate-binding) GSTNTFVER 193 9 4 38.3 y5y7y8°y8 1010.4¢ 41.161 5235 |2 50574 -14.50
lPOZgOBlSUBIBSrc/;Z;Y Sulfate-binding| GIGDVLIAWENEALLATNELGK 202 22 4 13.45 b4b6y6*y6 2326.18| 114.128 2676 | 3  776.07 -19.00
'POZQOBlSUB'—pSrQZLY Sulfate-binding) 5 AFSAHWKQETGDNVVIR 0 17 3 24.99 b4b5b7 1957.97 86.296 @63 | 3| 653.33 -11.10
'POZQOBlSUB'—pSrQ';;Y Sulfate-binding) RLPDNSAPYTSTIVFLVR 103 18 5 31.03 b4b7b9y3y5 2049.10 383, 31152 | 3| 68371 5.36
'POZQOBlSUB'—pSrQ';;Y Sulfate-binding) ;& NVEVLDSGARGSTNTFVER 183 19 3 22.74 b3bdy12 2051.01 89.69| 6909 | 3| 684.34 3.57
lPOZgOBlSUBLpSrc/;;Y Sulfate-binding| ;¢ AQKDHFANGGTFDQISK 311 17 6 27.43|  b8b9*boblly11+y1l 1688 74111 3004 | 4 93245 -7.99
lPOZgOBlSUBLpSrc/;;Y Sulfate-binding| 7 NFYRPRDADVAK 276 12 4 223 babg*h8y11 1451.7§ 85.243 2633 |3 8459 14.46
'POZQOBlSUB'—pSrQ';;Y Sulfate-binding) ;g Phosphoryl STY(9) FENVTPSESILAEPTVSVVDK 226 21 3 13.49 b7b12y13 2340.15 86.557 2322 |3 780.73 115
'POA?VGleiFCigETSY;’OS ribosomall LVADSITSQLER 114 12 11 79.2 b2y1y6y7ylely>?1*é/9y10y11* 1331.71 61.321 48467 P 666.36 -1.56
'POA?VGleiFCigETSY;’OS ribosomall -, ADIDYNTSEAHTTYGVIGVK 179 20 7 41 | yayeyloyllylstyisy20| .03 57.055 32961 718.68 -4.19
'POA?VGleiFCigETSY;’OS ribosomall VVADIAGVPAQINIAEVR 89 18 7 32.6 y1y2ydy5y10y13y18 18380 | 77.528 24025 | 4 918.02 5.65
'POA?VGleiFigETSY;’OS ribosomall -, VVAD'AGVPAQ'IL\' IAEVRKPELDA 89 25 7 25.87 b1b3b4y2y3°y3y17 2616.44 71.434 1765 | 4 65487 -11.01
'POA?VGleiFCigETSY;’OS ribosomall g IVIERPAK 54 8 3 40.9 yAy5y6 925.57 31.827 18791 |2 4632 -33.9
'POA?VGleiFigETSY;’OS ribosomall GEILGGMAAVEQPEKPAAQPK 204 21 3 13.89 bSy6y17 2121.14 w5 3823 | 2| 106107 17.15
'POA?VGleiFigETSY;’OS ribosomall VMFR 127 4 1 12.83 v3 552.30 31.619 2000| |1 s552.3 13.15
'POA?VGleiFigETSY;’OS ribosomall g RAVQNAMR 135 8 4 40.9 y3yayT*y7 945.51 55.585 o150 |2 4732 320
'POA?VGleiFCigETSY;’OS ribosomall g LGGAEIARTEWYR 156 13 3 29.91 b6b9b11 1521.7¢ 53.925 2356 | 2 61.99 -10.59
'POA?VGleiFCigETSY;’OS ribosomall ) Phosphoryl STY(5) LVADSITSQLER 114 12 3 22.3 bdy4y8 1601 | 61108 6147 | 4  471.24 14.18
'POAQYQlCC‘—)rSO?;Ké:O'd shockelike | GFGFITPADGSK 15 12 15 113.4 bzbSy;;/fgzgﬁgag"yeyr 1196.59 65.049 416506| P 598.80 -2.35
'POAQYQlCC‘—)rSO/?;Ké:O'd shockelike |, DVFVHFSAIQGNGFK 27 15 7 29.48|  b8y5yoryoryoyllyls 1665.8p  74.257 120321 | 4  555.94 -11.80
'POAQYQlCC‘—)rSO?;Ké:O'd shockelike | 5 TLAEGQNVEFEIQDGQK 42 17 5 23.33 b6y3y4°ydy17 1905.91 aB3 | 11762 | 2| 953.46 6.85
|P0A9Y9|CC‘_)rSO?(I;i:1'\((: C(::old shockclike |, GFGFITPADG?;}T:DKVFVHFSAIQGI\ " . . 601 b10°b10b11k2)15y9°y9*y9y1 S843.42 100361 o5 | b ossas 201




IPOA9YQICC_SALTY Cold shock-lie TLAEGQNVEFEIQDGQKGPAAVN| 27 4 27.16 y8y14y15y20 2799.44 101.68( 667 3 93340 6.1
protein cC VTAI
[POASYSICC_SALTY Cold shock-like GFGFITPADGSKDVFVHFSAIQGN o7 . 1192 b11y3y5%5 S8a3.41 58,007 w1d |3 ousdk 004
protein cC GFK
'POAQYQlCC‘—)rSO?;Kgo'd shock-like FVHFSAIQGNGFK 29 13 0 4.03 1451.73 74.243 5456 |2 726.37 16.8
'POAQYQlCC‘—)rSO?;K (fo'd shock-like SKDVFVHFSAIQGNGFK 25 17 2 12.11 b10b13 1880.94 100.345 vas| 2| 940.97 -14.93
b2°b2b3°b3b4bl4yly2y3y9
|068883|CISY_SALTY Citrate synthas¢ 1| carbamidomemgr2) ' ACSSCANPFACIAAGIASLWGPA 34 20 91.57 | y13y14y16y17y25y26y27y 3195.58 117.015 53510 B 1065.81 5.81
HGGANEAALK
20y34%y34
%y %
|068883|CISY_SALTY Citrate synthasg 2| carbamidometh(9) DSHPMAVMS\(/;,\'IT'\I(;A&LAAFYHDSL 127 29 10 29.02 b7b10y1y%’;%9 yov10yY - 3159.43 109.375 22345 B 790.61 -5.49
|068883|CISY_SALTY Citrate synthas¢ 3| carbamidometbgl5 GVFTFDPGFTSTASCESK 38 18 5 48.17 yllyl2yl3yldyls| 37188 76.599 21445 | 2 969.44 11.02
|068883|CISY_SALTY Citrate synthas¢ 4| carbamidometb§ls NDLSYAGNF,\,“;‘%’;;STPCETYEV 189 29 6 26.02 b2bdy5y9y13y14 3411.57 112.178 17488 | 3 1637]8 10.38
|068883|CISY_SALTY Citrate synthas¢ 5 GTLGQDVIDIR 22 11 4 24.33 b3b6y2y9 1186.64 69.235 11174 |2 .893 1.34
|068883|CISY_SALTY Citrate synthas¢ 6 QLYTGYDK 410 8 7 64.36 b5b6y2°y2ySy6y7 987.49 32.556 2649 |2 osas 10.14
|068883|CISY_SALTY Citrate synthasg 7 YSIGQPFVYPR 178 11 5 31.32 b5*b5b6°b6b10 1326.71 72366  6605| 2| 663.86 16.10
|068883|CISY_SALTY Citrate synthas¢ 8 ILILHADHEQNASTER 222 18 3 15.6 boy4y11 2005.03 44.759 19707 |3 669.q1 -10.1
|068883|CISY_SALTY Citrate synthas¢ 9 LLSK 164 4 1 12.83 v3 460.31 53.632 7911] |1 4603 7.29
|068883|CISY_SALTY Citrate synthas¢ 10 LFHAFR 120 6 1 13.63 y5 790.44 32.832 5370| |2 395.7R -0.85
|068883|CISY_SALTY Citrate synthas¢ 11 AMGIPSSMFTVMAR 371 17 4 27.43 b4b5b8y12 1829.93 74.746 164 3 61045 8.2
|068883|CISY_SALTY Citrate synthas¢ 12 TTVTRHTMIHE®T 105 15 3 26.24 b11b12b14 1823.9 100.278 203243 | 2 91248 1 2.0
|068883|CISY_SALTY Citrate synthas¢ 13 NYDPRATVMR 310 10 3 33.93 b3b4b9 1222.61 76.217 4874 |2 61141 1138
|068883|CISY_SALTY Citrate synthas¢ 14 MLEEISSVKHIREF 274 16 3 17.18 b8b10y13 1914.04 80.024 2412 |2 957.90 9.1
|068883|CISY_SALTY Citrate synthas¢ 15 Phosphoryl @Y LYPNVDFYSGIILK 357 14 3 24.75 b7y6y7 1721.86 64.624 2060| 3| 574.63 10.42
|068883|CISY_SALTY Citrate synthasg 16 Oxidation+N(15 AMGIPSSMFTVIFAMAR 371 17 3 16.34 by6y9 1845.91] 100274 788 | 3| 615.97 0.99
|068883|CISY_SALTY Citrate synthas¢ 17 LGQDVIDIR 24 9 0 2.42 1028.57 69.259 38362 |2 514.74 -6.05
. b1b2*b2b3*b3b4*h4b8bI
'PGGl?OlRszgiﬁngsos ribosomal MQAASGQLQQSHLLK 29 15 26 159.81 1y2y4y6*y6y7°y7*y7y9*yd  1639.84 45.496 230056| B 547.28 -13.99
P y10y11y12y13*y13y14ylb
'PGGl?OlRLﬁC—)iﬁLSQSOS ribosomal SVEELNTELLNLLR 9 14 10 88.47| b2yly3ydy5y6ysyoylOyls 164D 101.538 117172 2 82196 3.79
IP66170RL29_SALTY 50S ribosomal EQFNLR 23 6 3 26.87 baya*y4 806.41 42,577 71735 |2 40371 423
protein L29
[P66170|RL29_SALTY 50S ribosomal b3°b3b4°b4b5°b5*b5b7b40 )
rotain L20 AASGQLQQSHLLK 31 13 12 85.86 b10b31010 1380.75 45.507 3105 | 2  690.88 6.72
IP02936|OMPA_SALTY Outer membrape Carbamidomethy+C(18) GMGESNPVTGNTCDNVKPR 302 19 16 3aqP3PAY2YSYSYTYOYLOVLLYL 55 o 38.318 04893 B 678.31 -6.49
protein A 1*y11y13y14y15y17y19
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape SDVLFNFNK 222 9 6 45.51 b2b3ydy5y6y9 1083.53 69.452 5504 | 2 42.57 11.94




'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape STLKPEGQQALKD QLYSQLSNLDP| gy 24 6 16.89 b2b8b22y2y6y9 2673.38 90.264 5339 3 89180 820
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape IGSDAYNQGLSEKR 267 14 7 66.48 b3y4y5y6y7y8yl4 1537.7% 032 26449 | 3| 513.25 1127
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape o | o - midomethyl+C(6 AALIDCLAPDR 321 11 6 27.34 bg°bsg3ydy11 1214.62 62.670 23499 | 607.81 -0.60
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape LGYPITDDLDVYTR 103 14 4 19.31 b2b11ydy9 1640.82 76.915 a23 | 2| 82091 2.01
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape DGSVVVLGFTDR 255 12 3 26.28 b3bdy5 1264.64 70.970 269 2 &2 | -14.00
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape g IGSDAYNQGLSEK 267 13 3 20.67 b4b11y8 1381.67 38.824 1254 2691.34 4.15
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape g FGQQEAAPVVAPAPAPAPEVQTK 194 23 9 52,61 2409011 bﬂyaysyloylzy 2303.24 54.691 9669 | 2 1152.12 16.01
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape AQGVQLTAKLGYPITDDLDVYTR 94 23 3 22.09 b3b4y8 2537.31 1201 6110 | 3| 846.44 7.60
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape GDNINGAYKAQGVQLTAK 85 18 3 22.76 b4b11b14 1847.94 10201 | 5323 | 2| 924.47 1275
IP02936|OMPA_SALTY Outer membrape DGSVVVLGFTDRIGSDAYNQGLS|  o5q 25 5 21.96 b5°b5b6Yy7*y7 2627.29 67.010 4820 |4 65748 5-1.9
protein A EK
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape 5 Phosphoryl STY(7) GVKDVVTQPQA 339 11 3 31.3p b4b5b8 1591 | 31.620 112034| 2 611.30 11.49
[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN b2b6b20b23b25y2y3°y3y}°
subinit alpha 1 OSCGYNDEIEGK 463 36 13 35.31 Tyl 1y06 3950.89 96.001 97965| 4  988.48 0.87
*y ey
IQ7CPELIATPA_SALTY ATP synthasq | oo midomethy+C(7)  IHGLADCMQGEMISLPGNR 40 19 11 56.gF2P3012D13yA"YAYSYEYR )90 o7 69.692 50617 B 700.33 -5.47
subunit alpha y8y19
IQ7CPELIATPA_SALTY ATP synthasq 5 IAQFNVVSEAHNEGTIVSVSDGVI 15 25 4 12.42 b10y8y22y25 2641.33 75.12§ 4871 3 8sLl1 814.
subunit alpha R
IQ7CPELIATPA_SALTY ATP synthasq ILEVPVGR 93 8 5 40.9 b2yay5y6y8 882.53 53.085 4864 2 44177 1065
subunit alpha
*
IQ7CPELIATPA_SALTY ATP synthasq o MQLNSTEISELIK 0 13 10 45.58 | P203Y2YSYBYLOVIIYIIVY 56 79 77.601 48597 | P 753.40 0.49
subunit alpha 3*y13
IQ7CPELIATPA_SALTY ATP synthasq ¢ AVDSMIPIGR 151 10 8 58.17|  b2b4°bdyayey7ysyl0) 1058.5p 60.50| 39505 | 2| 520.78 5.42
subunit alpha
|Q7CPELIATPA_SALTY ATP synthasd b3*b3b4°ba*bab7°b7ylydy !
subinit alpha 7 QSVDQPVQTGYK 139 12 18 12208 Eayoyiovte| 134967 34.847 30524| P 675.34 0.27
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g GYLADVELAK 453 10 7 55.62 b2b3b5y6y7y8y10 1078.57 61.000| 328 | 2| 539.79 3.73
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g QYAPMSVAQQSLVLFAAER 434 19 6 22.74 b3b19y5°y5y6y19 2100. | 94.014 27974 | 4  1055.06 11.81
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ELAAFSQFASDLDDATRK 401 18 4 24.52 b2y9y10y13 1984.94 i) 18780 | 3| 662.32 -8.92
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ) DSVGAVVMGPYADLAEGMK 68 19 9 39.46 | b2b4b12b13yly7°y7yEy| 1909.90 80.268 16220 b 955.45 -4.35
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 1, QLNSTEISELIK 1 12 5 29.51 b7b9b10°b10y12 1374.74 81.984 8655| 2| 687.87 -6.30
IQ7CPELIATPA_SALTY ATP synthasg 5 GILDSFK 501 7 6 56.74 b4b6°b6y4y5y7 779.42 66.232 651 2 =z0.| -9.79
subunit alpha
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg TALAIDAIINQRDSGIK 175 17 7 33.75|  b1b4°hab5b5b7b13 1700 | 104.741 5370 | 4 900.00 -1.90
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ TALAIDAINQR 175 12 5 29.51 y3*y3yd*rydy8 1298.74 74.797 w8 | 2| 649.88 0.00
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ ELAAFSQFASDLDDATR 401 17 8 92.91|  y3yay5y6yl0ylly13yls 856.88 89.325 23841| »  928.04 7.03
IQ7CPELIATPA_SALTY ATP synthasq VGGAAQTK 376 8 3 40.9 b3b4b6 731.40 33.486 16457 |1 7314p 7.4.6
subunit alpha
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g GPVDNDGFSAVEAIAPGVIDR 118 21 3 22.34 b10y6y7 2099.06 %) 5409 | 2| 1050.04 11.40




IQ7CPELIATPA_SALTY ATP synthasg 4 TALAQYR 304 7 4 37.49 b5*b5y3y4 822.43 28.386 2227 |2 41172 858
subunit alpha
|Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV b7*b7b25y4y6°y6yTy8yoyL |
subinit alpha 20 EAAPGVIDR 106 33 15 10550 evinyoayee | 326370 85.061 59396| B 10885 3.67
IQ7CPEL|ATPA_SALTY ATP synthasg DHAPLMQEINQSGGYNDEIEGKL | 177 24 3 19.03 b4b11b13 2686.31 93.832 26383 | 3 896.11 12.41
subunit alpha K
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg DRGEDALIYDDLSK 250 15 3 24.18 b8y5y6 1722.87 74.588 2230| 2| 861.94 6.87
|Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN Q ] ]
subinit alpha 23 OSCGYNDEIEGK 463 36 5 12.66 b5b13y7y9°y9 3950.81 85.154 20490 | 3 1317)62 .90-8
IQ7CPELIATPA_SALTY ATP synthasg VNADYVEAFTKGEVK 303 15 3 18.16 b8b11y9 1669.86 103.452 06 | 2| 835.43 7.46
subunit alpha
|Q7CPELIATPA_SALTY ATP synthasd Carbamidomethyi+C(33). EEHGALANTIVVVATASESAALQ i )
subinit alpha 25 oxidatona M3 L APYACCAMOEVER 211 39 4 23.44 b3°b3b4b7 4159.9 81.505 443 4 1040[75 11.15
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS b8b12°b12y3ydyl2yldylp
rotein A 1 GSCDLGOVLVDAK 61 39 9 38.25 730 4067.06 98.886 140020 #  1017.53 2.52
I % | *|
IQ8ZLD7|UA_SALTY Universal stress| QLINTVHVDMLIVPLRDEEE 124 20 11 49.6 | P2D2DLODLIDLIYIYTYEY ) aps ) 87.273 82889 B  788.41 -3.41
protein A 9y20*y20
'Q8ZLD7|UA—p‘°;$ziTnYAU”“’ersa' stress| - 5 AVSMARPYNAK 22 11 8 5556 | bobloylysy7+y7yoyll|  1207.63 38 76075 | 2| 604.31 253
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS b11°p11b12b15b16b17ydy )
rotein A 4 CSGDLGOVLVDAKK 61 40 12 57.95 JyTyo2y24d0 4195.15 94.994 48343 & 10495 2.79
'Q8ZLD7|UA—p‘°;$ziTnYAU”“’ersa' stess| 5 | carbamidomethy+C(d)  KYDMDLVVCGHHQDFWSK 100 18 3 15.4 BIDY9 2264.99 65.372 3889 | W  567.00 -12.18
'Q8ZLD7|UA—p‘°;$ziTnYAU”“’ersa' stress| g MAYKHILIAVDLSPESK 0 17 4 22.96 b3b5y5y8 1915.01 83.861 4| 3| 630.01 11.79
'Q8ZLD7|UA—‘)S;$ELYAU”“’ersa' stress| 7 SMARPYNAK 24 9 3 31.32 b4b6h7 1037.51 31.799 8061 2 51946  .065
'Q8ZLD7|UA—p‘°;$ziTnYAU”“’ersa' stress| - g VSMARPYNAK 23 10 0 2.42 1136.58 31.841 92771 |2 568.74 6.98
'Q8ZLD7|UA—‘)S;$ELYAU”“’ersa' stress| g AVSMARPYNAK 22 11 0 2.42 1189.60 31.801 4010 [3  397.21 -4.93
IQ82JV7IDEOD_SALTY Purine nucleos} 1 |- o nidomethyeC(18)  ISVMGHGMGIPSCSIYTK 57 18 26.41 5bB°b6b12y5 1937.93 98.900 4635 |2 969.47 1.95
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} | 2 igomethyiec(1p)> VMCHGMCIPSCSIVTKELITDFG o7 27 9 75.76 | b2b6b7b8°b8bOb10b1LY3  2940.50 112.499 3281 | 380.80 10.05
phohorylase deoD-type VK
IQ82JV7IDEOD_SALTY Purine nucleost 5| oo idomethyl+C(5 ALTICTVSDHIR 196 12 3 26.28 b8b9y10 1385.71 47.293 1903 462.57 -8.46
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleosj YGVLGVEMEAAGIYGVAAEFGAK | 173 23 5 33.63 b8b12b14y9y10 2300 81.925 9261 768.04 -16.65
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} o EVNNVR 38 6 1 13.63 b3 730.38 31.597 6967| |1 7303 -0.33
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} QTTENDMIK 218 9 3 30.51 bdy5y6 1097.53 51.700 15100 |3 36651  560.
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} |- igomethyieC(14)  KISVMGHGMGIPSCSIYTK 56 19 14.96 b10y10y12 2066.00 85.560 4447| |2 1033.5p -10.64
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleosj ¢ THEQTTAAERQTTENDMIK 208 19 5 25.9 b13y5y6ylityll 222203 93.781 2801 | 2| 111152 10.77
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleosj g EVNNVRGMLGFTGTYK 38 16 3 17.18 b8y3y7 1785.91 50.335 2584 | 2 893.46 6.08
phohorylase deoD-type
IQ82JV7IDEOD_SALTY Purine nucleos} | ;o midomethyl+C(d)  ALTICTVSDHIRTHEQTTAAER 196 22 3 | 325 boy8y10 2510.23 88.702 2021| |3 8374 -4.96
phohorylase deoD-type
IQ82JV7|DEOD_SALTY Purine nucleos} ,,  |Carbamidomethy*C(1Y) | op\ v iGmMGACTDSK 100 15 3 26.24 y3ydy12 1637.80 69.373 4972 |2 819.40 -0.75
phohorylase deoD-type ;Oxidation+M(8)




IPE68E9ISUCC_SALTY Succiny-CoAl SLTDAAQQVVAAVEGK 372 16 10 46.68 | P8 "PEDL3DLAV2YEYYSYY ) g og 89.172 45735 | P 793.92 238
ligase [ADP-forming] subunit beta 16
|P66869|SUCC_SALTY Succinyl-CoA
lgase [ADP—orming] Subunit beta 2 VALDPLTGPMPYQGR 146 15 6 26.24 b2y2y5y7yoy15 1614.8 v6.7 | 30314 | 2| 807.92 4.31
IPE68E9ISUCC_SALTY Succiny-CoA| 4 LHGGEPANFLDVGGGATK 277 18 7 21.78]  b2b5b9*hoy6y16y18 17D 59.846 20276 | 4  580.62 -9.05
ligase [ADP-forming] subunit beta
IPE68EIISUCC_SALTY Succiny-CoA| DLALIEINPLVITK 191 14 11 86.26 | P2D3DADSY2Y3YAYBYTYOVL 1557 g4 98.308 21564 | P 776.47 2.75
ligase [ADP-forming] subunit beta 4
|P66869|SUCC_SALTY Succinyl-CoA LVTYQTDANGQPVNQILVEAATDI b2b8°b8yLy4yey7y8y23yd5
lgase [ADP-orming] Subunit beta 5 OKELVLGAVVDR 80 36 11 42.44 oA 3874.06 122.151 17147 B 1292.03 9.14
IPE68E9ISUCC_SALTY Succiny-CoA| ¢ LEGNNAELGAK 348 11 4 31.32 y6yoy10y11 1115.56 29.914 1558p | 2558.29 5.03
ligase [ADP-forming] subunit beta
IPE68EIISUCC_SALTY Succiny-CoA| 4 LHGGEPANFLDVGGGATKER 277 20 4 23.81 b4b8b9b20 2025.0 385. 9716 | 3| 675.67 -6.93
ligase [ADP-forming] subunit beta
IPE6BESISUCC_SALTY SuccinykCoAl | oo idomethyl+C(11) YGLPAPVGYACTTPR 14 15 3 18.16 b7 1622.79 46.847 2005 | B 541.60 -8.80
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoA| o IFMGLATIFLER 179 12 3 22.3 b11y7y10 1410.78 109.444 15411 | 2 05.89 130
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoA| -, IILSDDNVK 303 9 4 45 b6b7y5y8 1016.54 36.050 2804| |2 s08.7 318
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoAl | RVVFMASTEGGVEIEK 119 16 3 25.56 y5y12y13 1751.8 79844 1837 | 2| 876.45 411
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoAl LADSGLNIAAKSLTDAAQQVVAA | 44, 28 6 36.02 b3b6°b6b7b8y7 2753.4 73.496 408D | 3 91850  .5510
ligase [ADP-forming] subunit beta VEGK
IPE68E9ISUCC_SALTY Succiny-CoA| 4 5 MNLHEYQAKQLFAR 0 14 3 24.75 bob10y11 1748.99 79.969 385 | 2 874.95 4.33
ligase [ADP-forming] subunit beta
IPE68EIISUCC_SALTY Succiny-CoA| -, EAEEAASKIGAGPWVVK 29 17 5 33.75 b3b8b11°b11b12 1741.90 2.483 3426 | 2| 871.45 -8.69
ligase [ADP-forming] subunit beta
|P66869|SUCC_SALTY Succinyl-CoA Carbamidomethyl+C(20EAQAAQWELNYVALDGNIGCMV
- . X
ligase [ADP-forming] subunit beta 15 ;Oxidation+M(32) NGAGLAMGTMDIVK 241 36 4 109 babldyrey 3826.84 84.178 1821 8 12769 137
|P66869|SUCC_SALTY Succinyl-CoA o .
lgase [ADP—ormming] Subunit beta 16 Oxidation+M(4) VVFMASTEGGVEIEK 120 15 6 51.62 b8b14yGy@y11 1611.77 136.559 1539 [ 161177 14.7
% |
|Q8ZRP4|DAPD_SALTY 2 1 MQQLQNVIETAFER 0 14 10 81.4%8 b8b10y3i’iy7y9y10y“ 1706.87 86.761 55819| P  853.94 8.80
|Q8ZRP4|DAPD_SALTY 2 2 IDGQWVTHQWLK 48 12 7 47.971 b2b3bbEgLy12 1510.77 91.212 51420] |2 755.8 9.78
|Q8ZRP4|DAPD_SALTY 2 3 INDNQVIDGAESR 68 13 10 62.79 b2b@§y6y7°y7y8y10yls  1430.69 41.960 21384 |2 715.8% 2.05
|Q8ZRP4|DAPD_SALTY 2 4 SEVVEGV'VEE(T;IEV'SMGVYLGQS 187 26 3 21.93 b1lyl0y11 2696.39 101.75 3004 |3  899.47 7.52
|Q8ZRP4DAPD_SALTY 2 5 FADYDEAR 89 8 2 3312 b3b4°bay7 986.42 35.259 10738 |2 4932 593
|Q8ZRP4|DAPD_SALTY 2 6 EAVNQVISLLDSGALR 28 16 7 65.8" b%4py6y0y10y13 1684.90 92.799 5131] |3 562.30 155
|Q8ZRP4|DAPD_SALTY 2 7 | carbamidomethyi+C( JﬁYHLSGGVS\"gEI\(/BLAE; LQANPTIR 154 33 4 11.06 b15°b15y8y14 3417.7 96.776 3567 | 5  684.85 1-8.7




|Q8ZRP4|DAPD_SALTY 2
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|Q8ZRP4|DAPD_SALTY 2
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|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

Carbamidomethyl+C(7]
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719

10

68.1

v b2y4y5pp8y10
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50143

2

601.30
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|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase
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N
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|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LAAITAQDSQRENPYEVR

395
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b2b3y2y14*y14y15y18y

1

2061.03

48.078

26974

B

687.68

-4.62

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LTWTQLLEEVDEALALGHK

137

19

44.33

b2b5y1y5y6y9y13y1 791

2166.13

119.564

25867

B

722.71]

-6.54

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

QAGIDLLPVGDFAWYDHVLTTSL
LLGNVPAR

52

31

11

41.69

b5°b5*b5b7*b7y3y5y6y7y
24y31

3351.79

120.036

25454

B

1117.94

5.83

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

DALNSGETAALEEWSAPIQAR

360

21

18.95

b2b5b16y5y19y21

92D

81.112

24122

4

1115.05

10.40

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

Carbamidomethyl+C(11)

GMLTGPVTILCWSFPREDVTR

549

21

b2y3yl4yl6yl17y21

2435.22,

98.356

2345

3

812.4

-0.30

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

Carbamidomethyl+C(1)

CVKPPVVIGDISRPAPITVEWAK

515

23

12

83.03

b2b3b4b6b7y3y4y6y15y]]
y20y23

6

2532.40

76.463

19609

B

844.81

0.19

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LPVDWLLSAGLINGR

279

15

18.16

b2b6y3y12y15

1623.9

1@B1

18020

812.47

5.79

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

10

QAIEQER

466

40.9

b2*b2y4°y4y5°y5y6y8

986.52

31.687

493.76

-6.93

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

11

Carbamidomethy+C(11

) GMLTGPVTILCWSFPR

549

16

35.

