MAB926 + Zn(l1) LC-MSrun 3: 6926 _Zn_ 220709 1a2 03

- Peptide Peptide Peptide - -
. Peptide . A . Peptide Precursor Retention . Precursor | MH+ Error
Protein name Rank Peptide Modification Peptide Sequence sequence | sequence | Matched Score By Matches MH+ (Da) | time (min) Intensity | z miz (ppm)
start L enath Products
b2b4b5b6b7b8b9b10b12p1
|POA2H9|DSBA_SALTY Thiol:disulfide 4b18y2y3*y3y4y5y6y7y8y ,
nterchange protein JSbA 1 AAADLQLQGVPAMFVNGK 158 18 28 247.05| o o oy iy Ly1on1a) 182997 80.521 219558 P 915.49 4.54
14y18
e b2*b2b3b4b6b7b9yly3yd
IPOAZHOIDSBA_SALTY Thiokdisuffide | YQINPQGMDTSSMDVFVQQYAD| 44 25 21 125.73| 5yBy7°y7y8*y8y9*yay12%y  2865.31 86.186 113273 B 955.78 1.62
interchange protein dsbA; TVK
12y25
IPOAZHOIDSBA_SALTY Thiokdisuffide | TQTVQSAADIR 116 11 14 55.96 | P2 'D2"02b3*DBOLLY2Y6YL" g o) 35.194 57732 2 595.31 -4.82
interchange protein dsbA; y7*y7y8y9y11l
IPOAZHOIDSBA_SALTY Thiokdisuffide | YHVEFLGPLGK 77 11 8 52.95 b2b3b4bSh10yly2y3 1259.67 70518 36297 | 2| 630.34 -6.88
interchange protein dsbA;
IPOAZHOIDSBA_SALTY Thiokdisuffide | ELTQAWAVAMALGVEDK 88 17 4 16.31 b5°b5b10y10 1831.90 4587 1869 | 3| 61131 13.39
interchange protein dsbA;
IPOAZHOIDSBA_SALTY Thiokdisuffide | ¢ SLVAQQEKAAADLQLQGVPAMF | 45 26 5 18.28 b14°b14y6y10y13 2713.4p 81.337 11995 | 3 905h4 -6.12
interchange protein dsbA; VNGK
IPOAZHOIDSBA_SALTY Thiokdisuffide | 7 VFVDAGVKGEDYDAAWNSFVWK | 128 22 4 13.43 b6b13°b13y11 2476, 71.370 9131 | 4  806.07 6.06
interchange protein dsbA;
IPOAZHOIDSBA_SALTY Thiokdisuffide | o Phosphoryl STY(3) ELTQAWAVAMALGVEDK 88 17 4 23.3 bldy1Bg°y14 1911.91 101.287 1643 B 637.97 13.86
interchange protein dsbA;
IPOAZHOIDSBA_SALTY Thiokdisuffide | o Oxidation+M(L0) ELTQAWAVAMALGVEDK 88 17 8 40.98 | b7*b7baBb11*b1ly8ys|  1847.90 136.258 27177 |2 9244 114
interchange protein dsbA;
IPOAZHOIDSBA_SALTY Thiokdisuffide | -, PAMFVNGK 168 8 2 20.9 b3b4 863.44 80.515 7059| |1 863.4h -8.77
interchange protein dsbA;
b3b4b5°h5b6b13*h13y3yd
'POAlDSl(C;:alp(;—rS:it_TY 10 kba 1 VGDIVIFNDGYGVK 60 14 19 202.1 | y5y6y7y8yoy10ylly12y13 1495.77 73.295 202249 P 748.39 -4.49
’ yla
b2b7°b7b8*b8b9b10b11%
[POALDS|CH10_SALTY 10 kDa 11y2y3ydy5y6*y6y7y8yd ! )
chaperonin: 2 ILDNGTVQPLDVK 47 13 26 195.47 | 100 o i 1y1ay1dy] 241178 57.325 189411 p  706.39 2.51
313
b2b3°b3bab5°b506°b6b1Lb
'POAlDSl(C;:alp(;—rS:it_TY 10 kba 3 SAGGIVLTGSAAGK 20 14 20 141.45|14y2y3y4y6y7y8°y8yoy12ly 1188.65 43.672 116246| P  594.83 -6.88
: 14
'POAlDSl(C;:alp(;—rS:it_TY 10 kba 4 GEIIAVGK 37 8 6 54.08 y2y3y4y5y6y8 786.46 41.597 23811 |2 38| -10.79
IPOALDSICH10_SALTY 10 kDa 5 SIRPLHDR 1 8 6 36.09 b1b3°b3b7y5y8 993.55 26.968 408 2 &7p 921
chaperonin;
'POAlDSl(C;:alp(;—rS:it_TY 10 kba 6 STRGEIIAVGK 34 11 5 55.5 b3b5b8y3y4 1130.69 37.928 5023 2 586 -6.80
'POAlDSl(C;:alp(;—rS:i‘#_TY 10 kba 7 SEKIDNEEVLIMSESDILAIVEA 74 23 5 19.45 b5°b5b10°b10b18 2529 136.252 2032 849.77 4.41
'POAlDSlg:alp(;—rS:i‘#_TY 10 kba 8 Phosphoryl STY(10) IDNEEVLIMSESDILAIVEA 77 20 3 14.37 b3y10 2283.04 98.400 o111 kb 57152 7.91
'POAlDSl(C::alp(;—rS:i‘#_TY 10 kba 9 SAGGIVLTGSAAGK 20 14 0 3.64 1170.64 43.617 1873 |2  585.8p  .292




b2°b2b3°h3b4°b4b5°b5b°
b6b7°b7b8°b8b9b10012°h1
[POALS2|HNS_SALTY DNA-binding 2b13b14°b14b18b21ylydy !
orotem H-NS: 1 EMLIADGIDPNELLNSMAAAK 62 21 47 34254 | ey Ty Ty Tyyoyte) 221611 96.512 436549 P 1108.54 9.36
12*y12y13°y13y14°y14y1p
y16y17°y17y18y21
'POAlszlH")\‘rcs)t;iAl:_TJSQNA'b'”d'”g 2 YSYVDENGETK 96 11 9 84.74 | b2y2y3ySy7yByoylOyll  1304.5f 72 64100 | 2| 65279 -0.19
'POAlszlH")\‘rcs)t;iAl:_TJSQNA'b'”d'”g 3 REEESAAAAEVEER 40 14 7 38.52 b6b7°b7b8y2y3y14 157543  87&. 41221 | 2|  788.37 4.88
'POAlszlH")\‘rcs)t;iAl:_TJSQNA'b'”d'”g 4 TPAVIKK 114 7 10 50.67 | bl°b1b2°b2b3y2y3ydy5y7  756.49 1242| 22788 | 2| 378.75 1412
'POAlszlH")\‘rcs)t;iAl:_TJSQNA'b'”d'”g 5 | carbamidomethyl+C(8 AQARECTLETLEEMLEK 15 17 7 27.3 B1b5*b5b6b11y10 2050.99 56.626 4481 |3 6843 4.64
'POAlszlH")\‘rcs)t;iAl:_TJSQNA'b'”d'”g 6 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 4 20.6 b7°byy7 1624.77 88.106 1582 | B 542.26 16.98
e b3°b3y4*y4y5y6y7y8*y8y.
'POAlSZng‘riéiAhTJSQNA binding 7 YSYVDENGETKTWTGQGR 9% 18 17 108.511°y11y12%y12y14*y14y17} 2090.93 46.733 147245 B 697.65 7.24
’ y17
'POAlSZlH")\‘rcs)t;iAh_T,\TS[_’NA'b'”d'”g 8 | carbamidomethy+C(2) ECTLETLEEMLEKLEVVVNER 19 21 3 223 b1dy3y4 2563.24 71.954 12713] |3 855.09 -8.29
IPOALSZ|HNS_SALTY DNA-binding 9 EMLIADGIDPNELLNSMAAAKSGT | ) 25 3 35.19 b7b8b9 2589.28 90.400 1001p |3  863.77 2.4
protein H-NS; K
'POAlSZlH")\‘rcs)t;iAh_T,\TS[_’NA'b'”d'”g 10 | carbamidomethyl+C(g) AQARECTLETLEEMLEK 15 17 4 26.14 baBb12y4 2050.95 63.158 2132 |2 1025.98 -12.91
'POAlszlH")\‘rcs)t;iAl:_TJSQNA'b'”d'”g 11 Oxidation+M(L7) EMLIADGIDPNELLNSMAAAK 62 21 9 44,84 |P3D5P8 bBb;O bLOYSYL0¥L 5535 06 104.270 1868 | B 744.69 -13.89
4 b2b3b4°bab7b8b9yLy2ydy
'POAlHSlEFTU—STAUL_TY Elongation facter AIDKPFLLPIEDVFSISGR 205 19 21 153.38 4y5y6°y6y7y8y0°yoyllylk 2117.14 104.358 364011 B 706.39 -9.57
) y19
IPOALHSIEFTU_SALTY Elongation factgr TTLTAAITTVLAK 25 13 16 140,17 |P?'02b4°04bSOEY2ySyAYS 55 27 84.312 284800 P 652.39 -6.83
Tu; y6y7y8y9y10y11
4 b2°b2b6°b6*b6b7bIb13H1
'POAlHSlEFTU—STAUL_TY Elongation facter ELLSQYDFPGDDTPIVR 155 17 26 188.846y1y2y3ydy5y6y8y9°yoylp 1964.97 76.619 220683 P 982.99 6.15
’ °y10y11y12°y12y13y14ylf7
b2b3b4b5b6b7b12°b12b14
IPOALHSIEFTU_SALTY Elongation factgr IELAGFLDSYIPEPER 188 17 31 251,41 YIY2Y3Y3YAYAYSYSYOVT 4965 03 101.590 200617 P 981.52 3.61
Tu; y8°y8y9°y9y10°y10y11ly1p
y13y14y15y17
'POAlHSlEFTU—STAUL_TY Elongation facter AGENVGVLLR 270 10 7 68.11 y2y3ydy5y6y7y10 1027.58 56.240, 1483 | 2| 514.29 11.29
4 b2b3°b3b9b10b12y3ydyTy
'POAlHSlEFTU—STAUL_TY Elongation facter GITINTSHVEYDTPTR 59 16 20 180.45/6y7°y7y8y9y10y12*y12y1B 1803.86 49.410 185236 B 601.96 -13.40
’ y14y16
'POAlHSlEFTU—STAUL_TY Elongation facter QVGVPYIIVFLNK 124 13 8 47.86 | b3ba*babl3ydyoyllylB  1488.8|  98.706 183214 4 745.44 -4.59
b1b2b3°h3b4b5°h5b8°b8h1
[POALHSIEFTU_SALTY Elongation factgr ¢ TTDVTGTIELPEGVEMVMPGDNI | ., 04 - 160,07|0D10D16DL7L7DIBDIByY o 66,406 B 673
Tu; K 3y5y6°y6*y6y7y8y9y10*y]
0y12y14°y14y15y20y24
'POAlHSlEFTU—STAUL_TY Elongation factr g ALEGDAEWEAK 177 11 11 81.94 b2b6b9y1y21y4y6y7y8y9yl 1218.56 46.108 118469 P 609.78 -3.51
'POAlHSlEFTU—STAUL_TY Blongation factor | -4 rpamidomethyl+C(d) STCTGVEMFR 253 10 6 51.88 yAy6778y10 1187.51 52.686 99774 | 594.24 -3.19




'POAlHSlEFTU—STAUL_TY Blongation facter 1, | oo rpamidomethyi+C(l) ~ CDMVDDEELLELVEMEVR 137 18 10 58.8| b2b3y2y3y5°y5y6y7y8yl8  2224.00) 105.670 3482 2 111251 999
'POAlHSlEFTU—STAUL_TY Elongation facter VGEEVEIGIK 238 11 9 50.52 | b2b4b7°b7b8b10b1ly2y1l  1171.47 44.920 19547 | 2| 58634 9.38
'POAlHSlEFTU—STAUL_TY Elongation facter 5 GQVLAKPGTIKPHTK 289 15 5 18.13 b5*b5y2y3y9 1574.93 20147 | 3663 | 3| 525.64 11.24
'POAlHSlEFTU—STAUL_TY Elongation facter MVVTLIHPIAMDDGLR 358 16 20 193.16 5?;;;8‘;%?/1!)0%%%51)226 1780.91 78.779 502083 B 594.31 17.62
' 13y15
'POAlHSlEFTU—STAUL_TY Elongation facter ¢ TVGAGVVAK 382 9 3 38.26 y3y7y8 801.47 28.367 118292 |2 40124  17.59
'POAlHSlEFTU—STAUL_TY Elongation facter o EHILLGR 117 7 3 37.45 b3y4y5 837.48 40.751 35597 |2 419.24 626.
'POAlHSlEFTU—STAUL_TY Elongation facter  ; LLDEGR 264 6 2 26.84 bays 702.37 28.183 7088 |1 702.3) -12.3
'POAlHSlEFTU—STAUL_TY Blongation factor ¢ | 4 amidomethyk+C(7) HYAHVDCPGHADYVK 75 15 3 18.13 bygs 1768.76 35.823 6310 | #  442.95 -12.15
|POA1H5|EFTU_SALiTY Elongation factgr NMITGAAQMDGAILVVAATDGP " o7 5 110 b10y7y13 720,38 92435 30l |3 o104 o ot
Tu; MPQTR
'POAlHSlEFTU—STAUL_TY Elongation facter TKPHVNVGTIGHVDHGK 8 17 4 16.31 b7y4y10°y10 1795.92 332 | 2603 | 4| 449.74 19.78
'POAlHSlEFTU—STAUL;TY Elongation facter GTVVTGRVER 224 10 3 26.9 boy3y8 1073.60 25.814 6009 2 53740 -853
'POAlHSlEFTU—STAUL_TY Blongation facter  », | ¢ 2 bamidomethyl+C(1 1?VGVPY"VE\';EEEBQVDDEELLE 124 31 6 62.25 b7ydy5y6y7y8 3694.87 127.074 2382 3 123229 077
'POAlHSlEFTU—STAUL_TY Elongation facter 4 ALEGDAEWEAggERLAGFLDSY'PE 177 28 8 53.76 | bllbl2ydySyeyoyl2eyl2  3161.56 124.236 543 3054.52 -4.40
'POAlHSlEFTU—STAUL_TY Elongation facter AFDQIDNAPEEKAR 45 14 4 27.57 b3b5y11y13 1603.78 83.35¢ 7e8 | 2| 802.39 3.58
'POAlHSlEFTU—STAUL_TY Elongation facter ARGITINTSHVEYDTPTR 57 18 5 26.57 bdy6y10°y10y11 2031.0B 40.022 2005 | 3| 677.68 3.01
'POAlHSlEFTU—STAUL_TY Elongation facter ¢ Oxidation+M(1) MVVTLIHPIAMDDGLR 358 16 3 25.53 y5y8y9 96.91 73.480 19930 599.64 -14.61
'POAlHSlEFTU—STAUL_TY Elongation facter Oxidation+M(2) NM'TGAAQMMDPGQAT'LRVVAATDGP 90 27 7 21.9 b8y5°y5*y5y6°y6*y6 2745.31 71.193 2525 |4  687.0B -10.58
'POAlHSlEFTU—STAUL_TY Elongation facter g Oxidation+M(18) TTDVTGT'ELPEISVEMVMPGDN' 334 24 4 35.46 b13y7y8y9 2562.25 79.167 1981 |2 1281p3 5.8
'POAlHSlEFTU—STAUL;TY Elongation facter ENVGVLLR 272 8 0 2.02 899.52 56.315 3846| |2 450.24 -13.77
'POAlHSlEFTU—STAUL;TY Elongation facter 4, PIEDVFSISGR 213 11 2 13.18 b5b7 1219.62 104.354 187 2 61081 -12.71
'POAlHSlEFTU—STAUL;TY Elongation facter 5, GITINTSHVEYDTPTR 59 16 0 4.45 1785.86 49.406 1110 3 5859 -7.04
b2b3b4b5*b5b6*bEb10ylly
'POAlRG'i?ofggiﬁzgg;\m'bmdmg 1 IAAANVPAFVSGK 70 13 27 190.7 ;;’foﬁ’gyﬁyii’ifjlgg 124469 | 59409 | 830104] P 62285 -4.41
13
b2b3b4b6°b6b7b8bob12k1
'POAlRG'i?ofggiﬁzgg;\m'bmdmg 2 AALESTLAA'TFEGSTLQEGDAVQLVG 22 29 33 262.01 g’y%%?jg?ﬁﬁ';{fﬁgjﬁ;l 2966.57 114.615 525740, B 989.53 0.74
7y19y21y22y24y25y29
'POAlRG'i?ofggiﬁ;;g_\m'bi”di”g 3 AALESTLAAITESLK 22 15 6 48.38 b3b6b7y5y12y14 1517.81 o6 | 14720 | 2| 759.41 -20.83




