MAG6926 LC-MSrun 1: 6926 220709 1a2 01

- Peptide Peptide Peptide .
. Peptide A Precursor Retention . Precursor | MH+ Error
Protein name Rank Modification Sequence sequence | sequence | Matched | Score By Matches MH+ (Da) | time (min) Intensity miz (ppm)
start L enath Products
o b2b3b4b5*b5b6*bey2y3°
IPOALRGIDBHA_SALTY DNA-binding | = IAAANVPAFVSGK 70 13 23 185.41|3yay5y6y7°y7y8yoy10%y1d 1244.69 59.326 667470 P 622.85 -4.51
protein HU-alpha
y11*y11y12y13
b2b3b4°b4b7b8°h8b9°bap1
0b14b18b20b22b23°b23kh2
o 4b25026027h28°28b29y1
'POAlRGlD?;g;S:‘ULLT E;‘A’b'“d'”g 2 AALESTLAA'TFEGSTL?fGDAVQLVG 22 29 53 419.92| y2y3ya°ydy5oysy6°y6yTyd  2966.56 114.060 574938 B 989.53 -3.87
p P y10y11yl2+y12y13°y13y1l
*y14y15°y15*y15y17y18yP
1y22y23y25y26y29
IPOALRG|DBHA_SALTY DNA-binding | AALESTLAAITESLK 22 15 11 104.0p| P3PAPEDBDIDIAYSYTYBYRZ 105 oy 96.507 57978 2 759.42 225
protein HU-alpha y15
IPOALRG|DBHA_SALTY DNA-binding | -, NPQTGK 61 6 3 27.43 b4b5*b5 644.33 36.859 3227 1 6444 4.8
protein HU-alpha
IPOALRG|DBHA_SALTY DNA-binding | - EGDAVQLVGFGTFK 37 14 6 31.73 b8*h8y6y7y9*y9 1467.79 77208 | 21975 734.38 -0.17
protein HU-alpha
IPOALRGIDBHA_SALTY DNA-binding | - TQLIDVIADK 3 10 5 40.43 b4b6y3°y3y7 1115.64 45.196 5235 |2 =B 4.60
protein HU-alpha
b2b4°b4b5beb7b8bob10h1
IPOALHSIEFTU_SALTY Elongation factgr AIDKPFLLPIEDVFSISGR 205 19 34 2813 LD12b14b15y1y2y3y4ySYy ) 7 4o 103.646 869155 B 706.39 -8.76
Tu 5y6°y6y7°y7y8°y8y9°y9y]
0°y10y11°y11y12y15y19
b2°b2b3°b3b4°b4b5°b5*H5
IPOALHSIEFTU_SALTY Elongation factgr ELLSQYDFPGDDTPIVR 155 17 27 182.1jP8P13"DISYLY2yBy4ySy6Y8 o0/ o7 76.539 452205 b 982.99 5.59
Tu y9y10°y10y11y12°y12y13y
17
T *| *| O
IPOAIHSIEFTU_SALTY Elongation factgr AGENVGVLLR 270 10 18 132.39| PA"D4DS*DIDEDEYLY2Y3Y ) )7 5o 55.940 427810 P 514.29 -14.02
Tu 4y5y6y7*y7y8*y8y9y10
b2b3b4b5b6b7b8bAb11°H1
IPOALHSIEFTU_SALTY Elongation factgr IELAGFLDSYIPEPER 188 17 33 307.871012°p12b14y1y2y3Y3y4% 50 5 101.463 424624 b 98152 5.35
Tu y4y5°y5y6y7y8°y8y9y10y1
1y12y13y14y15y17
b2b3°b3b9b10b12b13b1Gy
|POALH5|EFTU_SALTY Elongation factgr 3°y3y4°ydy5°y5y6y7y8y9y )
iy 5 GITINTSHVEYDTPTR 59 16 30 213.9| | o ty1aetoeyioytls 180386 49.178 421030 B 601.96 14.01
*y13y14°y14*y14y16
. b2°b2b3°b3b4°b4b6°b6b]3
'POAlHSlEFTU—S¢tTY Elongation facter TTLTAAITTVLAK 25 13 20 150.57 |y2y3ydysyey7ysyoy10ylly 1303.78 84.118 395171] P 652.39 -4.49
13
T % | *y
IPOALHSIEFTU_SALTY Elongation factgr QVGVPYIIVFLNK 124 13 15 120,51| P3"P3D4DEOLIYLYAYAYSY ) \aq gg 98.622 391011 P 745.44 0.25
Tu 6y7y8y9y11y13
b1b2°b2b3°b3b4b5°b5b7h
7b8°b8b9°h9b10°b10b12h1
. O] 3
[POALHSIEFTU_SALTY Elongation factgr ¢ TTDVTGTIELPEGVEMVMPGDNI | ., 04 45 so1 70| 4DL7°DLTDIBYLY2Y3YAYSE oo 86,500 srgaas| b 12736 -

Tu

K

y5Yy6°y6*y6y7°y7*y7y8y9
10°y10%y10y11y12y14y15
16y17y24




'POAlHSlEFTU—S¢tTY Elongation facter g ALEGDAEWEAK 177 11 10 83.43| b2y2y3ydysyey8y9eyoyll 12185  45.795 162124 4  609.78 7.21
IPOALHSIEFTU_SALTY Elongation factgr VGEEVENGIK 238 11 14 117.02|P304DAYLY2Y3YAYSYTYBYD 4, o 59.910 147395 P  586.33 -6.98
Tu y9y10y11l
IPOALHSIEFTU_SALTY Elongation factgr ;| oo midomethyl+C(d) STCTGVEMFR 253 10 16 89 82 D2DOYLY2y3yAVAYSYE' g7 5y 52.377 132055 p  594.26 -3.60
Tu y6y7°y7y8°y8y10
4 b2b3b5b8bob11b12yly2y3
'POAlHSlEFTU—S¢tTY Blongation facter 1, | corpamidomethyi+C(l) ~ CDMVDDEELLELVEMEVR 137 18 21 168. | yays°ysy6y7y8°y8yoy13yl 2224.00 105.670 127888 p 11125 9.22
4y18
[POALHSIEFTU_SALTY Elongation factdr NMITGAAQMDGAILVVAATDGP I o7 . 2308 Joy7y 10710 2720.34 126,018 s331 |3 olods 20
Tu MPQTR
4 b3b4°bab5°h5b607°b7b1Lb
IPOALHSIEFTU_SALTY Elongation factgr —, , MVVTLIHPIAMDDGLR 358 16 26 246.4 | 13y3y4°ydy5°y5y6yTy8yop 1780.91 78.437 780172 B 594.31 17.07
Tu
y9y10°y10y11y12y13y15
'POAlHSlEFTU—S¢tTY Elongation facter o EHILLGR 117 7 6 68.39 b3°b3bdy3ydy5 837.48 38.988 111061 | 2 9.4 -20.33
4 YT T
'POAlHSlEFTU—S¢tTY Elongation facter o GQVLAKPGTIKPHTK 289 15 13 91.2 | b4y%3:§g;fg5 YSY8Y  1574.01 27.870 84383 B 525.64 -15.89
'POAlHSlEFTU—S¢tTY Elongation facter  ; LLDEGR 264 6 4 40.96 b4°bdyays 702.37 26.700 3920 |1 70237  .8a2
'POAlHSlEFTU—S¢tTY Blongation factor ¢ | o4 phamidomethyk+C(7) HYAHVDCPGHADYVK 75 15 3 187 b6i99 1768.78 79.607 3414 | B 590.26 -5.94
'POAlHSlEFTU—S¢tTY Elongation factar HTPFFK 319 6 4 27.43 b4°bab5°h5 776.40 52.339 1629 | 2 38870 0.691
'POAlHSlEFTU—S¢5TY Blongation facter | 2 hamidomethyl+ C(Li VGVPY"VE\';EEES'\QVDDEELLE 124 31 4 50.3 yAy5yBY7 3694.86 127.457 3193 |3 1232.p9 4.49
'POAlHSlEFTU—S¢5TY Blongation facter GTVVTGRVER 224 10 5 59.52 boy3y6y7y8 1073.6 25.225 2010 | 2 37.3%0 7.96
IPOALHSIEFTU_SALTY Elongation factgr IELAGFLDSYIPEPERAIDKPFLLPI ) g 36 9 60.01| b3bSy3ydy6y7yllyl2y24  4060.1 122.499 1658% | 1015.80 0.84
Tu EDVFSISGR
'POAlHSlEFTU—S¢5TY Elongation factgr FESEVYILSKDEGGR 304 15 4 37.67 b7b8b11b13 1728.6 85710 7034 | 2| 864.93 -0.64
'POAlHSlEFTU—S¢5TY Elongation facter -, TYGGAARAFDQIDNAPEEK 38 19 10 81.81 b7b9b1°b;;$712 b12b15¥4 505,95 95.684 3097 1026.94 5.47
[POATHSIEFTU_SALTY Elongation factdr GYRPQFYFRTTDVTGTIELPEGVE . a3 5 2302 A 760,60 99.412 il |3 125ab7 o
Tu MVMPGDNIK
'POAlHSlEFTU—S¢5TY Elongation facter ¢ Phosphoryl STY(4) MVVTLIHPIAMDDGLR 358 16 4 3173  b5_A®4 bsbeybyll |  1860.91 105.960 6210 3 62097 3.09
- o *| 0 %
'POAlHSlEFTU—S¢5TY Elongation factar TINTSHVEYDTPTR 61 14 8 43.79| P37P304 b489b10 b1O"BL 163379 49.174 22362| P 817.40 5.01
'POAlHSlEFTU—S¢5TY Elongation factgr INTSHVEYDTPTR 62 13 3 14.67 b3°b3b9 1532.73 49.203 3084 |2 .gp6 112
'POAlHSlEFTU—S¢5TY Elongation factdr g GITINTSHVEYDTPTR 59 16 0 4.15 1785.85 49.175 21585 |3 5659 -11.69
b2b3b4b5b6b7b8b9b10°H1
i 4
IP66593|RS6_SALTY 30S ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 34 302,7g| 0013014b18D19Y1y2y8yqy 0, oo 109.565 192789] B 902.11 0.00
protein S6 5°y5y6y7°y7y8°y8y9y10y.
1y12*y12y13*y13y14y23
. b1b2°b2b3°h3b4b7b8°b8h1
IP66593RS6_SALTY 30S ribosomal| YSAAITGAEGK 24 11 24 164.59| Oyly2y3°y3ydy5y6°y6y7°y 1067.53 33.074 93621 2 534.27 7.78
protein S6 A
7y9°y9y10y11
. b1b2b3b4°bab5°b506°06h7
IP66593|RS6_SALTY 30S ribosomal| HAVTEASPMVK 93 11 23 191.64°b7b9°b9b10y4y5y6y7°y7ly 1169.59 29.854 50544 2 585.30 -8.56
protein S6 8y9y10y11




. b3°b3bab5beb7b13°b13]1
|P66593|R32F§QETSY63OS ribosomal| HYEIVFMVHPDQSEQVPGMIER 2 22 18 122.351,6y4y5y6°y6y8y11°y11*y1 2641.21 73.782 124483 b 661.06 17.38
y13
|P66593|R32F§QETSY63OS ribosomal| FNDAVIR 79 7 7 84.93 b3b5y3ydy5y6+y6 834.43 41.507 9245 2 722 -15.51
|P66593|RSEFOSIQETSY63OS ribosomal| LEDWGR 38 6 4 54.49 b3y3ydy5 775.37 37.843 sged |2  388.19 -4.80
|P66593|R32F§QETSY63OS ribosomal| RQLAYPINK 44 9 6 46.59 b3*b3b4ab7yd*ys 1102.63 36.463 3527 2 551.82 -6.53
|P66593|RS6_SALTY 30S ribosomal AHYVLMNVEAPQEVIDELETTFRF N ] ] [
orotein S6 8 DAV 56 30 6 25.62 b3b7y4y20*y20y21 3519.74 114.62 1783 4 806 -6.59
[P66593|RS6_SALTY 30S ribosomal HYEIVFMVHPDQSEQVPGMIERYS o ) ]
orotein S6 9 AATGAEGK 2 33 6 18.6 b4b6b8y4°y4y10 3689.79 119.514 253 5 73816 4.9
IPE6S93IRSE_SALTY 30S ribosomal) HAVTEASPMVK 93 11 0 2.26 1151.57 29.848 1677| [3  384.53 -11.08
protein S6
b2b4b5b6b7b8b9Ib10b13p1
[POA2H9|DSBA_SALTY Thiol:disuffide 4b16y2y3*y3ydy5ry5yT* ! )
ntorchange protein dabA 1 AAADLQLQGVPAMFVNGK 158 18 28 24784l o Lol 1y y] 182996 80.673 187876| P 915.48 1.33
3yl4y18
[POA2H9|DSBA_SALTY Thiol:disuffide YQINPQGMDTSSMDVFVQQYAD b2*b2b3b4*bab14b15y2yB
ntorchange protein dabA 2 VK 176 25 17 98.26 |7 e ey Teyyi0yas | 286531 86.343 108204] B 955.78 1.96
IPOAZHOIDSBA_SALTY Thiokdisuffide | YHVEFLGPLGK 77 11 8 52.12|  b2b3bdy2y3y5y6yll 1259.6 68.622 104697 | 2| 630.34 717
interchange protein dsbA
e b1°b1b2°b2*b2b3°b3*b3be
IPOAZHOIDSBA_SALTY Thiokdisuffide| TQTVQSAADIR 116 11 22 126.74b7y2y3ydy5y6y7°yT*y7y8Y 1189.61 34.916 66514 2 59531 5.34
interchange protein dsbA
9*yoy11
IPOAZHOIDSBA_SALTY Thiokdisuffide | ELTQAWAVAMALGVEDK 88 17 3 16.91 b1lydy7 1831.90 71.065 w4 | 2| 91645 1553
interchange protein dsbA
[POA2H9|DSBA_SALTY Thiol:disuffide ELTQAWAVAMALGVEDKVTVPL e ]
ntorchange protein dabA 6 FEAVOK 88 28 8 21.44| b5°b5*b5b7*b7y6y8y2 3043.6 115.679 3379 301501 0.00
IPOAZHOIDSBA_SALTY Thioldisulfide| VFVDAGVKGEDYDAAWNSFVVK | 128 22 3 23.77 b3b4b13 2416.16 852 5223 | 2| 1208.58 -8.29
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | o Oxidation+mM(21) | YHVEFLGPLGKELTQAWAVAMA 77 28 4 25.73 b8b11y12y13 3088.63 85.402 1149 4 77291 13.91
interchange protein dsbA LGVEDK
IPOAZHOIDSBA_SALTY Thioldisulfide| g PAMFVNGK 168 8 1 7.29 bs 863.43 80.654 4506| |1 863.4 12.6
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide |, YQINPQGMDTSSMDVFVQQYA 176 21 0 7.54 2422.06 86.317 1531 | 4 606.27 192
interchange protein dsbA
b1b2*b2b3*b3b8°b8b9*h
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD) b10°b10*b10b13b15*b15
Gehydrogenase 1 LSHIPTAVK 21 33 26 95.35| 1 ayoy12y15yL0y16yth 338882 93.673 234180 B 1130.2 6.27
y30y33
IP25077IMDH_SALTY Malate 2 | carbamidomethy+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 16 | 123.4 |P203bADSDEDI2Y2YSYAVRY o0 o5 104.331 181513 B 794.78 -4.92
dehydrogenase 15y16y18y20y21y23
b2b3b4b5b6b7b8bAb10b]L1
[P25077|MDH_SALTY Malate b15b16b17b18b19y1y2ydy
— p
Gehydrogenase 3 VAVLGAAGGIGQALALLLK 2 19 32 36751 |, o e mvoytoyiiyioysy 173509 119.476 181277 P 868.05 2.74
14y15y16y17y19




IP25077IMDH_SALTY Malate 4 FFSQPLLLGK 262 10 8 69.52 b2y2y3ydy6y7y8y10 1149.6p 75.411 150507 | 2| 575.33 -7.96
dehydrogenase
5 - 3
IP25077[MDH_SALTY Malate 5 DIQLGEDFINK 301 11 14 89.17 |P2D2D3YBYAYEYEBYTYBYS )91 64 67.550 134656 P 646.33 -6.62
dehydrogenase y9*y9y11*y1l
|P25077|MDH_SALTY Malate b2°b2b10b13y2y3y11y12y )
dehydrogenase 6 SIGTLSAFEQHSLDAMLDTLKK 279 22 14 70.72 15y17y18y20y22%y22 2405.22 94.144 123149 B 802.41 7.71
b2*b2b3*b3b4yly2y3°y3y
|P2507z|2"hD;BSeAnL;SL Malate 7 IQNAGTEVVEAK 205 12 24 143.66(4y5y6y7y8°y8y9y10°y10*y 1258.66 34.341 107890 P 629.83 -6.59
vdrog 10y11°y11%y11y12%y12
IP25077IMDH_SALTY Malate 8 LFGVTTLDIIR 142 11 9 56.89 | b2b3b4yly2y3y6yoy1l 1247.78 R 67940 | 2| 624.37 -5.58
dehydrogenase
b5b8°b8b15b16y2y6y7y8y
IP25077[MDH_SALTY Malate 9 AGGGSATLSMGQAAAR 217 16 17 98.87|9°y9*y9y10°y10y11*ylly] 1405.68 39.749 62853 P 703.34 -4.60
dehydrogenase 6
0| *|
IP25077IMDH_SALTY Malate 10 SDLFNVNAGIVK 87 12 12 77.79 | P2P3"DILS™SY2VAYBYTYE 1576 68 69.254 61861 P  638.84 -6.79
dehydrogenase y9y12
IPZSO?Q?&;;E?#;; Malate 11 Carbamidomethy+C(4) ACVGIITNPVNTTVAIAAEVLK 111 22 6 265 b2b4b5yly2y8 2254.23 112.999 9699 3 752.08 -8.71
|P25077|MDH_SALTY Malate 12 GFSGEDATPALEGADVVLISAGVA 56 21 3 2296 b3bdy7 3086.56 82,571 3013 3 1029.62 05
dehydrogenase RKPGMDR
IP25077IMDH_SALTY Malate 13 NLVQQIAK 99 8 3 36.94 b3y3y6 913.53 48.489 69036 2 457.2Y 835.
dehydrogenase
IP25077IMDH_SALTY Malate 14 GFSGEDATPALEGADVVLISAGVA 56 25 3 19.01 b4b15b22 2402.21 106.10 675 3 801.43 19.1
dehydrogenase R
IP25077IMDH_SALTY Malate 15 SIGTLSAFEQHSLDAMLDTLK 279 21 3 14.36 b8b13y12 2277.1 .33 3133 3 759.73 18.33
dehydrogenase
IP25077IMDH_SALTY Malate 16 NGVEER 272 6 1 13.9 v4 703.34 31.842 1689 2 352.1f -1.74
dehydrogenase
IP25077IMDH_SALTY Malate 17 IKGFSGEDATPALEGADVVLISAG 54 27 6 63.49 b14y4y5y6y7y8 2643.39 86.816 5144 3 881.80 23-3.
dehydrogenase VAR
IP25077[MDH_SALTY Malate 18 RIQNAGTEVVEAK 204 13 5 30.68 b3b11y3°y3y8 1414.77 31.732 288 2 707.89 0.17
dehydrogenase
IP25077[MDH_SALTY Malate 19 AGGGSATLSMGQAAARFGLSLVR 217 23 4 29.55 b7b8b10b14 2178. 77.343 2816 2 1089.56 -12.44
dehydrogenase
IP25077IMDH_SALTY Malate 20 KPGMDRSDLFNVNAGIVK 81 18 3 25.07 b8b11b12 1961.04 103.33 2714 3 654.35 6.91
dehydrogenase
IP25077IMDH_SALTY Malate 21 SIGTLSAFEQHSLDAMLDTLKK 279 22 4 18.94 b10b13y12y19 24P3 81.622 2526 3 802.41 -8.93
dehydrogenase
IPZSO?Z'?S;;EQ'{;; Malate 22 Oxidation+M(16) SIGTLSAFEQHSLDAMLDTLK 279 21 3 24.02 6t19b20 2293.15 100.835 32259 3 765.0 6.18
IP25077[MDH_SALTY Malate 23 GTLSAFEQHSLDAMLDTLKK 281 20 1 7.64 b9 2205.10 94.135 7753 3 735.70 -11.63
dehydrogenase
b2b3b4b5°b5b13°b13y1yBy
lPOAlDSliE;F?&i:"L]TY 10 kDa 1 VGDIVIFNDGYGVK 60 14 20 178 |4y5y6°y6y7y8y9y10y12y13 1495.77 73.081 295256 p 748.39 -3.75
yl4
b2b3b5*b5b8*b8b10b11*p
IPOALDS|CH10_SALTY 10 kDa 2 ILDNGTVQPLDVK 47 13 29 219.45| H1D12Y1Y2Y3Y3YAYSY6Y 14 74 57.114 272282 b 706.39 164
chaperonin *y6y7y8y9y10yl11°y11*yl
y12y13*y13
IPOAIDSICH10_SALTY 10 kDa 3 SAGGIVLTGSAAGK 20 14 16 114,65 °204"DADE™DEDTY2YBYAVAY ) gg 65 43.528 160325 P 594.83 -8.01
chaperonin 7y8y9°y9y12y14
lPOAlDSliE;F?&i:"L]TY 10 kDa 4 GEIIAVGK 37 8 7 79.28 b4b5y3y4y5y6y8 786.46 41.208 51298 2 3.38 -14.36
lPOAlDSlCHlO—SA.LTY 10 kDa 5 STRGEIIAVGK 34 11 12 140.27| b3b4b5b6°b6b7b8H9H10Y3 1130.64 36.860 88168 4 565.83 -8.31
chaperonin y4y8




'POAlDSKéE;F?&igrL]TY 10 kba VGDIVIFNDGYGVKSEK 60 17 4 23.83 b10b13y8y10 1839.9¢ ox10 | 12608 | 2| 92048 0.66
b2b3b4b5b6b7b9°b9b13kh1
[P64076|ENO_SALTY Enolase 1| carbamidomethyi+gf{¥)C YELCKDITLAMDCAASEFYK 231 26 26 211.06| 4y2y3°y3y4y6°y6yTy8yyl 2824.28 97.281 321448 H#  706.83 -13.14
DGK
Oy1l1y12y13y15y24y26
b2b3°b3b5°b5h6h 1101341
|P64076|ENO_SALTY Enolase 2 AFTSEEFTHFLEELTK 266 16 20|  2.85 | OPLEYIY2V2YBYAYSYEYE 4 go0 o4 102.423 289305 B 643.64 11.71
y7y8y9y10°y10y11°y11ly1p
y13y14y16
b2*b2b3*b3b4*babSbe°b
| % | *|
[P64076|ENO_SALTY Enolase 3 FNQIGSLTETLAAIK 342 15 33 g |P7D7DEDLIDIZTDIZDIAD ) o o 85.443 284039| P 803.45 0.46
14y1y2y3y4y5y6y7y8y9y:
Oyl1y12y13*y13y15*y15
b2b3b7°b7b8°b8b11014°h1
|P64076|ENO_SALTY Enolase 4 SGETEDATIADLAVGTAAGQIN 371 22 27 214.44| A016022y2y3y4ySYEYTYBY 5110 17 75.218 261280 P 1059.54 6.45
9y10y12*y12y13y14y15y.
6y22
b2°b2b3°h3b4b5h 1001342
|P64076|ENO_SALTY Enolase 5 YSMPVPMMNINGGEHADNNVDL| -y 5 34 22 140.95) 3y3y5y6+y6yTy8ydy10yl2 3750.80 98.213 195361| B 1253.94 8.57
QEFMIQPVGAK
y13y29y31y34
b2b4b5°b5*h5b6*b6b8H1B
[P64076|ENO_SALTY Enolase 6 GMNTAVGDEGGYAPNLGSNAEA| 5, 31 22 134.52) yly2y3y7y8y9yl0y12y13y 2989.46 94.865 174497 B 997.16 1.39
LAVIAEAVK
14y15y24y31
[P64076]ENO_SALTY Enolase 7 AVGAVNGPIAQAILGK 66 16 2 49.7 V5y6y10y1L 1478.87 74.926 165967 |2 739.9% 1.73
|P64076|ENO_SALTY Enolase 8 DAGYTAVISHR 360 11 19 148.05|P203"D3DADEDEDTLBY2YE" ) | 59 5o 40.986 96762| P  595.30 431
y3y4y5y6°y6y7y9°y9y11
b2*b2b3*b3b8y2y3y4y5°y
[P64076|ENO_SALTY Enolase 9 IQLVGDDLFVTNTK 311 14 20 187 .| 5y6y8°y8y9y10*y10y11°y] 1562.85 77.329 83684| P  781.93 2.27
1lyl12y14
|P64076|ENO_SALTY Enolase 10 YVLAGEGNK 257 9 9 82.67 |  b2y3ydy5y6°y6yTy8y9 950.49 32.887] o679 | 2| 47575 -9.25
[P64076]ENO_SALTY Enolase 11 IEEALGEK 411 8 ) 65.76|  b3bdyly3°y3yby7y8 888.46 30.698 &5 2| 44473 10.44
|P64076|ENO_SALTY Enolase 12| carbamidomethyl+dj(16) ABGGKDITLAMDCAASEFYK | 231 23 13 78.37 b4b5b1yl75;;1b11y32y33y4 YHS 252417 100.858 38200 B 842.06 -3.29
[P64076]ENO_SALTY Enolase 13 ILKEGIEK 325 ) 7 55.24 b2y4y5°y5y6y7y8 929.56 28.456 3336 2 465.28 8.27
|P64076|ENO_SALTY Enolase 14 GNPTVEAE\(/;'ZE?%%;VGM‘ WAPS 16 30 5 22.52 b7b9b10y6y30 2856.3 91.970 2890 3 952.30 6.4
|P64076|ENO_SALTY Enolase 15 QYPIVSIEDGLDESDWDGFAYQTK 282 24 5 23.4 yA°y4*ydy5y8 2776.28 93.565 2840 2 1388.64  36.3
[P64076|ENO_SALTY Enolase 16 | carbamidomethy+G(8)  DNWIDCAASEFYKDGK 239 18 5 23.55 b2b8boy2y5 2034.93 62.231 gss| 3| 678.98 6.00
[P64076]ENO_SALTY Enolase 17 GMPLYEHIAELNGTPGK 126 17 2| 388 b6b10y3y5 1826.88 66.538 13039p |3 609.6B 16.2
|P64076|ENO_SALTY Enolase 18 GIANSILIK 333 9 2 5562 V3y5y6y7 928.57 59.912 10209p |2 4647 -16.10
|P64076|ENO_SALTY Enolase 19 MGSEVFHHLAK 184 11 9 104.46| b4b8b10y3ydy6yOyl0yl0 12854  41.207 97674 | 4 419.21 -19.35
[P64076]ENO_SALTY Enolase 20 AAGYELGK 231 ) 2 36.94 b3b5y7°y7 808.42 30.661 2709 |2 40471  2.49
|P64076|ENO_SALTY Enolase 21 VLGDKIQLVGDDLFVTNTK 306 19 6 48.36 b7b8y3y4y6y8 2075.12 79.252 7514 3 692.38 8.7
|P64076|ENO_SALTY Enolase 22 DGKYVLAGEGNK 254 12 7 383 | b4°b4b9°hoblly9+y9 1250.6 Am4 | 60163 | 2| 62582 0.37
|P64076|ENO_SALTY Enolase 23 DQAGIDKIMIDLDGTENK 85 18 42 | oa7 V5y7y8y9 1975.95 75.387 29110] |3 659.3] 8.71
T
|P64076|ENO_SALTY Enolase 24 GKGMNTEAAVSL\'\D/E\GE%QPNLGSNA 198 33 9 41.97 | P4PS*DSLE t5)6b12b15y3 L 317450 89.671 27784| B 1058.87 4.46




GMPLYEHIAELNGTPGKYSMPVP
|P64076|ENO_SALTY Enolase 25 MMNINGGEHADNNVDIQEFMIQP| 126 51 6 22.07|  b22y5y6ryeylltyll 5567.69 97.458 8067 |4 18®2| 5.6
VGAK
|P64076|ENO_SALTY Enolase 26 YVLAGEGNKAFISEEFTHFLEELT 257 25 7 30.47| b7°b7bllbldySylly2?  2860.43 81.48p 7699 | 3 .1854| 845
|P64076|ENO_SALTY Enolase 27 DAGYTAVISHRSGETEDATIADLA | 44, 33 3 11.22 b3b10y8 3288.62 126.86( 5574 |3 100688 -4.58
VGTAAGQIK
YSMPVPMMNIINGGEHADNNVDI
|P64076|ENO_SALTY Enolase 28 OEFMIOPVGAKTVK 143 37 3 16.57 b6b9b13 4087.98 106.00 2609 | 4  1022[75 131
EIDSRGNPTVEAEVHLEGGFVG )
|P64076|ENO_SALTY Enolase 29 PSGASTGSH 10 36 3 10.98 b24y8y11 3569.69 107.334 186 |4  893.18 -10.2
[P64076|ENO_SALTY Enolase 30| carbamidomethy+((8)  DAWMIDCAASEFYKDGK 239 18 3 16.15 b11y3y7 2034.94 50.920 1500 |4 0989 14.04
[P64076|ENO_SALTY Enolase 31 Oxidation+M(27) YSMPVP(';"E"f:NN'I'g(;&EBQQDNNVD' 143 34 4 22.43 b10b11°b11y10 3775.81 91.89d 336l | 3 1259|27  .4112
[P64076]ENO_SALTY Enolase 32 GYTAVISHR 362 9 2 8.01 b3°b3 1003.53 20.997 35528 |2 50207  576.
|P64076|ENO_SALTY Enolase 33 LKEGIEK 326 7 0 1.13 816.47 28.457 26028] |2 408.72 11.2d
|P64076|ENO_SALTY Enolase 34 LAGEGNK 259 7 0 151 688.36 32.881 6457] |1 688.34 771
|P64076|ENO_SALTY Enolase 35 TSEEFTHFLEELTK 268 14 12| so8[P® b?’bslbz‘:)bl‘zoﬁggblobu 1710.83 102.429 5554 | P 855.92 5.42
[P64076]ENO_SALTY Enolase 36 DGFAYQTK 298 ) 0 717 929.44 93.528 2059] |1 929.44 8.34
|P64076|ENO_SALTY Enolase 37 TAVISHR 364 7 1 8.01 b3 783.44 41.018 3300] |2 392.2% 12.4
|P64076|ENO_SALTY Enolase 38 AFTSEEFTHFLEELTK 266 16 0| 154 1910.90 102.424 11773] B 637.64 8.60
|P64076|ENO_SALTY Enolase 39 DAGYTAVISHR 360 11 0 2.26 1171.56 20.949 2769] |3 3911 ~13.64
b2*b2b3b4*bab5*b5b6*h
b7*b7b10*b10b11°b11b1p
[PO6179|FLIC_SALTY Flagelin 1 AQILQQAGTSVLAQANQVPQNVL| 50 27 38 267.02b14b15b17b18*h18y1y2y3 2860.61 105.086 126197 B 954.21 2.48
SLLR
y4y5y6y7y9y10yl11ly12*y]
2y13%y13y14y24y27
b2b3°b3bab5*b5b12b13%
[PO6179|FLIC_SALTY Flagelin 2 FNSAITNLGNTVNNLTSAR 432 19 18 105.75|13y3y4y7*y8yl1y12yld°yll 2007.04 78.095 96846 | P 1004.0 6.20
4y19
[PO6179|FLIC_SALTY Flagelin 3 SQSALGTAIER 20 11 8 516 | b2tb2yayeyryoyoyll] 11325 469| 71454 | 2| 566.80 -7.33
*| *y 4
[PO6179|FLIC_SALTY Flagelin 4 AQVINTNSLSLLTQNNLNK 1 19 14 59,59 | PP2D2D3DAYLY2VENYT 00 1y 74.610 57331| P 1043.07 3.16
y10y13y15y19
[PO6179|FLIC_SALTY Flagelin 5 VSGQTQFNGVK 125 11 8 32.05| b2°b2y7*y7yoyl0%yl0yll  1164.5p 32.949 54206 | 2|  582.80 6.71
. b2b3b4b5b7b8°b8*h8hoy3
P -
[PO6179|FLIC_SALTY Flagelin 6 IDAALAQVDTLR 411 12 18 18L5 | voy10y11oyity1s 128570 60.971 52835| P 643.36 5.22
*| X | Xy
[PO6179|FLIC_SALTY Flagelin 7 NANDG'S'AQTTEGALNE'NNNLQ 66 25 12 2373 [PL blbz%‘;giz%ayzy?’yfs 2670.33 86.488 50061| P  1335.67 9.78
%y %y
[PO6179|FLIC_SALTY Flagelin 8 INSAKDDAAGQAIANR 37 16 14 | 1121 bebl%‘;gﬁgji’fﬁ? Y 1614.80 29.767 44732 B 538.94 -14.36
% | %y
[PO6179|FLIC_SALTY Flagelin 9 QINSQTLGLDTLNVQQK 161 17 11 51.26 | P7P8 b8l:;1172);113;5 YSYEY1e  1900.02 65.088 35302| P 950.51 4.30
[POGL79|FLIC_SALTY Flagelin 10 SDLGAVONR 423 9 ) 313 | b1b4°bab7°b7*b7y8yd 959.50 36360 260 | 2| 480.25 6.36
|POGL79|FLIC_SALTY Flagelin 11 TEVVSIGGK 370 9 5 313 b3b4°bay8y9 889.49 38.283 7474 | 2 854 494
[PO6179|FLIC_SALTY Flagelin 12 VSDTAATVTGY?DTT'ALDNSTF 180 24 6 19.42 blyly3y7y10*y10 2462.23 111.54 3659 |3 82141 14.87
[PO6179|FLIC_SALTY Flagelin 13 ELAVQSANST'\'QSRQSDLDS'QAE'T 93 26 3 12.49 b13y3y6 2805.34 70.261 16062 |3  935.18 -4.35
[POGL79|FLIC_SALTY Flagelin 14 IEDSDYATEVSNMSR 453 15 3 | 18.79 b10y7y10 1716.74 53.133 11244 |2 858.8B 2.77
o O] %y
[PO6179|FLIC_SALTY Flagelin 15 ASATGLGGTDQK 204 12 11 94.05(°8 b6b7b8t;% BIYAYTYTYE 1105.54 32.462 1586 | 2 553.27 -10.38
[PO6179|FLIC_SALTY Flagelin 16 SRIEDSDYATEVSNMSR 451 71 12 113.41 b4b5b7b56%31b210b11y3 5 1050.85 50.300 81317| B  653.95 -11.46




[PO6179|FLIC_SALTY Flagelin 17 YKVSDTAATV;SIADTT'ALDNS 178 26 5 18.95 b9°bOydy7y15 2753.31 136.594 892 3 91846 305
[POGL79|FLIC_SALTY Flagelin 18 YTADDGTSKTALNK 349 14 5 524 b12b13°b13*h13y13 1484.70) 91.470 6394 |2  742.85 14.83
|POBL79FLIC_SALTY Flagelin 19 TYAASKAEGHNFK 379 13 2 28 b10°010b11y12 1423.70 74.414 2283 |2 712.3 2.74
|POGL79|FLIC_SALTY Flagelin 20 ASATGLGGTDQKIDGDLK 204 18 3 25.07 b9b11b12 1746.87 76.519 3040 |2 873.94 8.8
[PO6179|FLIC_SALTY Flagelin 21 AEGHNFKAQFL%LI:\E‘ MATTTENP| 555 26 3 12.49 b5b23y14 2752.31 88.299 2051 |3 91813 4.91
. b3b8°b8b11°b11b12b13%
4 -
[PO6179|FLIC_SALTY Flagelin 22 Phosphoryl STY() AQVINSLSLLTQNNLNK 1 19 13 7704 |2 tovtiyitytopts | 26507 81.105 84627| P  1083.0 6.99
. | TNGEVTLAGGATSPLTGGLPATA b7°b7*b7b8°b8*b8bL1*D
[PO6179|FLIC_SALTY Flagelin 23 Phosphoryl STY(23) EDVK 252 28 11 30.86 1b22y5y14 2708.26 123.855 26621 W 677.82 -13.97
[POGL79|FLIC_SALTY Flagelin 24 Phosphoryl STY() MAQVTNSLSLLTQNNLNK 0 20 3 14.89 b3boy1l 2296.10 77411 303] |4 458 12.97
b1b2b3*b3b4*bab5b5*h
b6°b6*b6b7°b7*b7y2*y2y
) yay6*y6y7°yT*yTy8°y8*y8
'POAlPOli?;Z;SQL‘J \;g'y;f;zge"yde Ca VINDNFGIEGLMTTVHATTATQK | 160 24 48 303.52|yoy10*y10y11yl4y15°y15F 2574.32 97.685 502788| B 858.78 2,66
p yarog y15y16+y16y17y18y19y2
y21y22°y22y23°y23y24*yp
4
|POA1PO|G3P1_SALTY Glyceraldehydet3- A
bhohate dehydrogenase 2 LVSWYDNETGYSNK 307 14 8 90.3 | yaysyeyoyloyllyloylh  1676.7] 57.882 270371| 4  838.39 4.15
] oen .
IPOALPOIGSP1_SALTY Glyceraldehyder3- AGIALNDNFVK 296 11 14 86.95 |PSOW2YASYSYEYBYTYT 164 65 61.098 242479 P 58131 -6.94
phohate dehydrogenase *y7y8*y8yl1l
IPOALPOIG3P1_SALTY Glyceraldehyde;3- VLDLIAHISK 321 10 10 80.50 | b2b3y3ydy5eysyey7ysylo  1108.66  64.206 201085 | 24 554.84 -7.60
phohate dehydrogenase
b3b5°b5*b5b6°b6*b6D7*
IPOALPOIG3P1_SALTY Glyceraldehyde;3- GASQNIIPSSTGAAK 198 15 20 125.557y2ydy5y7y8°y8y9y10y1ly 1401.72 40.720 164163 P 701.36 -8.36
phohate dehydrogenase 15%15
|POA1PO|G3P1_SALTY Glyceraldehydet3- b3°b3b5°b5*b5b12y1y2y3y , )
bhohate dehydrogenase 6 VPTPNVSVVDLTVR 232 14 18 13374, 6 avoyioytivionizydls 149585 70.700 150705| P 748.43 0.49
IPOALPOIG3P1_SALTY Glyceraldehyde;3- AATYEQIK 249 8 3 41.71 yAy5y6 923.47 30.364 97338 |2 462.24 202
phohate dehydrogenase
b2b3b4°b4b5°b5b6°b6b7 b
IPOALPOIG3P1_SALTY Glyceraldehyde;3- g SDIEIVAINDLLDAEYMAYMLK 24 22 26 213.26 | 7b8b11yly2y3yay5y6y7yB 2530.24 125.418 86913| B 844.08 2.41
phohate dehydrogenase
y9y10y11ly12y14y22
- i *y Xy
IPOALPOIGSP1_SALTY Glyceraldehyder3- o VLPELNGK 217 8 11 55.24 | PY2YSYAYAYSYSYEHYBY|  gaq 50 44.442 61775 435.25 -13.20
phohate dehydrogenase 8*y8
) o e 20
IPOALPOIGSPL_SALTY Glyceraldehyde;3- VVLTGPSKDNTPMFVK 116 16 10 46.53|PSPIYSYTYTYIYISVISY 755 91 57.060 52135| B 578.31 -11.90
phohate dehydrogenase 14y16
Carbamidomethyl+C(12)
IPOALPOIGSPI_SALTY Glyceraldehyde3- ;  |. oo midomethyl+C(1l6 YEGQDIVSNASCTTNCLAPLAK 138 22 6 18.94 bab14b22y2y3y14 2412 97.490 3447 | 4 603.79 1.32
phohate dehydrogenase )
IPOALPOIGSPI_SALTY Glyceraldehyder3- ., LTGMAFR 225 7 3 41.34 y3y5y6 795.40 48.392 89222 |2 398.2p 021.
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- , ; VGINGFGR 4 8 3 49.49 y3y5y7 819.43 47.095 61092 |2 41020 199
phohate dehydrogenase




|POA1PO|G3P1_SALTY Glyceraldehyde:

14 | carbamidomethyi+c(apf Y -CYTEPPVVSTDENGEVCTSV) 50 27 5 23.08 b7°b7b8b13°b13 2924.3 97.10/ 250 73183 .75-0
phohate dehydrogenase FDAK
b3b4b5b7°b7*b7b8b11b]2
Carbamidomethyl+C(1 b13°b13*b13b16b24*b24p
'POAlPOli?;Z;fQ; \;g'y;f;zge"yde % 15 ;Carbamidomethy|+0(22)GANFDKYEGAQPDL'XSNASCTTNCL 132 28 33 248.47|27y3y4y5y6y9°yoy10y11%y 3044.42 66.180 205528] B 1015.4 2.09
P yarog ) 11y12°y12%y12y13yl4yl
*y15y16
IPOALPOIGSPI_SALTY Glyceraldehyde3- o VPTPNVSVVDLTVRLEK 232 17 4 16.91 b3b5*b5y14 1866.08 7880 47630 | 3| 622.69 1263
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- , RSDIEIVAINDLLDAEYMAYMLK 23 23 11 108.43 | PSPSPEOTLEYSYAYEYTYIlY oea6 o5 117.622 31774 B 896.12 1.00
phohate dehydrogenase 11
[POALPO|G3PL_SALTY Glyceraldehyde|3- SDIEIVAINDLLDAEYMAYMLKYD . .
bhohate dehydrogenase 18 STHGR 24 29 6 17.49 b10y6y8°y8y10°y10 3346.64 72.886 1747 @;74 1401
[POALPO|G3PL_SALTY Glyceraldehyde|3- 4 EGEMKGVLGYTEDDVVSTD
ohohate dehydrogenase 19 |carbamidomethy+C(28 ENGEVCTOVEDAK 261 35 5 24.75 b3b12b13b17y8 37117 101.98 395 9288 0610
IPOALPOIGSPI_SALTY Glyceraldehyde3- KHITAGAK 107 8 3 41.71 y3y4y5 825.49 12.743 2089 |2 413.28 8.0
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyder3- DNTPMFVKGANFDK 124 14 5 28.56 b4b8y6°y6y10 1583.7 g@12| 1800 | 3| 52859 154
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- LDLIAHISK 322 9 1 8.42 b3 1009.59 64.202 56943 |2 505.3 -10.64
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- DLIAHISK 323 8 3 37.7 b3b4b5 896.51 64.211 56766 |2 448.7p 623.
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- LNDNFVK 300 7 1 8.01 b6 849.44 61.112 8356| |1 849.44 9.41
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde;3- . LIAHISK 324 7 1 8.42 b4 781.49 64.212 3578 |2 391.25 -5.94
phohate dehydrogenase
IPOALPOIGSPI_SALTY Glyceraldehyde3- AATYEQIK 249 8 0 1.13 906.46 30.358 26413| [ 453.73 3.23
phohate dehydrogenase
IPOALPOIGSPL_SALTY Glyceraldehyde3- ,, VVLTGPSKDNTPMFVK 116 16 0 4.15 1715.88 57.072 1509) 522.6| -12.59
phohate dehydrogenase
b2°b2b3°h3b4°b4b5°b5b°
o b6b7°b7b8°b8b9°h9b11*H)1
'POAlSZlHNrit—eSi:hT; SDNA'b'”d'”g 1 EMLIADGIDPNELLNSMAAAK 62 21 42 310.2 | 1b12°h12b21y1y2y3ydy5y 2216.10 96.692 468363 P 1108.54 4.63
p 6y7*y7y8y9y10y12*y12yl|
3y14y15°y15y16y17y18y41
IPOALSZIHNS_SALTY DNA-binding 2 YSYVDENGETK 96 11 12 102.7|P2P3D3Y2y4YSYBYTYBYOYL ) 504 5 32.563 138508 P 652.78 -8.05
protein H-NS Oyl1
- b2b3°b3b5°b506°b6b7b8h1
IPOALSZIHNS_SALTY DNA-binding 3 REEESAAAAEVEER 40 14 21 158.730b12y2y3°y3y4%y4y5°y5y6  1575.71 31.359 120753 B 525.91 -11.39
protein H-NS
y7yla
IPOALS2|HNS_SALTY DNA-binding 4 LEVVVNER 32 8 4 36.94 b7y4°ydy6 957.53 42.388 1782 47927 7.20

protein H-NS




[POALS2|HNS_SALTY DNA-binding

: 5 SEALK 1 5 2 b3y4 547.30 43.084 7504 12.2
protein H-NS
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 6 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 5 36 bOy A9 1624.76 88.163 3216 12.17
b3°b3b4°b4b6b7°b7bob1p°
[POALS2|HNS_SALTY DNA-binding . b12y3°y3*y3yd*rydy5°y5Hy )
orotom NS 7 | carbamidomethy+C(2) ~ ECTLETLEEMLEKLEVVVNER 19 21 34 Byoy 7oy Ty Tyeyoyloyisy] 256326 123.142 212879 0.86
2y13y14y15y16y17y18y1P
IPOALSZ|HNS_SALTY DNA-binding 8 QLEDFLIKE 128 9 3 y3y6y7 1134.59 70.966 18679 O -12.37
protein H-NS
[POALS2|HNS_SALTY DNA-binding b3°b3bydy5+ySy6ry6y8* )
orotom NS 9 YSYVDENGETKTWTGQGR %6 18 17 By L1yl ov1aylayioyibyty 2090-92 46.417 105008 8.76
[POALS2IHNS_SALTY DNAbinding | EMLIADGIDPNELLNSMAAAKSGT | . . bdb7b11y5 580,40 52,675 2500 . 5o
protein H-NS K
[POALS2IHNS_SALTY DNAbinding |, LQQYREMLIADGIDPNELLNSMAA[ 2 : b6bED12D13y5 0045 99,338 208 Te 2]
protein H-NS AK
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 12 AARPAKYSYVDENGETK 20 17 4 b12y6yldyl6 1898.9 i) 2808 572
'POAlSZlHsrit—esi?hT,:SDNA'b'”d'”g 13 Oxidation+M(2) EMLIADGIDPNELLNSMAAAK 62 21 7 b8y3ry7yloty12y13 | 2232.11 91.370 17241 5 10.83
|POAL1S2|HNS_SALTY DNA-binding Carbamidomethyl+C(6); o )
orotom NS 14 OxidationeM(1) AQARECTLETLEEMLEK 15 17 4 b5y5y7°y7 2066.97 108.96] 648 0.71
IP65702|PGK_SALTY Phohoglyceratd ;| oo midomethyl+C(6) ~ FADVACAGPLLAAELDALGK 156 20 13 b2b3b7b8Yy4yS°YSYBYOY1RY 5607 04 98.724 224640 6.28
kinase 14y15y20
b1b2b4b5°b5*b5b8bob1]b
|P65702|PGK_SALTY Phohoglycerate SVNDVKEDEQILDIGDASAQQLAE 12b13*b13b14b18b22b2%b
e 2 K 272 27 30 Soyly2yaydyyTylopisy 294150 99.629 198090 0.58
13y14y15+y16y27
b2b6b14b17b18b19b20°h2
IP65702/PGK_SALTY Phohoglyceratd VMVTSHLGRPTEGEYNEEFSLLP 53 2 18 0b21°D21b22y3yAyByTy8) 332166 01813 154138 250
kinase VNYLK
10y29
|P65702|PGK—|2:;ST€Y Phohoglyceratg VLPAVAMLEER 373 11 3 yAy5y6 1227.67 79.708 14376 -7.95
IP65702|PGK_SALTY Phohoglyceratq o | oo midomethyl+C(g LLTTCDIPVPTDVR 244 14 17 107,9B2D30E"DEDTDTLIDIYINZ ) g oy 68.438 126501 P 175
kinase y5y7y8y10yl1y12y14
IP65702|PGK_SALTY Phohoglyceratq ¢ VATEFSETAPATLK 258 14 17 b2b3b4°b4bSb12b14y2yqy ) 4o/ 76 52.423 100004 P 0.50
kinase 5y6y7y9y10yl1ly12y14
b2b13*h13yly3*y3y4*ysyf
|P65702|PGK—|2:;T€Y Phohoglyceratg 7 TILWNGPVGVFEFPNFR 302 17 22 Fy6ry6y7y10y11%y11y12°y  1993.05 106.047 92132 b 6.68
12*y12y13%y13y14y17
IP65702|PGK_SALTY Phohoglyceratq g ADLNVPVKEGK 19 11 15 b2b4°p4bSbOYLYS'YSYAYd ) 15 g5 36.426 73524 -3.86
kinase y5y6y7y8y11l
|P65702|PGK—|2:;T€Y Phohoglyceratg ¢ ASLPTIELALK 38 11 6 y3ydySyTy8yll 1155.69) 76.943 7086 7.08
[P65702|PGK_SALTY Phohoglyceratq o LVKDYLDGVDVAEGELVVLENV % ”3 15 b2b7b10b13b14b15°15b1 ., o 96.480 0675 536
kinase R 7y2y3y4*y4y5y11y23
|P65702|PGK—|2:;T€Y Phohoglyceratq LTVLDSLSK 197 9 9 b2°b2yly2y4y5y7y8y9 975.56 61.546 0325 -10.01
IP65702|PGK_SALTY Phohoglyceratq TILWNGPVGVFEFPNFRK 302 18 9 b2ySy6y10yL3yl4y15y16y 5151 11 96.376 50292 -8.98

kinase

18




|P65702|PGK—2§;T€Y Phohoglyceratq ;5 MTDLDLAGKR 5 10 7 72.53 y2y3ydy5y7yoy10 1119.58 42.137 4401| 2| 560.20 3.27
|P65702|PGK—2§;T€Y Phohoglycerald 1, | Carbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 14 1TB beSbS}?fzt’)?ly?’lxg SYSYY 5043.04 89.695 30654 B 681.98 -2.69
o, S+
[P65702]PGK_SALTY Phohoglyceratld IADQLIVGGGIANTFVAAQGHSVG [ - . I o6 50 | PODADSY2YLIVITYIZYIE _ oo o33 20036| b 808.44 o
kinase K y14y18
|P65702|PGK—2§;T€Y Phohoglyceratq 5 DYLDGVDVAEGELVVLENVR 93 20 6 20.59 b10b19y1y7y16y20 2203 115.288 13944 735.38 8.09
|P65702|PGK—2§;T€Y Phohoglyceratg 4 SVNDVK 272 6 2 27.43 b4bs 661.35 28.068 4071 1 e6L3p -9.51
|P65702|PGK—2§;T€Y Phohoglyceratd ¢ SLYEADLVDEAK 231 12 5 33.23 b5°b5b7y3y8 1352.66 58.081 1883| 2| 676.83 0.99
|P65702|PGK—2§;T€Y Phohoglyceratq g ADLNVPVK 19 8 4 36.94 b7°b7y3y7 855.49 42.301 12299 |2 42825 885
|P65702|PGK—2:;T€Y Phohoglyceratq ) ISYISTGGGAFLEFVEGK 355 18 5 33.93 b3b4b12y8y11 187491  7.844 2300 | 3| 625.64 22,01
IP65702|PGK_SALTY Phohoglyceratq VMVTSHLGRPTEGEYNEEFSLLP 53 31 6 22.35| b6b12°b12b13°b13y2]  3564.79 95.699 226h4 | 4 .oo1| -3.97
kinase VNYLKDK
|P65702|PGK—2§;T€Y Phohoglyceratd ), | arbamidomethyl+C(6) RLLTTCDIPVPTDVR 243 15 3 24.81 8yb 1755.92 64.002 6180 | B  585.98 -13.07
|P65702|PGK—2§;T€Y Phohoglycerald 5 | Carbamidomethyl+C(6) FADVACAGPLLAAELDALGKALK 156 23 3 | 3533 b12b13b14 2314.25 123.993 4031 |3 772.09 0.21
|P65702|PGK—2§;T€Y Phohoglyceratg EPARPMVAIVGGSKVSTK 179 18 3 23.31 b4beb16 1827.0p 84.95] 1624 | 2| 914.01 2.61
|P65702|PGK—2§;T€Y Phohoglyceratg g DLDLAGKR 7 8 1 8.42 b3 887.50 42.123 24279 |2 444.28 6.05
|P65702|PGK—2§;T€Y Phohoglyceratg ¢ TDLDLAGKR 6 9 1 8.42 b4 988.54 42.135 18320 [2 494.77 -6.54
b2*b2b3b4*bab5*b5b6*h
b7*b7b10*b10b11°b11b1p
|P52616|FLJB_SALTY Phase 2 flageli 1 AQILQQAGTSVLAQANQVPQNVL g 27 38 267.02b14b15b17b18*h18y1y2y3 2860.61 105.086 126197 B 954.21 2.48
SLLR
y4y5y6y7y9y10y11y12*y]
2y13%y13y14y24y27
[PS2616[FLIB_SALTY Phase 2 flagelif 2 SQSALGTAIER 20 11 8 51.6 | b2tb2yayeyryoyoyll] 11325 4969| 71454 | 2| 566.80 -7.33
*| *y 4
» ase 2 flagelli . . . p . .
P52616|FLJB_SALTY Phase 2 flageli 3 AQVINTNSLSLLRGLNK 1 19 14 59.59 |P1D2"D203DAYIY2YEYYEYT o 0r 4 74.610 57331| P 1043.07 3.16
y10y13y15y19
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 4 VSGQTQFNGVK 125 11 8 32.05| b2°b2y7*y7yoyl0%y10yll  1164.59 32.949 54206 | 2|  582.80 6.71
*| X | Xy
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 5 NANDG'S'AQTT:GALNE'NNNLQ 66 25 12 2373 [PL blbz%‘:g?/z%ayzy?’yfs 2670.33 86.488 50061| P  1335.67 9.78
%y %y
5 ase 2 flagelli . . . . -14.
P52616|FLJB_SALTY Phase 2 flageli 6 INSAKDDAAGQAWR 37 16 14 112.1 | PEPLOYLYSYSYAYSYT'YTY 1614 g0 29.767 44732 B 538.94 14.36
8y9y10y11y16
» ase 2 flagelli . y8y9 . . 65D . .
P52616|FLJB_SALTY Phase 2 flageli 7 SDLGAVONR 434 9 8 313 |  blb4°hab7°h7*b7y8yd 959.5( 36.36Q 2 2| 480.25 6.36
» ase 2 flagelli . yly .59 . . .
P52616|FLJB_SALTY Phase 2 flageli 8 AQPELAEAAAK 403 11 6 25.06 b3b8°b8*h8y1y7 1098.59 36.439| 488 | 2| 549.80 14.33
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 9 DTPAVVSADAK 288 11 4 25.06 b3b6y2y3 1073.54 26.817 2684 |2 837 -6.14
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 10 FNSAITNLGNTMNSEAR 443 19 5 26.72 b4°b4b11b12y11 2035.0 74.41 23 | 2 18m 5.64
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 11 TTMPAGATTK 271 10 4 27.7 b4b9°boy5 978.49 35.487 14006 |2  #B9.| -4.24
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 12 FTANIK 53 6 1 13.9 v3 693.38 33.376 11892| [2 347.2¢ -13.38
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 13 TAANQLGGVDGK 369 12 5 38.3 b4*bay3y5y8 1130.60 50.384 5686 |2 565.80 18.90




o2

|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 14 AYANNGTTLDVSBDAAIK 189 20 3 21.68 b3b10b13 2009.02 75.680 4794 |3 6703 890
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 15 IDAALAQVDALR 422 12 4 30.21 b3°b3bob10 1255.69 103.582 4124 2| 62835 -11.47
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 16 AYDVK 177 5 4 40.58 b3bdy4°y4 595.30 32.454 3492 |1 5953 302.
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 17 YFVTIGGFTGABIA 234 15 6 44.38 b4°bab7b10y11y12 1517.7 47.884 245 2 3m9| -15.60
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 18 AATGGTNGTA,\IS,\YII GGAVKFDAD | 559 25 7 23.73| bllb20b24ydryay13°yl3  2324.1 96.59 210912 | 116256 2.73
. AYANNGTTLDVSGLDDAAIKAAT
|P52616|FLJB_SALTY Phase 2 fIageII||\ 19 COTNGTASYTGOAVK 189 38 3 10.89 b11y19y33 3509.76 107.344 3372 4 87819 5.7
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 20 TEVVTIDGKTYISK 381 15 4 32.78 b6b7y5y8 1625.83 70.194 9255 |2 81342 6.1
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 21 AAGHDFKAQPEEAAAK 396 18 3 16.15 bdy7y11 1824.95 48.643 6752l |3 608.9p 34.0
. VLAQDNTLTIQVGANDGETIDIDL
|P52616|FLJB_SALTY Phase 2 fIageII||\ 22 <QINSQTLGLDSLNVOK 136 il 4 25.55 b5b7b15b16 4395.2 113.17 429 3 1465/75  1113.
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 23 AGDKYYAADYDHEBAIK 337 18 7 68.59 b3b5°b5b6b7b8b9 1921.8 119.17 301] 2 61./ -3.18
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 24 FDADNNKYFVTEETGADAAK | 227 22 3 13.9 b13y6y8 2322.13 80.515 2014 |3 7747 104
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 25 TAANQLGGVDGEVVTIDGK 369 21 3 14.36 b13y3y14 2073.08 84.406 1550 |3 69170 -2.24
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ 26 Phosphort@I) | NALIAGGVDATDANGAELVK 299 20 6 29.14 b5b9°bOy6y9y15 ar8.92 78.926 2915 | 2  989.96 -8.82
|P52616|FLIB_SALTY Phase 2 fla il 27 Phosphoryt &J QINSQTLGLDSLNVQK 161 16 5 2519|  DSTSDI_H3PO4 1837.88 71.303 1830 613.30 -11.29
— g P : b9ydy12 H3PO4 y12 : : : :
b3_H3PO4
|P52616|FLJB_SALTY Phase 2 flageli 28 Phosphoryt@T) FNSAITNLGNTVNNLSEAR 443 19 5 32.44| b3°b3b4b10b12 H3PO4 2114.98 59.685 1643 705.67 2.31
b12
b1b2°b2b3°b3b4°b4b5b1E*
|POA283|PTGA_SALTY Glucose-ecific b13b19y3y4°y4y6y9yl1°yil R
ohohotransierass enzyme A compondt STLTPVVISNMDEIKELIK 133 19 25 159.48) .l Aoy byteyizy, 213016 92.210 301070 B 710.72 7.68
9
IPOA2B3[PTGA_SALTY Glucose-ecific MVAPVDGTIGK 59 11 17 126.74|P203DADEDEY2Y3YSYSYRY 4 07 o7 46.003 189762 P 544.29 1167
phohotransferase enzyme IIA compongnt 7y8°y8y9°y9y10y11l
4. b3b4b5°b5b6b7°07b8°b8h1
IPOA2B3[PTGA_SALTY Glucose-ecific VGDPVIEFDLPLLEEK 115 16 20 189.280b12b15y3°y3y6y9y10y1ly 1812.97 99.363 133814 P 906.99 2.56
phohotransferase enzyme IIA compongnt 13y16
IPOA2B3[PTGA_SALTY Glucose-ecific LSGSVTVGETPVIR 152 14 7 48.11] b7b10yly7y8yoyl4 1414.1 485 62144 | 2|  707.90 -4.83
phohotransferase enzyme IIA compongnt
IPOA2B3[PTGA_SALTY Glucose-ecific STLTPVVISNMDEIK 133 15 5 24.81 blbdy2ylly12 1646.8 7284 | 19490 | 2| 823.94 0.96
phohotransferase enzyme IIA compongnt
[POA283|PTGA_SALTY Glucose-ecific DTGTIEIVAPLSGEIVNIEDVPDVV | 20 . 51 babBydy8 060,61 111136 stk |3 1003k -
phohotransferase enzyme IIA compongnt FAEK
e b5°b5y3y4°y4y5°y5*y5y6
IPOA2B3[PTGA_SALTY Glucose-ecific IVGDGIAIKPTGNK 45 14 19 129.12| 7y8°y8*y8y10y12°y12*y12 1382.77 43.334 175600 B 461.60 -20.48
phohotransferase enzyme IIA compongnt o
y13°y13
IPOA2B3[PTGA_SALTY Glucose-ecific IAEEGQR 106 7 5 41.34 b3°b3b5y6°y6 802.40) 36.855 371 2 L} -875
phohotransferase enzyme IIA compongnt
4. b5°b5b6b7b8bob11b12y3°
IPOA2B3[PTGA_SALTY Glucose-ecific VKVGDPVIEFDLPLLEEK 113 18 19 170.79y3y4°yay6y7y8°y8y9y10yl 2040.10 94.818 127137 B 680.71 -10.83
phohotransferase enzyme IIA compongnt 3




IPOA28SIPTGA_SALTY Glucose-ecifi PVDGTIGK 62 8 4 48.59 b3b4b5b7 786.43 46.005 3834 |1 78643  595.
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecificy STLTPVVISNMDEIKELIK 133 19 0 5.28 2112.15 92.202 3447 |3 ame 5.43
phohotransferase enzyme IIA compongnt

IPOALESICYSK_SALTY Cysteine synthase LTLTMPETMSIER 87 13 18 108,54 P2 'D2DSDSDI2y1y2y2y4° 0 27 73.764 139645 P 761.39 0.80

A ya4y6y7y8y9°y9y10y11y1]
|POALE3|CYSK_SALTY Cysteine synthgse b2b3b4y3y4y6y7y9y10°y10 )

A 2 YLLLQQFSNPANPEIHEK 137 18 16 15048 ioioyieys | 214108 73.628 125431 B 714.36 10.83

. | b2*b2b3b4b6b8bob1dy2y3
|P°A1E3|CYSK—SAALTY Cysteine synthgse 5 IQGIGAGFIPGNLDLK 226 16 19 132.14y7°y7*y7y8y10y12y14°y1d4 1612.91 83.180 118280 P 806.96 2.42
y16
. b2b5b11b13°b13b15b16y2
|P°A1E3|CYSK—SAALTY Cysteine synthgse YLSTALFADLFTEKELQQ 305 18 24 149.48*y2y3*y3ya°yaysyTryTy9y| 2117.10 101.945 93842| P 1059.04 7.50
10*y10y11y12*y12y13yl
[POALE3|CYSK_SALTY Cysteine synthdse GVLKPGVELVEPTSGNTGIALAYV b2b3b11y3ydy5y6yTy8yd) )
A 5 R 56 28 16 136.68 11 aviaytribyes | 275352 81.107 86847| B 91851 1.06
- ] % |
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ NIVVILPSSGER 293 12 12 113.59 203 b?’bfgjlbsyfmygyg 1283.73 63.672 73305| P 642.37 3.42
- ] *y
|P°A1E3|CYSK—SAALTY Cysteine synthgse IYEDNSLTIGHTPLVR 3 16 11 81.06 b2y2y4y7yy18g’51yélyl4 Y14 1827.04 61.266 63760| B  609.98 12.15
1 ~ X | %y
|P°A1E3|CYSK—SAALTY Cysteine synthgse o ALGANLVLTEGAK 105 13 12 63.97 | P2P5 b5g;12§£y5y7y9 1256.72 61.021 28361| P  628.87 3.01
- ] %
|P°A1E3|CYSK—SAALTY Cysteine synthgse o VVGITNEEAISTAR 246 14 12 108.33 b3b4y2y‘;}f’23ﬁfy9 Y19 145077 49.368 22800 P 730.39 2.26
IPOALES|CYSK_SALTY Cysteine synthgse , , YLSTALFADLFTEK 305 14 12 76.62 | P2PODSDTDTYOVIOYION 616 g5 102.832 22456 P 809.93 5.66

A 1y12y13y14
|P°A1E3|CYSK—SAALTY Cysteine synthase | IGANMIWDAEK 44 11 8 37.8 |  blbSyly2°y2y5y6y10 1247.61 65.075| 19877 | 2| 624.31 0.20
|P°A1E3|CYSK—SAALTY Cysteine synthase IGANMIWDAEKR 44 12 5 35.29 b6y 7y8y10y12 1403.69) 62.942 1847 2| 702.35 -11.04
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 NPSFSVK 35 7 5 41.34 b3°b3*b3y3y6 778.40 36.871 4256 2 FOJ -16.62
|P°A1E3|CYSK—SAALTY Cysteine synthase TDL'TVAVETP%SPPJQAQALAGEE' 195 31 4 22.35 b3b4b10y5 3196.64 84.686 3837 4 799.93 6.8
|P°A1E3|CYSK—SAALTY Cysteine synthase , 5 AEEIVASDPQK 126 11 7 89.17 bdydy5y6y7y8y9 1186.5 31.369 1m0 | 1| 1186.59 2.47
[POALEB|CYSK_SALTY Cysteine synthdse GKTDLITVAVEPTDSPVIAQALAG b6b7°b7b9b11y3ydy5yL0ly )