19  2bThl4yly5y6y9

1834.94

105.926

15881

2

917.9

2.46

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

12

LAAITAQDSQR

395

11

11

113.72

b2b3y3y4y5y6y7y8y9y10
11

1173.62

34.839

14745

587.31

-1.46

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

13

WFENTNYHYIVPEFSK

117

15

26.24

y4°y4ysy8

194491

78.785

5883

w

648.97

-9.73

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

14

LPAWPTTTIGSFPQTTEIR

422

19

34.54

y8y9y10

2116.0

21782

706.03

-14.42

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

15

TGIAEHIK

458

54.13

b4b7y5y7

868.47

23.733

1081

2

434.7)

20.94

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

16

Carbamidomethyl+C(1)

CGELALLR

352

36.1

5 bab7y6

981.5

50.559

9588

2

466.25

-2.23

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

17

DEVADLEAAGIGIIQIDEPALR

582

22

23.33

b14b15b18

2308.1

93.021

7207

770.06

-21.15

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

18

GQQFR

132

26.46

b3y3*y3

635.32

42.494

5020

1

635.3




|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 19 Carbamidomethy+C(§) ALWVASSCSLLHSPIDLSVETR 315 22 4 3.45 b5b7°b7y11 2441.25 88.437 2676 3 814.4p -1.34
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— |~ 20 FKLPAWPTTTIGSFPQTTEIR 420 21 5 26.7 b3b14y5y7y10 2391.| 88531 35167 | 3 797.76 -1.43
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate—- | 21 GNLDANHYRTGIAEHIK 449 17 3 16.34 b6b15y4 1908.98 12132 25259 | 2| 954.99 6.20
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 22 KAQESYWAGNTTR 20 13 5 29.91 y6y9°y9y12°y12 1511.74 8&58 5425 2 756.37 10.50
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 23 VKGEPFDR 172 8 3 36.13 b5y3y5 947.51 42.473 4164 2 474.26 414.0)
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 24 ADLTEKYAQINAIVGK 298 16 3 23.72 b12y3y4 1733.93 51.426 fe::2] 3 578.65 -10.00
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 25 SDWDAYLEWGVEAFRINAAVAK 611 22 3 22.2 b12y3y4 2511.22 B8 3632 3 837.74 -5.15
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5 . ,
methyltetrahydropteroyliriglutamate— | 26 | C2pamidomethyltC(1;,CGELALLRDALNSGETAALEEWS | 5o, 29 6 25.16| bl2bldylOyllyl3*y1i3 322151 100.28 5385 | 4 6.180 -4.70
. Phosphoryl STY(13) APIQAR
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 27 RPAPITVEWAK 527 11 0 7.26 1267.70 76.514 23991 2 634.3p 34.7
homocysteine methyltransferase
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— |~ 28 LNSGETAALEEWSAPIQAR 362 19 1 7.64 b13 2043.0 81.066 wed 3| 68168 8.07
homocysteine methyltransferase
[POA7WA4|RS5_SALTY 30S ribosomal b2b3b9b11*b11y2y3ydy5 ! )
rotein S5 1 AYGSTNPINVVR 126 12 17 138,31 ¢ e ovoriowonts | 1290-68 51.727 128865 P 645.84 3.69
. b1b2b3b4b11b12b13b14p1
IPOA7WA4IRS5_SALTY 30S ribosomall VEMQPASEGTGIAGGAMR 93 19 23 192.3|6°b16yLydy5yey7yllyl2yl 1892.94 68.772 102798 b 946.98 3.80
protein S5
3y1l4y15y16*y16y19
IPOA7WAIRS5_SALTY 30S ribosomall ATIDGLENMNSPEMVAAK 138 18 14 78.49 |P1OP18Y2Y3YAYBYLLY12YL o0, o) 64.010 61108 2 945.96 7.62
protein S5 2*y12y14y15°y15y18
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, SVEEILGK 159 8 5 40.9 bly3y5y6y8 874.48 50.837 5281 2 43774 817
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall ATIDGLENMNSPEMVAAKR 138 19 9 69.02 y1y3y4y8y110;y 1LyIV18Y  5046.99 59.765 35589| B 683.00 -4.41
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal VGFGYGK 45 7 6 40.5 b5b7y2y3y6y7 727.37 40.234 1967 2 36419 -7.97
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal 7 AREVPAAIQK 52 10 3 33.93 b6b7b9 1082.63 20.192 5024 |2 54182 586
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal ¢ AVLEVAGVHNVLAK 112 14 9 100.46 | b3babl3y3yeysydyloylp 1980 61.011 107995 473.94 20.72
IPOA7WAIRS5_SALTY 30S ribosomall g LIAVNR 14 6 2 26.87 yay5 685.43 33.390 9542| |1 685.43 5.61
protein S5
IPOA7WA4IRSS_SALTY 30S ribosomal AHIEK 1 5 3 39.69 b3bdy4 597.33 23.719 8475| |1 597.3 -9.40
protein S5
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, IFSFTALTVVGDGNGRVGFGYGK 29 23 3 22.09 b5y4y5 2362.24 &Rl 191825 | 4| 591.31 7.03
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, , Oxidation+M(3) VFMQPASEGTGIAGGAMR 93 19 4 20.73 b5bgg 1908.91 40.714 54869| B 636.97 -11.64




|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall -, 5 MNSPEMVAAKR 146 11 0 5.65 1233.59 59.806 5336 |3 4118} 42.9
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, AYGSTNPINVVR 126 12 0 2.82 1273.64 51.697 1670 |2 637.38 -5.09
IP16657|FABI_SALTY Enoyk[acyl-carrief- | LSIAYGIAQAMHREGAELAFTYQN 17 26 8 25.6 | b4°bab21*b21y3°y3yayde  2897.44 107.39 140078 | 725.11 4.30
protein] reductase [NADH] DK
- - i - % | 0, 0
IP16657|FABI_SALTY Enoykfacykcarrief- YMANAMGPEGVR 171 12 10 612 |PL2DLI2YSYEYTYIVBYLLY 1595 69 51.384 80034| P 64831 13.66
protein] reductase [NADH] 11*y11
IP16657|FABI_SALTY Enoyk[acyl-carrief- AIPNYNVMGLAK 151 12 6 40.31 b8b9b10yLy3y12 1290.69 58.528]| 6423 | 2| 64585 3.12
protein] reductase [NADH]
IP16657|FABI_SALTY Enoykfacykcarrief- TMLNPGSALLTLSYLGAER 132 19 11 53.78|P2DED14YLYSYSYAVEYTYAS 07 0g 101.863 10621 P 1004.04 9.97
protein] reductase [NADH] y19
|P16657|FABI_SALTY Enoyl-[acyl-carrief- )
brotein] redustase [NADH] 5 ILVTGVASK 8 9 3 38.3 yay6y7 887.55 42.452 7104 | [2 44428 9.63
[P16657|FABI_SALTY EnoyHacyl-carrief- FDGFVHSIGFAPGDQLDGDYVNAl . 2 . 1215 I 2797 31 53,080 254 4 700de b s
protein] reductase [NADH] VTR
IP16657|FABI_SALTY Enoyk[acyl-carrief-  ; VAHDISSYSFVAMAK 114 15 3 18.16 b4b10y8 1625.79 77.715 35210 2| 813.40 -6.83
protein] reductase [NADH]
|P16657|FABI_SALTY Enoyl-[acyl-carrief- "
brotoin] redustase [NADH] 8 EGAELAFTYQNDK 30 13 4 25.44 b8y6*y6y7 1485.71 65.947 877 |3 495.91 15.28
IP16657|FABI_SALTY Enoykfacykcarrief- g MGFLSGK 0 7 4 405 b3b5b6°b6 739.39 35.328 80471 |1  739.90 18.2
protein] reductase [NADH]
IP16657|FABL_SALTY Enoyl-[acyl-carrie- EGFKVAHDISSYSFVAMAK 110 19 4 14.96 b10°b10y8y12 2087.01 101.314 2116 | 2 1044.01 9.24
protein] reductase [NADH]
IP16657|FABI_SALTY Enoyk[acyl-carrief- | VAHDISSYSFV 114 11 1 7.26 v4 1224.59 77.674 20471 |2 612.8p 3.09
protein] reductase [NADH]
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | VTVQSLDVVR 169 10 10 68.17 | b2y2ydoyaysyey7oy7y8ylo  1115.6|  57.240 80206 | 4  558.32 -8.86
" *y P
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| IFTEDGVSIPVTVIEVEANR 13 20 9 37.65| P1P7P10¥4 3’4y5y11y13y‘ 2188.17 88.967 46795| P 1094.54 10.71
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | 4 DLANDGYR 38 8 7 62.59 b5y3y5y6°y6y7y8 923.42 32.508 23036 |2 6222 1.92
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | TQDATHGNSLSHR 128 13 10 74.83  b2yly2y3ydysyey7ylly13 168 15.546 10079 | 3 47522 1355
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| g LAEGEEYTVGQSISVELFADVKK 83 23 4 19.47 b6b11b15*b15 2528. 91.115 4824 | 4  628.82 -10.01
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ NLLLVK 184 6 3 40.1 b3y3y4 699.47 56.854 17956 [t 699.47 550
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | 7 GLWEFR 77 6 2 26.87 b3y4 807.40 70.466 17271 |2 40421 139
- 3 Ty
IP60446IRL3_SALTY 50S ribosomal| ¢ LAEGEEYTVGQSISVELFADVK 83 22 10 54.92| P3P7PILDLIDIZ®IZDIGY ag) o 136.469 3147 | B 1192.6( 3.69
protein L3 9y20y21
IP60446IRL3_SALTY 50S ribosomal| ¢ WNFR 124 4 1 12.83 b3 622.31 46.055 2495 |1 622.31 5.7
protein L3
IP60446IRL3_SALTY 50S ribosomal | VDAER 179 5 1 13.23 ya 589.29 68.061 1795 |1 589.29 1.14
protein L3
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 11 | corpamidomethyl+C(d)  GGVPGATGCDLIVKPAVKA 190 19 6 58.4 b3b4y5y6y7y13 1809.97 56.903 57141 |3 603.9p -13.0
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, IFTEDGVSIPVTVIEVEANRVTQVK| 13 25 4 23.12 b3b4b10y16 2748 95.708 23493 | 3§ 91517 2.31
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, 5 VTVQSLDVVRVDAER 169 15 3 24.18 b7b8y9 1685.91 119.804 807| 2| 843.46 6.01
IP60446IRL3_SALTY 50S ribosomal |, , TQDATHGNSLSHRVPGSIGONQT] ;g 26 3 12.15 bldyllyl5 2687.31 100.361 169 2 134416 6.5
protein L3 PGK
|P60446|RL?‘;;§I/::;1T:3505 ribosomal| g Phosphoryl STY(8) IFTEDGVSIPVTVIEVEANR 13 20 3 1439  H2_HPO3 bl2yl4 2268.10) 75.254 3229 3 756.70 -4.5
|P60446|RL?‘;;§I/::;1T:3505 ribosomal |, o Phosphoryl STY(8) | LAEGEEYTVGQSISVELFADVK 83 22 3 22.2 Blry11 2464.11 108.290 3283| |3 822.04 -14.27




|P60446|RL?‘;?§I/::;1T:3505 ribosomal| LANDGYR 39 7 0 121 808.40 32.496 10009| [2 404.7¢ 7.32
|P53636c1issz'3t2i£ébzlslupemx'de 1 | carbamidomethyi+C(3 FACGVIEK 169 8 11 75.88  b2bbylyg3@ly5y6y7yd  923.46 41,503 172261 |2 462.23 9.72
IP53636ISODCL_SALTY Superoxide| EVPALMAGGHLDPEK 84 15 13 58.96 | P2037D3DEDLIDIZ®DI2yRy ) oy 4 58.010 38581 B 521.93 -13.58

dismutase [Cu-Zn] 1 2y3y9y13y15
IP53636|SODCL_SALTY Superoxide 4*b4b5*b5b7b10*b10y3 )

Hismutass [Cu-zn] 1 3 GGDNYSDKPAPLGGGGAR 151 18 16 144 68 syyoyreyoyiovLs | 168877 33.990 95651| B 563.60 16.34
|P53636|SODCL_SALTY Superoxide HLGPYNDKGHLGDLPGLVVNAD * A )

Hismutass [Cu-zn] 1 4 OTATYPLLAPR 102 33 5 24.45 b11b16*b16y5y6 34417 81.868 45540 | 4  86Lp0 3.62
|P53636$?Szﬁgig?ébzlslupemx'de 5 EVPALMAGGHLDPEKTGK 84 18 7 40.87 b6b12ydy6°y6y7yL6 1893, 53.304 32003 | 4  617.31 1115
|P53636$?Szﬁgig?ébzlslupemx'de 6 Oxidation+M(6) EVPALMAGGHLDPEK 84 15 3 18.16 b10y6y11 578 55.082 2124 | 4 790.39 -0.31
|P53636c!issz'agi£ébzlslupemx'de 7 PALMAGGHLDPEK 86 13 2 14.93 b3b9 1335.68 58.033 7680 |2 6683  7.49
IPSseSBcLiSsthi ig?cAb_TZTﬂSl”pemx'de 8 EVPALMAGGHLDPEK 84 15 0 4.03 1545.76 58.009 g358| |3 515.9p  .987
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzit:‘it 1 EFDAVVIGAGGAGMR 6 15 7 37.14|  b5h9b13b15y6y8yl5 144970 .08 49730 | 3| 483.91 -8.00

. b5b6yly3°y3y4dy6y7y8ylQdy
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂ;gCsﬂzit:‘it 2 TGPEAILELEHMGLPFSR 90 18 18 176.6811y12y13y14°y14y15y16y41 1996.99 94.532 45505 | B 666.34 -10.88
8
IQ8ZQUIIDHSA_SALTY Succinate 3 |cabamidomethyirc(1g) T AHVDPVKEPIPVIPTCHYMMG | 555 28 7 31.19 b5b6b9y2y3y5y10 3135.56 74.353 43894 | 4 784p4 -10.28
dehydrogenase flavoprotein subunit GIPTK
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzit:‘it 4 DASESDVEGSLER 430 13 5 29.91 y5°y5y7yay13 1393.62 42510 2208 | 2| 697.31 10.34
i g

IQ8ZQUIIDHSA_SALTY Succinate 5 |cabamidomethyi+c(1gf OTT ERDDANWLCHTLYQPQTES 5/, 26 4 26.54 y3y6y8y11 3257.48 81.012 5009 |3  1086.50 11.0
dehydrogenase flavoprotein subunit MTR
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzit:‘it 6 | carbamidomethyl+C(5 ALQECMQHNFSVFR 461 14 5 24.15 b4rhyBy14 1766.82 64.399 5122| p  883.91 6.15
[Q8ZQU3IDHSA_SALTY Succinate . GVPVQDMEMWQFHPTGIAGAG o [ I
Sehydrogenase avoproten subunt | 7 |CarbamidometnykC(2 of VLVTEGCR 228 30 7 19.35|  b7°b7*b7boblly3y7 3213.56 93.794 34b | 5 @43p 1048
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzit:‘it 8 | carbamidomethy+C(3) VECLELDNLMETAYATAVSANFA 510 23 4 0215 b10y5y8y10 2617.22 110.488 21471 |3 873.0B -4.24
'gfhzﬁiﬂgnﬁﬁﬁiﬁ,%jﬁZﬂﬁiﬁt 9 LGGNSLLDLVVFGR 399 14 3 27.09 yAy5y8 1459.83 104.575 218012 | 730.42 3.60
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzit:‘it 10 | carbamidomethy+C(7) DDANWLCHTLYQPQTESMTR 548 20 3 . y5y7y9 2466.12 69.268 16242| [3 82271 13.66
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzit:‘it 11 DLAGR 281 5 2 26.46 bay4 531.29 28.951 11600 |1 53129 5.05
'gfhzﬁiﬂgnﬁﬁﬁiﬁ,ﬂéﬁZﬂﬁiﬁt 12 ATVLATGGAGR 196 11 3 36.09 y3y5y7 973.53 31.638 0224 |2 4872F 972
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂ;gCsﬂzit:‘it 13 LPVR 2 4 1 12.83 b3 484.32 77.566 8315| |1 484.32 -9.89
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂ;gCsﬂzit:‘it 14 IYQRPFGGQSK 113 11 5 36.09 y3°y3*y3y7y10 1280.6% 35.31( sr80| 2| 640.83 2221
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂ;gCsﬂzit:‘it 15 TFAHVDPVK 335 9 5 30.51 b3°b3b7°b7y3 1013.59 53.154 4545 |2 7.8 11.20
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂ;gCsﬂzit:‘it 16 TESR 533 4 2 12.83 b3°b3 492.24 36.909 4394 |1 492.24 9.0
'ggﬁﬁﬁgﬂﬁ:ﬁ;ﬁ)ﬂégCsﬂzitr‘:‘it 17 NHTTIFSEWYALDLVK 155 16 6 42.7 b5b8b9°b9b10y9 1936.98  .HD 1833 | 3| 646.33 -1.95
'gffﬁiﬂgn'lifﬁiﬁ,ﬂéﬁZﬂﬁiﬁt 18 AAGLHLQESIAEQGVLR 413 17 4 23.33 b12y10y11*y1l 1791.97  3.%6 1633 | 2| 896.49 -0.89
'gffﬁiﬂgn'lifﬁiﬁ,%jﬁZﬂﬁiﬁt 19 IYQRPFGGQSKNFGGEQAAR 113 20 6 3225 b7bob10°b10b18ylld 21129 68.586 454964 B 737.70 -6.85




IQ8ZQUIIDHSA_SALTY Succinate | EGDAMAKGLEQLK 475 13 5 34.48 b10°b10b11ydy12 1389.6p wa 6041 | 2| 695.35 -13.35
dehydrogenase flavoprotein subunit
|08ZQU3|DHSA_SALTY Succinate . [ DDTSSEFNTQRVECLELDNLME .
Sehydrogenase avoproten aubunt | 22 Carbamidomethy+C(1b} T AYATAVSANER 498 35 8 28.95| bl2y5y7y8yl0°y10*y10yl3  4010.88 110.938 1543 3| 1337.63 10.35
IQ8ZQUIIDHSA_SALTY Succinate |, LDDGRIYQRPFGGQSK 108 16 3 17.14 b5yay11 1836.91 78.677  3446| 3| 612.97 -13.69
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate | 5 |Carbamidomethy+C(S);  ep o\ /o1 opyMMGGIPTK 344 19 5 42.09 b9b10b11y3y10 2157.08  3.388 42773 | 2| 1079.04 12.56
dehydrogenase flavoprotein subunit Oxidation+M()
IQ8ZQUIIDHSA_SALTY Succinate | Oxidation+M(12) TGPEAILELEHMGLPFSR 90 18 4 29.18 b5b1ayll 2013.02 70.884 6226| B 67168 4.24
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate | 5 |Carbamidomethy C(3)y e &) | METAYATAVSANFR | 510 23 5 24.6 b10b22y3y5y10 2623 70.807 4616 | 4  878.40 -10.85
dehydrogenase flavoprotein subunit Oxidation+M(10)
IQ8ZQUIIDHSA_SALTY Succinate | g Oxidation+M(14) EFDAVVIGAGGAGMR 6 15 4 18.16 b8b11°hEly 1465.72 65.385 2216 | b 733.36 7.25
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate |, EFDAWVI 6 7 1 7.26 v5 792.42 58.022 2207| P 396.72 12.32
dehydrogenase flavoprotein subunit
IQ7CQN4ILPPL_SALTY Major outer | VDQLSNDVNAMR 40 12 6 34.29 bayd*ydyTy8y12 1361.65 49.436| 2622 | 2| 68133 1.88
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | SDVQAAKDDAAR 52 12 5 49.74 b3y3ydy6y9 1246.59) 18.753 24149 3 |  416.20 -13.81
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | IDQLSSDVQTLNAK 26 14 3 19.31 b3b5y9 1531.80 53.514 708 |2 6.28 4.46
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | VDQLSNDVNAMRSDVQAAK 40 19 3 14.96 b5b11y5 2060.99) 57110 70z | 3| 687.67 -4.15
membrane lipoprotein 1
IQ7CQN4ILPPL_SALTY Major outer | IDQLSSDVQTLNAKVDQLSNDVN 26 26 4 18.31 b10y3y6y9 2874.42 92.125 1669 |3 9584 18
membrane lipoprotein 1 AMR
IPOA2SOILRP_SALTY Leucine-reonsive TYVVMEEVK 145 9 7 30.51 b2b8y2y5°y5y7y9 1097.58] 53,130 2a45| 2| 549.28 311
regulatory protein
IPOAZSOILRP_SALTY Leucine-reonsive | oo idomethyi+C(8 VGLSPTPCLER 37 11 56.02 b2bdydyByll 1228.63 52.414 17186| [ 614.82 -1.19
regulatory protein
IPOA2SOILRP_SALTY Leucine-reonsivg 5 LVIK 158 4 1 12.83 v3 472.35 56.857 o040 | [t 472.35 -6.65
regulatory protein
[POA2SOILRP_SALTY Leucine reonsive . | GAPDVFEQFNAAVQKLEEIQECHL i —l
reguiatory protein 4 |carbamidomethyi+c(2ff VSGDEDYLLK 84 34 3 10.99 b5b8y12 3909.90 118.463 10561 | 4 9784 0.7
'POA?XOleiF;gETgBSOS ribosomal| SMQDPIADMLTR 1 12 10 82.80| b2b3bdy2y3yayey8ydyl2  1377.66  8.988 102178 | 2| 689.33 0.71
'POA?XOleiF;gETgBSOS ribosomal| AVVESIQR 69 8 9 49.36 | b2b5yaryayseysy6ty6y 901.50 33.484| o481 | 2| 45126 7.24
'POA?XOleiF;gETSYBSOS ribosomal| AAVTMPSSK 22 9 7 57.55 y3YA°yAyByT°yTY9 891.46 32.038 75108 2 | 446.24 2.04
'POA?XOleiF;gETgBSOS ribosomal| MSMQDPIADMLTR 0 13 3 25.44 bayays 1508.70) 47.354 1731 |3 583 8.09
[P41033|PCKA_SALTY b1b2b8°b8b11yly2y3°y3y6 )
Phohoenolpyravats carboxykinase [(ATH] 1 LTANQTQYHFLSGFTAK 371 17 16 oL7a| T avrayisyteyly | 192695 68.607 37965| B 642.99 12.54
[P41033|PCKA_SALTY i ]
Phohoenolpyravats carboxykinase [(ATH] 2 NTYASPEQWQEK 495 12 3 35.53 y8y9y10 1480.69 45.302 22071 | 2 40.85 13.52
[P41033|PCKA_SALTY i
Phohoenolpyravats carboxykinase [(ATH] 3 MQAAGAQAYLVNTGWNGTGKR | 426 21 5 18.95 b2b8b12y11y19 2108. 60.581 21230 | 4 732.03 0.78
[P41033|PCKA_SALTY .
Phohoenolpyravats carboxykinase [(ATH] % GVLTNLGAVAVDTGIFTGR 45 19 9 52.26 | bloyly2y7yscysyoy10§] 1861.03 94.542 17694 P 931.02 4.66
IP41033[PCKA_SALTY 5 GMFSVMNYLLPLK 212 13 3 25.44 b10y3y4 1512.80) 109.748 1614f 2 | 756.90 1.69
Phohoenolpyruvate carboxykinase [ATR]