b2b3b4°bab5°b5b6°b6*bgh
N 7°b7*b7b8°b8*b8b10b11p
IPOiiOEICQPtmﬁnA;:Y Prgfi:f‘_sm'c 1 LADPNJAAGSEIIQiIE?gSE'AN'DD 125 38 36 232.74| 13y2y3yayey8yoy11y12yl  4001.01 82.901 371412 b s801.01 -13.30
gopep g protein; 6y10y22y23y27y30y31y36
y36y38
b2b4b5*b5b6b7°b7b8b9*%p
|P06202|OPPA_SALTY Periplasmic 9b10°b10b11*h11b12y1y8 )
igopeptde-binding protein: 2 AEQQLDKDSAIVPVYYYVNAR 494 21 27 21259 |0 e ooty 244222 72.882 178788| B 814.75 3.60
21
|P06202|OPPA_SALTY Periplasmic o . }
igopeptidebinding protein: 3 LVEPEWFK 352 8 9 67.3 | y2yayacyaysyeeybyryd  1047.54 7087 55000 | 2| 524.27 9.21
[P06202|OPPA_SALTY Periplasmic | -, WSDGTPVTAHDFVYSWQR 107 18 15 162.93 P12Y3YAYSYBYTYBYOYIONL ) og 72.201 108938 B 718.00 5.33
oligopeptide-binding protein; 1y12y13y15°y15y18
[P06202|OPPA_SALTY Periplasmic | ¢ SGEIDMTYNNMPIELFQK 263 18 12 77.57| P2D3PLIDISY2Y3y4ySyOWL 1 41 86.336 89886| 2  1065.51 7.22
oligopeptide-binding protein; 1y14y18
|P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN bdy2y3ydy6*yeyTy8yoy10P
igopeptdebinding protein: 6 | Carbamidomethy+C(4 NTAVK 439 29 15 99.15 | Iy1ay20y0 3294.43 89.809 86702| B  1098.81 4.89
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 10 49,71 |PBPOPIODLOYSYTYOYOYIL 5y 1y 85.833 86535 B 791.05 412
oligopeptide-binding protein; y20
b2°b2b3bab5°h5b8°b8*bgb
|P06202|OPPA_SALTY Periplasmic 9*b9y2*y2y3y4*ydy5*ySy
igopeptde-binding protein: 8 TVINQVTYLPISSEVTDVNR 241 20 29 166,131 o oy Liyiomisy] 224820 76.972 77903| P 1124.6( 8.04
4y15y20
1 H *|
[P06202|OPPA_SALTY Periplasmic | g NLGVNVNLENQEWK 410 14 13 80.13 | P17P1b2b3DI0DLIYIYTVEY ) eg oy 66.611 76650 | 2 828.92 3.17
oligopeptide-binding protein; 10ylly12y14
IP06202|OPPA_SALTY Periplasmic |, , NQGDLPAYSYTPPYTDGAK 333 19 13 9g.7 [POPLLDLIYSYSYBYBYBYLL 0s g6 58.990 71061 2 1029.4¢ 9.49
oligopeptide-binding protein; y13y14y16y19
IP06202|OPPA_SALTY Periplasmic | HQGTFDVAR 430 9 6 61.68 b5y3ydy5y6°y6 1030.5 32.501 61395 | 2515.75 9.24
oligopeptide-binding protein;
[P06202|OPPA_SALTY Periplasmic | -, LADPNTASPYASYLQYGHIANIDD | 4,5 29 7 25.98 |  b3b12b13b15yly3y2d 3091.55 88.03 27882 | 3 1.183 4.26
oligopeptide-binding protein; IIAGK
IP06202|OPPA_SALTY Periplasmic | 5 NPQYWDNAK 232 9 4 30.48 b8y3y6°y6 1135.51 39.388 44318 |2 3es. 3.23
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | - , NWVVNER 220 7 3 37.45 b4b5y3 916.46 43.536 4202 2 458.7 355
oligopeptide-binding protein;
[P06202|OPPA_SALTY Periplasmic | -, ¢ TFLDTR 424 6 1 13.62 b4 752.39 43.704 18746 |1 7523 -3.41
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | -, o NNGSEVQSLDPHK 43 13 5 41.33 b4bBydy7y8 1424.68 92.36 636 2| 712.84 2.48
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | -, DLFEGLLISDVEGHPSPGVAEK 67 22 3 13.43 b7y6y1l 2300.1p 882 3225 | 3| 770.38 21.25
oligopeptide-binding protein;




IP06202|OPPA_SALTY Periplasmic | o | o2 midomethyk+C(d) VDPYLCTYYYEINNQK 201 16 8 35.43  HE3b6Y6*y6y9*yOyl10 | 2082.98 116.916 2002| [3  695.00 15.59
oligopeptide-binding protein;
i H Xy
IP06202|OPPA_SALTY Periplasmic | g TVINQVTYLPISSEVTDVNRYR 241 22 12 116,79 Y2 YOYOYISYISVIAYISVL - 0y o) 76.857 110357 B 856.45 2.47
oligopeptide-binding protein; 6y17y18y19y20
IP06202|OPPA_SALTY Periplasmic | -, FGDKWTQPANIVTNGAYK 200 18 3 15.58 b16y3y7 2009.99 63.133| 45172 | 3| 670.67 7.41
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | VADDTQRSELYAK 481 13 3 20.63 b10y3y11 1495.77 30.574 30| 3| 499.24 1412
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | o, | o o midomethyi+C(1B) EIPNEVRVDPYLCTYYYEINNQH 284 23 4 13.04 b13°b13y12y21 2920.39 75.979 3103 3 9741 3.43
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | 5 | oo midomethyl+C(d) VDPYLCTYYYEINNQKAPENDVR 291 23 4 | 3556 boy3ydy5 2882.36 76.163 21444 |3 o614 4.49
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | VKNQGDLPAYSYTPPYTDGAK 331 21 6 61.77 y7y8°y8y9y10y11 10 54.942 19313 762.37 -2.56
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | -, NLGVNVNLENQEWKTFLDTR 410 20 5 22.61 b4b11b13*h13y9 2390 84.768 18151 | 4 797.41 -2.86
oligopeptide-binding protein;
|P06202|OPPA_SALTY Periplasmic NPQYWDNAKTVINQVTYLPISSEV . . ]
igopeptdebinding protein: 26 DVNS 232 29 8 39.87 | b3yayrry7yloyllylzeyl2  3364.7 101.58) 6567 3| 1122.24 6.53
IP06202|OPPA_SALTY Periplasmic | IVLERNPQYWDNAK 227 14 3 27.85 y3y5y9 1745.92 87.818 9669 |2 873.46 11.40
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | -, DLFEGLLISDVEGHPSPGVAEKWE ¢, 26 3 12.14 bay7yl4 2866.45| 99.303 4649 |3 956.1 8.24
oligopeptide-binding protein; NK
IP06202|OPPA_SALTY Periplasmic | NNGSEVQSLDPHKIEGVPESNVSR 43 24 3 12.7 b4b14y8 250227  6.992 3017 | 3| 864.76 0.09
oligopeptide-binding protein;
IP06202|OPPA_SALTY Periplasmic | 5, ASYLQYGHIANIDDIAGKKPATDL 135 28 4 36.82 b3b6b7b8 2971.63 82.897 339 4 743, 14.7
oligopeptide-binding protein; GVK
IP06202|OPPA_SALTY Periplasmic | 5, LADPNTASPYASYLQYGHIANIDD | 155 28 0 13.35 2963.44 82.916 1952| |2 1482.2 -0.82
oligopeptide-binding protein; IIAG
IP06202|OPPA_SALTY Periplasmic | 5, HQGTFDVAR 430 9 0 1.62 1013.47 32,535 6982| |2 507.2 -9.44
oligopeptide-binding protein;
b2b3*b3b4°b4*hab5*h5bh
*b6*b6b7°b7*b7y1y3ydy5
|POA1PO|G3P1_SALTY Glyceraldehydet3- 6y7°y7*y7y8y9y10yl1*yl )
Dhohaia dehydrogenase: 1 VINDNFGIEGLMTTVHATTATQK | 160 24 44 296.9 | V1o avivibnasyee] 257432 97.615 502605 B 858.78 0.57
16*y16y17y18y19y20y221
22y23y24*y24
- * O 3
IPOALPOIGSP1_SALTY Glyceraldehyde3- AGIALNDNFVK 296 11 17 115.36 | PSPADSYLY2YByATVAYSYEE ) (g, o) 61.253 218910 P 58131 7.15
phohate dehydrogenase; y5y6*y6y7*y7y8y11l
IPOALPOIGSP1_SALTY Glyceraldehyder3- LVSWYDNETGYSNK 307 14 13 123.4¢| P3PEO7PLLYBYSYEYOVI0NL ) 7 76 58.134 164628| P 838.39 2.33
phohate dehydrogenase; 1y12*y12y14




b3b6°b6*b6b7°b7*b7b8b]L

IPOALPO|G3P1_SALTY Glyceraldehyde;3- GASQNIIPSSTGAAK 198 15 23 168.291b15y2y3ydy5y6y7°y7y8yd 1401.72 40.849 157800 P 701.37 -7.58

phohate dehydrogenase;
y10y11*y11y15

IPOALPO|G3P1_SALTY Glyceraldehyde;3- ¢ AATYEQIK 249 8 7 49.31 b5b8y4°ydy5y6y8 923.47 30.833 1073912 |  462.24 11.43
phohate dehydrogenase;

IPOALPO|G3P1_SALTY Glyceraldehyde;3- VLDLIAHISK 321 10 8 88.52 b3bdy2y3ydy5y6ys 1108.66 65.065| 06007 | 2| 554.83 9.25
phohate dehydrogenase;

IPOALPO|G3P1_SALTY Glyceraldehyde;3- SDIEIVAINDLLDAEYMAYMLK 24 22 15 133,93 | P3'D3DADSLELTYAYSYTYRY o pr 5y 125.851 76228| B 844.08 2.22
phohate dehydrogenase; 9y10y11°y11y22

IPOALPO|G3P1_SALTY Glyceraldehyde;3- VPTPNVSVVDLTVR 232 14 5 38.73 y5y8y11y12y14 1495.8 7®77| 52516 | 2| 748.43 0.16
phohate dehydrogenase;

IPOALPO|G3P1_SALTY Glyceraldehyde;3- g VLPELNGK 217 8 8 54.08 |  b2y3ydys°ysy6cy6y8 869.50 44.749 wm7| 2| 43525 13.83
phohate dehydrogenase;

IPOALPOIGSPI_SALTY Glyceraldehyde3- TVDGPSHKDWR 184 11 8 41.32|  b8bO°hoy2y7°y7y8yl 1297.42 028 18460 | 2|  649.32 3.29
phohate dehydrogenase;

IPOALPO|GSPI_SALTY Glyceraldehyder3- VGINGFGR 4 8 7 51.07 b2b5h7y6*y6y7y8 819.45 41.961] 14137 | 2 o022 2.76
phohate dehydrogenase;

IPOALPO|GSPI_SALTY Glyceraldehyder3- ., WDEVGVDVVAEATGIFLTDETAR| 84 23 6 17.48 | b8b13°b13yl0y3a3 | 2493.19 69.043 3397 | B 624.05 -9.01
phohate dehydrogenase;

IPOALPOIGSPI_SALTY Glyceraldehyde3- , ; DNTPMFVK 124 8 3 33.08 b6y4y5 951.47 48.327 3002 |1 os1.4f a0.4
phohate dehydrogenase;

IPOALPOIGSPI_SALTY Glyceraldehyde3- GANFDK 132 6 1 13.62 v4 651.31 52.260 2085| |1 65131 7.50
phohate dehydrogenase;

IPOALPOIGSPI_SALTY Glyceraldehyde3- o AAAEGEMK 261 8 3 36.09 bayay6 806.38 112.198 1759] |1 806.3B 16.8
phohate dehydrogenase;

b4b5b7b8b10*b10b11*b 11
Carbamidomethyl+C(1 b12°b12*b12b13b16b221h2

'POAlPOliiﬁ;—eSdAe"hTzrf";C:azge“yde % 16 ;CarbamidomethyI+C(22)GANFDKYEGAQPDLX/KSNASCTTNCL 132 28 32 246.11| 4*b24b27y3y4y5y6y8y10) 3044.41 66.489 234802 B 1015.41 0.24