A 16 CEKPGPHK 193 33 14 87.37| " 1316y 16y20 3381.80 79.364 122082 B 846.21 7.72
|P°A1E3|CYSK—SAALTY Cysteine synthgse , LIDKVVGITNEEAISTAR 242 18 11 82.22 b6b8y4y6>1’;yy17§’8y10y12 Y 1920.05 59.197 60641| B  643.69 -8.92
|P°A1E3|CYSK—SAALTY Cysteine synthase SKIYEDNSLTIGHTPLVR 1 18 3 23.55 boy4y5 2043.04 57.405 az2 | 3| 68170 5.38
|P°A1E3|CYSK—SAALTY Cysteine synthase , o AEE'VASDPQ;LLE%QQFSNPANP 126 29 7 48.04 b6y3y6y8y9y10y12 3308.6 76.887 2623 4  @7P 605
|P°A1E3|CYSK—SAALTY Cysteine synthase GAIQKAEEIVASDPQK 121 16 5 36.01 b6b9y3y7y10 1683.8 ®51 | 10749 | 2| 84245 1.23
|P°A1E3|CYSK—SAALTY Cysteine synthase | VVGITNEEAISTARR 246 15 3 18.79 b7y3y9 1615.81 54.505| wg7l 3| 539.20 5.89
|P°A1E3|CYSK—SAALTY Cysteine synthase LQEDESFTNKNIVVILPSSGER 283 22 6 36.4 b4b10y3y5y6y8 2085 | 69.304 10635 | 4 82576 -4.04
|P°A1E3|CYSK—SAALTY Cysteine synthase IGANMIWDAEKR 44 12 3 26.99 b10y5y6 1403.70 66.359 o088 |2  mm. -4.44




|P°A1E3|CYSK—SAALTY Cysteine synthase GYKLTLTMPETMSIER 84 16 3 17.79 b14y6y9 1869.97 97.046) 62| 3| 623.99 13.58
[POALE3ICYSK_SALTY Cysteine synthdse LMEEEGILAGISSGAAVARALKLQ [ o0 I o 425 |PADBDLODIIbIYIOVIZL o o 106,014 N 1446
A EDESFTNK 2
|P°A1E3|CYSK—SAALTY Cysteine synthase Phosphoryl STY(5) VVGITNEEAISTARR 246 15 3 26.87 b3bBb1 1695.83 52.282 23104| B 565.95 -1.30
|P°A1E3|CYSK—SAALTY Cysteine synthase ,; Phosphoryl STY(L2) IYEDNSLTIGHTPLVR 3 16 5 28.6 b7si;$11§’§,'1503 1907.93 91.437 1871 954.47 6.46
|P°A1E3|CYSK—SAALTY Cysteine synthase g Oxidation+M(9) LTLTMPETMSIERR 87 14 3 25.4 b5y10y11 1688 90.840 1879 | 4 847.44 10.38
b2b3b4b5°b5*b5b10*b10p
[P17215|LIV]_SALTY Leu/lle/ValThr- TQFMGPEGVANVSLSNIAGESAE] 12b15y2y4y5y6y8y13y14
binding protem 1 CLLVTKPK 240 31 25 15172 oo Lovobyseveryseyrefs 14463 88.284 270142 B 1048.8 2.95
1
b2b5b7b10b11°b11b12°1
[P17215|LIV]_SALTY Leu/lle/ValThr- . YVIGHLCSSSTQPASDIYEDEGIL| 2b14b23b24b25b26b27ylty
binding protem 2 | carbamidomethyl+C(7 T AATAPELTAR 92 38 24 1729 | v Ly12y 36y 407801 89.169 240855 B 1360.01 7.30
8
[P17215|LIV]_SALTY Leu/lle/ValThr- b2°b2b6°b6*b6y3ySy6y8yIL )
binding protem 3 ENIDFVYYGGYHPEMGQILR 212 20 17 143.21 00 2 ayiayioytoyityep 240112 79.702 140407 B 801.04 3.97
b1°b1b2°h2b3°b3b5°b5bTh
[P17215|LIV]_SALTY Leu/lle/ValThr- 8b10b11b12°b12b13°b13y ! )
binding protem 4 TTGLDSDQGPTAAK 137 14 30 233.34) 1 e o yoy10y10n10) 136165 29.253 137065 P 681.33 3.14
11y12*y12y13y14
b3b6b9b11b16b26y2y3 3
IP7215]LIVJ_SALTY Leuflle/VallThr-| - o VAVVGAMSGPVAQYGDQEFTGA| 5 32 20 129.73|y5y6*yey7yBy11y12°y12yl  3207.59 89.802 136286 B 1069.81 7.31
binding protein EQAIADINAK
3yl4y32
- o 5
IP17215]LIVJ_SALTY Leuflle/Val/Thr 6 QQVYGEGLAR 168 9 14 63.12| P2"P203"D3DOYLY2yAySTY 451 59 32.512 116187 P 511.25 -8.90
binding protein 5y6°y6y7y9
b4*b4b5*b5bEb7b14b15yP
IP7215]LIVJ_SALTY Leuflle/vallThr-| -, GGVNVVFFDGITAGEKDFSTLVA|  gg 24 18 147 |y3yay7ysyl2y13ylsyloyp 2499.28 101.354 101634 B 833.76 -3.81
binding protein R 4
IP17215]LIVJ_SALTY Leuflle/VallThr-| - o IAIHDK 161 7 6 41.34 y2y3°y3y5y6y7 809.48 32.088 27834 |2 B 11.46
binding protein
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valThr- | o GATVDTVMGPLSWDEK 326 16 7 53.06| b3b4b8bl2ebl2yloylll 1835 | 78.036 16357 | 4 853.42 7.51
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valrThr-1- 4 GFEFGVFDWHANGTATDAK 346 19 5 47.35 y3y5y7y8y9 2069.94 B9l 3663 | 3| 690.64 8.26
- % |
IP7215]LIVI_SALTY Leuflle/VallThr- |, | NYDQVPANKPIVDAIK 271 16 12 96.38 | P3"P3DSDBOIVYAYSYTYID 40, o) 53.416 260852 B 595.65 -16.55
binding protein yll°yll
|P17215|L'\t/)fn—;$;:;§:/ le/Vallthr-1 15 | carbamidomethy+C(d)  TLLAGCIALSLSHMAFADDIK 4 21 4 1463 bg°b8y13y18 2247.14 67.278 6736| |3 7497 -3.15
IPL721SILIVI_SALTY Leuflle/vallThr- | ) 5 GGVNVVFFDGITAGEK 185 16 3 25.49 b4b12b14 1609.7 68.85§ 973 | 3| 537.27 -19.87
binding protein
b3*b3b6b7°b7*b7b8*b8b
b10b11°b11*h11b12°b12b
13°h13b14b15y3y6y9°yoy1
|P17215|L'\()Jin—;nALT:;§r:‘/ le/valrThr-1 - KQDPSGQE\Q’S’;;X&SSLQAGL 289 34 45 340.150y11y12y13°y13*y13y14%) 3629.77 101.997 352014 W 908.20 -4.98
9P 14y15°y15%y15y16y17yL
*y18y19y20°y20y21y22y24
y25
IP7215|LIVJ_SALTY Leuflle/VallThr- |, o GDLKGFEFGVFDWHANGTATDA| 4, 23 3 22,51 b10b11y3 2483.14 81.934 3615 |3 8281 12
binding protein K
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valthr-| g YLKGATVDTVMGPLSWDEK 323 19 4 15.48 b13°b13y7y16 2110.04  96.533 2314 | 3 704.02 -4.98




IP7215|LIVI_SALTY Leuflle/VallThr- |, | CarbamidomethyRC(8); 1 | 5 cal s SHMAFADDIK 4 21 3 14.36 bey7y18 2263.15 59.069 08 | 3| 755.06 2.16
binding protein Oxidation+M(14)
IP7215|LIVJ_SALTY Leuflle/VallThr- |, o QQVYGEGLAR 168 9 1 9.02 v3 1003.49 32.533 11576 |2 50225 5,23
binding protein
b2b3b5b6°b6b8°b8*b8bafb
[P06202|OPPA_SALTY Periplasmic LADPNTASPYASYLQYGHIANIDD 9b10*b10b20y1y2y3y4y8y | )
oligopeptide-binding protein ! IIAGKKPATDLGVK 125 38 21 144.88 9y11y12y22y23y27y30y3[L 4001.01 82.892 229426 8 801.01 13.42
y38
IP06202|OPPA_SALTY Periplasmic | AEQQLDKDSAIVPVYYYVNAR 494 21 13 g4.9p |POP7PBDLIDIZ®DIZYAYSYT ) /) oy 72.626 131256 B 814.74 -7.90
oligopeptide-binding protein *y7y9y10y21
|P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN bdy2y10*y10y11y13y1dy
sigopeptde-binding protein 3 | carbamidomethy+C(4 NTAVK 439 29 11 57.82 5y32y54y20 3294.43 89.896 122771 B 1098.81 5.63
. . b2°b2y3*y3y4y5°y5y6y7y:
IP06202|OPPA_SALTY Periplasmic | -, WSDGTPVTAHDFVYSWQR 107 18 20 180.76%y8yoy10y11y12y13y16yl 2151.97 71.751 105151 B 718.00 -7.49
oligopeptide-binding protein
7y18+y18
IP06202|OPPA_SALTY Periplasmic | ¢ LVEPEWFK 352 8 10 82.29| b2b3b7y2y3yBy6°yEYTY8  1047.5 106 | 94532 | 2| 524.28 757
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 16 105,47 PPPBL7DIDIODIODIS™DAS 7y ) 85.717 92018 B 791.05 3.71
oligopeptide-binding protein y2y4y5y7y8y9°y9y20
b1b2b5b8°b8bOb10b12yly
|P06202|OPPA_SALTY Periplasmic 1{2y3*y3y4dy5y6y7y8°y8y9y:
igopeptde-binding protein 7 TVINQVTYLPISSEVTDVNR 241 20 27 214497 ot aiay1oyteyh 224820 76.953 83840 | P 1124.6( 8.25
0
IP06202|OPPA_SALTY Periplasmic | LVKPWVGGYTGKDPLDNIYVK 515 21 8 5423 |  b2yly3ysyeysyoyls | 382.28 72.337 72429 788.10 -0.62
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | g SGEIDMTYNNMPIELFQK 263 18 11 42.31| P203PIZY2VBYSYIOVIIYL 5,41 6 86.450 69489 | 2 1065.51 9.17
oligopeptide-binding protein 1*y11y18
.. . Q
IP06202|OPPA_SALTY Periplasmic | -, , NQGDLPAYSYTPPYTDGAK 333 19 11 49.4| PLPIDAY2YBYOVLIYI2YE 5007 o6 59.042 60562 | 2 1029.48 7.83
oligopeptide-binding protein 2y14y19
1 H % |
[P062020PPA_SALTY Periplasmic | LADPNTASPYASYLQYGHIANIDD | . ” 1 4775 | DIDTOEDBYLY2YBYAYVISYL oo 66176 soz0| b 103110 6.08
oligopeptide-binding protein IIAGK 7y22y29
IP06202|OPPA_SALTY Periplasmic | -, LLAEAGFTADKPLTFDLLYNTSDL | o) 27 7 37.17 b2b4y1y8y9y10y12 3021.5 83.258 484 4 BEBL -6.79
oligopeptide-binding protein HKK
1 H % %
IP06202|OPPA_SALTY Periplasmic | -, ; NLGVNVNLENQEWK 410 14 12 82.37| PELTOYTYIYB'YBYLOVIY o oy 66.346 45479 | P 828.92 2.21
oligopeptide-binding protein y12*y12y14
|P06202|OPPA_SALTY Periplasmic " )
igopeptde-binding protein 14 HQGTFDVAR 430 9 9 66.13| b2bby2y3ydy7ys*y8yd  1030.5 30.779 44440 | 2| 515.75 6.52
IP06202|OPPA_SALTY Periplasmic | -, o DLFEGLLISDVEGHPSPGVAEK 67 22 6 21.64 bobl2ysylly15y22| 30216 89.001 25475 770.39 -2.43
oligopeptide-binding protein
|P06202|OPPA_SALTY Periplasmic A )
Sigopeptde-binding protein 16 LIADTLK 474 7 6 54.86 y2y3ydy5y6y7 773.47 43.082 21119 |2 @ 13.41
IP06202|OPPA_SALTY Periplasmic | 2| o2 midomethyh+C(d) VDPYLCTYYYEINNQK 201 16 5 29.2 HEy6y7y9 2082.97 70.470 10632| [2 1041.9p 8.56
oligopeptide-binding protein




IP06202|OPPA_SALTY Periplasmic | o WTQPANIVTNGAYK 204 14 5 25.4 b1b13*b13y5y6 1562.81 8o13 | 2896 | 2| 78101 6.87
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | g IEGVPESNVSR 56 11 3 25.0§) b3y5y7 1186.6 72.276 2223 2 8938 11.52
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, DIVNK 325 6 1 13.9 v3 701.41 55.080 12718 1 70141 -10.27
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | -, SLIAAGILTALIAASAATAADVPAG 7 31 4 22.35 b15b18b19y16 2863.5 136.70% 224 3 955.00 6.8
oligopeptide-binding protein VQLADK
IP06202|OPPA_SALTY Periplasmic |, DSAIVPVYYYVNAR 501 14 7 52.09 b5b7b8y5y7y8*y8 1629.84 @021 1500 | 2| 815.42 6.89
oligopeptide-binding protein
[P06202|OPPA_SALTY Periplasmic b5°b5b7°b7b8b10°b10*b10 )
igopeptde-binding protein 23 FGDKWTQPANIVTNGAYK 200 18 16 92.36(" 402 6 yoryoytinyit | 2010-00 62.284 87754| B 670.67 5.71
1 H % |
IP06202|OPPA_SALTY Periplasmic | NNGSEVQSLDPHKIEGVPESNVSR 43 24 10 73,0 4p5DIP10"DI0bILYSYLlY 5 0q) oo 50.963 83868 | #  648.81 12.90
oligopeptide-binding protein 14y22
IP06202|OPPA_SALTY Periplasmic | o5 | o i midomethyi+C(1B) EIPNEVRVDPYLCTYYYEINNQH 284 23 8 51.5 | b7bobl5yay8yoylly2l|  2920.3¢ 75.858 4594 3 974j4 o013
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | NPQYWDNAKTVINQVTYLPISSEV| 4, 29 4 118 b12b22+h22y8 3364.74 101.32 2804 3 1122pa 7506
oligopeptide-binding protein TDVNR
IP06202|OPPA_SALTY Periplasmic | TVINQVTYLPISSEVTDVNRYR 241 22 3 20.41 y13y16y19 2567.35  76.760 20320 | 3  856.45 1.24
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | o | oo midomethyl+C(d) VDPYLCTYYYEINNQKAPENDVR 291 23 4 | 1348 b5°b5y5y13 2882.35 76.040 17359 |3 961.4b -0.04
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | LKNWVVNER 218 9 4 31.3 bBy6Y7°y7 1157.63 43.408 11799 |2 5293 750
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | 5, DLFEGLLISDVEGHPSPGVAEKWE ¢, 26 7 49.82 b3b4y6y8ydy11y25 2866.44 99.383 802 3 95645 .795
oligopeptide-binding protein NK
IP06202|OPPA_SALTY Periplasmic | 5, LVEPEWFKWSQQK 352 13 7 47.43  b7bl0bll°bllydy5ys  1764.8 72.341 2160 | 2 852.93 1053
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic | 5, Phosphoryl STY(21)| "WAFACGFTADKPLTFDLLYNTSDL | ooy 27 4 23.19 b11y3y6y7 3101.57 136.534 2971 |2 1s51p9 5.0
oligopeptide-binding protein HKK
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 16 135,74P10204DSY3y4ySyBYBYOVL 5 og o7 63.040 148780 B 733.70 -4.77
periplasmic protein 0°y10y11y12y19y20
IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 16 129.24P2D4Y3YSYSYSYEYEYTYS ) 155 69 55.303 127569 P 713.35 171
periplasmic protein y9y10y11°y11y12y13
o b2°b2*b2b3°b3*b3b4b5bp
IPO2910JHISJ_SALTY Histidine-binding NSDIQPTVASLK 120 12 19 131.89y3y4y5y8°y8*tyByoy10tyl) 1272.67 47.956 104647 P 636.84 -6.81
periplasmic protein y12
o b3°b3b10b16b16*b16yLyR
IPO2910JHISI_SALTY Histidine-bindind o | o 2 nigomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 18 122. |y3y4°yaysy6y7yoyl0yllyp 2273.21 103.489 87660| P  1137.1] 10.10
periplasmic protein 0
IPO2910JHISJ_SALTY Histidine-binding NAQGELVGFDIDLAK 42 15 8 26.76 | b7°b7*b7bl0yly8yl2yls 1589 79.057 63362 | 4  795.42 4.22
periplasmic protein




IPO2910JHISJ_SALTY Histidine-binding ¢ LFGVGTGMGLR 211 11 6 28.07 b2b3y2y9y10y11 1107.5p 71737 5%0 | 2| 554.30 -9.59
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 7 FGGPAVKDEK 201 10 17 140,17 P2D3PB08EOOVLY2V2Y3y 17 5y 26.139 41452 | b 52427 5.48
periplasmic protein 4°y4y5y7y8y9y10
IPO2910]HISI_SALTY Histidine-binding g IDAIMSSLSITEKR 85 14 5 56.26 b3b6b7b8b12 1563.8B 98.79 128 | 2| 782.42 -7.34
periplasmic protein
IPO2910]HISI_SALTY Histidine-bindind o | - o idomethyl+C(18)  NAQGELVGEDIDLAKELCK 42 19 8 47,340 1PEPI0DIILIS®DIZDIMNL 5 17 104.561 8489 | P 1060.54 2.42
periplasmic protein 9
IPO2910JHISI_SALTY Histidine-binding GIEIVSYQGQDNIYSDLTAGR 155 21 4 22.49 b13y3y7yld 220015 78.609 15862 | 2 1150.08 11.47
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding AFAEMR 234 6 1 13.9 y5 724.34 35.473 3016| |2 362.61 -11.54
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding IDAAFQDEVAASEGFLKQPVGK 176 22 7 44.14]  babsbobl3ydyley2 | 2320.17 77.915 67226| B 774.06 5.37
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding 3| ) o midomethyl+C(1B)  NAQGELVGFDIDLAKELCK 42 19 4 24.9 b3y3yllyl3 2120.06 85.954 14014 |3 707.3¢ -3.92
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding , , RVGVLQGTTQETFGNEHWAPK 134 21 5 30.7 b4b5b6b17y10 2355.1 57.731 13006 | 4  589.54 1451
periplasmic protein
IPO2910JHISI_SALTY Histidine-binding 5 DEKLFGVGTGMGLR 208 14 5 32.52 b4°b4b7b13y10 1479.74 903 | 5156 | 2| 740.38 11.96
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 5 EALNKAFAEMR 229 11 6 54.34 boy6y8*y8y9y10 1279.63 80.594 188 | 2| 640.32 -0.16
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding , ; Oxidation+M(8) LFGVGTGMGLR 211 11 3 28.07 b7b8y9 1123.50  42.048 6428 | 2|  562.30 -3.37
periplasmic protein
IPO2910]HISI_SALTY Histidine-binding o GGPAVKDEK 202 9 5 52.98 b3b4b5b7°b7 900.47 26.139 15248 | 2 .mm0 -6.98
periplasmic protein
b2b3°b3b4°b4b5°b5b6°he*
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLK 85 18 24 157.93|beb8yly2y3ydy5y6y7yoy0 2215.14 115.603 41613 P 1108.01 6.72
lipoprotein carrier protein
y12y13y14y18
IQ8ZQDA|LOLA_SALTY Outer-membraj DATGNTPFMLIAR 103 13 7 46.85|  b3y3ydy7yl0oy13+y13 1406.71  8.739 34494 | 2| 703.86 -1.91
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj 5 QFTINVGR 146 8 9 50.47| b2*b2b7°b7y4*ydysyeyB  934.50) 53.163 33859 | 2| 467.75 -10.06
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj VSSFHATFTQK 33 11 6 25.06 b5b10y1y9°y9y11 1252.6(L 40.49 1081 | 3| 41821 -14.42
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj VTDGSGAAVQEGQGDLWVK 44 19 5 24.66 b1y9y10y12y19 1916.95  6.%76 18245 | 2| o9s8.98 7.96
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj RPNLFNWHMTQPDESILVSDGK 63 22 9 61.65 b8bOb1lb13y2ydyRB| 2584.26 76.346 12174 B 862.09 1.04
lipoprotein carrier protein
|Q8ZQD4|LOLA_SALTY Outer-membrai VTDGSGAAVQEGQGDLWVKRPN i
iboprotein cartier protein 7 LFNWHMTOPDESILVSDGK 44 41 6 15.7 b8b10°b10b14y3y13 4482.1p 92.601 2741 | 3 149474 3.38
IQ8ZQD4|LOLA_SALTY Outermembraj g | oo midomethytsc(g) MAACALLSSVVASSVWADAASS 3 25 3 23.27 b8b9b12 2508.32 74.092 4304 |2 12547 15.8
lipoprotein carrier protein LK
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ NQASDWQQYNIKQDGDNFVLTP| 1 23 5 29.55 y3y12°y12y20y21 2709.2 67.677 3972 | 3 903f7 -1.17
lipoprotein carrier protein K
IQ8ZQDA|LOLA_SALTY Outer-membrar ASNGNLKQFTINVGR 139 15 3 18.79 b10y3y7 1618.81 52.717 @73| 2| 800.94 4.52
lipoprotein carrier protein




IQ8ZQD4|LOLA_SALTY Outer-membraj SQQNGAVDPSKFTFTPPQGVTIDD 44 26 5 23.16 b3b4°bab9°h9 2833.4 86.583 1718 | 2 141720 9 81
lipoprotein carrier protein QR
. ob AR R ]
IQ8ZQDA|LOLA_SALTY Outer-membraf ., SAYQLKSQQNGAVDPSK 170 17 11 55,64 P3D4DATDADEDEYIYBYTY 1001 4 38.338 1596 607.65 12.40
lipoprotein carrier protein 7y9
IQ8ZQDA|LOLA_SALTY Outer-membrar , ; Phosphoryl STY(L0) FTETPPQGVTIDDQRK 187 16 3 17.19 hays 1929.91 72.371 42164 B 643.97 3.48
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membrar Oxidation+m(27) | T-WFYNPFVEQATATWLKDATG 85 31 4 35.97 b5b6b7y12 3618.84 130.77 3335 | 3 1206006 13.6
lipoprotein carrier protein NTPFMLIAR
IQ8ZQDA|LOLA_SALTY Outer-membrar o Oxidation+M(9) RPNLFNWHMTQPDESILVSDGK 63 22 3 13.9 bay13 2600.29 110.340 1692| B 867.44 14.18
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membrar o SSFHATFTQK 34 10 0 2.26 1153.56 40.496 584 |2  577.28 -6.4€
IIpoproteln carrier protem
. b1b2b3b5*b5b6b12b13°H1
IQ8ZKBOIRLO_SALTY 50S ribosomal | VANLGSLGDQVNVK 8 14 24 178 |3*b13b1dy2y3yayey7°y7yB 1413.76 56.501 122675 P 707.39 -4.75
protein L9 N
y9y10°y10y11ly12y14
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, MQVILLDK 0 8 8 68.77 |  b2*h2b3b5yay5y6y8 959.55 63.795 01889 |2 480.28 1418
IQ8ZKBOIRLO_SALTY 50S ribosomal | - 5 DIADAVTAAGVDVAK 97 15 11 118.71 | P2PODBYSYAYEYTYOYIOVLL 15 74 65.944 70279| p  708.37 0.17
protein L9 y13
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, INALETVTIASK 71 12 5 26.99 b2b3bdy5y12 1259.72) 60.847 61057 2 | 630.36 -3.49
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g NVEYFEAR 42 8 8 41.71|  b2*b2y2ydy5y6°yeys 1027.48 46.195] =1 | 2| 51424 5.47
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| NVEYFEARR 42 9 5 31.3 b1b8ydy6y9 1183.57 51.799 7901 |2 59249 -13.41
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| TTGEHEVNFQVHSEVFAK 123 18 3 25.07 b7b8b10 2058.9 72849 308 | 2| 1029.99 -6.64
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ LADVLAAANAR 57 11 4 36.37 b4b7ydy10 1084.60 53.035 mur| |1 am -13.06
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| ¢ LADVLAAANARAEK 57 14 3 25.4 b3b4y6 1412.77 59.333 7260 |2 788 1270
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| DIADAVTAAGVDVAKSEVR 97 19 3 35.07 b5b6b7 1886.96 74544 om | 3| 620.66 1171
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| LFGSIGTRDIADAVTAAGVDVAK 89 23 4 2251 b4b5°bSy14 2241 | 94.864 3657 | 3  749.74 2.50
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, NVEYFEARR 42 9 5 46.08 b3°b3bdy3y7 1183.57 62.366 2088 | 2 Em2.| -14.13
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, 5 Phosphoryl STY(8) INALETVTIASK 71 12 3 23.01 b3ydy6_H3@ y6 1339.69 28.657 6319| p  670.35 10.84
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal |, , Phosphoryl STY(6) VANLGSLGDQVNVK 8 14 4 25.4 b5*b5y10y1 1493.74 81.575 2546 | P 747.37 7.93
|P67091|UF_SALTY Universal stress b2b3b4y2y3y4y6°y6y8y9yl ,
ot F 1 TILVPIDISDSELTQR 3 16 17 13818 0 11 ooy ayiaytd] 179998 81.903 1432200 P 900.49 1.49
IP67091|UF_SALTY Universal stress| | oo midomethyl+C(4 HAECSVLVVR 134 10 14 110,P203°03D4D7HIDI0Y2YSYA g 5 40.794 61581 2  585.30 7.51
protein F y8°y8y9y10
P Oy D% Oy %
IP67091|UF_SALTY Universal stress| SQLEAIIKK 69 9 12 63.12 |P2P2D2D3DI™DIY2YBYAY 19 ) 44.005 44103| P 51532 6.05
protein F 5y7y9
IP67091JUF_SALTY Universal stress| VISHVEAEAK 19 10 15 118.86|P2PEO7PBYLY2YSY3YAYSY 105 54 23.529 40806 | P 54179 5.86
protein F 5y6y7y8y10
|P67091|UF—psrgt"‘aiTnYFU”“’ersa' stress| - g VQAHVAEGSPK 85 11 11 89.17| P4 y4yi’6 YOYTY8YOY 1155 58 18.279 10814 » 56179 11.74




|P67091|UF_psrétl_e'il'nYFUmversaI stess[ VHFLTVIPSLAI?\AY;(SSIEGLAYSAELP o a1 . 1733 Joyoyoy11 3394.60 125 021 2ood 13 1132b7 000
|P67091|UF—psrgt";iTnYFU”“’ersa' stress| 4 SQLEAIIK 69 8 6 50.47 b3°b3b5b6°h6Yy4 901.52 53,229 22626 | 2 1.2B -13.40
|P67091|UF—psrgt"‘aiTnYFU”“’ersal stress| g ILEMAK 08 6 1 13.9 v4 704.40 37.762 12319| [ 704.4d 8.23
|P67091|UF_psrétl_e'il'nYFUmversaI stess| o LPADMvnASHARVPVDRl’TTYLLGSNAA 105 » 5 e b6y5y0 3064.63 55600 N I S | 109
|P67091|UF—psrgt"‘aiTnYFU”“’ersal stress| 1 VHFLTV'ZfALDPgEffELf&AYSAELP 34 35 8 37.79| b3b6°b6b7yayl0yllylh  3793.9 111.071 48587 | 449.29 2.12
|P67091|UF—psrgt"‘aiTnYFU”“’ersal stress| 44 ISHVEAEAK 20 9 3 22.92 b7°b7b8 983.51 23.524 1889 2 49226  .189
|P67091|UF—psrgt"‘aiTnYFU”“’ersal stress| 4 QAHVAEGSPK 86 10 2 8.01 b3*b3 1023.51 18.273 2554 |2 51226 118.
%y -y
[POALP8|GLRX1_SALTY Glutaredoxin- 1 TVGKPVETVPQIFVDQ 50 17 10 47.28 | 3092 y2y147y6 Y6Y8Y13Y 148502 64.647 52251 B 620.01 -11.07
Carbamidomethyl+C(11) o
|POALP8|GLRX1_SALTY Glutaredoxin- 2 |:carbamidomethy+C(l4  MFTVIFGRPGCPYCVR 0 16 13 105.41 P203 ;f;;%ﬁﬁﬁymy“ 1959.92 76.096 41352 B 653.98 -10.09
)
|POALP8|GLRX1_SALTY Glutaredoxin- 3 LSKERDDFNYR 23 11 3 25.06 bdy3y5 1442.70 51.417 2384 |3 48197 -1.02
[POALP8|GLRX1_SALTY Glutaredoxin- 4 YIDIHAEGITK 34 11 3 28.07 b3y6y7 1259.64 48.408 2056 |3 4m5| 1861
|POALP8|GLRX1_SALTY Glutaredoxin- 5 | carbamidometia(s) HIGGCTDFEAWAK 67 13 4 35.09 b4b6b11y6 1491.6 36.752 86 | 2| 746.33 -14.48
Carbamidomethyl+C(11)
[POALP8|GLRX1_SALTY Glutaredoxin- 6 |:carbamidomethy+C(l4 MFTVIFGRPGCPYCVRAK 0 18 4 16.15 b12°b12y8y11 2159.0 73.15| 6540 | 3| 72037 10.06
)
|POALP8|GLRX1_SALTY Glutaredoxin- 7 | carbamidometia(s)| HIGGCTDFEAWAKENLNLFA 67 20 4 28.72 b4b13y8y9 2293.0§  1.879 2732 | 3|  765.02 6.71
[POALP8|GLRX1_SALTY Glutaredoxin- 8 PQIFVDQK 59 8 1 7.26 b3 974.54 64.658 0034 |1 o745k 12.21
b2b4°babeb7b12bldylydy
[POALH3|EFG_SALTY Elongation factor 1 IATDPFVGNLTRF 323 14 19 129.64 3ydy6y7+y7y10%y10y1lyl 1597.84 93.030 121205 P 799.42 -1.45
2yl4
b2b3b4b5b6b7b9y1y2y3]
[POALH3|EFG_SALTY Elongation factor 2 IHAEVPLSEMFGYQLR 653 18 20 159.02| 3y4ySy6y7*y7y8yl3yley] 2062.03 89.041 96883| B  688.01 8.17
8
b2b4b5b7b14b15*b15y4ly
[POALH3|EFG_SALTY Elongation factor 3 VYSGVVNSGDTMBVK 337 17 19 143.36/4y5y0y10y11°y11*y11yl2ly 1737.90 61.854 88933| P  869.46 0.70
14y15y17
[POALH3|EFG_SALTY Elongation factor 4 SGPLAGYPVVDLA 562 15 15 95,03 | P2D2b3™D3SDELTOTYGY ) 190 57 76.335 67213| P  750.41 -0.98
4y8y9y10y11y15
POALH3|EFG_SALTY Elongation factor 5 MEFPEPVISIARE 408 15 10 60.77| P2P3POD10DI2y2y10VI2ML ) g oo 85.687 65458 | P 843.45 1.45
3y15
POALH3|EFG_SALTY Elongation factor 6 IGEVHDGAATMDMEQEQER 39 20 12 57.21| P2PBPLLDLIDIZDIZDIZY g o 61.668 64439| B 778.00 3.14
1y6y7y9y20
b2*b2b4b6b7*b7b8bob11b
[POALH3|EFG_SALTY Elongation factor 7 GQYGHVVIDMYEPGSNPK 512 20 20 137.9612y5y6*y6y7°yT*y7yoy10{ 2201.06 69.796 48815| B 73436 5.44
y10y11
[POALH3[EFG_SALTY Elongation factor 8 HASDDEPFSALAF 309 14 5 19.96 b2b6ydy12yl4 1534.73 69.668 42846 | 2 76787 0210
POALH3|EFG_SALTY Elongation factor 9 LHFGSYHDVDISEK 577 17 10 37.36 | P1P2DBO7DODODLIYIYIY ) gy op 62.357 42162 B 65131 6.07
17
[POALH3|EFG_SALTY Elongation factor 10 VEVETPEENT@IGDLSR 618 19 5 32.44 y3y5y6y14y19 2059.0 66.599 40374 | 2 301m0 6.52
[POALH3|EFG_SALTY Elongation factor 11 GQESEVTGVK 643 10 7 62.53 b2b8y3ydy7°y7y8 1033.5 2525] 2080 | 2| s&17.25 -13.11




|POALH3|EFG_SALTY Elongation factor 12 CarbamiddmstC(10 VLDGAVMVYCCVVRGGVQPQSETV 104 24 9 65.71 | b5°b5b6b7y6y9yllyl2yfl4  2621.29 85.81# 357p& 874.43 1.02
|POALH3|EFG_SALTY Elongation factor 13 ILFYTGVNHK 29 10 7 69.52 y3*y3y5y6y7y8y10 1191.64 54.309 0(313) 2 596.32 -8.81
|POALH3|EFG_SALTY Elongation factor 14 LGANPVPLQLA\I/?(AEEGFTGVVDL 161 26 8 50.96 b4b5b6*b6y4y5y7y26 2607.48 119.87p 30570 3 9.826 -2.90
|POALH3|EFG_SALTY Elongation factor 15 CarbamiddmitC(11 VLNNEIILVTCGSAFK 255 16 8 47.5 b4b5*b5b12y6y8yit16 1777.96 78.917 25259 P 889.48 4.33
|POALH3|EFG_SALTY Elongation factor 16 CarbamiddmgBtC(20 AGDIAANGLK;K;;GDTLCDPEN 378 30 17 80.32 bss;’;g?)?zigfgé?fot;igl & 3138.62 84.981 21704 B 1046.84 5.29
|POALH3|EFG_SALTY Elongation factor 17 GVQAM(;ES\SLZZE?_'EZ\E/EVPAIN 273 36 16 76.73 bwisﬁs:ﬁ:}g’bﬁ%?bn 3764.93 121.906 16688 B 1255.64 7.65
|POALH3|EFG_SALTY Elongation factor 18 GGVIPGEYIPBK 541 14 5 25.4 b2b4y9y10y14 1414.74 65.220) 8821 2 707.48 71-3.
AINWNDADQGVTFEYEDIPADMQ b3b4b5b6°b6b7b11*b11y2
|POALH3|EFG_SALTY Elongation factor 19 DLANEWHQNLIESAAEASEELME 189 47 22 169.83 °y2y3y4y5y6°y6y7y8y9yld 5380.42 125.878 8384 f 1345.84 5.81
K y12y13y29
|POALH3|EFG_SALTY Elongation factor 20 VEVETPEENT@IBDLSRR 618 20 3 21.68 b5b16b18 2215.09 82.245 1888 3 739.p3 1.10
|POALH3|EFG_SALTY Elongation factor 21 EFNVEANVGKNVAYR 475 16 10 71.66 b6b9b11y3;/161ys*y8y9y11 1820.90 53.148 73193 B 607.64 -15.35
|POALH3|EFG_SALTY Elongation factor 22 YDDAPNNVAQARAR 686 16 4 17.79 b4y3°y3y8 1745.85 64.930 2381f 2 873.43 13 4.
|POALH3|EFG_SALTY Elongation factor 23 CarbamiddmstC(9) DVTTGDTLCDPENPIILER 389 19 4 24.66 y3y10y11*y11l 1%8.05 70.441 19114 p 1079.53 9.05
|POALH3|EFG_SALTY Elongation factor 24 VVGQIK 153 6 1 13.9 b4 643.41 44,712 12060 1 643.4 -9.39
|POALH3|EFG_SALTY Elongation factor 25 MGLALGR 430 7 3 41.34 y3y4y6 717.39 49.493 10684 2 359.2p 918.
|POALH3|EFG_SALTY Elongation factor 26 TTPIAR 3 6 1 13.9 y3 658.38 33.610 7185 1 658.38 -11.03
|POALH3|EFG_SALTY Elongation factor 27 ADQEK 425 5 2 13.53 ya*y4 590.28 58.276 5240 1 590.2 11.64
|POALH3|EFG_SALTY Elongation factor 28 NIGISAHIDAGK 11 12 9 64.26 | b7°b7b9y4°yay5y7°yTy 1195.6% 6.323 2748 2 598.31 -22.26
|POALH3|EFG_SALTY Elongation factor 29 GVQAMLD@/IL%\S‘(';EPVDVPAIN 273 30 6 20.18 b4b7y3y8°y8y10 3095.51 105.107 2166 3 1032|52 -16.72
|POALH3|EFG_SALTY Elongation factor 30 QYEPHR 77 6 1 13.9 y3 829.39 116.029 1559 1 829.3p -7.51
|POALH3|EFG_SALTY Elongation factor 31 YLGGEELTEEREIALR 236 17 10 82.26 b5°b5b7b1;13/§y4y5y10y11 1977.99 73.026 91583 B 660.00 -13.52
|POALH3|EFG_SALTY Elongation factor 32 ASYTMEFLKYDADRAPNNVAQAVIE 677 25 11 86.76 b8b9b11k;;i%3y3y4y5°y5 2816.36 83.989 67417 B 939.46 1.56
|POALH3|EFG_SALTY Elongation factor 33 GGVIPGEYIPBKGIQEQLK 541 21 4 25.5 b3b4b11ly12 2211.14 73.991 24861 3 .TB7 -7.95
|POALH3|EFG_SALTY Elongation factor 34 AKPVLLEPIMIE\I/DE\QETPEENTGDV 607 30 5 26.89 y5y6y10y14°y14 3278.64 83.531 19671 4 820.43 8.12-
|POALH3|EFG_SALTY Elongation factor 35 NIGISAHIDAGRTTER 11 18 4 27.46 b3b4b11y9 1884.9 63.030 4468 3 629.00 24 3.
|POALH3|EFG_SALTY Elongation factor 36 EFNVEANVGKNAYREAIR 475 20 6 38.56 b4b10b11*b11b12*b17 2290.19 109.97 2391 2 1145.60 -0.75
|POALH3|EFG_SALTY Elongation factor 37 GQESEVTG\Q?SGEVPLSEMFGY 643 28 5 27.36 b6b9b10b12y16 3076.5¢ 119.95[7 2060 3 102619 .40 O
|POALH3|EFG_SALTY Elongation factor 38 Oxidation81( GVQAMLD@/"I_%\S‘(';EPVDVPAIN 273 30 4 26.89 b3b6b7b10 3111.64 86.949 78221 4 778.66 14.7




[POALH3|EFG_SALTY Elongation factor| 39 | C2bamidomethyC(1Q)LDGAVMVYCAVGGVQPQSETV |, 24 3 13.11 b11y5y7 2637.27 94.515 1573p |3 879.76 38
;Oxidation+M(7) WR
[POALH3|EFG_SALTY Elongation factor|G 40 Oxidation-aj GQYGHVVIDMYPLEPGSNPK 512 20 4 21.68 y6°y6y10y14 2219.0] 87.838 4477 | 2 1100.05 13.65
[POALH3|EFG_SALTY Elongation factor|G 41 TPEENTGDVIGERR 622 16 1 7.43 b1l 1758.89 82.220 1537p |2 879.95 13.7
[POALH3|EFG_SALTY Elongation factor|G 42 FYTGVNHK 31 8 0 1.89 965.48 54.299 11666| [2  483.24 -7.40
[POALH3|EFG_SALTY Elongation factor|G 43 VEVETPEENTGIGD 618 16 0 5.66 1702.77 82.224 8793| |2  851.89 1.79
[POALH3[EFG_SALTY Elongation factor|G 44 PFSALAFK 315 8 0 3.4 880.49 69.703 3516| |2 4407 -8.32
b2b3b7b11y2y3y4y5y6y7
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 18 164.33|10y11y12y14y16°y16y1 71 1970.00 63.020 200042 B 657.34 -10.10
periplasmic-binding protein 8
b3°b3ba°b4b7b11*b11y4)
IQ9ZFEOIGLTLSALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 19 129.6/5*y5y6y7y8*y8y9°yoy10%| 1691.75 55.314 194992 b 846.38 -0.36
periplasmic-binding protein
10y14
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVK 61 17 11 67.48 | P2DBP13D16YLYAYSYIIYIS 10/) o3 67.471 153243 P 921.47 3.78
periplasmic-binding protein y15y17
IQ9ZFEOIGLTI_SALTY Glutamate/aartaje AVAFMMDDALLAGER 198 15 13 121,57| P3PSDLIDI2®DI2YSYAYSYL ) g 70 84.339 144585 P 805.39 4.70
periplasmic-binding protein Oy11y12y13y15
% | % | *|
IQ9ZFEOIGLTI_SALTY Glutamate/aartaje NGVIVVGHR 38 9 13 91.43 | P2H2D3DIDATDAV2YSYAY o5 oy 31.817 108043 P 475.77 -14.77
periplasmic-binding protein 5y6y7y9
IQ9ZFEOIGLTI_SALTY Glutamatefaartae ¢ | 1,2 midomethyl+C(18) KPDNWEIVGKPQSQEAYGCMLA 217 23 41 | on.gs |POP7DEEDLIDISLIGYSYE 70 o) 55.836 105006 h  684.33 -12.68
periplasmic-binding protein y8y11y13y15y23
IQ9ZFEOIGLTLSALTY Glutamate/aartate LIPITSQNR 89 9 5 30.08 b2yay5y6y9 1041.6( 42.608 7226 2 @ -8.32
periplasmic-binding protein
*|
IQ9ZFEOIGLTI_SALTY Glutamate/aartaje g | 2 midomethyl+C(19) KPDNWENGKPQSQEAYGCML 217 22 17| 126.6 |P205DSDEOTDIONYAYSYE o oy 61.130 50167 4  652.31 -13.58
periplasmic-binding protein y8y9y10y11°y11y12y22
IQ9ZFEOIGLTL SALTY Glutamate/aartate o QAAFSDTIFVWGTR 122 14 10 62,01 P2D3014YLYSYSYBYIOVIY 10y, 49 76.512 51742 2 756.40 3.96
periplasmic-binding protein 14
b2b3b4b5y1ly2y3y4*ydys
IQ9ZFEOIGLTI_SALTY Glutamatefaartae | o pamidomethyl+C(1B)  IPLLONGTEDFECGSTTNNLER 8 22 22| 138.41 |ysy6°y6ryey8eyBygtyoyld 2526.22 81.539 51428 P 1263.61 9.86
periplasmic-binding protein
y11ly12y22
IQ9ZFEOIGLTL SALTY Glutamate/aartate AVVWTSGTTSEILLHK 154 16 6 36.68 b3b4b10ydy12°y12 1654.9| 57.505 26338 | 3  552.32 4.50
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate |, | o) o midomethyi+c(2f) <KPPNWEIVGKPQSQEAYGCML 5 24 11 615 |P2OTYAYSYTYBYLOYIONIZY ygag og 57.080 22114 B 935.80 3.66
periplasmic-binding protein R 16y24
|Q9ZF60|GLTI_SALTY Glutamate/aartale LTTAMLVMGLSAGLAHAEDGAP | .
eriplasmic-binding protein 13 AAGSTLDK 5 30 3 22.97 y8yoy12 2869.43 86.131 1539 |3 957.16 35
IQ9ZFEOIGLTL SALTY Glutamate/aartaje | , GGDIKDFPDLK 141 11 6 54.34 b4b5b6b10y7y11 1204.6 35.48 2e71 | 2| 602.81 5.67
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartaje o ISAKDHGDSFR 180 12 5 30.21 y4°y4y10y11y12 1345.6 68.809 34% | 2| 673.34 1134
periplasmic-binding protein




'QQZFaolgLT'—S.AL.TY.G'“tam"".te’aa”ale 16 LMDDTIAQAQTSGEAEK 247 17 3 16.91 boy7y9 1807.84 46.068] 212 | 2| 904.43 4.05
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartate NDPEFK 240 6 1 13.9 y5 749.34 79.448 4769 |1 749.3% -3.01
periplasmic-binding protein
IQ9ZFEOIGLTI_SALTY Glutamate/aartaje o DFPDLK 146 6 1 13.9 b 734.36 103.494 2368 |1 734.3p 116
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate APNDK 294 5 2 13.53 yary4 544.27 29.202 2206 |1 544.21 1.1
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate ) | ) o midomethyi+c(2py | SQNRIPLLONGTFDFECGSTE o 31 7 35.06 |  b3b10y6yoyl0y13y29 3548.7 86.735 344872 | 3 3.608 3.51
periplasmic-binding protein NNLER
IQ9ZFEOIGLTL SALTY Glutamate/aartate LMDDTIAQAQTSGEAEKWFDK 247 21 3 14.36 b12y7y9 2384.14 830 4467 | 3| 79539 14.85
periplasmic-binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate Oxidation+M(2) LMDDTIAQAQTSGEAEK 247 17 4 27.05) b10y D8 1823.85 80.573 8211 | B  608.62 10.64
periplasmic-binding protein
IQ9ZFEOIGLTL SALTY Glutamate/aartaje Oxidation+m(z) | -1 TAMLVMGLSAGLAHAEDGAP 5 30 4 22.23 b4b5°h5y25 2885.41 111.421 6621 |3 96247 -11.4
periplasmic-binding protein AAGSTLDK
IQ9ZFEOIGLTL SALTY Glutamate/aartaje PITSQNR 91 7 1 9.02 b6 815.43 42.611 2101 2 40822 119
periplasmic-binding protein
IQ9ZFEOIGLTI_SALTY Glutamate/aartae o | o pamidomethyl+C(1B)  IVGKPQSQEAYGCMLRK 223 17 1 7.7 9 b 1965.00 55.833 4627 | B 655.67 -4.47
periplasmic-binding protein
IPOAZ99IRL7_SALTY 50S ribosomal | DLVESAPAALK 85 11 8 72.63 | bloy2ysy7ysyoyloyll — 1113.6 =13 | 60340 | 2| s57.31 7.23
protein L7/L12
. b2°b2*b2b3b4*h4b5h6*b
'POAzgglRerTjnALSEgS ribosomal |, DQ"EAVSAMSVI'X'DVVEL'SAMEE 5 25 26 173.18|b7b8°b8b10y2°y2y3ydySy6 2737.34 137.064 46462 B 913.12 0.89
P y7y9y10y12y13°y13y25
IPOA299IRL7_SALTY 50S ribosomal | 5 SLEEAGAEVEVK 109 12 4 30.21 b4b5°b5b9 1260.6 47.029 210 2 30.82 -0.39
protein L7/L12
[POA299IRL7_SALTY 505 ribosomal SITKDQIEAVSAMSVMDVVELISA i
orcton L7IL12 4 VIEEK 1 29 4 36.93 yAy6y7y8 3166.62 136.331 6485 |3  1056.p1 7.02
IPOAZ99IRL7_SALTY 50S ribosomal | o AAGANKVAVIK 60 11 3 28.07 b3y4y5 1041.63 28.780 6462| |2 52130 -11.48
protein L7/L12
'POAzgglRersznALLT?ESS ribosomal | ¢ Phosphoryl STY(8) EAKDLVESAPAALK 82 14 4 28.56 b7b11y7y9 1521.73 66.133 52675 2 761.37 1332
[POA299IRL7_SALTY 50S ribosomal .. MSITKDQIEAVSAMSVMDVVEL o ] |
orcton L7112 7 Oxidation+M() CAMEEK 0 30 6 30.78 b6b7y5y7y9°ya 3313.59 100.894 838 3 1105p0  .7911
IPOAZ99IRL7_SALTY 50S ribosomal | ¢ Oxidation+M(22) | PQIEAVSAMSVMDVVELISAMEE 5 25 5 26.54 b3bdy7°y7y9 2753.36 110.675 4308 |3 91846 12.0
protein L7/L12 K
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 12 102,21 P3D304D10Y2y4YSYBYOVL | 557 o 54.177 84501| P 669.33 -3.65
glycyl radical cofactor Oy12y13
IQ7CQOSIGRCA_SALTY Autonomousy EIPMEVKPEVR 55 11 7 66.89 y2ydyByTy8yoy1l 1326.7 48034 538 | 2| 66386 -0.37
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) 5 AANDDLLNSFWLLDSEK 9 17 5 16.91 b6b12y2y13y17 1950.9 &6 57373 | 2| 975.98 8.95
glycyl radical cofactor
% | *y
IQ7CQOSIGRCA_SALTY Autonomousy FNSLTPEQQR 106 10 14 115,852 D2DSDBOY2YBYSYEVE 5 g 54 37.635 52326 2 610.30 8.21
glycyl radical cofactor y7y8y9y10
IQ7CQOSIGRCA_SALTY Autonomous) o MITGIQITK 0 9 9 90.18 | b3°b3ydyacyaysyey7ys|  1004.57 54.671| 4486 | 2| 502.79 -15.19
glycyl radical cofactor




*y
IQ7CQOSIGRCA_SALTY Autonomous) ¢ VEGGQHLNVNVLR 66 13 11 125.07] PEPBY3YAYSYEYBYTYBYLL 4 2y 75 49.580 87644 B 478.92 -18.89
glycyl radical cofactor y12
b3b5°b5*b5b6°b6b7*b7hH
IQ7CQOSIGRCA_SALTY Autonomous) AANDDLLNSFWLLDSEKGEAR 9 21 28 261.91|YYAYSYTYTYBYOVIOVLIVE - 4 92.271 212972| B 788.72 -3.92
glycyl radical cofactor 2y13y14*y14y15*y15y16
17y18y19
IQ7CQOSIGRCA _SALTY Autonomous| ¢ MITGIQITKAANDDLLNSFWLLDS o ” . 2645 b21y3y3yTyBy12 936,54 105121 1480 s or. o5 5
glycyl radical cofactor EK
IQ7CQOSIGRCA_SALTY Autonomous) o VSGYAVRFNSLTPEQQR 99 17 4 16.91 bay4°ydy9 1952.0L 50102 028 | 3| 65134 4.38
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) PMEVKPEVR 57 9 3 32.05 b3b4b7 1084.54 48.025 5851 2 542, 295
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous| EIPMEVKPEVR 55 11 0 2.26 1308.68 48.015 182901 |3 436.9p -13.0
glycyl radical cofactor
b2b3b4*b4b6*b6bOy2y3yH
|P41031|CY_SALTY Thiosulfate-bindin y5y6y7y8y9y10y11°y11y1B )
brotein 1 AYLNWLYSPQAQTIITHYYYR 265 21 27 230,713 e eyt yiorytogote 266432 92.752 180847 B 888.78 2.20
y21
. o b2b4b5°b5beb12y2y4*y4
'P41031|CY—SALrZLi:h'°S“"ate binding GLGDVLISFESEVNNIRK 208 18 25 180.495y6y8*y8y9°y9*yoy10y11{ 1990.03 100.715 1579571 B 664.02 -13.25
P y11*y11y12y13y14y16yl
|P41031|CY_SALTY Thiosulfate-bindin b3b5b6°b6b7*yly4*yAy6y ,
brotein 3 ELFAALNPPFEQQWAK 37 16 16 7233 0 Tavayisy ayte| 188897 89.640 141119 P 944.99 7.17
. - b4b5*b5b6°b6yly2y3ydyb
'P41031|CY—SALrZLi:h'°S“"ate binding LPNNSSPFYSTMGFLVR 110 17 20 180.9y6y8y9y11°y11y12y13yldy 1929.96 91.761 112331 b 9e5.48 3.86
P 15y17
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 5 FGSWPEVMK 311 9 8 58.63 b2yly2y3y5y7y8yd 1080.51 68.111 a7 | 2| 54076 -8.47
. — . .
IP41031[CY_SALTY Thiosulfate-binding VNNPEIMGK 286 9 12 93.19 | P27P203LSDEYIYEYTYTYE 51 5 35.836 102481 P 501.25 -11.70
protein *y8y9
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 7 TEQFMTQFLK 179 10 8 62.53|  b2b4a°hay3y5y7y8y10 1272.60 76.03| 99240 | 2| 636.82 -4.22
. — —
IP41031[CY_SALTY Thiosulfate-binding NIHDWSDLVR 132 10 15 115.gg| P1PIPSDIDADTYLYNGYE 1o ) 62.059 84703| P  627.81 5.94
protein y5y6y7y8y10
. — 0
IP41031|CY_SALTY Thiosuffate-binding o QYEAQGFEVVIPK 226 13 14 93.24| P2702b3™D3DTBIY2Y3YSY ) o7 47 69.586 82451 2 754.39 3.72
protein 8y9y10y11y13
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 10 NVEVFDTGGR 189 10 10 72.26| blb2b5b8ydy6y7y8°y8Y10  1093.52 46.836 67199 | 2|  547.26 5.02
. — —
'P41031|CY—S'T)LrZLi:h'°S“"ate binding ; QALAILQGLK 71 10 11 76.06 |°2"P203 b25§0y1y3y4y5 1054.65 74.580 65283 2 527.83 1181
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 12 GATTTFAER 199 9 6 55.62 y1y3ydy5y7y9 953.46 30.292 2905 2 723 -9.92
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 13 GLGDVLISFESEVNNIR 208 17 5 30.82) b6b13y10*y10y11 18619 106.797 25587 | 4 931.49 2.29
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 14 ADVVTYNQVTDVQILHDK 81 18 6 22.62 b2b3b12y3y7y18 2058.04  63.598 15659 | 3  686.68 6.76
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 15 YTYLAAWGAADNADGGDK 159 18 3 16.15 b6b8y4 1858.84 53.149| 3B | 4| 465.47 10.31
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 16 ELFAALNPPFEQQWAKDNGGDK 37 22 3 13.9 b15b20y12 247521  .0ED 2403 | 4| 619.56 5.92
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 17 LIFPNPK 146 7 4 41.34 b5y3y5*y5 828.48 55.587 7837 2 41475 16.06
. o R
IP41031|CY_SALTY Thiosulfate-binding o TNILAEFPVAWVDKNVQANGTEK| 239 23 17 165.68| D3DADSOEYAYBYTYTYOVLL - o)) 5 90.289 150600 B 848.77 -2.49
protein y12*y12y16y17y18y19y2




'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” V19 YTYLAAWGAADNADGGDKAK 159 20 7 5411 | babloyeyoyllyisyis| 2057.94 61.746 104391 B 686.65 -8.90
'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” P 20 KQYEAQGFEVVIPK 225 14 6 43.71 b4*b4b8b11b12y3 1635.86 .82 30046 | 3| 545.96 1127
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” b o1 NVEVFDTGGRGATTTFAER 189 19 3 24.66 yBy7y1l 2027.97 6202| 26768 | 3| 676.66 -4.94
'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” b 20 ADVVTYNQVTDVQILHDKGK 81 20 5 26.08 b3b4b11y5°y5 224315  58.401 25400 | 3  748.39 .55
'P41031|CY—S'T)LthZi:h'OS“'fate'b'”d'” )23 THFASGGELDKLLAAGR 320 17 3 23.9 b10y4y5 1742.8¢ 65.412 418 | 3| 58164 -13.80
IP41031[CY_SALTY Thiosulfate-binding AYLNWLYSPQAQTIITHYYYRVN 265 30 6 41.06 b6b8b9b10b12°b12 3646.80 84.138 7691 | 5 73017 -4.42
protein NPEIMGK
'P41031|CY—S'T)LthZi:h'OSU'fate'b'”d'” Vo5 FGSWPEVMKTHFASGGELDK 311 20 4 23.44 b12y6yay12 222306  9.767 7507 | 3| 74169 1.54
'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” ! 26 TSGNARYTYLA;‘:V GAADNADGG | 155 24 3 19.42 b7b10b12 2445.0 100.03 666 3 81510 -10.18
'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” b o7 VEEKFGSWPEVMK 307 13 5 26.12]  bl0obl1°bllyl1°y1l 1565.18  7.287 5104 | 2| 783.39 9.67
'P41031|CY—SAerZtZi:h'OSU'fate'b'”d'” b 28 GNPKNIHDWSDLVR 128 14 4 25.4 b8b9*h9y8 1650.83 52.725 @o1| 2| 825.01 7.99
'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” ! 29 QADKFPQTELFR 295 12 3 23.01 b5b11y5 1479.76 82.003 1918 | 2 .3m0 0.50
'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” ! 30 AKTEQFMTQFLK 177 12 4 26.99 bay10y11°y11 1471.71 39.293 177| 2| 736.39 6.47
'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” b 31 NIHDWSDLVRSDVK 132 14 5 31.73 b3b10b11°b11y9 1683.84 181 1736 | 2| 842.42 5.07
'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” Y GSWPEVMK 312 8 1 9.02 b4 933.44 68.114 4478 |1 933.44 -6.93
'P41031|CY—SAerZtZi:h'OS“'fate'b'”d'” ! 33 TTTFAER 201 7 1 9.02 b4 825.40 30.342 3335 |2 413.2p -9.37
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” I 34 NVEVFDTG 189 8 0 1.89 880.41 46.839 2548| |1 880.4 0.42
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” V35 AALNPPFEQQWAK 40 13 0 4.15 1499.78 89.635 1560 |2  750.39 88.3
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” ! 36 NIHDWSDLVR 132 10 0 1.89 1237.59 62.049 3725| |3 4132 -4.73
'P41031|CY—SAerZLi:h'OS“'fate'b'”d'” b 37 QALAILQGLK 71 10 0 1.89 1037.62 74.575 1919 P 510.32 8.12
- Xy o %y
IP67904|RS10_SALTY 30S ribosomal | FTVLISPHVNKDAR 48 14 13 76.62 |PAPIYSYSYOYTYIYTY 156 g6 52.704 100222 B 532.96 -14.07
protein S10 8y9*y9yl14
|P67904|RS10_SALTY 30S ribosoma| b9*b9b10yly3y4y5y6y7y! )
orotein 510 2 LIDQSTAEIVETAKR 16 15 17 170.08 0 o111 vioyiayd 167388 51.823 91228 B  568.63 14.29
IP67904|RS10_SALTY 30S ribosomal 5 LIDQSTAEIVETAK 16 14 14 112.50|P2P10Y2Y3y4ySyTYBYOY1Q® 5,7 g 55.359 71124 2 759.40 3.70
protein S10 y10y11*yllyl4
|P67904|RS‘1)?£;:LST 1(0303 ribosoma) LVDIVEPTEK 72 10 6 62.53 b3y4y6y8y9y10 1142.62 51.636 458752 | 571.82 -4.81
|P67904|RS;?&§QLSTIO3OS ribosomal g GPIPLPTRK 37 9 6 39.08 b2y4°ydy5y6y9 978.60) 42.595 43534 | 2 98m -9.42
|P67904|RS;?&§QLSTIO3OS ribosomal ¢ FTVLISPHVNKDARDQYEIR 48 20 4 14.89 b8y6°yey11 2401.24 885 2067 | 2| 120113 153
|P67904|RS‘1)?&§£LST 1(0303 ribosomal 7 FTVLISPHVNK 48 11 6 66.89 y3*y3ydy6yTy8 1254.70 57.720 4848| 3| 418.90 17.41
IP67904|RS10_SALTY 30S ribosomal ¢ DQYEIR 62 6 3 27.43 yay5*y5 823.38 31.095 19069 |2 41220 823
protein S10
|P67904|RS;?&§QLSTIO3OS ribosoma) g RLVDIVEPTEK 71 11 8 100.48|  b3b4b5b6b7b10y4Y6 1298.73 58.33| 56464 | 2| 649.87 -4.70
|P67904|RS;?&§QLSTIO3OS ribosomal IPLPTRK 39 7 0 151 824.52 42.601 goos| |2 412.71 127




IP67904|RS10_SALTY 30S ribosomal VLISPHVNKDAR 50 12 0 3.4 1348.75 52.700 7825 |3 450.24 -12.67
protein S10
IP67904|RS10_SALTY 30S ribosomal ISPHVNKDAR 52 10 0 3.4 1136.61 52.699 6545| |2 568.8 -8.38
protein S10
IP67904|RS10_SALTY 30S ribosomal 5 TVLISPHVNKDAR 49 13 0 3.4 1449.81 52.683 3034| |3 483.94 -8.08
protein S10
- b2b3b4°bab7b10y2y3ydy5
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| YLYSPEGQEIAAK 263 13 19 150.57y7y8°y8*y8yo*yoy10y1lyl 1468.73 50.510 64449 | 2 73487 183
3
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) LFTIDEVFGGWAK 298 13 12 78.47|P203 b3b;é’ylf’3y2y3y4y5 " 148276 101.497 45636| P 741.88 -0.74
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) NVEVLDSGAR 183 10 11 90.56|"2°3 b3b4y(2)y4y5y6y7y8 1 1050.54 39.764 35301| P 530.27 3.23
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding AVAEAYLK 255 8 6 41.71 y1y2ydy5y6y8 864.47 40.535 25428 |2 4mp 1221
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| QETGDNWVIR 48 10 7 56 b10y3ydy7*y7y8y10 1130.57 35.035 1855 2| 565.79 6.05
lPOZgOBlSUBIT)Src/;Z;Y Sulfate-bindingl ¢ DHFANGGTFDQISKR 314 15 8 30.4|  b2b3ydy6eyey7eyTyLs 16@.7  43.644 15364 | 4  564.93 1175
— . .
[P02906/SUBI_SALTY Suffate-binding| QATSVINGIEADVVTLALAYDVD o 25 13 9337 | D203 D3DADITYEVEYEYEY o 127 851 1o220] b or31s 017
protein AIAER 7y8y9y10
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| g AQKDHFANGGTFDQISK 311 17 5 30.82 b4°b4boy10y11 1863.91  .958 6718 | 3| 621.98 8.78
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| g DIQLLNVSYDPTRELYEQYNK 20 21 5 24.02 yay5°y5y7y21 2601.3 81505 1516 | 3 867.77 7.60
_hi N O %y
IPO2906|SUBI_SALTY Sulfate-binding| WNYLAAWGYALHHNNNDQAK 153 20 12 gg | PSDSLOYBYOYLLYISYISY a0q o6 78.018 64453 4  597.27 -19.95
protein 13y14y16y18
lPOZgOBlSUBI_pSrc/;Z;Y Sulfate-bindngl GSTNTFVER 193 9 8 66.13|  b4°bab5b7b8°bs*b8yp  1010.48 31.595 26983 | 2| 505.75 -6.22
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| ELYEQYNK 33 8 8 68.77 | b3bab7°b7ya*yayeeys|  1086.4d 34.968 574 | 2| 543.75 -18.31
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| ;5 QIHDWNDLIKPGVSVITPNPK 126 21 10 85.11 b5b6b7b9b;62 b12b14y4Y5 5371 30 72.203 4307 | 2 1186.19 10.09
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| , , GIGDVLIAWENEALLATNELGK 202 22 3 13.9 b5b10y13 2326.18]  aps7 2801 | 3| 776.07 -19.00
'POZQOGlSUB'—pSrC/;Z;Y Sulfate-binding| ;5 RLPDNSAPYTSTIVFLVR 103 18 9 88.53  bab5beb7boy3ydySyll 04209 82.340 43084 683.70 -10.37
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding) & NVEVLDSGARGSTNTFVER 183 19 5 35.07 b7°b7b8*b809 2051.00 108.989 2056 | 3  684.34 7.74
[P02906]SUBI_SALTY Sulfate-binding QSHGGSGKQATSVINGIEADVVTL N ]
rotein 17 ALAYDVDAIAER 58 36 4 22.59 b9*b9b10y12 3655.81 125.96 2446 |3 1210p7  8a13.
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| ;¢ AFSAHWKQETGDNVVIR 41 17 3 16.91 b7y7y12 1958.01 72.247 921 | 2| 97951 9.16
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| g IQLLNVSYDPTRELYEQYNK 21 20 0 6.04 2486.23 81.532 4974| |3 osm -11.98
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| FDQISKR 322 7 0 3.77 893.49 43.660 3023| |2 447.2% 2.94
b3b4b8b9*b9b10°b10b17°
IGQVKDDNITVVWVPGAYELPLA b11b12*b12b13°b13*b13p |
|P66038|RISB_SALTY 6 1 TEALAK 40 29 25 160.81 1 avovayayeyliyioyl 311070 98.135 82056| B 10375 5.81
5y16y29
b2b4°bab5beb7°h7b8°b8h1
|P66038|RISB_SALTY 6 2 GAEAALTALEMINVLK 136 16 21 122.912°b12b13°h13*b13b14°b14 1643.91 102.561 69364 P 822.46 111
y2y4y6y10y16
|P66038|RISB_SALTY 6 3 FNQFINDSLLDGAVDALTR 21 19 16 137.1 P203D5bBY2YBYAYSYBYOVL ), g 17 100.883 59692 P 1055.04 6.14
Oy13y14y15y19*y19
[P66038IRISB_SALTY 6 2 VATIAR 14 7 5 54.86 V2y3yay5y6y7 743.47 43.903 7427] |2 37224 1256




|P66038|RISB_SALTY 6 5 ANVAAPDAR 5 9 8 46.59 b2*h2b8yly2y5y6y7 884.45 22.633 6385 2 442.73 -10.08
|P66038|RISB_SALTY 6 6 YDAVVALGTVIR 72 12 5 51.03 b3b6b7b9y5 1276.70 60.974 4567 3 26424 -19.98
|P66038|RISB_SALTY 6 7 AGNKGAEAALTALEMINVLK 132 20 5 426 b7b16y3y4y5 2014.08 96.708 28253 3 672.08 -10.0
b2b5°b5b10*b10b11*b11p
|P66764|METK_SALTY S- 12b13b15b18y1y2y3y4yH°
adenosyimethionine synthetase 1 SLQEAVMEEIKPILPSEWLNTSTK 197 25 26 156.7 y5y7y10y11y12%y12y13* 2856.52 110.822 59893 B 952.85 5.04
13y14y25
IP66764|METK.—SALTY S- 2 FFINPTGR 222 8 5 36.94 b2b4b7y4y8 951.49 59.904 5486 2 §76.p -13.02
adenosylmethionine synthetase
IP66764|METK_SALTY S- 3 |Carbamidomethyl+C(10) FVIGGPMGDCGLTGR 230 15 26.87  yByy6yl2y13yl5 1536.73 68.426 31063 |2  768.8} 0.79
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 4 Carbamidomethyl+C(10) FVIGGPMGDCGLTGRK 230 16 57.9 32b13b14y9y11 ylly12oyl 1664.81 61.590 17155 B 555.61 -8.14
adenosylmethionine synthetase 2y13
IP66764|METK.—SALTY S 5 EFFDLRPYGLIQMLDLLHPIYK 331 22 9 45.15( b7b9b11b12yly2ip2 2721.41 121.384 13939 4 681.11 -12.74
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 6 VPAEQLILLVR 320 11 6 37.8 b2b5y2y5y8y9 1250.78 83.259 9289 2 625.90 -0.10
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 7 Carbamidomethyl+C(1 CEIQVSYAIGVAEPTSIMVETFGTE 294 26 5 18.95 b4b11*b11b13y13 2859.36 93.617 867p 3 953./9 6.49-
adenosylmethionine synthetase K
|P66764|METK_SALTY S- ADPLEQGAGDQGLMFGYATNET i
adenosyimethionine synthetase 8 DVLMPAPITYAHR 109 35 3 16.75 y5y7y9 3749.78 90.867 7552 3 1250.60 6.32
IP66764|METK.—SALTY S 9 IVGIDAVVLSTQHAEDIDQK 177 20 6 34.59 b3y3y5y13*y13y18 21511 72.294 7052 3 717.71 -6.92
adenosylmethionine synthetase
IP66764|METK.—SALTY S 10 TGMVLVGGEITTSAWVDIEEITR 47 23 4 13.48 b12°b12y8y10 2423 79.885 2914 s 496.26 8.67
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 11 IIVDTYGGMAR 246 11 4 32.05 yay7°y7y8 1195.60 41.197 1549 2 8 -7.86
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 12 Carbamidomethyl+C (20 TVREIGYVHSDMGFDANSCAVL 70 28 4 12 b27y11y15°y15 3011.45 94.916 2141 3 1004 .49 4.0%
adenosylmethionine synthetase SAIGK
|P66764|METK_SALTY S- QSPDINQGVDRADPLEQGAGDQG 1
adenosylmethionine synthetase 13 LMFGYATNETDVLMPAPITYAHR 98 46 8 80.97|  b3bSb7b9y3y7ydy10 4959.3 88.15 266 4 6240 866
IP66764|METK.—SALTY S- 14 SAAYAARYVAK 273 11 3 25.06 b6b10y8 1170.64 43.335 22884 2 B35 12.72
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 15 Carbamidomethy+C(18) FFINPTGRFVIGGPMGDCGLTGQR 222 23 7 35.27 b4b5b7°b7b15y6y20 2469.1 80.545 1917 3 823.Y4 .3810
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 16 MAKHLFTSESVSEGHPDK 0 18 5 33.93 b9b15y12y13y15 1999.9 9.129 12510 3 667.33 13.79
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 17 IIVDTYGGMARHGGGAFSGK 246 20 6 33.34 b7b10b12b13y8°y8 9490 90.912 2655 3 665.34 4.29
adenosylmethionine synthetase
|P66764|M ETKTSALTY S- 18 Carbz-l.mldpmethyI+C(1 CEIQVSYAIGVAEPTSIMVETFGTH 294 26 a 16.46 b6b12y11y14 2875 34 75.881 529 3 95912 85
adenosylmethionine synthetase Oxidation+M(18) K
IP66764|METK.—SALTY S- 19 Oxidation+M(3) TGMVLVGGEITTSAWVDIEEITR 47 23 3 13.48 b3 3y3 2493.25 68.779 1775 P 1247.138 -3.23
adenosylmethionine synthetase
IP66764|METK.—SALTY S- 20 SLQEAVMEEIIKPILPSE 197 18 0 7.54 2026.05 110.799 3261 3 6.62 -11.99
adenosylmethionine synthetase
%y
[POAA28[THIO_SALTY Thioredoxin-1 1 MIAPILDEIADEYQGK 37 16 17 149.94| P2D3DBY2yS"YBydySyBYBY o o) 93.414 240653| P 903.46 5.00
9°y9y10y11y13y14y16
b2*b2b4*b4b5*b5b6°h6*Y
*|
[POAA28[THIO_SALTY Thioredoxin-1 2 LNIDQNPGTAPK 58 12 27 170.71| BP7D7PIOVIY2yAYSY8YTY 507 6 38.303 126813 P 634.33 -8.86
8*y8y9°y9*y9y10°y10y11y
12
|POAA28|THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 10 76.65 b2b3yly2y3y4y5y6y7y9 1001.6 9021 71876 2 501.32 -10.91
|POAA28|THIO_SALTY Thioredoxin-1 4 IIHLTDDSFDTDVLK 4 15 9 96.15 | b3b6y3y5y6y10y11y12y13 1731.8 71.079 2689 3 IB/7. -16.99