|P41033|PCKA—SALTY 6 YIVRDDTTRDTLWWSDK 69 17 3 16.34 b8y5y7 2170.07| 99.764 1010| 3 724.03 4.61
Phohoenolpyruvate carboxykinase [ATF]
|P41033|PCKA_SALTY AYGINDVQDIVYNPSYDTLYQEEL b3b5b7b10°b10y2y4y7y8fy
Phohoenolpyruvate carboxykinase [ATR] 7 NPGLEGYER 12 33 10 34.76 8 3837.81 91.723 8511 1279.94 8.40
|P41033|PCKA_SALTY A
Phohoenolpyruvate carboxykinase [ATR] 8 IQLIGGTWYGGEMK 197 14 3 27.09 y5y1ly12 1552.79 77.097 7008 2 776.90 0.94
|P41033|PCKA_SALTY b11*b11b13y2°y2y3y10%y )
Phohoenolpyruvate carboxykinase [ATR] 9 EQGLNSENFVAFNLTER 180 17 10 42.81 10y11y14 1967.94 85.154 3762 656.65 1.12
|P41033|PCKA—SALTY 10 DALLENVTVREDGTVDFDDGSK 305 22 4 13.45 b6b8°b8y6 2395.09 71.346 2707 3 799.04 -13.35
Phohoenolpyruvate carboxykinase [ATF]
|P41033|PCKA_SALTY . .
Phohoenolpyruvate carboxykinase [ATR] 11 MQAAGAQAYLVNTGWNGTGK 426 20 6 14.39 b11*b11y2y5y11*y11| 2038.00 65.417 2187 1019.50 9.40
|P41033|PCKA_SALTY .
Phohoenolpyruvate carboxykinase [ATR] 12 AIIDAILNGSLDNAETFR 454 18 5 24.85 b5y2y3y5y7 1932.99 1820 1689 2 966.99 11.11
|P41033|PCKA—SALTY 13 VSYPIYHIDNIVKPVSK 332 17 7 44.64 b6b7°b7b10*b10b11y! 72905 66.226 44464 4 493.77 -20.24
Phohoenolpyruvate carboxykinase [ATF]
|P41033|PCKA_SALTY A
Phohoenolpyruvate carboxykinase [ATR] 14 VNNLTPQDLK 2 10 3 28.7 b3y4y5 1141.62 44.888 1370 2 571.31L .892
|P41033|PCKA_SALTY . LIGDDEHGWDDDGVFNFEGGCY o o L
Phohoenolpyruvate carboxykinase [ATR] 15 Carbamidomethyl+C(21L) AK 263 24 7 27.62 b8b14y9°y9y13°y13yl14 2716.1p 80.084 13438 3 06.0% 7.37
|P41033|PCKA—SALTY 16 YTDTPAGEALVSAGPK 521 16 3 24.89 b6b8b14 1576.78 62.691 4472 | 2 788.89 -4.10
Phohoenolpyruvate carboxykinase [ATR]
|P41033|PCKA_SALTY .
Phohoenolpyruvate carboxykinase [ATR] 17 NDNKPLSQETWQHLK 90 15 5 25.83 b5*b5b10y5y7 1837.92 80.24 2838 2 919.46 1.66
|P41033|PCKA—SALTY 18 GDVAVFFGLSGTGKTTLSTDPK 239 22 9 42.89 b4b8°b8b11b2Cy Y8 2198.10 116.161 35968 3 733.37 -13.44
Phohoenolpyruvate carboxykinase [ATR]
|P41033|PCKA—SALTY 19 NDNKPLSQETWQHLKGLVTHQLS 90 25 4 18.64 b4b9°b9b11 2858.49 81.921 343 3 953. 0.1
Phohoenolpyruvate carboxykinase [ATR] GK
|P41033|PCKA_SALTY
Phohoenolpyruvate carboxykinase [ATR] 20 Phosphoryl STY(7) EAEPEIYHAIR 293 11 3 36.0 y3y6y10 1483 136.516 2965 ] 1407.63 8.85
|P41033|PCKA_SALTY Carbamidomethyl+C(7); o
Phohoenolpyruvate carboxykinase [ATR] 21 Oxidation+M(5) GIASMHCSANVGEK 225 14 4 19.31 b4°b4b6y8 1476.6¢4 42.520 6260 2 738.84 4.30
|P41033|PCKA—SALTY 22 DALLENVTVREDGTVDFDDG 305 20 0 6.86 2180.03 71.371 6840 2 090.52 14.89
Phohoenolpyruvate carboxykinase [ATR]
|P41033|PCKA—SALTY 23 TANQTQYHFLSGFTAK 372 16 5 20.89 b3°b3b4°b4*b4 1813.8p 52 1784 2 907.43 -14.40
Phohoenolpyruvate carboxykinase [ATR]
IP37412|LEUS_SALTY 3-isopropyimalale NIANPIAQILSLALLLR 203 17 7 33.75 b1b2ySy7y8y13y17 18381 137.380 7231 | 4  o17.08 9.86
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalale EIVNDVAK 206 8 8 64.36 |  b5bEh7y5°y5y6°y6y8 887.47 33.523 ges| 2| 444.24 9.97
dehydrogenase




|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a € 3 |carbamidomethyl+C(1D) ADIAANGFDILCVR 124 14 5 19.31 b8H10°b10y3 1534.79 81.021 61570 |2 767.9 15.5
|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a € 4 NYHIAVLPGDGIGPEVMAQALK 3 22 5 24.25 b10b11b14y15%y15 2396 101.897 21327 765.06 -18.52
|P37412|LEﬁﬁdﬁg\;:’af:pmpy'ma'a € 5 | carbamidomethyi+C(9 LYQGLEAFCPLR 112 12 3 20.51 y5y8y9 468.78 72.931 9579 489.60 19.72
|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a € 6 GAAAVSTDEMGDIIAR 341 16 3 17.18 bl4y8y12 1576.79 82.738 986 | 3| 526.27 13.94
|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a € 7 | carbamidomethy+C(6) ATVEGCEQADAILFGSVGGPK| 59 21 4 2.3 b5°b5b6y13 2106.00 51.343 2408 |4 5272 -6.84
|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a € 8 ELTGGIYFGQPK 138 12 4 22.3 b7boy6*y6 1309.67 47.470) 1966 |2 5.85 -6.52
|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a c 9 YSLDANDAATAIEQAINR 310 18 7 40.72 | b3b4b5b12°b12y13°y1B  935.96 85.119 1784 645.99 9.96
|P37412|LEU3_SALTY 3-isopropylmalafe Carbamidomethyl+C(9);LYQGLEAFCPLRADIAANGFDILC o " o q 4
dohydrogenase 10 | CabamidomethyirC(24) VR 112 26 5 22.82 y9°y9y10%y10y13 2982.45 71.524 2739 |4 74637 14.00
|P37412|LEﬁﬁj;;zn?’af;pmpy'ma'ale 11 AFDTEVYHRFEIER 160 14 3 19.31 bay5y7 1811.81 72.224 271 2906.44 1.08
|P37412|LEﬁﬁdﬁg\;:’af;pmpy'ma'a c 12 WENLPPESQPERGALLPLR 80 19 4 24.18 b8b9°h9b11 2202.14  0CED. 2565 | 3| 73472 -12.97
|P37412|LEﬁﬁj;;zn?’af;pmpy'ma'a{e 13 Oxidation+M(10) GAAAVSTDEMGDIIAR 341 16 5 42.7 boyoy1P9y14 1592.75 80.038 30837 | 796.89 -2.76
IPSSO00ISERC_SALTY Phohoserine| - | oo midomethyl+C(7)  LAQQELCDWHGLGTSVMEISH 20 22 16| eipe |P1DBDIODI2TDI2YLYSyAyD® o opy g 74.810 46465| # 64255 -13.88
aminotransferase y5y8y9y10y11y12°y12
1 % |
IPS5900]SERC_SALTY Phohoserine| AQVFNFSSGPAMLPAEVLK 1 19 10 47.g9| PZ"D2D3DEDLAYBYSYEYLAY 06 o 92.181 27201 2 1003.53 7.79
aminotransferase 19
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 3 ASIYNAMPIEGVK 335 13 4 35.14 y8yOy10y13 1392.72 65.554 285 | 2| 696.86 2.02
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 4 GKEFIQVAEEAEQDFR 42 16 7 37.4 b2b13y5*y5y6y7yLe 1895.98 3.2 23153 | 3| 63265 11.01
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 5 ALTDFMIDFER 348 11 5 35.34 b2b5b8y3y6 1357.64 91.209 1210 2679.32 -3.78
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 6 VFLEESFAAGLHALK 311 15 4 18.16 b5°b5b10y3 1631.88 88.97f 512 | 3| 544.63 -0.15
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 7 EFIQVAEEAEQDFRDLLNIPSNYK 44 24 6 26.19 b5°b5b11°b11y5y6 | 2868.40 118.999 3076 | B  956.80 2,55
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 8 TTADYVDAGYWAASAIK 91 17 4 22.96 b5b9y11y13 1802.87 83.883| 2825 | 2| 901.04 4.06
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 9 AQGGVAAMHK 257 10 3 33.93 y3y7y8 969.48 95.427 1858| |2 48528 1473
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 10 | carbamidomethyi+C(d) KYCAPQIIDAK 111 11 5 41.54 b7b8bO%y10 1306.67 67.611 76511 P 653.84 -7.47
IPS5900]SERC_SALTY Phohoserine| MNVPFQLADNTLDKVFLEESFAA| - 5q, 29 5 24.26 b3y4y12y14y26 3218.6 109.328 3435 4 80541 6.52-
aminotransferase GLHALK
. % | O K
IPS5900|SERC_SALTY Phohoserine| ., AELLYGVIDNSDFYRNDVAQANR| 272 23 11 55,24 | P3PSPL2DI2VIOVISYISF )5 5, 80.005 20390 B 88177 6.56
aminotransferase y13y14y19y20
IPS5900|SERC_SALTY Phohoserine| 5 GQFAGVPLNLLGDKTTADYVDA 77 31 6 25.24 b3b4b6*b6b25y25 3212.65 97.863 1934 3 1071|56 8.89
aminotransferase GYWAASAIK
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 14 ASIYNAMPIEGVKALTDFMIDFER | 335 24 5 23.45 b3b11b12°h1241 2731.35 90.772 5253 | B 91112 1.07
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 15 |carbamidomethy+C(1#)  DLLNIPSNYKVLFCHGGGR 58 19 5 18.d  b3y3y13°y13+yl13 2160.12 100.730 3761| |4  540.79 9.49
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 16 SRMNVPFQLADNTLDK 295 16 4 35.11 b8b10b11b13 1848.94 oB2 | 2682 | 4| 462.99 6.87
'P55900Ei’;\cot—rinAsL;L:ehc’hose””e 17 ALTDFMIDFERR 348 12 5 26.28 b6°b6y6°y6Y7 1513.74 60.919 234| 2| 757.37 6.21




IPS5900|SERC_SALTY Phohoserine| o INQQKAELLYGVIDNSDFYR 267 20 3 22.52 b3bdy8 2386.19 11530 1784 | 3| 796.07 -5.93
aminotransferase
IPS5900|SERC_SALTY Phohoserine| o | CarbamidomethyHC(7), | ) e coWHGLGTSVMEISHR 20 22 3 13.45 b7bldy1l 2583.18 a3 4350 | 4| 64655 -9.07
aminotransferase Oxidation+M(17)
IPS5900|SERC_SALTY Phohoserine| Oxidation+M(1) MNVPFQLADNTLDK 297 14 4 19.31 baySy8*y8 621.77 69.370 2444 | 4 406.20 -13.92
aminotransferase
|P69936]YDFG_SALTY NADP-dependdnt e o 0
L-serine/L-allo-threonine dehydrogenade 1 AAIEEMMASLPAQWR 58 15 11 52.42 b4b6 b6b33355b13y2y5y) 1703.83 91.301 10637 p 852.42 6.09
ydfG
|P69936]YDFG_SALTY NADP-dependdnt TYENTTALTPEDITEAVWWVATL
L-serine/L-allo-threonine dehydrogenade 2 PAHVNINTVEMMPVTQSFAGLSV| 199 48 6 21.78|  b2bl4b24b25y14y48 5340.63 136.532 499 4 B33 -1.01
ydfG HR
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 3 VTDIEPGLVGGTEFSSVR 171 18 5 47.39 y5y7y8y9y13 1862.96 964. 27563 2 931.98 6.03
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 4 ASVEDWETMIDTNNK 93 15 6 25.83 b5°b5b8y8°y8y11 1752.8 g9 12036 2 876.91 17.55
ydfG
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 5 LQALK 36 5 1 13.23 b3 572.37 56.622 4418 1 572.31 -3.09
ydfG
[P69936]YDFG_SALTY NADP-dependdnt AGKTYENTTALTPEDITEAVWWY
L-serine/L-allo-threonine dehydrogenade 6 ATLPAHVNINTVEMMPVTQSFAG| 196 51 5 11.66|  b11°b11b18y10%y10 5596.79 102.299 1007 5 0162 0.17
ydfG LSVHR
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 7 NRGH”NIGST'AA(_BFSKWPYAGGNVYG 124 27 4 25.91 y9y12y14y23 2761.39 100.77 702 3 921. 4.5
ydfG
[P69936]YDFG_SALTY NADP-dependdnt CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenade 8 - Y MIVLVTGATAGFGECIAR 0 18 3 15.6 b7y6y12 1945.94 96.620 1782 2 973.48 13.05
ydiG ;Phosphoryl STY(6)
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 9 Oxidation+M(9) ASVEDWETMIDTNNK 93 15 4 18.16 b4y3y8*y8 68.76 36.861 3849 4 442.95 -4.69
ydfG
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 10 TYENTTALTPIIED?J:;EAVWWVATL 199 26 2 27.57 y8y9 2929.39 136.539 4015 3 977.1 -10.7
ydfG
IPSBE6LIAAT_SALTY Aartate 1 LREEFGVYAVASGR 360 14 8 39,08 P107P10012b14y3y4y1IYL ) s 49 72.192 23576 | 2 777.40 1131
aminotransferase 4
PR
IPSBBELIAAT_SALTY Aartate 2 MFENITAAPADPILGLADLFR 0 21 15 47.93 | P2P5DS™DSDE®DEDE™BYL ) 7 5 121.298 17489 P 1138.1 10.19
aminotransferase y2y3y5y7y13y21
IPSBEELIAAT_SALTY Aartate 3 VWVSNPSWPNHK 122 12 3 223 b6bSy4 1450.7 54.19( 1153 3 4| 1170
aminotransferase
- 3
IPSBEELIAAT_SALTY Aartate 4 NYLGIDGIPEFAR 63 13 10 54,62 | P20A"DADSDEDEDIZYEYEY ) 1) 75 81.553 11152 2 732.88 -0.08
aminotransferase 13
IPSBEELIAAT_SALTY Aartate 5 ELIVASSYSK 236 10 5 36.94 b2y6y7y8°ys 1096.54 47.316 10188 | 2548.79 -10.13
aminotransferase
IPSBEGLIAAT_SALTY Aartate 6 TAQTPGGTGALR 96 12 7 68.41|  babSy7y8y9y10%y10 1129.5p 36.33| 13144 | 2| 565.30 -4.75
aminotransferase
IPSBEELIAAT_SALTY Aartate 7 NFGLYNER 246 8 5 36.13 b3b7y6°y6*y6 1012.49 51.319 5174 |2 .Bo6 711
aminotransferase
IPSBEGLIAAT_SALTY Aartate 8 | carbamidomethy+C(4 VGACTLVAADAETVDR 254 16 7 52.89  bEHH10°b10y6y12 1647.81 55.569 4616 |2 824.4 6.30
aminotransferase
IPSBBELIAAT_SALTY Aartate 9 GWLPLFDFAYQGFAR 204 15 6 37.14 b3b7y3ySy7*y7 1787.88 aas 2148 | 4| 447.73 -6.14
aminotransferase
IPSBEELIAAT_SALTY Aartate 10 |carbamidomethy+C(15) VNVAGMTPDNMAPLCEAIVAVL 374 22 3 | 1345 b8y8y10 2285.17 109.692 2083 |3  762.39 15.2¢
aminotransferase
IPSBEELIAAT_SALTY Aartate 11 | carbamidomethyl+C(l) CTQELLFGKGSALINDK 76 17 3 24.99 bBD12 1893.95 98.401 103557 |3 631.99 -12.5(
aminotransferase




'P586i1n|$$£2;:£a”ate 12 TAQTPGGTGALRIAADFLAK 96 20 4 21.18 b6*b6b9b16 1950.04 31086 15396 | 2| 980.02 -13.02
IPSBBELIAAT_SALTY Aartate 13 AEQYLLENETTKNYLGIDGIPEFA 51 25 3 12.42 b3boy4 2884.47 63.811 766 |5  577.70 12.1
aminotransferase R
'PSBGiﬂAirﬁ)Ttaigfg;(seAaﬁate 14 AFSQMKSAIR 270 10 4 28.7 b4°babSy3 1138.6( 31.686 7342 |2 @wo.| 182
'P586i1n|$$£2;:£a”ate 15 | Carbamidomethy+C(4) VGACTLVAADAETVDRAFSQMK 254 22 3 345 b16y7yl2 2340.12 104.579 6640 |3 780.71 -6.26
'P586i1n|$$£2;:£a”ate 16 AIWEQELTDMRQR 304 13 4 34.11 b7y5y8y10 1675.8% 84.103 69| 3| 559.28 -0.66
'PSBGilnLAirﬁ)Ttaigfgr;(seAa”ate 17 KAEQYLLENETTK 50 13 3 20.67 b6y5y7 1566.79 63.906 1551 |3 s -8.26
'PSSGilnLAirﬁ)Ttaigfgr:SQAa”ate 18 VWVSNPSWPNH 122 11 0 2.82 1322.63 54.189 1328 |3 44195 2.5
'PSSGilnL'?rﬁ)Tt;ggr:SQAaﬁate 19 NYLGIDGIPEFAR 63 13 0 3.23 1447.72 81.574 1501 |2 724.3p 2.53
_ yruvate kinasg . y3y10y. . . . .
P77983|KPYKL_SALTY P kinasg | 1 GDLGVEIPVEEAQK 244 17 6 34.05 b3b6b7y3y10y17 1843.00 95.55( 27286 | 2 .cme2 8.08
_ yruvate kinasg . y1y2y7y8y9y .52 . 2.
P77983|KPYKL_SALTY P kinasp | 2 MLDAGMNVMR 22 10 9 43.18 | b2bacbaylyzy7ysyoyld 11375 me9 | 21918 | 2| 569.26 2.47
[P77983|KPYK1_SALTY Pyruvate kinasp | 3 AGQTFTFTTDK 86 11 3 24.33 b10y6y10 1216.57 59.190 13800 | 3 .m@6| -12.44
[P77983|KPYKL_SALTY Pyruvate kinasp | 4 IENQEGLNNFDEASDGIMVAR | 220 24 8 47.04| y2y3yayey8ylOyl3y2d  2677.29 m 13767 | 3| 893.10 6.20
_ yruvate kinasg . Y2y . . . 2.
P77983|KPYKL_SALTY P kinasg | 5 AHGGENIQIISK 208 12 6 26.28 b2b6b7b8ey2y4 1266.68 40.224 6167 | 2| 633.84 2.02
|P77983|KPYK1_SALTY Pyruvate kinasp | 6 AEAGDVANA'L[A’ETDAVMLSGES 292 25 6 22.77 b4b8b15y2ydy24 2405.17 118.97p 1648 | 3 so2f0 .64 9
_ yruvate kinasg arbamidoryle . y5°y5y6y! . ) : .
P77983|KPYKL_SALTY P kinast| 7 | Carbamidoryietd(13 YPLEAVSIMATICER 319 15 4 26.24 5°y5y6yL4 1752.81  83.469 14311 | 2 876.94 4.87
_ yruvate kinasg . y3°y . . g . .
P77983|KPYKL_SALTY P kinasp | 8 GAVETAEK 360 8 5 36.13 b3b6°b6y3°y3 804.42 68.567 6079 |1 8P4 14.34
_ yruvate kinasg . y5y. . . . .39-
P77983|KPYKL_SALTY P kinasp | 9 VVITATQMLDSHKI 272 14 5 27.61 b8°b8b10y5y13 1549.8 102.303 495p | 2 77542 0.39
|P77983|KPYK1_SALTY Pyruvate kinasg | 10 AEAGDVANA"A‘ESIIDAVMLSGES 292 27 5 22.77 b4°bab12b13°h13 2590.2% 51.38 61960 | 3  864lo9 -9.52
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 11 TESEEMLSKMAGMNVMR 13 19 12 50.11 blObé*l yg;f;ﬁ&ﬁww Y 2171.99 83.871 56115| B 724.67 3.71
I DVALQSGLAQKGDVVVMVSGAL ) )
[P77983[KPYK1_SALTY Pyruvate kinasp | 12 e TANT ASVIVL 434 36 3 10.9 b23y19y23 3520.83 86.552 11041 |3 1174p8 12.
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 13 KYFPDATILATNEVTAR 388 19 3 14.96 b5y3y10 2124.11] 83.424 10477 |3 70871 9.77-
[P77983|KPYK1_SALTY Pyruvate kinasp |~ 14|  CarbamiddryleC(3) IVCTIGPKTESEEMLSK 5 17 5 24.99 y6°yBy7°y7y10 1996 67.652 1909 | 4 64133 0.83
|P77983[KPYK1_SALTY Pyruvate kinasp |~ 15 Car?g)?éizgn:fmgf(l ) YPLEAVSIMATICER 319 15 6 43.16 b6°b6b7ydy5y7 1768.8 1064 | 5273 | 2| 884.95 13.73
. LGSVFSSTGTGGGQEQTITSTWT b3°b3b7b11°b11b33y1y2)3
'Q82Q40|WRBCV7§:LTY Flavoprotein| LAHHGMVIVPIGYAAQELFDVSQ 106 49 19 69.2 |yacyaryaysyeryey7y12y2d 5134.56 116.999 28064| W 1284.4 0.38
VR v49
'Q82Q40|WRBCV7§:LTY Flavoprotein| TQNAPVATPQEI_\EADYDA"FGTPT 54 25 8 50.32 | b2bllbl2y5y6y7yl3y26  2689.35 90.75¥ 14488 | 3 7.189 2.63
'Q82Q40|WRBCV—£:LTY Flavoprotein| 5 GGTPYGATTIAGGDGSR 155 17 3 16.34 b6ydy12 1537.7B 41571 42| 2| 769.37 4.45
'Q82Q40|WRBCV—£:LTY Flavoprotein| TFLDQTGGLWASGSLYGK 88 18 4 24.52 b5b11612°H12 190093  .608 2050 | 2| 950.97 5.46
'Q82Q40|WRBCV—£:LTY Flavoprotein| o VPETMPPEIFAK 38 12 5 37.3 b3b7°b7b10y8 135871 47.40 7908 | 2679.86 8.45