P ydrog : ) 11y12°y12%y12y13y14yl
*y15y16

IPOALPO|GSP1_SALTY Glyceraldehyde3- TVDGPSHKDWR 184 11 3 27.31 b3y7y8 1297.63 27.055 892 2 @93 254
phohate dehydrogenase;

IPOALPOIGSPI_SALTY Glyceraldehyde3- o KHITAGAK 107 8 5 57.09 b3y3y5°y5y7 825.49 12.583 7512| |2 4m2| -10.13
phohate dehydrogenase;

IPOALPO|GSP1_SALTY Glyceraldehyder3- o DNTPMFVKGANFDK 124 14 4 19.28 b10b13y12%y12 1583.7 7108 | 1| 158375 1.62
phohate dehydrogenase;

[POALPOIG3P1_SALTY Glyceraldehyde(3- SDIEIVAINDLLDAEYMAYMLKYD 04 2 5 160 bAbBb15y11°y11 4346.6 61,074 web | 3 1116b0 o070,
phohate dehydrogenase; STHGR

[POALPO|G3PL_SALTY Glyceraldehyde|3- VINDNFGIEGLMTTVHATTATQK i |
Dhohaia dehydrogenase: 21 TVDGPSHK 160 32 3 11.14 b5y5y8 3395.74 119.139 290 3 1132.59 4.94




'POAlPOLii';;—eSdAe"h%rggs:;zgewde 3 2 AAVKAAAEGEMK 257 12 3 22.27 bay7y9 1175.60 82.947 2568 |2 sE. -6.33
'POAlPOLii';;—eSdAe"h%rféf:;zgewde 3 23 Oxidation+M() SDIEIVAINDLLDAEYMAYMLK 24 22 3 13.43 b5y§13 2546.23 121.116 2651 | B 849.42 -2.49
'POAlPOLii';;—eSdAe"h%rféf:;zgewde 3 DLIAHISK 323 8 1 8.25 b6 896.51 65.062 32519 |2 448.74 -14.0
'POAlPOLii';;—eSdAe"h%rféf:;zgewde 3 25 LDLIAHISK 322 9 1 8.25 b6 1009.59 65.070 32054 |2 505.3 -11.43
'POAlPOLii';;—eSdAe"hTyzrféf:;zgewde 3 2 LNDNFVK 300 7 2 21.87 b3b4 849.44 61.208 7203| |1 s490.4h -9.99
'POAlPOLii';;—eSdAe"hTyzrféf:;zgewde 3 AATYEQIK 249 8 0 121 905.46 30.813 37803| [ 453.23 6.74
: . b4°b4b6°b6b9yly2y3ydyqy
'stiﬂaGA";ﬁs’laASL;iz Dré’tae'fr‘ftose 1 SSIPVFGVDALPEALALVK 250 19 20 172.71| 8y9y10y11y12y13y14y15ly 1926.10 107.465 91307| P 96355 3.04
g perip protein; 16y10
: . . ook
IP23905IDGAL_SALTY D-galactose 2 ALAINLVDPAAAGTVIEK 84 18 15 g7.19 |P2P3DADS™DSDEY2Y2Y3YE ) 40p 80.255 73088 2 88351 3.87
binding periplasmic protein; y10y11°y11y14y18
b2°b2b3babob17yly2y4"
'stiﬂaGA";ﬁs’laASL;iz Dré’tae'fr‘ftose 3 SGAMAGTVLNDANNQAK 269 17 21 117.69 |4y5y6y8yo*yoy10y11y12°9 1661.80 46.111 68069 2 83L1.40 3.67
9 perip protein; 12%y12y17
'stiﬂagﬁéﬁjﬁiiﬁ ’?r'é’tae';?tose' 4 VPYVGVDKDNLSEFTQK 315 17 7 43.82|  b3bl2bl3ydy6y13yl] 1988 61.485 33214 | 4 646.99 -8.37
'stiﬂagﬁéﬁjﬁiiﬁ ’?r'é’tae';?tose' 5 MDAWLSGPNANK 214 12 5 44.91 y3yoy10%y10y11 1303.6( 49332 19004 | 2| 5231 5.43
'stiﬂagﬁ;;ﬁ;iz ’?r'é’tae';?tose' 6 GIQTEQLALDTAMWDTAQAKDK | 192 22 6 29.74 | b3b8b11°b11*b11BL | 2434.22 63.239 18712 B 609.31 10.43
'stiﬂagﬁ;;ﬁ;iz ’?r'é’tae'ﬁ?mse' 7 ESGVIQGDLIAK 136 12 5 34.24 b7°b7y3y6y7 1229.66 53.666 8507 2 | 615.34 -7.94
'stiﬂagﬁ;;:;iz ’?r'é’tae'ﬁ?mse' 8 HWQANQGWDLNK 148 12 4 37.25 bdy7yoy1l 1496.77 62.486) 2267 | 3499.58 8.97
'stiﬂagﬁ;;:;iz ’?r'é’tae'ﬁ?mse' 9 GIQTEQLALDTAMWDTAQAK 192 20 6 2524 | b7*b7bllbl2*h12y4 91.12 84.712 59097 | 3 73104 20.95
'stigﬂﬁgﬁ;;:;iz ’?r'é’tae'ﬁ?mse' 10 NLAEGK 203 6 2 26.84 b5y3 631.33 46.713 5520 |1 631.3 -10.08
'stigﬂﬁgﬁ;ﬁ;:;iz ’?r'é’tae'ﬁ?tose' 11 GEPGHPDAEAR 170 11 6 38.31 b3b5y6°y6Yy7°y7 1135.50 98.406  1426| 1| 1135.50 -9.03
'stigﬂﬁgﬁ;ﬁ;:;iz ’?r'é’tae'ﬁ?tose' 12 SAPDVQLLMDT/?EEEDQSKQNDQ 52 29 3 21.94 b9b10y15 3227.57 93.588 6045 3 107653 3.4
'stigﬂﬁgﬁ;;:;iz ’?r'é’tae'ﬁ?mse' 13 ATFDLAKNLAEGK 286 13 4 39.2 b5b6y4y5 1377.74 72.772 18848 2 | 689.37 -1.59




'stiﬂagﬁéﬁjﬁiiﬁ ’?r'é’tae';?tose' 14 IGVTIYKYDDNFMSVVR 27 17 3 16.31 b12y8y12 2020.00 77.796| 6885 | 3| 674.01 9.13
'stiﬁﬂagﬁéﬁjﬁiiﬁ ’?r'é’tae';?tose' 15 GAADGTSWKIENK 299 13 5 49.11 b3b5b8b12*h12 1376.6p 50.10| 12061 | 3| 459.56 12,50
IP23905IDGAL_SALTY D-galactose- | o ESGVIQGDLIAKHWQANQGWDL | ¢ 24 3 19.01 b3b5b11 2707.34 72.74§) 7331 |5 54228 95
binding periplasmic protein; NK
IP23905IDGAL_SALTY D-galactose- | SGAMAGTVLNDANNQAKATFDL | 564 24 4 19.01 b3°b3b6b10 2408.11 57.714 5415 | 2 1204)59 5.4
binding periplasmic protein; AK
|P23905|DGAL_SALTY D-galactose- SSIPVFGVDALPEALALVKSGAMA s I
binding perplasiic protein: 18 GTVLNDANNOAK 250 36 5 10.89 b10b13°b13y3*y3 3568.81 73.731 534 4 89296 13.34
'stiﬁﬂagﬁ";ﬁ;ﬁ;iﬁ ’?r'é’tae';?tose' 19 DGKSAPDVQLLMNDSQNDQSK 49 21 3 22.32 b6y3y4 2200.04 s5@92 | 4154 | 3| 764.02 11.30
'stigﬂagﬁéﬁjﬁiiﬁ ’?r'é’tae';?tose' 20 GEPGHPDAEARTTYVVK 170 17 4 16.31 b3°b3beyll 1826.91L 8.2 2462 | 3| 609.64 3.01
'stiﬁﬂagﬁ";ﬁ;ﬁ;iﬁ ’?r'é’tae';?tose' 21 NLAEGKGAADGTSWK 203 15 5 37.88 bOy4y5°y5y6 1504.73 6031 | 2321 | 2| 75287 2.84
IP23905IDGAL_SALTY D-galactose- |, ELNDKGIQTEQLALDTAMWDTAQ | g7 25 3 18.62 y6y8y13 2790.39 79.803 1679 |2 139570 8.84
binding periplasmic protein; AK
'stiﬁﬂagﬁ";ﬁ;ﬁ;iﬁ ’?r'é’tae';?tose' 23 Oxidation+M(4) SGAMAGTVLNDANNQAK 269 17 4 16.31 b3°b3p8 1677.80 44.892 13802| B 559.94 10.11
'stiﬁﬂagﬁ";ﬁ;ﬁ;iﬁ ’?r'é’tae';?tose' 24 Oxidation+M(8) | VLTLSAVMASLLFGAHAHAADTR 4 23 3 23.13 y6yyLl 2368.23 78.306 11487| B 790.08 7.22
b2*b2b3*b3b4*b4b5bEbop
% | *|
|P64076|ENO_SALTY Enolase; 1 FNQIGSLTETLAAIK 342 15 27| 72a |12D12013D14%D1ADISYIY e ag 85.415 246537 P 803.44 -3.50
2y3y4y5y6y7y8y9y11y12
15
b2b3b4b7b9°b9b10b11b]2
- nolase; . . . D .54 .
P64076|ENO_SALTY Enol 2 SGETEDATIADLAVGTAAGQIN 37 22 32 24762 | P12013014°014b16b22y1 )\ g 7 75.168 222048 P 10595 6.34
y2y3y4y5*ySy6y7y8*y8y9
12y13y14y16y17y22
b2b3b4b5°b5b6°b6*b6b8D
_ nolase; - y2y3y4y5y6y7y8yldy - - - :
P64076|ENO_SALTY Enol 3 GMNTAVGDEGGYAPNLGSNAEA| 5, 31 22 149.87| 13y2y3y4y5y6y7y8ylayls 2989.47 94.703 125308 B 997.16 2.94
LAVIAEAVK
y16y18y31
nolase; . . . p . -4,
P64076|ENO_SALTY Enol 4 DAGYTAVISHR 360 11 15 111.38 b2b3b17%%20£yﬁy4y5yey 1189.59 41.322 88605 595.30 4.52
B nolase; . y1y3y6y . . . -12.
P64076[ENO_SALTY Enol 5 GIANSILIK 333 9 7 45.46 b2b5y1y3y6y7 928.57 60.464 81566 | 2 464.79 12.16
_ YSMPVPMMNIINGGEHADNNVDI b2°b2b5b23y5y7y29y31yB )
|P64076|ENO_SALTY Enolase; 6 OEFMIOPVGAK 143 34 9 23.51 ; 3759.79 98.064 77432| B 1253.9 8.12
|P64076|ENO_SALTY Enolase; 7 | carbamidomethy+G GYELGKD'TDLQQ"DCAASEFYK 231 26 10 69.66 | P3P4DSL7 t;;bgbloblly 2824.29 98.418 58038| 4  706.83 -10.03
[P64076]ENO_SALTY Enolase; ) GMPLYEHIAELNGTPGK 126 17 5| eal b2b10y2y3y5 1826.89 66.959 51914 |3 609.64 8.8
|P64076|ENO_SALTY Enolase; 9 IQLVGDDLFVTNTK 311 14 9 42.4b2*b2bdy2yay9yllyl2ylli  1562.85 77.402 35786 |2 78193 3.79
[P64076]ENO_SALTY Enolase; 10 IEEALGEK 211 8 6 33.08 b1b5y6°y6y7y8 888.46 31.077 22198 | 2 4.4a 6.32
|P64076|ENO_SALTY Enolase; 11 AVGAVNGPIAQAILGK 66 16 5 87 b5y5y10y1lyls 1478.87 74.944 74621 |2 730.94 0.33
|P64076|ENO_SALTY Enolase; 12 QYPIVSIEDGLDESDWDGFAYQT ~ 282 24 4 12.7 boy6*y6y14 2776.30 93.397 2158 2 1388.65 711.8