[POAA28[THIO_SALTY Thioredoxin-1 5 MIAPILDEIADEYQGKLVAK 37 21 6 32.3 | b3yl2tyl2yléylsylo |  2318.22 94.471 47606 |3 321 -4.63
[POAA28[THIO_SALTY Thioredoxin-1 6 SDKIHLTDDSFDTDVLK 1 18 3 25.07 y7yllyl12 2062.02 67.239 39039 |3  688.01 5.6
[POAA28[THIO_SALTY Thioredoxin-1 7 Oxidation+M(1) MIAEDEIADEYQGK 37 16 5 42.92 b5y3y6y12yl4 1821.89 84.995 1689 2 | o911.45 -2.28
[POAA28[THIO_SALTY Thioredoxin-1 8 GIPTLLLFK 74 9 0 151 983.64 90.207 1527 2 492.32 13.71
'O33921|A(‘5)zg§:t:¥ Glucose-1- 1 TPIGGQLVFQR 335 11 10 89.96) b2bab5y2y3ySy7y8yoyil  1215.68 61.161 94470 | 2| 608.34 361
b1b3°b3b5b12yly2y3ydyb
I033921|AGP_SALTY Glucose-1 2 MGTMDPTFNPVITDDSAAFR 141 20 20 149.68y6y7y9y11y12y13°y13y15y 2186.01 78.405 92644| P 1093.5] 7.37
phohatase
16y20
b3°b3b4b5beb7°h7*b7bg¢
I033921|AGP_SALTY Glucose-1- 3 |carbamidomethyrrcpf WEVAQGLIPSGECPAPDTVYAY | o7 29 23 133.02| bob14b16y2y3y6yoy10y18 3205.58 93.702 57278 B 1069.2 5.64
phohatase ANSLQR
*y13y15y20y21y29
-1- O %1
I033921|AGP_SALTY Glucose-1 4 IEYVYQSAR 358 9 11 76.65 | P2D3Y2YBYSYBYTYEYBYSY 150 56 42.203 53654 2 564.79 3.03
phohatase 9
'O33921|A(‘5)Eg§§:¥ Glucose-1- 5 DTFSANYQQEPGVQGPLK 208 18 7 33.99  bl0bl3y2y8yl2yldyls 78197 56.451 43523 | 2 989.99 7.83
'O33921|A(‘5)Eg§§:¥ Glucose-1- 6 |Carbamidomethyl+C(14) LLEQITHYQDSPSCK 182 15 41.45 5Byoy10y15 1818.85 51.180 43461 |3 606.9 -13.02
[033921]AGP_SALTY Glucose-1- APLANNGSVLAQSTPNAWPAWD b2b3b4b8b9°bob18y3ys" )
hohatase 7 VPGGOLTTK 43 31 14 71.79 byoy13y1451 3161.61 83.524 35013| B 10545 4.09
'O33921|A(‘5)i5§:t:¥ Glucose-1- 8 SQLHLDESYK 172 10 10 74.02| b7b8*b8y2yaydyey7y8y10 128.5  39.808 24346 | 24 610.30 6.21
'O33921|Aii5§£:¥ Glucose-1- 9 |carbamidomethyk-C(14) LLEQITHYQDSPSCKEK 182 17 37.36  2b®y6yTyllyls 2075.99 47.463 17144 |3 692.67 .70
'O33921|A(‘5)i5§:t:¥ Glucose-1- 10 NGYQDSLFTSPTVAR 266 15 4 30.4 b3b4b1lyl4 1655.79 72280 5223 | 3| 552.60 -4.50
b4°bab10b12°b12*b12b1B°
|033921|AGP_SALTY Glucose-1- VTVLVGHDSNIASLLTALDFKPYQ b13y3y4°ya*ydy5°y5y6yT I )
hohatase 11 CHDOVER 304 31 24 L2 i Tytaytovp0y 354277 95.692 187194] b 709.36 17.37
20
'O33921|A(‘5)i5§:t:¥ Glucose-1- 12 NVAAPLVK 281 8 4 55.24 y3y4y5y6 811.49 39.706 44224 |2 406.2%  17.60
'O33921|A(‘5)i5§:t:¥ Glucose-1- 13 | carbamidomethyl+C(1 sTVATAQFF'TGAIE PGCDIPVHHQE 14 25 4 19.53 b6b12b15y10 2771.3 83.061 7058 | 3 924.415 211.
'O33921|A(‘5)i5§:t:¥ Glucose-1- 14 GGVLEVYMGHYTR 74 13 5 44.42 b7b9y5y7y10 1481.75 70.724 483 | 3| 49459 20.76
|033921|AGP_SALTY Glucose-1- Carbamidomethyi+C(2}:GCPVDANGFCPLDKFDNVMNTA )
hohatase 15 | CarbamidomethyiCL0) 1" 389 24 8 62.47| bay3ydyeylOyldy20y2p  2641.1B 78.31 97133 | 381.08 1.02
I033921|AGP_SALTY Glucose-1- 16 |CarbamidomethyC(8); /) ¢\ scpyDANGFCPLDK 383 20 5 26.08 b13y6°y6y8y9 223308  7.679 92706 | 3  745.03 -10.39
phohatase Carbamidomethyl+C(16)
'O33921|A(‘5)i5§:t:¥ Glucose-1- 17 LKNGYQDSLFTSPTVAR 264 17 6 46.61] b6bob10ydy6y7 1896.96  8.338 44804 | 3 632.99 -11.65
'O33921|A(‘5)i5§:t:¥ Glucose-1- 18 ARSQLHLDESYK 170 12 5 23.01 b9*h9y4°ydy11 1446.71 75.95d o= | 2| 723.86 -14.34
[033921]AGP_SALTY Glucose-1- HNLRAPLANNGSVLAQSTPNAWP e [ ) )
hohatase 19 AWDVPGGOLTTK 39 35 5 24.72 b12b22y12y13°y13 3681.86 77.441 2214 4 921p2 -7.63
[033921]AGP_SALTY Glucose-1- VGNSLVDAFTLQYYEGFPMDQVA 1 )
hohatase 20 WGGIHTDROWK 226 34 3 11.12 b10b12y6 3928.85 84.235 12240 | 3 1310p9 6.2
I033921|AGP_SALTY Glucose-1- 21 Oxidation+m(19) |VENSLVDAFTLQYYEGFPMDQVAl ¢ 31 4 16.71 b4b8b14y6 3502.63 84.062 14553 | 4 87641 1.3
phohatase WGGIHTDR
'O33921|A(‘5)i5§:t:¥ Glucose-1- 22 LHLDESYK 174 8 0 1.89 1004.49 39.844 3449| |2 502.79 14.1




I033921|AGP_SALTY Glucose-1- 23 LLEQITHY 182 8 0 4.53 1016.55 47.425 1563| |2 508.78 12.25
phohatase
'QSZKP”TP'ZE;A;;SZT”oseph"hate 1 ADAFAVIVK 238 9 5 46.59 b6ySy6Yy7y9 933.53 62.427 4301 |2 @ 11.05
. —
IQ8ZKP7|TPIS_SALTY Triosephohatd TQGAAAFEGAVIAYEPVWAIGTG | ) . 2076 | P2D2b3°D3b8O1IDI2Y AR 93561 1| b 120010 043
isomerase K 4
. ot d
IQ8ZKP7[TPIS_SALTY Triosephohatg 5 SATPAQAQAVHK 176 12 17 112,64 P203DI0TDTYLY2Y3y4yE" 504 63 18.896 30044 2 604.82 6.97
isomerase y5y6y7*y7y8y9y12
'QSZKP”TP'ZE;A;;SZT”oseph"hate 4 DIGAQYIIGHSER 84 14 4 27.74 b2y3ydy6 1571.81 61.632 1186 | 3524.61 -6.60
|Q8ZKP7[TPIS_SALTY Triosephohatd AAAGSHIMLGAQNVDLNLSGAFT ] )
o ace 5 CETSAEMLK 52 32 4 11.33 b11y2y9y13 3204.54 100.64 1921 |3 106885 9.6
'QSZKP”TP'ZE;A;;SZT”oseph"hate 6 | Carbamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 7 387 | b6b7b9b13y3y10°y10 2433.23 88.205 25437 | 2 12172 412.4
'QSZKP”TP'ZE;A;;SZT”oseph"hate 7 | carbamidomethyl+C(d)  EQGLTPVLCIGETEAENEAGK 117 21 6 25|  bab5°h5*h5b13y5 2245.11 55.942 3387 |4  562.08 18.60
IQ8ZKP7[TPIS_SALTY Triosephohatg ¢ HPLVMGNWK 2 9 3 31.3 b7yay6 1081.54 39.145 2084| |2 5412 -06.7
Isomerase
|Q8ZKP7|TPIS_SALTY Triosephohatg Carbamidomethyl+C(9)EQGLTPVLCIGETEAENEAGKTEH y3y4y5°yby6y7y12y13°y18 )
isomerase 9 Carbamidomethyl+C(26) VCAR 17 28 16 1558 y16y18y20y21y23y24y26 3090.43 72.031 188968 P 1030.83 063
|Q8ZKP7[TPIS_SALTY Triosephohate TQGAAAFEGAVIAYEPVWAIGTG b5b7°b7b11°b11*b11b13b ]
o ase 10 KSATPAQAQAVHK 152 36 9 22.69 ppotive 3596.83 130.759 41916| #  899.96 6.65
|Q8ZKP7[TPIS_SALTY Triosephohate ADAKIAEQVIIQYGGSVNASNAAE ] At
o ace 11 L FAQPDIDGALVGGASLK 196 42 3 10.86 bsy7y21 4172.14 92.102 288 4 1043.79 17
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 12 TPAQAQAVHK 178 10 4 30.21 b3°b3b4b8 1050.56 18.897 12218 | 2 5B -9.18
'QSZKP”TP'ZE;A;;S\;T”oseph"hate 13 PAQAQAVHK 179 9 9 80.79 | b3*b3bab5*b5b6*beb7H8  949.51 1689 | 10568 | 2| 475.26 -9.13
IQ8ZKP7ITPIS_SALTY Triosephohatg ATPAQAQAVHK 177 11 2 7.72 b3°b3 1121.60 18.896 1618) |2 56131  2.39
Isomerase
. b2b3b4b6*b6b15yLly2*y2y
'POAlZZlSKP—SASLJ ¥ Chaperone protgin IAIVNMGNLFQQVAQK 23 16 21 115.92| 3y5*y6ryBy7ry7y8ylly12| 1773.97 89.640 278957 b 887.49 3.51
P y13y16*y16
IPOALZ2ISKP_SALTY Chaperone protgin TGVSNTLENEFK 39 12 15 112.64P203PLLY2Y4YS*YSYBYTYE" | 55 g 57.273 155414 P 669.83 1.19
skp y8*y8y9y10y12
. b4*b4b5b6b8bob11b15b]8
IPOALZ2|SKP_SALTY Chaperone protgin VANDQSIDLVVDANTVAYNSSDV |5 32 19 114.39| yly3y13yl4*y14y15y16y2 3392.73 89.644 102521 B 11315 7.05
skp KDITADVLK
5y27y32
'POAlZZlSKP—SASLkTp ¥ Chaperone pmt&]'” 4 METDLQSK 59 8 9 41.71|  b2b8y2yay6y6y7°yTyE 951.44 26420 38 | 2| 476.22 -9.37
'POAlZZlSKP—SAS% ¥ Chaperone pmt&i'” 5 AQAFEKDR 97 8 10 65.76 | b2b5*h5b6yly2y3y5%y5y6  964.47 1270| 5288 | 2| 48274 1013
'POAlZZlSKP—SASLkTp Y Chaperone protgin ¢ VANDQS'DLV\/TNTVAYNSSDV 126 24 4 13.11 b8b11ly11%y11 2537.24 84.149) 36850 | 3 846.42 8 0.4
i oy /7% s+ d
IPOALZ2|SKP_SALTY Chaperone protgin -, TGVSNTLENEFKGR 39 14 15 115.6|PSYSYAYEYTVTYTYBYBYY 151 75 52.953 175405 B 517.92 -14.71
skp y9y11°y11*y11y12
|P0A122|SKP_SASLkTpY Chaperone prot&]ln . KVANDQSIDLV\\;EANTVAYNSSD o5 . . 0233 b6y88y0 665,29 94002 1331b |2 e67d8 14l
'POAlZZlSKP—SASLkTp ¥ Chaperone pmt&i'” 9 AAELQKMETDLQSK 53 14 4 19.96 b5*b5b12y12 1591.81 64.991 487 | 3| 53128 8.13
'POAlZZlSKP—SASLkTp Y Chaperone protgin Oxidation+M(6) LEKDVMSQR 82 9 4 31.3 b4bBy5*y5 1121.51 524 1823 | 2| 561.29 11.43
it %y
IQ8ZKQLILSRB_SALTY Autoinducer 2y LVGVGFFTSGGNGAQEAGK 35 19 10 42,34 P2PEOITYLYSYT'YIYISVIE 205 op 89.641 121055 B 599.31 13.80
binding protein IsrB y19




it % |
IQ8ZKQLILSRB_SALTY Autoinducer 2y, QLGSMLVEMAAHQVDKEK 134 18 11 69,66 | P8"PBPLODIBYSYAyTYBYSY o) 5 o9 73.329 108616 B 672.00 11.39
binding protein IsrB 11y18
|Q8ZKQLILSRB_SALTY Autoinducer 2 AYPDLDAIAPDANALPAAAQAAE b7b8b10b14y4y5y6ydy1dy )
binding protein B 3 NLKR 209 28 14 104417 oy20y2av28 2863.49 87.500 94270 B 956.17 0.34
IQ8ZKQLILSRB_SALTY Aufoinducer 21, | o2 midomethybC(10) ILTWDSDTKPECR 111 13 11 97.1P102Y2y4y6y8YOyIOVLIVL 6 75 49.816 76082 B 540.92 -13.78
binding protein IsrB 2y13
i g
IQ8ZKQIILSRB_SALTY Autoinducer 21 ¢ NMPMNVGDSLDIPGIGK 284 17 12 77.79| P2P30ED12DISDIEY2yAYRY ) 77 o 79.566 70079| P 879.44 4.03
binding protein IsrB 11y15y17
. b2*b2b3*b3b4*h4ab5b10*
IQ8ZKQLILSRB_SALTY Autoinducer 2y NNLAIVGFSTPNVMRPYVQR 237 20 20 122.31 10y2+y2y3y5y10y12yldyl 2276.19 77.715 70038 B 759.40 3.11
binding protein IsrB
5y16y17y20
it % | *|
IQ8ZKQLILSRB_SALTY Autoinducer 2y ISQEHPGWENTTQFGYNDATK 177 22 9 41,13 P1O7PIOPIIDIIDISYEYIR o) 5 72.393 61876 B  841.07 1.07
binding protein IsrB y12y13
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ SLQTAEGIIK 199 10 4 27.7 b8ydy7y10 1059.59 50.798 53026 |2 .380 -0.33
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 g VAFFYSSPTVTDQNQWVK 154 18 8 62.83| b8bl2y8yllyl2y13yladyl 2117.05 77.449 52577| P 1059.0 9.69
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, ISVYVANALLK 273 11 8 66.89 | blb2y5y6y7y8yl0y1ll 1190.70 7972 49534 | 2| 595.86 9.02
binding protein IsrB
. . -
IQ8ZKQLILSRB_SALTY Autoinducer 21 VTVSPNSEQGYHYEAK 301 16 10 101,58V YEVBYYIOVLLYLS 1548 65 36.147 42049| B 603.61 1215
binding protein IsrB y16
IQ8ZKQLILSRB_SALTY Autoinducer 21, EFGLWDVVQQGK 261 12 7 35.29 b2°b2b3y5y7y8y12 1405.71L 8n.26| 35480 | 2| 70336 0.61
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, 5 GNGIVLLPER 317 10 5 34.69 b2y3y5y6y10 1067.6 61.192 21395 | 2534.31 -6.40
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 2 , GTVKEFGLWDVVQQGK 257 16 4 17.79 b10b13y5y16 1790.9p w87 | 14074 | 3| 597.64 -14.65
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ VIFNKDNIDK 327 10 5 20.46 b7°b7b8*b8y8 1205.67 77.242 5008 |2 603.34 14.48
binding protein IsrB
IQ8ZKQ1ILSRB_SALTY Autoinducer 21, o VAFFYSSPTVTDQNQWVKEAK 154 21 6 22.49|  b6bl0b13*b13yl2y2| 2445.18 97.616 2728 | B 815.73 1288
binding protein IsrB
IQ8ZKQIILSRB_SALTY Autoinducer 21 4, AYPDLDAIIAPDANALPAAAQAAE 209 27 3 35.87 b11b12b13 2707.34 64.572 116d0 | 3 903.13 1.
binding protein IsrB NLK
IQ8ZKQLILSRB_SALTY Autoinducer 21 4 QLGSMLVEMAAHQVDK 134 16 8 50.33 | b3b5bs*h8bldybyldyls 786.91 89.642 2404 586.31 19.52
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 4 AKISQEHPGWENVTTQFGYNDAT| 445 24 6 22.41| bl2°bl2yll*yllyl2eylp  2720.3B 112.03 3744 | 2360.67 -1.35
binding protein IsrB K
IQ8ZKQLILSRB_SALTY Autoinducer 21, SYYINQGTPKQLGSMLVEMAAHQ| 45, 26 6 37.48 boy5y6y7y10%y10 2008.34 104.39 217 4 72785 -14.02
binding protein IsrB VDK
. *| O, k
IQ8ZKQLILSRB_SALTY Autoinducer 21, Oxidation+M(5) QLGSMLVEMAAHQVDKEK 134 18 9 42.31| PADAPEOLIDI2YBYYBYION 551 o 66.845 3754 677.34 -1.20
binding protein IsrB y10
IQ8ZKQLILSRB_SALTY Autoinducer 21, EMAAHQVDKEK 141 11 3 13.76 b5b9°h9 1285.61 73.299 4004 |2 a3 -8.36
binding protein IsrB
IQ8ZKQLILSRB_SALTY Aufoinducer 21 o5 | oo o midomethyl+C(1h) TWDSDTKPECR 113 11 1 7.51 b3 1804  49.828 4834 | 4  697.81 6.13
binding protein IsrB
b2b3b4°bab5b6°b6b7b 10y
[POALD3|CH60_SALTY 60 kDa GYLSPYFINKPETGAVELESPFILL 2y3ydy5y6y7y8y9y10y11 )
Shaperonin 1 AOKK 197 29 27 24952 1 nvnayabyeyaTyl 323969 95.310 259756 #  810.68 9.50
9
b2*b2b3*b3ba°ba*bab5
IPOALDS|CHE0_SALTY 60 kDa 2 ANDAAGDGTTTATVLAQSITEGL 80 25 21 134.39|5b7y1y3y4°ydy5y6y7y8ydy 2418.22 92.005 215507 B 806.75 -4.64
chaperonin K
10y25
'POAlel(gE:F?&igrL]TY 60 kDa 3 EMLPVLEAVAK 231 11 10 68.66 | b2°b2b3b8y2y3ydy6ysy]l 1198.6|  79.768 157888 | 4  600.33 -7.94




[POALD3|CH60_SALTY 60 kDa

?ALQYAASVAGLMITTECMVTDL

b2b3°b3b4°b4b5°b5*b5b6°
b6*b6b7°b7b8°b8*b8b10S

(=2

henconi 4 |carbamidomethyi+C(L - 501 25 4 275.6|10*b10b11°b11b12*b12bfl 2670.32 123.861 156664 B 890.78 0.37
p 3b14y2y3y4y5°y5y6°y6y7|
8y9y10y11y12°y12y13y2%
[POALD3|CH60_SALTY 60 kDa . b3*b3b5b13yly3y5y6ydyl !
Shaperonin 5 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 16 1089, o iayiay 1oyt 195702 61.545 110004 p  979.01 4.74
IPOALDSICHEO_SALTY 60 kDa 6 AVAAAVEELK 122 10 14 go.59 |PLPZDSYLY2YSVBYAYAYSY 1) g 47.017 108277 B 500.78 -10.13
chaperonin 6y7y8y10
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 7 GVNVLADAVK 18 10 9 89.59 | b7yly3yaysyy7yeylo|  985.55 55.693| 83058 | 2| 493.28 -13.25
— -
IPOALDS|CHB0_SALTY 60 kDa 8 VVINKDTTTIIDGVGEEAAIQGR 322 23 14 123.13| P1OPLLID12Y2y3"YBy4ySyE 04 o7 66.986 79209 B 800.43 5.09
chaperonin y7°y7y8y9y13
IP0A1D3|<C3:;3F?£$[L1TY 60 kDa 9 | carbamidomethyl+C(8 ALSVPCSDSK 132 10 12 89.48203 b3y1’)’/213(’)3y4y5y6y7y8 1063.50 35.005 73324 P 53225 -6.08
X |
[POALD3ICHB0_SALTY 60 kDa o GGDGNYGYNAATEEYGNMIDMG [, 25 1 1667 | P2D5D5YLy2y3yaysyeyil o 56233 sa| b 14s36d o6a
chaperonin ILDPTK y13y28
IPOALDSICHEO_SALTY 60 kDa 11 SFGAPTITK 42 9 12 63.12| P2PSDIYLY2Y2Y3YSYOYE o)1 4g 44.636 68392 461.25 -14.44
chaperonin y7y9
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 12 LIAEAMDK 160 8 5 41.71 y2ydy6yTy8 890.45 38.710 so781 |2 4&.7| -12.82
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 13 AVAAGMNPMDLK 105 12 7 37.21 b2b3b7yly7y8y12 1217.6 580 | 48362 | 2| 609.30 -1.20
IPOAlelCéE:S&iQ,L]TY 60 kDa 14 AMEAPLR 445 7 6 41.34 b7y4y5°ySy6y7 787.40 36.399 4046 |2 294 | 1077
IPOALDS|CHEO_SALTY 60 kDa 15 VGKEGVITVEDGTGLQDELDWVE| 50 29 4 11.8 b2b13y5y10 3135.5( 72.268 40248 | 4 78443 45
chaperonin GMQFDR
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 16 ATLEDLGQAK 311 10 10 72.26 | b5°bSb8ylysyey7°y7y8yl0  1045.5|  43.894 37900 | 24  523.28 6.77
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 17 GQNEDQNVGIK 430 11 8 42.57|  b2*b2b3y7y8°y8yoyll 12015 7. 34829 | 2|  601.29 -3.05
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 18 VEDALHATR 395 9 11 76.65 | blb2bdyly2y3yaySy7y8j9  1011.5 T 34715 | 2|  506.26 -9.65
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 19 AIAQVGTISANSDETVGK 142 18 7 16.15| blb5*h5y10°y10y13%%] 1760.90 72.364 23490 P 880.95 -3.60
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 20 SFGAPTITKDGVSVAR 42 16 3 24.32 b7b8y7 1605.8 54.771 21783 | 535.95 -6.39
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 21 LAGGVAVIK 371 9 6 80.91 b5b6y3ydy7y8 827.52 44.714 69024 |2 4ep -18.66
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 22 DTTTIIDGVGEEAAIQGR 327 18 4 25.7 b7b12b14y10 1845.9 P 63576 | 3| 615.97 7.34
IPOALDS|CHEO_SALTY 60 kDa 23 GYLSPYFINKPETGAVELESPFILL 47 28 3 12 b14y3y18 3111.58 106.518 245 |4  778.85 -14.9
chaperonin ADK
o *
IPOALDS|CHB0_SALTY 60 kDa 24 EIELEDKFENMGAQMVK 58 17 16 122.12|P3 D3DSYAYAYSYEYTYBYID o, o5 72.969 157523 B 670.98 -13.54
chaperonin *y10y11°y11*y11y12y15
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 25 FENMGAQMVKEVASK 65 15 4 37.67 b4b5b7b10 1668.7 34984 17B | 3| 556.93 -14.48
'POAlel(C:E:F?&iﬁ‘"L]TY 60 kDa 26 LIAEAMDKVGK 160 11 6 66.89 y3ydy7y8°y8y9 1174.64 45.450 a6 | 2| 587.82 -6.75
b3b4b5b6*b6b7b10b13°H1
IPOALDSICHEO_SALTY 60 kDa 27 AMLQDIATLTGGTVISEEIGMELE | g4 35 20 114.59) 3*b13y4ySy7*y7y9*yoy1) 3675.88 121.839 36612 B 122591 3.25
chaperonin KATLEDLGQAK
y19y25y29
IPOALDSICHEO_SALTY 60 kDa 28 | carbamidomethyirc(ol) T ROALQYAASVAGLMITTECMY | qq 28 4 15.51 b11b20y11y16 3026.5 114.05 28636 | 3 100951 8.95-
chaperonin TDLPK
IPOALDSICHEO_SALTY 60 kDa 29 IADLKGQNEDQNVGIK 425 16 3 17.79 b13y4y1l 1741.91 53.684) 9535 | 2| 87146 0.14

chaperonin




'POAlel(gE:F?&igrL]TY 60 kDa 30 |carbamidomethy+C(1F) AVAAAVEELKALSVPCSDSK 122 20 3 28 b18y6y18 2045.04 71.732 1793 |3 682.3% -7.04
IPOALDS|CHE0_SALTY 60 kDa 31 AIAQVGTISANSDETVGKLIAEAM 142 26 4 18.95 bdy3y5y7 2632.36 91.464 1331p |3  878.13 4.34
chaperonin DK
'POAlel(gE:F?&igrL]TY 60 kDa 32 Phosphoryl STY(13) SFGAPTITKDGVSVAR 42 16 5 36.68 bidyRy11y12 1685.80 93.650 4163| |2 843.44 8.1
'POAlel(gE:F?&igrL]TY 60 kDa 33 Oxidation+M(9) AVAAGMNPMDLK 105 12 5 55.81 b4b5beb7y5 az59 57.631 197463 411.87 8.1
IPOALDS|CHEO_SALTY 60 kDa 34 Oxidation+M(22) |ECVITVEDGTGLQDELDVVEGMQ| 4y 26 5 28.45 b3b4bob14y6 2867.32 113.25p 77064 | 3 9s6j5 94 -0.
chaperonin FDR
IPOALDS|CHEO_SALTY 60 kDa g5 |Carbamidomethyl C(LEBALQYAASVAGLMITTECMVTDL 501 25 6 27.99 b7b8b12ydy11°y11 2686.35 115.299 8885 | 3 896/l 14.72
chaperonin ;Oxidation+M(13) PK
'POAlel(gE:F?&igrL]TY 60 kDa 36 Oxidation+M(9) AVAAGMNPMDLKR 105 13 5 54.63 b3b5b8b12y9 1389.69 50.560 2632 463.90 -8.70
IPOALDSICHEO_SALTY 60 kDa 37 EDALHATR 396 8 1 9.02 b6 912.44 25.741 24038 |2 4567 -9.70
chaperonin
IPOALDSICHEO_SALTY 60 kDa 38 AAAVEELK 124 8 1 8.42 b6 830.45 47.009 16483| [1  830.48 -11.1(
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 39 GAPTITK 44 7 0 151 687.40 44.637 13482 |1 687.4 -11.48
chaperonin
'POAlel(gE:F?&igrL]TY 60 kDa 40 AIAQVGTISANSDETVG 142 17 1 7.29 v6 1632.80 72.369 1245 2 1680 -6.43
IPOALDSICHEO_SALTY 60 kDa 4 NVLADAVK 20 8 2 8.42 b6*b6 829.47 55.669 10008| [ 829.47 -3.46
chaperonin
IPOALDSICHEO_SALTY 60 kDa 42 DALHATR 397 7 1 9.02 b5 783.40 25.717 7210 |2 392.21 .71
chaperonin
'POAlel(gE:F?&igrL]TY 60 kDa 43 | carbamidomethyl+C(4) SVPCSDSK 134 8 0 1.89 879.39 35001 3757 | 1| 879.39 0.14
IPOAIDSICHEO_SALTY 60 kDa 44 EMLPVLEAVAK 231 11 0 2.26 1181.65 79.743 8276| [ 591.33 -6.10
chaperonin
b2*b2b4*bab5b6°b6b7y2)
|PO0924|ENO1_YEAST Enolase 1 1 NVNDVIAPAFVK 67 12 18 1542 | yortonioyts 128670 65.886 103888] P 643.86 -5.03
[PO0924[ENO1_YEAST Enolase 1 2 SIVPSGASTGVHEALEMR 32 18] 17 126.37 | PYWY2YAYEYEYTYTYBYOY 1544 g0 60.886 80222 B 614.31 1121
10y13y14°y14y15°y15y1l
[PO0924|ENO1_YEAST Enolase 1 3 VNQIGTLSESIK 346 12 9 80.79|  b2*b2y3y5y6y7y8ydyl 128871  4.%63 67167 | 2|  644.86 -3.13
[PO0924|ENOL_YEAST Enolase 1 2 TFAEALR 178 7 5 41.34 b1b6y3y5y7 807.42 45.096 5721 | 2 40442 -13.91
|PO0924|ENOL_YEAST Enolase 1 5 TAGIQIVADDLTVTNPK 312 17 11 86.32 bgb“yzyfgjﬁygyloy“ 1755.95 72.225 45227 p  g878.48 0.07
[PO0924|ENOL_YEAST Enolase 1 6 IEEELGDNAVFAGENFHHGD 154 21 7 39.7 | bi2ylyoyloyilyioy2] — 2328.0B 57.174 37592 | 4 7882 -9.96
*y
[PO0924|ENOL_YEAST Enolase 1 7 AVDDFLISLDGTANK 88 15 12| om b2b5b6bylazygﬁély5 YY" 1578.80 82.001 35655| P 789.90 0.62
% | 0,
|PO0924|ENOL_YEAST Enolase 1 8 WLTGPQLADLYHSLMK 272 16 01 | 7667 [P*? blzyzlé‘;ﬁyaylz VI 172,04 95.632 23886 B 624.99 -13.49
|PO0924|ENO1_YEAST Enolase 1 9 AADALLLK 338 8 9 109.35 | b5b6°b6b7y3ydy5y6y7 814.49 53.318| 1582 | 2| 407.75 -19.41
[PO0924|ENOL_YEAST Enolase 1 10 HLADLSK 132 7 3 38.33 babby4 783.43 25372 33283 |2 302.2p 761,
|PO0924|ENOL_YEAST Enolase 1 11 YDLDFK 258 6 2 27.43 b3y3 800.39 99.388 10694 |1 800.3b 7.63
|PO0924|ENOL_YEAST Enolase 1 12 GNPTVEVELTTEK 15 13 2 35.82 b3"b3bab5 1416.69 65.894 359% | 3 72.80 20.42
|PO0924|ENOL_YEAST Enolase 1 13 TGAPAR 397 6 1 13.9 V5 572.31 27.526 3384] |1 57231 20.96
|PO0924|ENOL_YEAST Enolase 1 14 YPIVSIEDPFAEDDWEAWSHKF| 289 23 4 13.48 b10y5y7°y7 2828.33 124.474 2014 |3 94345 3715
[PO0924|[ENOL_YEAST Enolase 1 15 AVDDFLISLDGTANKSK 88 17 5 23.83 b5b11y10y15°y15 1793.91 64.859 14980 | 2 897.46 484
|PO0924|ENOL_YEAST Enolase 1 16 YDLDFKNPNSDK 258 12 3 26.99 b6y3y4 1455.69 81.976 905 |2 388 8.39
|PO0924|ENOL_YEAST Enolase 1 17 DQKAVDDFLISLDGTANK 85 81 5 27.46 b12y5y6°y6y13 1949.98 72.331 282 |3 650.87 0.2




_ nolase . . . . .
PO0924[ENOL_YEAST Enolase 1 18 TFAEALRIGSEVYHNLK 178 71 2 16.91 b4b16y9*y0 1948.03 88.200 2286] |3 650.0 2.26
_ nolase . yAy . . . .
PO0924[ENOL_YEAST Enolase 1 19 SVYDSRGNPTVEVELTTEK 9 9 1 2 21.55 b6b12y4y10 2124.06 47.893 2380 |3 708.69 6.9(
3 nolase . VB! y10y11y13 .14 . . -0.
PO0924[ENOL_YEAST Enolase 1 20 IEEELGDNAVFAGENFHHGDH 415 22 8 60.6 | b5y6y8*yByoylOyllyld  2441.1 82.477 206 3 4® 0.30
_ nolase Xidation+ . . . . .
PO0924[ENOL_YEAST Enolase 1 21 Oxidation+M(15 WLTGRQLYHSLMKR 272 17 5 24.32 b4°b4b7*b7b10 2045.08 107.774 261 | 3| 682.36 6.63
|PO0924|ENO1_YEAST Enolase 1 22 Oxidation+M(15 WLTGRQLYHSLMK 272 16 7 36.68 | bebla*blayeyl3eyl3ylh  1888.9 886 4452 | 3|  630.33 1.16
- nolase . ) . . .
PO0924[ENOL_YEAST Enolase 1 23 PSGASTGVHEALEMR 35 15 5.02 b8b9b13 1541.74 60.889 2990] |2 77L3] 3.09
. b2b3b8°b8bob15b17y3ydy
|054297|RSSF§:*T;1305 ribosomall VVNIASYQVSPNDVVSIR 128 18 18 135.94 5y8*y8y9y10y13*y13y1dy 1960.06 71.962 62732 2 98053 4.48
18
|054297|RSSF§:*T;1305 ribosomal| AALELAEQR 156 9 10 77.9 | b3bacbayaryaysyeey6y7y9  1000.5 968 56202 | 2| 50077 1025
|054297|RSSF§$T;1305 ribosomal| 4 REGTDLFLK 13 9 5 31.3 b5b6°h6y4y9 1078.59 50.934 1398 2 @9.| -3.40
|054297|RSSF§:*T;1305 ribosomall IEQAPGQHGAR 33 11 3 28.07 b7y8y9 1163.5 30.664 200 3 38853 -4.62
|054297|RSSF§$T;1305 ribosomall LDNVVYR 97 7 4 41.34 b3b4*bab6 878.46 32.421 63613 |2 4307k 0.2
|054297|RSSF§$T;1303 ribosomal| EAAR 77 4 1 13.15 v3 446.23 31.120 30881 |1 446.28 -11.35
|054297|RSSF§$T;1303 ribosomal| 7 EKPTWLEVDAGK 165 12 3 23.01 b5b10y3 1372.71 54.496) 1145 2 86.86 418
|054297|RSSF§$T;1303 ribosomall ¢ SDLSADINEHLIVELYSK 188 18 4 22.62 b5b8y3y17 2046.04 79001 | 4937 | 4| 51227 0.84
|054297|RSSF§:*T;1305 ribosomall g GNTGENLLALLEGR 83 14 6 32.52 b7°b7b9°b9b12y13 1456.76  68a. 4466 | 2| 728.89 -7.88
|054297|RSSF§$T;1303 ribosomal| -, LKGNTGENLLALLEGR 81 16 5 38.3 b8y3°y3ydy5 1697.93 87.507| 11689 | 3| 566.65 1287
|054297|RSSF§$T;1305 ribosomall LDNVVYRMGFGATR 97 14 4 19.96 b12*b12yoy13 1598.83 12876| 2435 | 2| 799.92 11.15
|054297|RSSF§:*T;1305 ribosomall 15 | arhamidomethyl+C(l CKIEQAPGQHGAR 31 13 5 30.48 b5t58y10 1451.70 60.937 1669 | B 484.57 -13.96
IPOAZMS|UPP_SALTY Uracil 1 VLVLVAAPEGIAALEK 155 16 11 g4.67 |P203PADSLEDTYLYSYOYLYY 1 50) o7 85.913 33408| P 796.99 2.07
phohoribosyltransferase 16
Iposrfmilﬁbiﬁﬁ:k;;g:c" 2 NEETLEPVPYFQK 103 13 4 28.83 bly5y7y8 1593.80 65.244 251412 | 797.40 13.86
IPOAZMS|UPP_SALTY Uracil 3 AGLGMMEGVLENVPSAR 78 17 11 72.12| PLIPISYLY2YAYSYTYLLYIR 251 g6 81.594 24879| P 865.94 3.60
phohoribosyltransferase y13y17
'Posﬁmﬂﬁbzzﬁﬁgk;zrggc" 4 ITVVPILR 70 8 5 41.71 y2y4y5y6y8 910.60 69.394 11864 |2  455.8p -8.98
'Poﬁmﬂﬁbiﬁﬁﬁﬁ;;:!?" 5 LVSNIDER 116 8 9 41.71| y2°y2y3°y3y6yTHyTy8YyE  945.49 34m4 | 5528 | 2| 473.25 7.10
[POA2M5[UPP_SALTY Uracil AHPDVELYTASIDQGLNEHGYIIP o ]
hohoribosyiransforase 6 CLODAGDK 171 32 4 17.15 b5b8°b8b13 3365.6 91.848 370 3 1122]56 7.18
IPOSE%?%ZZQ?:#;;:Q:C" 7 FRELASEVGSLLTYEATADLETEK| 27 24 5 28.61 b3b8boy4y13 2632. | 102.018 2452 | 4  1336.69 13.34
IPOAZMS|UPP_SALTY Uracil 8 ELASEVGSLLTYEATADLETEK 29 22 9 45.75 | PAPEDEDIDIIDIIOLAYEY 1 oqq o 88.544 4528 | 2 1185.10 17.42
phohoribosyltransferase 12
[POA2M5[UPP_SALTY Uracil AHPDVELYTASIDQGLNEHGYIIP b4b6b7b8y4y10y11yl4ylL
hohorbosyiansforase 9 CLCDAGDRIEGTK 171 37 9 50.8 ) 3911.95 88.526 40208| & 97874 1.62
lPOpAﬁmﬂ:inZZﬁﬁganTer:sr:C" 10 LGLMRENDISTK 14 12 3 23.01 b3b11y6 1376.73 39.263 8514 |3  aso. 7.27
IPOSEmiﬁbZZﬁﬁganszr:sr:C" 11 Phosphoryl STY(14)| FRELASEVGSLLTYEATADLETE 27 24 4 a8 b18y8y9y10 2752.29 73.944 3796| |4  688.88 0.80
§ : . .
IP2390SIDGAL_SALTY D-galactose 1 ALAINLVDPAAAGTVIEK 84 18 14 93.12 | P2b3DADS™OIDEYLY2Y2YL )76 )y 80.489 100567 p  883.51 1.87
binding periplasmic protein 1y12y13y14y18




IP2390SIDGAL_SALTY D-galactose-| SSIPVFGVDALPEALALVK 250 19 15 109.2|P2P4PSDEYLY2Y3YSYBYLAY ) g6 4 107.608 00808| P 963.55 2.79

binding periplasmic protein 11y13y14y16y19
- - | * B

IP23905IDGAL_SALTY D-galactose 3 SGAMAGTVLNDANNQAK 269 17 18 145,57| P203DADEITIYAYSTYSYE ) ey 7g 45.971 85088 | 2 831.40 0.51
binding periplasmic protein y7y8y9y10y12°y12y13yl

IP23905IDGAL_SALTY D-galactose-| VPYVGVDKDNLSEFTQK 315 17 5 28.3 b3y5y6yoy17 1938.97 6121 | 55854 | 3| 646.99 -6.67
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | HWQANQGWDLNKDGK 148 15 10 75.55| b2b3b4bSh7y2ydy5y8ylld 9GB2 45.976 43045 599.61 13.11
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | ¢ DNLSEFTQK 323 9 7 31.3 b2b4°hdy6*y6y8+y8 1081.51 30.701] @s8| 2| 541.26 5.87
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | GIQTEQLALDTAMWDTAQAKDK | 192 22 7 18.94 |  b3bl4b22y2yeyseys | 2434.16 80.548 5200 1217.54 13.14
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | g YDDNFMSVVR 34 10 4 42.47 y3y5y9*y9 1245.56 66.014 28061 |2 @m 2.74
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | g ESGVIQGDLIAK 136 12 3 23.01 boy3y8 1229.67 53.455 2044 2 845 -6.85
binding periplasmic protein

IP2390SIDGAL_SALTY D-galactose-| 4, NLAEGK 293 6 1 13.9 b4 631.34 46.371 7818] |1 631.34 -8.51
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- |, ELNDK 187 5 1 1353 v4 618.30 48.955 3835 |1 61830 -8.09
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- |, GAADGTSWK 299 9 3 31.3 b3y4dy6 892.43 68.119 1760| |1 892.4B 205
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- |, 4 SAPDVQLLMNDSQNDQSKQNDQ| - 5, 29 6 36.43|  bl2b13ydysy21°y21 3227.6 77.98¢ 3624 3 5a76,  5.45
binding periplasmic protein DVLLAK

IP23905IDGAL_SALTY D-galactose- | , DGKSAPDVQLLMNDSQNDQSK 49 21 5 24.02) b5°b5b6b13°h13 2p@0 | 77.405 19686 | 4  764.03 0.85
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | ¢ NLAEGKGAADGTSWK 203 15 4 18.79 b7y3°y3y7 1504.73 37.308) 6118 | 3| 502.25 3.41
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | o ALDSYDKAYYVGTDSK 120 16 7 52.34 b10y5y6°y6y7°y7y8 1788 47.797 11943 | 4  599.28 -6.59
binding periplasmic protein

[P23905|DGAL_SALTY D-galactose- | ELNDKGIQTEQLALDTAMWDTAQ| - 1 o115 | 12022356y TYBYOYIOY oo o — 10sa| b o079 096
binding periplasmic protein AK 12

IP23905IDGAL_SALTY D-galactose- | 4 KALDSYDK 119 8 3 33.93 b4b5y3 939.48 47.546 3025| |2 47024 1.23
binding periplasmic protein

IP23905IDGAL_SALTY D-galactose- | 4 SGAMAGTVLNDANNQAKATFDL | 564 24 4 26.88 b8hoy6y10 2408.17 76.908§) 2601 |4  602.80 -8.7p
binding periplasmic protein AK

IP23905IDGAL_SALTY D-galactose-| Phosphoryl STY(L5) VPYVGVDKDNLSEFTQK 315 17 4 27.06 H9b14y3 2018.96 93.536 7051| |3 673.66 12.39
binding periplasmic protein




IP23905IDGAL_SALTY D-galactose- |, Phosphoryl STY(11)|  AYYVGTDSKESGVIQGDLIAK 127 21 4 228 b9b10°b10y12 2204.12 67.397 5100 |3  765.38 128
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, Oxidation+M(9) SAPDVQLLMNDSQNDQSK 52 18 3 16.19 b13b97y 2005.94 90.103 86798| P 1003.41 13.02
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | Oxidation+M(13) | GIQTEQLALDTAMWDTAQAKDK| 192 22 5 13.9 b®3b5°h5y11 2450.22 128.396 2327 [3  817.41 12.16
binding periplasmic protein
|P64052|EFTS—S/+\'S‘TY Elongation faCtT 1 ITDVEVLK 104 8 5 58.25 y3y4yBy7y8 916.52 48.341 170190 |2 &, 1185
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 2 VASLEGDVLGSYQHGAR 134 17 14 1425 be?’g{gﬁ’éi;y:;f;’ 10yt 1758.85 58.651 113152 B 586.96 -13.88
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 3 FTGEVSLTGQPFVMEPSK 222 18 9 51.86 b3b5b12yly3y5°y5ydyl 1953.97 74.568 79796| b 977.49 5.06
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 4 IGENINIR 125 8 11 68.77 y2y3*y3y4;>7’%5*y5y6y7* 928.51 44.195 67334 464.76 11.24
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 5 SVGQLLKEHNADVTGFIR 240 18 8 33.93[  bibabey2ydydy10y1d 294 65.099 25548 | 3 662.02 -8.55
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 6 ALTEANGDIELAIENMRK 25 18 3 23.31 y5y14y16 1987.99 74070 529 | 3| 663.33 12.83
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 7 AGNVAADGVIK 52 11 9 75.65 | baylydyseyeysyoyloyll  1014.59 287 21728 | 2| s07.78 -8.66
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 8 ALTEANGDIELAIENMR 25 17 6 35.22 b7b13°b13ydy5y13 1859.93  80.541 11611 | 2| 930.47 9.78
|P6405Z|EFTS—S/+\'S‘TY Elongation fac“ir 9 DAGFQAFADK 85 10 7 61.74 b3b5b9°h9y6y8y10 1069.5 28134  45m | 2| 535.26 12.33
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 10 AQFEEER 112 7 4 41.34 y3y4y5y7 908.40 24.733 8008 |2 45471  99-6.
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 11 | carbamidomethyi+C(d) TGAGMMDCKK 15 10 5 42.4 b2°b2ygy5 1098.47 20.834 6003 | P  549.74 0.56
|P6405Z|EFTS—S/+\'S‘TY Elongation fac“ir 12 |carbamidomethyl+C(1B)  IDGNVAFILEVNCQTDFVAK 65 20 4 P b3b8b10y1 2253.11 124.557 1530 |3 75171 -7.04
|P6405Z|EFTS—S/+\'S‘TY Elongation fac“ir 13 AEITASLVK 1 9 4 46.59 b3y4dy5y6 931.53 48.408 82801 |2 46627 6.1
|P6405Z|EFTS—S/+\'S‘TY Elongation fac“ir 14 IGVLVAAK 151 8 4 50.47 b3y3y6y7 770.50 46.814 54887 |2 385.7%  20.91
|P6405Z|EFTS—S/+\'S‘TY Elongation fac“ir 15 VLDAAVAGK 95 9 3 31.3 bay3y7 843.48 33.344 35804| [ 422.24 5.
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 16 FEVGEGIEK 258 9 4 46.08 b7b8y4dy8 1007.51 47.934 13778 | 2 ®4ap 388
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 17 VALVAK 119 6 3 40.96 bayays 600.41 46.811 3626| |1 600.41 -2.03
|P64052|EFTS—S/+\'S‘TY Elongation factdr o EHNADVTGFIRFEVGEGIEK 247 20 7 36.87 b11b12°b12;b12b13°b13y 2247.13 68.891 266968 B 749.72 12.93
b3b4°bab5b8°h8h9b10b]1
|P6405Z|EFTS—S/+\'S‘TY Elongation factar 4 FEVGEGIEKVETDFAAEVAAMSK | 258 23 31 300.16 Siigibigzgyﬁﬁﬁlygyf 2457.18 105.466 1560160 B 819.73 -2.38
3y14y15y20y21
|P64052|EFTS—S/+\'S‘TY Elongation faCtT 20 KAGNVAADGVIK 51 12 8 84.32 | b3b5bobllydyloylloylll — 1142.6 1.821 54047 | 2| 57183 -5.56
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 21 RVASLEGDVLGSYQHGAR 133 18 3 16.15 b5b9y9 1914.9 53.944 3086 | 3| 638.99 9.43
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 22 DAGFQAFADKVLDAAVAGK 85 19 6 26.72 | b10°b10b11*b11b13y3  83.96 82.002 4247 631.99 -3.80
|P64052|EFTS—S/+\'S‘TY Elongation fac“ir 23 Oxidation+M(14) FTGEVSLTGQPFVMEPSK 222 18 3 16.15 bi®y3 1969.93 68.918 10222 B 493.24 -11.46




|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 24 Oxidation+M(4) QLAMHVAASKSEEVKPEDVSADV 167 26 3 23.16 y10y11y20 2840.45 61.158 3621 |3  947.49 0.64
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 25 Oxidation+M(12) VETDFAAEVAAMSK 267 14 3 19.96 bab6y4 1487 136.612 2671 | 1  1484.67 -13.32
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 26 GENINIR 126 7 1 9.89 b3 815.43 44.194 2065 |1 815.48 -8.23
|P64052|EFTS—S/+\'S‘TY Elongation facigr Carbamidomethyl+C(7) GAGMMDCKK 16 9 1 8.42 b3 997.43 208 1618 | 2| 499.22 -2.57
b2b5b7°b7b8b22b23b25y2
IQ7CPELIATPA_SALTY ATP synthasq IGSFEAALLAYVDRDHAPLMQEIN | 5 36 22 114.81]y3°y3y5y7°y7y8y10y11y1P 3950.89 94.993 120628 b  988.48 161
subunit alpha QSGGYNDEIEGK
*y12y13y14y36
IQ7CPELIATPA_SALTY ATP synthasq MQLNSTEISELIK 0 13 11 57.95 | P2D3D12°D12y2y3yOy10ML 5 79 76.567 60477 2 753.40 0.65
subunit alpha 1y13*y13
%y
IQ7CPELIATPA_SALTY ATP synthasq 5 | oo midomethyl+C(7)  IHGLADCMQGEMISLPGNR 40 19 13 g7 §0203PSDTDIDI2YBYATYAYS g o7 68.562 54660 B  700.33 -4.65
subunit alpha y8y10y19
IQ7CPEL|ATPA_SALTY ATP synthasq DSVGAVVMGPYADLAEGMK 68 19 13 121.41|PAP5DEDEDEOIDIZDIZYIO 5 o, 83.477 43710 P 955.47 10.23
subunit alpha y11ly12y13y19
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o TALAIDAINQR 175 12 9 30.21 | b2eb2yly2ry2y3yaysyld  1298.74  73.804 40731 | 2 e40.87 555
IQ7CPELIATPA_SALTY ATP synthasq ¢ ILEVPVGR 93 8 6 41.71 b2ydy5y6°y6y8 882.53 52.228 36460 |2 @Al 13.42
subunit alpha
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg GYLADVELAK 453 10 7 59.52 b7y2y3y6y7y8y10 1078.57] 60.035 988 | 2| 539.79 -9.17
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg g YAIALNLER 59 9 7 39.08 b1b2yly3y5y6y9 1062.59 64.268 3469 2 531.80 -4.48
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o ASTISNVVR 201 9 9 76.65|  b2b7y2y3ydy5y6y7yo 946.53 36804 3® | 2| 47377 -6.58
IQ7CPELIATPA_SALTY ATP synthasg ELAAFSQFASDLDDATR 401 17 11 91.09|PPPBYSYBYAYSYBYOYIVIS 4 oep gg 88.309 30062 2 928.04 8.15
subunit alpha y17
Xy
IQ7CPELIATPA_SALTY ATP synthasg QSVDQPVQTGYK 139 12 14 115,93 D2DBO12YSyAYSYEYBYTYE ) g o7 33.860 23724 2 675.34 2.89
subunit alpha *y8y9y10y12
% | % | 0,
IQ7CPELIATPA_SALTY ATP synthasq ., QYAPMSVAQQSLVLFAAER 434 19 11 30,57 P2"02b3"b3bIBITY2Y2yt - 5169 10 93.078 22003 2 1055.06 11.00
subunit alpha y6y19
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg ELAAFSQFASDLDDATRK 401 18 8 58.74| b2b11b12y3y4yoy10y18 1984.94 82.993 22119 B 662.32 -8.61
IQ7CPELIATPA_SALTY ATP synthasg | , YAIALNLERDSVGAVVMGPYADL 59 28 5 17.93 b10y5yoy11°y11 2953.45 98.113 1693 | 3 98516  .67-9
subunit alpha AEGMK
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg g EAFPGDVFYLHSR 283 13 4 28.83 b5b6b11y13 1537.76 76.342 92463 | 513.26 4.76
IQ7CPELIATPA_SALTY ATP synthasg o AVDSMIPIGR 151 10 4 52.98 yAy5yBy7 1058.54 59.624 41498 |2 .ma9 -8.53
subunit alpha
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg 4 VNADYVEAFTK 303 11 4 25.06 b3b7ysy8 1256.64 41.200 2370 2 2882 16.42
IQ7CPEL|ATPA_SALTY ATP synthasg IAQFNVVSEAHNEGTIVSVSDGVI 15 25 5 12.79|  bl0b12°b12*b12y15 2641.39 93.086 11947 | 3 881 11.46
subunit alpha R
IQ7CPELIATPA_SALTY ATP synthasg 4 TALAQYR 304 7 4 41.34 b5*b5y3y5 822.46 41.941 7312| |2 4117 554
subunit alpha
'Q7CPE1|ATSEQEEIA:|’T) :aATP synthasg 5, GPVDNDGFSAVEAIAPGVIDR 118 21 7 24.02]  ba°bab5°b5*bSbb11 |  2099.08 85.005 3061 | P  1050.04 18.84
'Q7CPE1|ATSEQEEIA:|’T) :aATP synthasg ,; DHAPLMQEINQSGGYNDEIEGK 477 22 3 23.77 yBy7y1l 24451P  0UD5 2888 | 4] 612.04 8.19
IQ7CPELIATPA_SALTY ATP synthasq VGGAAQTK 376 8 3 33.93 b3y6y7 731.40 50.805 2608 |1 731.4p 67.7
subunit alpha
b3b4°bab7°b7b26y3°y3ydy
IQ7CPELIATPA_SALTY ATP synthasg VVNTLGAPIDGKGPVDNDGFSAV] 33 19 116.839y10y11y13y14y15y17y26° 3263.71 84.168 55693 | B 1088.57 5.91
subunit alpha EAIAPGVIDR y26y28
|Q7CPELIATPA_SALTY ATP synthasd . LEEHGALANTIVVVATASESAAL .
subint alpha 24 | CarbamidometyC(3E) 01\ oy AGCAMGEYFR 210 40 7 25.15|  bl2bldy3yseysyeylz|  4272.1) 121.987 33613 | 4 68.18 0.11




IQ7CPEL|ATPA_SALTY ATP synthasg o DRGEDALIYDDLSK 250 15 12 133,39 PBP7PBOI0DLL’DIIDIZDLS 7)) oo 73.411 33570| P 861.93 2.55
subunit alpha y4y5y6y7
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ QKQYAPMSVAQQSLVLFAAER 432 21 7 30.86|  b8°b8b12b13°biges | 2365.22 85.659 12013| B 789.08 -7.43
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg; VNADYVEAFTKGEVK 303 15 4 26.87 b3b6*b6b11 1669.86 103080| 7600 | 2| 835.43 9.50
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasd 5 | Carbamidomethyl+C(d) DSGIKCIYVAIGQK 187 14 3 19.96 bS8 1551.84 84.394 3871 | P 776.42 12.11
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g Phosphoryl STY(10) ELAAFSQFASDLDDATRK 401 18 4 16.15 *b9y6y8 2064.95 104.025 2850 | B 516.99 14.54
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 5, Oxidation+M(8) DSVGAVVMGPYADLAEGMK 68 19 4 245 b3y5y 1y 1925.92 90.171 10397 P 963.46 11.92
IQ7CPELIATPA_SALTY ATP synthasq 5, Oxidation+m(17) | YAALNLERDSVGAVVMGPYADL 59 28 3 18.02 y5y8yld 2969.47, 123.150 sg0] |4  743.12 0.2
subunit alpha AEGMK
IQ7CPEL|ATPA_SALTY ATP synthasg 5, ADVELAK 456 7 0 1.89 745.40 60.040 2086 | [ 745.40 -14.41
subunit alpha
IQ7CPEL|ATPA_SALTY ATP synthasg 5, ASTISNVVR 201 9 0 151 928.51 36.894 4448 |2 4647 -3.75
subunit alpha
IQ7CPEL|ATPA_SALTY ATP synthasg 5, ELAAFSQFASDLDDATRK 401 18 0 4.9 1966.92 82.992 2376 |3 @36 | -13.59
subunit alpha
IP66738IRRF_SALTY Ribosome-recycling | ASPSLLDGIVVEYYGTPTPLR 31 21 12 g4.69| PEPLSDLIEY2YSYSYIOVIIfL ) g 59 93.198 42502 | P 1124.6] 9.01
factor 2y14y15y21
. — : 5
IP66738IRRF_SALTY Ribosome-recycling QLASVTVEDSR 52 11 15 102.7|PZ"P207Y2Y3Y3YAYSYBYTY 1504 61 39.684 19748| 2 602.81 -4.66
factor 8°y8y9yl11*yll
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 3 AIMASDLGLNPSSAGTDIR 80 19 4 35.07 y2y13y14y15 1888.9 por 15167 | 2| 94498 5.23
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 4 VDAALADKEAELMQF 170 15 4 18.79 b11yl0*y10y12 1650.81 785 8600 | 2| 825.91 5.47
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 5 SQEEVQK 155 7 4 38.33 b3*b3bdy3 847.42 35.490) 176 2 42421 500
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 6 A'MASDLGLN';SESE/'F\{GTD'RVPLPPL 80 29 5 31.2 b6b7y12y22y26 3020.54 86.332 63307 | 3 1007/s3 353
[P66738IRRF_SALTY Ribosome-recyclig SMGPAVEKAIMASDLGLNPSSAG| o7 . 1841 LEDEb12016 2688.3) =5 064 100k | 2 evoba =
factor TDIR
|P66738|RRF—S/:‘:CTI; Ribosome-recycling o IVRGEAEQAR 115 10 8 102.6|  b5beb7y3*y3y5y7y9 1128.61 15918 7928 | 2| s564.81 454
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 9 Oxidation+M(13) VDAALADKEAELMQF 170 15 4 18.79 b4°babsyl 1666.79 60.947 2009 | B  556.27 -6.37
|P66738|RRF—S¢‘;CTI;R'bosome'recyd'"g 10 Oxidation+M(3) AIMASDLGLNPSSAGTDIR 80 19 3 15.49 b8bIay 1904.96 92.645 1949 | B 635.66 11.21
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ;| carpamidomethyl+C(d VIDLMCPFAK 132 10 10 59.5pP2P3010 bigyly“ysyayg 1193.60 80.485 50405 2 597.31 215
IQ7CPE2JATPB_SALTY ATP synthas¢ GIMEGEYDHLPEQAFYMVGSIDE| . i o104 |P2DSYBYEYBYBYOVITYIZP 99378 s8106| b 101081 586
subunit beta AVEK 7
'Q7CPE2|ATEU%—U?]QETQLATP synthasg VALTGLTMAEK 219 11 10 89.17 | b2b6ydySy7y8yocyoyl0yll 1183 59.010 58033 | 4  567.31 -10.01
IQ7CPE2IATPB_SALTY ATP synthasq QLDPLVVGQEHYDTAR 343 16 11 118.19P16Y3YAYSYEYBYOVIOVIGY 10/ g9 57.400 54073 B 614.30 1121
subunit beta 11y12
IQ7CPE2IATPB_SALTY ATP synthasg TIAMGSSDGLR 53 11 10 36.37|P1D2D20SDIODILYTYYTYR0 o7 g 50.977 49493 p 55428 11.35
subunit beta yll
IQ7CPE2IATPB_SALTY ATP synthasq QIASLGIYPAVDPLDSTSR 324 19 9 72.8| PLOYAYTYIOVLLYLZYL4YIE 53 g 80.483 47595 | P 1002.03 5.55
subunit beta y19
'Q7CPE2|ATEU%—U?]@ELLATP synthasg VYDALEVQNGNEK 25 13 9 56.19 | b2b3bl0y2ySy7ysyllyls  147B.7|  44.250 45108 | 4 739.86 1.49
IQ7CPEZIATPB_SALTY ATP synthasg YTLAGTEVSALLGR 247 14 10 68.54 | P2°D2D4DBYAYBYTYIOVLLY ) 1o 7g 79.758 44915 P 725.90 -1.94
subunit beta 14
'Q7CPE2|ATEU%—U?]@ELLATP synthasg g TVNMMELIR 156 9 7 76.65 bdy3y4y5y6y7y9 1106.56) 75.540 43470 2 | 553.78 -8.71