'Q8ZQ40|WRBCV7§:LTY Flavoprotein| ¢ YQGEYVAGLAVK 183 12 5 34.29 b3b4*h4ab8y10 1297.69 46.951 282 | 2| 649.34 -1.88
'Q82Q40|WRBCV—£:LTY Flavoprotein| 7 TQNAPVQ;E%EALSAGDSBQ"FGTPT 54 34 5 21.53 b8*b8b9b11y21 3697.83 122.791 18397 | 4 925p1 9313
'Q82Q40|WRBCV—£:LTY Flavoprotein| ¢ TPYGATTIAGGDGSR 157 15 7 64.01]  b5beb7b8b10°b10b1B 14235 41.595 41544 | 4 47524 7.46
'Q8ZQ40|WRBCV7§:LTY Flavoprotein| ¢ GGTPYGATTIAG 155 12 1 7.28 y10 1065.52) 41,519 962 |2 53326  .093
'Q82Q40|WRBCV—£:LTY Flavoprotein| LGSVFSSTGTG&GQEQT'TSTWT 106 26 4 16.84 y6y8°y8y13 2587.25 116.993 5514 |3  863.49 2.1F
'Q82K81|RS;?&§QLST ;:3305 ribosomal YLSLLPYTDR 63 10 8 58.17|  b2b3yly5y6y7y8y10 1240.6% 75,724 8% | 2| 620.83 4.03
'Q82K81|RS;?&§QLST;305 ribosoma) FTAEGVQEIDYKDIATLK 12 18 4 15.6 b3b6°b6y10 2041.06 75.278| 1833 | 3| 8102 3.83
'Q82K81|RS;?&§QLST;305 ribosomal 5 NYITESGK 30 8 5 36.13 b4°ba*baydy7 911.45 74.134 1941 |1 omrd 737
'Q82K81|RS;?&§QLST;305 ribosomal FTAEGVQEIDYK 12 12 7 62.21 b3b4b10y5y6y7*y7 1399.67 46.006 1624 | 2| 700.34 0.44
'Q82K81|RS;?&§QLST;305 ribosomal g DIATLKNYITESGK 24 14 4 31.57 b1lydy8y12 1552.81] 72.551 Ba2 | 3| 51828 511
'QSZKSllRS;?&iﬁLST;Q’OS ribosomal 5| 2 hamidomethyl+C(2 FCRFTAEGVQEIDYK 9 15 3 18.1p boyay7 1862.90 49.538 4902 621.64 14.35
IP66692IRPIA_SALTY Ribose-5-phohate AVGWAALQYVQPGTIVGVGTGST 8 35 24 205.26 Sg;%gigiexffllfyt,llglyg; 3487.82 108.271 66392 B 1163.2 3.57
isomerase A AAHFIDALGTMK 24y26y27y28y30y35
'PGBGQZlRP'Ais—osn{?é‘;;(eRAibose's'phOhare 2 | carbamidomethyl+C(3 FICIADASK 112 9 8 74.9 b2b8y3y45Ty9 1024.51 51.745 40807 P 512.76 -6.08
'PGBGQZlRP'Ais—osn{?é‘;;(eRAibose's'phOhal‘e 3 GADVALIGTPDGVK 201 14 5 19.31 b4b6y2y5yl4 1312.71 58.009 1205 | 2| 656.86 1.49
'PGBGQZlRP'Ais—osn{?é‘;;(eRAibose's'phOhal‘e 4 GQIEGAVSSSDASTEK 43 16 6 27.7 b11y2y7y9y12y16 1565.44  482. 9087 | 2| 783.37 7.80
IP66692IRPIA_SALTY Ribose'S'phOhal‘e 5 FPLPVEVIPMAR 128 12 4 44.96 y3y5y8y9 1368.75 91.629 9164 |2 488 -13.20
isomerase A
'PGBGQZlRP'Ais—osn{?é‘;;(eRAibose's'phOhal‘e 6 QVDILGKFPLPVEVIPMAR 121 19 5 41.17 y3y4yBy7°y7 212214 QL4 40260 | 3 708.07 -7.59
|P66955[TALB_SALTY Transaldolase [iz 1 LSYDTEASIAK 100 11 8 64.02|  b3b8y3y7°y7y8ydyll 1197.6 0 | 19009 | 2| 599.30 0.20
|P66955[TALB_SALTY Transaldolase [iz 2 | carbamidometeytd NVGEILELAGCDR 228 13 4 34.11 b3y5y8y11 1445.71 74600 15086 | 2| 723.36 5.24
|P66955[TALB_SALTY Transaldolase [iz 3 ELAESEGAIER 250 11 9 71.01| b3y2y3’y3ydy7yyoyll ~ 1203.59  .3aB 14201 | 2|  602.30 5.88
|P66955[TALB_SALTY Transaldolase [iz 4 ISTEVDAR 92 8 7 49.36 b7b8y2ydy6y7y8 890.45 28.911 13348 |2 5.7 -10.83
|P66955[TALB_SALTY Transaldolase[il 5 LYQPQDATTNPSLIBNQIPEYR 25 24 9 51.04 b4*b4b5b1°fllb12yly3 ? 271639 96.707 6368 906.13 -2.88
|P66955[TALB_SALTY Transaldolase [iz 6 QHGYETVVMGASFR 21 14 3 27.09 y3ydy9 1581.77 56.643 5367 |2 791.3p 11.34
|P66955[TALB_SALTY Transaldolase [iz 7 LASTWQGIR 132 9 3 383 yAy6y7 1031.55 52.635 1815¢ |2 51628  .17:8
|P66955[TALB_SALTY Transaldolase [iz 8 LYNDAGISNDR 117 11 5 47.56 y3ydy5°y5y9 1237.600 80.759 101153 |  413.20 11.94
|P66955[TALB_SALTY Transaldolase [iz 9 LIDDAVAWAK 50 10 5 26.94 b6°b6b9°b9y6 1101.58 61.775 8897l |2 5130 -14.96
|P66955[TALB_SALTY Transaldolase [iz 10 DYAPAEDPGVVSMVYEYYK 193 21 6 21.72 b3°b3bSb11ly5°y5 2408.11 93.221 7245 | 3 03.88 -1.93
|P66955[TALB_SALTY Transaldolase [iz 11 ANTDK 187 5 1 13.23 b4 548.27 74.794 2412| |1 5482 6.12




|P66955[TALB_SALTY Transaldolase [iz 12 ITEAEFLWQHHQDRMDK 275 19 4 23.68 b6y5y8y10 2295.11 47.416 2207 |3 7657 432
|P66955[TALB_SALTY Transaldolase [iz 13 KFAVDQEK 300 8 4 33.12 b5°b5b6y6 964.52 55.629 gs8] |2 48276  o0.0a
|P66955[TALB_SALTY Transaldolase [iz 14 Phosphoryl SEY( ELAESEGAIERK 250 12 4 223 bdy8°y8y11 1411.64 51.377 5747 3| 47122 1.30
|P66955[TALB_SALTY Transaldolase [iz 15 Oxidation+M(15))  QFTTVVADTGDIAAMK 9 16 4 24.3 b4b13y8y10 1683.83 75.472 1549| 2 | 842.42 1.45
|P66955[TALB_SALTY Transaldolase B 16 STEVDAR 93 7 1 9.67 b4 777.38 28.933 1716] |1 777.38 5.02
'Q7CPGl|Y'CpsrgtseﬁL;ZSU“Chara“er'ze d IMASEGNQQHIR 59 12 8 73.76|  b2boy3y5y7Hy7yoy10 1383.67 703 | 18857 | 3| 461.89 732
'Q7CPGl|Y'CpsrgtseﬁL;ZSU“Chara“er'zed GALTDEAWEKK 48 11 5 24.33 b4°b4b6y8y11 1247.63 62.811 1198B2 | 62432 4.31
'Q7CPGl|Y'CpsrgtseﬁL;ZSU“Charader'zed GALTDEAWEK 48 10 4 54.94 y3y4y7y9 1119.54 50.385 9772 |2 5802  4.01
'Q7CPGl|Y'CpsrgtseﬁL;ZSU“Charader'ze d Oxidation+M(2) IMASEGNQQHIR 59 12 3 22.3 b5y8y10 1399.68  0.8D2 7765 | 2|  700.35 7.06
|P66643|RS;§$TSY9305 ribosomal GGGISGQAGAIR 68 12 5 40.31 b3y7y8yoy12 1043.5% 34.116 239202 | 522.28 -6.32
|P66643|RS;§$TSY9305 ribosomal SLEQYFGRETAR 33 12 5 34.29 b3°b3b4b6y6 1456.7p 33.55 23d5 | 2728.86 1.42
|P66643|RS;§$TSY9305 ribosomal AENQYYGTGR 1 10 4 28.7 b4°b4b5y5 1158.54 27.648 2834 |2 s79.17  20.02
|P66643|RS;§$TSY9305 ribosomal ALMEYDESLR 85 10 3 26.94 b8y3y8 1226.57 41.066 5418 |2 61379 169
|P66643|RS;§$TSY9305 ribosomal QPLELVDMVEK 49 11 4 24.33 b4*bab7y8 1300.71 27.812 48871 |2 88O 20.18
|P66643|RS;§$TSY9305 ribosomal ALMEYDESLRGELR 85 14 4 19.31 b10°b10y11y13 1681.8B 108.57] 3464 | 3| 561.28 3.12
IP62405IRL5_SALTY 508 ribosomal LLDNAAADLTAISGQKPLITK 48 21 11 g7.55 | PSPOYSYSYOVLLYI2YI6YLY 555 59 76.097 40045 | B 718.41 5.78
protein L5 y19y21
IP62405IRL5_SALTY 508 ribosomal LMTEFNYNSVMQVPR 15 15 9 60.65 | PL20137DISY2YTYBYLIYIP ) 0rg g9 76.891 13885| P 914.95 10.08
protein L5 y15
|P62405|RLE;?§I/::;1T:5505 ribosomal ITLNMGVGEAIADK 33 14 5 19.31 b7b1lyl1°y11ly14 1431.76 667 3123 | 2| 716.38 7.84
|P62405|RLE;?§I/::;1T:5505 ribosomal GNYSMGVREQIIFPEIDYDK 125 20 4 25.28 b8y6y8y9 2374.14 @EBO 2257 | 2| 118758 7.40
|P62405|RLE;?§I/::;1T:5505 ribosomal EQIIFPEIDYDK 133 12 3 22.3 b7y6y8 1500.74) 62.484 1634 |3 sp3d  -6.39
IP62405IRLS_SALTY 50S ribosomal LHDYYK 3 6 1 13.63 b5 838.40 106.633 1526 [t 838.4 -6.26
protein L5
|P62405|RLE;?§I/::;1T:5505 ribosomal Carbamidomethy+C(7 QGYPIGCKVTLR 80 12 4 22.3 b8y3y7°y7 1391.76 33.398 2874 464.59 11.05
|P62405|RLE;?§I/::;1T:5505 ribosomal GLDITITTTAKSDEEGR 150 17 3 16.34 b5b12y9 1806.9 39.732 5a5 | 2| 903.96 -0.61
|P62405|RLE;?§I/::;1T:5505 ribosomal Phosphoryl STY(2) ITLNMGVGEAIADKK 33 15 3 18.16 b13y1241 1639.80 67.665 16237| B 547.27 -4.69
[P64267|GNS_SALTY Protein gns 1 TGQEVSEIEFAPR 28 13 5 39.34 bAy8y9°y9y10 1462.7p 57.86 2223] 2| 73186 2.17
|P64267|GNS_SALTY Protein gns 2 TGQEVSEIEFAPRETMK 28 7] s 16.34 b1b3y3ybyl7 1951.95 46.097 7646 |2 976.48 2.58
|P64267|GNS_SALTY Protein gns 3 AEEEIAALISK 9 11 3 36.09 b3b5b9 1173.61 83.869 38100 |2  587.3L 2007
|P64267|GNS_SALTY Protein gns 2 ETMK 21 2 1 12.83 V3 508.25 80.818 3579] |1 50829 14.23
|P64267|GNS_SALTY Protein gns 5 NSEELTHKAEEEIAALISK 1 91 3 21.91 b8b11b13 2112.07 75.302 11547 |3 704.49 7.0
|P64267|GNS_SALTY Protein gns 6 TGQEVSEIEFAPRETMK 28 7] 6 32.8 b3b5*b5b13y6yLL 1951.93 85.143 332 |3 651 5.1
|P64267|GNS_SALTY Protein gns 7 Phosphoryl STY( TWSEIEFAPRETMK 28 17 3 16.34 b5yayll 2031.9] 89.826 406 3 @7 781
IPOALASILVE_SALTY Branched-chain SVDGIQVGEGR 266 11 5 36.77 b7y2y5y6y9 1116.56 42.157 22191 | 2558.79 -0.33
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 9 68.58 | yly2y3ysy7ey7yeyoyll  1054.5 ) 14834 | 2| s527.80 127
amino-acid aminotransferase




IPOALASILVE_SALTY Branched-chain 5 IQQAFFGLFTGETEDK 284 16 17.18 boy4y10 1830.89 76.88¢ 6RI2| 2| 91595 -0.93
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chain DGVLFTPPFTSSALPGITR 204 19 14.9 b6boy14 1976.05 93.757 14096 | 2| 98853 -0.99
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chain o ADYIWFNGEMVR 5 12 22.3 b3b7y5 1500.70 69.376 56071 [3 5009 374
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chain WGWLDPVNS 300 9 30.51 b6b8Y5 1073.50 68.077] 386 2 53735 146
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chain 7 ESLYLADEVFMSGTAAEITPVR 244 22 13.45 b10b12y13°y13 230D 128.566 3172 | 4 800.40 3.77
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chainy ¢ | -0 o idomethyl+ (1) FPVSQSIDELMEACR 69 15 29.48 yagy11 1781.86 83.285 1930 B 594.62 19.80
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chain ¢ VHVMSHALHYGTSVFEGIR 22 19 33.39 b5b8b10b11y15 2140.04  5.551 1680 | 4] 53577 1472
amino-acid aminotransferase

IPOALASILVE_SALTY Branched-chain KADYIWFNGEMVR 4 13 20.67 b3y6y9 1628.80 72.385 3834 |3 B3 8.39
amino-acid aminotransferase

. b6°b6b11b13_HPO3

IPOALASILVE_SALTY Branched-chain Phosphoryl STY(L2) DGVLFTPPFTSSALPGITR 204 19 51.87 b13b15y9y13 H3PO4| 2055.98 94.511 2560 1028.50 -10.09

amino-acid aminotransferase
y13yl4

IQ7CPKOJUGPB_SALTY sn-glycerok3) TGYLPITTAAYELTR 343 15 55.64 b3yay6y7yoylly15 1669.89  5.B29 64690 | 2| 83545 3.36

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3) LGNMPQIR 389 8 49.36 b6*bBy4y5yT*y7 928.50 48.366 37385 | 2 6425 8.74

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3) 4 TIVDEELESVWTGKK 397 15 55.64| b5y3ydy8ylloyllyl3yls B8 76.351 17273 | 3 57863 9.15

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3) FNYGVGMMPYDADIK 282 15 31.85 b2b4bSy7y11 1720.7¢ 75.411 15363 | 2| 860.90 7.66

phohate-binding periplasmic protein uggB

|Q7CPKO|UGPB_SALTY sn-glycerol-3 )

ohohate-bindg periplasmie protoi ugls > FNQANPDYK 47 9 38.3 b2y2y3ydy8y9 1096.50 29.399 1452 2 788 1.00

IQ7CPKOJUGPB_SALTY sn-glycerok-3) ¢ GNYEQNLSAGIAAFR 62 15 55.42| b7b10b11*b11b12b13y15 1600 |  74.093 13647 | 4  805.90 6.29

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) TIVDEELESVWTGK 397 14 27.88 b5°b5b7b11°b11 1605.8p ga2 | 3171 | 2| 80341 12.47

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3) o GAPQNAIIGGASLWVMQGKDKET| o, 29 21.95 b14b15*h15y11 2990.5 105.519 301p | 4 74888 127

phohate-binding periplasmic protein uggB YTGVAK

IQ7CPKOJUGPB_SALTY sn-glycerok3) o SGHLLSQPFENSSTPVLYYNK 132 20 14.3¢ b3b7y3 2252.1p 68.991 42334 | 3| 75138 -8.56

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3) | o pamidomethyl+C(d)  FYNGDCAMTTASSGSLANIR 258 20 . yayl1°y11y14 2135.97 61.909 11354 |2 1068.49 8.34

phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3| DAGINFDESQFVPTVAGYYTDAK| 109 23 29.51 b5y3y6y8y11 2508 62.099 5431 | 4 836.73 7.88

phohate-binding periplasmic protein uggB

|Q7CPKOJUGPB_SALTY sn-glycerol-3 o o b q

Dhohat-bindig periplasmie protom ugls 12 NNGFDGTDAVLEFNKPEQVK 212 20 56.19|  y6y8°y8y9°yoylowl® | 2222.10 66.246 4615 | P 1111.58 10.33

IQ7CPKOJUGPB_SALTY sn-glycerol-3) FLDFLAKPENAAEWHQK 326 17 23.33 b8boy14 2044.03 82408 322 | 3| 68201 -0.90

phohate-binding periplasmic protein uggB




oY

IQ7CPKOJUGPB_SALTY sn-glycerol-3) TWQELADYTAK 167 11 3 27.34 b10y6y7 1325.66 61.819 1808 |2 e 15.65
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) AGLDPEQPPKTWQELADYTAK 157 21 5 29.8 bab7ydy5y17 2358.15  73.498 26104 | 34  786.73 1.14
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) EQGYYDKNPGADIATR 358 16 4 25.56 y3ydy9*y9 1797.84 41.011| 25655 | 3| 599.95 1.29
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok3) ~,; EVDSLAQRFNQANPDYK 39 17 9 52.65|P5P10P12Y6°YBYOYOVIZYL g9, o5 94.557 10404| B  6665.66 177
phohate-binding periplasmic protein uggB 3
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g ETYTGVAKFLDFLAKPENAAEWH | 510 25 3 12.42 b4b11y10 2893.44 116.921 303 3 965 2.2
phohate-binding periplasmic protein uggB QK
IQ7CPKOJUGPB_SALTY sn-glycerok3| g LGNMPQIRTIVDEELESVWTGK 389 22 3 23.33 y10y12y13 251527 115.248 2178 | 3 839.10 6.21
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) VDEELESVWTGKK 399 13 2 14.93 b5b9 1519.77 76.357, 3694 2 380 2.41
phohate-binding periplasmic protein uggB
IPOAZELIGLYA_SALTY Serine 1 LNSAVFPSAQGGPLMHVIAGK 251 21 8 21.72| b2b4*bdy3y13y158¢1| 2094.11 79.047 70014 B 698.71 -4.08
hydroxymethyltransferase
|POA2E1|GLYA_SALTY Serine b2b3b6*b6b10*b10y2*y2 )
hydroxymetiyiransierase 2 VMQAQGSQLTNK 42 12 17 125,19 e eyroylonioya| 130466 30.537 46865| P 652.83 4.12
IPOAZELIGLYA_SALTY Serine 3 SPFVTSGIR 354 9 6 45.51] b1b7y5y6y7y9 963.53 49.61 45088 | 2 2.268 -4.05
hydroxymethyltransferase
[POA2EL|GLYA_SALTY Serine o ]
hydroxymetyiransierase 4 EMNIADYDAELWQAMEQEK 4 19 9 58.02 | b3yd°ydy6y7yoyl0y12yl9 2314.03 93.426 36563| P 1157.5 12.66
IPOAZELIGLYA_SALTY Serine 5 | carbamidomethyl+C(7) ELAGWMCDVLDNINDEATIER 380 21 6 m yay5y8y11°y11y21 2464.15 102.104 28981 |2 1232 14.8
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 6 AVALKEAMEPEFK 272 13 3 20.67 b3b11y3 1462.76 60.153 2430p | 2731.88 -0.83
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 7 EAMEPEFK 277 8 4 36.13 b5y2ydy6 980.44 44.073 16938 | 2 490.1 311
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 8 VVSGGTENHLFLLDLVDK 308 18 5 24.52 b6°b6b7°b7b13 1956.04  4.687 20043 | 2| 97852 -3.06
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 9 FPVYA 412 5 1 13.23 b4 506.30 58.037 23953 |1 596.3 -7.9d
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 10 QEEHIELIASENYTSPR 25 17 4 16.34 b9b11y10%y10 201601 080 3356 | 2| 100851 20.95
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 11 YAEGYPGK 54 8 3 40.9 yay6y7 884.41 27.813 1832 |2 4427 -1.84
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 12 GYKVVSGGTENHLFLLDLVDK 305 21 3 13.89 b10b12y11 230423 021028 63979 | 2| 115261 -3.28
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 13 EMNIADYDAELWQAMEQEKVR 4 21 4 23.54 b5°h5b19b20 2569.14 5233 56060 | 3|  857.05 -13.30
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 14 LYNIVPYGIDESGKIDYDEMAK 138 22 4 26.95 b3b13y17y18 2522 77.232 49498 | 3  845.08 2.12
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 15 NSVPNDPKSPFVTSGIR 346 17 4 26.1 b3y8yllyld 1814.92 @p.8| 21450 | 3| 605.65 -10.16
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 16 AVALKEAMEPEFK 272 13 3 28.15 yay7y8 1462.76 56.574 8912 |2 31mB8 250
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 17 MIIGGFESAYSGVVDWAKMR 168 19 3 24.13 y6yoy10 2088.02 1083 5001 | 2| 104451 9.94
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 18 NLTGKEADAALGR 326 13 3 20.91 y3y6y9 1315.70 61.665 3744 |2 5885 1.48
hydroxymethyltransferase




IPOAZELIGLYA_SALTY Serine 19 VRQEEHIELIASENYTSPR 23 19 5 14.96 b6°b6y6°y6y8 227111 7.883 2304 | 4 56853 -13.22
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 20 Oxidation+M(15) LNSAVFPSAQGGPLMHVIAGK 251 21 6 24.73 #Bb4°bab10y3 2110.09 85.387 46600 |3 704.0B 12.16
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 21 Oxidation+M(3) REMNIADYDAELWQAMEQEK 3 20 3 22.52 b5y5y6 2486.12 77.768 3301 L 622.29 10.90
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 22 Oxidation+M(1) MIIGGFSAYSGVVDWAK 168 17 7 51.18| bldysyBlyl2eyi2yl4 | 1816.88 83.903 1733| |2 908.98 5.78
hydroxymethyltransferase
IP22107|]TRAT_SALTY TraT complement FEEAKPVLEEQLAK 223 14 7 27.88|  b2y2y6tyeyoyl3yla 1630.85  3.953 40045 | 3 544.29 -7.78
resistance proteln
IP22107[TRAT_SALTY TraT complement ATVTTDNVAALR 177 12 11 75.9 |PAPOYIYSYBYEYBYOYOVID ) ogy g6 46.245 33482| P 616.34 -0.89
resistance protein y12
IP22107|]TRAT_SALTY TraT complement ESQGWLNR 107 8 6 48.68 y3y5*y5y7y8*y8 989.48 44.287 271727 | 2 9524 3.95
resistance proteln
IP22107|]TRAT_SALTY TraT complement GYTVVTSPDK 79 10 5 36.94 b2y5y6y7y10 1066.54 36.884 10307 | 2 3338 1.49
resistance proteln
IP22107|]TRAT_SALTY TraT complement IQTSTETGNQHK 196 12 3 29.51 y5y6y10 1343.63 15.178 706 3 mm8| -17.17
resistance proteln
IP22107|]TRAT_SALTY TraT complement ATVTTDNVAALRQGTSGAK 177 19 6 14.96 b9°b9*hoy3y7ry7 18610 53.186 168152 3 e621.01 14.37
resistance proteln
IP22107|]TRAT_SALTY TraT complement DIQAKGYTVVTSPDK 74 15 3 24.18 b9b10y5 1621.82 65.770 6269 | 2811.41 1317
resistance proteln
[P22107[TRAT_SALTY TraT complemefit ¢ |Carbamidomethy+C(14] MMVTLVSSTLALSGCGAMSTAI s - 5 1242 b5b24y7 586,38 7 oas s15000 |3 ssado 5o
resistance protein ;Oxidation+M() KK
[P22107[TRAT_SALTY TraT complemefit | Carbamidomethy+C(1] MMVTLVSSTLALSGCGAMSTAI s ) 5 2202 b3bay12 258,23 7 244 w2l |3 80 aa
resistance protein ;Oxidation+M() K
IP22107[TRAT_SALTY TraT complement ) YTVWTSPDK 80 9 2 20.7 b4bg 1009.53 36.932 1790 |2 s05.2f 11.13
resistance proteln
IP04787|LEUDL_SALTY 3-isopropyimalg FTQHTGLVVPLDAANVDTDAIIPK 4 24 7 16.89 | bOb21y2y3ylotyim4 | 2535.34 81.529 28221 B 845.79 -1.25
dehydratase small subunit 1
IP04787|LEUDI_SALTY 3-isopropyimaly GQQPNPEFVLNFPEYQGASILLAR 53 24 5 12.24 b2b13°y12y14y24| 68238 99.066 12559 896.80 -0.18
dehydratase small subunit 1
IP04787|LEUD1_SALTY S-isopropyimalg 5 TGFGAHLFNDWR 36 12 11 59 2 |P1D4DADSDTOTY2Y3YSVTY 4 451 66 73.433 12008 | B 474.22 -14.09
dehydratase small subunit 1 12
IP04787|LEUDIL_SALTY 3-isopropyimaly EHAPWALTDYGFK 86 13 6 20.67 b2°b2b3y10y12y13 1534.76 4 | 11723 | 2| 767.88 8.91
dehydratase small subunit 1
IP04787|LEUDL_SALTY 3-isopropyimaly ¢ QPAFMR 195 6 1 13.63 b5 749.37 31.974 1176 1 749.37 -4.64
dehydratase small subunit 1
IP04787|LEUDL_SALTY S-isopropyimala o | oo idgomethyl (@ RHCMENGLDSIGLTLOHEDAIAAY | ) 27 3 18 b6b10b23 3069.51 133.499 8981 |3  1023p4 7.3
dehydratase small subunit 1 ENK
IP04787|LEUDL_SALTY 3-isopropyimaly VTRTGFGAHLFNDWR 33 15 5 26.24 y3°y3y6y10°%y10 1776.88 &6 4571 | 3| 592.96 -0.48
dehydratase small subunit 1
IP04787|LEUD1_SALTY S-isopropyimalg ¢ TGFGAHLFNDWRFLDEK 36 17 5 23.74 b4b10b12°b12*h12 2053.02 80.098 3584 | 2| 1027.01 12.96
dehydratase small subunit 1
IQ9F7AZINUDD_SALTY GDP-mannosp AYFSPDAPAVGL 145 12 5 37.3 b3b8b10y11°y11 1207.5p 67.714 730 | 2| 604.30 1021
mannosyl! hydrolase
IQ9F7AZINUDD_SALTY GDP-mannosp DETLEAAFAR 54 10 7 28.7 b2b3b4b10y6°y6y10 1122.5% 49.877 695 | 2| 56178 5.55
mannosyl hydrolase
IQ9F7AZINUDD_SALTY GDP-mannosp WLTPEQLLASDNVHENSR 127 18 5 156 b1b7ydy6°y6 2109.04 0.3 2057 | 2| 1055.02 3.13
mannosyl hydrolase