[P64076]ENO_SALTY Enolase; 13 EALELR 46 5 1 13.62 va 30.561 1 7304] 3.76
|P64076|ENO_SALTY Enolase; 14 GNPTVEAE\C/;';'\?%?;VGMAAAPS 16 30 4 22.72 y7y8yla°yl4 61.541 4 71485 1.97
[P64076]ENO_SALTY Enolase; 15 SNFGANAILAVSLANAK 103 17 2 | 3371 b3b4b11b16 77.116 2 8309 1105
GMPLYEHIAELNGTPGKYSMPVP
[P64076|ENO_SALTY Enolase; 16 MMNINGGEHADNNVDIQEFMIQP| 126 51 6 17.15 | b4bl4°b14b22b26y3 P 97.80p 5 4331| -6.49
VGAK
O Ky %y
|P64076|ENO_SALTY Enolase; 17 VLGDKIQLVGDDLFVTNTK 306 91 9 52,21 [YAYOYEYE ;’%’10 yloyil 79.474 692.38 -7.18
[P64076]ENO_SALTY Enolase; 18 DGKYVLAGEGNK 254 12 5 32.18 b5b11y3y9°y9 43537 625.82 8.78
_ GKGMNTAVGDEGGYAPNLGSNA L
|P64076|ENO_SALTY Enolase; 19 EALAVIARAVK 198 33 4 13.29 bob16y3y5 89.596 3 105887 3.46
|P64076|ENO_SALTY Enolase; 20 AAAAAKGMPLYEHIAELNGTPGK 120 23 3 13.04 b11b13y13 75.232 3 77074 12.
[P64076]ENO_SALTY Enolase; 21 IEEALGEKAPYNGR 411 14 3 0B7. V5y6y9 39.575 3 516.26 -10.69
|P64076|ENO_SALTY Enolase; 22 DQAGIDKIMIDLDGTENK 85 18 3 | 245 Voy7y9 70.531 2 988.5( 11.18
|P64076|ENO_SALTY Enolase; 23 GMPLYEHEENGTPGK 126 17 3 3451 Voy7y8 36.329 3 614497 130
|P64076|ENO_SALTY Enolase; 24 GYTAVISHR 362 9 2 7.86 b3°b3 41.354 2 5027 862
|P64076|ENO_SALTY Enolase; 25 ANSILIK 335 7 2 8.81 b4°ba 60.463 1 75847 5.23
|P64076|ENO_SALTY Enolase; 26 AGYTAVISHR 361 10 0 2.43 41.291 2 5317 5.00
|P64076|ENO_SALTY Enolase; 27 YSMPVPMMNIINGGEHA 143 17 0| 1173 98.010 B 62095 131
|P64076|ENO_SALTY Enolase; 28 DAGYTAVISHR 360 11 1 7.86 b4 41.293 3 391.2p 51.3
o b1b2b3bdb1dyly2y3y7°y7
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 22 133.4|*y7y8y9y10y11°y11y15y16 63.240 B 733.70 -3.00
periplasmic protein;
*y16y17y19y20
- - b2b3b4°b4yly2y3°y3yay]
IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 20 153.39y5y6°y6y7y8ydy10y11y12 55.320 b 713.35 2,65
perlplasmlc protem, 13
[P02910JHISJ_SALTY Histidine-binding b2*b2b3°b3*b3b4*bab5y: )
porplaamic protein 3 NSDIQPTVASLK 120 12 17 LLLT78 .  orvaneyoy oy 1y1 48.101 P 636.84 6.43
o b3°b3b9b10°h10b14b16°
IPO2910JHISI_SALTY Histidine-bindind o | o 2 nigomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 21 122. |6*b16yLy2y4°ydySy6y7y8 103.498 b 11371 7.84
periplasmic protein;
10y12y15y20
IPO2910JHISJ_SALTY Histidine-binding FGGPAVKDEK 201 10 6 36.9 y3°y3ydy5°y5y10 26.721 524.27 5.36
periplasmic protein;
IPO2910JHISJ_SALTY Histidine-binding ¢ QQEIAFTDK 99 9 5 45.46 b5b6b8yLy4 42.778 2 mm0.| -090
periplasmic protein;
IPO2910JHISJ_SALTY Histidine-binding 7 GIEIVSYQGQDNIYSDLTAGR 155 21 4 23.52 y2y7y8y12 am 575.54 2.12
periplasmic protein;
IPO2910JHISJ_SALTY Histidine-binding ¢ EDNELR 223 6 1 13.62 v4 58.553 1 775.36 7.01
periplasmic protein;
IPO2910]HISI_SALTY Histidine-bindind o | ) ) midomethyl+C(8)  INTQCTFVENPLDALIPSLKAK 62 22 4 fey b4b9°h9y20 98.313 3 824.7B 0.20
periplasmic protein;
[PO2910[HISI_SALTY Histidine-binding IGTDPTYAPFESKNAQGELVGFDI[ 25 . 25 32 b13b14y3y4 95550 s oood1 ook
periplasmic protein; DLAK
IPO2910]HISI_SALTY Histidine-bindind ;| o pamidomethyl+C() ~ RINTQCTEVENPLDALIPSLK 61 21 3 a3. b1lydy6 97.434 3 8104 -8.94
periplasmic protein;
IPO2910JHISJ_SALTY Histidine-binding IRIGTDPTYAPFESK 27 15 3 26.21 y5y7y1l r 125.80 2| 847.04 223
periplasmic protein;
IPO2910JHISJ_SALTY Histidine-binding ;5 GGPAVKDEK 202 9 0 2.02 26.641 2 450.74 -12.0
periplasmic protein;
|Q7CQO5|GRCA_SALTY Autonomous| }
ooyl racioal cofacior 1 MITGIQITK 0 9 5 38.26 y2y3y6y7y9 54.831 2 s@7| -11.12
IQ7CQOSIGRCA_SALTY Autonomousy SGFAEDEVVAVSK 35 13 12 83,41 |P3P4D4DOY1y2y4y6yByo 54.188 b 669.33 283
glycyl radical cofactor; Oy13




IQ7CQOSIGRCA_SALTY Autonomous) 4 FNSLTPEQQRDVIAR 106 15 8 39.92|  b2*bobly3ydyeyldyls  1BEs.| 47.386 68984 | 4 59197 11.84
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomousy LGEIEYR 48 7 8 40.46 b2b3yly2y4°ydy6y7 879.45 42.043 52040 | 2440.23 -8.81
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomous) o VEGGQHLNVNVLR 66 13 8 78.94 | bloy3yatyayey7ygyll]  1434.76  0.848 50261 | 3|  478.93 -13.10
glycyl radical cofactor;
% | O] O] -y
IQ7CQOSIGRCA_SALTY Autonomous) ¢ FNSLTPEQQR 106 10 14 86.76| "2 D2D3DIDIDOVIYSYSY 516 ¢ 37.919 46813| P 610.31 3.10
glycyl radical cofactor; 6y7y8°y8y10
IQ7CQOSIGRCA_SALTY Autonomousy EIPMEVKPEVR 55 11 6 50.52 y2ydy6yBydyl1 1326.7 48.514 ®4d 2| 663.86 239
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomous) o VSGYAVR 99 7 5 37.45 b3y2y5y6ey7 751.40 26.972 1097 1 75140 7.07
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomousy o AANDDLLNSFWLLDSEK 9 17 4 39.15 b7b12b13b14 1950.9 98.7571 5602 | 2| 975.97 6.95
glycyl radical cofactor;
b5°b5b6*bEb7°b7*b7y4y5
'Q7CQOE}|(§'T?Qé?'c‘;zc?gﬁonomous 10 AANDDLLNSFWLLDSEKGEAR 9 21 23 192.68|7y8y9y10°y10y11y12y13y1 2364.13 92.328 200821| B 788.72 5.47
ghyey ' 4*y14y15y16y10+y19
IQ7CQOSIGRCA_SALTY Autonomous) 11 | oo pamidomethy+C(l) ~ CIVAKSGFAEDEVVAVSK 30 18 6 29.14 1Bb11b12y11y13°y13|  1908.97 120.429 2159 2 9549 -4.5
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomousy MITGIQITKAANDDLLNSFWLLDS 0 26 3 22.81 y5y12y13 2936.47, 105.029 7654 |3 9795 114
glycyl radical cofactor; EK
IQ7CQOSIGRCA_SALTY Autonomous) ;5 SGFAEDEVVAVSKLGEIEYR 35 20 4 36.01 b4b5y3y4 2198.1 ane 5813 | 3| 733.37 111
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomous) ETLEDAVKHPEK 80 12 4 37.25 b4b8b10y4 1395.7( 76.215] 3365 |2 8.89 -7.61
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomous) VSGYAVRFNSLTPEQQR 99 17 3 16.31 b14y5y9 1951.98 102393 5492 | 3| 65133 -8.69
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomous) ¢ PMEVKPEVR 57 9 2 21.87 b3b4 1084.58 48.522 3503 2 5421 2-6.4
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomousy TGIQITK 2 7 3 8.81 b4°b4*ba 760.46 54.803 3039 |1 760.4 -1.44
glycyl radical cofactor;
IQ7CQOSIGRCA_SALTY Autonomous) 4 EIPMEVKPEVR 55 11 0 2.43 1308.68 48.524 10059 |3  436.9 -10.1
glycyl radical cofactor;
b2*b2b4*babSbE*h6b7*b]
[POAA28[THIO_SALTY Thioredoxin-1; 1 LNIDQNPGTAPK 58 12 30 198,08| P9 "PILIOYLY2Y3YAYSYEYE 57 6 38.475 114170 P 634.33 -8.47
y7*y7y8°y8*y8y9°y9*ydyl
Oyllyl2
%y
[POAA28[THIO_SALTY Thioredoxin-1; 2 MIAPILDEIADEYQGK 3 16 10 62.96 | PYA8 ﬁﬁéaylzymyl‘ 1805.91 93.323 105256 P 903.46 8.11
[POAA28[THIO_SALTY Thioredoxin-1; 3 GIPTLLLFK 74 9 10 74.9 | b2b3yly2y3ydy5yeyTy 1001.6 90.42d 68183 | 2| 501.32 -11.39
[POAA28[THIO_SALTY Thioredoxin-1; 4 VGALSK 91 6 2 13.62 b5°b5 574.35 38.378 14503 |1 5743 12.7
[POAA28[THIO_SALTY Thioredoxin-1; 5 MIAPILDEIADEYQGKIVAK 37 21 9 71.2 b3b14y4y1),12y32y15y16y18 2318.22 94.434 164562 B 773.41 -3.58
[POAA28[THIO_SALTY Thioredoxin-1; 6 Oxidation+M(1) MRILDEIADEYQGK 37 16 3 17.15 bdy10y14 1821.90 120.977 1857 |2 11.86 5.23
IQ9ZFEOIGLTL SALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 13 113.28 | P2PILY2YAYSYBYTYOVIZVL ) 07 g 63.090 164916 B 657.34 9.17
periplasmic-binding protein; 4y16y17y18
IQ9ZFEOIGLTLSALTY Glutamate/aartaje AVAFMMDDALLAGER 198 15 13 124,17 |P3PSPEYSYBYAYSYBYIOVIL 6 g 77 84.267 135549 P 805.39 0.91
periplasmic-binding protein; y12y13y15
|Q9ZF60|GLTI_SALTY Glutamate/aartate b2°b2b4°b4b7b11ylydy5y6 ,
P erplasmis-binding protein 3 ESSVPFSYYDNQQK 47 14 17 1156 2 eoytonlomioyt | 169176 55.360 135103| P 846.38 2.67




b3b6b7b11*b11b13*b1301
|Q9ZF60|GLTI_SALTY Glutamate/aartate 4b15b17y2y3y4y5y6y10* ,
P erplasmis-binding protein 4 VVGYSQDYSNAIVEAVK 61 17 24 182.98| 10 1t ignoyioyiay1d 184193 67.672 116841 P 921.47 2.12
y17
IQ9ZFEOIGLTLSALTY Glutamate/aartate LNKPDLQVK 80 9 5 30.48 b3*h3ydy6yd 1054.61 37.746 36398 |2  ma7 -10.65
periplasmic-binding protein;
. outb
IQ9ZFEOIGLTI_SALTY Glutamatefaartae ¢ | o midomethyl+C(18)  IPLLONGTFDFECGSTTNNLER 98 22 10| s |PSPIIYLYZY2YSYEYBYEYR Loi6 50 81.503 33111 B 84274 1.45
periplasmic-binding protein; 2
IQ9ZFEOIGLTL SALTY Glutamate/aartate LIPITSQNR 89 9 6 54.49 b2y5y6y7y8y9 1041.5 42.880) 30148 | 2 132 -13.59
periplasmic-binding protein;
IQ9ZFEOIGLTLSALTY Glutamate/aartate ¢ ISAKDHGDSFR 180 12 4 32.18 b9b11y3y10 1345.67 31.626 234803 |  449.23 -13.88
periplasmic-binding protein;
IQ9ZFEOIGLTL SALTY Glutamate/aartate GGDIKDFPDLK 141 11 5 24.3 b2b7b9y10y11 1204.6 69.863 210442 | 602.82 6.38
periplasmic-binding protein;
IQ9ZFEOIGLTL SALTY Glutamate/aartaje LMDDTIAQAQTSGEAEK 247 17 3 16.31 b7b9y11 1807.88 46.034 383 | 2| 904.43 7.83
periplasmic-binding protein;
IQ9ZFEOIGLTL SALTY Glutamate/aartate | NGVIVVGHR 38 9 4 54.49 yAy5y6y7 950.54 32.820 117980 |2 475.7F -14.96
periplasmic-binding protein;
IQ9ZFEOIGLTI_SALTY Glutamatefaartae 1, | o pamidomethyl+C(1h) KPDNWEINGKPQSQEAYGCML 217 22 7| 3538 b3b9°h9y4y6y10y13 2606.27 136.215 17278 | 3 869.43 6 8.0
periplasmic-binding protein;
b3b9b10b11b14y6y7y8yd°
IQ9ZFEOIGLTLSALTY Glutamate/aartate 15 | o) o midomethyi+c(2py | SQNRIPLLONGTFDFECGSTE oo 31 18 153.00| yoy10y11y12y13yla*yldy 3548.79 86.588 204061] B 1183.60 3.58
periplasmic-binding protein; NNLER 16y21
IQ9ZFEOIGLTL SALTY Glutamate/aartate | , NLNMNFELSDEMKALFK 277 17 3 23.3 b5b6y9 2043.98 91.198 go1| 3| 682.00 472
periplasmic-binding protein;
IQ9ZFEOIGLTL SALTY Glutamate/aartaje o TLESGRAVAFMMDDALLAGER 192 21 8 54.33 | b6b9bllbl3ydyl@Gyls | 2253.08 106.064 1769| B 751.70 -11.05
periplasmic-binding protein;
IQ9ZFEOIGLTL SALTY Glutamate/aartaje o Oxidation+m(z) | -1 TAMLVMGLSAGLAHAEDGAP 5 30 3 11.38 b5b8y6 2885.47, 87.343 1889 3 962.50 126
periplasmic-binding protein; AAGSTLDK
IQ9ZFEOIGLTL SALTY Glutamate/aartate NKPDLQVK 81 8 0 1.62 941.54 37.748 25102 |2 471.21 175
periplasmic-binding protein;
IQ9ZFEOIGLTL SALTY Glutamate/aartaje o SAKDHGDSFR 182 10 0 2.83 1119.53 31.580 6604 |2  560.27 10.1
periplasmic-binding protein;
|Q8ZKQLILSRB_SALTY Autoinducer 2 b2*b2b3b4*babSy5y10y1p )
binding protein 1B 1 NNLAVGFSTPNVMRPYVQR 237 20 15 100,077 P aiyteviny20 | 227617 77.944 113048 B 759.39 12.98
. b1b2b8b9b10b13y3ydy5?
IQ8ZKQLILSRB_SALTY Autoinducer 2y, AYPDLDAIAPDANALPAAAQAAE 209 28 19 124.74| 5y6y9y10*y10y12y18y10y 2863.50 87.340 1015071 B 955.17 1.62
binding protein IsrB; NLKR 20y28
IQ8ZKQLILSRB_SALTY Autoinducer 21 ISQEHPGWENTTQFGYNDATK 177 22 14 99.39| POPOPIOLIIDIZDIOVIYEY oy 1 72.715 73575 B 841.07 184
binding protein IsrB; 6*y6y7y8y9y22
|Q8ZKQ1|LSRB_SALTY Autoinducer 2 b2b3b15b17y2y3y4y8°y8§|
binding protein B 4 LVGVGFFTSGGNGAQEAGK 35 19 15 86.93 ) sy ry1s | 1795-90 71.494 68554| P  898.45 1.29
. O %y %y
IQ8ZKQLILSRB_SALTY Autoinducer 21 SYYINQGTPK 124 10 11 74,33 [P2OSYSYAYAYSYTYIYEYE 4190 5g 38.309 67063 2  585.79 167
binding protein IsrB; y10