IQ7CPE2JATPB_SALTY ATP synthas§ FLSOPFFVAEVFTGSPGK 300 15 M | p2b3°b3b4b6b10y2y3y6\7 99.464 0.0
subunit beta y11lyl4yl6y18
IQ7CPE2JATPB_SALTY ATP synthasd MPSAVGYOPTLAEEMGVLOER o1 o 5 b3b5b12b14y6y9yllyl3y2 61412 032
subunit beta 1
IQ7CPE2IATPB_SALTY ATP synthasg VGLFGGAGVGK 145 11 6 hoyly2y7ysyll 58.603 2 -9.84
subunit beta
IQTCPEZIATPB_SALTY ATP synthasg 5 GLDVKDLEHPIEVPVGK 65 17 7 b2b3b9y1y4y5y17 b 66.802 -12.70
subunit beta
|Q7CPE2|ATEU%—L$§;TQLATP synthase AAPSYEELSNSQELLETGIK 112 20 8 b2b15y4y5y1 1yl 220k 73.604 -10.53
|Q7CPE2|ATPB_SALTY ATP synthasq 15 GVQSILQR 359 ) 5 b2b3bdy4ys 39.224 2 ¥ -7.79
subunit beta
IQ7CPE2JATPB_SALTY ATP synthas§ VWSLKDTIR 417 9 6 b6b7y3yay5y0 45.055 2 4781 357
subunit beta
IQTCPE2IATPB_SALTY ATP synthasg DLEHPIEVPVGK 70 12 7 ba°b4ab7b8y2yay12 b 55.40 -14.84
subunit beta
IQTCPEZIATPB_SALTY ATP synthasg 14 DEGRDVLLFVDNIYR 232 15 5 b7b12y7*y7y15 84 -11.78
subunit beta
IQ7CPE2IATPB_SALTY ATP synthas¢ NIAIEHSGYSVFAGVGER 165 18 4 y8ylly12y13 4 6813 1172
subunit beta
IQTCPEZIATPB_SALTY ATP synthasg DVLLFVDNIYR 236 11 3 b8y6y7 90.912 2 -17.06
subunit beta
IQTCPEZIATPB_SALTY ATP synthasg IMNVLGEPVDMK 87 12 3 b6y5y6 29.772 3 -18.60
subunit beta
IQ7CPE2IATPB_SALTY ATP synthas¢ GVQSILQRYQELK 359 13 4 b5°b5b6y5 53.603 2.50
subunit beta
|Q7CPEZIATPB_SALTY ATP synthasé EGNDFYHEMTDSNVIDKVSLVYG )
POSALTY 23 OMNEPPGNR 185 32 4 y5y6yllyl2 84.326 4 6 2.4
|Q7CPE2|ATEU%—L$§;TQLATP synthase 4 | carbamidomethyl+C(d) VIDLMCPFAKGGK 132 13 36 bebsgy11 74.399 P -6.63
IQTCPEZIATPB_SALTY ATP synthasg 5 IMNVLGEPVDMKGEIGEEER 87 20 3 y8yoy13 6%23 -6.52
subunit beta
|Q7CPE2|ATEU%—L$§;TQLATP synthase. g VSLVYGQMNEPPGNRLR 202 17 6 b8*b8b9b10b12°b13 84.164 2.15
Q7CPEIATPB_SALTY ATP synthasd [ oo ol§APSYEELSNSQELLETGIKVIDLM] ) 20 A A 120.49] 3 56 4.0
subunit beta CPFAK
IQ7CPE2|ATPB_SALTY ATP synthase MPSAVGYQPTLAEEMGVLQERIT 261 26 4 b6b7b8b12 107.91 2 72 4.5
subunit beta STK
IQTCPEZIATPB_SALTY ATP synthasg g Oxidation+M(11) IMNVLGEPVDMK 87 12 3 boy10y11 59.884 -11.03
subunit beta
IQ7CPE2IATPB_SALTY ATP synthasg 5, QIASLGIYPAVDPLDS 324 16 4 y7°y7y12y13 ams -10.89
subunit beta
|P66313|RL6_SA!_TY 50S ribosomal 1 APVVVPAGVDVK 6 12 13 b2b3b5b11y2y3y5y6y7y8| 53.205 8.70
protein L6 9y10y12
|P66313|RL6_SALTY 50S ribosomal b2b4*h4ab15y4ySy6y8°ys )
rotein L6 2 ALLNSMVIGVTEGFTK 69 16 14 12913 131 3y16 93.964 3.20
|P66313RL6_SALTY 50S ribosomal . [ GNVVNLSLGFSHPVDHQLPAGIT )
rotein L6 3 |carbamidomethyl+C(26) AECPTOTENLK 99 35 7 b2h3b25y3y9y10y35 ) 79.360 4 P 750
IP66313|RL€:)?§I/::;1T:65°S ribosomal| INGQVITIK 18 9 7 b3yly3ydy7y8yo 48.171 2 9380 -10.22
|P66313|RL6_SA!_TY 50S ribosomal 5 YADEVVR 163 7 4 y3y5y6y7 29.976 2 il 2.4Q
protein L6
|P66313|RL?)?§I/::;1T: 6505 fibosomal| g ALLNSMVIGVTEGFTKK 69 17 5 y3y7yoy15y17 88® -13.98
|P66313|RL?)?§I/::;1T: 6505 fibosomal| DGYADGWAQAGTAR 55 14 6 b3y10°y10*y10y11y14 9.869 2.72
|P66313|RL6_SA!_TY 50S ribosomal 8 HADNALTEGPR a4 1 13 b2b3 b3bE:b6b7 b7y3y5y9y 1198.59 45.032 2.65
protein L6 10°y10y11l




|P66313|RL?)?§I/::;1T:6505 ribosomal | ¢ QVIGQVAADLR 138 11 6 51.6 y1y2y5y6y8y9 1169.66 56.999 20708 2| 585.33 -4.49
|P66313|RL%?§I/::;1T:6505 ribosomal |, LOLVGVGYR 86 9 3 31.3 b3y5y7 1004.58 59.254 32504 |2 502.7p 789.
|P66313|RL%?§I/::;1T:6505 ribosomal | RPEPYK 152 6 1 13.9 b3 789.44 34.083 4681 |2 395.2p 13.38
|P66313|RL%?§I/::;1T:6505 ribosomal |, GADKQVIGQVAADLR 134 15 6 60.92 b3b9y3y4y5y6 1540.82 5860 35208 | 3| 514.28 1331
|P66313|RL?)?§I/::;1T:6505 ribosomal |, 5 KLOLVGVGYR 85 10 6 76.06 bdy3ydySy6y8 1132.68 52,530 13821 | 2 566.84 -6.47
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS b2b12°b12b18b22ydy5yay )
rotein A 1 GSCDLGOVLVDAK 61 39 11 43.23 11y15y39 4067.04 97.456 169081) K  1017.53 0.48
4 b10b11*b11b13*b13b20yL
'Q8ZLD7|UA—p‘°;$LeiTnYAU”“’ersa' stress| -, QLINTVHVDMLIVPLRDEEE 124 20 16 118.06| y6y7y8yoy11y12y13y1dyp 2363.21 86.300 124250 B 788.41 -5.58
0
] o o o %
IQ8ZLD7|UA_SALTY Universal stress| AVSMARPYNAK 22 11 16 66.61 |P203"D30EDIDIDIOYIVE* 157 o) 30.687 67391 2 604.31 6.37
protein A y5y7*y7y9°y9*y9y11
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS ) ]
rotein A 4 GSGDLGOVLVDAKK 61 40 4 12.33 b12b22y4y22 4195.1 93.868 4563 4 104954  5-1.0
IQ8ZLD7|UA_SALTY Universal stress| . ISLIHVDVNYSDLYTGLIDVNLGD a3 o7 5 1203 b11y5y8 3035.50 104068 F I Y 11
protein A MQK
'Q8ZLD7|UA—p‘°;$LeiTnYAU”“’ersa' stress| g VLVEK 17 5 1 1353 v3 587.38 40.641 5507| |1 587.34 4.26
'Q8ZLD7|UA—p‘°;$LeiTnYAU”“’ersa' stress| 7 LMSSAR 118 6 2 13.9 b4°ba 664.34 36.849 2447 |1 66438 0.18
'Q8ZLD7|UA—p‘°;C'?‘tLeiTnYAU”“’ersa' stress| - g AYKHILIAVDLSPESK 1 16 3 35.19 y8yoy10 1784.01 77.158 9245 |3 595.34 8.69
'Q8ZLD7|UA—p‘°;C'?‘tLeiTnYAU”“’ersa' stress| g SMARPYNAK 24 9 3 32.05 b4b6b7 1037.51 30.688 7120 2 51936  .069
'Q8ZLD7|UA—p‘°;C'?‘tLeiTnYAU”“’ersa' stress| 49 VSMARPYNAK 23 10 2 8.01 b3°b3 1136.58 30.686 7697 |2 568.8p 084.
'Q8ZLD7|UA—p‘°;C'?‘tLeiTnYAU”“’ersa' stress| 44 AVSMARPYNAK 22 11 0 2.26 1189.59 30.689 3626 |3 397.2( -14.41
b2b3b4*b4b5y2°y2y3ydyh
|Q8ZKP1|ZAPB_SALTY Cell division y6y8y9y10*y10y11*y11y]| )
orotai zapB 1 VQQAIDTITLLQMEIEELKEK 12 21 25 210.77| 1 et Tyisy i 247232 98.351 177137 B 824.78 0.99
1
'QBZKP“ZA‘;TC?;E/;:;; Cell division 2 NNSLTQEVQSAQHQR 33 15 6 30.4 bay3*y3y8yay15 1739.8p s8.22| 42046 | 3| s80.61 1291
'QBZKP“ZA‘;TC?;E/;:;; Cell division 3 EKNNSLTQEVQSAQHQR 31 17 4 23.9 b11b12°b12y15 1996.97 @.5| 20858 | 3| 666.33 532
IQ8ZKP1[ZAPB_SALTY Cell division 4 EELERENNSLK 48 11 4 36.37 b3b6y6y9 1360.61 82.041 1115 2 @80 -0.45
protein zapB
H %
'POAZAglRLt—rSQ;TLSOS ribosomal| VVGQLGQVLGPR 122 12 10 83.8 b1b2y3y5y?;7y8y10 VIOV 150072 58.865 132199 P 611.86 7.79
- o B2
IPOA2ASIRLL_SALTY 50S ribosomal |, VGTVTPNVAEAVK 141 13 11 g0.9 |P3DSYYBYIYVIONILYIY o0, 79 47.936 89939 | P  642.86 -3.33
protein L1 *y12y13
. =
IPOA2ASIRLL_SALTY 50S ribosomal | VAVFTQGPNAEAAK 74 14 11 88.39 |P30ADEYTYBYIYOVIOYIQY 55 75 45.093 83230 2 70187 0.26
protein L1 11yl4
[POA2A3|RL1_SALTY 50S ribosomal b2*b2b3°b3b4°b4*baboblL ! )
oot L1 4 QYDINEAIALLK 19 12 18 105.81| 10 ovayayeyeyayid 139076 84.952 67155| P  695.88 1.84
IPOA2ASIRLL_SALTY 50S ribosomal | o AAGAELVGMEDLADQIK 88 17 15 114,84 | P203D5DEDELTDI2ydyOy1 20 o 79.617 34854 2 865.94 7.05
protein L1 Oyl1ly12y13*y13y17
'POAZAglRLt—rSQHLSOS ribosomal| GATVLPHGTGR 60 11 7 66.89 y2yAy5y6yTyoy1l 1065.57 20171 402 | 2| 53329 -5.84




'POAzAglRLlp—rSt/;‘;T: 1503 ribosomal| GEMNFDVVIASPDAMR 106 16 5 39.12 b13y5y0y11y12 1751.8( 58U 8940 | 3| 584.60 -7.46
'POAZAglRLt—ri’Z;TLSOS ribosomal | g ELATAK 31 6 2 13.9 b5°b5 632.35 28.141 6520 |1 632.3f -13.2
'POAZAglRLt—rS{Z;TLSOS ribosomal| g NGIHTTIGK 167 10 4 27.7 b3b8°b8y3 1053.60) 38.709 3443 |2  sa7. 5.45
'POAzAglRLlp—rSt':;T: 1503 ribosomal | SDQNVR 54 6 1 13.9 v4 718.35 59.576 2754 |1 718.3 -1.70
'POAZAglRLt—rSQHLSOS ribosomal| VSISTTMGAGVAVDQAGLSASAN| 211 23 3 13.48 b7y8y10 2107.03  5.866 1705 | 3]  703.02 -1.39
'POAZAglRLt—rSQ;TLSOS ribosomal| KGEMNFDVVIASPDAMR 105 17 4 37.84 b5y7y8y9 1879.8¢ 67.448) 4726 | 2| 940.45 591
'POAZAglRLt—rSQ;TLSOS ribosomal| 5 SDQNVRGATVLPHGTGR 54 17 4 16.91 b5°b5b13y4 1764.91 78.95| 4417 | 3| 588.98 131
- O] *y
IPOA2ASIRLL_SALTY 50S ribosomal |, , Oxidation+M(7) | VSISTTMGAGVAVDQAGLSASAN 211 23 12 72.3¢ P7PODIODIOYAYAYTYOVY - 51 55 6 74.614 25800 B 708.36 14.49
protein L1 1*y11y14y20
'POAZAglRLt—rS{Z;TLSOS ribosomal | Oxidation+M(9) AAGAELVGMEDLADQIKK 88 18 3 25.07 b5b6b13 1874.97 75.116 18867| B  625.66 9.70
'POAzAglRLlp—rSt':;T: 1503 ribosomal |, ¢ TVLPHGTGR 62 9 0 2.26 937.51 29.172 20214 |2 469.26 -7.89
'POAzAglRLlp—rSt':;T: 1503 ribosomal | VLPHGTGR 63 8 0 2.26 836.46 29.173 5727 |2 418.78 -14.81
IP67093|UG_SALTY Universal stress| | HATLPVLVVR 132 10 13 74.02 |PLO2D3D3DAYLY2YAVTYBIY 410y 6g 59.715 77765| P  552.84 -8.40
protein G 8y9y10
. b2*b2b6b7°b7b10y5y8yof
'P67093|UG§3:;YGU”'V”S""' stress| NPSITTHLLGSNASSVVR 114 18 17 99.55 yoy10*y10y11y12yldyl8] 1852.96 58.285 50836 B  618.33 -12.65
y18
'P67093|UG§3(';;YGU”'V”S""' stress| 5 TIIMPVDVFEMELSDK 3 16 7 36.68 |  b2b3babl2ylyl2yls 1866.9% 04148 52505 | 2| 933.97 7.58
[P67093[UG_SALTY Unversal stress| FGSVRDVVNEMGEELDADVWIG| o . 5 1270 b6y5y10 602,34 102550 s10d |3 sosde -
protein G SR
. o *| *| O
IP67093JUG_SALTY Universal stress| o LOTMVGHFSIDPSR 69 14 15 1146404 PADADSDITDLLYSYY ooy o5 63.061 84601 B  520.93 -17.76
protein G 4°y4y5y6y7y11y12
'P67093|UG§£(';;YGU”'VE'S"’“ stress| g FGSVRDVVNE'\QEEELDADVW'G 89 25 3 23.27 b5b6b10 2692.3( 123.861 121316 | 3 898.]1 7.44
[P67093]UG_SALTY Universal stress DVVNEMGEELDADVVVIGSRNPS o
rotein G 7 T THLLGSNASSUVR 94 38 5 25.7 b3b4°bab10b33 3980.01 102.598 110601 | 4  995f76 09 2.
'P67093|UG§3(';;YGU”'V”S""' stress| g MYKTIMPVDVFEMELSDK 0 19 5 23.26 b3y8°y8y9°yo 2289.15 a2 12433 | 2| 1145.08 12.05
[P67093[UG_SALTY Universal stress| o FEEHLQHEAETRLQTMVGHFSIDH 2 5 1249 boyayo 3094.50 o1 od |3 103217 o5l
protein G SR
IP67093JUG_SALTY Universal stress| Oxidation+M(24) | HAEFLAQQRDGVIHLLHVLPGSAS 22 28 4 15.51 b9b12y8y20 3079.63 137.308 3gsgs | 3 1027]21 911
protein G MSLHR
IP67093lUGB?cﬁ:;YeunNersal stessl g Oxidation+M(4) LQTMVGHFSIDPSR 69 14 4 27.74 y9°y9y10y12 1603.79 55.744 2103 535.27 1.14
b2b3b4b5b6b7b8*b8b11L
|Q8ZQS2|GPMA_SALTY 2 1 AIHTLWNVLDELDQAWLPVEK 62 21 20 1222 |6*b17yly2°y2yd°ydy5y6y]l 2490.29 117.075 42280| B 830.77 -3.82
2y21
|08ZQS2|GPMA_SALTY 2 2 LSEKELPLTESLALTIDR 142 18 3 16.15 3U5y4 2028.11 82.408 23035] B 676.71 6.26
|Q8ZQS2|GPMA _SALTY 2 3 VIAAHGNSLR 178 11 8 66.89 |  b2yly5y6y7y8yoyll 1150.6 3@72 | 16115 | 2| 575.83 6.37
|Q8ZQS2|GPMA _SALTY 2 2 HYGALQGLNK 90 10 2 52.98 b4b5b6b9 110057 57.986 3154 |2 5804 1741
|Q8ZQS2|GPMA _SALTY 2 5 AETAEK 100 6 1 13.9 V3 64831 83.008 1724] |1 648.3] 8.47
|Q8ZQS2|GPMA _SALTY 2 6 MAVTK 0 5 1 1353 b3 549.30 23.525 1564] [ 549.30 4.78
|Q8ZQS2|GPMA _SALTY 2 7 AETAEKYGDEQVK 100 13 3 26.17 bay6y7 1467.72 68.349 1615 | 2 734.36 14.72
|Q8ZQS2|GPMA_SALTY 2 8 Phosphoryl STY(10) GFAVTPPELTRER 117 15 5 30.4 b5b6°bEboy5 1754.8 38.754 431 | 3 58560 6 3.7
|08ZQS2|GPMA_SALTY 2 9 IAAHGNSLR 180 9 1 8.01 b3 93851 36.716 16447 |2 469.7 10.2}




IP60446IRL3_SALTY 50S ribosomal| VTVQSLDVVR 169 10 15 115.85|0205D7BY2YSyAYSYEYOYT 10 oy 56.342 86751 2 558.32 5.91
protein L3 y7*y7y8y10
IP60446IRL3_SALTY 50S ribosomal| IFTEDGVSIPVTVIEVEANR 13 20 15 92.35|P20ADTDIDOVBYAYAYEYR" ) g 4 88.102 50814| P 1094.54 11.49
protein L3 y6y7y11y13y20
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 5| o hamidomethyl+C(9 GGVPGATGCDLIVKPAVK 190 18 6 3570 2ydy6y8yl5y18 1738.93 53.828 28656 |3  580.3] -14.2
. 0| *|
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | LAEGEEYTVGQSISVELFADVKK 83 23 9 29 55| P203b6 beg?b” bITYY 251227 117.073 17922| B 838.10 -4.08
IP60446IRL3_SALTY 50S ribosomal| g DLANDGYR 38 8 11 50.47 | P2'D2DSDODBY3YAYAYETY o5 4) 31.195 15059 | 2 462.22 3.44
protein L3 6y8
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ VTKPEAGHFAK 59 11 8 83.43|  y3ydyey7°y7y8°y8y9 1184.67 2343 | 35486 | 3| 395.54 -20.30
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | 7 NLLLVK 184 6 5 68.01 b3bdy3ydys 699.47 55.801 21004 |1 699.4f 759
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ GLWEFR 77 6 1 13.9 b3 807.41 61.597 6974 |1 807.4L -2.19
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ VPGSIGQNQTPGK 141 13 5 30.59 y3y7y12°y12%y12 1282.4 877 | 4236 | 2| 64185 14.37
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, VDAER 179 5 1 13.53 b3 589.29 61.482 3546| |1 589.20 -0.52
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 11 | cohamidomethyl+C(d)  GGVPGATGCDLIVKPAVKA 190 19 7 64.9 blay5y6y7y8yl2yle 1809.97 56.031 83894 |3  603.9p -10.6
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, ANRVTKPEAGHFAK 56 14 3 25.4 b3bdy5 1525.81 53.827 638 |3 980 -9.44
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, 5 VTVQSLDVVRVDAER 169 15 4 38.85 b5b6b7y3 1685.93 103.625 023 | 2| 843.47 4.34
|P60446|RL?")—$2:;1T:3505 ribosomal| LAEGEEYTVGQSISVELFADVKK 83 23 4 37.68 b3b10b11b12 251@. | 90.245 3963 | 4 628.82 -2.33
|P60446|RL?")—$2:;1T:3505 ribosomal| g DLANDGYRAVQVTTGAK 38 17 3 24.32 b4b8b10 1778.88 50.583 583 | 3| 593.63 -10.50
|P0A297|RL;?52'§1LHO503 ribosomal LATLPTYEEAIAR 125 13 12 go.9 | P2P3 b38;13i/§i/§y5y8y9yl 1447.78 64.924 08548 | P 724.39 2.87
|P0A297|RL;?52'§1LHO503 ribosomall AAAFEGELIPASQIDR 109 16 15 137.2 b4b5g§231b§292{/21)é5y6y7y 1687.87 68.431 75453 2 844.44 1.08
|P0A297|RL;?52'§1LHO503 ribosomall QAIVAEVSEVAK 8 12 6 33.22 b2b12y5y8y10y12 1243.64 56.092| 580 | 2| 622.35 3.73
|P0A297|RL;?52'§1LHO503 ribosomall -, DTFVGPTLIAYSMEHPGAAAR 73 21 7 27.85|  b3*b3bsbloyeyl2y2d  202.07 82.424 13874 735.36 -4.87
|P0A297|RL;?52'§1LHO503 ribosomall ¢ EAGVYMR 46 7 4 38.33 b3yady5y7 825.39 31.179 5031 |2 413.2p 58.6
|P0A297|RL;?52'§1LHO503 ribosomall GALSAVVADSR 20 11 4 25.06 b3b10°b10y5 1045.5§ 35.915 17910 | 523.28 -8.52
|P0A297|RL;?52'§1LHO503 ribosomal LMATMK 138 6 1 13.9 b5 694.37 40.545 12488 [1  694.37 9.67
|P0A297|RL;?52'§1LHO503 ribosomall g TLAAVR 153 6 3 27.43 b3°b3y5 630.40 50.490 7318 |1 630.4p 12.91
|P0A297|RL;?52'§1LHO503 ribosomal o GVTVDK 31 6 1 13.9 b5 618.35 71.054 3149 |1 618.3 13.62
lPOAZgﬂRL})?EtiﬁLHoSOS ribosomall 4 | carbamidomethyi+c(g)’ VEGTQFEE%ng TFVS PTLIAYSMI 45 32 4 16.36 b10y7y10y17 3494.70 92.108 63807 | 4 87443 -3.0
|P0A297|RL;?52'§1LHO503 ribosomall ALNLQDKQAIVAEVSEVAK 1 19 4 24.66 y3y8°y8y9 2026.09 71.07 14260 | 3| 676.04 -13.07
|P0A297|RL;?52'§1LHO503 ribosomall MALNLQDKQAIVAEVSEVAK 0 20 3 24.31 b6b7b19 2157.14 57584 8756 | 3| 719.72 7.24
|P0A297|RL;?52'§1LHO503 ribosomall -, 5 ANV ‘FEGEL'PAAS](ADI'?DRLATLPTYEE 109 29 3 118 blly6y12 3116.60 99.885 712d |3 103954 9.6
IPOA297|RLI0_SALTY 50S ribosomall | DTFVGPTLIAYSMEHPGAAARLFK| 73 24 3 23.4 b5b7b8 2592.29 690 2198 | 3| 864.77 -14.50

protein L10




[POA297|RL10_SALTY 50S ribosomal Carbamidomethyl+C(9]VVEGTQFECLKDTFVGPTLIAYSM b4b8b11b12_H3PO4 I )
orotain L10 15 | phosphoyl STY(13) P GAAAR 62 32 6 28.4 b12y5y17 3574.66 109.941 4785 | & 715.74 1.98
IPOA297|RLI0_SALTY 50S ribosomall o Phosphoryl STY(3 LATLPTYEEAIAR 125 13 6 35.04 b5°b5gyg1°oy11 1527.71 136.535 1500 |1 1527.71 -14.34
protein L10
IPOA297IRL10_SALTY 50S ribosomall Oxidation+M(13 DTFVGPTLIAYSMEHPGAAAR 73 21 6 30.84 tb8y6y7y12 2220.09 115.284 6674| |3 7407 7.59
protein L10
IPOA297|RLI0_SALTY 50S ribosomall o Oxidation+M(2 LMATMKEASAGK 138 12 4 37.21 b6b7y8y11 1283 45.439 5162 | 4  627.32 6.82
protein L10
% | % | *|
. aperone su . . . p . .
7CR87|SURA_SALTY Ch A1 IQELPGIFAQALSTAK 3R 16 12 45.71|P1P? b::f;y’f:’;lglsyzyl 1686.95 89.740 58105 2 843.98 3.84
|Q7CR87|SURA_SALTY Chaperone sufA 2 ITVLPQEVDALAK 149 31 9 62.72 | b3°b3bdy2ySyoyl0y11y]3  1396.80 70.394 51599 | 2 .oge8| -3.58
|Q7CR87|SURA_SALTY Chaperone sufA 3 LNAGQAGQQLPDDATLR 50 17 8 62.47| b2ydy7y8yoyllylzyl]  1767.99 50.764 49044 | 2 .4884 2.07
of *|
. aperone su ) . . p . .
7CR87|SURA_SALTY Ch A 4 ITDEQLDQAIANIAK ) 15 8 41, |P10°D10 b11%y4y5y10y13 1642.87 80.202 47938 | P 821.94 3.57
O] O %y
. aperone su . . . p . .
7CR87|SURA_SALTY Ch A 5 LAYDGLNYSTYR 117 12 10 75.35 | P10 bloyiﬁﬁ Y8Y8YLOV 1435 69 58.189 43112 P 71835 4.08
QIGTQNDASTELNLSHILIALPENP b2*b2b3b12b21y3*y3y5yh |
|Q7CR87|SURA_SALTY Chaperone sufA 6 TSEQUNDAGR 162 35 12 28.41 ~OyLAY35 3816.94 88.651 39279| B 1272.94 11.39
|Q7CR87|SURA_SALTY Chaperone sufA 7 HILLKPSPIMNDQQAR 882 16 8 50.33 | b3b5y4y7yoylleyll*yil  1860.99 48.421 33495 | 3 21.0 -13.58
. aperone su . y2y4y5y6y8y9y 4 . . 7.
7CR87|SURA_SALTY Ch A 8 AESIVEEAR 197 10 10 88.8| b4b8b10y2ydy5y6yByoY10  1131.36  7.837 25045 | 2|  566.28 7.66
. aperone su . y3y8y10°y10y. . . . -8.
7CR87|SURA_SALTY Ch A9 VAAVVNNGVVLESDVDGLMQSV 27 23 8 34.64| b2b3bdy3y8yl10°y10y2B  2343.2p 90.93 22480 | 3 1.728 8.54
|Q7CR87|SURA_SALTY Chaperone sufA 10 GQSQSISVTEVHAR 427 14 6 56.26 y3y5y6y8ydyld 1498.74 36.535 19184 |3 50045 0914,
. aperone su . y5y10y. . . : -5.
7CR87|SURA_SALTY Ch A 11 LAITYSADQQALK 214 13 4 21.35 boy5y10y13 1421.76 54.438 1004| 2| 711.38 5.67
. aperone su . y10y: . . . -4.
7CR87|SURA_SALTY Ch A 12 GQISAPVHSSFGWHLIDTR 362 22 4 27.69 b4b10y10y11 2463.2] 87.678 5078 | 3 &1y 456
TTFAAAAKEYSQDPGSANQGGDL] ]
|Q7CR87|SURA_SALTY Chaperone sufA 13 CWATPOIEDPAER 318 36 3 10.98 b12y10y12 3772.7 90.918| 208 3 1258p6 4.7
|Q7CR87|SURA_SALTY Chaperone sufA 14 HQILER 67 6 2 27.43 yay5 795.45 24.706 15104 |2 398.2B 2.5
7CR87|SURA_SALTY Chaperone sufA 15 EYSQDPGSANQGGDLGWATPDIF 4,4 28 4 36.99 y3y4y5y8 3011.38 93.561 10607 |3 100446 10.3
DPAFR
|Q7CR87|SURA_SALTY Chaperone sufA 16 LEEIAADIK 306 9 3 313 b5bays 1001.55 39.291 1571 |2 s01.28 322.
7CR87|SURA_SALTY Chaperone sufA 17 LAITYSADQQALKGGIGWGR 214 21 11 147,09 YOYAYOYBYOYLIYI2YISV1® 55, 45 64.776 30415| B  751.05 -3.69
y18y19
|Q7CR87|SURA_SALTY Chaperone sufA 18 KGDIVGPIR 251 9 6 76.65 bayay5yey7y8 954.56 37.261 21048 | 2 7.79 -10.10
7CR87|SURA_SALTY Chaperone sufA 19 GGRMGWGRIQELPGIFAQALSTA 557 24 3 23.4 b4b9b10 2516.34 84.360 8041 |4 62044 10.8
K
|Q7CR87|SURA_SALTY Chaperone sufA 20 LNAGQAGQQLPDDARMQILER 50 23 3 19.89 b3b5b11 2544.34 75.815 4787 | 3 848718 3 4.0
|Q7CR87|SURA_SALTY Chaperone sufA 21 KFSEEAATWMQEQR 440 14 3 27.74 b5b6b9 1740.80) 76.869 2879 |2  870.90 17
|Q7CR87|SURA_SALTY Chaperone sufA 22 LNAGQAGQQLPDDATL 50 16 0 4.53 1611.78 50.751 6214| |2 806.4 -8.56
|Q7CR87|SURA_SALTY Chaperone sufA 23 GQSQSISVTEVHAR 427 14 0 3.4 1481.72 36.522 2026| |3 494.54 -6.76
%
|Q8ZRP4|DAPD_SALTY 2 1 MQQLONVIETAFER 0 14 9 68.84b3b10y3y7ﬁy10 VIOV 4706.85 85.735 70530 2 853.93 0.29
0| *| 0| * | jo
|Q8ZRP4|DAPD_SALTY 2 2 EAVNQVISLLDSGALR 28 16 13 66.0sz4 b4 sgssyt;gytlyzwySye 1684.92 91.845 43339 | P 842.97 0.14




|Q8ZRP4|DAPD_SALTY 2 3 INDNQVIDGAESR 68 13 12 83.9 lb2b3y1y5{((5)§//13y7y8y9 YV 143069 40.954 22477 2 71585 0.34
|Q8ZRP4|DAPD_SALTY 2 2 FADYDEAR 89 8 6 68.77 V2y3yay5y6y7 986.41 34.061 13820 |2 293 8.48
|Q8ZRP4|DAPD_SALTY 2 5 QQLONVIETAFER 1 13 3 305 yaysyll 575.79 66.966 8777 525.94 12.47
|Q8ZRP4|DAPD_SALTY 2 6 VPAGSVVVSGNLPSKDGK 226 18 5 16.105  5yBylOyl7yls 1710.95 43.485 5885| |2 855.0 2.99
|Q8ZRP4|DAPD_SALTY 2 7 IDGQWVTHQWLK 48 12 5 30.21 b4b5babn12 1510.79 98.629 3354 | B 50427 9.13
. TVLMPSYVNIGAYVDEGTMVD ]
|Q8ZRP4|DAPD_SALTY 2 8 | carbamidomethy+C(Bd) TWATVGSCAQIGK 119 35 3 11.04 b6y10y18 3747.84 110.65( 3862 |4  937.11 8.7
|Q8ZRP4|DAPD_SALTY 2 9 SEVVEGV'VEE(T;IEV'SMGVYLGQS 187 26 4 28.14 b4b10b12b13 2696.40 100.796 29036 | 3 89947 012.
|Q8ZRP4|DAPD_SALTY 2 10 c:arbamidomethy|+c:(i\éYHLSGGVE()B,\"((’;(F;I\(/;AEFL3 LQANPTIR 154 33 6 29.74 b5b9b12*b12y6y7 3417.7 119.94f 1690 | 4  855.18 -17.50
|Q8ZRP4ADAPD_SALTY 2 11 RADITPANVDTVTR 14 14 5 28.5¢ b3ty 7y12 1528.80 56.587 29069] |3 510.27 .47
|Q8ZRP4|DAPD_SALTY 2 12 MQQLQNVIETAFERR 0 15 6 2687  balsbl2’blz*bl2 | 1862.94 64.901 20564 |3 62L6h 6.42
|Q8ZRP4|DAPD_SALTY 2 13 YFDKVPMK 81 ) 2 52.23 b6b7y3y6 1027.52 42.391 1738 2 51426 1069
|Q8ZRP4|DAPD_SALTY 2 14 IYDRETGEVHYGR 213 13 5 44.42 b4b6b12y3y9 1594.7] 57.041 37| 3| 532.26 528
g
|Q8ZRP4|DAPD_SALTY 2 15 ETGEVHYGRVPIfGSVWSGNLP‘ 217 24 3 13.11 b5b13y23 2439.21 110.541 454 3 81376 1.6
|Q8ZRP4|DAPD_SALTY 2 16 Phosphoryl STY(5 VPAGSVVVSGREK 226 15 4 32.78| b3bdyllyl3 H3PO4ylI3  1490.16 72.301 a1do2 | 745.88 3.60
|Q8ZRP4ADAPD_SALTY 2 17 VPAGSVVVS 226 9 0 4.9 814.47 43.498 9941| |2 407.74 0.45
. b2b3b5b9*b9b11°b11b12°
IQ8ZPBS[TPX_SALTY Probable thiol | SQTVHFQGNPVTVANVIPQAGSK] 1 23 22 156.32b12*b12b13b14y4y6y7y8y 2379.23 64.353 113785 B 793.75 -3.39
peroxidase
9y10y11y12*y12y23
IQ8ZPBS[TPX_SALTY Probable thiol | -, |- idomethyi+C(18)  VLNIFPSIDTGVCAASVR 48 18 12 54.3P20305DI8Y2YBYBYLIYIR® 1519 0y 85.136 79520 2 960.01 4.77
peroxidase y13y14y18
IQ8ZPBSITPX_SALTY Probable thiol | - 5| o Hidomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 15 131, JaPP304b7DIODLIDISDIEYA o7 o 85.857 54613 2 919.48 3.59
peroxidase y6y9y12y15°y15y17
IQ8ZPBS[TPX_SALTY Probable thiol | -, DLSDVSLSQYAGK 33 13 11 86.92|P20ADAYLYSYAYBYOVLIYI2 4 50) 6g 59.237 45338 | P 691.84 0.71
peroxidase y13
H % |
IQ8ZPES[TPX_SALTY Probable thiol | - NYGVEIVDGPLK 116 12 11 75.35 | D2D3"DIDL2YLYSy4YBYBYL 555 6g 64.581 41459 | P 65235 -0.94
peroxidase Oy12
'QBZPGSlTngrii‘iggepmbab'e thiol| ¢ DLSDVSLSQYAGKR 33 14 6 25.4 b12°h12yly7y8yl4 1538.7B a7 | 11928 | 2| 769.89 2.06
|Q8ZP65[TPX_SALTY Probable thiol AVIVLDENDNVIFSQLVDETHEPD
Doroxidase 7 DAALNVLK 133 34 7 49.79|  b2b3bdylOyllyl2y34  3811.97 118.141 105p6 | 3 71.32 12.17
IQ8ZPES[TPX_SALTY Probable thiol | g |~ o midomethylc(ag) VQLATEVENTVVLCVSADLPFA 67 26 6 28.14 y8*y8y9°yoy13y19 2908.44 109.88¢ 7731 |3 97045 537
peroxidase QSR
IQ8ZPBS[TPX_SALTY Probable thiol | g AQAFTLVAK 24 9 6 76.65 b3y3ydy5y6y7 948.54 52.964 5343 |1 @ 7.34
peroxidase
b3b4b5b6b7b9b10°h10*H1
|Q8ZP65[TPX_SALTY Probable thiol AVIVLDENDNVIFSQLVDEITHEPD 0b11b12b13y3ydy5y6y7y8
Doroxidase 10 DAALNVLKA 133 35 30 21948 o 1o 1ony1 2914y 1og10y 268299 119.949 80095 B  1295.0 6.92
20y22y24y30y31
'Q82P65|Tngrii‘iggepmbab'e thiol |14 NNEFLKNYGVEIVDGPLK 110 18 8 38.18| b3b6b8°h8b12°b12*yad 2049.05 75.905 14262| B 683.69 -5.72
H X |
IQ8ZPES[TPX_SALTY Probable thiol | Phosphoryl STY(13) | MSQTVHFQGNPVIVANVIPQAGY | ) . c305| DebSDEDE H3POA | o T 97600 15| b oasal 10,00
peroxidase K b6b7b12b19y12
IQ8ZPES[TPX_SALTY Probable thiol | 5 SDVSLSQYAGKR 35 12 1 7.38 b10 1310.66 54.723 205 |2 65543 220
peroxidase
b2*b2b3*b3ba*bayly2y3
'Q7CPE5|ATSF;&:£;;;ATP synthas¢ LNALPDVLEQFIHLR 85 15 19 156.56| 4y5y6y7y8yoy10y11y13yl 1777.97 105.658 63617| B  593.33 -14.62
5
%y
'Q7CPE5|ATSF;&:£;;;ATP synthas¢ AAFDFAVEHQSVER 13 14 12 45.77 b1b2b5b63;1yy124y4y5 YTV 160574 57.017 41226 B 535.92 -14.37




|Q7CPES5|ATPD_SALTY ATP synthasg
subunit delta

AGDMVIDGSVR

154

11

36.37

b3b5y7y9

1119.55

45.839

1570p

2

0.38

1.85

|Q7CPES5S|ATPD_SALTY ATP synthasg
subunit delta

SEFVTVARPYAK

12

72.04

b3b5°b5y4y6y8y10

1367.71

47.044

78781

w

456.57

-18.03

|Q7CPES5|ATPD_SALTY ATP synthasg
subunit delta

ISAAMEK

124

38.33

b6°b6y3y4

749.39

50.400

3774

2

375.2p

.631

|Q7CPES5|ATPD_SALTY ATP synthasg
subunit delta

AASEATSEVEVTSATALSEEQLSK

100

24

33.88

b12b15y6y8y11°y11y13°
3

1

2438.21

89.208

1728

813.41

13.72

|Q7CPES5|ATPD_SALTY ATP synthasg
subunit delta

MSEFVTVARPYAKAAFDFAVEHQ
SVER

27

15.96

b6b11y3°y3ys

3085.49

132.851

330

3

1029.16

4814.

|Q7CPES5|ATPD_SALTY ATP synthasg
subunit delta

AAFDFAVEHQSVERWQDMLAFA
AEVTK

13

27

12.23

b11b22y4

3096.53

83.388

179%

3

1032.B5

13.1f7

|Q7CPE5|ATPD_SALTY ATP synthasg
subunit delta

ALPDVLEQFIHLR

87

13

3.77

1550.86

105.642

1640

2

775.9

48.3

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

LAEAGIPTQMER

60

12

22

145.42

b1b2b3°b3b4°b4b5°b5b6
y5y6°y6y7*y7y8*y8y9y10
y10*y10y12

/3

1315.66

49.802

57905

658.34

-3.06

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

Carbamidomethyl+C(7]

LLSDTECLVK

72

10

41.2

b1b8°h8§8y10

1177.61

53.004

41045

2

589.31

-2.49

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

TVYSTENPDLLVLEFR

13

16

11

81.06

b4b13y2y3y4y10y11y12
3y16*y16

il

1895.98

88.338

31299

948.50

4.64

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

LFDDAGLILVDFK

164

13

21.35

b5b8y3°y3

1465.79

97.577

1894

733.40

-3.25

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

QSLGGLIEAYEAVAHR

215

16

87.18

b13y3y4y5y6y7yllyl]

1788

84.510

45710

571.96

-16.03

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

Carbamidomethyl+C(8

LEMVPVECVVR

83

11

25.0

3 b4ab10y6

3031

39.746

15125

444.24

14.40

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

IEQFDR

39

13.9

y3

807.40

26.240

8980

2

404.2

1.97

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

ANDVLK

157

b4*b4

659.37

31.165

4555

1

659.37

1.57

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

Carbamidomethyl+C(1

D) LAEAGIPTQMERLLSDTECLVK|

60

22

b3b1ly12

2474.29

92.088

44527

3

825.4

9.28

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

10

FRQSLGGLIEAYEAVAHR

213

18

16.15

b13y7y9

2017.0

79.087

37139

673.02

-7.75

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

11

Carbamidomethyl+C(9

) KLEMVPVECVVR

82

12

3 b5y3¢0y11

1458.78

61.694

32371

2

729.89

0.08

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

12

TVYSTENPDLLVLEFRNDTSAGD
GAR

13

26

47.39

b5b6b12b15y3y11y13y:

P3

2840.3

80.58B

69(

3 7.484

181

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

13

GEVVLGDEFSPDGSRLWDK

184

19

55.44

b4b7b8b10b11y8y11°

2106.03

75.933

3378

B

702.68

9.16

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

14

LEFGLYKGEVVLGDEFSPDGSR

177

22

13.9

b14y6y13

2414.1

.690

2969

1207.59

-10.21

|P65889|PUR7_SALTY
Phohoribosylaminoimidazole-
succinocarboxamide synthase

15

Phosphoryl STY(5)

TVYSTENPDLLVLEFR

13

16

36.0

| b4blBHh13y3y12+y12

1975.91

73.757

1834

4

494.79

-12.34




. o =
IQ7CPLAIRL16_SALTY 50S ribosoma) | VLYEMDGVPEELAR 100 14 17 147,94 POED7DELIODION2YSYRY ) 0 o 69.584 71780 2 810.90 1.81
protein L16 6y8°y8y9y10y11y12y14
'Q7CPL4|RL‘1)?&‘:’£‘LLT12 50S ribosomal GNVEYWVALIQPGK 86 14 5 39.51 b9b10*h10b11y13 1573.8 ana 5567 | 2| 787.42 7.14
IQ7CPLAIRLLE_SALTY 50S ribosoma) 4 TTFVTK 127 6 1 13.9 b5 696.40 22.807 2504| |1 696.4 9.29
protein L16
'Q7CPL4|RL‘1)?&‘:’£‘LLT12 50S ribosoma| GLAAGADVSFGSFGLK 18 16 5 28.6 b5b7°b7b11y10 1496.8p 48.03| 2254 | 3| 499.61 18.76
IQ7CPLAIRLLE_SALTY 50S ribosoma) g GNVEYWVALIQPGKVLYEMDGV 86 28 3 18.02 b3b5b7 3175.62 136.204 273§ |3 1059.p1 2.84
protein L16 PEELAR
'Q7CPL4|RL‘1)?&‘:’£‘LLT12 50S ribosoma| ¢ Phosphoryl STY(9) GLAAGADVSFGSFGLK 18 16 3 17.79 b3y6y9 576.74 43.307 7896 526.25 4.80
ine-ecific- *| * o
IPOALWBILIVK_SALTY Leucine-ecific 1 QQVYGEGLAR 170 9 14 63.12| P2"P203"D3DOYLY2y4ySTY 4 51 5 32.512 116187 P 511.25 -8.90
binding protein 5y6°y6y7y9
. _ T % | %
[POAIWBILIVK_SALTY Leucine-ecific 5 QGNANIVFFDGITAGEKDFSALIA [ - " 70.g5 | P2*D2D6*DED25yAYSYBYIE o 104952 ses00| B 88546 0.00
binding protein R y15y18y19y20y25
N _ .pe _ o| 'y
IPOALWBILIVK_SALTY Leucine-ecific 3 TAGLDSSQGPTAAK 139 14 14 126.64°% P30AYSYBYTYTYBYOYID 553 oy 28.663 52413 2 652.33 431
binding protein y10y11ly12y14
[POALWGILIVK_SALTY Leucine-ecific- TQFMGPEGVGNASLSNIAGGAAE b2*b2b3b4b7y2y3ydy5y8l )
binding proten 4 OMLUTMPK 242 31 14 82.32 T1yioy1351 3035.47 92.533 49958 | B 1012.49 153
IPOATWBILIVK_SALTY Leucine-ecific- | o SASHAPLDLVK 316 11 7 56.89 b4bSy1y3y7yl0y11 1137.62 47.014 40022 | 2| 569.32 2.79
binding protein
IPOALTWBILIVK_SALTY Leucine-ecific- | VAVGAMSGPVAQWGDMEFNGA| — ,; 23 8 49.76 |  b3bldydysyeyoyl5y2d  2363.14 87.291 376 3 .3v88 4.65
binding protein R
—— —
IPOALWBILIVK_SALTY Leucine-ecific 7 LOKENIDFVYYGGYYPEMGQMLR| 211 23 10 63.30|YLYOYOYBYBYOYIVLIYI2ZY 5014 34 84.606 34348 B 938.78 3.99
binding protein 23
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 8 |carbamidomethyl+C(10) LVGVEYDDACDPK 66 13 7 33.3p b2b2g3y8yoy13 1480.66 46.885 31808 |2 740.84 1.57
IPOATWBILIVK_SALTY Leucine-ecific- | ¢ IAIHDK 163 7 6 41.34 y2y3°y3y5y6y7 809.48 32.088 27834 |2 mm 11.46
binding protein
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 10 DPSGPYVWITYAAVQSLATAMTR| 293 23 5 20.86 b8°b8b10b13y3 @21 126.776 3278 833.41 1241
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 11 YILETVKPQR 153 10 9 69.52 | y3ty3ydyeryey7ryTy8ty8  1246.69| 4861 44652 | 3 416.24 -18.70
IPOALWBILIVK_SALTY Leucine-ecific- | -, GYQYIMR 132 7 4 41.34 y3y4y5*y5 930.45 46.948 2871 |2 46578 472
binding protein
IPOALWBILIVK_SALTY Leucine-ecific- | 5 ANGADTVIGPLK 330 12 4 35.29 b4b5h7y4 1155.63 51.761 603] |2 882 -5.70
binding protein
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 14 GFEFGVFQWHADGSSTVAK 350 19 6 34.51 b5b8b9°hob12y6 2000.| 78.133 1773 | 4 690.67 15.57
'POAlWB'L':)/i':a;gA';;;eLis“C'”e'ec'f'c' 15 GYQYIMRTAGLDSSQGPTAAK 132 21 6 2249  b3b9*bob12°b12y11| 2215.06 85.508 4123 739.03 -9.26
IPOALWBILIVK_SALTY Leucine-ecific- | =, o SVQDGLKQGNANIVFFDGITAGE |44 24 4 17.58 b5b11y7y15 2508.24 107.701 322 3 8365 3135
binding protein K
IPOAIWBILIVK_SALTY Leucine-ecific- |, GDLKGFEFGVFQWHADGSSTVAl 5,4 23 4 19.89 b7b12*b12b14 2483.1] 92.047 287 2 1242[09 3111
binding protein K
IPOATWBILIVK_SALTY Leucine-ecific- | g Oxidation+M(22) | KPPSCPYVWITYAAVQSLATAMT | 9, 24 3 13.11 b12y3y6 2642.35 87.573 3794 |3 88146 8.5(
binding protein R
[POALWGILIVK_SALTY Leucine-ecific- - TQFMGPEGVGNASLSNIAGGAAE )
binding proten 19 Oxidation+M() CMLVTMPRR 242 32 4 16.36 b7b9b14y26 3207.54 114.093 291 3 1069|185  0-5.4
IPOAIWBILIVK_SALTY Leucine-eciic- | SHAPLDLVK 318 9 0 2.26 979.54 47.023 4062| |2 490.28 -13.53
binding protein
IPOA2SLAHPC_SALTY Alkyl 1 YAMIGDPTGALTR 93 13 8 42.66| b2b3blly7y8ylocyloy]d  13@5.6  62.750 105499 | 4  683.34 -0.63
hydroperoxide reductase subunit C
IPOA2SLIAHPC_SALTY Alkyl 2 NFDNMREDEGLADR 106 14 8 57.75|  b2b8boy3y5y6yl2y14 1681.70 46.689 64232 | 3 56124 -13.28
hydroperoxide reductase subunit C




b2°b2b3°b3b4°b4b5b6b8HI
lPOAZSllAHPC—SALTY Allyt . 3 ATFVVDPQGIIQAIEVTAEGIGR 120 23 25 197.34y1y2y3y4y5°y5y6y7y8y9yl 2384.26 128.413 51644 B 795.43 -7.37
hydroperoxide reductase subunit C
Oyl1ly12y17y23
lPOAZSllAHPC—SALTY Allyt . 4 LGVDVYSVSTDTHFTHK 63 17 13 108.64 b3b4b7b9"bIL12y37Y3y6Y8 1905.92 57.033 42056 B 635.98 -5.70
hydroperoxide reductase subunit C y9y11y15
|POA251|AHPC_SALTY Alkyl . | WSVFFFYPADFTFVCPTELGDVA| b3b4°b4b6b7b9b10y3y8y9
hydroperoxide reductase subunit C 5 Carbamidomethyl+C(1¥%) DHYEELQK 32 31 13 90.72 y24y25y31 3757.77 119.198 22005 B 1253.24 12.41
lPOAZSllAHPC—SALTY Allyt . 6 NGEFIEVTEKDTEGR 17 15 7 30.4 b1b2b9y3y4y9°y9 1723.81 9.6 5574 2 862.41 -1.70
hydroperoxide reductase subunit C
|POA251|AHPC_SALTY Alkyl ATFVVDPQGIIQAIEVTAEGIGRDA o i L )
hydroperoxide reductase subunit C 7 SDLLR 120 30 5 11.62 b2b6y9°y9y16 3154.6 137.188% 212 3 1052f23  .39-1
|POA251|AHPC_SALTY Alkyl o J )
hydroperoxide reductase subunit C 8 AWHSSSETIAK 80 11 8 83.94 b3b9y3y4y5y8°y8y9 1216.5f 29.105 59148 3 406.20 19.87
lPOAZSllAHPC—SALTY Allyt . 9 NGEFIEVTEK 17 10 4 27.7 b4b7°b7y7 1165.54 88.565 271 2 583.7 -11.31
hydroperoxide reductase subunit C
lPOAZSllAHPC—SALTY Allyt . 10 EGEATLAPSLDLVGKI 171 16 4 29.27 b3b4b7y4 1612.8 84.896 3665 2 806.94 -0.61
hydroperoxide reductase subunit C
lPOAZSllAHPC—SALTY Allyt . 11 IKYAMIGDPTGALTR 91 15 4 30.4 b13y3y5y6 1606.84 62.318 029 | 3 536.29 -12.23
hydroperoxide reductase subunit C
|POA251|AHPC_SALTY Alkyl d
hydroperoxide reductase subunit C 12 NQAFKNGEFIEVTEK 12 15 3 26.87 y8y9y14 1753.89 82.747 7599 2 877.45 7.80
lPOAZSllAHPC—SALTY Allyt . 13 NGEFIEVTEKDTEGR 17 15 3 18.79] b10y7y10 1723.8[L 93.98 7318 3 575.28 -0.57
hydroperoxide reductase subunit C
lPOAZSllAHPC—SALTY Allyt . 14 STDTHFTHK 71 9 0 4.53 1073.51 57.046 14062 2 537.2¢ 11.71
hydroperoxide reductase subunit C
lPOAZSllAHPC—SALTY Allyt . 15 SVSTDTHFTHK 69 11 2 7.26 b8°h8 1259.61] 57.045 7622 2 630.31 377.
hydroperoxide reductase subunit C
lPOAZSllAHPC—SALTY Allyt . 16 LGVDVYSVSTDTHFTHK 63 17 1 7.26 y10 1887.91 57.077 6719 4 24B -6.72
hydroperoxide reductase subunit C
. b2b3b4b5b6b7*b7b9b141b
P
|P66932|TIG_SALTY Trigger factor 1 NVALEEQAVEAVLAK 399 15 17 155.82 14y3y4y10y11y12y13y19 1583.87 79.957 68493 p 792.44 0.77
|P66932|TIG_SALTY Trigger factor 2 ANDIDVPSALIDSEID\RR 296 20 7 23.44 b2*b2b3*b3y4y14y16 2211.1% 90.36( 4159 3372 -5.52
|P66932|TIG_SALTY Trigger factor 3 FGVEDGSVAGLR 255 12 12 76.54 b2b3b4 b;;ylllzylyZySy4 ’ 1206.61 56.991 41541 p 603.81 -0.40
|P66932|TIG_SALTY Trigger factor 4 INPAGAPNYVPGEYK 83 51 6 26.87 b2y2y5y9y13y15 1589.79 50.754 3367p 2 795.40 -0.6
|P66932|TIG_SALTY Trigger factor 5 SQAIEGLVK 287 9 9 58.63 | b2*b2ylydy5y7y8*y8y9 944.53 46.980| 28559 2 472.77 -12.08
|P66932|TIG_SALTY Trigger factor 6 GLIEEMASAYEDPKEVIEY SK 368 22 5 26.68 b3b6y5y7y13 2548.21 97.378 26664 3 850.p8 0.77
|P66932|TIG_SALTY Trigger factor 7 VEERELPELTEEFIK 239 15 6 42.44 b2b4b6b8°b8b12 1860.94 95.79(Q 244( 2 930.p7 6111.
|P66932|TIG_SALTY Trigger factor 8 ANDIDVPSALIDSEID\R 296 19 5 24.5 b14y3y13y15y19 2055.01 94.419 2239 2 1028{04 2.73
|P66932|TIG_SALTY Trigger factor 9 MIPGFEDGVK 193 10 5 14.96 b2b8y3y8°y10 1092.54 58.00Q 169162 546.77 -2.23
|P66932|TIG_SALTY Trigger factor 10 VPMNIVAQR 48 9 3 46.86 y4y6y8 1027.56 46.838 15962 2 514.2p 137
|P66932|TIG_SALTY Trigger factor 11 NKELMDNMR 390 9 5 55.62 y3y4y5y7y9 1150.53 34.629 9755 2 575. -3.08
|P66932|TIG_SALTY Trigger factor 12 MQVSVETTQGLGR 0 13 21.35 b7y3y9 1405.72 58.369 5929 2 703.3 3.99
|P66932|TIG_SALTY Trigger factor 13 ATSFNELMNQQA 420 12 4 23.01 b1b3b5y11 1353.59 49.804 554 3 51.87 -13.89
|P66932|TIG_SALTY Trigger factor 14 SELVNVAKK 29 9 5 31.3 b2b4b5°b5y7 987.57 29.997 3835 2 494.2p -10.14




|P66932|TIG_SALTY Trigger factor 15 AGEEFTIDVTFPEEYEALK 206 21 3 24.02 b10b12b13 2439.11 71.740 290 4 61053 .61
|P66932|TIG_SALTY Trigger factor 16 QDVLGDLMSR 63 10 6 59.52 b3b5b6*b6b7ya 1133.5] 49.827 2578 | 2567.29 6.78
|P66932|TIG_SALTY Trigger factor 17 ATDFVLAMGQGR 181 12 3 36.23 yAy5y6 1265.63 65.633 21073 |2  .823 -1.45
|P66932|TIG_SALTY Trigger factor 18 SELVNVAK 29 8 3 41.71 yAy5y6 859.47 37.057 19604 |2 430.24 617.
|P66932|TIG_SALTY Trigger factor 19 NFVDAIIK 73 8 3 33.93 bdy3y4 919.52 53.287 15036 |2 460.2 911
|P66932|TIG_SALTY Trigger factor 20 VTIDFTGSVDGEEFEGG 163 18 5 32.17 b11b13y4y6y1l 1886.8 121.176 547 3 62061 18.83
|P66932|TIG_SALTY Trigger factor 21 YGASVR 57 6 1 13.9 b3 652.33 26.717 5008 |1 652.38 -11.3p
|P66932|TIG_SALTY Trigger factor 22 VTITIAADSIETAVK 14 15 6 67.15 b8b9b10b11b12y9 1531.8p 76.014 366 2 76642 8321
|P66932|TIG_SALTY Trigger factor 23 QAAQRFGGNEK 316 11 4 37.8 b3b4bsys 1205.59 48.138 9704 2 03| 1407
|P66932|TIG_SALTY Trigger factor 24 MQVSVETTQGLGRR 0 14 6 42.73 b3b4°b4b5°b5b13 1561.8 88.130 3849 2 78141 2.9
|P66932|TIG_SALTY Trigger factor 25 ANDIDVPSALIDSEIDRR 296 20 3 21.68 b5b7b13 2211.14 90.258 1750 2 110608  3-7.1
|P66932|TIG_SALTY Trigger factor 26 GKVPMNIVAQR 46 11 9 94.92 | b3bsbe*beb7ydyeyryd 12126 £53 9548 | 2| 606.84 -10.27
|P66932|TIG_SALTY Trigger factor 27 AGEEFTIDVTFPEEYBALKGK | 206 23 4 22,51 b10b11°b11y20 2624.2 73.70¢ 737 4 @56 -9.68
|P66932|TIG_SALTY Trigger factor 28 GLIEEMASAYEDPKEEFYSK 368 22 3 13.9 b7y4y12 2548.23 82.515 5424 |4  637.41 4.99
|P66932|TIG_SALTY Trigger factor 29 QDVLGDLMSRNFVDAI 63 18 5 22.62 b8°b8b10y3y10 2034.04 100.752 230 3 67870 56 7.
|P66932|TIG_SALTY Trigger factor 30 VEERELPELTEEFIK @3 15 3 18.79 b3b12y13 1860.95 97.139 1794 |2 93098 4.2
|P66932|TIG_SALTY Trigger factor 31 Phosphoryl STY(10 GLIEEMASAYEDPKEVIEFYSK 368 22 3 13.9 b8y7y12 2628.19 885 2678 | 2| 1314.60 5.02
|P66932|TIG_SALTY Trigger factor 32 Oxidation+M(8) AFVLAMGQGR 181 12 3 23.01 b3boys 1281.64 63.369 24558 | 2 641.33 14.48
b2b3b4b5b6b9b10*b10b] 1
|P66692|RPIA_SALTY Ribose-5-phohale AVGWAALQYVQPGTIVGVGTGST b17y2y3ydySy6yl1°y11yll
o rase A 1 AAUEIDALGTME 8 35 32 247650, o a1y y10ys0yady 348781 107.343 74796 B 1163.2 2.80
26y27y28*y28y29y30y35
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhare 2 | carbamidomethyl+C(3 FICIADASK 112 9 8 69.14 b2y3y4°y§B7y9 1024.51 50.826 31257 p 51278 -6.31
|P66692|RP'Ais—osn{?:;;(eRA'bose'S'phOha € 3 GADVALIGTPDGVK 201 14 9 31.73| b5°b5Syly2y5eysy7y8ylh 1312 57.171 24626 | 4  656.86 -1.49
|P66692|RPIA_SALTY Ribose-5-phohale GLGIHVFDLNEVDSLGIYVDGADE ] )
o rase A 4 INGHMOMIK 61 33 4 36.99 y7y8y9*y9 3599.74 107.749 10047 |5 72076 3.5
il -5- *| ohR*| *|
IP66692IRPIA_SALTY Ribose-5-phohate ¢ GQIEGAVSSSDASTEK 43 16 11 51,54 P2"D2b6°D6™DELE™OBL1ID ) o £y 50.878 10691 » 78338 9.12
isomerase A 12b13y16
'PGBGQZlRP'Ais—osn{?:;;(eRA'bose'S'phOha € 5 GQIEGAVSSSDASTEKLK 43 18 6 25.07] b3b4°h4b7°h7*h7 1806.90 38.775 3083 | 2| 90395 -3.18
|P66692|RPIA_SALTY Ribose-5-phohale GLGIHVFDLNEVDSLGIYVDGADE b12°b12b13*b13y14_H3P )
o rase A 7 Phosphoryl STY(14) INGHMOMIK 61 33 6 22.36 Ol y1deyLs 3679.68 84.316 2105 | 4  920.67 8.82
IP66692IRPIA_SALTY Ribose-5-phohate o Oxidation+m(31) |CLCHVFDLNEVDSLGIYVDGADE| o 33 5 16.05 b13°h13y3y7y24 3615.71 86.780 282 3 120503 22 7.
isomerase A INGHMQMIK
IP66E92IRPIA_SALTY R'bose'S'phOhal‘e 9 GQIEGAVSSSDAST 43 14 1 7.26 v4 1308.61 50.925 296 2 65481 371
isomerase A
'PGBGQZlRP'Ais—osn{?:;;(eRA'bose'S'phOha € 10 SLGIYVDGADEINGHMQMIK 74 20 2 9.62 b3°b3 2191.08 107.7471 e | 3| 731.03 14.15




o % | O %
IPOA7KOIRLLL_SALTY 50S ribosomall AQLQEIAQTK 103 10 12 76.06 |2 P203Y2YSYSYBYTYTY 1159 61 38.722 75625 2 565.31 11.24
protein L11 y8y10
'POA?KOlRLilrgzﬁLHlSOS ribosomal -, AADMTGADIEAMTR 113 14 10 112.50| b3y3ydy5yey7y8yoyl2yla 482.65 57.111 50004 | »  726.83 3.78
'POA?KOlRLilrgzﬁLHlSOS ribosomal 5 GLPIPVVITVYADR 51 14 7 46.56 |  b3bdy2yBylOyl2yld 1512.8 R0 57464 | 2|  756.94 0.56
'POA?KOlRLilrgzﬁLHlSOS ribosomal -, TPPAAVLLK 72 9 6 58.63 b2y3y5y7y8y9 909.57 54.035 50066 |2 285 1141
[POAZKOIRLLL_SALTY 50S ribosomal . LQVAAGMANPSPPVGPALGQQG e ] ]
orotein L1 5 |carbamidomethykC(20) UNIMEECK 10 30 4 11.62 b12y9°y9y16 3081.59 110.244 11995 |4 77115 418.9
[POAZKOIRLLL_SALTY 50S ribosomal . LQVAAGMANPSPPVGPALGQQG ] )
orotein L1 6 |Carbamidomethyk-C(20) VNIMERCKAENAK 10 35 3 225 b10y7y8 3612.79 130.757] 35370 |4  903.95 7.0
'POA?KOlRLilrEzﬁLHlSOS ribosomal 7 SIEGTARSMGLVVED 127 15 3 18.79 b8yoy14 1563.7 55.693 2200 2 | 782.40 9.37
[POA7KO|RL11_SALTY 50S ribosomal Carbamidomethyl+C(29)LQVAAGMANPSPPVGPALGQQG .
orotein L11 8 oxidatoniM(26) UNIMEECK 10 30 4 22.23 b7y8y9°y9 3097.57 126.648 2551 |3 1033.19 12.4
i %)
IPOALPGIGLNA_SALTY Glutamine 1 | carbamidomethyi+C( CDILEPGTLQGYDRDPR 89 17 12 70.742P30ODLIDISYLY2YEYOY 4 4 59.748 43804 B 668.98 -3.17
synthetase 9y11y13
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 2 LVPGYEAPVMLAYSAR 322 16 8 68.88| blaydySyoyllyl3yldyls 36791 77.301 39212 | 2  868.96 5.06
. b2°b2b3°h3b4b6b8°b8bb1
IPOALPGIGLNA_SALTY Glutamine 3 ATGIADTVLFGPEPEFFLFDDIR 117 23 24 132.30°b10b13b18yly2y3ydySly 2570.27 117.004 28324| B 857.43 -4.46
synthetase
5y8y10y11y13y23
. b4°babg*b8b11°b11*b11p
IPOALPGIGLNA_SALTY Glutamine 4 EIPQVAGSLEEALNALDLDR 406 20 18 82.98|14y1y6°y6y7°y7y10y11ylR 2153.09 95.678 27328 B 71837 -10.77
synthetase
y19y20
i *| %y Oy o
IPOALPGIGLNA_SALTY Glutamine 5 AINALANPTTNSYKR 307 15 12 59.16 [P2P3PADAYBYBYOYOVION s o5 42.420 26853 B 545.29 -12.10
synthetase y10y13y15
'POAlPGlGLS’;‘/ﬁt—rigL;Y Glutamine 6 GGYFPVPPVDSAQDIR 177 16 8 17.7  bSyly2yseystygylatyld 1787 56.990 24709 573.30 11.16
[POALP6|GLNA_SALTY Glutamine GINESDMVLMPDASTAVIDPFFAD b3b9b10°b10b16y2y3y4dy6
aynihetase 7 STLIR 59 30 16 1275 ot iioyiayaoysr | 323861 113.318 17953 B 1080.21 3.17
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 8 | carbamidomethyl+C(l CDILEPGTLQGYDR 89 14 7 49.73  blGSPyllyl3yld | 1636.79 71.658 17322| |2 818.94 14.54
'POAlPGlGLS’;‘/ﬁt—rigLSZY Glutamine 9 |carbamidomethy+C(11) FPDPAANPYLCFAALLMAGLDGI 360 24 9 45.26 |P3P14D15 215y3y6y7y11y 2565.30 136.628 14110| B  855.77 3.24
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 10 FGASISGSHVAIDDIEGAWNSSTK 140 24 8 50.1  b6bObllblay@Byl5 | 2449.17 75.902 13210 B 817.04 4.29
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 11 YVVHNVAHR 240 9 5 55.62 b2y3ydysy7 1094.58 21.974 12381 |2 By -1.45
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 12 NGTNLFSGDK 277 10 5 27.7 b3b9y2y8y10 1052.5% 48.426 726 | 2 6@ 14.27
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 13 SAEHVLTMLNEHEVK 1 15 4 18.79 b5°bSy6y9 1736.84 54.493 42 | 3| 57962 -15.67
IPOALPGIGLNA_SALTY Glutamine 14 NLYDLPPEEAK 395 11 3 28.07 bey3y4 1288.64 43.995 19416 |3 230 1.89
synthetase
IPOALPGIGLNA_SALTY Glutamine 15 ADEIQIYK 232 8 4 33.93 b5°b5h6Yy6 979.50 48.111 gs11| |2 49026 5.86
synthetase
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 16 MTPHPVEFELYYSV 455 14 4 39.44 b6b7y4y5 1711.8% 85.654 83| 2| 856.42 21.46
. o -
IPOALPGIGLNA_SALTY Glutamine 17 EQHVTIPAHQVNAEFFEEGK 28 20 10 51,47 POP7DTOIDIDILIDILYEY 51 15 112.732 4696 | B 77071 5.81
synthetase 7y9
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 18 AGGVFTDEAIDAYIALR 430 17 6 30.82 | b10°b10b13yll°yllylp 781.87 99.452 3374 | 2 89144 -20.21
'POAlPGlGLS’;‘/ﬁtT]szSZY Glutamine 19 AINALANPTTNSYK 307 14 4 28.56 b10b12y4y9 1477.73 78142 o0 | 3| 493.25 -21.56




'POAlPGlGLS’;‘ﬁtT]szSZY Glutamine 20 YAGLSEQALYYIGGVIK 287 17 3 23.9 b5b6y4 1844.96 33.972 25| 3| 615.66 -11.05
'POAlPGlGLS’;‘ﬁtT]szSZY Glutamine 21 MSAEHVLTMLNEHEVK 0 16 3 17.79 b3b8y11 1867.89 91.673 2006 2 | 934.45 5.16
[POALP6IGLNA_SALTY Glutamine - NGTNLFSGDKYAGLSEQALYYIG [ - . 5 1203 b5b19y5 S 99039 s03b |3 98016 e
synthetase GVIK
'POAlPGlGLS’;‘ﬁtT]szSZY Glutamine 23 LVPGYEAPVMLAYSARNR 322 18 3 16.15 b8b13y5 2007.01 10m89| 13654 | 2| 1004.04 10.46
'POAlPGlGLS’;‘ﬁtT]szSZY Glutamine 24 | carbamidomethyl+C(l) CDILEPGTLQGYDRDPR 89 17 288 SyBy8 2004.96 32.434 11134| B 668.99 6.33
IPOALPGIGLNA_SALTY Glutamine 25 FGASISGSHVAIDDIEGAWNSSTK| 44 30 5 11.62 b7y10°y10y13*y13 3097.4 75.930 934 4 77543 1111
synthetase YEGGNK
IPOALPGIGLNA_SALTY Glutamine 26 AEDYLRATGIADTVLFGPEPEFFLR ) 29 6 22.71 b6b7°b7b13°b13y9 3317.6p 97.13 770 4 830f16 -4.42
synthetase DDIR
IPOALPGIGLNA_SALTY Glutamine 27 NKIHPGEAMDK 384 11 3 28.07 b8boy9 1239.62 68.307 266d |2 6203  7.19
synthetase
IPOALPGIGLNA_SALTY Glutamine 28 VRMTPHPVEFELYYSV 453 16 3 17.79 b5y3y6 1966.9 59.188 674| 4| 492,50 6.21
synthetase
[POALP6IGLNA_SALTY Glutamine Carbamidomethyl+C(4] SEMCLVMEQMGLVVEAHHHEVA o o ]
aynihetase 29 OxidatoneM0 TAGONEVATR 193 32 6 11.33| beyll°ylly13°y13+y13  3579.6 117.06 2382 | 31193.90 10.37
'POAlPGlGLS’;‘ﬁtT]szSZY Glutamine 30 Oxidation+M(4) FNTMTKK 225 7 3 41.34 b3b6y6 885.44 57.668 2255 | 2| 443.22 -14.06
IPOALPGIGLNA_SALTY Glutamine 31 IDDIEGAWNSSTK 151 13 0 7.17 1435.65 75.907 5691 |2 718.3B 221.
synthetase
IPOALPGIGLNA_SALTY Glutamine 32 NALANPTTNSYKR 309 13 0 3.77 1449.75 42.429 3663 |2 72538 930.
synthetase
IPO2911JARGT_SALTY Lysine-arginine | GVDVVAYANQDLIYSDLTAGR 155 21 7 27.85 | beb13y7ey7y13y1692 | 2240.12 72.343 100538 B 747.38 0.76
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer | 2 i omethyic(1) CTWVASDFDALIPSLK 66 16 9 62.78  b3BUbSh12y3ydyl3ylp  1822.92 97.920 4070 2 91196 7.10
ornithine-binding periplasmic protein
] R
IPO2911JARGT_SALTY Lysine-argininer HVGVLQGSTQEAYANDNWR 134 19 14 95,03 P2D3D4D10DI3Y2Y3Y3YBY 1) oq 53.171 40527| B 715.67 -8.65
ornithine-binding periplasmic protein 6y7y8y9y19
IPO2911JARGT_SALTY Lysine-argininer IGTDTTYAPESSK 29 13 8 50.86| bly5y8yoylOylicyllyld  1387.67 52.993 30041 | 2 694.34 0.79
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer YFGDGTGVGLR 211 11 4 32.05 y7y9y10y11 1141.5¢ 55.597 3657 2571.28 -3.10
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer ¢ GSPIQPTLESLK 120 12 3 23.01 b11y6y10 1269.7p 55.10 930%6 | 323.94 13.65
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer - o igomethy 1+ C(18) GEFIGFDIDLGNEMCK 45 16 4 3178 Bgky14 1844.85 78.894 38008| [B  615.62 17.87
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-arginine ¢ QQEIAFSDK 99 9 6 31.3 b3°h3y4°ydy5°y5 1065.53 38.790 315 2 33.87 9.05
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer o DDTELK 223 6 1 13.9 v3 720.34 61.467 2322 |1 720.34 0.00
ornithine-binding periplasmic protein
[P02911|ARGT SALTY Lysine-arginine} GVDVVAYANQDLIYSDLTAGRLD . o )
ormithine.binding periplaemic protein | 10 AALODEVAASEGFLK 155 38 6 24.55| b13*b13bldy5y13+y1d  3997.99 102.619 2773 400025 2.44
IPO2911JARGT_SALTY Lysine-argininer | ALTELRQDGTYDK 234 13 4 26.12 b8y9°y9y10 1509.74 57.490) 875 | 2| 755.37 1172
ornithine-binding periplasmic protein