IQ9F7AZINUDD_SALTY GDP-mannosp LPDAQHGSYR 117 10 26.94 b4°b4b6*bey7 1143.54 75.271 107482 | 57227 -13.66
mannosyl! hydrolase
IQ8ZQMS|GSIB_SALTY Glutathione- | -, FQDGADFNAAAVK 97 13 46.15 | ylyaysyloyllwylly1a|  1353.64  0.887 26485 | 2|  677.33 1.62
binding protein gsiB
|08ZQM3|GSIB_SALTY Glutathione- i ] ] )
binding brotein GoB 2 YISMNVTQKPFDNPK 269 15 40.72|  ydySyeryeyoryoryoylqd 1786 56.315 24574 | 3§ 504.63 13.98
IQ8ZQMSIGSIB_SALTY Glutathione- | NLTGFWIMPDTGFSFDDADLK 491 21 27.4 b6b11y2y13y14 23®.1| 107.540 22727 | 4 119557 11.54
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | DIGFHPVGTGPYQLETWNQTDFV 44 24 22.02 b10y10y11y24 2749.34 83.962 22590 | 3 91702 452
binding protein gsiB K
IQ8ZQMSIGSIB_SALTY Glutathione- | - AAMLQTGEAQFAFPIPYEQAALLA| 5 5q 25 22.9 b6°b6b11b12 2679.4 97.872 9902 | 3 893.$1 7.3
binding protein gsiB K
IQ8ZQMS|GSIB_SALTY Glutathione- | - ¢ LDSITWRPVTDNNTR 214 15 41.52 y2yay6ylly13 1787.91 5B50| 5965 | 2| 894.46 3.76
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, NLELVASPSIMQR 256 13 29.71 b8b12yady7 1457.78 53.196 31953 | 486.60 0.08
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | - ¢ SFYQGLFGLDKDMK 56 14 27.09 b2yay7y8 1648.79 71.245 1947 | 3550.27 -10.66
binding protein gsiB
IQ8ZQMSIGSIB_SALTY Glutathione- | g EAQDIWKESPWIPLVVEK 465 19 21.91 b5°b5b7b11y2 2280.2p  3.082 1811 | 3|  760.74 -13.92
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | - TEVVDPATVK 134 10 26.94 b4°b4boys 1058.57 39.754 18690 | 2 9.B2 5.07
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, FAGYWQQGLPK 203 11 24.33 b6b10y9 1294.6¢ 48.859 16337 | 2 &7 2.45
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, MTQFITHK 0 8 65.6 | b3b4b6°b6b7°b7*b7y5|  1005.51 66.158 2744 2| 503.26 -5.46
binding protein gsiB
IQ8ZQMSIGSIB_SALTY Glutathione- | 5 EAGYPDGFSTTLWSSHNHSTAQH 339 23 13.0 b8b10y13 2521.16 91.038 2515 | 4  631.04 7.36
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, , QGVKFQDGADFNAAAVK 93 17 30.79| b8blObl2*bi2ylly12 1788 80.014 11473 | 4  883.44 -8.64
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, o NIAKTEVVDPATVK 130 14 24.75 bey7y8 1484.84 58.550 6646| |2 742.92 2.38
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, ¢ FAGYWQQGLPKLDSITWRPVIDN 5 26 12.15 b9b16y10 3063.54 84.167, 3072 |4  766.45 6.1/
binding protein gsiB NTR
IQ8ZQMS|GSIB_SALTY Glutathione- | -, ; FQDGADFNAAAVKANLDR 97 18 156 b4bl4y3 1922.96 81.026 630 | 2| 961.98 11.68
binding protein gsiB
'QSZPDGWN%E&EQL;]Z; ncharacterized TEDTPTYPNSLALSADGK 308 18 15.6 b3y2y11lyldy18 1897.9% .56 25003 | 2|  949.47 9.01
'QSZPDGWN%E&EQL;]Z; ncharacterized EQEATQPDDVIR 338 12 64.21|  yly2y3yey8yoy10y12 1400.66 190 19567 | 2|  700.84 0.87
'QSZPDGWN%E&EQL;]Z; ncharacterized 4 QAGQVSVIDAK 201 11 24.33 boy4yoy11 1115.60 38.288 19279 | 2 58.80 2.95
IQ8ZPDEIYNCE_SALTY Uncharacterized MSTGLALDSK 185 10 28.7 b5b6y7y10 1022.52 46.828 11620 |2 mA1 2.15
protein ync
'QSZPDGlYN%E&iﬁL;]E; ncharacterized o IAAPASLAVLFNPTR 268 15 24.18| blbéylyseystysyeyls  158. 90.626 gs87 | 4 770.94 -1.90
'QSZPDGlYN%E&iﬁL;]E; ncharacterized o EHFFINLSLDTAGHR 229 15 18.16 b3b10y1y10 1756.9p 96.661 604 | 2| 878.95 1355
IQ8ZPDEIYNCE_SALTY Uncharacterized ELVADAATNTIYISGVGKESAWV 144 31 35.45|  blablSy2y12y13y3l 3249.71L 105.10 4798 | 3 a8  5.78
protein ynck VDGETIK
'QSZPDGWN%E&%L;;; ncharacterized g LLDDGKEHFFINLSLDTAGHR 223 21 24.73 b4b7b8y19 2398.1 e 3130 | 3| 800.07 -13.84
IQ8ZPDEIYNCE_SALTY Uncharacterizqd o LLDDGK 223 6 13.63 v4 660.36 34.639 4400| |1 660.3¢ 2.03
protein ynck
'QSZPDGlYN%E&iﬁL;]E; ncharacterized ESAIWVVDGETIK 162 13 20.67 bay9y11 1446.72 44.102 3749 |2 3mz -16.79
'QSZPDGlYN%E&iﬁL;]E; ncharacterized ELVADAATNTIYISGVGK 144 18 22.76 b4bob13 1821.93 13628 | 2331 | 2| 91147 -16.08




|Q82PD6|YNCE_SALTY Uncharacterized 12 LVLDAR 126 6 V5 5 343.71 7.47
protein ynck
IQ8ZPDBIYNCE_SALTY Uncharacterized -, 5 NEAYVTHRQAGQVSVIDAK 283 19 b6°b6b12y8 3| 696.03 2.46
protein ync
IQ8ZPDBIYNCE_SALTY Uncharacterized -, , MSTGLALDSKAQR 185 13 b6b11b12y6 5 2| 689.37 12.49
protein ynck
IQ8ZPDEIYNCE_SALTY Uncharacterizdd GAYEMAWSQQENALWLATSQSR] . o3 b3y7y20 s 8o54 od
protein ynck K
'QSZPDGWN%E&EQL;;; ncharacterized o AQRLYTTNADGEFITIDTASNK 195 22 b8b10*h10y6*y6 2 1215.08 -14.67
IQ8ZPDEIYNCE_SALTY Uncharacterizdd AVGKGAYEMAWSQQENALWLAT [ 2 LED10b12°D12 . 7o 121
protein ynck SQSR
IQ8ZPDEIYNCE_SALTY Uncharacterized -, o Phosphoryl STY(L1) ESAIWVVDGETIK 162 13 ! b6b1gY3 8 500.58 6.64
protein ynck
IQ8ZPDEIYNCE_SALTY Uncharacterizqd -, o Oxidation+M(1) MSTGLALDSK 185 10 b6b7y3y9°y9 4 519.76 -2.12
protein ync
IP37589|PMRD_SALTY Signal 1 |CabamidomethylhC(2) )\ ) ) cpsaasLk 14 15 b5b6boy12 2| s808.41 12.69
transduction protein pmrD Carbamidomethyl+C(8§|
[P37589PMRD_SALTY Signal . IAEANSMILLSPGDILSPLQDAQY I ]
ransduction protein pmrD 2 Carbamidomethyl+C(2 SIYI CINR 29 29 b5b7yly6y7y8y9y10y1B b 3 78.52 13.59
. Carbamidomethyl+C(2);
'P?:;i%fggf:—iﬁ:igYn?r'gD”a' 3 |carbamidomethy+C(8 ;AC:I*_\[;\;LGCD?LSSP?Z%X\Q?E%N;M 14 44 b8b10b13 4 1208 233
P P Carbamidomethyl+C(41)
|P37589|PMRD_SALTY Signal Carbamidomethyl+C(26MIAEANSMILLSPGDILSPLQDAQY .
transduction protein pmrD 4 ;Phosphoryl STY(12) CINR 29 29 b6b11b12b20y5y8"y8 i 3 2009 10.90
[P37589PMRD_SALTY Signal Carbamidomethyl+C(26MIAEANSMILLSPGDILSPLQDAQY o )
transduction protein pmrD 5 ;Oxidation+M() CINR 29 29 b13y3'y3y7"y7y8 3 1083, 3.61
IPOA277IXGPT_SALTY Xanthine 1 LMPSEQWK 22 8 b7y3y6 2 500.7 24-0.
phohoribosyltransferase
IPOA277IXGPT_SALTY Xanthine 2 GGLVPGALLAR 37 11 b3y2y3y7 2 812 1037
phohoribosyltransferase
IPOA277IXGPT_SALTY Xanthine 3 | carbamidomethyl+C(8 HVDTVCISSYDHDNQR 53 16 70 HEBbSbey4y5°yS5 3 649.2 -6.65
phohoribosyltransferase
[POA277IXGPT_SALTY Xanthine . AEGDGEGFIVIDDLVDTGGTAVAI 6 . bL4y14y15 s 8304 a1b
phohoribosyltransferase R
[POA277]XGPT_SALTY Xanthine . N ]
hohorbosyfransforase 5 | carbamidomethy+C(6)  HVDTVCISSYDHDNQRELK 53 19 HB§8y9*yOy10y12 3 7726 7.17
[POA277IXGPT_SALTY Xanthine s RAEGDGEGFIVIDDLVDTGGTAV . 2 DADED10 s sgod o1
phohoribosyltransferase AIR
IPOALV6IKPRS_SALTY Ribose-phohafe | LYTSLGDAAVGR 22 12 y6yBYy7y10y12 2| 61183 1.70
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe LFAGNATPELAQR 5 13 b3bdy5y6y10y11°y11y13 A 2 694.37 5.81
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe VFAYATHPIFSGNAANNLR 243 19 b13y8y10y16 3|  688.35 -0.82
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe |- idomethyl+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 b3b8°b8*b8h11y7y12y2 2 1130. 3511.
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe ITAVIPYFGYAR 84 12 bdy7y10 2 @8 214
pyrophohokinase
[POALVEIKPRS_SALTY Ribose-phohafe ¢ ANVSQVMHIIGDVAGR 198 16 b3b9b12b13 1 3| ss6.28 -18.24
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe | CarbamidomethyC(2), 1\ \ppmiDTGGTLCK 214 17 b4b6°b6y6Y7 3|  637.96 9.83
pyrophohokinase Carbamidomethyl+C(16)
IPOALV6IKPRS_SALTY Ribose-phohafe o RISNEESISAMFEH 301 14 19.31 bdy10y13 5 33| 55059 -8.14
pyrophohokinase




'POAlVGlKi;%:g;%:;g"se'phc’ha 9 Phosphoryl STY(6) VFAYATHPIFSGNAANNLR 243 19 24.1 ) 2142.98 58.070 g719| #  536.50 -9.91
'POAlVGlKﬁ;ﬁ;:(ﬁ;%:;gose'phc’haie 10 Oxidation+M(7) LLNDTDMAIIDKR 182 13 32.35 b3b10b11*hyo 1533.78 70.533 7560 | P 767.39 -7.96
[POA2F4|SODF_SALTY Superoxide . [TSEGGIFNNAAQVWNHTFYWNCL b2b6°b6y2y4y10y11y13yB
dismitase [Fel 1 |carbamidomethyi+c(28) APNAGSEPTGK 58 34 24.31 h 3708.72 97.116 23497| B 1236.91 8.56
IPOA2FA|SODF_SALTY Superoxide |, SFELPALPYAKDALAPHISAETLEY 1 29 19.93 |  blbobllb17yly8yl0 3231.68 82.051 19896 | 4 80856 -0.68
dismutase [Fe] HYGK
'P0A2F4|Sd(i)s';':?as§;z]s”pemx'de 3 DALAPHISAETLEYHYGK 12 18 156 b5°h5y9y11 2015.00) 76.697| 34950 | 2| 1008.00 7.39
'P0A2F4|Sd(i)s';':?as§;z]s”pemx'de 4 NARPNYLEHFWALVNWEFVAK 168 21 23.54|  b3b4*bab10°b10*b10| 2604.30 105.160 10015| B  868.77 -4.22
IPOA2FA|SODF_SALTY Superoxide | o LADAIAASFGSFAEFK 92 16 59,06 |P305P1OPILDLIIDIAYIYEY 1 )y 79 105.966 5681 | 2 822.90 22.19
dismutase [Fe] 6
'P0A2F4|Sd(i)s';':?as§;£]s”pemx'de 6 NFGSGWTWLVK 117 11 50.57 b3b4b6b10*b10 1294.68 53.101 5438 2| 647.84 18.39
'P0A2F4|Sd(i)s';':?aSSZLJ:Z]S”pemx'de 7 AQFTDAAIKNFGSGWTWLVK 108 20 22.52 boylly12+y12 224014 73.357 74405 | 34  747.38 11.23
'P0A2F4|Sd(i)s';':?aSSZLJ:Z]S”pemx'de 8 GTAFEGKSLEEIVR 44 14 19.31 b3y4y10 1535.8 63.109 7537 | 3 12.61 9.78
IPOAZF4|SODF_SALTY Superoxide | ¢ NARPNYLEHFWALVNWEFVAKN | = ¢q 25 12.42 b6b9°b9y11 2973.5] 112.41 2871 | 3 99184 1.4
dismutase [Fe] LAA
'P0A2F4|Sd(i)s';':?aSSZLJ:Z]S”pemx'de 10 Phosphoryl STY(7) NFGSGWTWLVK 117 11 36.7 b3y3y4b°y 1374.63 43.131 34079| B 458.88 13.14
|054296|RS;:&§(:LSTI13°S rbosomal 1 | carbamidomethy+C(d CADAVKEYGIK 69 11 31.3 b1b2b3tap2y1l 1253.60 37.850 26207| [3  418.54 -13.92
|054296|RS;:&§(:LSTI13°S ribosomal ALNAAGFR 8 8 40.9 y3y5y6*y6y8 819.45 42522 21467 |2 41028  1.42
|054296|RS;:&§(:LSTI13°S ribosomal 5 STPFAAQVAAER 57 12 44.96 b2ydy7y8y10 1247.6/ 50.273 176702 |  624.32 -1.86
|054296|RS;:&§(:LST ;{1305 ribosoma) QGNALGWATAGGSGFR 37 16 24.89 y8yllyl4 1549.76 66.795 weo| 2| 775.38 7.72
|054296|RS;:&§(:LSTI13°S ribosomal g EYGIK 75 5 13.23 v3 609.32 66.206 7072| |1 609.32 -13.6
. el %y
I054296|RS11_SALTY 30S ribosomal ¢ QVSDGVAHIHASENNTIVTITDR 14 23 35.36 | P8'POPIODI2YL2YI2VIY 5 o 59 68.549 2648 832.43 0.88
protein S11 19*y19
|054296|RS;:&§(:LST ;{1305 ribosoma) Phosphoryl STY(16)| QVSDGVAHIHASFNNTIVTITDR 14 23 261|  b8b12*b12b15y9 2575.22 111.183 4375 |3 859.0B 1.6
'PZBQ?GlpHogﬁjgisiNon'ec'f'c acq 4 IFSPVVGAK 85 9 38.3 b2y3ydy6y9 917.54 51.811 2822% |2 45947 858
_ecific aci o *
|P26976|PHO§£&;;N0” ecfiic acig QAAEDADVSVENIAR 70 15 45,59 | P2P4P12 bﬁymyll VIV 158777 51.361 9740 | 2 794.39 3.38
'PZBQ?GlpHogﬁjgisiNon'ec'f'c ace 3| carbamidomethyl+C(3 VICGAHWQSDVDAGR 191 15 18.16 b@RLS 1670.78 45.965 4861 | p  835.89 3.80
'PZBQ?GlpHosﬁjgi;Non'ec'f'c acq 4 LQTIPAFQK 215 9 38.3 yay5y7 1045.60 55.731 34116 |2 52330 776
'PZBQ?GlpHosﬁjgi;Non'ec'f'c acq g NGSYPSGHTAE(;TLLALVLSEARP 150 26 21.93 b3°b3b4°bdy8 2759.3 96.999 20147 | 4 69060  .3012
'PZBQ?GlpHosﬁjgi;Non'ec'f'c acq g YVGAVEFAR 206 9 30.51 b3y4°ydy7 1011.52 51.986 15837 |2  s6e. -9.59
'PZBQ?GlpHosﬁjgi;Non'ec'f'c acq 4 NLLTMGGYYATASAK 108 15 25.83 b8b13y3y8 1560.74 74.732 o7 | 2| 780.88 -19.01
'PZBQ?GlpHosﬁjgi;Non'ec'f'c acd g EELNDK 230 6 26.87 b3°b3ba°h4 747.36 79.857 1508 |1 74736 3811
'PZBQ?GlpHosﬁjgi;Non'ec'f'c acg 4 WKQAAEDADVSVENIAR 68 17 23.33 b8hoy9 1901.94 55.058 5600 2| 951.48 4.94
'PZBQ?GlpHosﬁfﬁ;\;Non'ec'f'c ace 10 Carbamidomethy|+c:(e)V'CGAHWQSDXRDAGRYVGAVEF 191 24 16.89 b3b22y9y13°y13 2663.2 77.03(0 3798 | 4 66657  .44-9




'PZBQ?GlpHosﬁfrgi;Non'ec'f'c acd g9 NNLLSKEDHPK 236 11 24.33 b3b7y6 1294.67 61.976 1933 [3 a3 170
|P65599]0RN_SALTY Oligoribonucleas SADENNLIWIDLENSLDPER 1 21 21.72 b8y5y7y11 2431.19 83.441 12295 | 3 811.05 21 2.
|P65599]0RN_SALTY Oligoribonucleas THTGSGLVDR 64 10 41.71 b3b6b8°b8Y10 1042.5p 32.54] 303 | 348.1B 5.27
|P65599]0RN_SALTY Oligoribonucleas SADENNLIWIDLENGLDPERDR 1 23 17.51| b1°b1b3b12°b12y5°y5)9  2702.25 93217 2517 | 4| 676.32 7.41
|P65599]0RN_SALTY Oligoribonucleas Carbamidomegd) SPICGNSIGQDR 101 12 26.2 b8boy10 1303.42 72.24 1180 3| 43521 7.40
|P65599]0RN_SALTY Oligoribonucleas Carbamidomedfl1)  TWVPAGKSPICGNSIGQDR 94 19 14.9¢ b12°b12y6y11 2043 |  69.760 48783 | 3 68168 13.50
|P65599]0RN_SALTY Oligoribonucleas SADENNLIWIDLENGLDPERDR 1 23 40.04|  b10b11b12°b12y5y1 2702.35 93.83 4p2d 4| 67632 7,77
|P65599]0RN_SALTY Oligoribonucleas ESVAELAYYREHFIK 165 15 34.7 b3b4°babs 1854.94 83.300 1774 |2 92797 0.1
|P65599]0RN_SALTY Oligoribonucleas Oxidation+M(1) MSADENNL'W'DRLEMTGLDPERD 0 24 42.91 b11y5y6y7ydy13 2849.24 89.715 5461 | 4  713.08 4-9.3
|P65599]0RN_SALTY Oligoribonucleas SADENNLIWIDLENSLDPER 1 21 6.45 2414.13 83.433 39123 |3 805.3B 7.69
[P43019]SODM_SALTY Superoxide LAVVSTANQDSPLMGEAISGASGH
dismuiase [Mn] 1 L OLDVWEHAYYLE 138 39 15.69 b2b3b12y4y9y11 4120.1 116.92 8428 | 3 137404 7.11
|P43019|Sd?s';'\£t—asseAhTA\r:]S“pemx'de 2 SYTLPSLPYAYDALEPHFDK 1 20 45.91| b1b3b11b12b14y5y11y132327.10 88.714 8301 776.37 -7.87
|P43019|Sd?s';'\£t—asseAhTA\r:]S“pemx'de 3 RPDYIKEFWNVVNWDEAAAR 181 20 19.79 b4b8y3y19 2479.1¢ 1081 1720 | 4| 62055 1132
|P43019|Sd?s';'\£t—asseAhTA\r:]S“pemx'de 4 AAIER 100 5 13.23 v4 559.31 46.135 14674 |1 s5859.31 -9.93
|P43019|Sd?s';'\£t—asseAhTA\r:]S“pemx'de 5 MSYTLPSLPYAYDALEPHFDK 0 21 18.95 b4b6y6°y6y9 2458.2 B3 4824 | 4| 61531 14.50
IP43019]SODM_SALTY Superoxide | SYTLPSLPYAYDALEPHFDKQTME 29 2426 | b3°b3y3°y3yl2y22y25|  3432.6 79.870 69084 | 5 3s7.| -10.74
dismutase [Mn] IHHTK
'QBZRN;ME;%OSP%LL [;;“tgh'on'”e 1 IVELEAPQLPR 178 11 53.01 b1b3y5y6y7yoy1l 1264.7p 67.041 93® | 2| 632.86 5.89
'QBZRN;ME;%OS;ELL [;;“tgh'on'”e 2 LKDGVGLLPTSLDIVENPK 156 19 46.24| y2yaysy7y10°y10y1l 2008.12 80.035 40314 B 670.04 -7.96
'QBZRN;ME;%OS;ELL [;;“tgh'on'”e 3 DGIFVEDKDSPYVNLIVTR 215 19 14.96 b8b11y17 2180.1 8moo | 7674 | 3| 727.37 -10.08
'QBZRN;L"QE%OS‘)%;; [;;“tgh'on'”e 4 FVQAYQSDEVYEAANK 245 16 17.18 bdy8°y8y11y16 1861.88 226 7316 | 2| 93145 12.78
'QBZRN;L"QE%OS‘)%;; [;;“tgh'on'”e 5 GDIDANAFQHKPYLDQQIK 78 19 22.74 b3bdy7 2201.08 66.976 ss2 | 2| 110104 -10.76
'QSZRN;L"QE%OS‘)%;; [;;“tgh'on'”e 6 DSPYVNLIVTR 223 11 31.32 b5b6b10*b10 1276.7 62.039 3969 | 3426.24 9.56
'QSZRN;L"QE%OS‘?&;; [;;;”tgh'on'”e 7 DGSQVAVPNDPTNLGR 128 16 37.92 b6b8b9b11y10 1639.80 2| 5443 | 3| 54727 -4.17
'QSZRN;L"QE%OS‘?&;; [;;;”tgh'on'”e 8 DAENVK 238 6 13.63 b5°b5 675.33 65.066 4792 |1 675.38 0.27
'QSZRN;L"QE%OS‘?&;; [;;;”tgh'on'”e 9 DGIFVEDK 215 8 36.13 b7y5y7 922.46 86.782 1513 |1 922.4p 3.71




IQ8ZRNLMETQ_SALTY D-methionine FVQAYQSDEVYEAANKVENGGA | 55 24 32.95| b3bl0ydyey7+y7y22°y2p  2634.29 78.364 24815 | 3878.77 3.34
binding lipoprotein metQ VK
'QBZRN;ME%OSP%LL [;;“tgh'on'"e 11 SLDELKDGSQVAVPNDPTNLGR 122 22 25.64 b3°b3bl3y6yoyl9 | 328.19 58.570 4621 | 2 1163.14 9.66
'QBZRN;ME%OSP%LL [;;”tgh'on'"e 12 Phosphoryl STY(L0) LKDGVGLLPTSLDIVENPK 156 19 14.96 10y7y9 2088.11 85.390 179934 3 696.71 8.89
IQ8ZRNLMETQ_SALTY D-methionine 5 Phosphoryl STY(13)| YGLDVELVTFNDYVLPNEALSK 56 22 18.2| PSPIYTYIYILH3PO4 500 o5 117.003 1800 | B 860.42 9.09
binding lipoprotein metQ y11°y11*y11l
'POAiznfitﬁ;(rs'Eiﬁeﬁ:ﬁo'?r’]\lo?ogyrase 1 IVPVEWIAVYYDNPDVVPAEK 41 21 30.04 | b2ydysyliloyllyl2y2l| 2416.24 97.210 19353 8  806.09 0.30
IPOA212|GYRI_SALTY DNA gyrase 2 IAGFHMVGPWEHTVK 12 15 66.32 | PSP10D1ID12°DI2DIZYSNE 464 o 90.655 9989 570.30 13.22
inhibitory protein homolog y15
[POA212|GYRI_SALTY DNA gyrase . CDTVVSVAENFILPDNSEGVIVTAI )
nhibitory protein homolog 3 | carbamidomethyl+C(1) ECGEYATAVAR 64 36 10.9 b1ly2y8y23 3766.81] 93.787 338 |4 94246 9.1
'POAiznfitﬁgs'Eiﬁeﬁ:ﬁo'?r’]\lo?ogyrase 4 DYEIR 1 5 13.23 v3 695.34 49.634 1705| |1 695.34 12.11
IPOA212|GYRI_SALTY DNA gyrase 5 IAGFHMVGPWEHTVKQGFEQLM| ., 27 21.92 b10b11y11°y11 3199.5 84.418 28708 | 4 80064 788
inhibitory protein homolog TWVDR
'POAiznfitﬁ;(rs'Eiﬁeﬁmo'?r’]\'o?ogyrase 6 VEDRDFAKPWER 100 12 37.3 b5b9b11y10 1547.7) 80.48 s8ds | 2774.39 9.46
'Q7CPP7|RL§r10—t::LLTZI 50S ribosomal MYAVFQSGGK 0 10 52.61 b3b7y5y6y8*y8y10 1087.52 53,015 B0 | 2| 544.26 -4.04
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma IGVPFVDGGVIK 48 12 32.52 y2y5yTyoy12 1200.69 77.596 50888 2 | 600.85 -3.86
'Q7CPP7|RL§r10—t::LLTZI 50S ribosomg 4 LDIATGETIEFAEVLMIANGEEVK 24 24 23.65 b3°b3b11y3y5y9 28.27 117.946 27950 864.76 -16.76
'Q7CPP7|RL§r10—t::LLTZI 50S ribosoma QQGHRQWFTDVK 85 12 22.3 b10y8y10%y10 1529.7¢ 70.610 8116 2 | 765.38 -0.48
'Q7CPP7|RL§r10—t::tTZI 50S ribosoma o Oxidation+M(16) | LDIATGETIEFAEVLMIANGEEVK 24 24 22.02 Th7y10y11 2608.30 63.294 6251| |4  652.83 2.43
- *vP
[POALF8IDHAS_SALTY Aartate L ELLTQMGQLYGHVADELATPSSA . I 2002 | PLTPLOV3YSYLOVITy29vp - " 105621 s1006] b 105754 aar
semialdehyde dehydrogenase LDIER 9
'P22;'?;Li?gi—i;bzrog;t;‘i' 2 |carbamidomethyk-C(14) ILNTASVIPVDGLCVR 252 16 37.9p \B58yoy11y16 1726.96 78.585 27615 |2 863.9 5.23
IPOALFSDHAS_SALTY Aartate- 3 MKDDAIILDPVNQDVITDGLNNG 103 26 21.93| b8yo°yoryoyl0ty10y2d  2810.48 86.669) 19460 | 3 37.50 5.91
semialdehyde dehydrogenase VK
IPOALFSIDHAS_SALTY Aartate- 4 LNMGPEFLSAFTVEDQLLWGAAE) - 355 27 25.91| b4*bab7°b7*b7b10b13  2988.5h 119.164 17236 | 3 96.88 3.19
semialdehyde dehydrogenase PLRR
'P22;'?;Li?gi—i;bzrogzgiee' 5 | carbamidomethy+C(8)  ALDINTCQGGDYTNEIYPK 65 20 14.3 b8y6y1l 2270.08 84.202 16032| [3  757.36 -9.46
'P22;':'Li?gi—i;bzrog::gi 6 GMVGSVLMQR 10 10 28.7 b2b8bOb10y7*y7 1077.54 59.204 116272 | 539.28 -8.84
'P22;':'Li?%i—i;bzrog::gi 7 NVGFIGWR 2 8 18.13 b4*hay6ys 948.50 70.786 10015 |2 47476 948
[POALFS|DHAS_SALTY Aartate- DFDAIRPVFFSTSQFGQAAPTFGH i
cemialdehyds dehydroganase 8 TSTGTLODARDLDALK 25 40 12.06 b7b9y3y9 4298.10 106.87 5279 |3 14337 9.6
'P(irln'i:jLi?gi—i;bzrog;t;‘i' 9 ELTPAAVTGTLTTPVGR 315 17 26.18 bOy4ydy14 1683.9 69.48 24261 | 2| 84247 2.97
IPOALFSIDHAS_SALTY Aartate- 10 LNMGPEFLSAFTVEDQLLWGAAE) - 355 26 18.3 b3b6b13 2832.47 94.506 13528 |3 944.43 9.3
semialdehyde dehydrogenase PLR
'Pﬁrln'i:jLi?gi—i;bzrog;t;‘i' 11 SGELPVDNFGVPLAGSLIPWIDK 210 23 13.06 b3b13y3 242431 12890 3598 | 2| 121266 13.80
'Pﬁrln'i:jLi?gi—i;bzrog;t;‘i' 12 ESGWQGYWIDAASTLR 87 16 17.18 b3b12y6 1839.91 78.244 5197| 3| 613.97 22.16