'QSZKQlLLi:;%m';;: g‘é‘_"”ducer 21 6 |carbamidomethy+C(1}) ILTWDSDTKPECR 111 13 9 7777 bIy2yeysyoylOyll| 1620.75 50.188 62184 |3 540.92 -9.34
IQ8ZKQLILSRB_SALTY Autoinducer 2y VAFFYSSPTVTDQNQWVK 154 18 12 92.03| POP7PL2YSYBYBYLIYIZYIS )47 o5 77.484 56164 2 1059.03 6.46
binding protein IsrB; y13y14y18
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ ISVYVANALLK 273 11 5 36.06 y2y6y7y8y1l 1190.71 73.596 52429 2 | 595.86 -5.23
binding protein IsrB;
. S
IQ8ZKQLILSRB_SALTY Autoinducer 21 g VTVSPNSEQGYHYEAK 301 16 14 115,62 Y2YAOYBYTYIVEVEYBYY 1540 85 36.407 48472 B 603.61 -12.89
binding protein IsrB; Oyl1ly12y14y16
IQ8ZKQLILSRB_SALTY Autoinducer 21, NMPMNVGDSLDIPGIGK 284 17 12 48.89| P1D2DEOLITYLYSYTYIIYIYY 20y o7 79.387 43643 | P 879.44 5.90
binding protein IsrB; 15*y15y17
IQ8ZKQLILSRB_SALTY Autoinducer 21 SLQTAEGIIK 199 10 8 58.11 b1b2b9ydy5y6y7y10 1059.6p 51.005 42725 | 2| 530.30 -8.06
binding protein IsrB;
|Q8ZKQ1|LSRB_SALTY Autoinducer 2 " N
binding protein B: 12 EFGLWDVVQQGK 261 12 8 47.92|  y2y3ty3yarydyTysyl2|  1405.71 885 33490 | 2|  703.36 0.00
IQ8ZKQLILSRB_SALTY Autoinducer 21, 5 GNGIVLLPER 317 10 7 51.88 b2*h2y3y4y5y6y10 1067.61 61384 5577 | 2| 534.31 755
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21, , QLGSMLVEMAAHQVDK 134 16 3 25.53 y3y6y7 1756.88 56.519 5092 | 2| 878.95 6.32
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ IAFIPK 29 6 2 26.84 yay5 688.43 54.181 14644 |2 34472 -13.6
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21, o MIALLTAFGLASAAMTVQAAER 7 22 5 19.95 y3y5°y5*y5y11 22347 72.900 6560 | 4 111859 -4.04
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21 AYPDLDAIAPDANALPAAAQAAE 209 27 6 26.93 b4b9b10°b10b16y12 2707.38 94.54 272 4 e77)6 -3.70
binding protein IsrB; NLK
i % | % | Oy
IQ8ZKQLILSRB_SALTY Autoinducer 21 - AKISQEHPGWEIVTTQFGYNDAT [ 04 13 66,27 |PO"DODI0DIODISEYEYE 0 o 60,048 . 007.45 e
binding protein IsrB; K y7y12°y12y20y22
IQ8ZKQ1ILSRB_SALTY Autoinducer 21 4 AKVAFFYSSPTVTDQNQWVK 152 20 6 45.71 b10b11y7y8y11yl3 18315 81.166 1560 | 2 1158.58 -4.85
binding protein IsrB;
'Q8ZKQ1LLi‘:’;fg—i2';;: g‘é‘_"”ducer A 20 Phosphoryl STY(17)|  NNLAIVGESTPNVMRPYVQR 237 20 3 21.16 y3y5yl2 H3PO4 y12 2356.14 94.431 1433 4  580.79 7.61
IQ8ZKQ1ILSRB_SALTY Autoinducer 21, Oxidation+M(4) NMPMNVGDSLDIPGIGK 284 17 4 29.9 b12b1 394t 1773.84 71.367 1848 | b 887.43 -4.68
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21, NNLAIVGFSTPNVM 237 14 4 21.04 V6oyBYyTHyT 1476.76) 77.958| 7100 | 2| 738.88 6.70
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21 PDANALPAAAQAAENLKR 219 18 5 17.72 b4b6°h6*h6h9 1820.94  7.895 1983 | 3| 607.65 -10.79
binding protein IsrB;
IQ8ZKQLILSRB_SALTY Autoinducer 21, VSPNSEQGYHYEAK 303 14 0 4.45 1608.72 36.411 1677 |2 sosadr 273
binding protein IsrB;
'P67093|UGBrSO?;ILP”'Versa' stress| 4 HATLPVLVVR 132 10 7 51.88 b2y2ydyey7y8y10 1104.64 60.853 0sa | 2| 552.84 -10.50
IP67093JUG_SALTY Universal stress| TIIMPVDVFEMELSDK 3 16 18 144,48 |P27P203b4°0Ab13YLYSYSYy g o5 104.252 65278| P 933.97 5.69
protein G; 5y6y7y8y9y10y12yl4y1f{
'P67093|UGBrSO?;ILP”'Versa' stress| 3 NPSITTHLLGSNASSVVR 114 18 6 34.64 b5°b5y4y5y10y14 1892.d  58.698 37539 | 34 618.33 -0.88
IP67093JUG_SALTY Universal stress| HAEFLAQQDGVIHLLHVLPGSAS 22 28 4 117 b10*b10y6y13 3063.53 83.287 1981 4 766.44 122.3
protein G; MSLHR
'P67093|UGBrSO?;ILP”'Ver5a' stress| g LOTMVGHFSIDPSR 69 14 3 27.06 b6b7b11 1587.7B 89.61 190 2 94.3p 9.00
'P67093|UGBrSO?;ILP”'Versa' stress| g TIIMPVDVFEMELSDKAIR 3 19 8 90.91 | b3ydyeyoyllyl3ylsyl] @213 100.310 51249 736.38 -6.75
'P67093|UGBrSO?;ILP”'Ver5a' stress| 5 RFEEHLQHEAETR 56 13 4 20.63 b4°bdy3y5 1681.7p 40.85 395 4421.20 -10.31
'P67093|UGBrSO?;ILP”'Ver5a' stress| g Oxidation+M(4) LQTMVGHFSIDPSR 69 14 4 19.24 b6y6°y6Y9 2680 49.663 9082 | §  535.27 3.73




y b2°b2b3°h3b4°b4b19ylydy
IPOA2B3[PTGA_SALTY Glucose-ecifiy | STLTPVVISNMDEIKELIK 133 19 23 138.36|3y4°ydysy6ylioyllryllyl 2130.15 92.426 242018 B 710.72 -0.86
phohotransferase enzyme IIA componeht;
2y13y15y16y17y19
IPOA28SIPTGA_SALTY Glucose-ecifiy MVAPVDGTIGK 59 11 14 111,38 |P20SPBYLY2YSYSYEY6YTYE | 1g7 o7 46.140 107960 P 544.29 7.18
phohotransferase enzyme IIA componeht; y9y10y11
IPOA28SIPTGA_SALTY Glucose-ecificy VGDPVIEFDLPLLEEK 115 16 14 109.g1| PPADSDEDTY2V2YAYEYYY 1515 o7 99.289 107787 B 906.99 411
phohotransferase enzyme IIA componeht; 10y11y13y16
IPOA2B3[PTGA_SALTY Glucose-ecifiy STLTPVVISNMDEIK 133 15 5 26.21 y2y3y5°y5y11 1646.88 7204 | 7711 | 2| 823.04 8.52
phohotransferase enzyme IIA componeht;
[POAZB3IPTGA_SALTY Glucose-ecifi ¢ DTGTIEIVAPLSGEIVNIEDVPDVV | 20 . 2697 |  bobobl0b14yly2yayd  3069.5b 110,08 457 s amd 107
phohotransferase enzyme IIA componeht; FAEK
IPOA2B3[PTGA_SALTY Glucose-ecifiy ¢ MGLFDK 0 6 1 13.62 b5 710.35 96.742 2333 |1 710.38 -8.68
phohotransferase enzyme IIA componeht;
IPOA2B3[PTGA_SALTY Glucose-ecifiy 7 VKVGDPVIEFDLPLLEEK 113 18 5 21.74 b7b11y3°y3y6 2040.1 a7 126283 | 3|  680.71 -9.33
phohotransferase enzyme IIA componeht;
IPOA2B3[PTGA_SALTY Glucose-ecifiy o VGDPVIEFDLPLLEEKAK 115 18 3 15.58 bay5y13 2012.07 91.268] 5615 | 3| 67136 -14.44
phohotransferase enzyme IIA componeht;
IPOA2B3[PTGA_SALTY Glucose-ecifiy o APVDGTIGK 61 9 5 47.51 b4b5b6°h6b8 857.47 46.168] 371 1 874 -7.83
phohotransferase enzyme IIA componeht;
IPOA2B3[PTGA_SALTY Glucose-ecifi PVDGTIGK 62 8 5 47.51 b3b4b5°h5h7 786.43 46.141] 282 1 78643 -7.14
phohotransferase enzyme IIA componeht;
b2*b2b3b4b5b11b12y3ydy
|P17215|L'\éi3n—dsinALT$t;§f/ lle/valiThr 1 TQFMGPESC’Q’\_IF\I/(‘T;'I‘(SN'AGESAE 240 31 23 199.01| 5y6y8y13y14y17y10y22yb 3144.63 88.165 316718 B 1048.8 2.10
g protein; 4y26y27y28y29y31
b2°b2b3°h3b4b5°b5b7b8b
[P17215|LIV]_SALTY Leu/lle/ValThr- 8*b8b11°b11b12°b12ylydy ! )
binding proten: 2 TTGLDSDQGPTAAK 137 14 30 1941 e eyayonyoyL0nt0] 136165 29.407 147345 P 681.33 4.21
11*y11y12y14
b2b12°b12b24b25b26b2}°
[P17215|LIV]_SALTY Leu/lle/ValThr- . YVIGHLCSSSTQPASDIYEDEGILM [
binding proten: 3 | carbamidomethyl+C(7 B AATAPELTAR 92 38 16 94.39 b27y6y8y1)(/)?)’/ély12y13y1: 4078.01 89.141 144313 B 1360.01 7.60
b1b2b3b4b6b9°hOb14y1y2
|P17215|L'\éi3n—dsinALT$tt§f/ le/valThr-1 4 VAVVGAMESQGA'TXS?A(EDQEFTGA 25 32 24 111.45|y3ya*yay5ey5ysy6oyey7y]  3207.58 89.639 100540 B 1069.84 4.11
g protein; 12y13°y13y14y32
- X |
P17215]LIVI_SALTY Leu/leNaliThr s GGVNVVFFDGITAGEKDFSTLVA| - » M 16,07 | PEDADEDEDI2Y2Y10VIB o = 101852 w0m3| b sssr a7
binding protein; R 8y19y24
IPl?ZlSlLI\&HSir%L;;;%W lle/valThr-1 ¢ ENIDFVYYGGYHPEMGQILR 212 20 5 21.16 b2y9y12y14y20 2481 79.843 72180 | 4  80L.05 1.42
IP17215]LIVJ_SALTY Leuflle/vallThr-| - 5 QQVYGEGLAR 168 9 5 38.26 y1y4yBy7y9 1021.5( 32.930) 6793 2 1 5.92
binding protein;
[P17215]|LIV]_SALTY Leu/le/ValThr- QDPSGAFVWTTYAALQSLQAGLN
binding proten: 8 LSDDPARIAR 290 33 7 2159 |  b2b8y2y8y10y11y33 3501.78 108.94 990 3 9167  9.97
IP17215|LI\t§}|J'1_dSir%L;-)rr\c:ttﬁ1w lle/valThr- | o NYDQVPANKPIVDAIK 271 16 8 51.5 | b3°b3bdy5y7ylleyllylp 1482 53.666 307791 595.65 -17.51
IPNZlSlLI\édeSir%L;;ttﬁﬁl le/Vallthr-1 16 | carbamidomethy+C(d) ~ TLLAGCIALSLSHMAFADDIK 4 21 4 3528 b7b8y4dy5 2247.14 67.455 15450 |3 749.73 -5.65