IPO2911JARGT_SALTY Lysine-argininer LDAALQDEVAASEGFLKQPAGK 176 22 3 23.77 b5b6b15 2258.11 D8 3316 | 3| 753.39 0.00
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer -, 5 IGTDTTYAPFSSKDAK 29 16 3 24.32 b5y9y10 1701.83 47.457] Bog| 3| 567.94 9.18
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer -, QQEIAFSDKLYAADSR 99 16 3 17.79 b8b12y6 1841.9 68.217 47| 3| 614.64 2.92
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer -, 5 TKGVDVVAYANQDLIYSDLTAGR | 153 23 4 18.23 b10b12ydy12 2465 77.437 2062 | 4 823.76 2.18
ornithine-binding periplasmic protein
IPO2911JARGT_SALTY Lysine-argininer -, 5 Phosphoryl STY(14)|  GVDVVAYANQDLIYSDLTAGR 155 21 8 45p0 |POPL2DL2YTYIOVILYIINL oo 05 81.534 3673 L 580.77 12.31
ornithine-binding periplasmic protein 2
IP66451IRS17_SALTY 30S ribosomal |- o idomethyl+C(10)  MHVHDENNECGIGDVVEIR 43 19 13 78.5|P203DSDIY2Y3YAYSYTYTYS 555 gg 55.093 42221 B 741.66 7.14
protein S17 y10y19
IP66451|RS17_SALTY 30S ribosomal SIVVAIER 19 8 4 41.71 yAy5y6y8 886.53 51.635 40674 |2 4437 101
protein S17
IP66451|RS17_SALTY 30S ribosomal 5 SWTLVR 71 6 2 27.43 yay4 761.42 55.536 36051 |2 3812 147
protein S17
[P26976/PHON_SALTY Non-ecific aci | NGSYPSGHTAYGTLLALVLSEARA " . 2717 b2b2yaysy7y10y26 2750.3 95,074 sols | 4 emol 1248
phohatase ER
'PZBQ?GlpHosﬁjgis\;Non'ec'f'c acg NLLTMGGYYATASAK 108 15 6 60.92 b3b5y10y11y12y13 1560.78  9.676 34818 | 2| 780.89 2.89
'PZBQ?GlpHosﬁjgis\;Non'ec'f'c acg 3 IFSPVVGAK 85 9 6 31.3 b2b3yly3ydy9 917.54 50.917 30386 |2 2B9.| -9.58
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c ace 4 | carbamidomethyl+C(3 VICGAHWQSDVDAGR 191 15 6 30.4 b9g9*yoy15 1670.75 44.873 19366| B 557.59 -13.01
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq g YVGAVEFAR 206 9 4 31.3 b3b5y7y9 1011.51] 51.030 1728 2 50626 -13.15
o b2*b2b4b10°b10b11b13%
IP26976|PHON_SALTY Non-ecific acid ¢ QAAEDADVSVENIAR 70 15 17 97.52 | 13y9°yoy10y11°y11*y1lyl 1587.76 50.505 10000 P  794.38 0.08
phohatase
2y13y15
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq 4 NLLTMGGYYATASAKK 108 16 3 17.79 b10y10y12 1688.84 63595 5® | 3| -563.62 -14.24
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acq g INPKDTPETWNMLK 94 14 4 19.96 b1b8b11y10 1686.81 82.749 azo| 3| 562.96 12.52
IP26976|PHON_SALTY Non-ecific acid o AQELAR 176 6 1 13.9 b5 687.37 27.552 4251 |1 e87.37 -10.2
phohatase
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acl 10  |carbamidomethy+C(1p) TRPFVLFNHSTCRPEDENTLR 128 21 5| 7.8 b4b8b10y8y13 2589.32) 49.890 1994 |4  648.08 20.5
[P26976/PHON_SALTY Non-ecific aci DTPETWNMLKNLLTMGGYYATA o . 5 1270 b12y750 776,33 92125 sz s oo o7
phohatase SAK
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acid 15 |carbamidomethyl+C(1p) YMRTRPFVLFL’;HSTCRPEDENT 124 25 5 22.33 b9y9°y9y10°y10 3202.54 84.999 296 3 10e8f18 521
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acd 43 EELNDKNNLLSK 230 12 3 23.01 bey6y9 1416.72 54.797 1772 |2  ®es.| -10.60
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c ace 14 Oxidation+M(5) NLLTMGGYYATASAKK 108 16 7 39.12 b3b4°beBbebsy13 1704.87 84.122 6405| |2 852.94 2.22
'PZBQ?BlpHosﬁjgis\;Non'ec'f'c acd  1g LTMGGYYATASAKK 110 14 0 4.15 1461.75 63.579 1568 |2 731.38 5%
IP26976|PHON_SALTY Non-ecific acid ¢ IFSPVVGAK 85 9 0 151 899.53 50.907 1899| |2 450.21 0.68
phohatase
IQSLATOJLUXS_SALTY S- 1 TMNTPHGDAITVFDLR 23 16 12 §3.43 | P2P30ADEDLLY2yaySY6Y10 ) 707 o 70.795 41335 B 596.62 -12.56
ribosylhomocysteine lyase y12y16
IQSLATOJLUXS_SALTY S- 2 | carbamidomethyl+C(2 FCIPNKEVMPEK 39 12 9 35.20 b2b7ygygoryoyl2rylzl  1491.71 51.892 35516 B 497.91 12.77]
ribosylhomocysteine lyase




IQSLATOJLUXS_SALTY S- 3 TGFYMSLIGTPDEQR 84 15 4 32.78 b3b1dy7y8 1714.8 78.23 5245| 2| 857.01 4.56
ribosylhomocysteine lyase
[Q9L4TOLUXS_SALTY S- . [VODQNQIPELNVYQCGTYQMHSL]
bosyhomocysane lyase 4 |carbamidomethylrc(1sy SEAQDIAR 113 31 7 32.16| bl0ydylOylly21y24y3l  3635.7 74.95p 20312 | 3212.88 8.80
IQSLATOJLUXS_SALTY S- 5 PLLDSFAVDHTR 1 12 4 38.3 bdy3y5y10 1370.68 61.656 62288 |3 .867 -19.15
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 6 MPLLDSFAVDHTR 0 13 3 30.59 y3y5y9 1501.77 49.862 1412 3 @6l 12.19
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 7 EVMPEK 45 6 1 13.9 b3 732.35 57.626 2007 |1 732.3% -14.17
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 8 GIHTLEHLFAGFMR 51 14 3 19.96 b5y8y10 1628.80 122.407 193§ | 2814.90 21.13
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 9 |carbamidomethy+C(18)  DHLNGNGVEIDISPMGCR 65 19 23.26 b10b11y9 2097.03 63.663 1855| |2 1049.0p 22.00
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 10 VADAWKAAMADVLK 99 14 3 27.74 b3b4b13 1488.78 90.226 35@9| 2| 744.90 -3.36
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 11 TGFYMSLIGTPDEQRVADAWK 84 21 3 14.36 b3y5y12 2385.11 1997 3735 | 3| 795.73 6.55
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 12 EVMPEKGIHTLEHLFAGFMR 45 20 7 54.11|  blOb13y3ySy8yllyld  342.16 98.679 3204 781.39 -5.94
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 13 Phosphoryl STY(4) GIHTLEHLFAGFMR 51 14 3 19.9 b3y7y10 708.81 66.650 65317 | 2  854.91 11.00
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 14 Oxidation+M(1) MPLLDSFAVDHTR 0 13 3 30.59 y6y8y11 1512.7| 81.973 2724 | 3  506.58 2.49
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 15 Oxidation+M(5) TGFYMSLIGTPDEQR 84 15 6 30.4 bOy4°y4y599 1730.81 59.736 1583 | B 57761 3.81
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 16 Oxidation+M(13) GIHTLEHLFAGFMR 51 14 7 52.31  b4°b4bl9§48y10 1644.81 91.422 1505 | p  822.91 -12.39
ribosylhomocysteine lyase
IQ7CQ71IRL25_SALTY 50S ribosomaf | AEFYSEVLTLVVDGK 53 15 18 137.53|P2030AD7°D7TDEDIZY2YEYS | fog o7 100.857 61578| P  835.44 -0.51
protein L25 y4°y4y5y6y7y8yl11y15
'Q7CQ71|RL§%Z?LLT2; 50S ribosoma} LTHIDFVR 85 8 7 50.47 b2°b2b5y3ydy5y8 1000.58 50.437] 11951 | 2500.78 -4.82
IQ7CQ71IRL25_SALTY 50S ribosoma} 4 FPAIYGGSEAPIAIELDHDQVMNM| 28 3 22.22 b12b13y10 3058.5( 111.381 2752 | 4  765.38 -0.7p
protein L25 QAK
IQ7CQ71IRL25_SALTY 50S ribosomaf MFTINAEVR 0 9 3 31.3 b6b7y4 1080.55 42.502 20179 |2 540.7B 2.94
protein L25
. b4*bab5b7*b7b8*08b9y5
IQ7CQ71IRL25_SALTY 50S ribosomaf o AANKFPAIIYGGSEAPIAIELDHDQ 21 32 19 125.58|7y9y12y13°y13y17y18y2dy 3442.70 83.517 132173 b 86143 5.04
protein L25 VMNMQAK 22y23
'Q7CQ71|RL§%Z?LLT2; 50S ribosoma} ¢ LTHIDFVRA 85 9 4 55.62 yAy5yBy7 1071.59 53.259 44554 |2 536.3p  -8.00
IQ7CQ71IRL25_SALTY 50S ribosomgf THIDFVR 86 7 0 1.13 887.46 50.433 9596 | |2 444.24 -10.48
protein L25
. SNNTEPTWFPDSQTLAFTSDQAC b2b4*b4b5°b5b8y2y13y1}
|Q8ZQTS[TOLB_SALTY Protein tolB 1 RPOVYK 287 29 12 41.09 J21yody20 3285.56 77.473 84261| B  1095.84 5.72
|Q8ZQTS|TOLB_SALTY Protein tolB 2 WAGPGAAPEDIGGIVAADR 43 20 9 60.22 | b6b7b13bldy2y4ySy13y20  1936.0 85.32B 795p% | 968.50 3.22
|Q8ZQTS|TOLB_SALTY Protein tolB 3 VSDYDGYNQFVVHR 183 14 5 43.71 b10y4y10y12y13 1698.77 53.494 68794 |3  566.93 118
|Q8ZQT5|TOLB_SALTY Protein tolB 4 IEITQGVDSARPIGVVPFK 24 19 9 50.97 bzmlyzyg{gzyuyleylg 2026.11 70.202 66130 B  676.04 -10.66
|Q8ZQTS|TOLB_SALTY Protein tolB 5 LAYVTFESGR 213 10 7 62.53 b2b3y5y6y8y9y10 1142.58 57241 7566 | 2| 57179 1.92
*| o, o, *
|Q8ZQTS[TOLB_SALTY Protein tolB 6 IAYWWQTNGGQFPYELR % 17 8 16.91 |P12 blzyzyfzy5y12 Y12 1955.01 73.103 37441| p  978.01 1.56
|Q8ZQTS[TOLB_SALTY Protein tolB 7 MNINGGAAQR 316 10 9 50.52| b2*b2b3y6y7*y7y8y9ylp  1031.5 e 35875 | 2|  516.25 -5.80




|Q8ZQTS|TOLB_SALTY Protein tolB 8 SALVIQTLANGAVR 223 14 9 70.00 | blb3babllyay7yoyllyls  1412.8 70.594 21936 | 2 106p -1.12
|Q8ZQTS|TOLB_SALTY Protein tolB 9 SPQPLMSPAWSPDGSK 197 16 7 29.27 |  b3°b3ylyBy7ey7yll 1684.84 59.200 1501 |3 56227 521
|Q8ZQTS|TOLB_SALTY Protein tolB 10 HNGAPAFSPDGTK 244 13 13 147.05 beS*bSyt;‘:Ztﬁgmysys " 120863 32.105 14102 P 649.82 13.16
|Q8ZQTS|TOLB_SALTY Protein tolB 11 LAFALSK 257 7 4 41.34 b3y2y3y5 749.45 56.019 13211 |2 37528 411
|Q8ZQTS|TOLB_SALTY Protein tolB 12 TGSLNLYVMDLASGQIR & 17 5 16.91 b6b10y11°y11y17 1837.9 89.266 12334 | 2 o19k8 .65 3
|Q8ZQTS|TOLB_SALTY Protein tolB 13 ITWEGSQNQDADVSSDGK 326 18 4 27.46 b10y5y6y12 1936.84 55.915 2204 |2 96893 4.4
|Q8ZQTS|TOLB_SALTY Protein tolB 14 YAGHTASDEVFEK 142 13 3 30.59 yeyoy11 1453.64 36.711 44844 |3 485.2p -13.0
|Q8ZQTS|TOLB_SALTY Protein tolB 15 FMVMVSSNNGQQHIAK W 16 4 17.79 b8y7yll*y11 1790.84 50.188 22065 |3  597.62 -14.0
|Q8ZQTS|TOLB_SALTY Protein tolB 16 FNPLDR 67 6 3 40.96 y3ydy5 761.39 45.065 7103 |2 38120 117
|Q8ZQTS|TOLB_SALTY Protein tolB 17 QVASFPR 237 7 5 41.34 b3*b3b6*b6y5 804.42 67.366 6934 |1 @044 1517
|Q8ZQTS|TOLB_SALTY Protein tolB 18 LPATDGQVK 413 9 3 313 b3beys 928.50 49.301 5284 |2 464.7p 37.4
|Q8ZQTS|TOLB_SALTY Protein tolB 19 LPATDGQVKSPAWSPYL 13 17 4 16.91 b14°h14y9y13 1829.9¢ 89.811 20287 | 2 91548 5.8
|Q8ZQTS|TOLB_SALTY Protein tolB 20 'TWEGS\?SNS?\I',D\I'ZES/S’S&EKFMVM 326 34 5 21.96 b6b8b9°boy9 3708.71 96.147 25499 | 3 1236l91 5 3.9
|Q8ZQTS|TOLB_SALTY Protein tolB 21 ARLPATDGQVK 411 11 5 68.14 b3b5b7boy6 1155.64 28.920 11164 | 2578.33 -4.33
|Q8ZQTS|TOLB_SALTY Protein tolB 22 QWLRYAGHTASDEVFEK 38 17 3 16.91 b3y5y13 2037.00 106.048 3581 |2  1019.p0 9.09
|Q8ZQTS|TOLB_SALTY Protein tolB 23 QVASFPRHNGAPAFSPDR 237 20 4 14.89 b4°bay6y9 2084.02 70.575 2250 |4 52176 5.8
|Q8ZQTS|TOLB_SALTY Protein tolB 24 VIQTLANGAVR 226 11 0 3.4 1141.66 70.557 19290| [z 571.33 -10.8(
|Q8ZQTS|TOLB_SALTY Protein tolB 25 DYDGYNQFVVHR 185 12 1 7.38 b5 1512.71 53.536 1935 |2 756.8p 583.
5 n
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape ;|\ amidomethy+C(18)  GMGESNPVTGNTCDNVKPR 302 19 18 ) 51235{123;333173)/;{5;’%;57 2032.90 37.318 94414 B 678.30 -10.69
y19
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape STLKPEGQQALKD QLYSQLSNLDP| 59 24 9 48.66 | babl3y2y3y6yoylOyllypd  2673.3 89.22 809p3 | 891.80 1.19
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape 5| - hamidomethyl+C(6 AALIDCLAPDR 321 11 9 7167  b2b3byg@ryseysyll |  1214.62 61.756 50869 |2 607.81 2.81
'POZQgBlOMPAp—StAe'i‘rTX Outer membrape SDVLFNFNK 222 9 7 39.08 b1b2y2ydy5y6y9 1083.5/ 68.289 489722 | 542.27 -9.01
IP02936|OMPA_SALTY Outer membrape o GVKDVVTQPQA 339 11 11 66.61 | P2OSPBDEDBYLYEY3YAYS 1 69 36.918 32580 2 57131 -8.55
protein A yl1
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape LGYPITDDLDVYTR 103 14 5 27.74 y7yoy10°y10y14 1640.81 7518 13982 | 2| 82091 141
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape IGSDAYNQGLSEK 267 13 8 35.45| b4b5°bSbl3y2ysyloyl3  1381.6  37.829 13412 | 4 691.33 353
'POZQgBlOMPAp—ritAe'i‘JX Outer membrape o FGQQEAAPVVAPAPAPAPEVQTK 194 23 7 48.49  boblobllyeyloy? | 2303.19 54.011 10039| B 768.49 5.72
'POZ%BlOMPAp—ritAe'i‘JX Outer membrape g DVVTQPQA 342 8 7 33.93 b5°h5y6y7°y7*y7y8 857.45 32.431 4029 2| 429.23 10.25
'POZ%BlOMPAp—ritAe'i‘JX Outer membrape LEYQWTN'C“S(\;/%@';UETRPDNGL 163 31 4 11.47 b10y7y12%y12 3423.76 80.624 3058 |4  856.0 20.9
'POZQgBlOMPAp—ritAe'i‘JX Outer membrape MPYKGDNINGAYK 81 13 3 21.35 bob11y8 1470.71] 83.187 765 |3 9041 3.82




'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape , | o hamidomethyl+C(1) ISARGMGESNPVTGNTCDNVKRR 298 23 3 23.57 b3b7b8 2460.18 69.763 4421] |3 820.7B 1.39
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape 5 Phosphoryl STY(7) GVKDVVTQPQA 339 11 3 25.0 b5boy4 1781 | 30.636 152413| 2 611.30 7.49
*y %y
[POAGBLJACP_SALTY Acyl carrier protefn IGEQLGVK 10 9 11 76.65 b2b8yly3y%5 YTV 956 57 48.730 180043| 2 478.79 11.93
[POAGBLJACP_SALTY Acyl carrier protefn ITTVQAAIDYIBHQA 62 16 8 50.32| ylydy5y8ylOyl2y13’yls  1714.85 82.154 2010/ 3| 572.29 -13.38
IQ7CQN4ILPPL_SALTY Major outer | VDQLSNDVNAMR 40 12 6 51.03 b3y3ydy7yoy12 1361.68 48.463 720 | 2| 68133 0.18
membrane lipoprotein 1
IQ7CQN4ILPPI_SALTY Major outer | SDVQAAKDDAAR 52 12 14 77.79 | PLP2D2DADEYLY2Y3YAYTY 15 46 5o 17.677 21080 2 623.80 6.27
membrane lipoprotein 1 8y9*y9y12
IQ7CQN4ILPPL_SALTY Major outer | IDQLSSDVQTLNAK 26 14 6 11.36|  b7°b12*b12y2ysyls 1531.82  .BH 14799 | 2|  766.41 12.35
membrane lipoprotein 1
IPOA7XO0|RSE_SALTY 30S ribosomal) SMQDPIADMLTR 1 12 12 124.9 | P2D03DADEYSYAYSYBYBYOVL 4 577 65 77.922 105711 P 689.33 0.00
protein S8 Oy12
c S =
IPOA7XO0|RSE_SALTY 30S ribosomal) AVVESIQR 69 8 12 68.77 |P2PSDODTYIYAYAYSYSYS o4, 54 32.498 75728 | ®  451.25 112.93
protein S8 *y6y8
'POA?XOleiF;gETgBSOS ribosomal| VSRPGLR 77 7 5 41.34 y1y3ydy6y7 784.47 21.917] w370 | 2 39274 14.16
'POA?XOleiFigETgBSOS ribosomal| VEGDTKPELELTLK 50 14 5 32.52 b7b9b12y12°y12 1571.84 6057| 7943 | 2| 786.42 0.94
'POA?XOleiF;gETgBSOS ribosomal| ¢ YFQGK 64 5 2 27.05 bdy3 642.33 32.421 2002| |1 642.3B 6.08
'POA?XOleiF;gETgBSOS ribosomal| VMAGLGIAVVSTSK 94 14 4 27.74 y3y4°yay9 1332.76 68.664 2153 2 | 666.88 0.37
'POA?XOleiFigETgBSOS ribosomal| GVMTDR 108 6 2 27.43 b5y5 678.33 111.449 2072l |1 678.3B 7.02
'POA?XOleiF;gETgBSOS ribosomal| g MSMQDPIADMLTR 0 13 4 26.12 b12y10°y10y11 1508.71 68.923 187 | 2| 754.86 11.49
'POA?XOleiF;gETgBSOS ribosomall g | o amidomethyk+C(18) AARQAGLGGEIICYVA 114 16 4 17.79 Q1 3y10°y10 1648.85 56.547 3268| |3 5502 0.37
'POA?XOleiF;gETgBSOS ribosomal| NGQAANKAAVTMPSSK 15 16 3 17.79 b3b5y9 1574.81 104.35( 203| 2| 787.091 6.74
'QBZPZOlTRi/;EEQ‘iY Periplasmic 1 VAAAAQAHLLQPGGLATTSVK 428 21 7 28.17 | blb2bl0blly8y10y21| 2004.11 57.393 35851 | B 668.71 5.66
.. o R
IQ8ZP20[TREA_SALTY Periplasmic 2 TFADAIPNSDPLMILADYR 68 19 14 64,51 |P6DED14"DIADIEY2yAYSYy )55 7 101.221 34969| P 1062.04 9.20
trehalase 5y9y13°y13y14y19
|Q8ZP20[TREA_SALTY Periplasmic Carbamidomethyl+C(6);MLDLICPQEKPCDSVPSTRPASL )
rornse 3 | CabamidometyirC(LE) ATPTR 534 29 8 38.83| b2b3bdy3yl0y25y27yd0  3199.56 63.79 21885 | 400.68 5.88
IQ8ZP20[TREA_SALTY Periplasmic | SQPPFFAFMVELLAQHEGDDALK] 54, 31 4 17.33 b5b8b12+h12 3589.78 119.144 155d2 | 4 898po 175
trehalase EYLPQLQK
'QBZPZOlTRi/;EEQ‘iY Periplasmic 5 VADMVANFGYEIDAWGHIPNGNR| 183 23 4 23.57 b3b5b6y23 2546.14 100.864 11962 | 4 849.39 1160
'QBZPZOlTRi/;EEQ‘iY Periplasmic 6 WDSLLPLPESYVVPGGR 142 17 3 16.91 b13y4y9 1884.90 91.416 1596 | 2| 943.00 3.95
'QBZPZOlTRi/;EEQ‘iY Periplasmic 7 SNPNRPATEIYR 296 12 6 33.22 b2y2y3y7y10y12 1417.70 32.178 3466 | 2| 709.36 -0.60
'QBZPZOlTRi/;EEQ‘iY Periplasmic 8 LEDGSVLAR 266 9 3 31.3 b6b7y7 1002.54 25.066 3779 |2 soL7 734.
'QBZPZOlTRi/;EEQ‘iY Periplasmic 9 FLTNVQHTYDR 486 11 5 25.06 b7b9°b9y6°y6 1393.67 42.383 m1g 3| 465.23 -14.01
'QBZPZOlTRi/;EEQ‘iY Periplasmic | SQPPFFAFMVELLAQHEGDDALK| 212 23 3 13.48 b7b13y11 2500.26 90.275 9687 | 3|  864.09 -3.20
'QBZPZOlTRi/;EEQ‘iY Periplasmic | DTPRPESWVEDIATAK 280 16 4 31.73 b8b12y10y11 1814.86 62.2 | 4369 | 3| 605.63 -16.21




'QSZPZOlTR?;EEQ‘iY Periplasmic |, TYYLSR 206 6 1 13.9 v4 802.41 37.254 2778 |2 4017 2.89
'QSZPZOlTR?;EEQ‘iY Periplasmic | 5 LFPDQK 62 6 1 13.9 b5 747.39 46.971 2138 |1 747.3b 121
'QSZPZOlTR?;EEQ‘iY Periplasmic |, , NVEKWDSLLPLPESYVVPGGR 138 21 4 22.49 b6y5y10y12 2355.43  87.667 35066 | 34  785.75 3.01
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyi+C(6};MLDLICPQEKPCDSVPSTRPASLS A ] )

rornse 15 | CabamidomethyiC(LE) ATPTKTPSAATO 534 36 3 16.65 y8y11y21 3855.89 63.763 2049p |4 96443 0.6
'QSZPZOlTR?;EEQ‘iY Periplasmic | ¢ TYYLSRSQP';':D':A/?_T(MVELLAQHEC 206 29 9 45.25| beb8°b8hOb22ySy7y12W13  3373.45 114.095 33215 | 675.54 -0.87
'QSZPZOlTR?;EEQ‘iY Periplasmic | TFADAIPNSDPLMILADYRMQR 68 22 7 37.77|  be°b6b7bl3ysy6yl2| 2538.23 116.125 3021 | B 846.75 -5.87
'QSZPZOlTR?;EEQ‘iY Periplasmic | ¢ Oxidation+M(4) | VADMVANFGYEIDAWGHIPNGNR 183 23 3 13.48 10b22y11 2562.17 56.857 40161 |3 8547 -5.53
'QSZPZOlTR?;EEQ‘iY Periplasmic | g Oxidation+M(4) AIEMHLWNNKEGWYADYDLK 380 20 3 21.68 yOYRL2 2512.19 92.070 3807 | B 628.80 12.54
'QSZPZOlTR?;EEQ‘iY Periplasmic | 5, Oxidation+M(9) | SQPPFFAFMVELLAQHEGDDALK 212 23 3 13.4 7l 4y12 2606.23 102.393 3607| [3  869.41 -12.37
'QSZPZOlTR?;EEQ‘iY Periplasmic |, Oxidation+M(13) TFADAIPNSDPLMILADYR 68 19 4 29.33 b6hyBy4 2139.03 66.649 1633 | P 1070.02 -5.25
'QSZPZOlTR?;EEQ‘iY Periplasmic |, PNRPATEIYR 298 10 0 2.64 1216.64 32.168 6404 |2  608.82 5.72
'QSZPZOlTR?;EEQ‘iY periplasmic | 4 SNPNRPATEIYR 296 12 0 2.64 1400.67 32.194 1684 |3 46796 7117
|P26982|DEGP_SALTY Protease do 1 AGDVITSLNGKPISSFAALR| 332 20 12 85.26 b1b3b4b513’21§’12g4y7y9y11 2017.09 74.653 74201 B 673.03 -9.92

o *y
|P26982|DEGP_SALTY Protease do 2 GAFVSQVMPNSSAAK 313 15| 8 4438 | P30AY8Y10 ;’10 YIOVLLYY 149374 53.135 49601 | P 747.38 1.63
|P26982|DEGP_SALTY Protease do 3 GYVVTNNHVVDNASVIK 124 17 17 145, 57| P2D3DTOODLLYLY2YSYEY Y | o) o 49.865 48247| B 610.32 -11.95
8y9y10y13y14y15y17
*|
|P26982|DEGP_SALTY Protease do 4 SDIALIQIQNPK 160 12 10 76.54 | P3P5P1L bﬁy2y4yey7y9y 1339.75 63.769 42129 P 670.38 6.83
b2b3b4b5°b5b6°h6b7b8°h8
P26982|DEGP_SALTY Protease do 5 VGDYTVAIGNPFGLGETVTSGIVS) 144 28 24 168.27 b12yly2y3y4ySy6y8ydyld 2750.43 116.391 34732 B 917.48 2.13
ALGR
y12y14y20y28
|P26982|DEGP_SALTY Protease do 6 SGLNVENYENFIQTDAAINR| 214 20 7 26.08| bdy7ty7y8yl2*y12y20|  2268.11 77.402 3384 | 2 34186 10.98
|P26982|DEGP_SALTY Protease do 7 AQVGTMPVGSK 352 11 8 48.59|  b2*b2ysy7ys°ysyoyll  1074.56 ) 32817 | 2| 537.78 -10.91
[P26982|DEGP_SALTY Protease do 8 GELGIMGTELNSELAK 289 6 1 7 66.08 b4b5b7b8boy11y13 1661.8 74.809 9088 | 2 83Lk3 4.3
|P26982|DEGP_SALTY Protease do 9 ISLGLLR 363 7 3 41.34 VAy5y6 771.50 67.925 19306 |2 386.2p 146.
|P26982|DEGP_SALTY Protease do 10 NIAELR 443 6 1 13.9 b5 715.41 55652 7248] |1 7154 6.06
Carbamidomethyl+C(1 g\' L
- rotease do :Carbamidomethyl+ . y3*y . . 2 .
P26982|DEGP_SALTY P d 11{;carbamidomethyl+C(2 FQ%':QZGGDC?,\?(E gﬁgg%‘zp(f NSPF 74 39 4 10.87 b3b5y3*y3 4240.81 90.715 41902 |3 141438 14.3
)

[P26982|DEGP_SALTY Protease do 12 GDSSIYLLMQ 465 10 3 29.46 b7b8y5 1126.57 36.855 3704 |2 56349 2113
|P26982|DEGP_SALTY Protease do 13 FMALGSGVIIDAAK 110 14 3 254 b5bby4 1392.75 32.080 1553] |2 6968 2.72
|P26982|DEGP_SALTY Protease do 14 RGELGIMGTELNSELAK 828 17 12 115.41|%3 bSbSS;t;gg%blOble 4 1817.92 68.207 45539 | B 606.64 -13.90
[P26982|DEGP_SALTY Protease do 15 GELGIMGTELNSELAKAMK| 289 19 3 15.48 b3b13y18 1991.99 63.025 19108 | 3 664.67 9.9
|P26982|DEGP_SALTY Protease do 16 VDAQRGAFVSQVMPNSEAA 308 20 7 42.56|  b5b6*h6L7y7*y7y13 2063.03 47.899 8356 | 4 &I6.| 2.60
|P26982|DEGP_SALTY Protease do 17 Oxidation+M(6) NLMBEYGQVK 275 13 10 69.93 | b5b7°b7b8boySYE*yey8Y8 1512.7p 8.1 24598 | 3 504.92 14.69
[P26982|DEGP_SALTY Protease do 18 VVTNNHVVDNASVIK 126 51 5 20.06 b5b6*b6b7b10 1608.86 49.849 2144 |2 80493 8.6
|P26982|DEGP_SALTY Protease do 19 VTNNHVVDNASVIK 127 14 8 49.09 | b4°bab5°b5*b5be*beb]  1509.78 49.865 1833 |2 75539 1415




[P26982|DEGP_SALTY Protease do 20 GAFVSQVMPNSSAAK 313 5 1 1 73 b7 1476.72 53.181 8250] |2 738.84 5.46
|POALVAIKAD_SALTY Adenylate kinast 1 VDGTQAVADVR 195 11 10 39.38 | blb2b3°h3b6°b6y2ydy5y11 1H30.| 36.344 61603 | 4  565.79 -5.83
. b2b6b7b8°b8b9°h9b11°b ] 1
[POALVAIKAD_SALTY Adenylate kinast 2 LVEYHQMTAPLIGYYR 167 17 16 100,06 2 e oyt 1y15y17| 205403 68.805 57272| B 685.35 7.25
[POALVA|KAD_SALTY Adenylate kinasd 3 YGIPQISTGDMLR 23 31 10 64.63 | POV 3;713;8 y8y10y10 145073 72.353 54265 2 725.87 151
[POALVAIKAD_SALTY Adenylate kinast 4 ILLGAPGAGK 2 11 8 54.34 |  b2b3y2y5y7y8yoyll 1009.63 60.883 5183 | 2| 505.32 -8.89
[POALVAIKAD_SALTY Adenylate kinast 5 GTQAQFIMEK 13 10 5 41.22 b7y3ydy7y10 1152.57 48.328 3401k | 2 76.%9 -4.34
[POALVAIKAD_SALTY Adenylate kinast 6 FNPPK 136 5 2 27.05 b3y4 602.32 55.565 44996 |1 602.32 -10.2
[POALVAIKAD_SALTY Adenylate kinast 7 NGFLLDGFPR 78 10 3 29.46 b3ydys 1135.57 69.838 884 2 56829 13.33
|POALVAIKAD_SALTY Adenylate kinast 8 AAVKSGSELGK 36 11 4 28.07 b6°bEy6Y7 1046.54 48.729 2141p | 2 3.80 -1.28
|POALVAIKAD_SALTY Adenylate kinast 9 ILLGAPGAGKGTQARMEK 2 21 5 22.49 b3y4y9°y9y16 2143.18 72.298 1778 |3 71546 -8.66
|POALVAIKAD_SALTY Adenylate kinast 10 DIMDAGKLVTDELVALVK 50 19 5 43.2 b8b11y4y5y6 2043.13 115.796 10080 |3  68L7L 7.23
|POALVAIKAD_SALTY Adenylate kinast 11 VEGKDDVTGEDLTTR 141 15 6 38.36 b3b7y5y7y8°y8 1634.7¢ 82.504 1792 | 3 54560 413
[POALVAIKAD_SALTY Adenylate kinast 12 Oxidation+M(11) YGIPQISTGDMLR 23 13 3 21.35 b3b6y4 1466.79 61.750 741 3 @89.| 1173
. b2b3b4b6°beb11b12y3°yBy
IPOASYICC_SALTY Cold shock-like GFGFITPADGSK 15 12 22 154.184y5°5y6°y6y7°y7y8°y8ydly 1196.59 63.923 412056 P 598.80 -7.65
protein cC A
10°y10y12
IPOASYICC_SALTY Cold shock-like GFGFITPADGSKDVFVHFSAIQGN g 27 6 27.77 b4b9b10b24yly27 2843.3B 112.93p 6925 | 3 94847 10.65
protein cC GFK
'POAQYQlCC‘—)rSO?;Kgo'd shock-like DVFVHFSAIQGNGFK 27 15 3 18.79 b6y8y13 1665.84 56.542 434] | 3555.95 -1.25
'POAQYQlCC‘—)rSO?;Kgo'd shock-like WENESK 9 6 5 57.5 b3b4y3°y3y5 810.38 39.830 3814 1 810.48 314
IPOA9YQICC_SALTY Cold shock-like GQVK 5 4 1 13.15 b3 431.26 73.931 4549 |1 4312 -9.91]
protein cC
'POAQYQlCC‘—)rSO?;Kgo'd shock-like TLAEGQNVEFEIQDGQK 42 17 4 23.9 b4°b4b5y10 1905.9 72374 622 | 2| 953.48 17.23
[POASYSICC_SALTY Cold shock-like TLAEGQNVEFEIQDGQKGPAAVN] - o7 5 25 87 eD7h6 790,41 04308 o1 12 700k or
protein cC VTAI
'POAQYQlCC‘—)rSO?;Kgo'd shock-like VEVHFSAIQGNGFK 28 14 1 7.3 b 1550.81] 56.587 32238 |2 77591 630.
IQ7CQVIDPS_SALTY DNA protectio ASNLLYTR 10 8 5 55.24 y3y4y5y6y8 937.51 43.742 38740 |2 46925 -5.14
during starvation protein
IQ7CQVIDPS_SALTY DNA protectio AIGEAKDEDTADIFTAASR 134 19 10 76.58| babsbl2y3ysy6ysyossio  1980.94 58.104 28315 B 660.98 5.61
during starvation protein
IQ7CQVIDPS_SALTY DNA protectio AVQLGGVALGTTQVINSK 83 18 8 38.18 | b15y3°y3y9°eyoylly13yls 1756.00 67.217 22624 2 87850 1.60
during starvation protein
- o % | %
IQ7CQVIDPS_SALTY DNA protectio SYPLDIHNVQDHLK 105 14 9 40.33 | P2"D2bSDE™DBOI™OOYVION ) 70 54 57.054 20736 B 560.29 -6.91
during starvation protein 2
IQ7CQVIDPS_SALTY DNA protectio GANFIAVHEMLDGFR 55 15 4 24.81 b5y10y11y15 1676.81 65252 3341 | 2| 83801 6.04
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectio SYPLDIHNVQDHLKELADR 105 19 4 15.48 b7b10*b10y5 2263.14 585 2278 | 2| 1132.08 4.75
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectio TALTDHLDTMAER 70 13 10 103,97/ PSOSDSDILYSYAYSYTYBYL 173 67 51.888 50032 B 491.90 -18.39
during starvation protein 1
IQ7CQVIDPS_SALTY DNA protectio AIGEAK 134 6 2 27.43 baya 588.33 31.570 19784 |1 5883 -9.96
during starvation protein




IQ7CQVIDPS_SALTY DNA protectior) o DLDK 153 4 2 13.15 y3%y3 490.26 38.323 6649| |1 490.2 8.65
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) QVIQFIDLSLITK 35 13 5 35.45 b3*b3b8y10y11 1517.91 34.802 320 | 3| 506.64 7.88
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) QAHWNMR 48 7 4 41.34 b5y3*y3y5 942.45 109.515 1749 |1 94245 580
during starvation protein
H %y *y
IP66541|RS2_SALTY 30S ribosomal| TVPMFNEALAELNK 45 14 9 4371 | POYIYSYOYOVIOVIYIAY  o0p o9 84.307 76364| P 788.91 2.40
protein S2 14
[P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF b5°b5*b5b6b7°b7*b7y3ydly
otein 52 2 VIPGNDDAR 174 34 17 o122 | e iyiayiayteyad 356976 104.447 28010 B 11905 6.02
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall 5| oo hamidomethyC(18)  AASEAVKEAANSCDOFFVNHR 74 21 2a. b2b3°b3b6y3y21 2351.08 53.960 ogad |3 78437 0.62
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| LENSLGGIK 143 9 8 46.08|  b2bBb7y2y3y7Hy7y9 930.52 37.810 zo6| 2| 465.76 6.17
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g DMGGLPDALFVIDADHEHIAIK 152 22 5 13.9 b6b12°b12y8y22 2370 83.483 2958 | 4  1189.10 1.95
IP66541|RS2_SALTY 30S ribosomal| YWNPK 21 5 1 13.53 v4 707.34 46.526 12177 |1 707.34 -9.23
protein S2
IP66541IRS2_SALTY 30S ribosomal| | oo idomethylecg) EAANSCPQFFVNHRWLGGMLTNG - g, 24 4 22.41 b5y7°y7y8 2881.36 93.600 5631 |3 9L 10.0
protein S2 WK
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g DLETQSQDGTFEKLTK 115 16 4 17.79 b11b13°h13y14 1839.92 526 1501 | 2| 92047 14.46
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g Oxidation+M(6) MATVSMRDMLK 0 11 5 42,57 b4b7b10°b10y7 282 66.744 15303 | 2 649.81 -8.55
. o b2b3b4b5b10b11b13y2yTy
'P0A2C5'RBeSfI—EZ/:#JYr(i;rE’OSQ binding ILLINPTDSDAVGNAVK 84 17 20 142.39| 10y11y12+y12y13°y13+y]  1739.96 70.608 97748 2 870.48 1.40
perip p 3y14*y14y15y17
IPOA2CS|RBSB_SALTY D-ribose-binding LAATIAQLPDQIGAK 253 15 10 87.67 | YY2YSYAYSYTYBYI0YLLYL 1504 g6 66.163 81691 2 755.43 -4.29
periplasmic protein 5
IPOA2CS|RBSB_SALTY D-ribose-binding IPVITLDR 107 8 7 64 b3ylydy5y6y7ys 926.55 61.613 5343 2 83| -13.90
periplasmic protein
[POA2C5|RBSB_SALTY D-ribose-bindirlg GLNVMQNLLTAHPDVQAVFAQN bdy2y3ydy5y6y9yl0y11y
boripaamic protein 4 DEMALGALR 193 31 13 79.76 I 1y13y 13081 3336.71 102.574 41744 B 1112.9] 7.61
IPOA2CS|RBSB_SALTY D-ribose-binding FNVLASQPADFDR 178 13 7 4861  b7y3°yay8yoyloyl3 147972 084 32835 | 2| 74037 0.74
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ VIELQGIAGTSAAR 150 14 6 43.71 b1b4y6y9y10y12 1385.78 =28 | 30107 | 2| 693.39 0.26
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding 7 ADVMVVGFDGTPDGEK 231 16 5 29.27 b2b8y5y10y11 1636.76 @5 | 27809 | 2| 818.88 3.95
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ ELANVQDLTVR 70 11 5 25.06 b10y2y3y6y11 1257.68 57.413 25350 2 | 629.34 -1.07
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding o YPVDLK 285 6 2 27.43 yay5 734.40 42.061 13562 |2 367.7 -14.7
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding LVIK 201 4 1 13.15 v3 472.35 55.804 10603| |1 472.34 -6.01
periplasmic protein
I ot RGO .
IPOA2CS|RBSB_SALTY D-ribose-binding QATKGDVVSHIASDNVLGGK 115 20 15 92.g4|P6DEDEDIDI™OIDLA DI ) o0 5 50.906 42618 B 666.01 -7.83
periplasmic protein y7y8y9y10y11*y11y12
IPOA2CS|RBSB_SALTY D-ribose-binding EADKLGYNLVVLDSQNNPAK 50 20 3 14.89 b10y3y5 2188.12) 6586 | 19238 | 3| 730.04 -2.45
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding 5 ERGEGFQQAVAAHK 164 14 3 19.96 b6b13y9 1527.74 73.351 091 2| 764.38 -14.06
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding , , GEGFQQAVAAHKFNVLASQPADH g6 25 4 12.79 b7y3°y3yll 2703.36 84.479 4923 |3 90179 11.4
periplasmic protein DR
IPOA2CS|RBSB_SALTY D-ribose-binding ;5 FNVLASQPADFDRTK 178 15 5 38.36 b5b9b12y6y9 1708.86 88.47| 4139 | 2| 854.93 -6.00
periplasmic protein




[POA2C5|RBSB_SALTY D-ribose-bindir|

GLNVMQNLLTAHPDVQAVFAQN

- ) 1]
boripaamic protein 16 Oxidation+M(5) DEMALGALR 193 31 4 25.17 b6b14y9y10 3352.6 98.152 207 5 67l 11.
IPOAZF6ISSB_SALTY Single-stranded | VILVGNLGQDPEVR 8 14 13 91,79 |P2D304Y2y4yByOyL07YIONL ) g 0 65.622 28660 | 2 754.92 0.73
DNA-binding protein 1°y11y12y14
|POA2F6|SSB_SALTY Single-stranded " "
DNABinding protoin 2 YTTEINVPQIGGVMQMLGGR 97 20 6 21.68|  y5y6*yl0y13+y13y20|  @4.10 96.402 20318 | 2  1082.56 7.33
IPOAZFGISSB_SALTY Single-stranded YMPSGGAVANLTLATSESWRDK 22 22 7 31.36| bll°blly3ydyscyayl| 2354.12 113.543 4042 | B 785.38 -12.13
DNA-binding protein
IPOAZFGISSB_SALTY Single-stranded YMPSGGAVANLTLATSESWR 22 20 5 23.02|  b13*h13b1dy12°y12 2106 84.398 13234 | 4 52852 15.50
DNA-binding protein
. b2b3b4b11b12*b12b13b16
'POA?W“'RSSE)TQHS\; 30S ribosomall VEMQPASEGTGIAGGAMR 93 19 23 181.68°b16y4y5y6y7yllyl2y13%y 1892.94 67.761 1078571 b 946.97 2.45
P 13y14y15°y15y16*y16yl
H oy
IPOATWAIRSS_SALTY 30S ribosomall AYGSTNPINVVR 126 12 16 130,97 P2P3DADSYLY2YSYAYAYSY o 6g 50.852 102962 P 645.84 -1.89
protein S5 6y7y8y10*y10y12
IPOATWAIRSS_SALTY 30S ribosomall 5 ATIDGLENMNSPEMVAAK 138 18 10 77.44 | PAPISDIBYSYAVLIYIZYIdY g0 o4 63.144 69184| P  945.96 6.33
protein S5 15y18
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall ATIDGLENMNSPEMVAAKR 138 19 10 104.47 b2y3y4y5y§i’éoy12yl3y1° 2046.98 58.890 44217 B 683.00 -8.35
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal o IFSFTALTVVGDGNGR 29 16 5 39.12 b3ydy6yTyl4 1653.8 86.304 39204 | 2| 827.43 0.52
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal NMINVALNNGTLQHPVK 69 17 8 37.36 | b2b3b9*hoblObleyl2yl7  &B98 62.316 16716 621.66 7.27
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal 7 SVEEILGK 159 8 4 55.24 b4b7y3y6 874.48 49.804 7104 2 43714 1494
IPOA7WAIRS5_SALTY 30S ribosomall g LIAVNR 14 6 2 27.43 yay5 685.43 32.254 9254| |1 685.43 -4.99
protein S5
IPOA7WAIRS5_SALTY 30S ribosomall g AHIEK 1 5 3 40.58 b3bdy4 597.33 22.812 2066| |1 597.3 11,75
protein S5
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomal -, RNMINVALNNGTLQHPVK 68 18 7 55.73 | b3b4b5bllyl0%yl0yll  2@08 55.707 29900 673.70 -6.47
IPOA7WAIRS5_SALTY 30S ribosomall GVHTGSRVFMQPASEGTGIAGGA oo 26 5 12.49 b7°b7y13°y13y15 2587.3 100.72f 1175 2 17941 1481
protein S5 MR
IPOA7WAIRS5_SALTY 30S ribosomall -, NMINVALNNGTLQHPVKGVHTG 69 24 4 26.88 b10b12y10y11 2557.3 55.851 598 4 640. 611.
protein S5 SR
|P°A7W4|Rsp5r—0?£r%2; 30S ribosomall -, 5 IFSFTALTVVGDGNGRVGFGYGK 29 23 3 22.51 bSy5y6 2362.2 fvzirs 3232 | 2| 1181.63 12.61
|P°A7W4|Rsp5r—ofgfs\; 30S ribosomal -, , Phosphoryl STY(7) VEMQPASEGTGIAGGAMR 93 19 4 23.2p B506Y6 1972.92 102.439 2120 B 658.31 12.87
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, 5 Oxidation+M(18) VEMQPASEGTGIAGGAMR 93 19 3 15.4 b6lyLS 1908.91 75.184 3269 | B 477.98 -10.74
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal -, 5 Oxidation+M() ATIDGLENMNSPEMVAAK 138 18 4 22.62 b5b8yBY 1906.87 68.807 1605 | B 636.30 -7.43
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, 7 MINVALNNGTLQHPVK 70 16 1 7.26 b1l 1748.93 62.351 2007| |3 = 1270
|P°A7W4|Rsp5r—ofgfs\; 30S ribosomall g AYGSTNPINVVR 126 12 0 2.64 1273.65 50.803 1502| |2 6373 173
IPSBEELIAAT_SALTY Aartate 1 MFENITAAPADPILGLADLFR 0 21 11 80.15 | PAPSPELLLDLIDITYSYSYT o0 g 120.465 15822| P 11381 8.48
aminotransferase y13yl4
IPSBEELIAAT_SALTY Aartate 2 TAQTPGGTGALR 96 12 5 26.99 b10yly8yoy12 1129.5 29.354 8133 2| 565.30 -3.67
aminotransferase
IPSBBBLIAAT_SALTY Aartate 3 GWLPLFDFAYQGFAR 204 15 6 41.2 b3y4ySy8y12y15 1787.8 123 8952 | 2| 894.45 -0.68
aminotransferase
IPSBBELIAAT_SALTY Aartate 4 AWEQELTDMR 304 11 5 28.07 b2b7b8y3y11 1391.64 82.811 691 2696.33 -4.03
aminotransferase
IPSBEELIAAT_SALTY Aartate 5 | carbamidomethy+C(4 VGACTLVAADAETVDR 254 16 5 25.1¢ HBhy4y8°y8 1647.82 78.209 3155| | 824.41 11.26

aminotransferase




IPSBEELIAAT_SALTY Aartate 6 |Carbamidomethy+C(15) VNVAGMTPDNMAPLCEAIVAVL 374 22 3 @41 b3b7b9 2285.15 118.212 2861| |2 114348 9.08
aminotransferase
IPSBBELIAAT_SALTY Aartate 7 QNGMFSFSGLTK 343 12 3 26.99 b4b5y11 1316.6p 54.97 1264 2 8.8d5 -9.92
aminotransferase
TR
IPSBEGLIAAT_SALTY Aartate 8 NYLGIDGIPEFAR 63 13 11 81.69|P304"DADEDEDEBYEYBYL ) 1) 75 80.542 12554| B 732.88 -0.92
aminotransferase Oyl1
IPSBEELIAAT_SALTY Aartate 9 VWVSNPSWPNHK 122 12 4 26.99 b8y4*ydys 1450.7 53.270 116863 | 484.24 -17.25
aminotransferase
IPSBEELIAAT_SALTY Aartate 10 NFGLYNER 246 8 3 33.93 b3bdy7 1012.50 28.974 462 |2 50645  76Ll.
aminotransferase
IPSBEGLIAAT_SALTY Aartate 11 ANYSNPPAHGASIVATILSNDALR| 280 24 3 22.41 b13b1dy21 248Q. 84.990 2812 | 4  1226.66 18.52
aminotransferase
IPSBEGLIAAT_SALTY Aartate 12 ELIVASSYSKNFGLYNER 236 18 3 25.07 y7y10y11 2090.0 8m53| 23280 | 3| 697.36 -0.70
aminotransferase
IPSBE6LIAAT_SALTY Aartate 13 | carbamidomethyi+c(1p) TCLYNERVGACTLVAADAETVD |, g 24 5 20.16 b6b8b10°b10y10 2641.2D 79.98 1241 3 881f10 0.261
aminotransferase R
IPSBEGLIAAT_SALTY Aartate 14 | carbamidomethyl+C(l) CTQELLFGKGSALINDK 76 17 6 352p  °b8bobl2ydyll 1893.95 69.662 2086| |4  474.24 1.1
aminotransferase
IPSBEELIAAT_SALTY Aartate 15 GWLPLFDFAYQGFARGLEEDAEG ), 25 3 12.79 b3y4y9 2857.38 92.959 202 |2 142919 5.9
aminotransferase LR
IPSBBELIAAT_SALTY Aartate 16 | Carbamidomethy+C(4) VGACTLVAADAETVDRAFSQMK 254 22 8 788 | b6°b6b10b13b15y0y1ly]2  2340.14 78.094 1795 | 3 7802 233
aminotransferase
IQ7CPKOJUGPB_SALTY sn-glycerok3) TGYLPITTAAYELTR 343 15 7 49.97|  b3bablly6yoyllyls 1669.8D 84.701 50385 | 2|  835.45 3.80
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok3) NNGFDGTDAVLEFNKPEQVK 212 20 6 21.68|  blt*blylOyl6yi8y20| 22205 65.195 56286 741.35 1176
phohate-binding periplasmic protein uggB
|Q7CPKOJUGPB_SALTY sn-glycerol-3 AIKPVYEVFKDAGINFDESQFVPT . i )
ohohate-bindg periplasmic protem gs 3 VAGYYTDAK 99 33 7 63.45|  bBy7y8yo°yoy10yll 3682.81 93.158 3633 4 ®LE 444
IQ7CPKOJUGPB_SALTY sn-glycerok-3) TIVDEELESVWTGKK 397 15 7 37.67 b2y2y3y7y8y13y15 1733.8]  5.748 34242 | 3 578.63 12.32
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3) o LGNMPQIR 389 8 5 64 bey4y5y6y7 928.50 47.448 2862 2 46475 748
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3) ¢ FLDFLAKPENAAEWHQK 326 17 6 28.3 b3y5y6yL0*y10y17 2044.00 72763 28325 | 34 e82.01 1165
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3) — ; SGHLLSQPFENSSTPVLYYNK 132 20 10 87.04 b3b5beb7bl2y3ySyap| 2252.12 67.864 22710 B 751.38 6.18
phohate-binding periplasmic protein uggB
|Q7CPKOJUGPB_SALTY sn-glycerol-3 GAPQNAIIGGASLWVMQGKDKET
Dhohate-bindg periplasmic protoi ugls 8 NTOVAK 297 29 4 17.76 y10y15y18y29 2990.5 104.07 2001 4 74839 98 4.
IQ7CPKOJUGPB_SALTY sn-glycerok3) o FNQANPDYK 47 9 4 39.08 y2yhyBy7 1096.50 28.340 1612 2 5487 -2.34
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) FNYGVGMMPYDADIK 282 15 7 60.16 |  b5y7ysyl0yllyl2yl5 1728. 74.349 15773 | 4 860.89 3.76
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok3) ;| oo midomethyl+C(d) ~ FYNGDCAMTTASSGSLANIR 258 20 6 1. | ylOyll*yllyl3yl4y20| 2135.96 60.912 12722 |2 106848 6.52
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3| TIVDEELESVWTGK 397 14 5 25.4 b1b8yllyl12y14 1605.8[L 82.00| 11352 | 2| 80341 6.99
phohate-binding periplasmic protein uggB




|Q7CPKOJUGPB_SALTY sn-glycerol-3

*y 9 -
ohohate-binding periplasmie protem ol 13 GAPQNAIIGGASLWVMQGKDK 297 21 5 19.72 b3b6yByl4*y14 2140 92.071 1855 | 4 1071.06 5.93
IQ7CPKOJUGPB_SALTY sn-glycerol-3) AGLDPEQPPK 157 10 6 29.4§) b5°b5b6°h6Yy6*y6 1051.56 57132 2033 | 2| ©526.28 12.77
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) EVDSLAQR 39 8 6 36.94 bdy5°y5ry5yTHy7 917.49 43.908 6213 |2 9B 21.29
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) HIALLEEMNK 232 10 5 49.01 bay3y6y8°y8 1197.61 57.704 4028) |2 99m1 17.63
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3) ~,; IVPVYK 56 6 1 13.9 v4 718.44 36.930 2723| P 359.72 -13.59
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g TWQELADYTAK 167 11 3 28.07 bey4y5 1325.61 97.721 2189| |2  6a33] -22.10
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok3| g AGLDPEQPPKTWQELADYTAK 157 21 4 22.49 bdy8y14y17 2358.16  72.475 37317 | 4 78672 435
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) EQGYYDKNPGADIATR 358 16 5 29.27 b8°b8y4y5y8 1797.8% 9 | 24003 | 3| 590.94 12.70
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) TIVDEELESVWTGKK 397 15 3 26.87 beb7b14 1733.8 93.727 ®93| 2| 867.44 -10.98
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerok-3| —,, GAPQNAIIGGASLWYMQGKDK 207 21 4 19.72 b5b14y6ys 214114  8.871 2563 | 3|  714.39 11.97
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) KAGLDPEQPPK 156 11 5 36.37 b5b10y7y10°y10 1179.63 42.35 7817| 2| 590.32 2.79
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) Phosphoryl STY(5) GDFSYVGRK 243 9 4 31.3 b3°b3y5y6 1ag8.| 37785 3247 | 4 110847 0.88
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g Phosphoryl STY(12)| GAPQNAIIGGASLWVMQGKDK 297 21 3 210 b4b11b13 2221.07 68.268 2150 |4  s56.0 -1.87)
phohate-binding periplasmic protein uggB
- - X | %y %y *|
IQ7CPKOJUGPB_SALTY sn-glycerol-3) ¢ Oxidation+M(16) GAPQNAIGGASLWVMQGK 297 19 9 30,57 PEDODI0YSYSYEYBYLLY 1515 g6 81.041 3289 638.66 -14.67
phohate-binding periplasmic protein uggB yll
IQ7CPKOJUGPB_SALTY sn-glycerok-3| —,; Oxidation+M(19) | TGNAPAILQVYEVGTATMMASK 77 22 5 30.04 HRL6y4y5y1l 2269.12 96.644 2033| |2 1135.0p 0.86
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g AIKPVYEVFKDAGINFDESQ 99 20 0 10.56 2270.15 93.199 32666 |3 757.39 7.53
phohate-binding periplasmic protein uggB
IPOS989IILVC_SALTY Ketol-acid 1 LIQFGWETITEALK 252 14 9 64.86 | P3P7PISYSYBYOVLIYIVL 1 0/0 99 101.134 60504| P 824.95 1.85
reductoisomerase 4
[POS98IIILVC_SALTY KetoF-acid 5 GFGVPTLIAVHPENDPQGEGMAI . 1 50,66 | P2b3D4b7DBYLY2yBYBY1dy Lo oo o014 wree] B ss010 Lo
reductoisomerase K 21y25
IPOS989IILVC_SALTY Ketol-acid 3 AYALSEQLKEIMAPLFQK 284 18 12 88.3g | P2P30ADEDIODISLIAYEY 510 10 102.836 40331 B 694.04 -6.10
reductoisomerase 10y16y18
IPOS989IILVC_SALTY Ketol-acid 4 DGAALGYSHGFNIVEVGEQIRK 123 22 10 44,5| PZO3DSDSDTDISYBYBYLTY o) 1 72.020 38791 B 787.40 6.93
reductoisomerase 22
-aci % i3 A4
IPOS9BIIILVC_SALTY Ketok-acid 5 ANYFNTLNLR 1 10 10 55.72 |P270203bAYSYIYEYTYION 1505 6 67.462 30043| P 613.32 5.28
reductoisomerase y10




IPOS989IILVC_SALTY Ketol-acid 6 TAFETAPQYEGK 336 12 4 30.21 Y6y 7y9y12 1341.63 41.730 16796 | 2671.32 2,55
reductoisomerase
| i O %1
IPOS989IILVC_SALTY Ketol-acid 7 FMGRDEFADGASYLQGK 21 17 13 70.95|°3P4DEY2YSYBYBYBYOYOY 05, gg 62.262 14850 | P 946.44 7.42
reductoisomerase 11°y11y17
IPOS989IILVC_SALTY Ketol-acid 8 LVAEGTDPAYAEK 239 13 3 28.83 yey7yll 1363.66 37.700 5879 |2 8234 7.52
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 9 DSGLDISYALRK 57 12 5 35.29 b7b10b11°b11y3 1337.6 51.861 1@6 | 3| 44657 -9.31
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 10 DSGLDISYALR 57 11 6 42.57 b5b8°b8b10°h10y4 1209.6{L 53.233 3872 | 2| 60531 172
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 11 QGGITLMMDR 266 10 4 27.7 b5y3°y3y7 1121.57 63.346 1804 |2  =e1 19.48
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 12 DGAALGYSHGFNIVEVGEQIR 123 21 4 31.6 b3b8b13b15 22321 8.085 1669 | 3| 74471 0.98
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 13 AGVLESSFVAEVK 202 13 4 33.32 b6b7b10y9 1335.6 49.583 161] | 2668.35 -17.36
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 14 VGTYEELIPQADLVVNLTPDKQHS) o9 28 8 27.36| b4°bdb7°b7bl6y6yl0yl4  3135.61 81.45] 581p0 | 484.68 -7.63
reductoisomerase DVVR
IPOS9BIIILVC_SALTY Ketok-acid 15 DGAALGYSHGFNIVEVGEQIRK 123 22 3 20.41 b3b5b21 2360.18  .GE 36055 | 3|  787.40 -6.10
reductoisomerase
. Carbamidomethyl+C(11),
[P05989|ILVC_SALTY Ketol-acid _ ; SDLMGEQTILCGMLQAGSLLCFD b3b4b5b12y6°y6y7y8ydylL
oo momerac 16 ,Carbamldc;methyI+C(21 K LUAEGT DPAYALK 215 37 11 89.79 o2 4031.95 117.784 14366| B 1344.64 10.17
IPOS989IILVC_SALTY Ketol-acid 17 ANYENTLNLRQQLAQLGK 1 18 3 16.15 b4boy3 2092.14 89.641 ot | 2| 104657 3.03
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 18 LIQFGWETITEALKQGGITLMMDR| 252 24 5 43.45 yAy5y6y9y13 2731 118.596 4908 | 3 o917.81 -3.19
reductoisomerase
[P05989|ILVC_SALTY Ketol-acid AGVELAFETMVDSGIEESAYYES o . | ] )
oo romerac 19 HELPLIANTARK 366 38 6 14.85| b3b11°b11b15°b15y2]  4180.10 114.094 3550 | 4 45.18 4.21
IPOS989IILVC_SALTY Ketol-acid 20 | Carbamidomethyl+C(7)  KVVIVGCGAQGLNQGLNMR 38 19 3 15.48 b5y10y12 2014.07 58.532 2364| |2 10075 2.67
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 21 EETGKTAFETAPQYEGK 331 17 3 25.57 yay7y8 1885.89 40.774 8a9 | 2| 943.45 4.47
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 22 QGGITLMMDRLSNPAK 266 16 4 17.79 b5°b5b8y9 1731.88 35911 1564 | 2| 866.44 -3.38
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 23 Phosphoryl STY(6) ANYFENTLNLR 1 10 5 4219 babSy5_H3Pgaysy7 | 1305.59 38.299 23521 B 43587 271
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 24 Phosphoryl STY(8) LIQFGWETITEALK 252 14 3 19.9 b9_HPBB/5y11 1728.84 64.908 5664| |2 864.92 -8.54
reductoisomerase
IPOS989IILVC_SALTY Ketol-acid 25 Oxidation+m(e) | °VQPLMKDGAALGYSHGENIVEV 28 8 37.83| b3b7*b7ydySyloy21y2h  3031.5f 132.85p 100408 | 1011.19 10.95
reductoisomerase GEQIR
IPOS989IILVC_SALTY Ketol-acid 26 Oxidation+M(6) DITVVMVAPK 145 10 4 29.46 b3°b3bdy3 1088. 28.665 14058 | 4  544.80 -3.03
reductoisomerase
IPOS9BIIILVC_SALTY Ketok-acid 27 LVAEGTDPAY 239 10 0 3.02 1035.51 37.667 5566| |2 5182 6.25
reductoisomerase
'Q7CPH8|SE;EIE;ASL;E Protein-expolt ;| - hamidomethyh+C(2 ECITSLVSR 111 9 5 39.08 y1y5y6y7y9 064.53 53.644 44422 | B 53277 -7.68
IQ7CPHBISECB_SALTY Protein-expoift LDLDTASSQLADDVYEVVLR 41 20 15 89.34 | P2PADGDLAY2YSYAYSYEYSy ) 1y 109.008 33479| P 111151 9.12
protein secB 10°y10y14y20*y20
'Q7CPH8|SE;EI£ASL;E Protein-expoft DVSFEAPNAPHVFQKDWQPEVK| 19 22 6 20.41 b2y2ydy7y16y22 2588 67.998 18830 | 4 64281 -14.54
[Q7CPHS|SECB_SALTY Protein-expof: GTFPQLNLAPVNFDALFMNYLQQ b4°bab7*b7b8*0809b21yR
orotom sect 4 OAGEGTEENODA 120 35 11 0 Y8y10 3893.83 116.102 16211 B 1298.63 6.77
'Q7CPH8|SE;EI£ASL;E Protein-expoft g DVSFEAPNAPHVFQK 19 15 5 30.4 b3°b3y6ygy11 1685.8p 60.270 8372 | 3| 562.61 -16.44
'Q7CPH8|SE;EIE;ASL;E Protein-expoft MSEQNNTEMAFQIQR 0 15 6 30.4 b3yBy7*y7y9*yo 1826.74 71568 2748 | 4| 457.45 -18.98




|P66643|RSzFOSteA;TSY9305 ribosomal| SLEQYFGR 33 8 4 50.47 bayay5y6 999.48 59.808] 60148 | 2 500. 539
|P66643|RSzFOSteA;TSY9305 ribosomal| GGGISGQAGAIR 68 12 7 55.81 b5y5y6y7*y7y8y12 1043.5% 33.074 25184 | 2| 522.28 -6.67
|P66643|RSzFOSteA;TSY9305 ribosomal| AENQYYGTGR 1 10 3 29.46 bayays 1158.52 25.912 1849 |2 5791 481
IP65215|KDSA_SALTY 2-dehydro-3-| GANFGYDNLVVDMLGFSVMKK | 168 21 5 21.01 b6b10b12yly21 2305. 78.082 36505 | 3 769.05 4.55
deoxyphohooctonate aldolase
- -3 Xy
IP65215|KDSA_SALTY 2-dehydro-3 2 AGMAVGLAGLFLESHPDPANAK | 226 22 11 95.19 | P3PADSY2YSYAYSTYSYBYTY 166 09 88.003 23016 B 72270 -4.51
deoxyphohooctonate aldolase 9
- -3 o % |
IP65215|KDSA_SALTY 2-dehydro-3 3 VANDLPFVLFGGMNVLESR 12 19 8 32.79| PAPSPISDIIDIIVZYION 170 g 110.079 13703| P 1039.54 5.64
deoxyphohooctonate aldolase 4
IPE5215|KDSA_SALTY 2-dehydro-3-| GANFGYDNLVVDMLGFSVMK 168 20 6 42.56 b10b15y8y9°y9y10 21D4 101.907 3501 | 3  726.35 0.22
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| TGAVINVK 130 8 4 52.23 b5b6ydy7 801.47 28.201 175570 |2 40124 -20.64
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| DLAMR 31 5 2 27.05 y3y4 605.31 41.713 32644 |1 6053 -3.93
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| | o idomethy+C(1f)  VSGNSPVIEDVTHALQCR 189 18 16.15 b4b7°b7y3 2000.02 69.749 8729 |2 1000.5 9.16
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| g | oo idomethyl+ (2 ICEHYVTVTQK 36 11 4 32.0¢ b7°b7b8b1 1377.68 63.763 7494 | B 459.90 5.85
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| ¢ QTDLVEAMAK 120 10 3 37.7 b7b8b9 1105.56 48.857 5501 |2  553.2 187
deoxyphohooctonate aldolase
[P65215|KDSA_SALTY 2-dehydro-3- VITDVHEASQAQPVADVVDVIQL b6b12b13°b13b18b21b23y )
deomyphonoocionate aldolse 10 AL AR 01 29 13 81.83 3Oy 7yBy12y24 3101.64 104.541 5012 | 4  776.16 8.89
IP65215[KDSA_SALTY 2-dehydro-3-| | IFQELK 79 6 1 13.9 v5 777.44 44.754 4771 |2 389.23 9.81
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| ASFDK 55 5 1 13.53 y3 567.28 44,513 4701 |1 =672 12.74
deoxyphohooctonate aldolase
IP65215[KDSA_SALTY 2-dehydro-3-| —, ; GPGLEEGMK 70 9 3 31.3 b3b7y5 917.45 52.289 4581 |2 4503 15.2
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| | VVNIGDIK 4 8 4 33.93 b3*h3ydy5 857.49 39.738 1890| |2 420.28 5B
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| g AIDDLVKSFDELDTEN 268 16 3 25.49 b3b11b13 1823.84 68.3071 256 | 2| 91243 1.67
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| o SSIHSYRGPGLEEGMK 63 16 3 17.7¢ b8y4y9 1747.88 40.537 46953 | 583.28 -9.36
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| 17 | oo o midomethyl+C(1LD) FHEGGNDKVILCDR 154 14 19.96 B3 1659.81 64.811 2087 | P 830.41 11.25
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| 10 |0 pomidomethyl+C(1B)  KVSGNSPVIFDVTHALQCR 188 19 24|  bllyarydyByll+y1l 2128.08 85.010 2304 |2 1064.5 6.77
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| g Oxidation+M(23) |VANDLPFVLFGGMNVLESRDLAMI 24 7 29.42| b13°b13ydy6yllcyllyld  2680.4p 95.634 16385 | 3 94.18 14.48
deoxyphohooctonate aldolase R
IP65215|KDSA_SALTY 2-dehydro-3-| Oxidation+M(19) | GANFGYDNLVVDMLGFSVMK 168 20 4 20.59 bba5y5y8 2193.02 103.647 9520 [4  549.01 -8.91
deoxyphohooctonate aldolase
IPE5215|KDSA_SALTY 2-dehydro-3-| Oxidation+M(19) | GANFGYDNLVVDMLGFSVMKK 168 21 3 21.01 ttBOb14 2321.16 77.360 8611| [3  774.3¢ 12.52
deoxyphohooctonate aldolase
IP65215[KDSA_SALTY 2-dehydro-3-| ) Oxidation+M(8) GPGLEEGMK 70 9 3 31.3 b4b7y8 933.43 70.448 6406 | 2| 467.22 5.23
deoxyphohooctonate aldolase
IP65215|KDSA_SALTY 2-dehydro-3-| Oxidation+M(3) | AGMAVGLAGLFLESHPDPANAK| 226 22 3 13.9 baps 2182.07 84.861 2419 | P 1091.54 -13.43
deoxyphohooctonate aldolase
|P63727|C562—S/;;?2( Soluble cytochrome HGFDILVGQIDGALK 84 15 10 83.33 | b3b4b7blly2y3ydySyeyls 8P56 83.102 50457 | 2 791.94 2.85
|P63727|C562—S/;;?2( Soluble cytochrome TDSAPELK 4 8 6 41.71 y1y3°y3ydy6ys 860.43 27.485 6024 |2 220 9.72
|P63727|C562—S/;;?2( Soluble cytochrome 5 AAALDAQK 56 8 5 36.94 b3y3y6y8*y8 787.42 43.987 3820| |1 787.44 860




|P63727|0562—S/;;?2( Soluble cytochrome -, ATPPK 64 5 1 13.53 V4 513.31 30.167 3044 |1 51331 10.11
s
|P63727|0562—S/;;?2( Soluble cytochrome ¢ MRAAALDAQK 54 10 11 67.49 |P4P7 b7b872/87y3 Y3YAYAY 107458 38.356 10158| 2 537.79 5.11
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 1 AVLPGMVER 115 9 5 46.59 b6y2ydy6y7 971.53 52.702 2082 2 286. -4.90
ydfG
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 2 AAIEEMMASLPAQWR 58 15 7 38.36 b4b10b14y5y9*y9y15 1703.85 90.263 15663 2 852.43 13.18
ydfG
|P69936]YDFG_SALTY NADP-dependdnt e o
L-serine/L-allo-threonine dehydrogenade 3 GH"N|GSTAGSV¥PYAGGNVYGAT 126 25 9 23.73 b2b3b11 b9111b213 b13*b13 2491.22 69.909 11140 B 831.08 -5.59
ydfG 4
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 4 Carbamidomethyl+C(15) MIVLVTGATAGFGECIAR 0 18 4 25.7| ByBy13 1865.94 88.555 6177 p 933.47] -10.47|
ydfG
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 5 VTDIEPGLVGGTEFSSVR 171 18 3 23.31 y5y9y13 1862.9b 68.99 3922 2 931.98 1.83
ydfG
|P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 6 LQALK 36 5 2 27.05 y3y4 572.37 39.786 3963 1 572.31 -11.09
ydfG
|P69936]YDFG_SALTY NADP-dependdnt AGKTYENTTALTPEDITEAVWWY
L-serine/L-allo-threonine dehydrogenade 7 ATLPAHVNINTVEMMPVTQSFAG| 196 51 5 13.61 b4bob11°b1ly4 5596.83 101.356 11336 | 5 112017 7.50
ydfG LSVHR
|P66869|SUCC_SALTY Succinyl-CoA .
lgase [ADP—orming] Subunit beta 1 |carbamidomethykc(11) YGLPAPVGYACTTPR 14 15 26.47 bPA@y12y15 1622.80 61.331 48310 |2 811.91 2.33
|P66869|SUCC_SALTY Succinyl-CoA | i
lgase [ADP—orming] Subunit beta 2 VALDPLTGPMPYQGR 146 15 8 57.15|  blOy2y5y7y8yoyl3ylp  1@4.| 70.739 31858 | 4  807.92 3.48
|P66869|SUCC_SALTY Succinyl-CoA . | )
lgase [ADP—orming] Subunit beta 3 IFMGLATIFLER 179 12 10 80.8 | b2b3b5y2°y2y3y6y7yoy]l0  1410.7|  108.396 28329 | 4  705.89 5.36
|P66869|SUCC_SALTY Succinyl-CoA LVTYQTDANGQPVNQILVEAATDI b2b8y3ydy5°y5y6yTy12y25
lgase [ADP—orming] Subunit beta 4 OKELVLGAVVDR 80 36 11 66.61 136 3874.04 121.302 28030 B 1292.01 4.60
|P66869|SUCC_SALTY Succinyl-CoA )
lgase [ADP—orming] Subunit beta 5 DLALIEINPLVITK 191 14 6 43.71 bdy3y6yoy10y14 1551.93 o735 | 22082 | 2| 776.47 0.47
IPE68E9ISUCC_SALTY Succiny-CoA| ¢ LHGGEPANFLDVGGGATK 277 18 5 33.93 b4b7b8y7y11 1739.85 21321 | 3| 58062 1165
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succinyl-CoA|  ; LEGNNAELGAK 348 11 5 32.05 b2y4y9y10y11 1115.56 28.912) wse 2| 558.28 7.44
ligase [ADP-forming] subunit beta
IPE68EIISUCC_SALTY Succiny-CoA| g LHGGEPANFLDVGGGATKER 277 20 7 31.57] b4b8b13°b13*b13ba@Y 2025.01 80.476 15751 B 675.67 -2.95
ligase [ADP-forming] subunit beta
|P66869|SUCC_SALTY Succinyl-CoA . ] )
lgase [ADP—orming] Subunit beta 9 MNLHEYQAK 0 9 7 39.08 b2y2y4*ydy5y6yd 1133.54 33.566 13084 |2 567.27 5.06
IPE68E9ISUCC_SALTY Succiny-CoAl 4 AFAENWLGK 70 9 3 31.3 b4bSy7 1035.52 64.764 11001 |2 51826 364.
ligase [ADP-forming] subunit beta
IPE68E9ISUCC_SALTY Succiny-CoAl | VALDPLTGPMPYQGRELAFK 146 20 3 23.02 b4b5y11 2203.1f ams 7928 | 3| 735.06 4.77
ligase [ADP-forming] subunit beta