IPOALFSIDHAS_SALTY Aartate- 13 VVPNDRDITMR 304 11 3 24.33 b5bay9 1315.69 31.117 2741 |3 2a0. 9.00
semialdehyde dehydrogenase
[POALFS|DHAS_SALTY Aartate- SGELPVDNFGVPLAGSLIPWIDKQ . i 1 ]
cemialdehyds dehydroganase 14 L DNGOSR 210 31 4 11.26 b13yoy11*y11 3322.72 111.693 807 3 1108p4 01 3.
IPOALFSIDHAS_SALTY Aartate- 15 EVSIPTVEELLAAHNPWAKVVEN | 55 25 4 12.42 b10b17°b17y7 2784.4 100.28f s50f | 3 92883 7 3.0
semialdehyde dehydrogenase DR
IPOALFSDHAS_SALTY Aartate- 16 QLDNGQSREEWK 233 12 3 26.28 b9b10y4 1489.7p 53.084 4150 | 3 o497| 131
semialdehyde dehydrogenase
IPOALFSIDHAS_SALTY Aartate- 17 GMVGSVLMQRMVEER 10 15 3 18.16 b10y5y14 1721.84 72.226 B94| 3| 574.62 -4.32
semialdehyde dehydrogenase
IPOALFSDHAS_SALTY Aartate- 18 Phosphoryl STY(9) | -NVICPEFLSAFTVEDQLLWGAAE] 355 27 3 21.92 b7b8y3 3068.49 78.855 12789 |3 1023.50 0.8
semialdehyde dehydrogenase PLRR
IPOALFSIDHAS_SALTY Aartate- 19 Phosphoryl STY(12) ELTPAAVTGTLTTPVGR 315 17 6 2618  b6H10°b10b12y9 1763.88 78.590 5286 |2 882.44 -2.63
semialdehyde dehydrogenase
IPOALFSIDHAS_SALTY Aartate- 20 Phosphoryl STY(15)| DITMRELTPAAVTGTLTTPVGR 310 22 5 P8, b7b12y7yoy1l 2380.16 112.566 3580 |3 794.0p -8.41
semialdehyde dehydrogenase
IPOALFS|DHAS_SALTY Aartate- 21 Oxidation+m(3) | -NMGPEFLSAFTVGDQLLWGAAE| 5.0 26 4 22.83 b9b10b22y9 2848.41 91.649 2324 3 950.14 5.7
semialdehyde dehydrogenase PLR
IPOALFSIDHAS_SALTY Aartate- 22 MKDDAIILDPVNQDVITD 103 19 1 8.48 yl1 2128.10 86.630 4597| 3| 710.04 5.62
semialdehyde dehydrogenase
|08ZL56|GPMI_SALTY 2 1 TFFANPVLTNAVDQAK 91 16 7 26.01]  b2b3noyllyl2yla 1735.01 77.470 28650 |2 868.4b 2.11
|Q8ZL56|GPMI_SALTY 2 2 LSDIAPTMLSLMGMEIPQEMTCKR 55 29 13 49,47 |P2D3°D3DA'DADSDEDEOONL ) o) oy 121.889 12407| B 1064.54 0.69
LFIVE y2°y2y13
|08ZL56|GPMI_SALTY 2 3 AFVNADFDGFAR 272 12 6 44.96 b2y5y6y9yl1°yll 1329.64 72.25 10451 | 2| 665.32 14.60
|Q8ZL56/GPMI_SALTY 2 2 IVYQDLTR 75 ) 3 3312 b5b6Y5 1007.54 56.577 2913 |2 504.2B 68.0
|Q8ZL56/GPMI_SALTY 2 5 TPVMDALWAK 31 10 3 26.94 bBy6y8 1131.59 72.362 17368 |2 566.3p 1.83
|Q8ZL56|GPMI_SALTY 2 6 DPATGQAHTATNLPVPL'YVGE 452 24 4 23.01 b9*b9b10b12 2529.3 85.190 15390 | 3 843.y7 4-45
|Q8ZL56|GPMI_SALTY 2 7 AVESVGGQLLITADHGNAEQMR| 430 22 4 pé b3b5b6°b6 2296.15 83.253 1033 |3  766.0p 5.32
|Q8ZL56|GPMI_SALTY 2 8 TAVAYPPASLANTFGEWMAK 303 20 4 149 b7b12°b12y4 2125.06 96.513 8057| |2 1063.43 7.58
|08ZL56|GPMI_SALTY 2 9 VATYDLQPEMSSAELTEK 364 18 2 15. 7°y7 2011.97 91.150 2481 | P 1006.49 8.98
|Q8ZL56/GPMI_SALTY 2 10 QMGNSEVGHVNLGAGR 59 16 2 30.8% H3BY5 1625.81 97.866 3199 p 81341 17.72
|Q8ZL56/GPMI_SALTY 2 11 VVNLNFVMLTEYAADIK 286 17 3 24.99 5y6yll 1939.99 70.206 3181 P 97050 15.79
|Q8ZL56/GPMI_SALTY 2 12 LDVEIK 83 5 1 13.63 b4 716.42 78.412 2892 |1 716.42 2.22
|Q8ZL56|GPMI_SALTY 2 13 AYDLMTLAfof A%ADTAVAGLQ 202 27 3 11.92 b6b10y13 2845.39 74.291 2205 |4  712.09 115
|Q8ZL56|GPMI_SALTY 2 14 DPATGQAHTQSJELPVPL'YVGE 452 27 3 22.77 b4b10b11 2870.5 110.75 5982 3 95750 5.4
RPHTLIDASGLEVGLPDRQMGNSE *
|Q8ZL56|GPMI_SALTY 2 15 VOHVNLGAGR 4 34 5 36.49 yBy13*y13y14y15 3552.80 93.887 1103 | 3 11844 -1.37
|Q8ZL56|GPMI_SALTY 2 16 QMGNSEVGH\;’;LGAGR'VYQDL 59 24 3 12.72 b22y4y8 2614.35 88.782 431 |3 s721p 12.3
|08ZL56|GPMI_SALTY 2 17 FEDKFAALGK 168 10 3 33.93 b6b8b9 1125.60 50.617 2024 |3 37547 1.08
|Q8ZL56/GPMI_SALTY 2 18 DTPPRSAEASLK 155 12 2 32.52 b4°b4b7b10 1271.65 40.76B 244 24.56 6.62
|Q8ZL56/GPMI_SALTY 2 19 Oxidation+M(1) MSVSKKPMVLVILDGGYR 0 19 5 23.68 bay3y7yl1°y1l 2172.18 106.014 8423 |3 72443 1146
|P66738|RRF—S¢;CTI;R'bosome"ecyd'"g 1 QLASVTVEDSR 52 11 6 36.09 b2b11y5y6y7yll 1204.6p 40.65 w50| 2| 602.81 4.36
|P66738|RRF—S¢;CTI;R'bosome"ecyd'"g 2 VDAALADKEAELMQF 170 15 6 37.14 b1b4b7b11y10y12 1650.8 T8 7238 | 2| 825.91 4.29
|P66738|RRF—S¢;CTI;R'bosome"ecyd'"g 3 ASPSLLDGIVVEYYGTPTPLR 31 21 4 37.45 y5y10y11y12 224821  4.1B2 37445 | 2| 1124.61 10.32
|P66738|RRF—S¢;CTI;R'bosome"ecyd'"g 4 AIMASDLGLNPSSAGTDIR 80 19 4 34.55 yoy10°y10y11 1888.9 ED 14805 | 2|  o44.98 4.91
[P66738IRRF_SALTY Ribosome-recyclig AIMASDLGLNPSSAGTDIRVPLPP 2 B 35.39|  bb7yaybylzy2ly22 30205 a7 171 151 s 500l 663
factor TEER
|P66738|RRF—S¢;CTI;R'bosome"ecyd'"g 6 VDAALADKEAELMQF 170 15 4 29.48 b6b9b13y13 1650.83 84.123| 2689 | 3| 550.95 14.72




|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 7 Oxidation+M(3) AIMASDLGLNPSSAGTDIR 80 19 8 31.67 bSbsyBy9y13°y13+y13|  1904.95 67.641 10477 |3 635.69 5.70
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 8 Oxidation+M(13) VDAALADKEAELMQF 170 15 3 18.16 boy7y14 £6.81 77.853 3325 | 3  556.28 7.84
0, 0, *y
'Q7CPD8|Y'FE—S$LETY UPFO438 proteln HGHAFNDLDLGK 37 12 9 54.21 | P3040 yg{}l(; YIOVITYIL 1353 66 56.135 12806 | P 662.33 13.46
'Q7CPD8|Y'FE—S$LETY UPFO438 proten -, MAESFTTTNR 0 10 4 39.38 b3boy5y7 1157.51 43.180 156 3 38641 -11.81
'Q7CPD8|Y'FE—S$LETY UPFO438 proten 4 EAQLLERHGHAFNDLDLGK 30 19 5 20.73 b3b10°b10y10y14 2168.0 74.689 31532 | 4 72170 6.77
'Q7CPD8|Y'FE—S$LETY UPF0438 proten -, HGHAFNDLDLGKR 37 13 3 20.91 y3y7y9 1479.75 37.143 342 |3 .&e3 4.45
'Q7CPD8|Y'FE—S$LETY UPFO438 proten AESFTTTNRYFDNK 1 14 4 38.56 b3b4b5y6 1693.7 37.324 218 3 65.57 6.99
'Q7CPD8|Y'FE—S$LETY UPF0438 proteln MAESFTTTNRYFDNK 0 15 5 29.48 b10y4y8y9*y9 1824.81 92847 846 | 3| 608.94 -4.28
IQ9LOJLITHIG_SALTY Thiazole 1 | carbamidomethyt+c(g) -EEVCCAAVMPLGAPIGSNQGLE 49 25 4 18.86 b5b11b15y13 2541.24 123.828 302p | 3 8475 7610.
biosynthesis protein thiG TK
|QIL9JL|THIG_SALTY Thiazole Carbamidomethyl+C(9); )
biosyniheas protein this 2 | Cabamidometyiro(id)  QGFVVLPYCGADPVLCK 121 17 3 23.33 b10b11y1l 1922.9 92244 731 | 3| 64165 8.89
IQSLOJLITHIG_SALTY Thiazole 3 TFDSHLFTGTGK 7 12 3 22.3 b4b10y6 1310.63 48.864 28740 | 3 75 1667
biosynthesis protein thiG
IQ9LOIL[THIG_SALTY Thiazole 4, |Carbamidomethyi+C(6).LEEVGCAAVMPLGAPIGSNQGLE| o - 5 o744 b3b6b11013y8 2557 2 60,312 o | s essho 00
biosynthesis protein thiG Oxidation+M(10) TK
IPOAZB3IRS7_SALTY 30S ribosomal| STAESIVYSALETLAQR 36 17 12 65.2 | P2D20BY2Y3YSYBYBYTYYY 1 gqg o6 107.007 43054 b 919.98 4.45
protein S7 11y17
'POAZBQ"RS;FC?QETS\;?’OS ribosomall FVNILMVDGK 25 10 6 41.71 b2y2y3y5y8y10 1135.61 76.356 25102 2 | 568.31 .7.85
'POAZBQ"RS;FC?QETS\;?’OS ribosomal) VGGSTYQVPVEVRPVR 79 16 5 27.7 b1b3b12b1dy3 1742.98 76.955 17049 | 2| 871.99 12.12
H *| *y 0
IPOAZB3IRS7_SALTY 30S ribosomal) LANELSDAADNK 119 12 9 34.29 | P7PI2'D12y3yAryay1IYY 041 63 65.150 8380 | 2  630.82 14.91
protein S7 1ly12
'POAZBQ"RS;FC?QETS\;?’OS ribosomall g SELEAFEVALENVRPTVEVK 56 20 4 23.81 b3°b3b4b11 2259.18 TR 6355 | 2| 1130.09 2.92
'POAZBQ"RS;FC?QETS\;?’OS ribosomall FGSELLAK 17 8 4 49.36 b5y3ydy7 864.47 52.046 5133 2 4327 553
IPOAZB3IRS7_SALTY 30S ribosomal| NALAMR 9 6 1 13.63 y5 675.36 36.616 5016 [t 675.34 2.62
protein S7
IPOAZB3IRS7_SALTY 30S ribosomal| ¢ VIGQR 5 5 1 13.23 v4 572.34 33.434 2648 |1 57234 13.3
protein S7
. b5b7b8b9b10y5y7y8*y8yp
'POAZBQ"RS;FC?QETS\;?’OS ribosomall ¢ LANELSDAADNKGTAVK 119 17 18 196.05|y10°y10y11y12y13y14y1qy 1716.86 39.722 103375 B 572.96 -12.16
16
'POAZBQ"RS;FC?QETS\;?’OS ribosomal| RVGGSTYQVPVEVRPVR 78 17 7 64.27 b6°b6b7b8bIy8Y9 1899.04 49.703 41456 | 4  633.68 1041
'POAZBQ"RS;FC?QETS\;?’OS ribosomall SGKSELEAFEVALENVRPTVEVK 53 23 3 13.06 b7boy3 2531.32 W 16984 | 3| 844.44 7.04
'POAZBQ"RS;FC?QETS\;?’OS ribosomall NALAMRWIVEAAR 9 13 4 20.71 b7b12y7y10 1500.80) 72.299 980 | 2| 750.90 -8.78
'POAZBQ"RS;FC?QETS\;?’OS ribosomal| -, 5 KSTAESIVYSALETLAQR 35 18 3 23 b6b7y6 1967.02 98.642 9084 | 3656.34 1201
'POAZBQ"RS;FC?QETS\;?’OS ribosomal| -, , EDVHRMAEANK 138 11 5 38.35 b3b5y5*y5y6 1299.62 73.631 8235 |3 433.88 3.29
'POAZBQ"RS;FC?QETS\;?’OS ribosomal| ¢ GDKSMALR 111 8 3 48.68 y3y5y7 877.45 28.992 4683 |2 439.2B 67.1
'QQZFU6|YPFergtSeﬁL;‘;LU“Charader'zed 1 YAHQAGWELTENGR 214 14 7 33.05 b1b7b8y2y7yllyld 1631717 368 8792 | 2| 816.39 11.30




'QQZFU6|YPFergtSeﬁL;;LU”Charaaer'ze 2 |carbamidomethy+C(1l)  EHDPLIEWIPCPIPTDELYK 71 20 1913 b1ly7°y7yll 2465.20 97.952 3798 |2 1233.10 -4.19
'QQZFUalYprLrgtSeﬁL;;LU”Charade”ze 3 QEPPAWSASLHILPHR 198 16 17.18 b4b10y3 1838.93 36.888 6845 4| 460.49 -18.25
IQ9ZFUBIYPFL_SALTY Uncharacterized DALLQK 161 6 26.87 b3y3 687.40 44.567 17800 |1 687.4 -3.91]
protein ypfL
'QQZFUalYprLrgtSeﬁL;;LU”Chara“er'ze 5 | carbamidomethy+C(5) DGILCALAWIGDEVVVEHFNR 175 21 2R b13y4y7yllyl2 2413.23 88.518 5515 |3 805.08 13.09
'QQZFUalYprLrgtSeﬁL;;LU”Chara“er'ze 6 QVINEEELELSSPLPFHR 137 18 15.6 bob12y9 2137.14 73.34p  4734| 3| 713.05 21.13
'QQZFUalYprLrgtSeﬁL;;LU”Chara“er'ze 7 TIDAFSGITNPVEMLK 49 16 28.37 b3b6b7y10 1735.81 101.920 724 | 2| 6844 1273
'QQZFUalYprLrgtSeﬁL;;LU”Chara“er'ze 8 YAHQAGWELTENGRR 214 15 18.16 b6y4yays 1787.8¢ 66.282 227 | 2| 894.43 2.73
IQ9ZFUBIYPFL_SALTY Uncharacterizell - ¢ | oo migomethyle )Y - REHDPLIEWIPCPIPTDEL 65 26 12.15 b8y5y7 3196.57, 90.541 4314 |3 1066.20 -12.9
protein ypfL K
IQ9ZFUBIYPFL_SALTY Uncharacterizef -, | Carbamidomethy#C(3); o\ \pcSHEILPATAAR 4 19 22.74 b8y13y14 2181.1 78.493 3®2 | 3| 727.70 2.69
protein ypfL Carbamidomethyl+C(8§|
IP40783|QOR_SALTY Quinone 1 AIGINFIDTYIR 36 12 3420 | b2b3y2y5yeylOyl2tyld  1395.7 886 34444 | 3| 465.92 -4.20
oxidoreductase
IP40783|QOR_SALTY Quinone 2 GLMVSFGNASGPVTGVNLGILNQ| 5, 24 36.78| b10*h10b12b13bldy2 2373.26 79.208 174p8 | 3 1.769 1.13
oxidoreductase K
IP40783|QOR_SALTY Quinone 3 AAILPDAISFEQAAASFLK 105 19 22.74 b11b12y2y9 1963.03 1679 4841 | 2| 98202 -10.07
oxidoreductase
IP40783|QOR_SALTY Quinone 4 | carbamidomethyl+C(9 DTWEASLDCLQR 219 12 29.51 y5y6y8 493,66 72.087 1857 498.56 -8.09
oxidoreductase
IP40783|QOR_SALTY Quinone 5 ALDAGAWQVINYR 180 13 20.67 b5b8y7 1476.73 54.055 7845 |2 8®m@ -20.09
oxidoreductase
IP40783|QOR_SALTY Quinone 6 VVYAQSTLGAYSSVHNVTADK 84 21 20.8 b7b12y7y8y15 2210071 8836 4464 | 4| 553.27 -16.57
oxidoreductase
IP40783|QOR_SALTY Quinone 7 HGGPEVLQTVEFTPAEPAEHEIQ 9 27 11.92 bdy12+y12y14 2085.47, 67.287 2541 |3 o95.83 3.21
oxidoreductase ENK
IP40783|QOR_SALTY Quinone 8 ALDAGAWQVINYREESIVER 180 20 14.39 b4bgy7 2319.21 85.453 2619 | 2| 1160.11 14.63
oxidoreductase
|P40783c|)(3id003g§$¥eQ“'”O”e 9 Phosphoryl STY(12)| ~ ALDAGAWQVINYREESIVER 180 20 14.39 ot 1y7 2399.11 99.541 122464 |3 800.34 -6.92
|P40783c|)(3id003g§$¥eQ“'”O”e 10 Phosphoryl STY(L3)|  VVYAQSTLGAYSSVHNVTADK 84 21 13.84 b5y7°y7y9 2290.07 78.403 19602| [3  764.03 1.92
IP40783|QOR_SALTY Quinone 11 Phosphoryl STY(6) GLTVFYLLR 124 9 30.51 b4b6_H3PO4%H6 | 1161.58 31.600 2212 | P 58130 1230
oxidoreductase
IP40783|QOR_SALTY Quinone 12 GINFIDTYIR 38 10 7.6 b5 1211.65 88.480 16050 |2 606.33 5.74
oxidoreductase
[P41784]PRGI_SALTY Protein prgl 1 FDTGVDNLQTQVTEALDK 51 18 20.72| Dbllb15016*b16b17y9  1993.9p 74.67 26484 | 3 8658 -3.80
|P41784|PRGI_SALTY Protein prgl 2 DIDAAIQNFR 69 11 31.32 b6b7°b7b10*b10 1275.64 75.338 @36] 2| 63834 7.66
|P41784|PRGI_SALTY Protein prgl 3 MATPWSGYLDDVSAK 0 15 18.16 b10b12y8 1640.79 69.415 15009 |2 820.9p 18.67
|P41784|PRGI_SALTY Protein prgl 2 ATPWSGYLDDVSAK 1 14 4.25 b10y10y1l 1509.73 89.977 14424 |2 7553 1.94
|P41784|PRGI_SALTY Protein prgl 5 LSEYNLYR 50 8 54.13 babby4*ydyTry7 1057.52 30.887 1670 |3 33 11.31
. FDTGVDNLQTQVTEALDKLAAKP o
|P41784|PRGI_SALTY Protein prgl 6 SDPALLAAYQSK 15 35 10.93 b12b15y16°16 3718.9 136.66 414 | 3 124032 60 4.
|P41784|PRGI_SALTY Protein prgl 7 LAAKPSDPALLAQYQSKLSEYNLY 33 25 28.11|  b3ydySysey8ty8y12 2782.45 136.217 2266 |3 @8] -10.70
[P41784]PRGI_SALTY Protein prgl 8 Oxidation+M(1) MATRBEYLDDVSAK 0 15 18.16 b14y10y12 1656.74 80.035 9114 |3 5B2d -11.86
IP15717|LEUCL_SALTY 3-isopropyimalg THLVSPAMAAAAAVTGHFADIR 441 22 18.2 b3b13y7y17 2207.11 5987 23353 | 3| 73638 1228
dehydratase large subunit 1
IP15717|LEUCL_SALTY 3-isopropyimalg AGLVAPDETTENYVK 229 15 37.93 b3y10y11y12y15 1624.8/ 7 16860 | 2| 81292 8.94
dehydratase large subunit 1




IP15717ILEUCL_SALTY 3"S°pr9py'ma'4 3 |carbamidomethy+C(1%) TGSAGGTGHVVEFCGDAIR 190 19 214 y3y8ydy18y19 1890.87 51.654 14681 |3 6309 -2.78
dehydratase large subunit 1
IP15717|LEUCL_SALTY 3-isopropyimald | oo idomethyi+C(4 MTLCNMAIEMGAK 216 13 20.67 b8eIBIBY5 1469.68 72.311 goss | p  735.34 8.97
dehydratase large subunit 1
IP15717ILEUCL_SALTY 3-isopropyimaly o AQAEAEGLDK 383 10 60.39 | b4*bdb7°b7boy2°y2y7yb 103151 @ 7121 | 2| 516.26 6.04
dehydratase large subunit 1
IP15717|LEUCL_SALTY 3-isopropyimalg HLVHEVTSPQAFDGLR 29 16 243|  bl2°bl2blayacyay12 1805.95 84.243 15322 | 4 45224 9.26
dehydratase large subunit 1
IP15717ILEUCL_SALTY 3-isopropyimaly IQMQELIK 80 8 33.12 b4b5y6 1002.56 60.211 8621 |2  501.7B 25.7
dehydratase large subunit 1
IP15717|LEUCL_SALTY 3-isopropyimalg ¢ LFDAHVVFEAPNETPLLYIDR 8 21 37.45 b3b4b5h10 2459.23 B8 4453 | 3| 82041 -15.69
dehydratase large subunit 1
IP15717|LEUCL_SALTY 3-isopropyimalg ¢ IEDLR 351 5 13.23 b4 645.36 31.467 1505| |2 323.18 6.15
dehydratase large subunit 1
[P15717|LEUCL_SALTY 3-isopropyimald 4 | ALAYMGLQPGVPLTDVAIDKVFI ]
dehydraase large subont 1 10 |carbamidomethyi+c(2pf* SSCTNSR 321 30 37.02 b5b6y4y8y11y22 3193.6 96.133 757 3 106522 .59 4
IP15717|LEUCL_SALTY 3-isopropyimalg | Carbamidomethy#C(4); | o~ oy AMNNDRLNPGER 403 20 14.39 b3y4y9 2305.04 60.143 04 | 3| 769.02 3.07
dehydratase large subunit 1 Carbamidomethyl+C(7|
IP15717|LEUCL_SALTY 3-isopropyimalg GGRTHLVSPAMAAAAAVTGHFA | a9 25 23.12 b11y3y6y7 2477.34 94.754 4153 |3 82644 5.7
dehydratase large subunit 1 DIR
IP15717|LEUCL_SALTY 3-isopropylmalg 15| o o idomethyi+C(11)  ALSMEGRMTLCNMAIEMGAK 209 20 % beb7y6y7 2214.03 116.148 2605| |3 738.6 6.18
dehydratase large subunit 1
|Q8ZNAS|FADL_SALTY Long-chain fatt NPALITMFDRPTFSAGAVYIDPDV 1 A
2cid Tanort protein 1 NISGTSPSR 57 33 11.06 b3b16y16y33 3509.7 108.27 2804 4 87830 8.0
IQ8ZNAS|FADL_SALTY Long-chain fatty FAGDLGQLVAAQNPALAPVAGQI| 4, 28 11.71 b6yoy22y28 2749.44 85.969) 1613 3 o17.15 16
acid tranort protein PSDTK
IQ8ZNASIFADL_SALTY Long-chain fatty 5 LNEAWSFGLGFDAVYAR 160 17 39.19 b4*b4b5b6°b6b10 1915.98 98.425 4017 | 3  639.31 -2.93
acid tranort protem
IQ8ZNAS|FADL_SALTY Long-chain fatty TGIAFDDSPVPAQNR 356 15 29.48 b12y5y6*y6y10 1587.7 80.2 3064 | 2| 794.39 161
acid tranort proteln
|Q8ZNAS|FADL_SALTY Long-chain fatt FWLSAGTTYAFNKDASVDVGVSY ] ]
2cid Tanort protein 5 MHGQSVK 380 30 11.39 b14y8y10 3265.54 84.420 1982 |3 108919 0.2p
IQ8ZNAS|FADL_SALTY Long-chain fatty FWLSAGTTYAFNK 380 13 29.91 yay6y10 1505.76 67.954 1156 3502.59 9.49
acid tranort proteln
IQ8ZNAS|FADL_SALTY Long-chain fatty INEGPYQFESEGK 410 13 20.67 b7y5y10 1497.68 41.37 714 2 49.32 6.36
acid tranort proteln
IQ8ZNAS|FADL_SALTY Long-chain fatty g AYSGEGAIADDAGNVSR 40 17 16.34 b4boy7 1652.7¢ 30.837] 5703 3| 551.59 0.30
acid tranort proteln
IQ8ZNAS|FADL_SALTY Long-chain fatty g SISIPDQDRFWLSAGTTYAFNK 371 22 34.39 bl1bl2ysyocyoy1l| 512.22 102.420 6960 839.75 -8.15
acid tranort proteln
[P14146|PHOP_SALTY Virulence 1 RELSVNEEVIK 139 11 24.33|  bBbY*HOb11yly2y10 1315.71 5243| 40222 | 2| 658.36 -10.86
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 2 VLVVEDNALLR 3 11 56.02 b2b3y6y7y8y9 1240.72 68.284 1710 2 620.86 -6.10
transcriptional regulatory protein phoP)|