IPL721SILIVI_SALTY Leuflle/vallThr- | ), GATVDTVMGPLSWDEK 326 16 5 27.66 b5°bSbab14y14 1705.8 482 1571 | 3| 569.28 12.88
binding protein;
b3*b3b6b7°b7b8*h8b9°bH
[P17215|LIV]_SALTY Leu/lle/ValThr- KQDPSGAFVWTTYAALQSLQAGL b10b13°b13b15y3y6y10ML )
binding proten: 12 NHSDDPAEIAK 289 34 30 2185 || 1o agisy17yi ey 202976 102.376 335023 W 908.20 6.86
8y19y20y21y22y23y24
|P17215|L'\éi3n—dsi$;$ttﬁ:/ lle/valiThr-1- ;4 GDLKGFEFGVFKD WHANGTATDA( 54, 23 3 19.45 yoyl1y15 2483.19 90.177 2771 3 8284 12.2
|P17215|L'\éi3n—dsi$;$ttﬁ:/ lle/valithr-1- 14 | carbamidomethyl+C(1D) LVAVKYDDACDPK 64 13 5 25.41 b1asb11y3°y3 1493.73 50.693 1700| |3 498.54 -0.41
|P17215|L'\éi3n—dsi$;$t;ﬁ:/ lle/valrThr-1- g Oxidation+M(8) GATVDTVMGPLSWDEK 326 16 3 17.15 b5y6y11 7211.83 90.570 8346 574.61 11.56
IP7215|LIVJ_SALTY Leuflle/VallThr- |, o | CarbamidomethyRC(6), 1 | »5cial S| SHMAFADDIK 4 21 3 22.32 b1dy4y5 2263.15 63.058 oa7 | 3| 755.06 2.16
binding protein; Oxidation+M(14)
|P17215|L'\éi3n—dsi$;$t;ﬁ:/ lle/valThr-1 7 SGPVAQYGDQiFTGAEQA'AD'NA 32 25 1 9.83 b7 2580.26 89.663 2250 |2 1290.4 14.4
'POAlSOlf';'cfoAr—iﬁtH;T;Egr_at'on host TGEDIPITAR 66 10 11 101.74|P20304 b4y(3)y5y6y7y8y9 L 107256 42.949 52058 2 536.78 7.40
IPOALSOIIHFA_SALTY Integration hosf -, LSGFGNFDLR 45 10 8 47.9 | b5bloy3ysoyeysyBylD  1125.5 58.52| 14794 | 2| 563.30 12.47
factor subunit alpha;
IPOALSOIIHFA_SALTY Integration hosf AEMSEYLFDK 5 10 3 26.9 b7b9y9 1232.57 31.738 19000 |3 4115 5a4.
factor subunit alpha;
IPOALSOIIHFA_SALTY Integration hosf -, DAKELVELFFEEIR 21 14 8 68.17 b3°b3b5b7b9ydy5y8 1737.9 033 16320 | 4| 43524 9.62
factor subunit alpha;
H %
IPOA2ASIRLL_SALTY 50S ribosomal | VVGQLGQVLGPR 122 12 12 97.78| P2PADSY2Y3YBYTYBYIOVL 1505 75 59.069 99102 2 611.86 -8.89
protein L1; Oyllyl2
[POA2A3|RL1_SALTY 50S ribosomal b3b11b12b13b1dydy5y7y8
rotein L1, 2 VAVFTQGPNAEAAK 74 14 16 126.47| ) o iomtoy 1y11y1q 140273 45.175 77659| P 701.87 0.00
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| VGTVTPNVAEAVK 141 13 12 116.17|°% b3y1y31y25;'16§’7y8y9y10y 1284.71 48.031 68215 2 642.86 162
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| GATVLPHGTGR 60 11 6 50.52 y2y3y4°ydySy6 1065.57 29.640 62 2| 53329 561
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| AAGAELVGMEDLADQIK 88 17 7 53.82 b3b4b6y7y10y11yl5 1730.8|  79.494 14484 | 4  865.94 5.22
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| GEMNFDVVIASPDAMR 106 16 3 17.15 b8b13y3 1751.84 62.284 #36| 3| 584.62 17.28
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| FNESVDVAVNLGIDAR 37 16 3 17.15 b4b13y5 1718.85 76.799 1574 4| 430.47 12,14
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| g KGEMNFDVVIASPDAMR 105 17 3 16.31 b8y5y9 1879.88 40.222 g8l | 3| 627.30 1422
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| g AAGAELVGMEDLADQIKK 88 18 5 26.57 b3b4b13y11°y11 1858.94 2833 4641 | 3| 62032 -8.60
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal | SVRVAVFTQGPNAEAAK 71 17 6 26.14| bl3yloyldoylarylaylp 44793 136.791 1891 1744.93 -3.29
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| Oxidation+M(9) AAGAELVGMEDLADQIKK 88 18 3 22.74 b3b5b15 1874.97 94.988 5147 625.66 10.48
'POAZAglRL;?;':‘;TLYl_‘F’OS ribosomal| TVLPHGTGR 62 9 0 2.43 937.51 29.641 15724 |2 469.2 117
b1b2*b2b3*b3b5°b5b6b1D
°b10b12*h12b13*h13b15¢
'PZSOZE‘::D d':ES;iZ_Ma'ate 1 NQLPSGSE;iILJTD/bFI’(VTPGVAVD 21 33 32 135.42|b15b16*b16b27y1y2y3ydy 3388.82 93.558 181176| B 1130.2 5.55
vdrog ' 5°y5y6y12y15y18y19y30y3
3
*| 3
IP25077|MDH_SALTY Malate 2 | carbamidomethy+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 16 | 904 |P203DADSDISDISYLY2YRY a0 59 104.383 157236| B 794.78 -3.69
dehydrogenase; 4y13y15y18y20y21y23




IP25077|MDH_SALTY Malate 3 FFSQPLLLGK 262 10 9 61.12| b2b3°h3y2y3ydy6y8yl0  1149.4 676. | 156696 | 2| 575.33 -6.16
dehydrogenase;
b2b3b6b7b8b9b10y1y2y3y
IP25077|MDH_SALTY Malate 4 VAVLGAAGGIGQALALLLK 2 19 20 180.78 | 4ySy6y7y9ylly12y13y15y 1735.08 119.517 1317700 P 868.04 -1.48
dehydrogenase; 19
b2*b2b3b4*babob11°b11y
[P25077|MDH_SALTY Malate 1y2y3°y3ydy5y6y7°y7y8° )
dohydrogenase: 5 IQNAGTEVVEAK 205 12 28 163.86 |50 a0y lopt1gasy 12866 34.582 110361) P 629.83 4.56
11y12%y12
[P25077|MDH_SALTY Malate b4b6b16°b16y5y7y8y9cydr ! )
dohydrogenase: 6 AGGGSATLSMGQAAAR 217 16 15 93.86|” o om0 1yt 1y1z | 140568 39.970 71198| P 703.35 1.56
IP25077|MDH_SALTY Malate 7 DIQLGEDFINK 301 11 6 36.72 b3b4bs°bsys*y8 1291.64 67.651 882 | 2| 646.33 -6.33
dehydrogenase;
IP25077|MDH_SALTY Malate 8 SDLFNVNAGIVK 87 12 6 34.24 b2b3y6y8yoy12 1276.64 69.508 281 | 2| 63885 5.35
dehydrogenase;
IP25077|MDH_SALTY Malate 9 LFGVTTLDIR 142 11 5 243 b2b3yly3yo 1247.73 88.812 26320 |2 2487 7.53
dehydrogenase;
IP25077|MDH_SALTY Malate 10 GFSGEDATPALEGADVVLISAGVAl  g¢ 25 3 21.94 b3bdy4 2402.23 90.609 9184 |2 120162 5.3
dehydrogenase; R
IP25077|MDH_SALTY Malate 11 SIGTLSAFEQHSLDAMLDTLK 279 21 3 13.87 boy8y13 2277.13 1049 1651 | 3| 75972 5.04
dehydrogenase;
IP25077|MDH_SALTY Malate 12 FGLSLVR 233 7 4 53.68 y3ydy5y6 791.46 66.619 75236 |2 39644 7.2a
dehydrogenase;
'PZSOZE‘:'S d':asgiz_'\”a'ate 13 | carbamidomethyl+C(d) GVVECAYVEGDGQYAR 246 16 4 17.16 Olparydy7 1772.82 49.875 5413 | P 886.91 15.08
'PZSOZE‘:'S d':asgiz_'\”a'ate 14 |carbamidomethy+C(1l) ALQGEKGVVECAYVEGDGQYA 240 22 3 | 1343 b13y7y9 2399.12 51.857 1987 |3 800.38 -3.46
[P25077|MDH_SALTY Malate GKLPTEVEVPVIGGHSGVTILPLLS ] ) ]
dohydrogenase: 15 OIPGVSFTEQEAAELTK 162 42 4 21.4 b17b20b21y4 4341.3 112.734 13742 | 4 108609 59 -2
IP25077|MDH_SALTY Malate 16 IQNAGTEVVEAKAGGGSATLSMG| g 28 4 22.32 b7b8b16y16 2645.34 90.631 3420 | 4 662.09 3.2
dehydrogenase; QAAAR
IP25077|MDH_SALTY Malate 17 SIGTLSAFEQHSLDAMLDTLKK 279 22 5 25.59 b11b16yl0y15y19 | 405.23 136.833 2550 | 2 1203.1% 2.94
dehydrogenase;
IP25077|MDH_SALTY Malate 18 AGGGSATLSMGQAAARFGLSLVR 217 23 4 28.8 b6b8b10b13 2128.1 105.205 1966 | 4  1089.56 -13.11
dehydrogenase;
IP25077|MDH_SALTY Malate 19 NQLPSGSEL 21 9 1 10.07 y5 944.47 93.511 1753 |1 94447 1.9
dehydrogenase;
IPOA7WAIRSS_SALTY 30S ribosomall AVLEVAGVHNVLAK 112 14 12 95.06 |P2POYLY2Y3Y6YBYOyLOVIL )1 g5 60.415 107369 P 710.42 0.17
protein S5; y12yl4
. b2b3b4b7b12b13b14b16}4
|P0A7W4|RSpSrEi?nL'QE:IBOS ribosomal -, VEMQPASEGTGIAGGAMR 93 19 19 188.1| ysy6y7y11ly12y13y1dy15) 1892.95 67.926 104616 P 946.98 5.09
’ 16y19
1l %y
IPOA7WAIRSS_SALTY 30S ribosomall AYGSTNPINVVR 126 12 13 93.g |P203DSY2Y3yATVAYBYTYBY o) 6g 51.007 93117 2 645.84 2.46
protein S5; 10y12*y12
IPOA7WAIRSS_SALTY 30S ribosomall ATIDGLENMNSPEMVAAKR 138 19 12 92,68 | P2'P2DSDILYAVBYOVLIYIP 6 g9 58.931 70468 B 683.00 -4.59
protein S5; y13y15y17
'POA?WMRS;&Se?nLg_sos ribosomal g SVEEILGK 159 8 4 40.86 y3y4y6y8 874.48 50.225 59544 |2 43774 8.03
IPOA7WAIRSS_SALTY 30S ribosomall ATIDGLENMNSPEMVAAK 138 18 16 114.67| P2 D2DLIDISY2YBYdy7yID ) 0qf o 63.114 56574 2 945.96 5.36
protein S5; y11y12*y12y14y15y16yl
'POA?WMRS;&Se?nLg_sos ribosomal 7 AREVPAAIQK 52 10 5 28.66 b6b7y2y3+y3 1082.63 28.684 1093 2 4182 169
'POA?WMRS;&Se?nLg_sos ribosomal ¢ IFSFTALTVVGDGNGR 29 16 3 23.69 b7yey7 1653.84 70.308) 114462 |  827.42 -11.88
'POA?WMRS;&Se?nLg_sos ribosomal ¢ LIAVNR 14 6 1 13.62 v4 685.43 32.803 6448| |1 685.43 142




[POATWAIRS5_SALTY 30S ribosomal AVLEVAGVHNVLAKAYGSTNPIN 112 " 5 o101 b3bay12 269149 96717 1923 I 00
protein S5; VVR
|P0A7W4|RSpSrBi?nL'QE:IBOS ribosomall MAHIEKQAGELQEK 0 14 5 27.06 b5b6°h6h9°h9 1611.7 54879 6435 | 2| 806.40 1371
|P°A7W4|Rsp5rgtse/?ni;_3os ribosomall -, Oxidation+M() ATIDGLENMNSPEMVAAK 138 18 6 30.97 b6°b6ba5Y7y13 1906.91 82.484 3780| |2 953.94 12.55
|P0A7W4|RSpSrBi?nL'QE:IBOS ribosomall -, 5 Oxidation+M(3) VEMQPASEGTGIAGGAMR 93 19 3 14.93 b5yE/1 1908.94 60.031 2689 | P 954.97 4.60
|Q8ZP20|TREA_SALTY Periplasmic b1b2b3b4b5b9b10b11b1pb )
rohalase: 1 VAAAAQAHLLQPGGLATTSVK 428 21 16 10872 |7 roytoyizytoyon| 200411 57.736 50004| B 668.71 8.34
_____ T -
IQ8ZP20[TREA_SALTY Periplasmic 2 TTTIAPVDLNALLYQLEK 335 18 14 67.54 |PLDSDIDSDOYLYBYAYEE s 15 103.493 55755| P 1002.04 5.97
trehalase; y11y13y14y18
'QBZPZOlTRtErQE;:S:T_Y Periplasmic 3 WMDNPQQLSTIR 323 12 9 65.9 | b2blly2ydyByoyloyllyl2  1488.13 62.381 45833 | 2| 744.87 3.20
o b3°b3b5°h5b6°b6b11b14}2
IQ8ZP20[TREA_SALTY Periplasmic | TFADAIPNSDPLMILADYR 68 19 22 143.68| y3y4a°ydy5eysy6y7yoyloyl 2123.07 101.225 42806| P 1062.04 9.54
trehalase; :
3°y13y14y19
o . , ]
IQ8ZP20[TREA_SALTY Periplasmic | o | Carbamidomethy#+C(6) MLDLICPQEKPCDSVPSTRPASLY ¢, ” 5 160 b4bAbGD10y14 100,51 63,612 1asdo | 4 sooks  43a
trehalase; Carbamidomethyl+C(12) ATPTK
'QBZPZOlTRtErQE;:S:T_Y Periplasmic 6 SNPNRPATEIYR 296 12 5 29.47 b2y6y7y10y12 1417.7p 32.786 9503| 2| 709.36 112
'QBZPZOlTRtErQE;:S:T_Y Periplasmic 7 WDSLLPLPESYVVPGGR 142 17 4 16.31 b4b11°b11y12 1885.00 261 6581 | 2| 943.00 6.48
'QBZPZOlTRtErQE;:S:T_Y Periplasmic 8 TYYLSR 206 6 2 26.84 yay4 802.40 37.762 19260 |2 40L7L -5.7d
'QBZPZOlTRtErQE;:S:T_Y Periplasmic 9 DQLTAAALFPLYVNAAAK 405 18 7 26.57 | b7*b7b10°b10*b10b1lys 1877.01 96.806 12192 P 939.01 -3.64
IQ8ZP20[TREA_SALTY Periplasmic | -, DTPRPESWVEDIATAK 280 16 11 70.74|PA7P4PSDIDTOTOEEDIZ ) 01 ) 59 111.790 3255 | B 907.95 -0.67
trehalase; b13°b13
'QBZPZOlTRtErQE;:S:T_Y periplasmic | ) VADMVANFGYEIDAWGHIPNGNR| 183 23 5 42.98 b3b5b6b8bY 2588. | 123.178 1786 | 4 s849.41 15.53
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyi+C(6};MLDLICPQEKPCDSVPSTRPASLS ] ) )
rohalase: 12 | CobamidomethyiC(LE) ATPTKTPSAATO 534 36 6 25.53 b3b5y8y10y11y21 3855.88 63.731 60495 | 4 9642 -4.18
'QBZPZOlTRtErQE;:S:T_Y Periplasmic | 5 NVEKWDSLLPLPESYVVPGGR 138 21 5 31.18 bay4dy7y9y10 23954  87.961 55053 | 3  785.75 3.42
'QBZPZOlTRtErQE;:S:T_Y Periplasmic |, , ASAAAGDRAK 357 10 3 33.89 b4b7b8 917.47 54.078 50544 |2 4594 -9.85
IQ8ZP20[TREA_SALTY Periplasmic |, o DTPRPESWVEDIATAKSNPNRPAT g, 28 3 22.72 b4b8h9 3213.59 120.929 18027 | 3 107187 0.46
trehalase; EIYR
IQ8ZP20[TREA_SALTY Periplasmic | ¢ LFPDQKTFADAIPNSDPLMILADY [ . : 163 babOy7y7y13 So51 44 101641 12206 |3 os1ls b a
trehalase; R
'QBZPZOlTRtErQE;:S:T_Y Periplasmic |, LEDGSVLNRYWDDR 266 14 3 19.28 b7y5y12 1737.8 71.344 6878 2 | 869.41 -0.91
'QBZPZOlTRtErQE;:S:T_Y Periplasmic | ¢ SNPNRPATEIYRDLR 296 15 6 20.43]  b8bob13°b13yl4*yLh 1001.| 88.224 3839 | 4 90146 434
'QBZPZOlTRtErQE;:S:T_Y periplasmic | TFADAIPNSDPLMILADYRMQR 68 22 6 23.31| bl2°b12b17*b17bba8 | 2538.22 136.825 2281 | P 1269.6] -11.48]
'QBZPZOlTRtErQE;:S:T_Y Periplasmic | 5, Oxidation+M(4) | VADMVANFGYEIDAWGHIPNGNR 183 23 6 24.55 Sb8y4*ydy8y10 2562.18 72.851 13800 |3 854.74 -0.29
'QBZPZOlTRtErQE;:S:T_Y Periplasmic |, Oxidation+M(9) | SQPPFFAFMVELLAQHEGDDALK 212 23 4 13.04 H67y6°y6 2606.29 74.557 1876 | B 869.43 10.12
'QBZPZOlTRtErQE;:S:T_Y Periplasmic |, PNRPATEIYR 208 10 0 2.83 1216.64 32,712 14221 |2 608.93 -0.30
'QBZPZOlTRtErQE;:S:T_Y Periplasmic | 4 TFADAIPNSDPLMILADYR 68 19 0 5.66 2106.02 101.197 18771 |3 2@ 2.55