'PﬁgaaafjEggi—”snﬁ:;;\;ifﬁ;t”&gm 12 VVFMASTEGGVEIEK 120 15 5 18.79 b10°b10b12y9y15 1505.92 12.664 4612 | 2|  798.41 13.77
'PﬁgaagfjEggi—”snﬁ:;;\;ifﬁ;t”&gm 13 VAEETPHLIHK 135 11 4 25.06 b6b9°h9y8 1273.67 32.932 12545 | 3 25.23 17.92
'PﬁgfgjEggi—”snﬁ:;;\;f;ﬁ;%ng 14 LGADGNALFR 215 10 3 21.7 b3b7y5 103353 51243 11229 |2 517.47 -15.94
'PﬁgfgjEggi—fﬁk;;j&fﬁ;%ggm 15 EAEEAASK 29 8 3 41.71 y3y5y6 834.39 94.063 3201 |1 834.3p 11.5¢
'PﬁgfgjEggi—fﬁk;;j&fﬁ;%ggm 16 SLTDAAQQVVAAVEGK 372 16 4 36.01 beb11b13b14 1586.8 7R3 2822 | 3| 520.62 -2.46
'PﬁgfgjEggi—fﬁk;if&fﬁ;%ggm 17 ILSDDNVK 303 9 3 31.3 bgy7y8 1016.57 58.927 2421 |2 5087 26.1
'PﬁgfffE‘Sﬁ%ﬁﬁ;ﬁfﬁjﬁ?ﬁ;ﬂ 18 | carbamidomethyl+C(d) QGDLICLDGKLGADGNALFR 205 20 3 2. b12y8y9 2133.10 93.042 3185| |2 1067.0b 10.42
'Pﬁgeff:}iﬁﬁgfﬁ%ﬁﬁﬁﬁ%i@“ 19 Oxidation+M(4) VVEMASTEGGVEIEK 120 15 5 30.4 b10°b10ymy12 1611.77 79.055 4846| B 537.93 -14.09
|P66869|SUCC_SALTY Succinyl-CoA Carbamidomethyi+C(20EAQAAQWELNYVALDGNIGCMV i )
ligase [ADP-forming] subunit beta 20 ;Oxidation+M() NGAGLAMGTMDIVK 241 36 4 10.98 b4b11°b11y14 3826.7 98.161 190f 3 1276]26 98 -4.
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Te 1 ITDAYAENADIANLLLAPYFK 373 21 4 35.16 b5b6b7y21 2326.21 arre 57101 | 2| 1163.61 4.41
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Tte 2 ELSAEGFNFIGTGVSGGEEGALK 113 23 7 24.54 bllyly2y6y7yiBy2 | 2269.13 68.898 51700 B 757.05 11.94
[P14062/6PGD_SALTY 6-phohoglucondte | oo | [IAAVAEDGEPCVTYIGADGAGHY | oo . 11 5045 | P2D3D4YBYLOVL2yIByIOR o 50243 s376a| b ss5.07 152
dehydrogenase VK 0y21y25
|P14062|6P?12§£';;an;hOhog'UCO”Tte 4 IVSYAQGFSQLR 329 12 5 36.23 b2y6y7y8y12 1368.72 62.228 plod 2| 684.87 1.96
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Tte 5 MVHNGIEYGDMQLIAEAYSLLK 183 22 6 52.59 b3b12b13y7y8y9 2823 106.358 17230 832.42 0.98
|P14062|6P6d'z§£';;;(ng;hOhog'ucomhe 6 AAVLPANLIQAQR 432 13 5 21.35 b2b3y5yoy13 1364.79 64.446| 838 | 2| 682.90 -4.74
b7*b7b8*b8b9°b9*h9b11
|P14062|6P(iizﬁs(ﬁﬂng;‘;hOhog'uconate 7 WTSQSALDLGEPLSLITESVFAR 264 23 21 105.2Dh11b13*h13b22y1y3y5y6° 2520.28 117.047 14905| B 840.77 -6.78
vdrog yey7y8ylay23
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Te 8 ITDAYAENADIANLLLAPYFKK 373 22 4 23.77 b5b13b14y22 24543 | 97.552 6120 | 3  818.78 10.54
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Tte 9 DEDGNYLVDVILDEAANK 242 18 4 16.15 b8y6*y6ys 1992.92 79.50 5110 | 2| 996.96 1213
IP14062|6PGD_SALTY 6-phohoglucongte , , DVVAYAVQNGIPVPTESAAVAYY | 405 27 7 35.06| b3b7°b7b8°b8bl1bld 2936.44 124.04 444 3 4879 382
dehydrogenase DSYR
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Tte 11 GYTVSVENR 25 9 4 31.3 b2b3b5y3 1042.52 27.873 1502 |2 s2147 796
|P14062|6P6d'z§£';;;(ng;hOhog'UCO”Tte 12 | carbamidomethyi+C(d) AGCIR 361 6 1 13.9 b3 689.3 36.336 7627 | 1| 689.37 -3.28
|P14062|6P?12§£';;an;hOhog'UCO”Tte 13 AEFIEK 314 6 1 13.9 y5 736.38 55.205 5852 |1 736.38 -4.31
|P14062|6P?12E§£';;Zn§;hOhog'UCO”Tte 14 IADEYQQALR 395 10 3 27.7 b4boy7 1206.59 42.894 3805 |2 60380 17.30
|P14062|6P?12E§£';;Zn§;hOhog'UCO”Tte 15 SKQQIGVVGMAVMGR 1 15 4 18.79 b4b11°b11y9 1560.8¢ 122768 12012 | 2| 780.93 11.50




IP14062|6PGD_SALTY 6-phohoglucongte , o MSKQQIGVVGMAVMGR 0 16 3 17.79 b12b15y12 1691.88 100.843 206 | 2| 846.43 -13.78
dehydrogenase
IP14062|6PGD_SALTY 6-phohoglucondte , AASDEYHWDLNYGEIAKIFR 341 20 3 23.02 b5y16yL17 2398.17 260 5071 | 3| 800.06 9.37
dehydrogenase
P14062|6PGD_SALTY 6-phohogluconie o QQIGVVGMAVMGRNLALNIESR 3 22 3 13.9 b8b14y5 2356.23 6801 | 2464 | 3| 786.08 1430
dehydrogenase
|P14062|6PGD_SALTY 6-phohogluconate b4_H3PO4
tohydrogense 19 Phosphoryl STY(12)| ELSAEGFNFIGTGVSGGEEGALK 113 23 8 BB | | osepiobioysyeytd 234907 111.457 2357 | B 783.70 6.65
IP14062|6PGD_SALTY 6-phohoglucongte Phosphoryl STY(L1) DAYELVAPILTK 146 12 3 33.27 b6b9b11 412.71 84.949 2258 471.57 5.10
dehydrogenase
P14062|6PGD_SALTY 6-phohoglucongte Phosphoryl STY(8) EFVESLETPR 58 10 3 27.7 b7b9y8 1286.54 63.365 1755 | 3| 42052 1243
dehydrogenase
'POAZTBlCRP;cSt@:tTOT Catabolte geng | QLIQVNPDILMR 104 12 7 55.81 b3y6y7y8*y8y9*ya 1439.79 7987 | 8604 | 2| 720.40 7.29
'POAZTBlCRP;cSt@:tTOT Catabolite geng VGNLAFLDVTGR 131 12 4 30.21 y2y5y6yll 1261.69 65.886 6690 | 2631.35 3.77
[POA2T6ICRP_SALTY Catabolie gend DEEGKEMILSYLNQGDFIGELGLF| " 5 1208 J5yBy12 3445.50 95,703 s0sd |3 11400 a6
activator EEGQER
'POAZTBlCRP;cSt@:tTOT Catabolite gend ;| 2 hamidomethy+C(1$) VLGKPQTDPTLEWFLSHCHIHH 1 22 6 8s. y3y5y7y8y10y11 2643.29 85.854 21304 [3  88L7f 22.0f
'POAZTBlCRP;cSt@:tTOT Catabolite gend | -y midomethyl+C(d QEIGQIVGCSR 170 11 4 25.06 boy8y10* 1246.65 63.803 6127 | P 623.83 21.74
'POAZTBlCRP;cSt@:tTOT Catabolite geng ¢ MLEDQNLISAHGK 189 13 4 35.82 b10b11b12°b12 1455.75 83.22¢ 3503 | 2| 728.38 19.20
'POAZTBlCRP;cSt@:tTOT Catabolte geng EM'LSYLNQGD';'GELGLFEEGQE 58 25 6 19.53| b8*b8bllbleyl3+y13|  2887.34 91.925 1963 |3 @3] -1556
'POAZTBlCRP;cSt@:tTOT Catabolite gend ¢ | 2 hamidomethyl+C(12) ITRQEIGQIVGCSR 167 14 3 28.54 yays 1616.84 51.828 3050 | B 539.62 -9.44
'POAZTBlCRP;cSt@:tTOT Catabolite geng o Oxidation+M(L) MLEDQNLISAHGK 189 13 4 21.35 b10°b10y3y5 4m.72 57.120 7647 | 2 736.36 -2.32
IPOA2T6|CRP_SALTY Catabolite geng ;| Carbamidomethy+C(19) )\ 5 pQTDPTLEWFLSHCHIHK 0 23 3 13.48 b13y11y20 2790.34 1886 2085 | 3| 930.80 157
activator ;Oxidation+M(1)
'POAZTBlCRP;cSt@:tTOT Catabolte geng | DEEGKEMILSYLNQGDFIGEL 53 21 3 12.08 yBy12+y12 2400.11 658 2019 | 4| 600.78 -8.04
[POA2T6ICRP_SALTY Catabolie gend DEEGKEMILSYLNQGDFIGELGLF| 20 L 508 /13 3427 64 95716 oal | 114342 156
activator EEGQER
H %y
'POA?VGleiF;gETSYsSOS ribosomal| LVADSITSQLER 114 12 10 70.58 b2b5y1y3y6%'8y9 YOVI0VT 133171 60.431 45501 P 666.36 1.92
'POA?VGleiF;gETSYsSOS ribosomall -, ADIDYNTSEAHTTYGVIGVK 179 20 6 42.09 |  y3ylOyllyl5y17y20 84.02 56.007 35157 718.68 5.21
'POA?VGleiF;gETSY;’OS ribosomall VVADIAGVPAQINIAEVR 89 18 7 42.31 |  b3b8y4°ydy10y12y13 1838 76.609 26130 | 4  918.02 -1.00
'POA?VGleiF;gETSYsSOS ribosomal| LGGAEIAR 156 8 7 36.94 b2b5°h5y2y3y7y8 786.44) 30.725 22206 | 2393.72 -9.31
IPOA7VEIRS3_SALTY 30S ribosomal) o LGIVKPWNSTWFANTKEFADNLD | ) 27 5 18.31 b2y2y5y10y13 3143.53 94.416 13350 | 4 786.64 8-8.0
protein S3 SDFK
'POA?VGleiF;gETSYsSOS ribosomal| LGIVKPWNSTWFANTK 11 16 3 17.79 b13y6y10 1861.94 82.581 goL| 2| 93148 -18.16
'POA?VGleiF;gETSYsSOS ribosomall GEILGGMAAVEQPEKPAAQPK 204 21 4 14.36 b20y4*y4y11 2121.06 54.613 4865 | 4 531.02 -19.45
IPOA7VEIRS3_SALTY 30S ribosomal) o VMFR 127 4 1 13.15 y3 552.29 75.756 3023| |1 552.29 -14.0
protein S3
'POA?VGleiF;gETSYsSOS ribosomal| g AVQNAMR 136 7 4 57.87 b5b6y3y6 789.40 94.956 2400 |1 789.4p 50.1
'POA?VGleiF;gETSY;’OS ribosomal| LVADSITSQL 114 10 0 2.64 1046.58 60.471 6070| |2 52389 10.15




b2°b2b6°b6b8*H8b9b13°h1
|068883|CISY_SALTY Citrate synthase 1| carbamidometgl2 TAGSSGANPFACIAAGIASLWGPA 5 4 34 24 112.81] 3y1ly2y3y9y12y13y14y16y 3195.58 116.120 47760 B 1065.86 4.66
HGGANEAALK :
17y25y26°y26y27y29y34
|068883|CISY_SALTY Citrate synthas¢ 2 TVGWIAHWNEMHT MK 388 17 11 35.22 b1b2 b2b31;)i35[)6 b6b7y2y1 2012.89 66.041 31482 B 671.64 -8.91
|068883|CISY_SALTY Citrate synthas¢ 3 ILILHADHEQNAST®R 222 18 8 41.86 b2b3y2y4y5y6y8y18 2005.0 43.50% 2832 3 69.@ -6.82
|068883|CISY_SALTY Citrate synthas¢ 4 Carbamidometbfl5 GVFTFDPGFTSTASCESK 38 18 5 37.4p b12y11y12y13y18 37187 75.557 23150 2 969.44 8.00
|068883[CISY_SALTY Citrate synthase 5| carbamidome(ls NDLSYAGNFNL;'\';"L"QESTPCETYEV 189 29 10 42.3 |PAPAY2 y2ﬁy5y7y10y13y 3411.56 111.151 18548| B 1137.8¢ 8.02
b3°b3b4b5b6b7b8b12b1%y
|O68883|CISY_SALTY Citrate synthase 6 Carbamidomet®(®) DSHPMAVMS\(/;,\'IT,\I?&LAAFYHDSL 127 29 20 170.66| 2y4y5y6y9y10y11y12y13y 3159.42 108.183 16941 n 790.61 -8.35
17y29
|068883|CISY_SALTY Citrate synthas¢ 7 AMGIPSSMFTVIFAR 371 17 4 28.3 b3y3y4y6 1829.93 119.405 1585 2 915.47 8.81
|068883|CISY_SALTY Citrate synthas¢ 8 ELGTKDDLLE(\'/:'?EMKELEHIALNDP 328 28 12 65.73 b3b4b6 b$:52b821y1y5y6y8 3245.61 119.513 12885 a 812.16 -5.57
|068883|CISY_SALTY Citrate synthas¢ 9 DDLLEVAMELEHIANIDPYFIEK 333 23 3 19.89 b5b8b12 2717.34 107.38 488 4 680.09 2.16
|068883|CISY_SALTY Citrate synthas¢ 10 Carbamidonte@10) RDSHPMA\C\SS/EI,:‘I'S:LAAFYHDS 126 30 3 22.23 b13y11ly12 3315.54 93.549 2997 3 1105.87 10.4
|068883|CISY_SALTY Citrate synthas¢ 11 Carbamidonte@(B) ATVMRETCHEVLK 315 13 3 30.59 y6y8y10 1573.76 63.894 51B 2 787.39 -11.79
|068883|CISY_SALTY Citrate synthas¢ 12 ITFIDGDEGILLHR 56 14 7 55.32 b5b13y4y10y11°y11y1p 1598.8 74.544 35314 3 533.61 -16.72
|068883|CISY_SALTY Citrate synthas¢ 13 YSIGQPFVYPR 178 11 3 32.05 y5y6y9 1326.6 68.259 2850 2 &63. -5.24
|068883|CISY_SALTY Citrate synthas¢ 14 LMGFGHR 300 7 3 38.33 b5y4y5 817.41 41.526 1844 2 409.41 2-0.8
|068883|CISY_SALTY Citrate synthas¢ 15 NYDPR 310 5 1 13.53 v4 664.30 87.714 3124 1 664.3p -9.83
|068883|CISY_SALTY Citrate synthas¢ 16 TTVTRHTMIHE@®T 105 15 5 44.38 b6b8b14y9y10 1823.9 99.445 30337 2 91248 .68 2
|068883|CISY_SALTY Citrate synthas¢ 17 ELGTKDDLLE(\'/:'?EMKELEHIALNDP 328 28 4 22.22 b19y8y9°y9 3245.67 104.504 1867 4 812.16 -3.9
|068883|CISY_SALTY Citrate synthas¢ 18 Oxidation+M(15 AMGIPSSMFTVIFAMAR 371 17 3 16.91 b8b16y4 1845.89 43.987] 5B0 3 615.97 -6.81
|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- WFNTNYHYIVPEFSK 117 15 6 42.44 b2y3y5y10y13y15 1944.9L .61B 54516 3 648.98 -8.54
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- Carbamidomethyl+C(7 LWVNPDCGLK 719 10 10 88.§ b2b7b®ByRy8*y8y9y10| 1201.60 60.295 46991 2 601.30 -5.89
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- TILTHTLGFPR 1 11 6 36.82 y2y5y6y7°y7yll 1255.77 63.992 357 2 628.36 1.94
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5- I
methyltetrahydropteroyltriglutamate-- QAGIDLLPVGDFAWYDHVLTTSL 52 31 16 96.47 | PEDSDODE™DEDILYLYSYL - p; g4 119.164 35705| B 1117.94 9.03
; LLGNVPAR y5y6y7y8y24y27y31
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5- oo
methyltetrahydropteroyitriglutamate-- LTWTQLLEEVDEALALGHK 137 19 18 129.61|°2"2b5 b5b19y2y§y5y6 7 2166.13 118.619 30683 B 722.72 -5.30
. y8y9y12y13y15y17°y17y19
homocysteine methyltransferase
|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- Carbamidomethyl+C(11) GMLTGPVTILCWSFPR 549 16 8 36.68 b1#H13yly2y7y9yl6 1834.95 99.366 25597 2 917.98 9.98
homocysteine methyltransferase




|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

SWFAFALQK

343

46.08

b2b5h6y3y7*y7y9

1097.517

84.876

251

N

549.29

-5.67

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LAAITAQDSQRENPYEVR

395

18

37.46

b2b3y2y14y15y16y1§

(14

47.249

24422

687.68

-6.40

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

LPVDWLLSAGLINGR

279

15

32.78

b2b3b4y2y8y13y15

1623.9

01r14

23468

2

812.47

3.61

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

10

Carbamidomethyl+C(1]

)

CVKPPVVIGDISRPAPITVEWAH

515

23

01

46.33

b2b4b6b7y2y5y6y15y20
3

2

2532.40

75.444

19991

B

844.80

-1.45

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

11

LAAITAQDSQR

395

11

10

89.17

b2b3y3y4*y4y5y6y9y10y.

1

1173.62

33.894

18491

587.31

-5.10

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

12

Carbamidomethyl+C(1]

CGELALLR

352

36.9

b2b3b6y5y8

31.89

60.169

17692

4

466.25

-11.14

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

13

Carbamidomethyl+C(§

)

ALWVASSCSLLHSPIDLSVETR

315

22

3.9

b3b1dy7

2441.23

87.690

12022

3

814.42

-5.90|

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

14

DALNSGETAALEEWSAPIQAR

360

21

24.02)

b2b4b5b11°b11

2P39

60.903

9767

743.70

1.42

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

15

YAQSLTDKPVK

538

11

49.11

bab6b7°b7*b7y3y8

1249.6

30.722

32317

417.22

-19.24

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

16

AQESYWAGNTTR

21

12

23.01

b6b10y8°y8

1383.64

29.251

2854

2692.32

5.38

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

17

HQNNDGSVDIDTLFR

83

15

67.76

b3b9b10y4y5y7°y7y§

1730.7

69.275

15159

3

577.60

-15.94

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

18

GQQFR

132

13.53

b3

635.32

41.376

6965

1

635.32

-7.6

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

19

DEVADLEAAGIGIIQIDEPALR

582

22

30.14

b4b5b11b15

2308.1

92.146

6665

3

770.06

-19.88

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

20

VHNAAVEK

386

36.94

b3b7y4°y4

867.46

37.288

2872

2

434.28

6.61

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

21

NDMVEYFGEHLDGFVFTQNGWY
QSYGSR

487

28

12

b11y5y12+y12

3282.53

94.552

2643

3

1094.85

22.1

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

22

AEAQR

413

13.53

y4ry4

574.29

87.614

1617

1

574.29

-12.8

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

23

GWPETR

731

13.9

b5

745.36

59.024

1527

1

745.36

-5.0

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

24

GNLDANHYRTGIAEHIK

449

17

40.37

b5b8b13b15y5

1908.9

0117

22217

954.99

3.52

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

25

GRAPTGEPAAAAEMTK

101

16

28.6

b3b5b7y7

1557.7

35.384

9710

w

519.92

-9.17




|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

26

Carbamidomethyl+C(2

LYAQSLTDKPVKGMLTGPVTILCW
B SFPR

538

27

37.07

b5b6*b6b7°b7b13

3065.58

99.37§

1459

767.115

-5.65

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

27

ADLTEKYAQINAIVGK

298

16

28.6

b4°b4b9b11y10

1733.95

384

4086

578.65

1.41

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

28

KAQESYWAGNTTR

20

13

58.16

b4°b4b6°b6*b6h8yAy6

1571,

34.942

3409

2

756.36

-3.31

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

29

KGNLDANHYR

448

10

40.43

b7b9y4y7°y7

1187.60

55.948

3040

3

96.34

3.39

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

30

Carbamidomethyl+C(1

P) IPAQRLWVNPDCGLK

714

15

18.7

yByll0

1766.95

73.513

2605

B

589.65

4.77

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

31

NVWRADLTEK

294

10

271.7

b4b6y6

1231.64

49.771

2106

2

616.3p

6.44

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

32

Carbamidomethyl+C(7

) LWVNPDCGLKTR

719

12

35.2

0

b3LRiBhOY 7y 7

1458.77

56.450

1623

2

729.89

9.62

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

33

Phosphoryl STY(5)

AQESYWAGNTTR

21

12

23.0

L

bay3y6

1463

66.343

1864

488.54

11.84

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

34

Oxidation+M(12)

APTGEPAAAAEMTK

103

14

19.96

b7b10y4

6B63

25.562

37990

454.21

-8.70

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

35

Carbamidomethyl+C(1
;Oxidation+M(2)

=

GMLTGPVTILCWSFPR

549

16

17.79]

b4°bab8y7

1850.94

49.86

8621

925.98

7.45

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate--
homocysteine methyltransferase

36

WENTNYHYIV

117

10

7.3

y9°y9

1356.65

77.635

10687

2

678.8

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

TFDTPTYPNSLALSADGK

308

18

35.84

bdy2yA°ydy5yl1yldy]]

897.93

65.518

28080

949.47

5.40

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

MSTGLALDSK

185

10

59.52

b3y3y7y8y9y10

1022.53

47.007

»73

N

511.77

10.80

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

LDPVTLEITQAIHNDLKPFGATINA
ATQTLWFGNTINSAVTAIDAK

73

46

16.44

y2y3y6yl5

4894.52

127.580

1064

4

1224.

B8

-9.6

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

IAAPASLAVLFNPTR

268

15

18.79

b1b3y5*y5y12y15

1540.8

B

10321

770.95

1.58

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

LLDDGKEHFFINLSLDTAGHR

223

21

14.36

b8b11y6

2398.23

7838

9938

800.08

6.62

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

LYTTNADGEFITIDTASNK

198

19

24.5

b8y5°y5y8y11y19

2074.0

65.467

9571

1037.51

8.36

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

GAYEMAWSQQENALWLATSQSR|

41

22

25

b3y4y10*y10y11

2527.1

84.331

5175

1264.10

8.60

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

ELVADAATNTIYISGVGK

144

18

16.15

b6b12y14

1821.96

81.903

42663

911.49

2.48

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

LVLDAR

126

13.9

b3

686.41

51.631

14943

1

686.4]

-8.98

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

10

EHFFINLSLDTAGHR

229

15

18.79

b4y8y11

1756.88

56.54Q

878.94

0.35

|Q8ZPD6|YNCE_SALTY Uncharacterizg
protein yncE

Q

11

TGDVK

119

13.53

b4

519.27

64.686

5632

1

519.2

-7.52

|Q8ZPD6|YNCE_SALTY Uncharacterizg

protein yncE

Q

12

LLDDGK

223

13.9

b3

660.36

33.569

3928

1

660.34

8.97




'QSZPDGWN%E&EQL;]E;nCharaCte”ZEd 13 EQEATQPDDVIR 338 12 4 26.99 b7b8y8*y8 1400.6 27.783 340 2 00.83 3.83
'QSZPDGWN%E&EQL;]Z; ncharacterized IAAPASLAVLENPTRNEAYVTHR 268 23 8 54.36| b3yeyloylleyligylsy2d 2511.31 82.072 42301| |4 628.58 12.74
'QSZPDGWN%E&EQL;]Z; ncharacterizqd ¢ TTIENTGKMSTGLALDSK 177 18 5 25.07 b5b6°b6b12°b12 1866.9  50.482 7522 | 4 467.49 1.77
'QSZPDGWN%E&EQL;]Z; ncharacterized o AQRLYTTNADGEFITIDTASNK 195 22 3 13.9 b3bllyll 2429.1¢ B31 5304 | 3| 810.40 261
'QBZPDGWN%E&EQL;;;nCharaCte”ZEd 17 LLDDGKEHFFINLSLDTAGHR 223 21 3 21.01 b3b10b12 239828 .7 2694 | 3|  800.09 12.22
|Q8ZPD6|YNCE_SALTY Uncharacterized TEEVRPLQPRELVADAATNTIVISG 1
rotein yncE 18 Phosphoryl STY(20) OKESAMVVDGETIK 134 4 4 14.36 b8b17b19y20 4535.3 108.39)L 31675 | 5 90788  4613.
IQ8ZPDBIYNCE_SALTY Uncharacterizqd -, o Phosphoryl STY(7) | GSHLLESLLVASSFSTLAAEDMLR| 4, 25 3 23.27 b5b6b14 2659.35 88.967 7791 |3  887.12 6.7
protein ynck K
'QSZPDGWN%E&EQL;]Z; ncharacterized LLDDGKEHFFINLSLDTAGH 223 20 2 12.88 y7y13 2242.11 75.820| 28193 | 2| 112156 2.07
IQ8ZPDEIYNCE_SALTY Uncharacterizqd LYTTNADGEFITIDT 198 15 0 5.28 1673.77 65.430 5043| |2 837.39 -9.48
protein ynck
1 -y
IP65882IPURA_SALTY Adenylosuccingle ;| oo midomethyl+C(7)  LLLSEACPLILDYHVALDNAR 97 21 13 guz |P203YBYEYBYIOVLLYI2YL a0 o5 91.435 34364 B 799.42 -5.20
synthetase 4y15°y15y17y21
|P65882|PURi}iﬁgzssde”ybsucc'”dte 2 IEELTGVPIDIISTGPDR 402 18 5 16.15 b2b4°b4b6y3 192504 408 25302 | 2|  963.02 8.81
4 b2b4b7°b7b10°b10b11ydy
IP65882|PURA_SALTY Adenylosuccinate VLDDTMAVADILTSMVVDVSDLL 186 27 19 61.52 |5y7*y7y8°y8*y8y10*y10yl| 2905.45 138.232 6714 | B  969.15 -1.09
synthetase DQAR o
1°y11%y11
|P65882|PURi}iﬁgzssdenybsucc'”a]‘e 4 |carbamidomethyl+C(11) AVQLNSLSGFCLTK 318 14 4 25.4 b1119y10 1537.80 73.889 3454| P 769.40 -4.84
|P65882|PURi}iﬁgzssdenybsucc'”j'e 5 YVDYVLGILK 258 10 5 66.79 b3b5°b5b7b9 1182.69 33.036 1136173 |  394.90 9.29
IP65882IPURA_SALTY Ade”y'osucc'”al'e 6 TVLHLIPSGILR 50 12 3 26.99 boy5y6 1318.82 76.609 1197 2 @59 250
synthetase
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 7 | carbamidomethyl+C(2 LCVAYR 343 6 2 27.4 yay5 781.3¢ 385 5030 | 2| 391.20 -10.31
IP65882IPURA_SALTY Ade”y'osucc'”al'e 8 GIGPAYEDK 132 9 3 31.3 b6b7y6 949.45 23.418 3080 |2 47528 0a0.
synthetase
IP65882IPURA_SALTY Ade”y'osucc'”al'e 9 AEAVDYQK 178 8 3 33.93 b5y6y7 923.45 90.742 2304| |1 923.4% 2.05
synthetase
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 10 LKEVMEYHNFQLVNYYK 161 17 6 35.22 b7b10y4yoy10%y10 2218 72.345 656842 3 740.05 9.69
[P65882IPURA_SALTY Adenylosuccingle | VLDDTMAVADILTSMVVDVSDLL 186 I . 151 baboy11y23 180,61 100121 1220 | 3 106368 oal
synthetase DQARQR
[P65882]PURA_SALTY Adenylosuccinate EVTTTPLAADDWKGVEPIYETMP o I
nthetase 12 CWSESTEGVK 354 33 6 18.6 b3°b3b10b14y10y14 3641.7p 93.01 9400 | 3 19145 7.24
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 13 MGNNVVVLGTQWGDEGKGK 0 19 4 15.48 babBy7°y7 1988.94 7534 | 6697 | 3| 663.66 3.13
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 14 MPDGREVTTTPLAADDWK 349 18 3 25.07 b6b7b11 2002.9 9217 5440 | 3| 668.32 2.19
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 15 Phosphoryl STY(9) GNNVVVLGTQWGDEGK 1 16 4 17.7 b9*hgy 1752.80 71.670 10888 b 876.90 5.29
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 16 Oxidation+M(9) GVEPIYETMPGWSESTFGVK 367 20 3 14.8D b11y13 2230.07 86.439 16500 [ 111554 12.48
P65882IPURA_SALTY Adenyiosuccinge Oxidation+m()  |ENVTSIGNGVVLSPSALMKEMKE| ¢, 28 5 27.36 baydy5y12y21 3075.54 81.550) 388 |3 102586  5-6.3
synthetase LEDR
[POAEL|GLYA _SALTY Serine [ )
ydroxymethyfiransierace 1 SPFVTSGIR 354 9 8 76.65 b3yly3ydy5yey7yo 963.51 48.592 @526 2 | 482.26 5.00
IPOAZELIGLYA_SALTY Serine 2 EMNIADYDAELWQAMEQEK 4 19 12 50.73 | P2D2D3DIYAVEVBYYIY 514 ) 92.459 41989 P 1157.5 10.55
hydroxymethyltransferase 13y15y19
1 %
IPOAZELIGLYA_SALTY Serine 3 VMQAQGSQLTNK 42 12 10 70.58| P203Y2Y3y4yTyOyI0TYI0Y 50 56 29.555 40703| P 652.83 2.90
hydroxymethyltransferase 12




'Poﬁf dfig;i%ﬁgi;iigne 4 AMVEVFLNR 296 9 6 46.59 b2b3ydy5y6y9 1078.56 67.844 3283 2 30.38 -8.49
'Poﬁf dfig;i%ﬁgiéiigne 5 | Carbamidomethyl+C(7) ELAGWMCDVLDNINDEATIER 380 21 8 5. | b5°bSyly2ysysy8y21 2464.14 101.004 28783 |2 123287 11.3
'Poﬁf dfig;i%ﬁgi;iigne 6 YAEGYPGKR 54 9 8 69.14 b2yly2y3ydyey7y8 1040.5 23.369 mi1d 2| 52076 129
. ELFGADYANVQPHSGSQANFAVY]
|P0,:2 d%'%&—igiéiigne 7 TALLQPGDTVLGMNLAQGGHLT 83 55 5 11.56 b13b15*b15y3y27 5683.8 96.440 1394 5  1137|57 6.87
yaroxymethy HGSPVNFSGK
'Poﬁf dfig;i%ﬁgi;iigne 8 LNSAVFPSAQGGPLMHVIAGK 251 21 6 36.64|  b3°h3*b3ylayl5yl6| O0@.11 78.075 79705 698.71 5.25
'Poﬁf dfig;i%ﬁgi;iigne 9 | carbamidomethyl+C(5 VLDICAR 405 7 4 54.8 y3yAy5y6 846.4| 44176 47280 | 4 423.72 -16.73
'Poﬁf dfig;i%ﬁgi;iigne 10 IGSPAVTR 363 8 6 68.77 y3°y3yAdy5y6y7 800.45 27535 2724 2 078 -15.94
'Poﬁf dfig;i%ﬁgi;iigne 11 QEEHIELIASENYTSPR 25 17 4 23.9 b5y6°y6y7 2015.95 95714 8@ | 3| 67265 -8.72
'Poﬁf dfig;iﬁ—yigi;iig”e 12 MIIGGFSAYSGVVDWAK 168 17 3 25.57 yay12y13 1800.89 90.601| 2663 | 2| 900.95 -5.29
'Poﬁf dfig;i%ﬁgiéiigne 13 LYNIVPYGIDESGKIDYDEMAK 138 22 5 30.04 b3b4b10y17y20 25322 76.184 72130 | 3 845.08 0.19
'Poﬁf dfig;i%ﬁgiéiigne 14 NSVPNDPKSPFVTSGIR 346 17 9 54.4]  b3°b3b5boy8°y8yoyalyl 1814.92 51.916 22305| B 605.64 -11.43
'Poﬁf dfig;i%ﬁgi;iigne 15 GFKEAEVK 372 8 4 50.47 b4b6b7y5 907.48 60.998 3699 |1 90748  .899
'Poﬁf dfig;i%ﬁgi;iigne 16 EHKPKMIIGGFSAYSGVVDWAK 163 22 6 4471 yo°yoyllyl2y13y2 | 2420.24 84.363 2073 | 4  605.81 3.13
'Poﬁf dfig;i%ﬁgiéiigne 17 Oxidation+M(15) LNSAVFPSAQGGPLMHVIAGK 251 21 7 30.8 #Bb4°hab10y3y18 2110.09 84.395 47921 |3 704.04 -9.4¢
'Poﬁf dfig;i%ﬁgiéiigne 18 Oxidation+M() REMNIADYDAELWQAMEQEK 3 20 3 14.89 b7y3ys 486.13 100.945 13548| B 829.38 12.28
'Poﬁ; dfig;iﬁ—yigi;iigne 19 AEGYPGKR 55 8 0 1.51 877.45 23.370 5631| |2 439.28 -6.68
lPOOQZZ&ThZi\Eiﬁ);-;Yc;gEtOphan 1 | carbamidomethyi+C(9 HNIAPIFICPPNADDDLLR 145 19 4 24.6p yey7y12y19 2101.12 96.179 18325 |2 1096.0p 9.25
IPO0929|TRPA_SALTY Tryptophan 2 HPTIPIGLLMYANLVFNNGIDAFY 91 26 5 23.16 y1y5y6y10y26 2920.53 105.096 1784 3 97418 8 5.1
synthase alpha chain AR
[P00929[TRPA_SALTY Tryptophan IDTLIDAGADALELGVPFSDPLAD
aynthase alpha chan 3 GPTIQNANLR 35 35 5 17.71 b14b21b25y5y18 3605.83 111.24 1611 4 o02p1 10.63
lPOOQZZ&ThZi\Eiﬁ);-;Yc;gEtOphan 4 |carbamidomethyrC(11)  AFAAGVTPAQCFEMLALIR 70 19 7 21.55 b2b3b5y2y12y14y19 2066.07 101.191 1602 2 1033.54 4.49
IPOO929[TRPA_SALTY Tryptophan 5 EGAFVPFVTLGDPGIEQSLK 15 20 10 43.g¢ P2OSDODEDBOODIZDIGYL () 44 94.035 15408 | P 1052.56 8.70
synthase alpha chain 5y20
lPOOQZZ&ThZi\Eiﬁ);-;Yc;gEtOphan 6 | Carbamidomethyl+C(l) CEQVGVDSVLVADVPVEESAPF 117 23 4| 2m b11b12°b12y11 2502.22 83.189 1744 |3 834 0.39
lPOOQZZ&ThZi\Eiﬁ);-;Yc;gEtOphan 7 EYHAAPALQGFGISSPEQVSAAVR 201 24 3 22.41 b18yl4y15 24857 99.416 4450 | 3  820.08 -3.05
'P0092Z%Tths‘gimzzgﬁmpha” 8 YENLFAQLNDR 3 11 5 25.06 b6°b6b10°h10y5 1382.61 54.552 38712 | 69184 -2.56
lPOOQZZ&ThZi\Eiﬁ);-;Yc;gEtOphan 9 AGAAGAISGSAIVK 225 14 3 27.74 b5b7b8 1172.69 27.487 3234 |3 o187 21.44
lPOOQZZ&ThZi\Eiﬁ);-;Yc;gEtOphan 10 GYTYLLSRSGVTGAENR 171 17 3 16.91 b10b16y7 1843.94 86.77% 6029 | 2| 92247 3.71
IPO0929ITRPA_SALTY Tryptophan |, | oo midomethyirc (i) CEQ VEVDSVLVADVPVEESAPER 4 28 3 12 b10b18y5 3041.51] 85.455 2344 |3 101451 7.8
synthase alpha chain QAALR
lP0092Z;\Tths\éiﬁ;?czgsmphan 12 ERYENLFAQLNDR 1 13 5 35.45 b3bay4°ydy6 1667.8 60.961 as2| 2| 834.41 139




b2°b2b5*b5b7°b7b8°b8bJy
|P41033|PCKA_SALTY 5 )
Phohoenolpyruvate carboxykinase [ATH] 1 LTANQTQYHFLSGFTAK 371 17 18 85.45|1y2y10y12 ﬁ2y14y15y16y 1926.95 67.447 39806 B 642.99 13.05
|P41033|PCKA_SALTY . )
Phohoenolpyruvate carboxykinase [ATH] 2 MQAAGAQAYLVNTGWNGTGKR 426 21 5 14.36 b2b8y12y14y21 2108. 59.585 34026 3 732.03 0.22
|P41033|PCKA_SALTY . LIGDDEHGWDDDGVFNFEGGCY d
Phohoenolpyruvate carboxykinase [ATH] 3 Carbamidomethyl+C(21) AK 263 24 5 22.41 b14yly6y7y24 2716.14 79.079 25719 3 906.05 773
IP41033|PCKA—SALTY 4 NMFIRPTDEELVGFKPDFIVMNGA 148 25 8 38.99 b2b3b5b6y9y10y23y25 2868.411 86.09 207p7 4 7.881 -13.02
Phohoenolpyruvate carboxykinase [ATR] K
|P41033|PCKA_SALTY
- o b
Phohoenolpyruvate carboxykinase [ATH] 5 GVLTNLGAVAVDTGIFTGR 45 19 9 47.35 | yly2y4y8y9y10°y10y1B9| 1861.02 93.507 19783 P 931.02 2.75
IP41033|PCKA—SALTY 6 GMFSVMNYLLPLK 212 13 5 26.12 b2b4y3y4y13 1512.79 108.554 7394 2 756.90 -0.48
Phohoenolpyruvate carboxykinase [ATR]
|P41033|PCKA_SALTY AYGINDVQDIVYNPSYDTLYQEEL b2b6°b6b10b12*b12b13y5 y
Phohoenolpyruvate carboxykinase [ATF] ! NPGLEGYER 12 33 13 56.09 y7y8y9y11y33 3837.80 90.822 12176 P 12799 515
|P41033|PCKA_SALTY )
Phohoenolpyruvate carboxykinase [ATH] 8 IQLIGGTWYGGEMK 197 14 4 39.72 y5y10y12y13 1552.74 76.043 888 2 776.89 2.75
|P41033|PCKA_SALTY . GVTEPTPTFSACFGAAFLTLHPT(Q . o i ] )
Phohoenolpyruvate carboxykinase [ATH] 9 Carbamidomethyl+C(12) YAEVLVKR 394 32 6 17.15 b2b10°b10b12°b12b1ft 3508.714 96.491L 4817 4 9877 13.92
|P41033|PCKA_SALTY
Phohoenolpyruvate carboxykinase [ATH] 10 MQAAGAQAYLVNTGWNGTGK 426 20 5 26.08 b2b10y7y11y12 2099. 64.438 3213 2 1019.50 5.45
|P41033|PCKA_SALTY o 4 i
Phohoenolpyruvate carboxykinase [ATH] 11 TTLSTDPK 253 8 4 36.94 b5°b5y4y6 862.45 35.489 668 2 431.713 .052
|P41033|PCKA_SALTY . N
Phohoenolpyruvate carboxykinase [ATH] 12 Carbamidomethyl+C(g) LFIVDAFCGANADTR 116 15 4 26.8y J8y14*y14 1669.81 97.161 6083 P 835.41 8.77
IP41033|PCKA—SALTY 13 EQGLNSENFVAFNLTER 180 17 5 35.22 b8b9b15y6y10 1967.95 .184 3312 3 656.65 0.68
Phohoenolpyruvate carboxykinase [ATR]
|P41033|PCKA_SALTY EQGLNSENFVAFNLTERIQLIGGT )
Phohoenolpyruvate carboxykinase [ATH] 14 WYGGEMK 180 31 5 19.61 b5b13y7y11y13 3501.7 109.12 16707 3 116791 -1.26
IP41033|PCKA—SALTY 15 YTDTPAGEALVSAGPKL 521 17 4 34.62 b5b10b11b15 1689.88 588. 7154 2 845.44 4.12
Phohoenolpyruvate carboxykinase [ATR]
IP41033|PCKA—SALTY 16 KGMFSVMNYLLPLK 211 14 3 27.74 b7b8b10 1640.89 73.778 3686 2 820.94 -6.10
Phohoenolpyruvate carboxykinase [ATR]
IP41033|PCKA—SALTY 17 GDVAVFFGLSGTGKTTLSTDPK 239 22 4 21.64 b13y4y6y13 2198.1f 116.138 2338 3 733.38 -8.00
Phohoenolpyruvate carboxykinase [ATR]
|P41033|PCKA_SALTY A
= D
Phohoenolpyruvate carboxykinase [ATH] 18 Oxidation+M(1) MQAAGAQAYLVNTGWNGTGK 426 20 3 14.89 b4ly20 2053.98 83.841 21653 P 1027.4 0.24
IP41033|PCKA—SALTY 19 Oxidation+M(2) NMFIRPTDEELVGFKPDFIVMNGA 148 25 6 34.73 b5b13b14y5y13y15 2884.4) 62.78 10399 5 677{7 10.41
Phohoenolpyruvate carboxykinase [ATR] K
IPOALGSIDKSA_SALTY DnaK suppressor TVTHMQDEAANFPDPVDR 57 18 13 92.36| POO7PLODI2YLY4YSYOYGY o5 o9 55.397 33685 B 681.64 8.78
protein 7y12y14y18




[POALGE|DKSA_SALTY DnaK suppressor TSSLSILAIAGVEPYQEKPGEEYM ] N )
otein 2 NEAQLSHFKR 8 34 4 37.21 y10y11y12y34 3822.89 80.523 22655 | 4  956.48 2.1

'POAlGSlDKSA—;ﬁng DnaK suppressor NQLRDEVDR 48 9 7 31.3 b1b8yly3y4°ydy9 1144.5 28.070 15086 | 2572.79 5.33

'POAlGSlDKSA—;ﬁt:H DnaK suppressor ILEAWR 42 6 2 27.43 yay4 787.44 53.199 27582 |2 394.22 -13.5

[POAIGS|DKSA_SALTY DnaK suppressor TSSLSILAIAGVEPYQEKPGEEYM . " 5 1112 b14D18y11 3522.61 56722 wo22b |3 1274b6 o8

protein NEAQLSHFKR
'POAlGSlDKSA—;ﬁt:H DnaK suppressor AAQEEEFSLELRNR 75 14 3 19.96 b10b13y10 1691.80 92.46 71402 | 846.41 -7.86
Carbamidomethyl+C(11)
'POAlGSlDKSA—;ﬁng DnaK suppressor . 4 rhamidomethyl+C(14 RLEARPTADLCIDCK 124 15 5 26.76 b4°b4b11y6y9 1817.88 103.60] 3443 | 2| 909.45 -8.19
)

'POAlGSlDKSA—;ﬁt:H DnaK suppressor g MQDEAANFPDPVDR 61 14 0 4.9 1604.70 55.373 2014 |2 802.8p 1.90

IP15717|LEUCL_SALTY 3-isopropyimalg THLVSPAMAAAAAVTGHFADIR 441 22 9 45.94 | blb2b3y2ysyy7ysn2 | 2207.13 84.272 19083 B 736.38 -4.09
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropyimalg AGLVAPDETTENYVK 229 15 7 58.42|  b3b4bSydylOyllyls 1624.88  65.402 18208 | 2 81292 2.25
dehydratase large subunit 1

_l *| 0,

IP15717|LEUCL_SALTY 3-isopropyimalg HLVHEVTSPQAFDGLR 29 16 10 66.08| P2DBPIIDLIYAYAYSYBYY g0 o5 83.295 17122 & 45224 9.19
dehydratase large subunit 1 y10

IP15717|LEUCL_SALTY 3-isopropyimalg LFDAHVVFEAPNETPLLYIDR 8 21 3 14.36 b10bl4y4 2459.24 o210 | 9726 | 3| 82042 -9.03
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropyimalg IEVTGNAAPGITAK 167 14 3 11.36 b4°boys 1341.73 36.397 48571 | 3 447.91 7.64
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropyimalg IQMQELIK 80 8 3 36.94 b4b6y6 1002.55 59.260 1109 2 50L.7B 245
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropyimalg 7 VAPGVQALVVPGSGPVK 366 17 4 24.32 y7y12y15°y15 1574.98 AR 9430 | 2| 787.97 1.01
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropyimalg ¢ TEATMDHNVSTQTK 56 14 6 19.96 b6b10°b10y5°y5*y5 1580.7 351 4058 | 2| 79087 263
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropyimalg ¢ ALAYMGLQPGVPLTDVAIDK 321 20 5 23.44 b3b7b14*b14y10 2072 84.921 4695 | 4  1036.56 -1.06
dehydratase large subunit 1

[P15717|LEUCL_SALTY 3-isopropyimald AEEIAPQVTWGTNPGQVISVTDIIP) . . A
dehydratase large subont 1 10 OPASESDPVER 280 36 7 23.85| b4°babl2*bl2ydy5y7|  3835.96 102.52p 338 | 3 9me 14.70

IP15717|LEUCL_SALTY 3-isopropyimalg IFIEAGFEWR 393 10 3 27.7 b7b9y4 1267.64 81.997] 218 2 63432 8.96
dehydratase large subunit 1

IP15717ILEUCL_SALTY 3-isopropyimaly TLYEK 3 5 1 13.53 b 653.35 27.824 1968 |1 653.39 2.34
dehydratase large subunit 1

IP15717|LEUCL_SALTY 3-isopropylmalg 15 | oo idomethy+C(1)  TGSAGGTGHVVEFCGDAIR 190 19 . b8b12y9y10 1890.88 47.846 1618 |4 473.47 0.77
dehydratase large subunit 1

[P15717|LEUCL_SALTY 3-isopropyimal 4 | ALAYMGLQPGVPLTDVAIDKVFI . A |
dehydratase large subont 1 1 14 |carbamidomethyt+c(2bf* SSCTNSR 321 30 8 35.92| b6blOy4y7y8ySyl0y2P  3193.65 95.23 9053 | 3 6522 2.29




'P15717(}';;’5;;?:&&15;’5;?{ mal 15 | carbamidomethyi+C(7) LNPGERCASTSNR 417 13 64.86  bEByoy10yll 1461.70 71.640 4323| |2 731.34 6.35
IP15717|LEUCIL_SALTY 3-isopropyimalg o DINASGEMARIQMQELIK 70 18 5 27.46 b5*b5b6b10y12 2047.03  0.801 3455 | 2|  1024.02 -2.39
dehydratase large subunit 1
IP1S717ILEUCL_SALTY 3-isopropyimald 17 | 3 amidomethyl+c(ih] CSACCTCHVVEFCGDAIRALSM o 26 8 31.44| b6b8HL0H10b12y6°yEV6  2635.43 128.5] 1573 | 879.08 -2.78
dehydratase large subunit 1 EGR

|P63411|ACKA_SALTY Acetate kinase 1 | carbamidomethytiay FA”DAVNGDELLRSGLAECFHLPE 17 26 14 104.38 be?’g;%’i{g‘Z’giﬁgym b 2007.41 104.388 45338 B 969.81 3.78
[P63411JACKA_SALTY Acetate kinase 2 | carbamidomethy4y MLNKPVEELN”IT;HLGNGGSVSA 195 26 7 22.27| b2bl0y2y12y13+y13y2p  2822.4h 77.361 35042 | 4 06.36 -10.12
[P63411JACKA_SALTY Acetate kinase 3 LDAVVFTGGIGENAAMY 324 18 6 16.15 b3yly9*yoy16y18 1819.9 93.534 33986 |2 @04 -12.14
[P63411JACKA_SALTY Acetate kinase 4 LGVLGFEVDHER 348 12 9 48.52| b2b3boyly3y5ey5yoylp  1370.69  5.892 33927 | 3 45757 -9.53
[P63411JACKA_SALTY Acetate kinase 5 EGTRPAVVIPTNEEIAQDASR 374 23 13 75.99 b9b143122>;41)2;1ys5£§7y12° 2465.29 68.763 31068 B 82243 -4.06
[P63411JACKA_SALTY Acetate kinase 6 | CcarbamidomethyP LVLVLNCGSSSLK 4 13 11 82.94 b2b3b4b5f;y§y9°y9ylo ! 1389.77 66.693 28919| P 695.39 -4.22
[P63411JACKA_SALTY Acetate kinase 7 NVAVFDTAF?SLT\:‘I"(PEESYLYALP 144 28 4 12 b13y6y9y28 3297.61 98.484 16360 |3 1099.p8 9.9]
[P63411JACKA_SALTY Acetate kinase 8 | carbamidomethy)¢ CVDTSMGLTPLEGLVMGTR 224 19 3 15.48 b10b12y15 2036.95 D 1856 | 3| 679.66 -11.87
[P63411JACKA_SALTY Acetate kinase 9 YGAHGTSHFYVTQEAAK 178 17 4 23.83 b6b8y3y8 1866.84 37.176 8953 |4  467.47 -19.4
[P63411JACKA_SALTY Acetate kinase 10| carbamidometByb4 ESGLLGLTEVTSDCR 272 15 5 32.78 b3b8°b8y10y11 1636.19 59.084 2051 | 2|  818.90 0.67
[P63411JACKA_SALTY Acetate kinase 11| CcarbamidometByto FA”DAVNGDEAYRLEGLAECFHLPE 17 28 4 12 b10°b10b15y15 3148.61 98.134 26152 | 4 787.91 11.7
[P63411JACKA_SALTY Acetate kinase 12 Phosphoryl ST(1] EGTRPAVVIPTNEELVIAQDASR 374 23 6 30.52 b3°b3b5b6b12y12 | 2545.29 91.418 33916| B 849.10 11.61
[P63411JACKA_SALTY Acetate kinase 13 TMPEESYLYALPYSKY 155 17 0 8.68 2068.00 98.514 2714| (3 690.0 -0.47
[POSOSSITALE_SALTY Transaldolase 1 QFTTVVADTGDIAAMK 9 16 8 46.83 | b3b6b11b16y7yl2yldyle  1667.84 67.29 25655 | 2 4.483 3.66
|P66955[TALB_SALTY Transaldolase [iz 2 LSYDTEASIAK 100 11 7 49.11 b5b9y5y8y9°yay11 1197.5 44084 21965 | 2| 599.30 -4.89
|P66955[TALB_SALTY Transaldolase [iz 3 LYQPQDATTNPSLIBNQIPEYR 25 24 9 41.28| b3b7bl2bl3y2ydy6yoyps  2716.40 e.43| 14244 | 3| 906.14 1.26
|P66955[TALB_SALTY Transaldolase [iz 4 LTIAPALLK 241 9 4 39.08 y5y6y7y9 939.61 68.762 12034 |2 47031 -11.76
|P66955[TALB_SALTY Transaldolase [iz 5 ELAESEGAIER 250 11 7 48.59 y2y3°y3y7y8yoy1l 1203.5p 36.318 11825 | 2| 602.30 0.10
|P66955[TALB_SALTY Transaldolase [iz 6 LYNDAGISNDR 117 11 4 32.05 yAyoy10y11 1237.54 35.639 10565 | 2619.29 2.47
|P66955[TALB_SALTY Transaldolase [iz 7 DYAPAEDPGVVSVTEYYK 193 21 5 14.36 b2b4b13y10°y10 2408.04 78.008 886] |3 .®03| -12.88
|P66955[TALB_SALTY Transaldolase [iz 8 MIGDLL 311 6 3 30.44 b3b5°b5 661.35 78.426 1021 1 e6L3p 5a4.
|P66955[TALB_SALTY Transaldolase [iz 9 LTSLR 4 5 1 13.53 v4 589.37 63.464 7417| |1 580.3] 6.84
|P66955[TALB_SALTY Transaldolase [iz 10| CarbamidometByL1 NVGEILELAGCDR 228 13 4 21.35 b6*bBy6y12 1445.7 ™6 4218 | 2| 723.37 18.49
|P66955[TALB_SALTY Transaldolase [iz 11 QQSSDR 60 6 1 13.9 b3 720.34 62.647 1689 |1 72044 12.2
|P66955[TALB_SALTY Transaldolase [iz 12 'TEAEFLWQHHIQRDPMAVDKLADG 275 25 3 19.01 y3y5y13 2920.40 73.904 10642 |4  730.6 127




|P66955[TALB_SALTY Transaldolase [iz 13 LYQPQDATTNPSL'LNAAQ'PEYR 25 25 7 43.44| b8°b8b10b11b13bldylo  2844.48 99.38D 10176 | 3 8.834 -3.35
|P66955[TALB_SALTY Transaldolase b 14 QQSSDRAQQVVDAD 60 16 6 46.9 b10y5y6y9*yoy10 1775.86 62.346 2624 |3 59263 017
'Q7CR64|YAEH—§::J Y UPFO325 protg 4 TVVADGIGQGYKEVQEISPNLR 55 22 7 25 b2b5°bSy7yoy10y22 2373 71.515 25686 791.75 5.35
'Q7CR64|YAEH—§::}I Y UPFO325 protg SELDLKR 91 7 3 38.33 b5y4y5 860.48 28.994 1108 2 43074 -6.11
'Q7CR64|YAEH—§::JY UPFO325 prot 4 SLGITNPEEIDR 6 12 6 23.01 b3°b3b5y2y6°y6 1343.6B 54.64¢ 2064 2| 672.34 0.91
'Q7CR64|YAEH—§::J Y UPFO325 protg TVVADGIGQGYK 55 12 7 37.21 b6°b6b8y8°y8ya°y9 1207.63 389 3220 604.32 -4.95
'Q7CR64|YAEH—§::JY UPFO325protd 5 | carbamidomethyl+C(10) YVIDELDQICQR 77 12 4 23.01 b10y83iL0 1551.77 63.898 30270 P 776.39 13.77
'Q7CR64|YAEH—§::}I Y UPFO325 protg ¢ ILDDLR 99 6 1 13.9 bs 744.42 51.641 12840 |1 744.43 7.87
'Q7CR64|YAEH—§::J Y UPFO325 protg 5 TVVADGIGQGYKEVQEISPNLR 55 22 3 13.9 b10b13y18 2373.25 ez 29398 791.76 5.56
'Q7CR64|YAEH—§::J Y UPFO325 protg ¢ SLGITNPEEIDRYSLR 6 16 4 26.16 b3°b3b11b12 1862.94 56516 2227 | 3| 62165 -0.83
'Q7CR64|YAEH—§::J Y UPFO325 protg g YSLRQEANNDILK 18 13 4 21.35 b7y4y10°10 1563.81 62.882 507| 2| 782.41 2.50
'Q7CR64|YAEH—§::J Y UPFO325 protg MYDNLKSLGITNPEEIDR 0 18 3 23.55 b11b12y7 2108.04 75430 273 | 3| 70335 1.16
'Q7CR64|YAEH—§::JY UPFO325 protq 5 YDNLKSLGITNPEEIDR 1 17 3 16.91 b5y6y8 1977.01 109.951 241| 3| 659.67 8.95
'Q7CR64|YAEH—§::J Y UPFO325 protg HLESVVANKISEIEADLDK 105 19 3 24.66 y10y11y13 2110.07 639 2690 704.03 -14.69
. .
IQ56073[DNAK_SALTY Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 13 g7.75 | P2DSDAYSYOYLOVIOVLLY ) g 45 74.823 53447 B 739.06 -8.60
protein dnaK 12y14y17y19y21
O T7*
IQ56073|DNAK_SALTY Chaperone 2 MQELAQVSQK 587 10 10 75.27| P2D3PTDT*DTY3Y4Y6Y8YL 161 59 36.866 42127 B 581.30 0.95
protein dnaK 0
IQ56073]DNAK_SALTY Chaperone 5 TAEDYLGEPVTEAVITVPAYFNDA| . " 13 1247 | P1D204D8D13DI6DIGVIYE o 93490 sa275| b o571 L5
protein dnaK QR *y5y8y9y26
ST
IQ56073|DNAK_SALTY Chaperone 4 ASSGLNEEEIQK 502 12 14 100.07P4PYYAYVEVHTYTYTY 1304 60 34.467 27991 2 e52.81 8.33
protein dnaK 8°y8y9y10y12
o %y %y
IQ56073|DNAK_SALTY Chaperone 5 NDPLAMQR 253 8 12 68,77 | P20ADBDEDEY2Y2y3Y3Y o)) 45 38.778 13975 | 2 47273 -10.40
protein dnaK 4y6y8
lQSGOBlDE&iT:Qr;TuI Chaperone 6 TFEVLATNGDTHLGGEDFDTR 214 21 4 14.36 b3b17y4y21 229504 4.766 12623 574.52 -3.40
IQ56073|DNAK_SALTY Chaperone 7 HSQVFSTAEDNQSAVTIHVLQGE| 5, 24 7 13.11|  blb2blly3°y3y5y24 2653.2] 59.721 520 | 3 @85l -8.56
protein dnaK R
IQ56073|DNAK_SALTY Chaperone 8 IAGLEVK 159 7 3 38.33 b3y5y6 729.44 44.056 3207| |2 365.22 -63.5
protein dnaK
lQSGOBlDESIKe_i:Qr;TuZ Chaperone 9 QAVTNPQNTLFAIK 56 14 3 19.96 b5y3y10 1544.86) 65.184 15567 | 2 772.94 14.07
IQ56073|DNAK_SALTY Chaperone | NQGDHLLHSTR 536 11 4 51.6 y3y4y5y6 1277.61 24.221 1246 |3 Bee| -17.58
protein dnaK
IQ56073|DNAK_SALTY Chaperone | FQDEEVQR 76 8 3 33.93 b6b7y7 1050.41 89.039 540 2 52574  4813.
protein dnaK
lQSGOBlDESIKe_i:Q#;Z Chaperone | 15 | carbamidomethyl+C(1P)  IGIDLGTTNSCVAIMDGTQAR 3 22 3 m b12y7y10 2306.18 79.185 s272| |2 118359 13.87
lQSGOBlDESIKe_i:Q#;Z Chaperone | 5 GMPQIEVTFDIDADGILHVSAK 467 22 4 13.9 b11°b11y10y16 2386 96.420 2586 786.08 10.88
lQSGOBlDESIKe_i:Q#;Z Chaperone |, , AKLESLVEDLVNR 302 13 3 26.12 bey4ys5 1485.82 80.282 2325 2 3M -3.70
IQ56073|DNAK_SALTY Chaperone | ¢ SIEPLKVALQDAGLSVSDINDVILV | 5,5 30 7 36.22 b3b4°hdydy5rySyT 3107.7 106.44 22146 | 3 ®me| 173
protein dnaK GGQTR




lQSGOBlDESIKeT:Q#;I Chaperone | ¢ TTPSIAYTQDGETLVGQPAKR 34 22 3 13.9 b7y4y20 2346.21 680 16391 | 3| 78275 3.02
IQ56073[DNAK_SALTY Chaperone |, ; TAEDYLGEPVTEAVITVPAYENDA| o5 30 3 17.53 b12b16b22 3297.6 95.287 122d6 | 4  825.16 -1.70
protein dnaK QRQATK
IQ56073|DNAK_SALTY Chaperone | 4 NDPLAMQRLK 253 10 4 34.69 b3°b3b4h9 1185.68 39.749 1109 | 2 3.3 8.65
protein dnaK
lQSGOBlDESIKe_i:Q#;g Chaperone | g DQGIDLRNDPLAMQR 246 15 4 26.87 b4°b4b5b11 1741.8p 49139 4228 | 3| 581.29 1.40
[056073]DNAK_SALTY Chaperone 4 IGIDLGTTNSCVAIMDGTQARVLE i
brotein dnak 20 | carbamidomethy+c(1p) NAEGDR 3 31 5 26.04 b21y4ySy12y18 3289.63 117.13§ 182 4 82316 0.52
o % | 0| o *|
IQ56073|DNAK_SALTY Chaperone | Phosphoryl STY(15)| IELSSAQQTDVNLPYITADATGP 270 24 11 | 39.64 |PB7PEDEOIDIDILDIINL 0y ) 50.497 22102 B 87141 8.22
protein dnaK 1y6y9y10
|056073]DNAK_SALTY Chaperone b3b8b10_H3PO4
orotein dnak 22 Phosphoryl STY(9) QAVTNPQNTLFAIKR 56 15 5 42.4/ 10p13b13 1780.92 81.500 12217| B 890.96 11.58
lQSGOBlDESIKe_i:Q#;g Chaperone | 4 HSQVFSTAEDNQSAVTIHVLQGE| 421 23 2 12.39 y13y17 249720  .EB 241810 | 3  833.07 1.47
|POA7Z7|RPOA_SALTY DNA-directed . | SGIGPVTAADITHDGDVEIVKPQH b2°b2b3b12y3y8y10y11°y1 I )
RNA polymarase subunit alphe 1 |carbamidomethy+C(2}} VICHLIDENASISME 104 39 11 29.89 L1138 4183.00 72.492 71100| &  837.41 12.02
IPOA7Z7IRPOA_SALTY DNA-directed| SLTEIKDVLASR 298 12 7 51.03 bay2y3y5y6yTy12 1331.7/ 62.634 57709 | 2| e66.37 8.71
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| VTLEPLER 25 8 8 50.47 b1b7yly2ydy5y6ys 956.53 51.855 3godl | 2478.77 -10.08
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| | oo i omethyi+C(6 LLVDACYSPVER 170 12 10 96.0g°20306YAYSYTYOYIOVIIYL 154 29 59.215 37183 2 711.36 -1.89
RNA polymerase subunit alpha 2
[POATZ7RPOA_SALTY DNAdiected| ¢ | oo o L ILLSSMPGCAVTEVEIDGVLHEYS| o 26 10 54,37 | P2D3DOYSYBYL2Y1SY20024 o 90.744 socss| b 5014 111
RNA polymerase subunit alpha TK y26
. b2°b2b3b4°b4b8*H8b9*bp
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ EGVQEDILEILLNLK 71 15 21 130.81| b10°b10*b10yly2y3ydy5y 1725.96 121.877 26564 P 863.48 -0.42
RNA polymerase subunit alpha
6y7y8yl5
IPOA7Z7IRPOA_SALTY DNA-directed| LVIEMETNGTIDPEEAIR 200 18 4 16.15 b9*bob12y10 2030.04 B8 23939 | 3| 677.35 14.07
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ MQGSVTEFLKPR 0 12 4 45.96 y3yay5y7 1392.7( 58.602) 43408 |3 eB4| -18.93
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ LVDIEQVSSTHAK 12 13 4 42.36 yay7y11y12 1426.73 45.158 3066| 3| 476.25 -15.14
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-drected| AEAHYIGDLVQR 271 13 5 33.32 b5y4*ydy8y9 1484.76 62.402 ass | 3| 495.59 -16.03
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| IHSEEDERPIGR 158 12 3 33.22 yay6y10 1437.68 24.08 24605 | 3 9.907 -16.81
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| EEKPEFDPILLRPVDDLELTVR 243 22 6 30.14 b5°b5b6°b6b10b19| 2623.35 90.210 13961 &  656.59 -17.96
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| 5 QPEVK 238 5 1 13.53 b3 600.34 30.710 1262 1 600.3% 6.71
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| | GYVPASTR 150 8 3 36.94 b3b7y6 850.46 46.513 6172 |2 42513 2195
RNA polymerase subunit alpha