[P14146|PHOP_SALTY Virulence

0 . 3 SSDVSLPVLVLTAR 68 14 5 27.61 b3°b3b6ydys 1456.84 87484 76 | 2| 72892 1.26
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 4 NSGLASQVINIPPFQVDLSR 119 20 6 23.81 b2b5°b5b7b8*h8 2155.| 103.973 3005 | 4  710.05 2.15
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 5 LTAFEYTIMETLIR 150 14 4 27.61 boblly6yll 1700.87 108.362 93 | 3| ©567.63 -14.57
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 6 VQLQDSGHQVDAAEDAR 18 17 5 27.43 b8*b8y4y5y8 1838.84 om73| 53701 | 3| 61362 -13.81
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 7 IQAQYPHDVITTVR 201 14 5 30.78 b6yOy10y12+y12 1640.88 5350 23026 | 3| 547.62 -15.62
transcriptional regulatory protein phoP)
[P14146|PHOP_SALTY Virulence 8 DSLMLQLYPDAELR 172 14 6 27.61 b3°b3b11°b11y5y8 1663.81  .66D 3695 | 3| 555.27 17.61
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 9 ESHTIDVLMGR 186 11 3 24.33 b4boy8 1257.64 43.696 3484 |2 &94 893
transcriptional regulatory protein phoP)
[P14146|PHOP_SALTY Virulence 10 VEVLSSGADDYVTKPFHIEEVMA 88 24 5 37.23 b12b13b14b22y7 2692.35 92.331 2430 | 3 8ogh2 0 7.8
transcriptional regulatory protein phoP)| R
[P14146|PHOP_SALTY Virulence EGWQDKVEVLSSGADDYVTKPF I )
transcrptional reguiatory protein phoP| 11 EEVMAR 82 30 6 28.41 b4b7y6y7y10y12 3435.64 84.609 30506 | 4 850.67 .91-3
[P14146|PHOP_SALTY Virulence 12 HHLKVQLQDSGHQVDAAEDAR 14 21 3 13.89 bey5y8 2354.15 1188 5086 | 3| 785.39 -6.02
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 13 ELSVNEEVIKLTAFEYTIMETLIR 140 24 3 12.72 boy4y12 2841.47]  67.023 3932 | 3 947.83 -7.39
transcriptional regulatory protein phoP)|
[P14146|PHOP_SALTY Virulence 14 Phosphoryl STY(L2) VVSKDSLMLQLYPDAELR 168 18 3 24.5% Vi) 2157.07 55.613 1612 B 719.69 6.00
transcriptional regulatory protein phoP|
i o] 0| % | P
[P14146|PHOP_SALTY Virulence 15 Oxidation+M(4) DSLMLQLYPDAELR 172 14 11 62,29 P7P8DBOL0DIOTDIOLILE ) g oo 68.566 2055 560.61 -1.45
transcriptional regulatory protein phoP)| b11y9*y9y10
IPS8663IRCSB_SALTY Capsular synthgsis LGVENDIALLNYLSSVTLSPTDKE| 192 24 8 42.91|  bay2y3y7ysyoygas 2591.35 109.888 8018 | P 12961 2.07
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis LGVENDIALLNYLSSVTLSPTDK 192 23 5 20.15 b1b3b6b1ly4 2488, 85.526 3202 | 4 61633 -8.92
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis LDAHVLITDLSMPGDK 47 16 4 42.89 b3b4b11b12 1724.84 90.643| 320 | 3| 57562 -18.82
regulator component B
IPS8663|RCSB_SALTY Capsular synthgsis ESEVLR 154 6 1 13.63 b4 732.38 106.491] 364 |1 732.38 12.2
regulator component B
[P58663[RCSB_SALTY Capsular synthdsis _ SLEQIEWVNVVGEFEDSTALINNL| 2 5 22 82 60850 2044.50 59.077 oad |2 7a0do 048
regulator component B PK
IPS8663|RCSB_SALTY Capsular synthgsis ISAGGYGDK 140 9 4 30.51 b6°b6y6YS 867.42 91.342 1904 |1 86742 -2.04
regulator component B
. 3 —
[P58663[RCSB_SALTY Capsular synthdsis _ SAMMKLGVENDIALLNYLSSVTL 167 25 " 20,6 |PEDBDID10°D10D10b21fb 115106 s0175] b 10041 e
regulator component B SPTDK 21*H21b26
'POASBSlYBAB—Syﬁ';TBY UPFO133 proteln ;| o ihamidomethyh+C(9 VTINGAHNCR 43 10 10 68.17 b2°b2ye4ey7+y7y8yld  1141.55 21.199 5500 | [2 571.24 0.53
[POASBSIVBAB_SALTY UPFO133 protefi VEIDPSLLEDDKEMLEDLVAAAFN| 25 s 1773 b2ysyBy10710%10 23080.50 12762 s s mpol 208
ybaB DAAR
IPOABBS|YBAB_SALTY UPFO133 protejn MQEEIAQLEVTGESGAGLVK 23 20 4 19.79 b11b18y13y15 2089.05  3.®I6 3678 | 3| 697.03 8.06

ybaB




'POASBBWBAB—%@:TBY UPFO133 protepn MASVSSGMQLPPGFK 01 15 6 37.14  bSbl2yllylzyld*ylh  1536.]8 91.309 1941 | 2| 768.89 15.25
'POASBBWBAB—%';TBY UPFO133 protein o IEETQK 83 6 2 20.88 b3b5 747.38 41.957 1545 |1 747.3B -6.2d
'POASBBWBAB—%@:TBY UPFO133 proteln ¢ MASVSSGMQLPPGFKMPF 91 18 6 34.7 b10*b10y3y5y6y8 1911.90 3.187 16357 | 3  637.97 -8.62
'POASBBWBAB—%@:TBY UPFO133 protepn GGLGNLMKQAQQMQEK 4 16 5 28.37 bdy5y10*y10y11 1760.94 7826 6849 | 2| 880.95 10.61
IPOABBB|YBAB_SALTY UPFO133 proteln ¢ | o o midomethyl+C(2g) QFF/AQLEVTGESGAGLVKVTING - 30 3 11.39 b8b23y8 3211.60 110.031 6779 | 4  803.6 6.2
ybaB GAHNCR
'POASBBWBAB—%';TBY UPFO133 protein o QAQQMQEKMQK 12 11 3 24.33 bdy3y6 1377.69 29.646 1704 |2 6899 851
'POASBBWBAB—%@:TBY UPFO133 protefn Oxidation+M(2) EMLEDLVAAAFNDAARR 66 17 3 23.33 bob10y9 907.93 73.646 143977 B 636.65 2.37
'POASBBWBAB—%';TBY UPFO133protel 11 | carbamidomethyt+C(d) TINGAHNCR 44 9 1 8.2 b7 1042.48 185 3848 | 2| 52174 -6.79
'POASBBWBAB—%';TBY UPFO133 proteln 15 | carbamidomethyl+C(7) INGAHNCR 45 8 0 2.02 941.43 21175 892 | 2| 47122 -3.50
[P40720[FUMA_SALTY Fumarate 1 SNKPFFYQDPFPLK 1 14 8 27.09 blb5°bSbe*bebllcbllyla 1927 59.205 90740 | 4  576.63 5.58
hydratase class |
[P40720[FUMA_SALTY Fumarate 2 MSNKPFFYQDPFPLK 0 15 4 26.24) y6y9y10y15 1858.9p 75.901 gs57| 2| 920.95 -10.51
hydratase class |
[P40720[FUMA_SALTY Fumarate 3 VAPEALTLLAR 41 11 3 24.33 bay7y9 1153.69 73.626 14239 |2 s®7.3]  6.03
hydratase class |
[P40720[FUMA_SALTY Fumarate 4 VWTGGGDEAALAR 120 13 3 20.67 b12yeyll 1302.64 48.719) 9557 | 2651.82 187
hydratase class |
IP40720]FUMA_SALTY Fumarate 5 EVNTGTNLPAQIDLYSVDGDEYK | 156 23 4 17.51 b3b6y3y12 2541.23  88.667 6936 | 2| 127112 13.83
hydratase class |
[P40720[FUMA_SALTY Fumarate 6 TYLYQETK 192 8 3 40.9 yay6y7 1045.52 39.845 6761| |2 5232 243
hydratase class |
[P40720[FUMA_SALTY Fumarate 7 |Carbamidomethy+C(S) ) o ooy GMGYSCSADR 305 17 6 36.97 b2b7y8yoy10y17 174712 049 6195 | 3| 583.25 5.24
hydratase class | Carbamidomethyl+C(138)
IP40720[FUMA_SALTY Fumarate 8 DHPIYYAGPAK 415 11 6 27.34 b2b3b4°bay7y11 1231.6 26.298 685 | 3| 411.20 -12.39
hydratase class |
[P40720[FUMA_SALTY Fumarate 9 GVYNTYIEDNLR 133 12 7 32.23 b4b9°h9b12y7°y7y9 1456.7% R4 3166 | 3| 486.24 8.38
hydratase class |
[P40720FUMA_SALTY Fumarate o DDTEYYLLTSEHVSVAEFEGQEIL| . 5 2196 b10b11y11 01540 56.274 s06d |2 7204 o1
hydratase class | K
[P40720[FUMA_SALTY Fumarate 11 YYDALPTEGNEHGQAFR 251 17 4 27.43 b6y6y12y13 1967.87 026 | 25473 | 3| 656.63 7.01
hydratase class |
[P40720[FUMA_SALTY Fumarate 12 IEVEDFPAFILVDDK 515 15 6 43.16 b3b4b8y3°y3y4 1749.91 paie) 9054 | 2| 875.46 8.79
hydratase class |
[P40720[FUMA_SALTY Fumarate 13 |carbamidomethytrc(1p> PTTQQIQSSQCGAALSNVAALL - 5q 24 3 12.72 b3b15y15 2582.27 97.644 825 4 646 9.6/
hydratase class | R
[P40720[FUMA_SALTY Fumarate 14 | Carbamidomethyl+c(f) |-G TAACPPYHIARVIGGTSAEAN| )5 26 7 21.97| b7b10°b10b13°b13yl1y24  2659.31 114.589 7103 | 887.11 -15.15
hydratase class | LK
[P40720[FUMA_SALTY Fumarate 15 | carbamidomethyi+C(d) LECVEYPELGMEAIWK 499 16 3 25.5p V769 1966.95 112.466 3008| B 656.32 12.91
hydratase class |
IP40720[FUMA_SALTY Fumarate 16 DIELEK 268 6 1 13.63 b5 746.40 35.780 2807| |1 746.4 7.69
hydratase class |
IP40720[FUMA_SALTY Fumarate 17 VDLNRPMSEILQQLSQYPVSTR 360 22 4 13.44 b3b6y9*y9 2574.35 88.523 2204 | 3| 8s8.79 4.55
hydratase class |
[P40720[FUMA_SALTY Fumarate 18 YSQNAALDMYK 145 11 3 36.09 yay6y10 1303.62 60.169 235 |2 & 18.92
hydratase class |
IP40720[FUMA_SALTY Fumarate 19 TPEGYASGSLGPTTAGR 426 17 5 22.9 b3°b3b11y7y15 1621.81 8.78 1520 | 2| 81141 14.53
hydratase class |
5 5 *
[P40720|FUMA_SALTY Fumarate 20 VWTGGGDEAALARGVYNTYIED | - i 33,45 |P7 D7OLIDISDISYTyBYEY ) 04461 76526| b 91412 0.00
hydratase class | NLR 11°y11




Ot

|P40720|:)Z':’;¢551ACL|;\; T“marate 21 GGNMIRYFAGER 554 12 32.52 y3y6y1l 1370.68 62.757 74668 | 3 7.86 11.40
|P40720|:)Z':’;¢551ACL|;\; T“marate 22 DHPIYYAG PA_'FZEEGYASGSLGPT 415 28 24.96|  boy7yll°ylly15y17 2834.4 92.802 20747 | 3 4945|  10.42
|P40720|:)Z':’;¢551ACL|;\; T“marate 23 YIPEALRQAGEGEAVR 344 16 37.92|  bg*b8bobl2*b12bldy7 &M 67.136 18622 | 2 879.95 -8.81
|P40720|:)Z':’;¢551ACL|;\; T“marate 24 | carbamidomethyl+C(2 3FVNTGTNLPF'°‘LQC'5ALKYSVDGDEYK 156 29 14.54 b10°h10b16y10y12 3273.61L 104.31 6646 | 3 apol  2.39
|P40720|:)Z':’;¢551ACL|;\; T“marate 25 | carbamidomethy+C(1L) GNRSQQVTDACK 463 12 32.82 bATPb10 1363.64 99.076 2532 P 682.33 3.67
|P40720|:)Z':’;¢551ACL|;\; T“marate 26 KDDTEYYLLTSLEEVSVAEFEGQE' 15 26 12.15 b9°hoy8y10 3043.47 65.311 2333 |4 7616 3.0
|P4O720|:)Z':’;¢551ACL|;\; T“marate 27 | carbamidomethyl+C(4) RLECVEYPELGMEAIWK 498 17 36.97 6bFb8yL0 2123.02 55.598 2171| |4 53151 -2.64
[P40720[FUMA_SALTY Fumarate TPEGYASGSLGPTTAGRMDSYVD b3b13y10°y10y12°y12%y1p )
hycratase cass | 28 OLOSQGGSMIMLAK 426 37 22.99 V1313 3804.77 106.008 1859 | 4  951.95 4.30
|P4O720|:)Z':’;¢551ACL|;2 T“marate 29 Phosphoryl STY(6) GVYNTYIEDNLR 133 12 26.24 b4b5y5 675 43.868 2005 | 4  512.89 -9.69
|P4O720|:)Z':’;¢551ACL|;2 T“marate 30 Oxidation+M(9) YSQNAALDMYK 145 11 27.34 b8y7°y7y8 138 64.418 3163 | 4  660.31 9.34
IQ8ZRzg)l:feﬁEaT;;fanTl;f;L:;?ryr;l:Tmbra 1 VLRDGNTLLVQVK 76 13 20.67 b6y3y11lyl3 1454.86 64.439 1835 2| 727.93 -8.56
'QSZRzg:eﬁEaTgszfanUf;fg‘:'yg‘:Tmbra 2 VAVGAALLSMPVR 36 13 32.35 b3y5°y5y6yLl 1283.75) 77.664 418 | 2| 64238 -3.99
IQSZREg,l:(ef;;s?nﬂ;(f;g?ryr;:Tmbra 3 QMEGAWLGSDLVDQGKER 370 18 15.6| bi2blsys°yeryeylicyll 01B.94 68.579 11973 673.65 -10.64
IQSZREg,l:(ef;;s?nﬂ;(f;ﬁryr;:Tmbra 4 DEVPWWNVVGDRK 200 13 25.44 b4b5°b5y7 1599.7 62.747 6431 2 | 800.39 -5.88
IQSZREg,l:(ef;;s?nﬂ;(f;ﬁryr;:Tmbra 5 LSNMQPQIAMDR 535 12 20.51 b2°b2y5y7y8y12 1403.68 51.829 24% | 2| 702.35 417
IQ8ZRzg)l:feﬁEaT;;fanTl;f;L:;?ryr;l:Tmbra 6 IFYNDFQADDADLSDYTNK 488 19 14.96 b2b7y7y12 2255.01 727 5443 | 2| 1128.01 14.29
'QSZRzg:eﬁEaTgszfanUf;fg‘:'yg‘:Tmbra 7 LSGVQVSGNLAGHSAEIENLTK 267 22 30.32|  b3°b305b10blly2ys 2224.13 63.280 4497 742.05 -0.88
IQSZREg,l:(ef;;s?nﬂ;(f;g?ryr;:Tmbra 8 VPGSPDQVDVVYK 404 13 53.15 b2b8b9y2y8y9y10 1402.78 882 | 4352 | 3| 46825 9.49
IQSZREg,l:(ef;;s?nﬂ;(f;g?ryr;:Tmbra 9 DIHFEGLQR 27 9 30.51 b7ydy7y9*y9 1114.56 53.208 3874 |2 w87 175
IQSZREg,l:(ef;;s?nﬂ;(f;ﬁryr;:Tmbra 10 FNIDSTQVSLTPDKK 237 15 26.24 b3b5°b5h6 1692.9p 64.425 561 | 3| 564.97 9.23
IQ8ZRzg)l:feﬁEaT;;fanTl;f;L:;?ryr;l:Tmbra 11 LGFFETVDTDTQR 301 13 20.67 b1b5y4y10 1528.72 74.17( 281p | 3510.25 2.16
'QSZRzg:eﬁEaTgszfanUf;f;‘:'yg‘:Tmbra 12 SYGTDVTLGFPINEYNTLR 507 19 14.96 b9b11°b11y9 2160.00 5.889 5874 | 2|  1080.55 15.37
'QSZRzg:eﬁEaTgszfanUf;fs:'yg‘:Tmbra 13 IQQINIVGNHAFSTEELISHFQLR 176 24 12.72 b3b5y10 279445 95.173 4420 | 3 93216 -3.06




IQ8ZRPOIYAET_SALTY Outer membrane , , VTIPGSDNEYYK 594 12 4 35.53 b6b7b8°b8 1385.61 50.564 3408 | 2 93.84 6.70
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrane o VGESLDR 120 7 5 37.49 b6°b6Yy4y5°y5 775.40 36.973 160 2 3B8. 5.82
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrane , o TTLSDIEKGLEDFYYSVGK 127 19 5 29.46 b5b8y6y8y13 2165.08  2.@9 75576 | 2|  1083.05 9.13
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrane LNRLGFFETVDTDTQR 388 16 5 27.7 b13y4*ydy7y9 1911.9 @6 | 17705 | 2| 956.48 -4.47
protein assembly factor yaeT
IQ8ZRPO[YAET_SALTY Outer membrane GYFPTDGSRVNLTGK 579 15 8 69.33 PAPBPIODLIDISYIIYIIYL 61y o 55.638 11201 2 806.40 -10.83
protein assembly factor yaeT 2
IQ8ZRPOIYAET_SALTY Outer membrane QMEGAWLGSDLVDQGKER 370 18 12 61.89P3PSO7DTYEYOVLLYISYIS 10 og 94.529 7183 673.67 12.03
protein assembly factor yaeT y14°yl4*y14
IQ8ZRPOIYAET_SALTY Outer membrae ) IEPGELYNGTKVTK 289 14 4 27.88 b5°b5b7b11 1548.8p 36.959 28% | 3| 516.04 7.41
protein assembly factor yaeT
|Q8ZRPO|YAET_SALTY Outer membra LSGVQVSGNLAGHSAEIENLTKIE i | | )
brotoin assembly factor yaeT 21 ELYNGTK 267 33 4 25.83 yAyBy7y9 3425.72 114.545 3789 |3 114258 9.7
IQ8ZRPOIYAET_SALTY Outer membrane LAGDLETLRSYYLDR 218 15 3 18.16 bdyay10 1784.91 80.919 n44| 3| 595.64 3.08
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrane LDRGYFPTDGSR 576 12 4 37.3 bay4y6y9 1383.68 62.048 174p | 2 =2 7.32
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrane Oxidation+M(2) QMEGAWLGSDLVDQGKER 370 18 3 23 b1lb12y12 2034.97 72.913 2068 679.00 9.36
protein assembly factor yaeT
IQ8ZRPOIYAET_SALTY Outer membrane PQIAMDR 540 7 0 2.82 830.42 51.802 6563 |1 830.4 7.13
protein assembly factor yaeT
IPOA7Z7IRPOA_SALTY DNA-directed| LVDIEQVSSTHAK 12 13 6 28.15 b2yly5°y5y7y8 1426.77 46.056] 3222 | 3| 476.25 -14.29
RNA polymerase subunit alpha
[POA7Z7|RPOA_SALTY DNA-directed )
RNA polymarase subunit alpha 2 VTLEPLER 25 8 6 54.13 y1ydySy6y7y8 956.53 52.762 41428 |2 778 11.36
[POA7Z7|RPOA_SALTY DNA-directed .
RNA polymarase subunit alpha 3 | carbamidomethyl+C(8 LLVDACYSPVER 170 12 9 83.98B  b2bFEymy8ydyloyl2 | 1421.71 60.105 34177 |2 7113 3.01
[POA7Z7|RPOA_SALTY DNA-directed
RNA polymarase subunit alphe 4 EGVQEDILEILLNLK 71 15 10 58.65 | b2b7yly2y3ydysyeysyls 587 122.853 17543 | 2 863.49 5.38
IPOA7Z7IRPOA_SALTY DNA-directed| MQGSVTEFLKPR 0 12 3 32.52 yay7y9 1392.71 59.743 47068 | 3 449 -16.30
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| IHSEEDERPIGR 158 12 4 36.2 b3bdysy11 1437.70 66.99 26964 | 219.38 6.79
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| LVIEMETNGTIDPEEAIR 200 18 6 15.6 b7b9°b9*h9y13°y13 2088. 84.369 25497 | 4 677.35 9.08
RNA polymerase subunit alpha




|POA7Z7|RPOA_SALTY DNA—dlrected 8 CarbamidomethyhC(1 ILLSSMPGCAVTEVEIDGVLHEY a4 27 1 62.38 b10°b10b11b12°b12y4y7py 3004.49 115.107 156052 y 751.88 6.01
RNA polymerase subunit alpha STK 7y9y13y26
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ | ) o midomethylec (o = o DPILLRPVDDLELTVRSAN - 15 28 3 11.71 b4b10y6 3206.71 85.831 2197p |5 660.1 16
RNA polymerase subunit alpha CLK
IPOA7Z7IRPOA_SALTY DNA-directed| VEQRTDLDK 191 9 4 30.51 b4*haydy5 1103.56 67.107 6943 |2 5829 -12.17
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| | GLSLGMRLENWPPASIADE 310 19 4 14.94 b6°bebsy5 2056.02  5BQ. 4488 | 3| 68601 2.02
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| Carbamidomethyl+C(d)  LLVDACYSPVERIAYNVEAAR 170 21 4 =2 b10b11ly7°y7 2409.20 80.296 2342 2 1205.1 -7.8(
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| 5 DIEQVSSTHAK 14 11 0 3.23 1214.60 46.087 6913| |2  607.8 -0.40
RNA polymerase subunit alpha
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 1 LGYSGNTTDPKEIEAAYEELK 179 21 4 13.89 b8y5y10y21 2328.0 2.811 28260 3] 776.70 -14.79
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 2 EVAETIGYPTPNLAAR 285 16 5 34.59 b2°b2y8y9y10 1701.89 ers 16590 2 851.45 8.25
protein
|POA2C7|POTD_SALTY
. . ¥ . LTNFHNLDPEMLNKPFDPNNDYS A
ermldlne/putres‘;:rlggizlnd|ng periplasmi 3 VPYIWGATAIGYNSDAIDPK 103 43 7 21.45 b2b9y1y2y7y8y10 4803.34 95.633 110d 4 1201 8.54
|POA2C7|POTD_SALTY
. . L . LMPNVAAFNSDNPANPYMEGEV b2b3b9*b9b10*b10b14b15
ermldlne/putres‘;:rlggizlnd|ng periplasmi 4 NLGMVWNGSAEVAR 201 36 10 37.54 V1414 3882.80 99.686 8864 il 971.46 -1.45
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 5 TYKDGAYDLVVPSTYYVDK 70 19 5 22.74 b6b7°b7y8°y8 2197.07 BB2 8536 3 733.03 1.89
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 6 TITSWADLWKPEYK 146 14 3 27.09 y4y8y9 1737.85 83.314 4373 3 579.96 -18.26
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 7 EGGIFWMDSLAIPANAK 249 17 5 16.34 b5°b5b15°b15y13 1819.9p 94.467 35659 2 910.46 8.45
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 8 NSLLLTDDAR 160 10 3 26.94 b6y5y7 1117.59 69.717 7238 2 559.3 2.29
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 9 EVFQMALR 170 8 4 40.9 b3b6°b6b7 993.52 77.064 2360 2 497.2 12 4.
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 10 DGAYDLVVPSTYYVDK 73 16 4 24.89 y4°y4y7y10 1804.83 67.610 1971 3 602.28 -18.26
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 11 EGALK 268 5 1 13.23 b4 517.30 46.034 1546 1 517.3 6.14
protein
|POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 12 SLYPDAQHEEKSYEYVéiNDVGDASA 312 31 7 24.45| b3b4b12*b12y10y13°y13 3568.60 81.97 601 3190.23 13.34
protein
% |
IPOALB7|ATPE_SALTY ATP synthasel | IQVTGSEGELGIYPGHAPLLTAIKP 3 2 1 42.9p | P27D2b3b13y2ydy5y12y1B 0 o o 82710 73384 L sssa1 .87
epsilon chain GMIR y27y29
IPOALB7IATPE_SALTY ATP synthasey AMTYHLDVVSAEQQMFSGLVEK 1 22 12 66.22 |APBDIDLLDLIDIZYYBYD® ) \0s 1 g 91.078 20576 | B 828.40 187
epsilon chain y9y12y22