IQ8ZP20[TREA_SALTY Periplasmic | =, SNPNRPATEIYR 296 12 0 2.83 1400.67 32.798 1531 |3 46796 612.4
trehalase;
. b1b2b3b6°b6b9*b9b10°H1
'QSZKSOlRLQFCigtTLL_SOS ribosomal | VANLGSLGDQVNVK 8 14 23 125.23 | 0*b10b13b14yly3y7*y7y8 1413.77 56.576 68876 | 2  707.39 1.47
p ’ *y8y9y10*y10y12y14
'QSZKSOlRLzFCigtTLL_SOS ribosomal |, NVEYFEAR 42 8 8 67.3 y2y3ydy5°y5y6y7y8 1027.49 46.616 658312 | 514.24 -5.82
'QSZKSOlRLzFCigtTLL_SOS ribosomal| 4 DIADAVTAAGVDVAK 97 15 10 63.64 b2b4b7b9y45 YAYTYYIYL 1415 74 66.013 50415 2 708.37 0.17
'QSZKSOlRLzFCigtTLL_SOS ribosomal |, LADVLAAANAR 57 11 8 243 | b2bsyly2ystysy10ty10|  1084.62 383 20725 | 2| 542.81 5.51
'QSZKSOlRLzFCigtTLL_SOS ribosomal| o VINVVAE 141 8 3 33.08 b5b6y5 856.51 63.390 6943 |1 856.51 276.
'QSZKSOlRLzFCigtTLL_SOS ribosomal | NFLVPK 27 6 2 26.84 b3y4 717.42 51.089 21301 |1 717.4p 112
'QSZKSOlRLzFCigtTLL_SOS ribosomal| 7 TTGEHEVNFQVHSEVFAK 123 18 4 15.58 b12*b12y9y14 2058.9p  .5DP 6805 | 3| 687.00 -1.42
'QSZKSOlRLzFCigtTLL_SOS ribosomal| g DIADAVTAAGVDVAKSEVR 97 19 4 34.52 b12b13b14°b14 1886.9  5.306 54796 | 3  629.66 -14.62
'QSZKSOlRLzFCigtTLL_SOS ribosomal| ¢ VANLGSLGDQVNVKAGYAR 8 19 4 34.52 b9°b9b10b11 1932.04 6573 7803 | 2| 966.53 12.00
. % | O %
IQ8ZKBOJRL_SALTY 508 ribosomal | LPNGVLRTTGEHEVNFQVHSEVA . - 1 53,07 [PL2D13DIBYLLYIIYITY oo 136,614 w18 | b 140871 0.96
protein L9; AK 12*y12y15y16°y16
'QSZKSOlRLzFCigtTLL_SOS ribosomal| KNVEYFEAR 41 9 3 30.48 bey4ys 1155.59 70.418 2072l |2 578.3p 48.2
'QSZKSOlRLzFCighTLL_SOS ribosomal| -, Phosphoryl STY(5) AVPATKK 35 7 4 40.46 b3b6y6°y6 79441  5.000 4262 | 1|  794.41 2.84
'QSZKSOlRLzFCighTLL_SOS ribosomal |, 5 ADVLAAANAR 58 10 1 7.86 b9 971.52 38.299 46234 P 486.21 201
IPOA297IRL10_SALTY 50S ribosomall LATLPTYEEAIAR 125 13 11 96.93 |P20AYAYBYTYBYOYL0YION 7 77 64.950 75000 | 2 724.39 -4.05
protein L10; 1y13
[POA297|RL10_SALTY 50S ribosomal . VVEGTQFECLKDTFVGPTLIAYSM b2b3y6y12y13y16y16°y14y ]
brotein L10: 2 | carbamidomethyl+C(9 I GAMR 62 32 10 49.47 Lryas 3494.70 91.986 70853| 4  874.43 3.07
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall AAAFEGELIPASQIDR 109 16 10 70.74 b1b4b5y2y7g8y9y11y12 ' 1687.87 68.552 52019 2 844.44 4.85
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall -, GALSAVVADSR 20 11 9 52.49 | b3b5°b5y2ySyEyeyTYIL  10455f 4@ 37079 | 2| 523.29 5.84
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall AGREAGVYMR 43 10 5 61.12 b6y3ydy6ys 1109.55 46.156 9624 |2 .385 2.53
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall o | orhamidomethyl+C(9 VVEGTQFECLK 62 11 5 31.2 b3bob 1M1 1309.66 86.052 3289 | p  655.33 12.68
IPOA297IRL10_SALTY 50S ribosomall  ; LMATMK 138 6 1 13.62 b4 694.37 40.905 12415 |1 694.37 6.86
protein L10;
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall g DTFVGPTLIAYSMEHPGAAAR 73 21 3 13.87 b5y3y13 2204.14 11502 7826 | 3| 735.37 9.19
IPOA297IRLL0_SALTY 50S ribosomall g EASAGK 144 6 3 29.85 b3b5°b5 562.29 43.602 261 |1  562.99 13.79
protein L10;
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall ) LATLPTYEEAIARLMATMK 125 19 3 14.93 b12y6y18 2123.09 572 234798 | 3| 70837 -14.72
c = v
[POA297IRL10_SALTY 50S ribosomal] AAAFEGELIPASQIDRLATLPTYEE[ | I o 433 |P9P11DI3DI3DI0I80IE 99,643 =500 1039.54 12,06
protein L10; AIAR y9
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall Phosphoryl STY(4) GALSAVVADSR 20 11 3 24.3 b3y6y10 186 | 40.209 11617 | 4  563.26 -11.93
|P0A297|RL‘1)?&§QLLT1\E),503 ribosomall ) 5 Oxidation+M(2) LMATMKEASAGK 138 12 3 26.25 b6b7y8 12536| 61.352 15212 | 4 41854 -9.15




|Q8ZQTS|TOLB_SALTY Protein tolB; 1 SNNTEPTngS\S/aI LAFTSDQAG  5g7 29 15 77.34 bgsgf;gs;’iz’;;zylz‘g’gg P 3285.56 77.421 98276 | B  1095.84 4.46
|Q8ZQTS|TOLB_SALTY Protein tolB; 2 WAGPGAAPEDIGGIVAALR 43 20 12 66.83 b1b7b1y5>1t>;y71°f;273/ 2y4Y5¥6 1936.00 85.314 66345| P  968.50 4.16
|Q8ZQTS|TOLB_SALTY Protein tolB; 3 IEITQGVDSARPIGVVRE 24 19 14 92.73 bz;&%ig;f;?ié;ﬁ;j:’ 3 2026.11 70.368 63384| B  676.04 -11.63
|Q8ZQTS|TOLB_SALTY Protein tolB; 4 LAYVTFESGR 213 10 6 51.88 bly4ySy6y8y10 11425 57.526 94 2| 57179 -3.10
|Q8ZQT5[TOLB_SALTY Protein tolB; 5 SPQPLMSPAWSPDGSK 719 16 12 85 b2°b2b9§ﬁ;?;9°ygy10y1 1684.81 62.580 41529 b 84201 8.62
|Q8ZQTS|TOLB_SALTY Protein tolB; 6 IAYVWWQTNGGQFPYELR 66 17 8 52.74 | b3bay2y5y8yllyl3+yl 1955.01 73.143 3571 2 8. 5.93
|Q8ZQTS|TOLB_SALTY Protein tolB; 7 SALVIQTLANGAVR 223 a 9 89.55 | b3bdydySysyoylOyllylh  1412.82 70.68¢ 3403 2 gwe| 242
|Q8ZQT5[TOLB_SALTY Protein tolB; 8 MNINGGAAQR 316 10 11 87.55 bz*b2b3y23;39y5y6y7*y7y5 1031.50 27.876 30874 2 516.25 8.76
|Q8ZQTS[TOLB_SALTY Protein tolB; 9 LPATDGQVK 413 9 7 45.46 b5b9y4y5y8*y8yd 928.51 27.975 1919 | 192851 3.62
|Q8ZQTS|TOLB_SALTY Protein tolB; 10 YAGHTASDEVFEK 142 31 4 20.63 b5°b5b10y9 1453.64 37.606 2433 3 48572 -13.35
|Q8ZQTS|TOLB_SALTY Protein tolB; 11 QVASFPR 237 7 3 40.46 y3ydy5 804.43 38.354 2214 | 2 402.72 4-9.9
|Q8ZQTS[TOLB_SALTY Protein tolB; 12 LAFALSK 257 7 3 37.45 bdy5y6 749.45 56.362 10014 |2 375.2B 482.
|Q8ZQTS[TOLB_SALTY Protein tolB; 13 HNGAPAFSPDGTK 244 31 8 74.96 |  bSbeb7*b7ydy5y6y9 1298.62 67.191 4627 |2  649.41 031
|Q8ZQTS[TOLB_SALTY Protein tolB; 14 FNPLDR 67 6 1 13.62 ba 761.38 37.365 3078 |2 381.2p 1451
|Q8ZQTS[TOLB_SALTY Protein tolB; 15 ITWEGSQNQDADVSSIG 326 18 3 15.58 b1ly5y1l 1936.89 65.519 1657 |2 96895 19.6p
|Q8ZQTS|TOLB_SALTY Protein tolB; 16 SPQPLMSPAWg;DGSKMYVTFE 197 26 6 49.93 b8bOy4ySy6y13 2808.3] 80.926 3944 3 9380 561
|Q8ZQTS|TOLB_SALTY Protein tolB; 17 NSGKFNPLDR 63 10 3 33.89 y5y6y8 1147.57 41.952 1893 2 57439 -12.98
|Q8ZQTS|TOLB_SALTY Protein tolB; 18 LPATDGQVKSPAWSPYL 413 17 3 16.31 b3b6y6 1829.92 119.574 8959 |2 91546 12.44
|Q8ZQTS|TOLB_SALTY Protein tolB; 19 HNGAPAFSPDGTKLARSK 244 20 3 23.79 b5b8b9 2029.05 61.718 6484 |3  677.02 -0.4p
|Q8ZQTS|TOLB_SALTY Protein tolB; 20 QALRVAFGFLMLWAAVHAEVR 2 22 6 512 | bl2blabl5yleyl7yls|  2498.3p 136.83 333 224970 2.05
|Q8ZQTS|TOLB_SALTY Protein tolB; 21 VIQTLANGAVR 226 11 0 3.64 1141.65 70.725 18705 |2 571.3 12.9

'O33921|AGp55§£;;J Glucose-1- 1 TPIGGQLVFQR 335 11 7 65.5 b2y3ydy7y8ydy11 1215.68 61.356 1176 | 2| 608.34 6.83

I033921|AGP_SALTY Glucose-1- 2 MGTMDPTENPVITDDSAAFR 141 20 21 137.51 Sfis;gfygibsfylzzﬁﬁy&f 2186.01 78.235 94338 2 1093.51 7.37

phohatase; 15y16y20

'O33921|AGp55§£;;J Glucose-1- 3 IEYVYQSAR 358 9 9 89.37 |  b2b3b6y3y5y6y7y8y9 1128.56 42584 22m | 2| 564.79 -3.89

'O33921|AGp55§£;;;_( Glucose-1- 4 NVAAPLVK 281 8 5 49.31 b5y4y5y6y8 811.49 40.155 80453 |2 4@6.2] -12.41