IPOA7Z7IRPOA_SALTY DNA-directed| GFGHTLGNALR 33 11 3 25.06 b6boy9 1142.60 47.788 2579 |2 57180 -7.05
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| 1o | oo midomethytsc(a pfRI--SSMPCCAVTEVEIDGVLHEY| ) 27 10 61.75 | PLOPLIYAYBYTYOYOYIOWL 5, 49 114.058 131746 B  751.88 -6.09
RNA polymerase subunit alpha STK Oy14
IPOA7Z7IRPOA_SALTY DNA-directed| VEQRTDLDK 101 9 4 31.3 b3b8°h8y8 1103.58 41.137 6281 |2 55249 564
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| o GRGYVPASTR 148 10 4 44.23 b3b4b5y5 1063.5p 23.86¢ 364p | 2 2882 om1
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| o GLSLGMRLENWPPASIADE 310 19 4 245 b11b13b17y11 2056.03 12.012 1696 | 2| 102852 7.24
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| Phosphoryl STY(10) LVIEMETNGTIDPEEAIRR 200 19 3 15.48 8H11y10 2266.07 67.383 5206| [3  756.03 2.05
RNA polymerase subunit alpha
IPS5900]SERC_SALTY Phohoserine| GKEFIQVAEEAEQDFRDLLNIPSN| -, 26 9 42.19 | b2b5bey3ysty5yey12yd6  3053.5 113.201 37317 | 4764.13 7.84
aminotransferase YK
IPS5900]SERC_SALTY Phohoserine| ASIYNAMPIEGVK 335 13 6 33.32 b5y1y7y9y10y13 1392.7 6262 | 36904 | 2| 696.86 0.09
aminotransferase
1 X |
IPS5900]SERC_SALTY Phohoserine| 5 AQVFNFSSGPAMLPAEVLK 1 19 11 72,6 | P3PSDSDIDIIYGYBYIZYIS 6 o 91.358 35596 | 2 1003.53 5.35
aminotransferase y16y19
IPS5900]SERC_SALTY Phohoserine| TTADYVDAGYWAASAIKEAK 91 20 3 14.89 bay12y15 2131.05 93.87 20280 | 3| 71102 5.50
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ALTDFMIDFER 348 11 7 42.39 b2b5b6°b6y4°ydy5 1357.6% 90.244 14908 | 2| 679.33 1.35
aminotransferase
IPS5900]SERC_SALTY Phohoserine| GKEFIQVAEEAEQDFR 42 16 4 17.79 b13y3y7y16 1895.98 52317 20®@ | 3| 63265 9.98
aminotransferase
IPS5900]SERC_SALTY Phohoserine| 7 EFIQVAEEAEQDFRDLLNIPSNYK 44 24 5 19.42 b2°b2y5y13y19 2863 117.936 6674 | 3  956.81 7.06
aminotransferase
IPSSO00ISERC_SALTY Phohoserine| | oo midomethyl+C(7)  LAQQELCDWHGLGTSVMEISH 20 22 a3. boy3y5 2567.18 118.585 5854| |3 856.44 -13.41
aminotransferase
[P55900]SERC_SALTY Phohoserine . AHESCPSILDYTVLNDNDSMFNTH
e erace 9 | carbamidomethyl+C(5 TEAWYLSGLVER 217 37 5 10.93 b2b3b8y2y6 4250.04 124.05 357 3 1417]35 511
IPS5900|SERC_SALTY Phohoserine| YGVIYAGAQK 188 10 3 27.7 b3y4y6 1069.56 43.039 25084 |2 53528 -6.39
aminotransferase
IPSS900ISERC_SALTY Phohoserine| MAQVFNFSSGPAMLPAEVLK 0 20 5 38.56 b4b5b6b10°b10 2137.12  90.135 4799 | 2| 1069.07 19.88
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ., AVKPMR 129 6 1 13.9 v3 701.42 54.633 4777| |t 701.42 10.09
aminotransferase
IPS5900|SERC_SALTY Phohoserine| 5 EFIQVAEEAEQDFR 44 14 4 31.73 b3y3ydy6 1710.8 37.88¢ 27253 | 570.94 0.50
aminotransferase
IPSS900|SERC_SALTY Phohoserine| VFLEESFAAGLHALK 311 15 4 30.4 b5b6b14y13 1631.8 62.844 632 | 3| 54462 -19.82
aminotransferase
IPS5900|SERC_SALTY Phohoserine| ¢ AELLYGVIDNSDFYR 272 15 3 18.79 b3b1ly3 1774.88 53,244 @25| 3| 592.20 6.67
aminotransferase
IPSS900SERC_SALTY Phohoserine| ;o | oo idomethyl+C(d) KYCAPQIIDAK 111 11 3 32.0 b7b8b10 1306.67 66.396 77825 2 653.84 -9.53
aminotransferase
IPSS900ISERC_SALTY Phohoserine| TTADYVDAGYWAASAIKEAK 91 20 3 14.89 bebsy4 2131.03 10087 | 41699 | 3| 71101 -2.29
aminotransferase
[P55900]SERC_SALTY Phohoserine GQFAGVPLNLLGDKTTADYVDA
e erace 18 CYWARSAIK 77 31 4 16.71 b25y14y16y25 3212.64 96.882 34240 | 3 1071fs55 035
IPS5900]SERC_SALTY Phohoserine| SRMNVPFQLADNTLDK 295 16 4 17.79 b8*b8y7y10 1848.91 17101 | 30490 | 2| 924.96 6.93
aminotransferase
IPSS900|SERC_SALTY Phohoserine| MNVPFQLADNTLDKVFLEESFAAL 597 29 6 20.78|  b3b12*b12y3y12y26 3218.68 108.26p 30327 | 4 .4805| -9.25
aminotransferase GLHALK




}

. 5 7
IPS5900]SERC_SALTY Phohoserine| AELLYGVIDNSDFYRNDVAQANR| 272 23 8 44,04 |YOYTYLOYISVISVIAYIAY 5643 28 79.053 19754 B 88177 1.75
aminotransferase 14
IPSS900SERC_SALTY Phohoserine| o, | o midomethyl () QQELCPWHCLGTSVMEISHRG 5, 24 3 13.11 b3yl2yl4 2752.33 92.875 12534 |3 91812 0.8
aminotransferase K
IPS5900|SERC_SALTY Phohoserine| INQQKAELLYGVIDNSDFYR 267 20 3 23.02 b3bdy8 2386.2( 11480 4643 | 3| 796.07 -2.66
aminotransferase
|Q8ZL56|GPMI_SALTY 2 1 TFFANPVLTNAVDQAK 91 16 11 47.5[P17P103 b?;g%bgyzwygyj 1 1735.90 76.445 27479| P 868.46 1.20
|Q8ZL56|GPMI_SALTY 2 2 LSDIAPTMLSLMGMEIPQEMTGKR 55 29 13 41,07 |P2b3703bADS™SDI0DIORT 4 o) () 121.070 17261 B 1064.54 4.05
LFIVE 2yly2y13y29
|Q8ZL56|GPMI_SALTY 2 3 | carbamidomethyl+C(B) AVEALDNGE/TK 416 14 7 21.42| b2yly9*yoyl0*yl0yl4|  1589.79 61.078 155 2|  795.40 4.84
|08ZL56|GPMI_SALTY 2 2 TPVMDALWAK 31 10 7 42.47 b2y2y3y6°y6y8y10 113159 71.259 880 | 2| 566.29 2.32
|Q8ZL56/GPMI_SALTY 2 5 QMGNSEVGHVNLGAGR 59 16 3 17.7 b3 1625.76 41.704 7147 | B 54259 12.09
|Q8ZL56|GPMI_SALTY 2 6 VATYDLQPEMSSAELTEK 364 18 2 16.1° 10y8°y8y11 2011.97 90.252 3500] |2 1006.4p 9.95
|Q8ZL56|GPMI_SALTY 2 7 YAHVTFFFNGGVEEPFAGEER 336 21 7 B2. V2y3y5°y5y6y7y8 2403.12 95.252 2790] |3 8017} 6.81
|Q8ZL56|GPMI_SALTY 2 8 | carbamidomethyl+C(p DT”CNYPNGDI'\K"VGHTGVMEAA 391 25 3 19.01 b3b7b9 2769.28 109.554 4641 |3 923.16 2.64
|08ZL56|GPMI_SALTY 2 9 IYLHAFLDGR 145 10 3 34.69 V3y5y6 1204.63 52.318 2167] |3 40228 -17.33
|Q8ZL56/GPMI_SALTY 2 10 RPHTLIDASGLEVGLPDR 41 18 3 16.15 10y3y5 1946.03 113.185 2066] |2 97353 29.66
|Q8ZL56/GPMI_SALTY 2 11 VVNLNFVMLTEYAADIK 286 17 2 23.9 byby6°y6 1939.99 92.074 3394 P 97050 -15.04)
|Q8ZL56|GPMI_SALTY 2 12 DPATGQAHTATNLPVPL'YVGE 452 24 3 13.11 b3b6y5 2529.30 108.444 1919 |3 84377 34
|Q8ZL56|GPMI_SALTY 2 13 TAVAYPPASLANKTFGEWMAKND 303 23 4 18.23 b7b1ly7y12 2482.2] 68.780 6040 | 3  828.08 3.6
|O8ZL56|GPMI_SALTY 2 14 ERTFFANPVLTNAVDQAK 89 18 5 22.63 6b8y4y8*y8 2021.06 103.544 9837] | 1011.0h 9.66
|Q8ZL56|GPMI_SALTY 2 15 EEQQDNAILNAKTPVMDALWAK 19 22 5 393 bob11b13y6y7 2485.25 81.537 7584 |2 124343 5.21]
|O8ZL56|GPMI_SALTY 2 16 TFFANPVLTNAVDQAKNAGK 91 20 3 23D bab5y11 2106.09 62.902 6992| |4  527.24 3.13
|Q8ZL56/GPMI_SALTY 2 17 DTPPRSAEASLK 155 12 5 37.21 b9°bOb11y6y7 1271.65 38.33 6263 3| 42455 0.89
|Q8ZL56/GPMI_SALTY 2 18 EITRAFVNADFDGFAR 268 16 2 243 “©3bays 1828.91 39.181 2002] B 610.3] 6.54
DPATGQAHTAHTNLPVPLIYVGE b15 H3PO4
|Q8ZL56|GPMI_SALTY 2 19 Phosphoryl STY(20 « 452 24 6 4353 o e ayoy2 2609.26 101.258 2585 | B 870.42 2.62
- O\ 7%
IP65692|KEPF_SALTY 6 1 | carbamidomethy+C(l) CVGIQNEQLVHHDIDAIENMK 283 22 13 178 |PLP20SDAYSYAYSYTYTYTY  5os6 o 80.848 30532 4 64481 -12.98
phohofructokinase 11y12y22
IPE5692|KEPF_SALTY 6- 2 IGVLTSGGDAPGMNAAIR 4 18 6 41.86 b3y8y12y13y14y18 1699.88  61.995 21379 | 2|  850.44 151
phohofructokinase
IPE5692IKEPF_SALTY 6- 3 ISIVEVMGR 163 9 3 39.08 y5Y6Y7 1003.55 67.845 2014 2 50228 833
phohofructokinase
IP65692IKEPF_SALTY 6- 4 |carbamidomethyl+C(1]) HAIVAITEHMCDVDELAHFIEK 215 22 5 814 y1y6yoy10y12 2578.21 81.446 11779 |4 6453 -14.3
phohofructokinase
IPE5692IKEPF_SALTY 6- 5 AALTEGLEVMGIYDGYLGLYEDR 26 23 9 49.76 |PEPLSYSYSYBYTYLIVIIYL Hoyg 17 81.545 46170 B 850.06 -20.89
phohofructokinase 5
IP65692|KEPF_SALTY 6- 6 MGAYAIDLLLEGHGGR 267 16 5 43.89 b3y4y5y6y10 1672.82 81564 | 14140 | 3| 558.28 -15.83
phohofructokinase
IP65692IKEPF_SALTY 6- 7 ATVLGHIQR 244 9 3 39.08 y3y5y6 994.58 35.975 6129| |2 497.79 054.
phohofructokinase
IPE5692|KEPF_SALTY 6- 8 GIDALVIGGDGSYMGAK 93 18 3 16.15 b3y6y8 1722.84 107.306 4 | 3| 57495 -18.63
phohofructokinase
IPE5692IKEPF_SALTY 6- 9 | carbamidomethyl+C(8 LTEMGFPCIGLPGTIDNDIK 112 20 7 28.4 bl2°bl2yd*yaysyllryll|  2191.03 85.694 1699| |2 1096.02 oal.
phohofructokinase
IP65692KEPF_SALTY 6- 10 |carbamidomethyC(1P) KHAIVAITEHMCDVDELAHFIEK 214 23 5 20.86 b3y3y6y10°y10 2706.38 62.895 5003] |3  902.80 14.2
phohofructokinase
IPE5692IKEPF_SALTY 6- 11 DENIRAVAIENLK 78 13 4 28.83 b4b9b10*b10 1484.81 57.561 gi6d 2 | 742.91 0.74
phohofructokinase
IPE5692KEPF_SALTY 6- 12 Phosphoryl STY(5) IGVLTSGGDAPGMNAAIR 4 18 4 27.4 b3ySy16 1779.84 72.938 3747 B 593.95 3.43
phohofructokinase
IP65692KEPF_SALTY 6- 13 Oxidation+M(13) IGVLTSGGDAPGMNAAIR 4 18 7 51.34  blOb@By7y8yl3yld| 1715.87 56.491 4712| |2 858.44 -0.64
phohofructokinase




IPESEIZIKEPF_SALTY - 14 Oxidation+M(10) | AALTEGLEVMGIYDGYLGLYEDR| 26 23 4 @b10y6y9 117.043 3 85544 4.95
phohofructokinase
IPOAZA?lRLi?SZﬁLI;OSOS ribosomall GMVNAVSFMVK 45 11 7 b2b5b6y5°y5y6y11 72.429 2| 59180 -3.30
|POA2A7|RL30_SALTY 50S ribosomal 2 ATLLGLGLR 21 9 5 ylydy6y7y9 73.217 2 497.2 -14.63
protein L30
|POA2A7|RL30_SALTY 50S ribosomal 3 SAIGRLPK 11 8 3 b4y5y6 32.961 I 2 421.26 642.
protein L30
|POA2A7|RL30_SALTY 50S ribosomal 4 IGHTVEREDTPAVR 31 14 4 bay7°y7y9 84.391 2 790.41 -5.18
protein L30
[POA2ATIRL30_SALTY 508 ribosomall GMVNAVSEMVK a5 1 R 72.415 b 583.24 -12.14
protein L30
IQBZQMSIGSIB_SALTY Glutathione- | NLTGFWIMPDTGFSFDDADLK | 491 21 1 b16206"pOYIyZyeyEyLIY 106.524 P 1195.5¢ 5.21
binding protein gsiB 3y21
IQ8ZQM3(GSIB_SALTY Glutathione- | DIGFHPVGTGPYQLETWNQTDFY ) n b5b10b13b14b20y8ydyL 63,032 L 1712 488
binding protein gsiB K y10*y10y24
IQ8ZQMSIGSIB_SALTY Glutathione- | 5 FQDGADFNAAAVK 97 13 5 b2y9y10y11y13 49.420 2| 67733 0.18
binding protein gsiB
IQ8ZQM3(GSIB_SALTY Glutathione- | AAMLQTGEAQFAFPIPYEQAALLA| o - 1 b3b6°D6bBL9L1 1b15b20h2 97,028 L g0381 6.01
binding protein gsiB K 3°h23y20y25
|Q8ZQM3!G$IB_SALTY Qlutathlone— 5 ITAMDAGOR 379 9 4 yAy5*y5y7 28.887 2 481.7 -9.39
binding protein gsiB
IQ8ZQM3IGSIB_SALTY Glutathione- | ELLKEAGYPDGFSTTLWSSHNHY 5.0 27 6 b2b6b8b9°h9y9 65.49( 6 | 4 75186 3411
binding protein gsiB TAQK
IQ8ZQMSIGSIB_SALTY Glutathione- | NLELVASPSIMQR 256 13 7 b3boy3y8*y8y10y13 338 2| 720.39 2.76
binding protein gsiB
IQ8ZQMSIGSIB_SALTY Glutathione- | g SFYQGLFGLDKDMK 56 14 7 b3b8°b8b11b12°b12y13 68.875 2 824.90 -4.37
binding protein gsiB
IQ8ZQMSIGSIB_SALTY Glutathione- | o EAQDIIWKESPWIPLVVEK 465 19 4 b5b11y2y6 @21 3| 760.74 -8.67
binding protein gsiB
|08ZQM3|GSIB_SALTY Glutathione- I )
binding protein gsiB 10 YISMNVTQKPFDNPK 269 15 6 y4y6y8y9y10y13 SR 3} 3| 594.63 15.89
|Q8ZQM3!G$IB_SALTY Qlutathlone— 1 EALNYAINR 286 9 3 y3y6y7 44.879 2 532.2y 15.38
binding protein gsiB
IQ8ZQMSIGSIB_SALTY Glutathione- |, LDSITWRPVTDNNTR 214 15 8 y4°y4yTy10*y10y11y13y141787.92 56.544 > 894.46 8.06
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | =, NVLAEGYTVSDDGLTYTITLR 72 21 6 b13°h13b14b20y11°%1 87.237 4 576.05 1.49
binding protein gsiB
|08ZQM3|GSIB_SALTY Glutathione- . ]
binding protein g 14 EAGYPDGFSTTLWSSHNHSTAQH 339 23 8 b3b12y7°y7y9A@y19 60.190 B 841.05 2.03
|Q8ZQMS|GSIB_SALTY Glutathione- | - NKNLELVASPSIMQR 254 15 3 b3b4b11 66.188 4| 42573 1.08
binding protein gsiB
IQ8ZQM3[GSIB_SALTY Glutathione- | [TLKQPFSAFINILAHPATAMISPQAl 9 5 b10"b10y6*y6y11y13 109.40% b | 4 sam 821
binding protein gsiB LEK
|Q8ZQMS|GSIB_SALTY Glutathione- | AAEVEGKGQK 388 10 3 b3b9y3 38.318 b |2 50847 -10.03
binding protein gsiB
|08ZQM3|GSIB_SALTY Glutathione- QALVKVAFAGYATPATGVVPPSI o I )
Josi SaTY oL 18 A ORI DDAK 205 38 4 y5y8°y8y12 82.895 4 1006.51 9.7
|08ZQM3|GSIB_SALTY Glutathione- VAFAGYATPATGVVPPSIAYAQSY - ]
it 19 OPWPYDPAKAR 300 35 5 b8°b8boy8y11 125.98 v | 4 92847 381
|Q8ZQMS|GSIB_SALTY Glutathione- | SFYQGLFGLDKDMK 56 14 4 b4b6y5y8 77.322 4 3| 550.27 -7.03
binding protein gsiB
IQ8ZQMS|GSIB_SALTY Glutathione- | -, Oxidation+M(11) NLELVASPSIMQR 256 13 4 b3y6y7y8 95.238 2 737.38 -8.37
binding protein gsiB
|Q8ZQM3!G$IB_SALTY Qlutathlone— 22 NQTDFVK 193 7 0 83.017 1 851.43 3.87
binding protein gsiB
|Q8ZQM3!G$IB_SALTY Qlutathlone— 23 FYQGLFGLDKDMK 57 13 1 b9 68.910 2 781.3p 0.08
binding protein gsiB




[P51066|ACEA_SALTY Isocitrate lyasd 1| carbamidometByl3 GLAYAPYADLVV%’CETSTPDLELA 275 24 20.16 b3b7b9°h9y12 89.231 4 58 97-2
[P51066|ACEA_SALTY Isocitrate lyasd 2 VLVPTQEAIQK 201 11 28.07 b2b3y8y9 47.673 2 6.47
[P51066|ACEA_SALTY Isocitrate lyasd 3| carbamidometayr) GSVNPECTLAQLGAAK 36 16 17.79 b2b6y10y12 il 2 9.90
z 5
|P51066|ACEA_SALTY Isocitrate lyasé 4 | carbamidometoys) LLAYNCSPSFNWQK 312 14 64.86 b3b6blé*§’/ﬁﬁf)’8 vy 68.791 b 8.05
[P51066|ACEA_SALTY Isocitrate lyasd 5 LAADVMGVPTLVIAR 217 15 49.16 bab7y3y7yoy10 83.275 2 44 123
[P51066|ACEA_SALTY Isocitrate lyasd 6 VTTIQGGASSVTAGSTEEAQF| 410 24 23.4 y3ydy10 72.067 3 790.08 0.621
[P51066|ACEA_SALTY Isocitrate lyasd 7 TIASFQQQLSDMGYK 331 15 30.4 b7y5yl1y12 89.088 2 2 0.21
[P51066|ACEA_SALTY Isocitrate lyasd 8 SMIEAGAAAVHFER@SVKK 173 21 21.01 b8b10b13 128.462 3 2 664
[P51066|ACEA_SALTY Isocitrate lyasd 9 ADQIQWASGIEPNRP 130 16 26.16 babsb12 61.478 2 4 3.8
[P51066|ACEA_SALTY Isocitrate lyasd 10 YVDYFLP'VAE'C\EQGFGGVLNAF 146 27 18.31 y6y13y15 137.06¢ 3 4 8.44
[P51066|ACEA_SALTY Isocitrate lyasd 11 INNTFR 123 6 13.9 b3 36.252 2 ) 5.19
[P51066|ACEA_SALTY Isocitrate lyasd 12 DGYTFVSHQQEVGYFDK 391 19 22.44 b5b7b10%b10 59.690 4 4 -19.06
[P51066|ACEA_SALTY Isocitrate lyasd 13 EWTQPR 13 6 30.44 y3y5 62.348 1 9 -9.33
[P51066|ACEA_SALTY Isocitrate lyasd 14 WEGITRPYSAEBYV 19 15 24.81 b3°b3bdy9 121.87¢ 3 3 5.8]
[P51066|ACEA_SALTY Isocitrate lyasd 15 SMIEAGAAAVHFERASVK 173 20 20.59 b3°b3b8°h8y8Yy12 118.22 3692.00 -21.89
[P51066|ACEA_SALTY Isocitrate lyasd 16 KGYINSLGALTGBOQQAK 62 20 20.59 b3b15y9y13 64.185 3 7 423
[P51066|ACEA_SALTY Isocitrate lyasd 17|  carbamidometgs)| LLAYNCSPSFNWQKNLDDK 312 19 30.57 b3b8*b8b11y5y7 120.458 10.34
[P51066|ACEA_SALTY Isocitrate lyasd 18| carbamidomey7)| GSVNPECTLAQLGAAKMWR 36 19 15.48 b1ly13y18 104.561 3 5.03
[P51066|ACEA_SALTY Isocitrate lyasd 19 TRTQQIEELQK 2 11 25.06 b4*b4ab8y4 125.133 2 14.22
[P51066|ACEA_SALTY Isocitrate lyasd 20 Phosphoryl 82y TQQIEELQKEWTQPR 4 15 18.79 b10y3ys 82.444 3 2.27
[P51066|ACEA_SALTY Isocitrate lyasd 21 VLVPTQEAIQ 201 10 2.26 47.626 2 b 3.34
[P11003|METF_SALTY 5 1 | carbamidomethy+C(lll) TGLEAAPHLIDATRDELR 80 20 23.02 b3y2y16y17y20 58.839 3 5.02
[PLL003METF_SALTY 5 2 LVGANIAMDMVK 250 12 26.99 b5*b5YB°y8y9 70.655 b 10.93
[PLL003IMETF_SALTY 5 3 SAQADLLNLKR 160 11 39.38 b1b3*h3bdydy7 50.869 2 2.48
[PL1003IMETF_SALTY 5 4 IPSWMSLMFEGLDNDAETRK 230 20 5 28.0,  boyly8yll*yllyl2 103.472 3 1 2.71
[PL1003IMETF_SALTY 5 5 TSEMEQTLWNSIDR 33 14 5 19.9 b2z 10 77.072 b 1057
[PLL003IMETF_SALTY 5 5 FVSVTYGANSGER 54 13 2 213 b10YR® 45.185 b 2.99
[PL1003IMETF_SALTY 5 7 AITQFFFDVESYLR 179 14 5 20.3 b9b12y8y10 96.950 > 8.02
[PL1003IMETF_SALTY 5 8 EVADFDISVAAYPEVHPEAK 140 20 4 280 b5ydy5y15 81.105 3 16.6
[PL1003IMETF_SALTY 5 9 FADMTNVR 222 8 36.94 baydy7*y7 57.036 2 i 8.76
[PL1003|METF_SALTY 5 10 IPSWMSLMFEGLDNDAETR 230 19 3.  b5°b5b7bl3ydy7 110.624 2 3 20.0b
[PL1003IMETF_SALTY 5 11 MSFFHANQR 0 9 313 b5y7y8 67.377 2 6 9.9
[P11003|METF_SALTY 5 12 GDLPPGSGKPEMYAADLVGLLH 118 22 021 b5b8°b8b15 98.554 3 B -12.6p
[P11003|METF_SALTY 5 13 | carbamidomethyl+C(lL1) TGLEAARICIDATR 80 16 24.32 babsy3 46.512 3 6 420.
[PLL003METF_SALTY 5 14 DFHEYTLNR 270 9 39.08 b5b6bS 59.131 2 9 057




[PL1003METF_SALTY 5 15 TIARDYWNNGIR 100 12 3 23.01 b3boy3 1478.77] 62.767 5624 |2 899 13.70
|PL1003METF_SALTY 5 16 DRTHSVIK 67 8 5 4171 b3°b3b4b5°b5 955 54 72.329 332 2 4783 10.28
|PL1003METF_SALTY 5 17 VDAGANRAITQFFFDVESYLR 172 21 5 28 b4b7b14y7y10 241921 91.427 2206 |4  6055p 4.24
[P11003IMETF_SALTY 5 18 | carbamidomethyl+C(l3)  ERTGLEBALTCIDATR 78 18 3 16.15 b7b10y7 2010.99 52.718 2004 |3 671.00 -8.26
- GDLPPGSGKPEMYAADLVGLLKE o L
[P11003IMETF_SALTY 5 19 Oxidation+M(12) |77 2 P EAK 118 42 7 22.85| b7°b7bscbsb2zysylo|  4412.21 112.713 11356 | 4 03.81 1.11
[PL1003METF_SALTY 5 20 Oxidation+M(10) LVGANIAMDMVK o3 7 Z 33.23 b8b10y3y6 1277.64 87.281 7121 |2 639.93 11.47
[P11003IMETF_SALTY 5 21 | carbamidomethyl+C{1) CIDATRIEL 90 10 0 5.66 1248.61 58.868 2448 |2 624.8] 7.92
[PL1003METF_SALTY 5 22 SAQADLLNL 160 9 1 8.01 V5 94451 50.843 6744] |1 94451 511
|PL1003METF_SALTY 5 23 IPSWMSLMFEGLDND 230 15 21.68 Y4 1754.80 103.467 2032] B 877.90 12.73
|PL1003METF_SALTY 5 24 QADLLNLKR 162 9 0 2.26 1070.63 50.840 1719| |2 535.8 2.17
v = 3
'POAlS‘”ST;ﬁ‘t—eSinA;KDNA binding | ADGINPEELFAMDSAMPR 66 18 9 32.17|°3055 b5t;311 bL1y4y8Y1 1963.01 88.802 18440| P 982.46 8.64
IPOALSA4[STPA_SALTY DNA-binding | MNLMLQNLNNIR 0 12 8 64.26 |  b2b3b6y3ydyBydy12 1473.71 75099 | 16841 | 2| 737.39 0.41
protein stpA
IPOALSA4[STPA_SALTY DNA-binding | 5 TPKPIAQALAAGK 113 13 5 21.35 b3ylydyl0y13 1265.7¢ 45867 6419 | 2| 633.38 8.87
protein stpA
'POAlS‘”ST;/;‘t—eSinA;K DNA-binding |, SLDDFLI 126 7 5 51.85 b3b4b6y6°y6 822.42 35.510 84026 |2 a1l 312
'POAlS‘”ST;/;‘t—eSinA;K DNA-binding | TWTGQGR 106 7 3 38.33 b5y5y6 805.40 35.517 6698 |2 40341 11.37
'POAlS‘”ST;/:)‘t—eSinA;LX DNA-binding | ¢ Oxidation+M(L4) AMAREFSIDVLEEMLEK 15 17 5 27.05 b5b7b1rOy11 2026.99 74.167 2362| BB 676.33 1.69
IQ7CQ7OIYEIL_SALTY UPFO352 protgn | AIANSFAR 54 9 8 46.08| b2*b2b6*b7b8y5°y5y7|  977.51 39.730 891 | 2| 489.26 -10.12
yejL
'Q7CQ7°|YEJL—Sy/;J.LLT Y UPF0352 p“’ter“ 2 YSDEHVEQLLSELLSVLEK 6 19 5 23.26 b11°b1lyly3y4 2231.1 41558 6137 | 3| 744.38 -7.99
'Q7CQ7°|YEJL—Sy/;J.LLT Y UPF0352 p“’ter“ 3 ALQSSISEDNAH 63 12 9 4551| bA4b6°b6yly3*y3y8yoy 127150  2.059 6094 | 2| 636.30 2.11
'Q7CQ7°|YEJL—Sy/;J.LLT Y UPF0352 p“’ter“ 4 YSDEHVEQLLSELLSVLEKHK 6 21 3 21.01 b3b12b18 2496.3 8m04 | 12359 | 3| 83277 2.74
- 3
'Q7CQ70|YEJL—S£J.LLT Y UPF0352 protejn QAIANSFARALQSSISEDNAH 54 21 8 38.99| °® b6b9b143b14y10y“ b 2230.11 73.405 2550 744.04 10.29
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten ALS'VTSDTPVQRRETQETGAMLM 148 24 6 13.11 b3ylydy7°y7y24 2634.29 77.357 26318 | 3 87877 1372
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten YQDALLTHYGQR 318 12 8 23.01| bibl0°b10y2y3+y3ysylle — 146u.7|  47.486 13805 | 4 73286 1233
IQ8ZPSSIYDIU_SALTY UPFO061 protejn TEAVDDALR 403 9 9 76.65 |  b3boyay5y5yey7y8y9 989.50 36.825 238 | 2| 495.25 7.90
ydiU
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten MLSHTEQQSASSPLRDTFIDR 367 21 5 19.7% b4b9y2y6y16 2419.19 62.295 4048 | 3  807.07 11.00
'QSZPSSlYD'U—SyAdiLJ Y UPF0061 proten 5 DDNVLLNELFSLMAREGSDYTR 342 22 6 30.04 b5b10°b10ydy9y10 |  558.24 118.039 3438 853.42 7.73
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten ¢ QQQMQR 412 6 1 13.9 ya 818.40 31.991 17498 |2 409.71 13.28
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten MLSHTEQQSASSPLR 367 15 4 26.7 b4b7y9y11 1671.81 108.987 4323 | 3| 557.94 3.07
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten o AIDAAEQGDMAELHR 432 15 3 24.81 b5bey10 1626.72 62.985 9971 3| 54291 -18.16
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten o FDNQPSVALWNLQR 284 14 4 19.96 b12y3yl1*y11 1687.8 71204 5800 | 2| 844.45 20.18
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten 4, ETQETGAMLMR 161 11 5 37.8 b7ydy5y9°y9 1266.61 54.620 2602 |3 22.87 20.53
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten NWLAQR 426 6 1 13.9 y5 787.43 39.782 2253 |2 394.2 12.24




'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten 4, LAQSHMRFGHFEHFYYR 172 17 5 28.3 boy4y5y8°y8 2226.00 @0 | 17491 | 4| 5726 373
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten 5 DDNVLLNELFSLMAREGSDYTR 342 22 4 13.9 b5°bSbay4 2558.24 171033 9203 | 3 85342 7.73
'QSZPSSlYD'U—i/Ad'i‘J Y UPFO061 proten ALDRYQDALLTHYGQR 314 16 3 17.79 b3yoy11 1919.99 77.124 065 | 3| 640.67 9.09
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten YQDALLTHYGQRMR 318 14 4 3173 b6b8boy7 1751.8 92.106 B61| 3| 584.62 -3.55
'QSZPSE"YD'U—SyAdiLJ Y UPF0061 proten ¢ VQQLADFAIRHYWPQWQDVPEK| 194 22 6 18.94 b5b7°b7*b7ydy10 | 75235 107.665 3020 | & 1377.68 -8.86
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten 5 TFRMLSHTEQQSASSPLR 364 18 5 30.08 b8b10°b10y9y10 2M76)0  68.805 2655 | 2 1038.52 0.00
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten HYWPQWQDVPEKYALWFEEVAA 204 23 3 13.48 b4b12y8 2948.45 105.091 1976 |4 73747 10.93
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten g AIDAAEQGDMAELHRLHEVLR 432 21 4 255 b4b7b8y6 2374.22 1437 1622 | 2| 1187.62 13.37
'QSZPSSlYD'U—i/AdiLJ Y UPF0061 proten Phosphoryl STY(9) STIRESLASEAMHYLGIPTTR 127 21 6 36.64 bllyll°ylly12°y12y13|  2413.16 62.314 37435 |4  604.05 4.69
'QSZPSSlYD'U—i/AdiLJ Y UPF0061 proten Oxidation+M(13) | DDNVLLNELFSLMAREGSDYTR 342 22 5 37.93 6b7b8°b8b10 2574.21 125.421 10419 |3  858.7h -0.95
'QBZPSSlYD'U—i/AdiLJ Y UPF0061 proten Oxidation+M(21) | LGFFTEQKDDNVLLNELFSLMAR 334 23 3 13.44 b5y5y12 2716.34 107.842 6705| [3  906.12 -9.53
IQ8ZPSSIYDIU_SALTY UPFO061 protejn Oxidation+M(21) | “CFFTEQKDDNVLLNELFSIMAR | 55, 30 4 26.89 y3y5yllyl2 3524.69 108.213 172 3 11757  3-4.2
ydiu EGSDYTR
'QSZPSSlYD'U—i/Ad'i‘J Y UPF0061 proten Oxidation+M(13) DDNVLLNELFSLMAR 342 15 3 18.79 b8b13y9 765.86 104.144 1631 | 2  883.43 -11.48
'QSZRCQWAJQ—?QJLQTY UPF0234 pmtT” 1 GIEGASLDVPDEFVHSGK 72 18 7 25.7 b2b9y2y3y6y10y18 1856.49 66.577 34617 | 4  619.63 -8.87
'Q8ZRC9|YAJQ—§QJLQTY UPF0234 pmtef” 2 VLSESDFQVNQLLDILR 49 17 8 51.83|  b2b8y2y3ydysyeyl? 1989.0] 104.598 30000 [ 4 995.04 6.01
'QBZRCQWAJQ—?QJLQTY UPF0234 pmtef” 3 SRDDLQSVMALVR 135 13 13 92.66 blb3b4;g§g§g;;b7*b7blz 1489.77 75.166 24468 | P 745.39 -3.20
'QSZRCQWAJQ—?QLQTY UPF0234 pmtef” 4 GGDLGQPFQFK 148 11 7 39.38 b2b5b6b11y5y7y1l 1193.59 63.280 22744 | 2| 597.30 -1.94
'Q8ZRC9|YAJQ—§QJLQTY UPF0234 pmtef” 5 VQAQIQGEEIR 120 11 10 72.63| bib2+*b2b3y2yayey7ysyo  1270.47 39.253 12007 | 2  635.84 5.67
'Q8ZRC9|YAJQ—§QJLQTY UPF0234 pmtef” 6 GVEATIELNDANK 33 13 4 33.32 b7b11b12y5 1373.71 56.603 1560| 3| 45858 16.35
'QBZRCQWAJQ—?;LQTY UPF0234 pmtef” 7 QGIESAVQK 99 9 3 39.08 b3b5b6 959.53 72.205 550 |1 959.493 7.4
'QBZRCQWAJQ—?;LQTY UPF0234 pmtef” 8 DDLQSVMALVR 137 11 4 25.06 b6°b6ydy6 1246.63 39.800 201 |2 362 -16.16
'Q8ZRC9|YAJQ—§QJLQTY UPF0234 pmtef” 9 DDLQSVMALVRGGDLGQPFQFK| 137 22 4 20.41] beb11b14°h14 2421.| 93.155 34008 | 4 807.74 -6.25
'QBZRCQWAJQ—?;LQTY UPF0234 pmtef” 10 MPSFD'VSEVD;QEARNGVDNAV 0 24 4 22.41 b7b8°b8y12 2661.29 112.284 8614 |3  887.17 0.0
'Q8ZRCQ|YAJQ—§QJLQTY UPF0234 pmtef” 11 RGIEGASLDVPDEFVHSGK 71 19 4 15.49 b12y11y15°y15 201341 70.738 1881 | 3 67168 4.00
'Q8ZRCQ|YAJQ—§QJLQTY UPF0234 pmtef” 12 Oxidation+M(1) MPSFDIVSEVDLQEAR 0 16 3 24.3 b3bay8 168 46.508 4081 | 4  617.96 -0.40
'QBZRCQWAJQ—?;LQTY UPF0234 protgin 5 EGASLDVPDEFVHSGK 74 16 1 7.29 b9 1686.81 66.579 281 2 ®u3. 7.09
'PGll?glRLizrc—;ﬁngsos ribosomal IFVDEGPSMK 73 10 7 62.53 b2b3y5y6y8yoy10 1122.54 50.82] x22| 2| 56178 -6.42
'PGll?glRLizrc—;ﬁngsos ribosomal -, LVADLIR 18 7 6 51.85 b2b3y3y5y6y7 799.49 56.848 2634 2 4802 -11.91
'PGll?glRLizrc—;ﬁngsos ribosomall VLESAIANAEHNDGADIDDLK 49 21 5 255 b5b11°b11b12y4 22120 | 60.940 4880 | 3  737.34 -18.01




'PGll?glRszzrc—)iﬁngsos ribosomall -, VSQALDILTYTNK 28 13 4 28.83 b3°b3b5h6 1465.80) 39.721 204 |2 733.40 5.83
'PGll?glRLizrc—)iﬁngsos ribosomall g KVLESAIANAEHNDGADIDDLK 48 22 3 13.9 boy4y9 2338.15 57565 | 2793 | 3| 780.06 0.00
'PGll?glRLizrc—)iﬁngsos ribosomall IFVDEGPSMKR 73 11 4 37.8 b5b6b8y7 1278.64 69.814 1911 |2 o8 544
'PGll?glRLizrc—)iﬁngsos ribosomal 7 RTSHITVVVSDR 8 12 4 36.23 y3y4°ydys5 1369.74 34.924 155 |3 7.5 11.76
'PGll?glRLizrc—)iﬁngsos ribosomall ¢ Oxidation+M(9) IFVDEGPSMKR 73 11 3 28.07 b5y5y6 1204.66  .98B 13353 | 2| 647.83 7.64
— .
IP24900|RECF_SALTY DNA replicatio) NIENADLALSPGFNFLVGANGSGK 12 24 12 71.17|P202D4bS7DIODLIDINT ) 100.385 19011 B 802.40 -8.83
and repair protein recF y8*y8y15
IP24900|RECF_SALTY DNA replicatio) ADGAPVEDTLSR 259 12 3 23.01 b3b10y5 1230.6 48.424 6158 | 2 &5 11.90
and repair protein recF
IP24900|RECF_SALTY DNA replicatioy LQSEER 73 6 1 13.9 b3 761.38 36.855 7310 |2 38L1b 3.05
and repair protein recF
IP24900|RECF_SALTY DNA replicatioy HEQEAFVLHGR 62 11 7 4257| b3°b3bebl0°bl0yl0*ylo  1322.d8  .788 3006 | 2| 661.84 15.32
and repair protein recF
IP24900|RECF_SALTY DNA replicatio) MLTYTAHGPHK 242 11 4 25.06 b8°bsy3y5 1255.64 36.246 2774 |3 922 15.56
and repair protein recF
IP24900|RECF_SALTY DNA replicatio) ¢ QGDSK 89 5 1 13.53 ba 534.26 37.863 1807 |1 534.2p 9.14
and repair protein recF
IP24900[RECF_SALTY DNA replication) | o nidomethyi+C(2 RCLYLIDDFASELDDAR 295 17 3 23.9 58 2071.98 101.158 16869| P 10365 4.48
and repair protein recF
[P24900|RECF_SALTY DNA replicatio . [AEYSSAIAQDMADTCQQFLPEFSI] o I ]
and ropat protein recF 8 |cabamidomethy+C(16f TESFORGWEK 192 34 5 11.12 b3°b3b7°b7y7 3988.7 95.001 1271 | 5 79866  92-6
IP24900|RECF_SALTY DNA replicatio) o LAQGEFLTRESGR 282 13 4 33.32 b6ySy6Yy9 1463.7B 105.60 67q12 | 732.39 13.59
and repair protein recF
IP24900|RECF_SALTY DNAreplication) | o midomethyl+C(d) RAFLDWGCFHNEAGEETAWSNIL 132 23 3| 10.89 b4b11b18 2774.33 80.509 2584 |3 925.4p 13.8
and repair protein recF
IP24900|RECF_SALTY DNA replicationy -, | MLTYTAHGPHKADFR 242 15 4 18.79 b12°b12y4y9 1744.81 8792 | 1952 | 2| 872.04 9.16
and repair protein recF
IP24900[RECF_SALTY DNA replicationy -, , DFRNIENADLALSPGENFLVGANG| g 27 8 28.32 | b3°b3bebl3y7yoylioylll  2823.4k 89.70 1668 | 3 .sa1| 1358
and repair protein recF SGK
IP24900|RECF_SALTY DNA replicationy -, 5 Phosphoryl STY(8) GWEKETDYADVLER 222 14 3 28.54 yAy6y8 790.77 29.899 3714 | 2 895.89 10.16
and repair protein recF
IP24900[RECF_SALTY DNA replicatior} , , Phosphoryl STY(8) LQSEERETSIGLTK 73 14 4 25.4 b6°bey7y8 1670.81 72.341 3088 [ 2 83591 14.83
and repair protein recF
IP24900[RECF_SALTY DNA replicatior) ~, o Oxidation+m(19) |ATQSQVFVSAISAEHVIDMSDENS) 4, 25 5 16.99 b7b13*h13y5y22 2709.3 75.941 21313 | 4 67898 4871
and repair protein recF K
. b2°b2b5°b5b8b14yly2*ydy
IPOAZB3IRS7_SALTY 30S ribosomal| STAESIVYSALETLAQR 36 17 21 104.24 3*y3ya*yay5°y5y6°y6y 7yl  1838.96 105.966 67530 P 919.98 7.04
protein S7
Oyl1lyl7
IPOAZB3IRS7_SALTY 30S ribosomal| SELEAFEVALENVRPTVEVK 56 20 12 37.27|P1P2°p2b3°D3DS™DEDIIYRY )0 14 91.496 47156 | B 753.73 -3.67
protein S7 15y16y20
'POAZBQ"RS;&QET;Q’OS ribosomall 4 FVNILMVDGK 25 10 5 41.22 b2b3y3y4y8 1135.61 75.344 25014 |2 8ma -3.98
'POAZBQ"RS;&QET;Q’OS ribosomall WIVEAAR 102 7 4 41.34 b5y3y5°y5 844.46 49.779 53498 |2 42278 1373
'POAZBQ"RS;&QET;Q’OS ribosomall g FGSELLAK 17 8 3 41.71 yaydy7 864.47 51.061 52067 |2  432.7B 8a6.
IPOAZB3IRS7_SALTY 30S ribosomal| NALAMR 9 6 2 27.43 b5y5 675.36 35.561 7439 |1 675.36 6.33
protein S7
IPOAZB3IRS7_SALTY 30S ribosomal| ILPDPK 11 6 1 13.9 v4 682.41 31.720 aa71| |1 6824 -3.76
protein S7
'POAZBQ"RS;&QET;Q’OS ribosomall ¢ EDVHRMAEANK 138 11 7 39.38 | b3b10°b10y3*y3yays|  1209.6 2% 117594 | 2|  650.30 -10.24
'POAZBQ"RS;&QET;Q’OS ribosomall ¢ RVGGSTYQVPVEVRPVR 78 17 11 g4.17°5"P5b6 be;; bELIDOYSYE 1 899,04 48.728 48038 | B 633.69 -8.03




'POAZleRS;FCiQETSYfOS ribosomal| -, KSTAESIVYSALETLAQR 35 18 5 41.33 b7b8b11y5y6 1967.02 i) 18971 | 3| 656.35 1148
IPOAZB3IRS7_SALTY 30S ribosomal| AFAHYRW 149 7 4 57.87 b3b5y4y5 950.46 50.916 3980 |2 4757 837.
protein S7
IP67912|HLDD_SALTY ADP-L-glycero-} | FLFDEYVR 144 8 7 82.29 bab7ydy5y6y7y8 1088.5/ 76.859 1034 2544.77 -4.60
manno-heptose-6-epimerase
IP67912[HLDD_SALTY ADP-L-glycero-} TVAEGVTEYMAWLNRDA 293 17 9 35.22 | b1°blb3b5y8°y8yocyoyls 1925.92 97.150 9447 963.47 9.70
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} SGIFNLGTGR 229 10 7 59.52 b3°h3y3y5y6y7yL0 1021.54 64.00p 5808 | 2| 511.27 -6.33
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero- | o o igomethyiec(g) ToH Y CLEREIPFLYASSAATYGG | gq 25 5 28.4 b8y6y8yl1y13 2916.46 110.834 2554 |3 9724 7.3]
manno-heptose-6-epimerase R
IP67912|HLDD_SALTY ADP-L-glycero-} = o AESFQAVADATLAYHK 239 16 4 17.79 b3°b3bl4y8 1721.82 90.645| 14317 | 3| 57461 1751
manno-heptose-6-epimerase
IP67912[HLDD_SALTY ADP-L-glycero-} = ¢ YQAFTQADLTNLR 271 13 3 26.12 b3y9y10 1540.78 65.110 1273 2 770.89 4.12
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-}  ; QILPEANSQIVGFR 152 14 4 27.74 yaylly12+y12 1571.86 68.8749 8296 | 2| 786.43 2.95
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero-} g DFVYVGDVAAVNLWFLESGK 209 20 3 2431 b4b5b7 2229.13 86.857| 1837 | 2| 1115.07 4.27
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} o EYEKPLNVYGYSK 131 13 3 21.35 b3b10y11 1589.78 73.616 174 3530.60 -0.69
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-l EIPFLYASSAATYGGR 107 16 3 24.32) b12b13y14 1702.87 11891 1574 | 2| 85194 15.01
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero-f DFVYVGDVAAVNLWFLESGKSGI 54 30 7 33.28|  b3b4°bab7°b7bobll 3231.67 94.518 448 3 8971  5.67
manno-heptose-6-epimerase FNLGTGR
IP67912[HLDD_SALTY ADP-L-glycero-} ,, AESFQAVADATLAYHKK 239 17 3 25.57 b3b13b14 1849.95 80.734| 2607 | 3| 617.32 1.58
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-l 5 TVAEGVTEYMAWLNRDA 293 17 5 23.83 b7bl4y7*y7y13 1925.92 8868 1880 | 3| 64264 4.56
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-l , , RDFVYVGDVAAVNLWFLESGK 208 21 7 37.65| b5b7b9b10°b10yZyl | 2385.21 111.370 1558 | b 1193.11 -7.37
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-l o Oxidation+M(3) GSMASVAFHLNTQLNNGESPK 178 21 4 31.6 yEyL7 2218.09 105.546 2273 R 110956 13.32
manno-heptose-6-epimerase
IQ8ZLM1|RS13_SALTY 30S ribosom 1 ISELSEEQIDTLRDEVAK 44 18 12 77.56| P3P3D11b1SbIGYLYIAVLS 00 )y 66.095 55709 B 692.35 6.82
protein S13 y16*y16y17y18
'QBZLM”RS;E’&EQLSY;OS ribosom 2 ISELSEEQIDTLR 44 13 5 21.35 b6yOy12+y12y13 1532.79 78.044 17w | 2| 766.90 6.77
'QBZLM”RS;E’&EQLSY;OS ribosomal 5 ISELSEEQIDTLRDEVAK 44 18 4 30.03 b8boy6y12 2075.04 53.07d 1636 | 3| 692.35 -6.59
'Q7CQ01|CerZZTnSS";;Y Chaperone | VEVAEPSVEDTIAILR 335 16 7 36.68|  b2b3bSydy12°y12y13 178, | 88.214 15521 | 4 879.99 7.01
'Q7CQ01|CerZZTnSS";;Y Chaperone |, LVGAPPGYVGYEEGGYLTEAVR 645 22 5 13.9 b3b1dy2y10y22 220%. | 120.464 11574 | 3 766.38 2.66




'Q7CQ01|CerZ?eTnSS;;Y Chaperone | 4 QYSELEEEWK 453 10 29.46 b5y6y7y10 1340.59 78.934 826p | 3 .sm7 -6.74
'Q7CQ01|CerZZTnSS";;Y Chaperone |, LPQVEGTGGDVQPSSELVR 70 19 15.4 b11*b11ly7yl4y19 1988.0 56.241 6010 | 2  984.51 9.49
'Q7CQ01|CerZZTnSS";;Y Chaperone | AGLSDPNRPIGSFLFLGPTGVGK 588 23 23.57 b3b4b8y23 2300.22 86.905 5319 | 3  767.41 7.32
'Q7CQ01|CerZZTnSS";;Y Chaperone | ¢ AIQQQIENPLAQQILSGELVPGK 819 23 38.65 b2b3b4b5h12y3 2488 90.258 5023 | 4  825.45 1115
'Q7CQ01|CerZZTnSS";;Y Chaperone | 7 MLEGEREK 550 8 36.94 b3°b3b8y4y7y8 991.48 39.239 4168 | 2 206 -8.93
'Q7CQ01|CerZZTnSS";;Y Chaperone | ¢ LEQQALMKESDEASK 423 15 86.73| b3bSb7bllbldyoyl3yld 1886 | 81.587 3211 | 4 85392 8.15
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | o | o bamidomethyl+C(5 GELHCVGATTLDEYR 305 15 38.3p bUBELOYSY7 1720.78 41.984 1971 |2 860.94 -6.60
'Q7CQ01|CerZZTnSS";;Y Chaperone | =, GDNFISSELFVLAALESR 101 18 25.07 b6b7b9*b9 1967.99 279, 1649 | 2| 98450 -8.31
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone |, QEGNVILFIDELHTMVGAGK 268 20 23.02 bay8y9 2171.13 0103 | 45767 | 3| 724.38 7.53
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone |, VIGQNEAVEAVSNAIR 569 16 17.79 b3y5*y5y12 1669.89 10212 | 27086 | 2| 835.44 6.51
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | 5 GVLNDLAK 260 8 41.71 b3b6b7 829.48 42.056 10224 |2 415.2% 91.6
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | -, , AHPDVFNILLQVLDDGR 681 17 25.57 b3b6b7 1921.94 94.064 686 | 3| 641.33 -15.12
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | ¢ IDEVVVFHPLGEQHIASIAQIQLOR| 756 25 40.84 b3b4b8by7 7883 70.284 5452 | 4 710.89 -3.35
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | ¢ GYEIHISDEALK 789 12 26.99 b4°b4bsy5 1374.74 88.124 403§ | 2 87.85 5.42
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | -,/ ASLSGTQTIK 466 10 42.47 b3b5b8 1005.54 61.525 2679 | 2 50327 -17.42
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | 4 DAALER 325 6 13.9 b4 674.34 38.310 2359 |1 674.34 2.81
'Q7CQ01|C‘)L£ZTSS";;Y Chaperone | 4 YRGEFEER 250 8 36.94 bay4°ydy7°y7 1085.4 59.73( 9638 | 2 .zm3| -7.87
'Q7CQ01|C‘)LrZZngggY Chaperone | VGDLARMSELQYGK 491 14 19.96 b4b6y6*y6 1566.79 56.551 281 | 3| 52294 2.26
IQ7CQOLICLPB_SALTY Chaperone | - 51 | oo midomethyi+c(2pf C-SPPNRPIGSFLELGPTGVEKTY  o0g 28 12 b5y7y11 2931.56 114.847 5853 |3  977.86 6.29
protein clpB ELCK
'Q7CQ01|C‘)LrZZngggY Chaperone |, QLEAATQSEGKTMR 511 14 31.73 boy3ydy7 1549.77 73.203 usal 2| 775.39 1.58
IQ7CQOLICLPB_SALTY Chaperone | GTLTDLLKSAGATTANITQAIEQM | 14 25 19.01 y3y5y1l 2604.37, 73.364 371 |3 868.79 0.34
protein clpB R
'Q7CQ01|C‘)LrZZngggY Chaperone | -, TVDFRNTVVIMTSNLGSDLIQER 705 23 27.26 b5b6y8y12°y12 @B31 96.530 1752 | 2 1304.66 -12.92
'Q7CQ01|C‘)LrZZngggY Chaperone | = RGDNFISSELFVLAALESR 100 19 245  b3°h3b6°b6*b6b10yS 2213 105.032 1662 708.71 8.85
'Q7CQ01|C‘)LrZZngggY Chaperone | = o Phosphoryl STY(10)|  MKEMVLGVVSQNFRPEFINR 736 20 87, 1)?13;;1111—_'::332%3 ji| 247416 102.029 10740| B 825.39 13.91
'Q7CQ01|C‘)LrZZngggY Chaperone | 7 Phosphoryl STY(18)| LVGAPPGYVGYEEGGYLTEAVH 645 22 98. | b13b16°16y6°y6y13 2377.12) 88.209 10684 |4  595.04 8.01
'Q7CQ01|C‘)L£ZT$S;;Y Chaperone | g Phosphoryl STY(7) NTVVIMTSNLGSDLIQER 710 18 16.16 9691 2069.96 74.365 9939 | h  518.25 -11.20
'Q7CQ01|C‘)L£ZT$S;;Y Chaperone | ,q Phosphoryl STY(L2) VIGQNEAVEAVSNAIRR 569 17 28.3 balBY6 1905.96 59.264 6782| B  635.99 8.26
IQ7CQOLICLPB_SALTY Chaperone | 5, Phosphoryl STY(8) QLEAATQSEGK 511 11 374 DI'DSDADT_HIPOA | o) ) 65.044 2301 41451 -8.16
protein clpB b7y3°y3
'Q7CQ01|C‘)L£ZT$S;;Y Chaperone | 5, Oxidation+M(1) MQIDSKPEELDR 402 12 23.01 b3b11y9 14%65.|  42.905 271284 3 492.90 -5.54




'Q7CQ01|CerzzTnSS";;Y Chaperone | 5, Oxidation+M(16) SAGATTANITQAIEQMR 127 17 6 35.22 b3battoy4ys 1778.88 34.367 27498 |4 445.48 6.59
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 1 EVAETIGYPTPNLAAR 285 16 6 38.26 b7b8y1y8y9*y9 1701.88 888 21187 2 851.44 -0.72
protein
[POA2C7|POTD_SALTY
i 01D ) LTNFHNLDPEMLNKPFDPNNDYS |
ermldlne/putres‘;:rlggizlnd|ng periplasmi 2 VPYIWGATAIGYNSDAIDPK 103 43 4 10.88 b8b21y2y11 4803.3 94.652 1256 4 1201)59 6.0l
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 3 TYKDGAYDLVVPSTYYVDK 70 19 4 21.55 b4b11y5y8 2197.07 68.85 6679 2 1099.04 1.44
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 4 TITSWADLWKPEYK 146 14 9 96.56 | b6b7y4y6y8°y8y10yllyl2 1735 82.079 52384 k 579.96 -17.77
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 5 NSLLLTDDAR 160 10 3 29.46 b3y5y6 1117.58 52.488 4148 2 559.30 -0.87
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 6 LGYSGNTTDPK 179 11 6 39.38 b3b8°b8y9°y9y10 1152.5p 30.20 9013 2 576.78 8.26
protein
[POA2C7|POTD_SALTY
o 01D ) KLMPNVAAFNSDNPANPYMEGE
ermldlne/putresmne—p|nd|ng periplasmi 7 VNLGMVWNGSAEVAR 200 37 3 10.93 b12b14y13 4010.89 94.503 9990 4 1003)48 -5.1
protein
[POA2C7|POTD_SALTY
ermidine/putrescine-binding periplasmi¢ 8 VIYSTYESNETMYAKLK 53 17 6 23.83 b11°b11b14y9*y9y11 2042 79.111 2677 3 680.68 9.51
protein
'QSZKSllRS;?&iﬁLST;;’OS ribosomal YLSLLPYTDR 63 10 8 62.53|  b2b3yly5y6y8yoy10 1240.6 74651 6669 | 2| 62083 0.79
'QSZKSllRS;?&iﬁLST;;’OS ribosomal NYITESGK 30 8 6 41.71 b1b2y3y4y6ys 911.46 28.068 1351 2 z2m6.| 1172
'QSZKglleéf&iﬁg ;:3305 ribosomal 4 FTAEGVQEIDYK 12 12 5 33.23 b3b10y3°y3y6 1399.68 45.164 1784 2| 700.33 -15.52
'QSZKglleéf&iﬁg ;:3305 ribosoma) DIATLKNYITESGK 24 14 4 25.4 b3b4°bay12 1552.80) 71.339 1663| 3| 518.27 -12.18
|068926|BFR_SALTY Bacterioferritin LLGNELVAINQYFLHR 13 17 5 10 b3y2y8*yBy17 1971.06 95.603 1094 3 657.60 117
|068926|BFR_SALTY Bacterioferitin ILFLEGIPNLQDLGK 16 15 8 49.16 b1b2b3b6y3ydy6ys 1669.9 100.47 858 2 83549 509
|068926|BFR_SALTY Bacterioferitin EAIAYADSVHDYVSR ® 15 3 24.81 b8boy7 1695.82 48.759 5204 |3 56595 14.8
|068926|BFR_SALTY Bacterioferitin NWGLTR 33 6 1 13.9 y5 746.40 28.149 2179| |1 746.4 14.07
|068926|BFR_SALTY Bacterioferitin NWGLTRLNDVEYHESEMK 33 20 3 14.89 b3b10y9 2449.12 76.630 eesd |3 817.05 -9.71
|068926|BFR_SALTY Bacterioferitin DLREAIAYADSVHDYSR 99 18 3 23.55 b7y5y6 2080.01 82.809 379§ |2  1040p1 2.1
|068926|BFR_SALTY Bacterioferitin Oxidation+M(10) GIGEDVEEMLR 76 12 4 23.01 b9°boy4dys 1376.64 59.722 3887 |2 888 7.98
[POA2FO[RPOE_SALTY RNA polymerage RPPSSDVDAIEAENFESGGALKEI b6°b6b7b8b9°b9b12014y1 ) ]
SgmacE factor 1 N PENLMLSEELR 01 37 13 54.18| " et y15y15 4043.93 95.676 49219 & 10117 5.61
'POAZFOlRP(S)Sa?‘ELI;g\'A polymerage MSEQLTDQVLVER 0 13 7 35.82| b2b9b10°b10*b10b1lyl3  1547.79 66.157 10402 | 3 51660 7.57
'POAZFOlRP(S)Sa?‘ELI;g\'A polymerage 5 RPPSSDVDAIEAENFESGGALK 91 22 3 13.9 b4b6y9 2289.1p 98.545 2288 | 3| 763.70 1.81
'POAZFOlRP(S)Sa?‘ELI;g\'A polymerage EISNPENLMLSEELR 113 15 8 38.39  b3°h3bOy5y6°y6yl0°yL0  AB7 114.032 1962 | 2 887.44 3.17
'POAZFOlRP(S)Sa?‘EL&g\'A polymerage o ALDSFRGDSAFYTWLYR 59 17 4 25.57 b6°beb7b11 2067.9p 83.350 2441 | 3| 690.00 2.95




'POAZFOlRPZSE?‘EL&g\'A polymerage ¢ Phosphoryl STY(14) YVPSGDVPDVVQESFIK 39 17 4 28.3  b5b12LH3PO4 b13yd  1958.91 84.005 2512 |3 653.64 4.42)
IPOAZFOIRPOE_SALTY RNA polymerage  , |CarbamidomethyvC(18) ) i, syegiaAAIMDCPVGTVR 149 22 5 13.9 b3°b3b5°h5y12 2458.1|  66.359 50066 | 4  614.30 7.86
sigma-E factor ;Oxidation+M(14)
IQ8ZRNLMETQ_SALTY D-methioniney LKDGVGLLPTSLDIVENPK 156 19 10 48.36| babSyly2yaysy7eymne|  2008.12 79.013 43257 B 670.04 8.15
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney SLLLLQK 144 7 4 21.79 b3°b3y5y7 814.53 63.127 1639 2 40777 1154
binding lipoprotein metQ
|Q8ZRNLJMETQ_SALTY D-methionine .
binding Ipoprotein metQ 3 FVQAYQSDEVYEAANK 245 16 8 43.89| bry2yetyeyloyllyl2yls  @B86 50.829 14969 | 2  931.43 0.72
IQ8ZRN1METQ_SALTY D-methioniney DGIFVEDKDSPYVNLIVTREDNK 215 23 3 19.89 b4b8b12 2666.24 220 12652 | 3| 889.44 -14.47
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney VGVIVGAEQQVAEVAQK 34 17 4 16.91 b2b3b13y12 1724.99 67.366| 5917 | 2| 862.98 453
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney DGIFVEDKDSPYVNLIVIREDNKD| ¢ 29 4 15.1 b10b13y6y11 3322.61 89.106 159 3 1108p1 8.8p
binding lipoprotein metQ AENVK
IQ8ZRN1METQ_SALTY D-methioninet |~ o idomethyl+C(17)  TFAAVGALIGSLALAGCGQDEK 6 22 3 . b4b12y3 2149.06 42.027 30043 [4  538.0 -18.5
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney g DGSQVAVPNDPTNLGR 128 16 6 36.01  bl2blay7*y7y10y12) 1689.4  80.083 13067 | 4  820.40 3.13
binding lipoprotein metQ
IQ8ZRN1METQ_SALTY D-methioniney o DPNHIK 28 6 2 27.43 b3b4 723.37 69.335 so65| |1 723.3f -11.3p
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine DGVGLLPTSLDIVENPK 158 17 5 30.82 b6b14y10y11°y11 17659  85.082 3340 | 2  883.98 1.04
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine DSPYVNLIVTREDNK 223 15 4 30.4 bay3ydyla 1762.91 91,930, 0289 | 2| 881.96 7.48
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methioniney SLDELKDGSQVAVPNDPTNLGR 122 22 7 36.4 b4b5bob13y6y9*ya|  328.19 57.745 5100 | 2 1163.1 9.66
binding lipoprotein metQ
IQ8ZRNLMETQ_SALTY D-methionine 5 Phosphoryl STY(L0) LKDGVGLLPTSLDIVENPK 156 19 3 22.44 7ypy1l 2088.11 84.391 266660 [3  696.71 10.76
binding lipoprotein metQ
|Q8ZRN1JMETQ_SALTY D-methionine Carbamidomethyl+C(1])TFAAVGALIGSLALAGCGQDEKD b12yl2 H3PO4 | )
binding lipoprotein metQ 14 ;Phosphoryl STY(11) PNHIK 6 28 4 17.93 y12y14 H3PO4 y14y16) 293341 52.556 164409 i 587.49 0.58
|Q8ZRN1JMETQ_SALTY D-methionine DGIFVEDKDSPYVNLIVTREDNKD ) |
binding Ipoprotein metQ 15 Phosphoryl STY(10) AENVK 215 29 5 31.2 b8boy4y8y12 3402.6 98.695 18424 | 4 85142 12.97
IP37412|LEUS_SALTY 3-isopropyimalale WENLPPESQPER 80 12 8 26.99  blOyly6*y6y7°y7*+y7yl2  1481. 3.069 58142 | 3 494.57 -5.19
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalale ITTSHYDVGGIAIDNHGHPLPK 37 22 10 31.74|P5PEPTOODIDLLYLY2YOlY 3y 16 50.916 27643| #  586.29 -13.86
dehydrogenase 9
IP37412|LEUS_SALTY 3-isopropyimalale 5 | oo midomethyi+C(9 LYQGLEAFCPLR 112 12 52, b3b7lyByBy12 1466.76 77.412 9412| p  733.88 8.16
dehydrogenase
|P37412|LELﬁiﬁ;&ng{:’p'Opy'ma'ale 4 YSLDANDAATAIEQAINR 310 18 6 16.15 b2°b2b12y5y11y18 1986. 83.969 8719 | 4  o68.48 9.46