'POAlB”AT;iiant;;nATP synthase SSHGDVDYAQASAELAK 107 17 4 29.95 b7b8y6y8 1748.74 45989 3500 | 3| 583.60 11.87
'POAlB”AT;iiant;;nATP synthase AEEHIKSSHGDVDYAQASAELAK | 101 23 3 13.06 b13y6y1l 2456.1  4.833 6916 | 4| 614.80 4.08
'Q8ZNW°|KP£§:S—§"ALTY Pyruvate ISSGLPIFAMSR 397 12 3 29.51] yay5y7 1278.6 81.383 o768 | 2 ®Bo.| -7.83
'Q8ZNW°|KP£§:S—§"ALTY Pyruvate GDLGVEIGDPELVGIQK 250 17 3 23.74 b8b10b12 1738.91 100408 7330 | 2| 869.96 555
'Q8ZNW°|KP£§:S—eS"ALTY Pyruvate GVTPVHFDSALAL%GVVAAHEAVN 421 25 5 18.64 b2b3b12b20y2 2545.30 80.20( a87p | 3 sagq1 6 -5.1
'Q8ZNW°|KP£§:S—§"ALTY Pyruvate LDVQFDNVEEA:;L\MSAMYAANHL 353 24 7 26.19| b7*b7bllylyllyl2*ylP  2680.2 111.28p 4678 | 3 94.1 2.28
'Q8ZNW°|KP£§:S—§"ALTY Pyruvate AVITATQMMESMITNPMPTR 278 20 4 14.39 b11°b1ly4dys 222309  0.791 1576 | 2| 111005 11.42
IQ8ZNWOIKPYK2_SALTY Pyruvate DKGYLVSGDLVIVTQGDVMSTV 446 29 3 11.54 bay7y11 3013.49 76.415 10820 |4 75443 83
kinase Il GSTNTTR
'Q8ZNW°|KP£§:S—S"ALTY Pyruvate Oxidation+M(8) AVITATQMMESMITNPMPTR 278 20 6 30.68 b8*ba2b13ydy11 2239.06 85.252 4278 |2 1120.03 1.20
'ijpzlﬁgﬁﬁias(gf;g;gé TIEGWYVK 249 8 3 33.12 b6b7y5 995.53 38.271 7492| |2 498.2f 9.99
|Q8ZPUS|NADE_SALTY NH(3)- AQYSIAGMTHGVVVGTDHAAEAI e
dopendent NAD(+) synihetace TORETK 144 29 8 35.8 | b6*b6b7*b7b8°b8b1ly]l  2979.5p 99.571 6340 | 3 380 11.88
'fopzliiLﬁ?ﬁi‘Df’f)LsTmeﬁ';g; SVDFLK 25 6 1 13.63 b5 708.39 60.500 10819 |1 708.39 -9.91
'ijpi‘;g!é’:‘fﬁias(gf;t’:;gé LSQMAIAELR 58 10 4 40.17 b6y5y7y8 1131.60 30.612 2200 |3 3778 2017
'ijpi‘;gg\r'fzias(gf;g;gé TIEGWYVKTEHK 249 12 3 223 b8y3y11 1490.78 73.422 6418 |2  Bes. 7.62
'ijpzlﬁgﬁzias(gf;g;gé GTDHAAEAITGFFTK 158 15 5 17.5 b6°b6bob13°b13 1565.7F 905 3044 | 3| 522.59 -2.96
|P65933|PYRH_SALTY Uridylate kinasg 1 VDGVFTADPAK 166 11 3 27.34 b6y6y7 1119.56 46.761 13968 |2  880.| -11.23
|P65933|PYRH_SALTY Uridylate kinasg 2 VDGVFTADPAKDPSATMYDQLT | g6 32 5 22.8 b1b10°b10b12b13 3546.7p 82.93 12452 | 4 88743 5.58-
YSEVLDKELK
|P65933|PYRH_SALTY Uridylate kinasg 3 VVGDHMGMLATVMNGMR 73 19 6 33.39 b1b3b6b14b15y7 2002.97 93.195 378l | 3 @8B 037
. ridylate kinas¢ . .5p 754 .
P65933PYRH_SALTY Uridylate ki 4 VDGVFTADYPSAE'@DLFE’)iATMYDQLT 166 29 4 22.73 b10°b10b13b14 3176.5p 91.75 3124 | 3 105951 69 5
|P65933|PYRH_SALTY Uridylate kinasg 5 | carbamidometByl1l] LMSAIPLNGVCDNYSWAEAISLLR| 103 24 6 27.62|  b3bl3ylzyy13y23 | 2693.31 95.660 11017 B 898.44 -10.70
I ate kinase . . . . -4.09
P65933[PYRH_SALTY Uridylate ki 6 LPIR 212 4 1 12.83 b3 498.34 91.216 3133 |1 4083k 4.53
. ridylate kinas¢ . Y . . . -16.
P65933[PYRH_SALTY Uridylate ki 7 GIEIEADVVLK 152 11 3 27.34 b4bsy5 1185.65 70.703 2035| |2 5833 -16.16
|P65933|PYRH_SALTY Uridylate kinasg 8 LSGEALQGTE(;'I:IS IDASILDRMAQ 15 27 3 11.92 b8b1ly4 2849.40 93.511 343 |3 95047 124
. ridylate kinas¢ arbamidom . y. . . ) .
P65933PYRH_SALTY Uridylate ki 9 | carbamid 17 AYVNARLMSEA/L'IDSLFL(;VCDNYSWA 97 30 4 14.19 b9b14yoy13 3367.7( 86.770 2716 |3 1123p4 2.0
. ridylate kinas¢ xidation-+ . VBYy . ) . -5.
P65933PYRH_SALTY Uridylate ki 10 Oxidati 18| VVGDHMGMLATVMNGLAMR 73 19 6 29.46 b6°b6bob12y6y9 2018.95|  72.907 12219 | 2| 1009.98 5.80
g e © *y 4
[P20753|PPIA_SALTY Peplidyk-proly ci TADKDSATSQFFINVADNAFLDH [~ " 1 56.27 | P207PLODIOBYAVAYSYT oo 56754 2088 | b 71704 010
trans isomerase A GQR ylly12°y12
|P20753|PF;:gﬁfgt;\(egzztﬁy"pm'y' C'T NFVDYVNSGFYNNTTFHR 54 18 7 44.37|  b2y6y8ydyl2yldy18 298 | 75.430 42955 | 4 73233 -5.67
|P20753|PF;:gﬁfgt;\(ezzztﬁy"pm'y' C'T VIPGFMIQGGGFNEQMQQK 72 19 5 21.91 b2y8y11y17y19 2109.05  7.392 41372 | 2| 10s5.03 11.23
IP20753|PPIA_SALTY Peptidyl-prolyl cig- ISQVPTHDVGPYQNVPTKPVVILS| 6, 26 6 15.82 b1b7b12y8y11y26 2787.51 62.78 20012 | 4 6973 -12.61
trans isomerase A AK




[P20753PPIA_SALTY Peptidyl-prolicf- GMDVADKISQUPTHDVGPYQNV a3 I o103 P305bOb13D16YaYEYEYLYy 50114 oase] b sre1 550
trans isomerase A PTKPVVILSAK 31
IP20753|PPIA_SALTY Peptidyl-prolyl cig- NTRGTIAMAR 106 10 5 40.17 b3b6°b6b7y7 1090.58 77.907 15465 | 2545.80 3.92
trans isomerase A
'P0092Z;]Th?s‘gifpﬂ(czgsmpha” 1 | carbamidomethyi+C(9 HNIAPIFICPPNADDDLLR 145 19 1496  bl3yl0yl2y19 2101.12 97.131 15009 |2 1096.06 11.0
IPOO929[TRPA_SALTY Tryptophan 2 EGAFVPFVTLGDPGIEQSLK 15 20 8 30.68  b4b5°h5b7°b7y8y10y20 2104.12 94.939 12044 1052.54 9.28
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan 3 HPTIPIGLLMYANLVENNGIDAFY 91 26 6 36.54 y1y5y9y10y11y26 2920.5 105.97 1122 | 4 73088 -4.68
synthase alpha chain AR
lP0092Z;\Tths\éiﬁ;ﬂ(czgsmphan 4 |carbamidomethytC(11)  AFAAGVTPAQCFEMLALIR 70 19 6 36.30  b2bdyl2y13yldy19 2066.06 102.172 8764 |2  1033.54 3.19
IPOO929[TRPA_SALTY Tryptophan 5 QVASYGRGYTYLLSR 164 15 4 37.93 b6b7b8y7 1733.8 44.281 a186| 3| 578.64 2.96
synthase alpha chain
IPO0929|TRPA_SALTY Tryptophan 6 GYTYLLSRSGVTGAENR 171 17 3 24.99 y5y6yLl 1843.9/ 74.045 6a5 | 2| 922.48 7.48
synthase alpha chain
IPO0929ITRPA_SALTY Tryptophan 7 Phosphoryl STY(10)|  REGAFVPFVTLGDPGIEQSLK 14 21 40.g3 P'PBPIOYI0_H3PO4 L o) 1o 55.645 9745 780.72 0.21
synthase alpha chain y9y10y11
IPO0929ITRPA_SALTY Tryptophan 8 Phosphoryl STY(4) | KEYHAAPALQGFGISSPEQVSAA 49 26 3 12.15 b3yl6y22 2806.39 67.960 7008 |4  702.35 3.74
synthase alpha chain VR
IPO0929ITRPA_SALTY Tryptophan 9 Phosphoryl STY(9) EGAFVPFVTLGDPGIEQSLK 15 20 45.26 BBbOb11b12 2184.07 93.234 4672| |3 7287 8.27
synthase alpha chain
|068926|BFR_SALTY Bacterioferritin ILFLEGIPNLQDLGK 16 15 7 29.48 |  b2b5y3ysyl1°y11y15 1669.9 101.42 o457 | 2 835k 154
|068926|BFR_SALTY Bacterioferitin LGIGEDVEEMLR 76 12 5 32.52 y5°y5y7yoy12 1360.64 83.311 7751 2| 680.84 2.87
|068926|BFR_SALTY Bacterioferitin LLGNELVAINQYFLHR 13 17 3 16.34 b3y8y10 1971.07 96.659 1288 |3  657.49 7.6
|068926|BFR_SALTY Bacterioferitin EAIAYADSVHDYVSR ® 15 5 37.14 b3b6b10y4y6 1695.8 84.322 281 3 565.94 -0.2
|068926|BFR_SALTY Bacterioferitin DMM'E'LADEE(A;E'DWLETELDL' 117 26 4 22.82 b6°b6b7b9 3042.41 115.10 265 5  609.29 -19.
IPOAZRAIRPOC_SALTY DNA-directed VTAEDVLKPGTADILVPR 842 18 6 29.18 b5°b5b6y3y5y18 1894.04 72.985 14495 | 3 632.02 -12.18
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed FTDMIDGQTITR 1036 12 6 3429  b5b10b1ly7y12+y12 1397.6 8, 13053 | 2|  699.34 0.17
RNA polymerase subunit beta
[POA2R4|RPOC_SALTY DNA-directed I )
RNA polymarase subunit beta: 3 IALASPDMIR 21 10 5 51.93 y3y5y6y7y10 1086.59 61.751 1089 2 4380 9.55
IPOAZRAIRPOC_SALTY DNA-directed EGLNVLQYFISTHGAR 764 16 4 17.18 b3b8y10y16 1804.9 91.844 8256 | 2| 902.98 5.21
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed ¢ SWSFGEVK 31 8 4 40.9 b2y3ydy5 939.45 33.478 4707 |2 47043 776
RNA polymerase subunit beta
. Carbamidomethyl+C(10)
IPOA2RAIRPOC_SALTY DNA-directed ¢ |, o iomethyiC(1f2 IFGPVKDYECLCGK 60 14 4 27.61 bob13y3y10 1685.7 94.565 3731 2| 843.40 -5.36
RNA polymerase subunit beta )
IPOA2RAIRPOC_SALTY DNA-directed ASLATESFISAASFQETTR 1311 19 5 23.64 b9°bob12b15y13 2017.| 90.497 3714 | 24 1009.01 13.31
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed g HEISEAEAEVAEIQEQFQSGLVTAl 4 28 6 31.19 b7b11b12y5y8y13 3070.51 115.131 2000 | 3 10241 3.90
RNA polymerase subunit beta GER
[POA2R4|RPOC_SALTY DNA-directed AAGEQPATPQVTAEDASASLAELL
RNA polymarase subunit beta: 9 NAGLGGSDNE 1373 34 4 22.92 b10b12b13y34 3254.58 117.80p 2290 | 3 108953 3.951




IPOA2RAIRPOC_SALTY DNA-directed SGASVGIDDMVIPEK 634 15 18.16 b3b12y9 1517.79 47.394 ms8| 2| 759.40 22.36
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed GLMAKPDGSIIETPITANFR 744 20 34.6 y8y9°y9y10°y10 2182 96.581 32260 | 4 711.05 -0.57
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-drected 1, | o) o midomethyl+C(d)  NTLLHEQWCDLLEANSVDAVK 860 21 @ | b6°b6*beb7boy4y9y10|  2455.20) 67.661 14574 |4 61456 2.94
RNA polymerase subunit beta

[POA2R4|RPOC_SALTY DNA-directed i ]
RNA polymarase subunit beta: 13 LGIQAFEPVLIEGK 431 14 30.78 bdy4y9y10°y10 1513.84 86.67d 11748 | 2| 757.43 0.97

IPOAZRAIRPOC_SALTY DNA-directed | o2 midomethykrC(d) DGLFCAR 53 7 37.4p bdy5y6 838.38  10.921 0368 | 1| 838.38 -11.28
RNA polymerase subunit beta

[POA2R4|RPOC_SALTY DNA-directed ALMMSTNNILSPANGEPIIVPSQD . I
RNA polymarase subunit beta: 15 VWLGLYYMTR 481 34 17.41 b6b18y3y6°y6ys 3707.91 101.36 6716 | 5 74289 .30 8

IPOA2RAIRPOC_SALTY DNA-directed o TFHIGGAASR 933 10 26.94 b6boy9 1016.53 34.849 569 2 508.76 -8.89
RNA polymerase subunit beta

IPOA2RAIRPOC_SALTY DNA-drected , ; QTDELTGLSSLVVLDSAER 1048 19 29.46 b9*h9bl2bl4y13%y18 | 2033.06 87.564 4166 | P 1017.0 10.81
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed ¢ | o2 midomethyirc(d) GVICEK 81 6 40.1 b3b4b5 705.3p 589, 4147 | 1| 705.36 372
RNA polymerase subunit beta

IPOA2RAIRPOC_SALTY DNA-drected LVITPVDGSDPYEEMIPK 1174 18 23 b10b11y6 2003.0 74107 618 | 3| 668.34 -2.38
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed ) IPQESGGTK 1123 9 67.77 b4°b4b8y3y5y7 916.4 39.737 354 2 58.75 13.72
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed LIPAGTGYAYHQDR 1355 14 38.77 y3y7y8y10 1561.81 48164 213 | 3| 52127 20.79
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed IVDAQGNDVLIPGTDMPAQYFLP | ) 179 25 16.33 hab7y10y14 2659.34 89.764 304 2 1330[18 4.7f
RNA polymerase subunit beta GK

IPOAZR4[RPOC_SALTY DNA-directed 4 GVHAVTR 1224 7 40.5 b3b4b5 739.43 43.130 303 |2 3702 8.17
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed | VLTEAAVAGK 1330 10 28.7 bey7y8 958.55 36.465 2057 |2 479.7 6.11
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed - VPYGAVMAK 996 9 38.3 yay5y7 935.51 36.888 2716| |2 468.24 7.05
RNA polymerase subunit beta

IPOA2RAIRPOC_SALTY DNA-directed ¢ DGQEEQQVSFNSIYMMADSGAR| 709 22 24.29 b8y7y8y12 2463.11 64.600 2600 | 3 82171 22.30
RNA polymerase subunit beta

IPOA2RAIRPOC_SALTY DNA-drrected VLYFESYVVIEGGMTNLER 137 19 259 |  b8°b8b9°bobllysrya| 108 60.108 2435 | 2 1110.04 11.22
RNA polymerase subunit beta

IPOAZR4IRPOC_SALTY DNA-directed g MLQEAVDALLDNGR 297 14 33.05 b4b5y5y8+y8 1544.75 136%0 | 2246 | 1| 1544.75 -14.46
RNA polymerase subunit beta




[POA2R4|RPOC_SALTY DNA-directed . )
RNA polymarase subunit beta: 29 AIVQLEDGVQISSGDTLAR 1104 19 24.13 y3y9°yoy10 1972.00  7.B03 1995 | 2| 986.50 19.31
[POA2R4|RPOC_SALTY DNA-directed 4 IMLNTCYRILGLKPTVIFADQTMYT i .
RNA polymarase subunit beta: 30 | carbamidomethyk+C(g) CEAVAAR 603 31 29.6 | b9b10°b10y4ylly23+ya3  3585.8[L 109.91p 25066 | 4897.21 0.34
IPOA2RAIRPOC_SALTY DNA-drected 5, SWSFGEVKKPETINYR 31 16 17.18 bsb12y3 1940.97 85.96 7142| 3| 647.66 -7.55
RNA polymerase subunit beta
[POA2R4|RPOC_SALTY DNA-directed HEIISEAEAEVAEIQEQFQSGLVTA )
RNA polymarase subunit beta: 32 SERYNK 650 31 22.05 b11b12y7 3475.68 84.367 11647 | 4 869.67 11.38
IPOAZRAIRPOC_SALTY DNA-directed AQTKTEEFDAIK 9 12 22.3 b6*h6y5y10 1380.68 48.854 0066 |3 4D 1264
RNA polymerase subunit beta
IPOAZR4[RPOC_SALTY DNA-directed 5, RVDYSGR 345 7 40.5 b3b5y6 852.44 77.672 7801 |1 85244 14.3p
RNA polymerase subunit beta
[POA2R4|RPOC_SALTY DNA-directed GEAIGVIAAQSIGEPGTQLTMRTF
RNA polymarase subunit beta: 35 S GAASR 911 32 15.88 bdy5y12y23 3196.68 114.15 542 4 799.92 7.3
IPOAZR4IRPOC_SALTY DNA-directed 55 | Carbamidomethy+C(4); GVICEKCGVEVTQTK 81 15 26.24 b3b4b8°b8 1707.83 86.697 4166 3| 569.95 751
RNA polymerase subunit beta Carbamidomethyh+C(7]
IPOA2RAIRPOC_SALTY DNA-drected 47 ENVIVGRLIPAGTGYAYHQDR 1348 21 23.54 y5y6y13 2329.24 31839 2775 | 3| 777.08 6.60
RNA polymerase subunit beta
IPOA2RAIRPOC_SALTY DNA-directed 54 VERGDVISDGPEAPHDILR 1203 19 14.96 b5°bsb8y7 2075.05  .0%8 2536 | 4| 510952 -0.82
RNA polymerase subunit beta
IPOA2RAIRPOC_SALTY DNA-directed 49 DIERVLYFESYVVIEGGMTNLER 133 23 13.06 b10y7y10 2732.3§  99.473 2206 | 4 683.84 5.27
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed Phosphoryl STY(L0) MGHIELASPTAHIWFLK 101 17 23.74 {®4b8b10 2030.97 71.440 9542 |3 677.66 -7.51
RNA polymerase subunit beta
IPOA2RAIRPOC_SALTY DNA-drected Phosphoryl STY(10) QTDELTGLSSLVVLDSAER 1048 19 40.93 b3°b3b17y6yBylly15 2112.98 67.177 3147 |4  s520.0p -6.01
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed Phosphoryl STY(4) TANSGYLTRR 789 10 26.9hP3P9_H3PO4 b8 HPAS )4 o7 58.409 1834 609.79 12.92
RNA polymerase subunit beta y8
IPOAZRAIRPOC_SALTY DNA-directed , Oxidation+M(7) VPYGAVMAK 996 9 30.51 b5y3y8 951.51 412 41264 | 2| 476.26 14.37
RNA polymerase subunit beta
[POA2R4|RPOC_SALTY DNA-directed o ALMMSTNNILSPANGEPIIVPSQD ok
RNA polymarase subunit beta: 44 Oxidation+M() VWLGLYYMTR 481 34 10.99 b10y5y13 3723.84 107.964 732 3 12416 4.26
IPOAZRAIRPOC_SALTY DNA-directed - Oxidation+M(4) GEGMVLTGPKEAER 521 14 31.57 b3°b3bestaYS5 1489.74 97.597 3802| P 745.37 3.03
RNA polymerase subunit beta
[O8ZNVI|CMOB_SALTY tRNA .
(mo5U34) methylransierase 1 | carbamidomethyl+C(5 IADVCVTTTEEQR 271 13 20.6 b3b1oy13 1521.73 67.227 34169 | 761.37 4.81
IQ8ZNVI|CMOB_SALTY tRNA 2 QWSNAVEFLPEMTPWR 40 16 17.18 b8b10y11 1990.94 71.254 6999 2| 995.98 2.45
(mo5U34)-methyltransferase
IQ8ZNVI|CMOB_SALTY tRNA 3 | carbamidomethyl+C(7 TILDVGCGSGYHLWR 124 15 18.16 bopa 1733.85 89.138 3200 | b 867.43 2.53
(mo5U34)-methyltransferase
IQ8ZNVI|CMOB_SALTY tRNA 4 LDLLHSVTAESETPLSEGQLK 56 21 13.89 b1ly2y10y13°y13 2267 99.452 3122 | 4 1134.08 -10.01
(mo5U34)-methyltransferase




|Q8ZNV1|CMOB_SALTY tRNA

DQLVNEGELVLETLVIDGDENTV

* q D -

(m05U34)-methyltransferase 5 LVPGDR 213 29 21.95 b6y11*yl1ly12 3151.60 95.561 3059 3 1051.p0 54-0.

IQ8ZNVI|CMOB_SALTY tRNA 6 NLMPWRK 84 7 56.74 b1b4b6y3ydy7 94451 34.908 2827 2 47216 -1.55
(mo5U34)-methyltransferase

|Q8ZNV1|CMOB_SALTY tRNA )
(m05U34)-methyltransferase 7 NHLSHWLETLPAQIASWQR 13 19 36.32 b6y3y4y5 2287.1 72.290 25678 3 763.05 17.72

|Q8ZNV1|CMOB_SALTY tRNA o
(M05U34)-methyltransferase 8 TEWMVTESLADFLDPNDR 285 18 47.38 y4y5°y5y6y8y12 2139.0 78.485 15969 3 713.67 18.15

|Q8ZNV1|CMOB_SALTY tRNA o o .
(m05U34)-methyltransferase 9 GPFSLYGVDIDTEWR 91 15 29.48 b4y3°y3y4y6°y6 1754.8 746 10944 2 877.91 17.25

IQ8ZNVI|CMOB_SALTY tRNA 10 AFDTVFSMGVLYHR 188 14 31.57 b6b8b10y3 1642.8 62.084 423 | 3 548.28 19.69
(mo5U34)-methyltransferase

IQ8ZNVI|CMOB_SALTY tRNA 11 Carbamidomethy+C(2! )MGAGAH LAVGIDPTQLFLCQFEA 139 26 12.15 b8b11y9°y9 2814.43 91.776 403! 3 938.81 -5.3
(mo5U34)-methyltransferase VR

IQ8ZNVI|CMOB_SALTY tRNA 12 SKTVEGYPAPQR 303 12 34.29 b5b9b10y3 1332.60 56.25 27761 3444.90 -1.74
(mo5U34)-methyltransferase

IQ8ZNVI|CMOB_SALTY tRNA 13 GPFSLYGVDIDTEWRSDWK 91 19 64.73 b4b8b9y4°y4y7y8y9yl2 2271.07 81.947 3343 1136.04 -1.08
(mo5U34)-methyltransferase

IQ8ZNVI|CMOB_SALTY tRNA 14 KGPFSLYGVDIDTEWR 90 16 25.56 y8y1l0y11l 1882.9 80.424 080 | 2 941.97 -4.86
(mo5U34)-methyltransferase

IQ8ZNVI|CMOB_SALTY tRNA 15 Oxidation+M(1) MIEFGNFYQLIAK 0 13 25.44 b4b5y5 1589.8Q 51.643 25067 2 795.40 -0.61
(mo5U34)-methyltransferase

IQ8ZNVI|CMOB_SALTY tRNA 16 Oxidation+M(4) TEWMVTESLADFLDPNDR 285 18 15.6 b3b6yy00 2154.98 102.992 6508 fh 539.50 9.29
(mo5U34)-methyltransferase