IP37412|LEUS_SALTY 3-isopropyimalale o NIANPIAQILSLALLLR 203 17 11 75.72 | P102b3b4bSDELBYSYTYBYL | ors o 137.361 8396 | P 917.08 7.72
dehydrogenase 7
IPS7412|LEUS_SALTY 3-isopropyimalale ¢ GAAAVSTDEMGDIIAR 341 16 3 25.49 b3bob15 1576.74 71.669 go1| 2| 788.89 8.83
dehydrogenase
|P37412|LEﬁﬁj;;zn?’af;pmpy'ma'aIE 7 |carbamidomethyl+C(12) ADIAANGFDILCVR 124 14 2774 b2§eyL2ryl2y13 1534.75 88.220 3574| |2 767.84 -11.49
IP37412|LEUS_SALTY 3-isopropyimalale ¢ | -0 o idomethylc(pf DAANCFDILCVRELTGGIVEGQ |5 26 3 22.27 b13b14y13 2825.4 81.988 2289 | 2 1413p0 9.4
dehydrogenase PK
IP37412|LEUS_SALTY 3-isopropyimalale ¢ EIVNDVAK 206 8 5 33.93 bdy5°y5y6*y6 887.48 32,531 ggos| |2 o 3.37
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalaje NYHIAVLPGDGIGPEVMAQALK 3 22 5 38.79 b13b14y9y13y14 2203 85.117 6014 | 4  765.06 -13.95
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalate ELTGGIYFGQPK 138 12 4 23.01 b4b6°b6y11 1309.68 46.531 2625 | 2655.34 -1.96
dehydrogenase
IPS7412|LEUS_SALTY 3-isopropymalae , TGDLAR 335 6 1 13.9 b5 632.33 29.851 2616| |1 632.38 -2.80)
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalaje ;5 EGSGQYEK 152 8 6 33.93 bdy4°ydy5°y5+y5 897.41 59.131 186 2 49.21 19.59
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalaje ALEEGVR 328 7 6 38.33 b4°b4b5°h5y4°y4 773.42 37.856 1856 |2 7.z8 11.60
dehydrogenase
|P37412|LEﬁﬁ?ﬁg:’s‘:’pmpy'ma'aIE 15 | carbamidomethy+C(d) ATVEGCEQADAILFGSVGGPK| 59 21 2. b3°b3b4b15 2106.00 82.831 1744 |2 10530 -8.81
[P37412]LEU3_SALTY 3-isopropyimalale EIVNDVAKTYPDVELAHMYIDNA 206 i 5 2299 b12613023 53346 54200 106 | 5 667 ba 5
dehydrogenase TMQLIK
IP37412|LEUS_SALTY 3-isopropyimalate EGSGQYEKAFDTEVYHR 152 17 3 23.9 b1lyays 2015.91 71.943  4a®B | 2| 1008.46 061
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalaje o GAAAVSTDEMGDIIARYVAEGY 341 22 6 25 b3b6°b6b7°b7Yy5 219, 60.998 3437 | 4 73236 1.00
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalale AFDTEVYHRFEIER 160 14 4 19.96 b4°bdy3y7 1811.86 71.19( 783 | 2| 906.43 -5.66
dehydrogenase
[P37412|LEU3_SALTY 3-isopropyimalaje . ATVEGCEQADAILFGSVGGPKWE i i ]
dehydrogenase 20 | carbamidomethyk+C(d) NLPPESQPER 59 33 3 22.36 b10y4y5 3568.75 116.345 313 4 892.d4 12.8
IPS7412|LEUS_SALTY 3-isopropymalae ALEEGVRTGDLAR 328 13 4 42.36 b3b4b8b12 1386.74 64.41 8266 3| 462.92 2.90
dehydrogenase
[P37412]LEU3_SALTY 3-isopropyimalale FDMRITTSHYDVGGIAIDNHGHPL|  __ 2 5 2316 oab5h7 Sg01.41 100613 el |3 oeads s
dehydrogenase PK
IP37412|LEUS_SALTY 3-isopropyimalaje Oxidation+M(10) GAAAVSTDEMGDIIAR 341 16 3 26.16 y3y7y8 592.74 51.917 3810 | 2 796.88 -8.97
dehydrogenase
[POA9Z4|GLNB_SALTY Nitrogen o ]
equlatory protein P-Il 1 1 IFVFDVAR 90 8 9 68.77 |  b2yly3ydy5y6°yey7ys 966.53 74.631 a89 | 2| 483.77 9.85
IPOASZA4|GLNB_SALTY Nitrogen 2 LDDVREALAEVGITGMTVTEVK 12 22 4 23.77 b7b10b11yl 2346.25 38479 1698 | 3 78275 10.20
regulatory protein P-Il 1
IPOASZA4|GLNB_SALTY Nitrogen 3 GAEYMVDFLPK 47 11 5 42.39 b5°b5b6y6y7 1269.62 79.119 12281 | 2635.31 -1.06
regulatory protein P-II 1
IPOASZA4|GLNB_SALTY Nitrogen 4 EALAEVGITGMTVTEVK 17 17 5 33.97 b4b10b14y7y11 1747.91 1982 11338 | 3| 583.31 3.21
regulatory protein P-Il 1
IPOASZA4|GLNB_SALTY Nitrogen 5 GHTELYRGAEYMVDFLPK 40 18 6 33.45|  b5b6°b6b10°b10b13 208, | 94.049 7789 | 4 709.36 10.68
regulatory protein P-Il 1
[P40720[FUMA_SALTY Fumarate 1 |CarbamidomethyrC(S), - ) o ooy GMGYSCSADR 305 17 9 44.11 b3b5b7y6y8°y8y10°y1dy11747.73 35.895 12553| B 583.25 -1.26
hydratase class | Carbamidomethyl+C(138)
[P40720[FUMA_SALTY Fumarate 2 VWTGGGDEAALAR 120 13 4 28.83 bly6ylly12 1302.68 47.792) ame | 2| 65183 4.40
hydratase class |
[P40720[FUMA_SALTY Fumarate 3 TYLYQETK 192 8 7 50.47 b1b5y2y5y6y7y8 1045.52 38.745 9869 | 2 23.86 2.34
hydratase class |
[P40720[FUMA_SALTY Fumarate 4 TPEGYASGSLGPTTAGR 426 17 5 2551 b2y3ydy10y17 162119 838 9201 | 2| 81140 2.41
hydratase class |
|P40720|:)Z':’;/?;S?CL|;; T“marate 5 QAFHDASFMLRPAHQQQVADILR| 52 23 4 27.26 b7b16y10y11 267p.3|  78.948 4272 | 3 89380 5.38




|P40720|:)Z':’;/?;S?CL|;; T“marate 6 | carbamidomethyl+C(3 LECVEYPELGMEAIWK 499 16 36.6B b4b5hoy4y9 1966.95 111.485 2021| |3 656.32 9.31
|P40720|:)Z':’;¢551ACL|;; T“marate 7 NYLVDK 209 6 13.9 b5°b5 751.41 26.697 5846| |2 376.21 9.02
|P40720|:)Z':’;/?;S?CL|;; T“marate 8 | carbamidomethyl+C(8 SQQVTDACK 466 9 31.3 b3*b3b7y6 aas 66.079 5777 | 1  1036.48 4.59
|P40720|:)Z':’;/?;S?CL|;; T“marate 9 DIAHAK 393 6 13.9 b3 654.35 75.087 5638| [1  654.35 -4.48
|P40720|:)Z':’;/?;S?CL|;; T“marate 10 YSQNAALDMYK 145 11 25.06 b10y4y7 1303.59 22.763 55371 |3 4s. -7.49
|P40720|:)Z':’;/?;S?CL|;; T“marate 11 SNKPFFYQDPFPLK 1 14 19.94 b4b9y9 1727.85 84.401 5400 | 2 4.435 -16.04
|P40720|:)Z':’;¢551ACL|;; T“marate 12 EVNTGTNLPAQIDLYSVDGDEYK| 156 23 13.48 bsbays 2541.17 882 3983 | 3| 847.73 -10.28
|P40720|:)Z':’;¢551ACL|;; T“marate 13 GGNMIR 554 6 13.9 y5 647.32 28.909 2666| |1 647.32 -10.0
|P40720|:)Z':’;¢551ACL|;; T“marate 14 HGGFYLGSIGGPAAVLAQGSIK 476 22 20.41 b6b13b16 2100.00  7.6D4 2646 | 2| 1050.55 -18.02
[P40720[FUMA_SALTY Fumarate 15 VWTGGGDEAALARGVYNTYIED 120 25 12.79 b23y5°y5*y5y7 2740.32 93.590 83995 |3 91411  .653
hydratase class | NLR
|P40720|:)Z':’;¢551ACL|;; T“marate 16 GGNMIRYFAGER 554 12 49.48 b10b11°b11y3ydy7 1370.68 68.91| 28101 | 3| 45757 14.69
[P40720|FUMA_SALTY Fumarate o DHPIVYAGPAKTPEGYASGSLGPT o5 - b5y12925 2834.39 1950 05h |3 oasds o ot
hydratase class | TAGR
|P40720|:)Z':’;¢551ACL|;; T“marate 18 | carbamidomethyl+C(d) RLECVEYPELGMEAIWK 498 17 28. béBoy11 2123.05 76.877 20382 |3 708.34 10.92
|P40720|:)Z':’;¢551ACL|;; T“marate 19 QAFHDASDF,’;A(SEEQHSS QVADILR| 5, 32 11.33 b11*h1lyllyld 3663.77 92.991] 12976 | 4 91670  67-0
|P40720|:)Z':’;¢551ACL|;; T“marate 20 GQRVWTGGGDEAALAR 117 16 24.32 b9°b9b10y12 1643.8D 8.8 | 4560 | 2| 822.40 -13.66
|P40720|:)Z':’;¢551ACL|;; T“marate 21 NYLVDKMR 209 8 41.71 b5beb7 1038.53 46.520 2064 |2 5107 403
|P40720|:)Z':’;¢551ACL|;; T“marate 22 Phosphoryl STY(5) |  HGGFYLGSIGGPAAVLAQGSIK 476 22 48.9 bffﬁfgfﬁﬁéﬁiz 2180.10 78.937 6146 727.37 10.41
|P40720|:)Z':’;¢551ACL|;; 'r“marate 23 Oxidation+M(9) | QAFHDASFMLRPAHQQQVADILR 52 23 13.49 pH1y13 2695.35 89.206 28439 B 899.17 0.54
|P40720|:)z':’;¢55?£; 'r“marate 24 Oxidation+M(1) MSNKPFFYQDPFPLK 0 15 38.8% b6b7b8y9 asn 69.786 3313 | 4  937.96 -1.24
IPOALV6IKPRS_SALTY Ribose-phohafe | %a;?;anr:i?c?on;qeérg;%(ls%NVSQVMH”GDVAGRDCVLVDD 198 33 25.34| b2b4b5b20b24y2y8y3B  3559.48 104.948 35763 | 490.68 5.21
pyrophohokinase ) MIDTGGTLCK
|P0A1V6|Kﬁ;%:cﬁi)miizose'phc’ha]e 2 LYTSLGDAAVGR 22 12 30.21 y5y6y10y12 1222.64 52,224 21941 | 2611.82 -5.59
'POAlVGlKﬁ;ﬁﬁ(ﬁ;ﬁ;:;g"se'phc’ha‘e 3 ITAVIPYFGYAR 84 12 23.01 baysy7 1370.74 80.399 18459 |2 @8 178
'POAlVGlKﬁ;%:cﬁ;%a'qsizose'phc’ha‘e 4 LFAGNATPELAQR 5 13 28.83 bly6y10y11y13 1387.74 53704 6w | 2| 694.37 2.29
'POAlVGlKﬁ;ia:cﬁi)%izose'phc’haie 5 |carbamidomethy+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 23 | b2bisylysy7y10y20 2259.17, 88.150 14005 |2 1130.09 9.94
'POAlVGlKﬁ;ﬁ;:g}i%:;zose'phc’haie 6 VFAYATHPIFSGNAANNLR 243 19 35.07| blyloeylotyioyllyld 0@3.03 64.837 12675 688.35 -7.81
'POAlVGlKﬁ;ia:cﬁ;%:;zose'phc’ha‘e 7 FSDGEVSVQINENVR 34 15 32.78 b10b11ydy12 1692.82 86.772 6501 | 2| 846.91 2.02
'POAlVGlKﬁ;ia:cﬁ;%:;zose'phc’ha‘e 8 AAEALK 231 6 13.9 b 602.34 31.032 17812| |1 602.34 -13.38
'POAlVGlKﬁ;ﬁ;:g}i%:;zose'phc’haie 9 ANVSQVMHIIGDVAGR 198 16 25.49 y5y7y10 1666.83 78.710 @16 | 3| 55628 21.09




IPOALV6IKPRS_SALTY Ribose-phohafe | Carbamidomethy#C(2), 1\ \ppmiDTGGTLCK 214 17 4 16.91 b4°b4b11y9 1911.89 76.448] 3392 | 2| 956.45 19.28
pyrophohokinase Carbamidomethyl+C(16)
IPOALV6IKPRS_SALTY Ribose-phohafe | LLNDTDMAIIDK 182 12 4 33.23 b4b6y3y9 1361.70 97.542 2457 |2 168 3.05
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe RVFAYATHPIFSGNAANNLR 242 20 3 23.02 b7yllyl2 2219.11 Im 17071 | 4| 55554 1177
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe , ITAVIPYEGYARQDR 84 15 5 26.87 yA°y4*yayBy10 1769.95 8273 16061 | 2| 88548 10.62
pyrophohokinase
[POALVEIKPRS_SALTY Ribose-phohate PDMKLFAGNATPELAQR 1 17 4 16.91 bOyT*y7y12 1858.94 83.453] 10096 | 2| 929.98 -0.53
pyrophohokinase
. Carbamidomethyl+C(1
[POALV6|KPRS_SALTY Ribose-phohate _ ; }NVSQVMHIIGDVAGRDCVLVDD i )
Dyraphohokinase 15 ,Carbamldc;methyl+c(3 MIDTOGTLOK 198 33 4 23.65 y3y5y9y12 3559.68 89.669 328 4 890.4s8 5.2
IPOALVEIKPRS_SALTY Ribose-phohafe ) ¢ AIAKLLNDTDMAIIDK 178 16 3 26.16 b3b4b11 1744.93 74.584 27 | 2| 87297 -10.56
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe Oxidation+M(7) ANVSQVMHIIGDVAGR 198 16 3 25.49 b5b10b14 1682.84 62.271 2096 561.62 -12.91
pyrophohokinase
[POALVEIKPRS_SALTY Ribose-phohale CarbamidomethyC(1{GDIFIQSTCAPTNDNLMELVWM [ " . 1753 L EDOhODLL 236472 102.774 108l |3 1102ba W
pyrophohokinase ;Oxidation+M() VDALRR
|P53636|SODC1_SALTY Superoxide . o A )
Hismutass [Cu-zn] 1 1 | carbamidomethyl+C(3 FACGVIEK 169 8 9 5524k b2yly2°yZ5@6y7y8 923.45 40.576 126439 | 462.23 13.48
IP53636|SODCL_SALTY Superoxide| EVPALMAGGHLDPEK 84 15 9 30.4 | b2blly2y3ygey8yoey13yls  BSB7 57.028 40140 | 3 521.93 10.77
dismutase [Cu-Zn] 1
. MNDALSSGTGENIGEITVSETPYG
IPS3636|SODCL_SALTY Superoxide| 5 | o o idomethyl+ C(49)LFTPHLNGLTPGIHGFHVHTNPY 27 54 5 11.55 b5°b5b16y5y10 5733.6 91.937 3214 6 95645 476
dismutase [Cu-Zn] 1
CMPGMK
. b4*b4b5*b5b7b8*b8bob1p
IPS3636|SODCL_SALTY Superoxide| GGDNYSDKPAPLGGGGAR 151 18 21 197.8¢b10*b10y3ydySy6y7y8ydy 1688.77 32.952 124321 B 563.59 -18.29
dismutase [Cu-Zn] 1
10y11y12
. b3b6b8b10°h10b11b13°1
IPS3636|SODCL_SALTY Superoxide| o HLGPYNDKGHLGDLPGLVVNAD | 4, 33 19 138.033b17b18b10b22b23y3y4Y5 3441.77 80.555 186596 h  861.20 5.75
dismutase [Cu-Zn] 1 GTATYPLLAPR
y6y8y12
IPS3636|SODCL_SALTY Superoxide| ¢ EVPALMAGGHLDPEKTGK 84 18 6 42.31 b3b10y8y12y13y16 189 52.352 23387 | 34 617.31 11.09
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxide| 7 DGKEVPALMAGGHLDPEK 81 18 4 22.62 b7b13ydy11 1863.9 6746 | 18868 | 2| 932.46 5.37
dismutase [Cu-Zn] 1
IP53636ISODCL_SALTY Superoxide| g PALMAGGHLDPEK 86 13 1 7.3 b3 1335.68 57.048 8543 |2 668.34 52.6
dismutase [Cu-Zn] 1
IPS3636|SODCL_SALTY Superoxide| ¢ EVPALMAGGHLDPEK 84 15 1 7.3 y13 1545.75 57.023 8355 |3  s515.9p -9.87
dismutase [Cu-Zn] 1
'POAZD”UCPA—US&?;TY Oxidoreductase ;| o) o midomethyl+C(5 VNAICPGYVR 179 10 6 56 y2y5y6y8yoyl 1148.59 44.768 9257 | P 574.80 4.14
'POAZD”UCPA—US&?;TY Oxidoreductase LGNFLDMSEEDRDFHIDINIK 94 21 5 255 b8°b8h9b13y9 252121 011373 7607 | 4 63106 3.29
'POAZD“UCPA—US&?;TY Oxidoreductase 4 DFHIDINIK 106 9 4 46.59 b5b6b8y4 1114.59 75.122 1867 2  s67.d 350
'POAZD“UCPA—US&?;TY Oxidoreductase DFASVQAAVAR 64 11 3 25.06 b6b8y3 1134.57, 107.333 1724 |1 1a84| -15.06
'POAZD“UCPA—US&?;TY Oxidoreductase ¢ | o midomethyi+C(5 VNAICPGYVRTPMAESIAR 179 19 6 44.08  b9b10bldySy7y8 2105.05 75.898 6362| |3  702.3p -8.35
'POAZD“UCPA—US&?;TY Oxidoreductase | -0 o midomethy+C(1])  SLAVEYAQSGIRVNAICPGYVR 167 22 3| 285 b15y6y7 2423.23 97.642 5041 |3 808.4 -8.16
'POAZD”UCPA—US&?;TY Oxidoreductase 7 ADVRDFASVQAAVAR 60 15 4 26.87 b5b9b10°h10 1575.83 86.906d o968 | 2| 788.42 1.47
'POAZD“UCPA—US&?;TY Oxidoreductase ¢ LADELGGRGHR 44 11 4 25.06 b6b8°b8y9 1180.6 70.626 4618 | 2 .@00 -0.41
'POAZD“UCPA—US&?;TY Oxidoreductase o LGNFLDMSEEDRDFHIDINIK 94 21 4 21.01 b3*b3b6b20 2521.14 BB 1570 | 3| 84107 7.75




|P63601JAROK_SALTY Shikimate kinasg 1 VVANQIIHMLESN 160 13 6 35.09 b11y2ySy8y10y13 1467.7 83.984 18195 | 2 7348 -0.75
|P63601JAROK_SALTY Shikimate kinasg 1 QGIVLATGGGSVK 73 13 6 46.85 b3y5y7y8y10y13 1186.6¢ 46.984 787 2 593.84 472
|P63601JAROK_SALTY Shikimate kinasg 1 NPLYEEIADVTIR 140 13 3 21.35 b9b11y9 1532.800 74.632 3959 |2 6.96 111
|P63601JAROK_SALTY Shikimate kinasg 1 NIFLVGPMGAGK 5 12 3 23.01 b10y8y10 1203.65 74.918 990 |2  se2. 5.07
|P63601JAROK_SALTY Shikimate kinasg 1 TGADVGWVFDVEBGFR 42 18 3 16.15 b14y6y10 1955.9 72.247 2196 | 2 97846 017.4
|P63601JAROK_SALTY Shikimate kinasg 1 TGADVGWVFDVEBGFRNR 42 20 3 21.68 b3bsb13 2226.08 106.82p 2045 | 3 742p8 46 7.
|P63601JAROK_SALTY Shikimate kinasg 1 Oxidation+M(8 | QLAQQLNMEFYDSDQEIEKR 22 20 4 14.89 b9°boy7y10 2501.1 UEB 4701 | 3| 834.40 3.81
|P63601JAROK_SALTY Shikimate kinasg 1 ATGGGSVK 78 8 2 7.51 b3°b3 676.36 46.999 6808 |1  676.3p 1.99
[P58627]YCEF_SALTY Maf-like proteir ASGNIVTFYTGLALYNSASGHLQT b3b5b8°h8*b8b10°b10y1 ]
JooF CVEPEDVHER 94 34 12 35.67 6y11y13y16 3740.78 95.733 13856| 4  935.95 13.97
'P58627|YCEF—§QLFT Y Mat-like protein Carbamidomethy+C(7) LTIPFECAAPDVDETPMPGEAP 19 23 483 b1boy6y21 2513.17 73.312 13384 |4  620.06 -1.07]
'P58627|YCEF—§QLFT Y Mat-like protein Carbamidomethyl+C(8 EHPLHCAGSFK 141 11 28.47 b3bdy7 8219 27.478 1505 | 3 428.20 -8.57
'P58627|YCEF—§QLFT Y Mat-like protein QLVLR 42 5 2 27.05 b3b4 628.41 70.604 11154 |1 628.4L 110
'P58627|YCEF—§QLFT Y Mat-like protein AQSLAAR 52 7 7 38.33|  b3°b3b4ahathdy6ry6 716.39 36.363 1084p 1| 716.39 -16.87
'P58627|YCEF—§QLFT Y Mat-like protein QQLAK 89 5 1 13.53 b4 587.34 51.634 5304| |1 587.34 -14.58
'P58627|YCEF—§QLFT Y Mat-like protein Carbamidomethy+C(14) ~ DPNTLIGLPLIALCQMLRR 167 19 321  b5°bSbeb7*b7y8 2194.20 105.114 2306| |4  549.3] -9.68
'P58627|YCEF—§QLFT ¥ Maf-lie protein PMPGEAPR 34 8 0 6.79 854.41 73.348 15010 |1 8544 6.2
IQ8ZLT3[PNP_SALTY Polyribonucieotide ALTEETGTTIEIEDDGTVK 577 19 6 21.55 b7b14yly3y7y19 2022.0| 69.757 15312 | 4 101151 14.37
nucleotidyltransferase

IQ8ZLT3[PNP_SALTY Polyribonucieotide VTDYLQMGQEVPVK 661 14 4 25.4 b10b11yly3 1606.82 63.880) azs | 2| 803.92 5.09
nucleotidyltransferase

IQ8ZLT3[PNP_SALTY Polyribonucleotide SETIEQLIAEDETLDANELGEILHAI| - ; 1551 b2b4b7°D7y3y5y28 a123.56 195 740 b | 3 sead 140
nucleotidyltransferase EK

IQ8ZLT3[PNP_SALTY Polyribonucleotide QATAAVMVSMDDTAVFVTWWGQ - 04 . 1238 b3b3*hab10 920620 o7 215 sood |2 12a8ks 09
nucleotidyltransferase KK

IQ8ZLT3|PNP_SALTY Polyribonucieotide TDSFLFHYNFPPYSVGETGMVGSP o) 25 6 22.33|  bl1°b11b12*h12yly7 2777.3p 136.546 479 | 2 9188 9.49
nucleotidyltransferase K

IQ8ZLT3|PNP_SALTY Polyribonucieotie Carbamidomethyic(1g) Y S5 | ESNGSSSMASVCGASLAL - g 32 4 11.33 blb4blly3 3167.53 87.700 417 3 1056}51 1.7
nucleotidyltransferase MDAGVPIK

IQ8ZLT3[PNP_SALTY Polyribonucieotide VGYINDQYVLNPTQDELK 153 18 4 16.15 b6b11y2y7 2109.05 70631 | 2179 | 2| 1055.03 -1.39
nucleotidyltransferase

IQ8ZLT3|PNP_SALTY Polyribonucieotide IAATDGEK 596 8 3 33.93 b5y4y5 804.43 37.843 13381 |2 402.7b 620.
nucleotidyltransferase

IQ8ZLT3|PNP_SALTY Polyribonucieotide IEEITAEIEVGR 611 12 4 23.01 b4b10y11°y11 1358.7 68.233 46| 2| 670.88 21.65
nucleotidyltransferase




IQ8ZLT3|PNP_SALTY Polyribonucleotide FQYGQHTVTLETGMMAR 8 17 5 27.05 b7*b7b10b16y10 1969.96 .5 6288 | 2| 985.49 18.90
nucleotidyltransferase
IQ8ZLT3|PNP_SALTY Polyribonucleotide GVLAVMPDMDK 409 11 3 36.82 yay8y10 1175.56 61.499 4036 |2 =m. -19.00
nucleotidyltransferase
IQ8ZLT3|PNP_SALTY Polyribonucleotide AKPGQDFFPLTVNYQER 49 17 5 28.3 b11*b11y3y4y10 2010.00 .68 3132 | 4| 503.25 6.38
nucleotidyltransferase
IQ8ZLT3IPNP_SALTY Polyribonucleotide ;5 GDISEFAPR 545 9 6 46.59 b3b4°b4b7°b7y5 991.4 97.13 301t | 19148 21.30
nucleotidyltransferase
IQ8ZLT3|PNP_SALTY Polyribonucleotide , , YAQVDVIK 266 8 4 49.22 b4bSy6y7 935.51 55.793 3060| |2 4682 669
nucleotidyltransferase
IQ8ZLT3[PNP_SALTY Polyribonucleotide QATAAVMVSMDDTAVFVTWWGQ - »3 . 4768 bAbSbED13 »368.24 75 810 - ) 1184k 164
nucleotidyltransferase K
IQ8ZLT3|PNP_SALTY Polyribonucleotide 5 WDWQPEAVNDALNAR 230 15 6 4438  bSbEYL0Y12y13+y13 1782.8|  72.313 2227 | 2 892.94 18.81
nucleotidyltransferase
IQ8ZLT3IPNP_SALTY Polyribonucleotide EGDNYVVLSDILGDEDHLGDMDF | 04 5 1811 bay6y13 2606, 04452 A |2 1348bo 108
nucleotidyltransferase K
IQ8ZLT3|PNP_SALTY Polyribonucleotide 4 IEGITKEIMQVALNQAK 510 17 7 35.22 | bSbllydy5ty5y9+ya 18985 103.651 19138 | 2 94353 4.98
nucleotidyltransferase
IQ8ZLT3IPNP_SALTY Polyribonucleotide ¢ THGSALFTRGETQALVTATLGTA| . 04 5 1811 b3boy14 o450.31 7785 R D 5o
nucleotidyltransferase R
IQ8ZLT3|PNP_SALTY Polyribonucleotide ) GGSVIRALTEETGTTIEEEDDGTVK 571 25 3 12.79 b21y7y10 2593, 85.114 8579 | 4  1206.17 7.82
nucleotidyltransferase
IQ8ZLT3|PNP_SALTY Polyribonucleotide GVLAVMPDMDKFPYTVR 409 17 5 23.83 b3boy6y11°y11 193897  2.813 4023 | 3| 646.99 -6.42
nucleotidyltransferase
IQ8ZLT3IPNP_SALTY Polyribonucleotide . EGDNYVVLSDILGDEDHLGDMDF | - ” 5 2992 b5y12y13 166,50 04481 wod |4 7924 110
nucleotidyltransferase KVAGSR
IQ8ZLT3|PNP_SALTY Polyribonucleotide Phosphoryl STY(9) ALTEETGTTIEIEDDGTVK 577 19 23.2 \859 2101.96 75.219 6078 | B 701.32 11.85
nucleotidyltransferase
IQ8ZLT3|PNP_SALTY Polyribonucleotide Oxidation+m(10) | QATAAVMVSMDDTAVEVIVWGQ 25 23 4 13.48 b7*b7b10y14 2384.16 98.191 4304 |3 79539 -10.9
nucleotidyltransferase K
IQ8ZLT3|PNP_SALTY Polyribonucleotide o Oxidation+m(7) | ATAAVMVSMDDTAVEVTVVGQ 25 24 6 19.42 b5*b5b8°h8*h8b15 2512.21 101.93 227 3 83809 -5.05
nucleotidyltransferase KK
|P14845|CARA_SALTY Carbamoyl- . b2b3b4°babeb25yLy4y7ys )
Shohato synihase smal chain 1 |carbamidomethy+C(12) FLETDIPLFGICLGHQLLALASGA 257 52 16 87.38 | T oyaoyoryoayes | 268444 127.531 52225 B 895.49 1.18
IP14845|CARA_SALTY Carbamoyl- 2 AFPGLNGMDLAKEVTTAETYR 148 21 7 28.17| bl0°bl0bllyd’ydymy | 2284.16 80.518 40603| B 762.06 12.08
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- TDKPAFSFQGHPEASPGPHDAAP) i A ]
Shohato synihase smal chain 3 FOHFIELIEQYR 342 36 9 65.99| b4b5bobl0yly3ydySyde  4064.92 105.9 255p1 | B13.79 9.67
[P14845|CARA_SALTY Carbamoyl- 4 DLPLIASNFR 83 10 4 29.46 b3y5y6y10 1145.67 75.827] 15006 | 2 .&W3 -8.31
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 5 SEDDLPFHVVAYDFGAK 185 17 7 10 b1b2b11°b11y1ydy17 1909.88 81.437 7080 | 3|  637.30 -6.90
phohate synthase small chain




IP14845|CARA_SALTY Carbamoyl- 6 |cabamidomethyi+c(1g)NTDCIFLSNGPGDPAPCDYAITA 4, 27 4 12.23 b2bdy11y13 2862.31 82.959 2586 | 2 1431069 8.8
phohate synthase small chain IQK
[P14845|CARA_SALTY Carbamoyl- 7 QIVTLTYPHIGNVGTNK 50 17 4 30.82 b3bdy8y10 1854.97 52,782 1988 | 3| 618.99 -19.94
phohate synthase small chain
IP14845|CARA_SALTY Carbamoyl- 8 SALLVLEDGTQFHGR 3 15 4 18.79 b3y5y10°y10 1642.8 66.802 om5 | 3| 548.28 16.42
phohate synthase small chain
[P14845|CARA_SALTY Carbamoyl- 9 SLFDGTLQGIHR 330 12 5 38.3 b11°b11ydy6y10 1343.6 64.44 4057 | 3| 44857 1753
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | EVTTAETYR 160 9 5 31.3 b5°b5b7°b7y4 1069.52 70.601] 526 |2 .BBS 6.85
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | NVVMITAQNHGFAVDEDSLPANL | 5, 24 3 22.41 b12b13y5 2611.24 101.208 3064 | 4 65357 -20.
phohate synthase small chain R
IP14845[CARA_SALTY Carbamoyl- | ., FGHHGGNHPVK 287 11 5 37.8 bdy5*y5y6y8 1186.57 80.490) 2314 1 186157 -16.25
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- |, 4 DGLPEAK 178 7 3 41.34 bey3y5 720.37 44.463 18800 |1 720.37 ae.9
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- |, MKFGHHGGNHPVK 285 13 3 21.35 b5y5y11 1445.7 57.721 4800p 3 | 482.58 4.05
phohate synthase small chain
IP14845ICARA_SALTY Carbamoyl- | AFPGLNGMDLAKEVTTAETYR 148 21 3 22.82 b7y6y7 2284.13 838 11701 | 2| 114257 0.75
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- |, o RHNIVAIADIDTR 103 13 3 21.35 b3b9y7 1493.82 98.610 4789 |3 48 0.00
phohate synthase small chain
IP14845CARA_SALTY Carbamoyl- | 7 DGLPEAKSEDDLPFHVVAYDFGA( 44 24 5 24.63 b6b10b13y6y17 2620.2 69.773 3200 | 4 65581 2112
phohate synthase small chain K
IP14845[CARA_SALTY Carbamoyl- | o AKAFPGLNGMDLAK 146 14 4 28.56 b10b12ydy7 1432.7¢ 50618 013 | 2| 716.89 13.21
phohate synthase small chain
IP14845[CARA_SALTY Carbamoyl- | g | ooy midomethyl+C(d)  GAQNGCIAGDSPDAKLALEK 125 21 5 2 b7b8b12b15y13 2128.086 97.536 1830 |2  1064.53 6.6
phohate synthase small chain
'Q82Q40|WRBCV—£:LTY Flavoprotein| GGTPYGATTIAGGDGSR 155 17 5 34.62 y5y6y8y12y17 1537.7 032. 31024 | 3| 513.25 5.95
. LGSVFSSTGTGGGQEQTITSTWT
IQ8ZQ40|WRBA_SALTY Flavoprotein| LAHHGMVIVPIGYAAQELFDVSQ 106 49 13 78.23 | POYLY2Y3Y4YSYBYTYBYIOY 5,4, 5q 116.100 20333| W 1284.4 5.71
wrbA VR 12*y12y49
'Q82Q40|WRBCV—£:LTY Flavoprotein| 5 TQNAPVATPQEI_\EADYDA"FGTPT 54 25 7 34.73|  b3blibldyayey7y25 2689.3 89.921 17413 | 3 8o7h  1.82
'Q82Q40|WRBCV;§:LTY Flavoprotein| FGNMSGQMR 79 9 4 46.86 y3y5y7y9 1027.44 37.767 11861l | 2 51422 535
'Q82Q40|WRBCV—£:LTY Flavoprotein| o YQGEYVAGLAVK 183 12 4 35.29 b4b7b8y10 1297.67 55.319 4649 | 2 649.34 -0.88
'Q82Q40|WRBCV—£:LTY Flavoprotein| ¢ TFLDQTGGLWASGSLYGK 88 18 5 45.52 b4bBb7bob14 1900.9 @8.1 | 3377 | 2| 950.98 3.72
'Q82Q40|WRBCV—£:LTY Flavoprotein| 7 'LVLYYSMYGH'iTMAHAVAEGA 3 24 4 24.14 b11y8yoy17 2667.35 89.143 2040 |3  889.79 7.09
IQ8ZQ40IWRBA_SALTY Flavoprotein| MAKILVLYYSMYGHIETMAHAVA o . 5 1203 b13y5y14 2097 50 45408 oA |3 oood 02
wrbA EGAK
'Q82Q40|WRBCV—£:LTY Flavoprotein| ¢ LGSVFSSTGTG&GQEQT'TSTWT 106 26 1 13.69 y15 2587.25 116.095 3544 |3 863.00 1.3
'Q82Q40|WRBCV—£:LTY Flavoprotein| TQNAPVATPQELADYDAI 54 18 1 8.06 v9 1916.92 89.964 3467 |3 omm -4.20
'Q7CPBZ|YJBJ—Syﬁ]LJTY UPFO337 pmtET” 1 LTDDDMTVIEGKR 24 13 3 26.12 b3bdy11 1492.72) 76.061 1531 2 4636 -9.40
'Q7CPBZ|YJBJ—Syﬁ]LJTY UPF0337 proﬁ'” 2 DQAEKEVVDWETR 52 13 3 28.83 y3y4y8 1604.77 73.631 8337 |2 .802 10.12
'Q7CPBZ|YJBJ—Syﬁ]LJTY UPF0337 proﬁ'” 3 YGYQKDQAEK 47 10 6 42.19 b1b3b6y5y6y10 1229.54 30.679 5621 | 2615.30 8.64
'Q7CPBZ|YJBJ—Syﬁ]LJTY UPF0337 proﬁ'” 4 MNKDEAGGNWK 1 11 3 32.05 y5y7y8 1249.55 25.885 2038 |3  417.1p  -8.60
'Q7CPBZ|YJBJ—Syﬁ]LJTY UPFO337 proﬁ'” 5 DQAEKEVVDWETR 52 13 3 26.12 bsboys 1604.77 51.278 6779 |2 .892 6.31




IQ8ZRM2|GLO2_SALTY 1 TEDIDLINEINKETILQQPEAR 218 22 6 21.64|  bab9°b9bll*b1ly10| 2582.29 69.747 8783 861.44 -14.37
Hydroxyacylglutathione hydrolase
IQ8ZRM2|GLO2_SALTY 2 TEDIDLINEINK 218 12 6 26.99 |  b9°h9*b9b10*b10y8 1416.74 6105 5289 | 2| 708.87 12.06
Hydroxyacylglutathione hydrolase
|08ZRM2[GLOZ_SALTY ] )
Hydrowyacylgiutaihione hydrolase 3 LFEGTPSQMYQSLMK 136 15 3 21.28 y1l*y11y12 1759.8 96.119 623 | 2| 880.42 5.34
IQ8ZRM2|GLO2_SALTY 4 WMPEAIFLTHHHHDHVGGVK 43 20 4 14.89 b1b9y11y13 2348.14 g51 3529 | 3| 783.38 457
Hydroxyacylglutathione hydrolase
IQ8ZRM2|GLO2_SALTY 5 MNLNSIPAFQDNYMWVLTNDEGR 0 23 3 13.48 b6y3y5 2710.25 92977 | 1803 | 4| 678.32 -14.86
Hydroxyacylglutathione hydrolase
IQ8ZRM2|GLO2_SALTY 6 NLNSIPAFQDNYIWVLTNDEGR 1 22 6 37.77 b3b4b21y4y7y10 2539. | 116.100 5387 | 4  1200.15 17.32
Hydroxyacylglutathione hydrolase
|08ZRM2[GLOZ_SALTY ELLQHFPQMTVYGPAETQDKGAT] )i i
Hydrowyacylgiutaihione hydrolase 7 S VEDODTIR 63 33 4 16.05 b10y6y10y27 3624.83 97.122 12508 | 3 1208j95 514
IQ8ZRM2|GLO2_SALTY 8 AIAEHKWMPEAIFLTHHHHDHVG 37 26 3 12.49 b7b18y10 2997.49 88.783 11126 | 3 999.84 4.4
Hydroxyacylglutathione hydrolase GVK
|Q8ZRM2[GLOZ_SALTY - - ) )
Hydrowyacylgiutaihione hydrolase 9 Oxidation+M(1) | MNLNSIPAFQDNYIWVLTNDEGR 0 23 8 30.52|  bogy3y7ry7yoyoyll | 2726.27 98.140 3698| |4  682.32 6.81
IPOA2RAIRPOC_SALTY DNA-directed | o o idomethyi+C(d)  NTLLHEQWCDLLEANSVDAVK 860 21 6 am blylydy7y13+y13 2455.19 88.211 1949 |3 810.07 -0.89
RNA polymerase subunit beta
[POA2R4|RPOC_SALTY DNA-directed )
RNA polymarase subunit beta: 2 IALASPDMIR 21 10 5 69.52 y5y6y7y8y9 1086.59 60.836 1105 2 389 8.54
IPOAZRAIRPOC_SALTY DNA-directed YIVNEVQDVYR 1231 11 5 37.8 b5°b5y4y5y8 1397.71] 59.662 707d | 2 699.36 0.09
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed AAAESSIQVK 943 10 6 20.46 b2b3b4y2y6y10 1003.5 38.774 581l 2 | 502.28 10.52
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed ¢ MLQEAVDALLDNGRR 297 15 5 18.79 b2b3b12y5%y5 1700.84 76802 | 5416 | 3| 567.62 -14.07
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed HEISEAEAEVAEIQEQFQSGLVTAl 4 28 6 25.84|  b3b6b10bldyl2+y12 3070.5p 106.528 3567 | 3 .1e24  7.71
RNA polymerase subunit beta GER
[POA2R4|RPOC_SALTY DNA-directed . ALMMSTNNILSPANGEPIIVPSQD | )
RNA polymarase subunit beta: 7 |carbamidomethy+CEH) 1 o vy MTROGYNAK 481 40 3 38.6 b4b5b6 4395.17 107.713 3541 |5  879.44 4.0
IPOA2RAIRPOC_SALTY DNA-directed ¢ LVITPVDGSDPYEEMIPK 1174 18 3 16.15 b3b14y13 2003.0p 7208| 3203 | 3| 66834 -1.10
RNA polymerase subunit beta
IPOA2RAIRPOC_SALTY DNA-directed o ASLATESFISAASFQETTR 1311 19 7 3279  b4°habl13bl4y8°y8y]3 2017.00 81.952 2855 | 4  505.01 8.29
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed LIPAGTGYAYHQDR 1355 14 3 28.54 y3y8y10 1561.7¢ 42.201] 201| 2| 781.39 3.20
RNA polymerase subunit beta
IPOA2RAIRPOC_SALTY DNA-drected SGASVGIDDMVIPEK 634 15 3 24.81 b4bsy9 1517.7 46.531 204 2| 759.39 19.14
RNA polymerase subunit beta
_di O] *y Oy %1
IPOAZR4IRPOC_SALTY DNA-directed GLMAKPDGSIIETPITANFR 744 20 10 40.33|P4P7DTOBYAYAYIOYIOY 515, 15 95.676 38288| B 711.04 -0.69
RNA polymerase subunit beta 10y17
[POA2R4|RPOC_SALTY DNA-directed AAGEQPATPQVTAEDASASLAELL |
RNA polymarase subunit beta: 13 NAGLGGSDNE 1373 34 6 22.78 b6b12b15yoy11y21 3254.50 82.81 17060 | 3 .AB8§  17.25




IPOAZR4IRPOC_SALTY DNA-directed | LVITSR 972 6 13.9 y5 688.43 53.553 13714 |2 34472 -9.31
RNA polymerase subunit beta

[POA2R4|RPOC_SALTY DNA-directed . )
RNA polymarase subunit beta: 15 EGLNVLQYFISTHGAR 764 16 40.78 y3ydy5°y5y9 1804.9 o1 | 13175 | 3| 60231 16.23

IPOAZRAIRPOC_SALTY DNA-directed o VTAEDVLKPGTADILVPR 842 18 41.86 b6y3ydySy9 1894.03 964 12045 | 3| 632.02 -15.60
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed FATSDLNDLYR 259 11 28.07 b9b10y9 1314.61 69.257 11416 |3 .38 -16.44
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed o GDVISDGPEAPHDILR 1206 16 17.79 b6°b6y6YL3 1690.81 829 | 7128 | 2| 84501 -16.24
RNA polymerase subunit beta

IPOAZR4IRPOC_SALTY DNA-directed ) o DLAR 901 4 13.15 b3 474.26 29.836 6302 |1 4742 -4.95
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed MGHIELASPTAHIWFLK 101 17 28.3 b5b6b10y8 1951.0 50208 5635 | 2| 976.03 17.02
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed TFHIGGAASR 933 10 69.52 b3b4°b4b5°h5h6h9 1016.43 35.000 2875 | 2| 50877 3.30
RNA polymerase subunit beta

IPOA2R4IRPOC_SALTY DNA-drrected QTDELTGLSSLVVLDSAER 1048 19 26.72 b6°b6b7b14°bl4y6| 3206 86.636 4953 | 2 1017.03 7.87
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed | oo nidomethyiC(4 GVICEK 81 6 139 b3 705.35 40579 2814 | 1| 70535 -7.87
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed) | VIDIWAAANDR 681 11 25.06 b3y5°y5y7 1243.62 47.458 4207 |2 26m -19.14
RNA polymerase subunit beta

[POA2R4|RPOC_SALTY DNA-directed ALMMSTNNILSPANGEPIIVPSQD ] )
RNA polymarase subunit beta: 25 VWLGLYYMTR 481 34 18.14 b4b13y3y7y12 3707.8 115.21 3557 | 3 123663 623

IPOAZR4IRPOC_SALTY DNA-directed ¢ AMMDNLQTETVINR 695 14 19.96 b3b13y5 1635.77] 46.872 3419 3| 545.93 -7.76
RNA polymerase subunit beta

IPOAZR4IRPOC_SALTY DNA-directed ,; EEAVVWDILDEVIR 403 14 25.4 b4°b4bsy3 1685.86 39.210 289| 3| 56262 -11.51
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed g ATIESAGSSDFLEGEQVEYSR 1263 21 28.1 bOb14y3y4°ya 2025| 72.341 2853 | 4  569.52 2.04
RNA polymerase subunit beta

IPOAZR4IRPOC_SALTY DNA-directed o QLNVFEGER 1194 9 31.3 b3b6y4 1091.53 27.425 271 2 54637 7.561
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed 5, AIVQLEDGVQISSGDTLAR 1104 19 15.48 b3b7y8 1972.0 7827| 2542 | 3| e58.01 -4.58
RNA polymerase subunit beta

IPOAZR4IRPOC_SALTY DNA-directed ;) VLTEAAVAGK 1330 10 62.53 bdy3y4y8°y8y9 958.54 35.516 2444 2|  479.77 -15.60
RNA polymerase subunit beta

IPOAZRAIRPOC_SALTY DNA-directed ) | o2 midomethyic(d CGVEVTQTK 87 9 31.3 b3b4y6 10015  25.461 2020 | 4  511.25 -0.18
RNA polymerase subunit beta




IPOAZRAIRPOC_SALTY DNA-directed ., YNKVIDIWAAANDR 678 14 25.4 b12y7y8 1648.82 59.648 23292| 2| 824.01 -14.66
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed AQTKTEEFDAIK 9 12 23.01 b8b11y10 1380.71 76.548 7804 |2  ee0. 4.60
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed DLARGHIINK 901 10 37.7 yey7y8 1136.64 60.015 4739| |2 56882 13.64
RNA polymerase subunit beta
IPOAZR4[RPOC_SALTY DNA-directed 55 KGLADTALK 780 9 31.3 b5b6y6 916.54 33.112 a4102| |2 458.79 3.7
RNA polymerase subunit beta
[POA2R4|RPOC_SALTY DNA-directed VPYGAVMAKGDGEQVAGGETVA .
RNA polymarase subunit beta: 37 NWOPHTMPVITEVSGRIR 996 40 21.75 b4b6b13b15*h15 4186.06 114.09B 376 | 4 104727 5.48
IPOAZRAIRPOC_SALTY DNA-directed QTDELTGLSSLVVLDSAERTTGG| 4444 24 13.11 b9°b9yo°yoy11 2477.2 110.88 o70L | 3 82644 488
RNA polymerase subunit beta K
[POA2R4|RPOC_SALTY DNA-directed GEAIGVIAAQSIGEPGTQLTMRTF ] I
RNA polymarase subunit beta: 39 S GAASR 911 32 14.06 b3b21y12y15 3196.6 113.22 2318 | 4 799.92 5.04
IPOAZRAIRPOC_SALTY DNA-directed AAAESSIQVKNK 243 12 61.83 b4b6b8*h8b11y5 1245.6 34968 8sa | 2| 62334 -3.33
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed Phosphoryl STY(L2) AIVQLEDGVQISSGDTLAR 1104 19 15.48 b12y7y1l 2052.02 83.317 4003| [3  684.6d 14.16
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed Phosphoryl STY(L1) MALELFKPFIYGK 371 13 30.6 b9b1¢4a°y10 1636.81 81.033 3425| b 818.91 261
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed Phosphoryl STY(7) GEGMVLTGPKEAER 521 14 3178 b5yR/7y 1553.71 30.257 2000 | B 51858 11.08
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed | Oxidation+M(10) SGASVGIDDMVIPEK 634 15 44.34 b3°b3i84b6y7y8 1533.73 76.518 4980| 1B 511.92 -8.04
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed - Oxidation+M(10) SGASVGIDDMVIPEKK 634 16 26.14 b3b4bld 1661.85 101.212 2026 | B 554.62 7.20
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed - PAGTGYAYHQDR 1357 12 7.38 b10 1335.62 42.202 5009 |2 66832 223
RNA polymerase subunit beta
IPOAZRAIRPOC_SALTY DNA-directed DPYEEMIPK 1183 9 4.9 1121.53 73.043 1671 |2 s61.21 10.01
RNA polymerase subunit beta
[O8ZQUA|DHSA_SALTY Succinate . TEAHVDPVKEPIPVIPTCHYMMG o o [ )
Sehydrogenase avoproten aubunt | 1 |Carbamidomethyl+C(1g) GIPTK 335 28 31.65| b5b6°b6y2y3°y3y5y13yP8  3135.56 73.20 303614 | 784.64 10.20
IQ8ZQUIIDHSA_SALTY Succinate 2 LGGNSLLDLVVFGR 399 14 19.96 b3ydyBy14 1459.83 103.38 62 | 2| 730.42 1.34
dehydrogenase flavoprotein subunit
[Q8ZQU3|DHSA_SALTY Succinate . 1 ]
Sehydrogenase avoproten aubunt | 3| CarbamidomethykC(9 ALQECMQHNFSVFR 461 14 28.94 yETyL4 1766.79 63.254 254471 B 589.64 8.84
[08ZQU3|DHSA_SALTY Succinate .
Sehydrogenase avoproten aubunt | 4 |Carbamidomethyl+C(1p) AALQISQSGQTCALLSK 21 17 43.07  y8@yllyl2yl? 1775.94 71.531 152871 |2 8884 1.99
IQ8ZQUIIDHSA_SALTY Succinate 5 NHTTIFSEWYALDLVK 155 16 36.01 b2b5b7b8b10 1936.9 9005 | 10712 | 2| 969.00 4.60
dehydrogenase flavoprotein subunit
IQ8ZQUSIDHSA_SALTY Succinate 6 DASESDVEGSLER 430 13 26.12 bay5y6 1393.6P 41.44 8085 | 2 7.3a9 10.16
dehydrogenase flavoprotein subunit
[Q8ZQU3|DHSA_SALTY Succinate . GVPVQDMEMWQFHPTGIAGAG ) ]
Sehydrogenase avoproten subunt | 7 |CarbamidometnykC(2 % VLVTEGCR 228 30 11.62 b7b28y15 3213.5 92.897] 395 5 64382 13.90




|08ZQU3|DHSA_SALTY Succinate AAGLHLQESIAEQGVLRDASESDV o o
Sehydrogenase avoproten subunt | 8 EGSLER 413 30 8 24.45| b3y2ys°yayoy12°y12y2p  3166.5p 93.10 3800 | 4 92.40 9.71
IQ8ZQUIIDHSA_SALTY Succinate 9 IYQSTTNAHINTGDGVGMALR 207 21 3 14.36 b8y5y9 2219.07, sop2 | 3510 | 2| 1110.04 -6.82
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate |, TGPEAILELEHMGLPFSR ) 18 7 63.99 b6y4y6y7y8y10y16 199%.| 93.550 52865 | 4  666.33 -15.16
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate |, GLEQLK 482 6 2 27.43 b3y3 687.40 43.671 0666| |1 687.4D -6.4d
dehydrogenase flavoprotein subunit
IQ8ZQUSIDHSA_SALTY Succinate |, LPVR 2 4 1 13.15 b3 484.32 76.529 0463| |1 484.32 -7.18
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate |, 5 NGEDPVAIR 451 9 3 31.3 b6b7y8 970.51 30.696 6003 |2  485.76 0.2
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate |, , TAAAADR 133 7 9 81.92 | b4°babSbe°bey3y3ydyk  675.34 111418 3835 | 1| 675.34 9.40
dehydrogenase flavoprotein subunit
IQ8ZQUSIDHSA_SALTY Succinate | ) EFDAVVIGAGGAGMR 6 15 4 18.79 bob12°h12y7 1449.7 61651 258 | 2| 72537 8.76
dehydrogenase flavoprotein subunit
IQ8ZQUIIDHSA_SALTY Succinate | ¢ | oo midomethy+C(d) VECLELDNLMETAYATAVSANFH 510 23 4 | 2251 b7y3y4ry4 2617.23 109.497 2712 |3 873.08 -0.56
dehydrogenase flavoprotein subunit
IQ8ZQUSIDHSA_SALTY Succinate |, HGER 267 4 1 13.15 b3 498.24 31.201 15200 |1 498.24 5.4
dehydrogenase flavoprotein subunit
IQ8ZQUSIDHSA_SALTY Succinate | g | o) o midomethylec(ip) T VPPVKEPIPVIPTCHYMMG | o0p 28 3 12 b8b21y3 3135.59) 98.616 3178 3 1045.87 0.74
dehydrogenase flavoprotein subunit GIPTK
|08ZQU3|DHSA_SALTY Succinate . [ DDTSSEFNTQRVECLELDNLME o I
Sehydrogenase avoproten subunt | 19 | CarbamidomethykC(1 5 T AYATAVSANER 498 35 9 56.54| bOb12b20y4*y4yS*y5y6y7  4010.8 109.994 6303 | 1337.63 8.03
|Q8ZQU3|DHSA_SALTY Succinate Carbamidomethyl+C(29AGVPVQDMEMWQFHPTGIAGAG . 4 )
Sehydrogenase avoproten subunt | 2° OxidatonsM(e) VLVTEGCR 228 30 4 11.62 b3bg°bsy11 3229.51 121.06 16991 | 4  808.13 0-3.7
IQ8ZQUSIDHSA_SALTY Succinate |, AEQGVLRDASESDVEGSLER 423 20 2 12.04 bob15 2147.41 93.06p 9044 | 3| 716.34 6.37
dehydrogenase flavoprotein subunit
IQ8ZQUSIDHSA_SALTY Succinate |, AGVPVQDMEMWQFHPTGIAGAG| g 24 0 9.43 2511.21 92.924 4374 |3 837.74 -2.53
dehydrogenase flavoprotein subunit VL
IPOA249|PT1_SALTY Phohoenolpyruvate- VLAEQALAQPTTDELMTLVNK 546 21 7 255 | bey9eyoylotyloy1dw | 2285.19 86.288 32086| B 762.40 -7.69
protein phohotransferase
[POA249|PTL_SALTY Phohoenolpyruvafe- ., TMDIGGDKELPYMNFPKEENPFL| . 06 ; . b2b3bayly2y11y26 s084.4b 89 62 aada | 4 711k 301
protein phohotransferase GWR
[POA249|PTL_SALTY Phohoenolpyruvale- HMTADAAAHEVIEGQATALEELD i A ! )
brotein phohotranclorase 3 DEYLK %6 28 8 35.66 | y2y7yl0°y10yl2yl5y17ye8  3070.4p 100.687 2167 3| 1024.14 4.69
IPOA249|PT1_SALTY Phohoenolpyruvate- MISGILASPGIAFGK 0 15 7 30.4 b2bdyly3ydy8yl5 1461.79 8606 | 17964 | 2| 731.40 -13.61
protein phohotransferase
IPOA249|PT1_SALTY Phohoenolpyruvate- ¢ TEFLFMDRDALPTEEEQFAAYK 296 22 11 41.13|P1'P1b2°02D5°ELIOLING o) 5 84.209 14282| B 884.42 2.49
protein phohotransferase y7y9
|POA249|PT1._SALTY Phohoenolpyruvate- 6 NGDYLILDAVNNQVYVNPTNDVI 213 27 10 51.18 b14y2y3y4°y4y5y10y11°yfL 3089.57 94.540 6156 1030.53 6.64
protein phohotransferase EQLR 1y27
IPOA249|PT1_SALTY Phohoenolpyruvate- VLGFITDAGGR 175 11 5 32.05 y5Y6°y6y9°y9 1105.62 50.432 3864 2 | 553.32 21.42
protein phohotransferase
IPOA249|PT1_SALTY Phohoenolpyruvate- o VDQEVER 35 7 8 68.39|  b5b6°hBy4y5YyE°y6*y6 874.43 29.912 3560 2 | 437.72 7.75
protein phohotransferase
IPOA249|PT1_SALTY Phohoenolpyruvate- g QVIDASHAEGK 486 11 4 36.82 b6°b6b8H10 1154.6 42.896 2000 | 3 85.34 21.46
protein phohotransferase




'POAMQL':;;—nSS']‘;L t'? Qr?;gf;‘s;pyr“"ale' 10 GNDMISHLYQPMSPSVLNLIK 465 21 3 14.36 b6bay12 2357.1 B 2230 | 3| 786.39 -18.13
'POAMQL':;;—nSS']‘;L t'? Qr?;gf;‘s;pyr“"me' 11 ELPYMNFPK 340 9 4 46.08 b3b6y5Sy7 1138.54 81.535| 2144 1 1wsp -21.12
'POAMQL':;;—nSS']‘;L t': Qr?;gf;‘s;pyr“"me' 12 AFDESIEIGVMVETPAAATIAR 418 22 6 52.12 b4b5b6b9°bob10 w217 117.032 1652 | 2 1146.09 6.71
IPOA249|PT1_SALTY Phohoenolpyruvate- , ; NTNFEDAKVLAEQALAQPTTDEL | - gag 29 4 118 b10y15y18*y18 3204.65 85.826 38488 |5 64174 1112
protein phohotransferase MTLVNK
'POAMQL':;;—nSS']‘;L t'? Qr?;gf;‘s;pyr“"me' 14 EIEIYKQELR 404 10 3 29.46 b3b4y8 1320.70 34.025 4044 |3 44091 -1035
'POAMQL':;;—nSS']‘;L t': Qr?;gf;‘s;pyr“"me' 15 Oxidation+M(5) ELPYMNFPKEENPFLGWR 340 18 3 16.15 bldy13 2283.12 81.597 50465| B 761.71 13.47
'POAMQL':;;—nSS']‘;L t': Qr?;gf;‘s;pyr“"me' 16 Oxidation+M(5) IMFPMIISVEEVR 387 13 3 28.83 b4b6b7 1590, | 42.496 7238 | 4 s27.27 -11.59
IPOA249IPTL_SALTY Phohoenolpyruvate- -, - Oxidation+m(g) | FAIFECHIMLLEDEELEQEIALIKD 69 27 5 36.61 b5b10b12b14b21 3184.68 105.514 2892 | 3 106421 2.61-
protein phohotransferase K
IPOA249|PT1_SALTY Phohoenolpyruvate- o Oxidation+m(13) | | MPIGGDKELPYMNFPKEENPFL] o) 26 3 23.16 b6b9b10 3100.43 109.591 257 2 1550[71 112
protein phohotransferase GWR
- -
[POALBTIATPE_SALTY ATP synthasd | IQVTGSEGELGIVPGHAPLLTAKP[ 2 " o470 | P27D203D4y2y5y1213y2F oo 61726 110670l b 75841 1448
epsilon chain GMIR y27y29
'POAlB”ATg;iant;; nATP synthase -, AMTYHLDVVSAEQQMFSGLVEK 1 22 9 37.77 | b2b3b8boy2y3ysyl®2| 2483.19 90.128 35437| B 828.40 177
'POAlB”ATg;iant;; nATP synthase 5 SSHGDVDYAQASAELAK 107 17 4 37.84 b7y6y7y8 1748.7¢ 44985 3330 | 3| 58360 9.28
IPOALB7IATPE_SALTY ATP synthasey MAMTYHLDVVSAEQQMFSGLVE 0 23 4 13.48 b3boy1y5 2614.25 110.877 2379 |3 87249 7.5
epsilon chain K
'POAlB”ATg;iant;; nATP synthase g AEEHIK 101 6 1 13.9 b5 726.37 68.683 1906 |1 7263 -5.88
'POAlB”ATg;iant;; nATP synthase ¢ AEEHIKSSHGDVDYAQASAELAK | 101 23 3 13.48 b6y7y1l 2456.18 887 20860 | 4| 614.80 4.17
IPOALB7IATPE_SALTY ATP synthasey Oxidation+m(16) | WAMTYHLDVVSAEQQMFSGLVE 0 23 3 13.48 b5b13y13 2630.22 117.015 676 |3  877.41 3.9
epsilon chain K
'POAlB”ATg;iant;; nATP synthase g Oxidation+M(2) | AMTYHLDVVSAEQQMFSGLVEK 1 22 3 13.9 b11byg2 2499.19 99.466 6446 | B  833.74 2.05
[POA269|PPX_SALTY Exopolyphohatage 1 LSDGALR 201 7 7 51.85 b3°b3bab6y5°y5y7 731.40 32.498 18373 | 1731.40 -9.68
[POA269|PPX_SALTY Exopolyphohatase 2 SPRPQEFAAVDLGENEVIAR 6 23 3 22,51 b10b11y6 2529.29 84.284 13326 |3 84377  .420
[POA269|PPX_SALTY Exopolyphohatage 3| carbamidomeesy GLSCLSLFAER 64 11 4 42.57 b3b4b5y10 1252.6p 59.93p 25463 | 418.21 -9.36
|POA269|PPX_SALTY Exopolyphohataje 4| Carbamidome@{lé LQGFSPSSVCIVGTHTLR 75 18 3 35.01 b10b11b12 1959.00  .8FB 1940 | 2| 980.00 -8.23
[POA269|PPX_SALTY Exopolyphohatase 5 LSDGALREGVLYEMEG 201 17 5 16.91 b5°b5b8y2y7 1894.9 91.356 1776 | 3 63231 6-6.0
[POA269|PPX_SALTY Exopolyphohatage 6 LSEEAMER 56 8 4 41.71 yAy5y6°y6 964.46 30.393 3925 |2 48273 0.0@
[POA269|PPX_SALTY Exopolyphohatase 7 LDDMPR 417 6 1 13.9 b3 746.34 45.097 13084 |1 746.3% -7.03
[POA269|PPX_SALTY Exopolyphohatase 8 VIPYPIEISGNEEAR 107 16 3 24.32 b6b7y6 1799.98 78.947 1192 |2  900.49 12.4




[POA269|PPX_SALTY Exopolyphohatage 9 VVDGAMQIGR 29 11 3 25.06 b10y3y10 1158.65 83.439 s100 |2  B20. 15.49
|POA269|PPX_SALTY Exopolyphohatage 10 LNIEEESSPEIAA 500 13 3 26.12 bey3y4 1401.6 60.416 2357 | 2 3w 4.62
[POA269|PPX_SALTY Exopolyphohatage 11 VLETTMQMYEQWQBBK 335 18 4 16.15 b4bOyo*y9 2239.07 74.822 1857 |4 56042 7.41
[POA269|PPX_SALTY Exopolyphohatage 12|  Carbamidomegil LTTDDSHWTLLL%FL';';DWFSQNAL 459 29 4 22.22 b5y3°y3y4 3501.71] 100.224 1804 |4 87618 7.88
[POA269|PPX_SALTY Exopolyphohatage 13 HRSFNALSLPGLREE 251 16 6 25.19|  b7°b7blay7yl2%y12 1812.94 84.344 12516 | 2 .9906 3.77
[POA269|PPX_SALTY Exopolyphohatage 14 LIFMGVEHTQPEKGR 123 15 5 49.43 yOy10y11y12*y12 1741.89 81.507 3454 |2 87145 9.60-
[POA269|PPX_SALTY Exopolyphohatage 15 LSDGALREGVLYEGE 291 17 6 23.83|  b8°b8bldyl2y14°y14 1894.94 136.616 2134 | 247.99 4.70
[POA269|PPX_SALTY Exopolyphohatage 16 SLANQYNIDREQAR 203 14 3 19.96 b13y3y10 1677.85 87.825 1959 |2 83943 9.31
|POA269|PPX_SALTY Exopolyphohatage 17 QAQNAADFLKR 93 11 4 32.05 b3*b3babg 1261.66 52.260 162 |2 831 -7.06
b16_H3PO4
[POA269|PPX_SALTY Exopolyphohatage 18 Phosphoryl STY(  LVIDIGGGSTELVIGENFEPR 139 21 4 22.49 b16y10y12y14 2295.14 93.733 1972 765.72 10.85
|POA269|PPX_SALTY Exopolyphohatage 19 Oxidation+M(6) VDGAMQIIGR 29 11 3 25.06 b5bays 1174.63 38.874 5856 |2 587.82  .318
IP20753|PPIA_SALTY Peptidyl-prolyl cig- NFVDYVNSGFYNNTTFHR 54 18 8 41.72| b2b3b6b10y10y12yl6yf18 192.98 74.237 59516 732.33 -8.01
trans isomerase A
" | R
[P20753|PPIA_SALTY Peptidyl-prolyl cig TADKDSATSQFFINVADNAFLDH | . o6 5 76,31 | P2030BDI0DLIOIYAYAYT oo o 65 671 ss730| b 71783 1447
trans isomerase A GOQR y9°y9y10y11y13y26
IP20753|PPIA_SALTY Pepiidyl-prolyl C'T VIPGFMIQGGGFNEQMQQK 72 19 6 34.21 b2ydy11y13y17y19 20d0.| 76.388 44609 | 4 1055.03 8.80
trans isomerase A
[P20753|PPIA_SALTY Peplidyl-prolyl cig- ISQVPTHDVGPYQNVPTKPWVILS[ | " s 166 J2y3yByL1y26 787 51 oL673 b |4 eor Py
trans isomerase A AK
[P20753|PPIA_SALTY Peptidyl-prolyl cig- TADKDSATSQFFINVADNAFLDH b2b13yly3yl0yl1cyll%y [
e Someracn A CORDFGYAVEGK 116 35 8 21.87 | 3852.84 106.587 4939 | & 77137 3.68
[P20753|PPIA_SALTY Peptidyl-prolyl cig- GMDVADKISQVPTHDVGPYQNV ]
e Someracn A B TREVVILSAK 154 33 9 58.69| b3b9blOydy5yeySylly22  3503.83 68.11]L 8o6f4 | 876.71 6.97
IP20753|PPIA_SALTY Peptidyl-prolyl cig- KPNPPIKNEADNGLR 91 15 3 26.87 y6yBy12 1662.81 30.031 308053 | 554.96 13.14
trans isomerase A