I033921|AGP_SALTY Glucose-1- 5 QQAVQAMEK 161 9 12 74,9 |PEDIDOVBYAVAYSYSYSY 035 50 26.249 70025 2 516.76 9.46

phohatase; 6y7y9
b3°b3bab6b7°b7b9*bob12
|O33921|AiEJhS£;_;I;( Glucose-1- 6 |Carbamidomethyl+C(1 1)EWLVAQGLf,\ISSLZCRPAPDTVYAY 87 29 26 152.26 (?yll%zlfﬁéi;ﬁﬁggg 32 3205.58 93.585 47906 | B 1069.2( 5.79
9




b4b6b8b9°b9b14*b14b1dy
'O33921|A6p55§££g Glucose-1- 7 APLANNG\;Q’F\,/ éé%ﬂ_';EAWPAWD 43 31 18 92.81 | 2y8y10y11y12+y12y13y14 3161.61 83.345 39026 B 1054.54 3.63
) *y14y31
'O33921|A6p55§££g Glucose-1- 8 DTFSANYQQEPGVQGPLK 208 18 7 22740 b2eb2ylysylOyl2yly €97 56.473 33532 | 2 989.99 7.90
'O33921|A6p55§££g Glucose-1- 9 NGYQDSLFTSPTVAR 266 15 4 26.21 b2y3y5y11 1655.8p 62.91 5387 | 2| 828.40 -1.62
'O33921|A6p55§££g Glucose-1- 10 VGNSLVDAVC(TBE?JIES‘FPMDQVA 226 31 6 26.13 b3b6b7b15°b15*h15 3486.6p 104.156 256P0 | 3 2.896 5.46
'O33921|A6p55§££g Glucose-1- 11 VTVLVGHDSSI'DAQS\'(‘ETRALDFKPYQ 304 31 5 25.2 b9y4y5y10y15 3542.77 96.058 171470 | 5 709.36  .3615
'O33921|A6p55§££g Glucose-1- 12 NAEALTLK 370 8 5 51.07 b3*b3b5y6y7 859.48 41.138 gsa6] |2 4m0. 15.20
'O33921|A6p55§££g Glucose-1- 13 SQLHLDESYK 172 10 5 28.66 b4°b4b5y4°y4 1219.5 40.916 207493 |  407.20 1471
-1- i . o
|o33921|AiEghs§£; Glucose-1 " g::s:n:ggr;n:tt:ﬁg((lz ,)GCPVDANGFC:KLDKFDNVMNTA 28 04 o 6.5 b4b22y3y%())/3;122 EYEY S 28262 s1075| b ss1o7 074
'O33921|A6p55§££g Glucose-1- 15 LKNGYQDSLFTSPTVAR 264 17 10 g4.05| P7POP10 bigy3y4y5y6y8 1896.96 58.786 70510 B 632.99 -8.88
'O33921|A6p55§££g Glucose-1- 16 MGTMDPTF\/N(DPXJ;KDSAAFRQQA 141 29 6 25.98 b3y3y4°yayTy24 3199.5 81.574 32000 | 3 1067[17 4.88
'O33921|A6p55§££g Glucose-1- 17 VGNSLV@@EE%;E%’;E MDQVAI 556 34 6 2151 | bl3*bl3y7ysyl2ry12|  3928.87 84.054 26018 | 3 omm -2.49
'O33921|A6p55§££g Glucose-1- 18 QQAVQAMEKAR 161 11 4 41.49 bayay8y10 1259.64 63.718 16968 | 2 30.83 4.55
-1- i {
'O33921|A6p55§££g Glucose-1 19 Car?g)r:i]clic;ct)i?:fag?(z ‘EG\S/(L;'EE\QQQ\(;B\T(\T/\T/E\\?’ALQ‘/ QSQGRL'P 74 42 3 10.94 b8b11y4 4684.29 57.644 5434 |4 117183 6.3
[P41031|CY_SALTY Thiosulfate-bindin b2b3b4b5*b5b6*beyLy3yl
orotein: 1 AYLNWLYSPQAQTIITHYYYR 265 21 18 13701 i Laayioyieya] 266433 92.929 181927 B 888.78 0.64
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 2 GLGDVLISFESEVNNIRK 208 18 12 62.21|P2P5 ;ff;%@lléi’/ig b14¥6 1 990.04 101.166 160070 B 664.02 -10.49)
'P41031|CY—S?;;ZirT_h'OSU'fate'b'”d'” 3 FGSWPEVMK 311 9 7 45.46 b2b3°h3y2y3y5y6 1080.5(L 68.50 1801 2| 540.76 -4.41
. - b5b7*b7b14°b14*014b15°
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 4 ELFAALNPPFEQQWAK 37 16 19 94.82|b15yly2y4ryay6y6y7yoyl 1888.97 89.613 98826 2 944.99 6.53
’ Oy12y16
. - b2*b2b3*b3b4°ba*bab11
IP41031|CY_SALTY Thiosulfate-binding o QYEAQGFEWWVIPK 226 13 19 102.65 b11b13yly2y3y5y8ydyl0ly 1507.78 69.700 95063 2 754.39 0.57
protein; 11y13
'P41031|CY—S?;;ZirT_h'OSU'fate'b'”d'” 6 VNNPEIMGK 286 9 10 61.68 | b1lb2+*h2b3y2ydy6y7y8yo  1001.50 138, 04183 | 2| s01.25 -9.81
. o . R
IP41031[CY_SALTY Thiosulfate-binding LPNNSSPFYSTMGFLVR 110 17 16 1224508 DEDTOBDEYLY2YSYEVE ) g o7 91.691 91611 2 965.49 7.46
protein; y9y11ly12y13y14y17
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 8 NVEVFDTGGR 189 10 8 58.11|  b2b8ydy6y7y8°y8yl0 1093.5p 43.12| 63117 | 2| s547.26 -4.35
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 9 NIHDWSDLVR 132 10 7 26.9 b2b8y1y3y6°y6y10 1254.6 63.000 3® | 2| 62781 -0.78
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 10 LIFPNPK 146 7 9 63.88 | bSy2y3tyayatyaysyey] — 828.49 55.872| 086 | 2| 414.75 -14.37
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 11 QALAILQGLK 71 10 8 74.33 |  b3*h3b10y3y5y6y7y8 1054.65 74.840| 46161 | 2| 527.83 -9.95
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 12 GATTTFAER 199 9 5 54.49 yAy5yBy7y9 953.46 30.737 31056 |2 237 1120
'P41031|CY—S';k;ZirT_h'OSU'fate'b'”d'” 13 GLGDVLISFESEVNNIR 208 17 5 23.3 b5y1y10%y10y11 1861.97 06198 20419 | 2| 93149 2.16




|P41031|CY_5/;&;:"T_“iOS“'fate‘bi”di” 14 ADVVTYNQVTDVQILHDK 81 18 6 22.74 b2°b2b3°b3b10b12 20858, 63.600 8958 | 4  686.68 -5.81
|P41031|CY—S";%Z"T_“iOS“'fate‘bi”di” 15 ELFAALNPPFEQQWAKDNGGDK 37 22 6 24.22|  bl5y2y7y13°y13y14| 2475.18 97.084 2693 825.73 -6.41
IP41031ICY_S/;%;TiOS“'fate'bi”di” 16 TNILAEFPVAWVDK 239 14 5 44.75 y5y7yay11°y11 1602.84 9220 7221 | 2| 80193 -5.18
P41031|CY_SALTY Thiosulfate-binding RPLTLAAMLLLAGQAQATELLNS 8 29 16 76.67 gjllflyi%ig;fg};;g;fg " 3102.61 | 136.800 5036 | P 1551.81 -15.50
protein; SYDVSR 18°y18*y18
IP41031|CY_5/;&;;;_“iOSU'fate'bi”di” 18 TEQFMTQFLK 179 10 7 73.54 b30b9y3y5y7y8°y8 1272.63 75.254 032 | 1| 127263 -1.82
|P41031|CY—S'§;:"T;“iOS“'fate‘bi”di” 19 VEEK 307 4 1 12.81 b3 504.27 46.446 3781 |1 5042y 115
* Py
|P41031|CY—S'§;:"T_“iOS“'fate‘bi”di” 20 TNILAEFPVAWVDKNVQANGTEK | 239 23 17 132.25 gifégiobyiyfﬁ67§f§§1g_ 2544.30 90.353 194803 B 848.77 -4.13
; 0
|P41031|CY—S'§;;;;“iOS“'fate'bi”di” 21 NVEVFDTGGRGATTTFAER 189 19 14 | 10001 b3*§it’3€ty’ig;f;§’£§11;‘y5y 2027.96 | 56513 62103| B  676.66 -7.76
|P41031|CY—S'§;;;_“iOS“'fate'bi”di” 22 YTYLAAWGAADNADGGDKAK | 159 20 3 21.16 y3y6y13 2057.95| 6188 61848 | 3| 686.65 -5.10
|P41031ICY_S';k;ZirT_hiosulfate-bindi” 23 TSGNARYTYLA;‘:V GAADNADGG | 155 24 4 19.44 b8b10b13y15 2445.1 90.423 663 2 1223[07 810
IP41031ICY_S/;k;ZirT_hiOS“'fate'bi”di” 24 GNPKNIHDWSDLVR 128 14 3 27.85 y7y9y13 1650.8] 84.784 5487 3 | 550.94 -14.12
'P41031|CY—S';k;ZirTihiOS“'fate'bi”di” 25 L'PADWQSRLP\’/\‘SSSPFYSTMGF‘ 101 26 4 12.14 b21y10°y10y13 2996.5 84.731 487 3 99951 307
IP41031ICY_S/;k;ZirT_hiOS“'fate'bi”di” 26 QADKFPQTELFR 295 12 4 35.49 yAy5y6*y6 1479.75 58.955] 424 2 40.38 -5.53
IP41031|CY_S?&;:"T_“iOSU'fate'bi”di” 27 VEEKFGSWPEVMK 307 13 4 34.43 babsy4ys 15665.7p 46.65 22852 | 783.38 -11.46
|P41031|CY—S?)k;:irT_hiOS“'fate'bi”di” 28 VNNPEIMGKQADK 286 13 3 20.63 b3b11y9 1443.74 76.664 1756 | 2722.37 6.43
|P41031|CY—S?;;LI_“iOS“'fate'bi”di” 29 Phosphoryl STY(6) ADVVTYNQVTDVQILHDK 81 18 5 29.14 b4b503i§23m'304 2138.04 69.025 13547 B  713.35 13.93
|P41031|CY—S?)k;ZirT;hiOS“'fate'bi”di” 30 EVFDTGGR 101 8 0 2.02 880.41 47.099 1676 |1 880.4L -3.44
|P41031ICY_S?)k;ZirT;hiOSU'fate'bi”di” 31 GATTTFAER 199 9 0 1.62 935.45 30.742 11884 |2 468.28 -3.78
|P41031|CY—S?)k;ZirT;hiOS“'fate'bi”di” 32 FGSWPEVMK 311 9 0 162 106251  68.562 3819 |1 106251 102
|P41031ICY_S?)k;:irT;hiOSU'fate'bi”di” 33 NIHDWSDLVR 132 10 1 8.25 v4 1237.59 63.097 3496 3 41320 1.18
IP67091/UF_SALTY Universal stress| TILVPIDISDSELTQR 3 16 21 135.07 ?;:*itgi;zsézg;ﬁgzgﬁ? ’ 1799.98 81.861 133178 P 900.49 2.71
protein F; 13yl4y16
|P67091IUF_p?c/;t;YFynivefsa' stress 2 VISHVEAEAK 19 10 3 36.9 y5y6Y7 1082.58 25.079 24740 2 541.79  4.51
|P67°91|UF—‘)?QZDF?”“’”S&“ stress| 5 VHFLTV'PSLAT\AYJSSEGLAYSAELP 34 31 6 39.96 yly4y7y9y10y11 3394.71 125.703 351 3 1132P6 650
|P67091|UF—‘)?QZLYF%’”“’”S""' stress| ILEMAK 08 6 1 13.62 v4 704.40 38.381 6797| P 352.70 -8.66
|P67091IUF_‘)?QZLYFWWEVS&' stress| ¢ VQAHVAEGSPK 85 11 3 24.3 b6b10y5 1122.58 69.549 21271 2 561.40 -5.76
|P67091|UF_‘)?QZLYFP”“’”S""' stress| g MNRTILVPIDISDSELTQR 0 19 3 34.52 y8y9y10 2201.16 68.895 128 | 2| 1101.08 0.22




b1b4°bab5°b5h11b13b14Fb
IP65702|PGK_SALTY Phohoglyceratq SVNDVKEDEQILDIGDASAQQLAE| 4, 27 23 152.37| 14b17b25b26y2y3y4°yayb  2941.52 99.963 162667 B 981.18 5.81
kinase; ILK
y6y7y13y14y15y27
|P65702|PGK—kSinAaLSU Phohoglyceratg VLPAVAMLEER 373 11 12 87.16 |P1O3Y2Y8 gj’ﬁyey?yg Y& 122767 79.922 161940 P 614.34 5.67
b2b3b5b7b8b12b13y2y3Y4
|P65702|PGK—kSinAaLSU Phohoglyceratd 5 | - amidomethyi+C(6)  FADVACAGPLLAAELDALGK 156 20 19 168 |y5y6y8yoyl13yldylEyl6y 2002.04 98.698 161686 P  1001.5% 4.94
: 0
IP65702|PGK_SALTY Phohoglyceratq ;| -2 midomethyl+C(g LLTTCDIPVPTDVR 244 14 15 95.5P2DE°DEDT DTDIY2YSYSNT ) £og oo 68.493 118680 P 800.43 2.75
kinase; y9y10y11ly12y14
IP65702|PGK_SALTY Phohoglyceratq o VATEFSETAPATLK 258 14 18 152.24|0203°03b4°b4DSLOYIY3YY | ) 76 52.477 08684 2 732.88 175
kinase; 7y9y10y11°y11y12y13yl4
IP65702|PGK_SALTY Phohoglyceratq ¢ TILWNGPVGVFEFPNFR 302 17 17 112,93 D2DSDETDEDI2YLYAYSYBYT ) o551 106.027 83609 P 997.03 8.15
kinase; y11°y11y12y13°y13y15y1l7
o O, o
IP65702|PGK_SALTY Phohoglyceratq ADLNVPVKEGK 19 11 12 66.96 |02 D2D3DIY2YBYAYAYEYE" ) (g o 36.834 73826| P  585.33 3.24
kinase; y8y11l
|P65702|PGK—kSinAaLSU Phohoglyceratg ¢ ASLPTIELALK 38 11 5 31.29 y1y3ydy8y1l 1155.69 77.090 6520 2 578.35 -6.13
|P65702|PGK—kSinAaLSU Phohoglyceratg ¢ LVKDYLDGVDVQEGELVVLENV ) 23 3 23.13 y3ydy12 2544.36 96.950 42488 |3 848.79 0.1d
[P65702IPGK_SALTY Phohoghyceratd | IADQLIVGGGIANTFVAAQGHSVG [ - - M o4 20 | P2D3DADEY2YEYEYOVITYE o 7 950 13| b sosds 077
kinase; K 4*y14
|P65702|PGK—kSinAaLSU Phohoglyceratq MTDLDLAGKR 5 10 8 81.32 b2y3ydy5y6y7y9y10 1119.58 42686 482 | 2| 560.20 -5.89
|P65702|PGK—kSmAaLSU Phohoglyceratq TILWNGPVGVFEFPNFRK 302 18 8 26.57, b2b13y1y108y13y14 VIWE 512112 96.495 24833 B 707.71 5.87
|P65702|PGK—kSmAaLSU Phohoglyceratg 5 MTDLDLAGK 5 9 5 38.26 y2y3ydy8y9 963.47 48.320 21214 |2 48224 817
|P65702|PGK—kSmAaLSU Phohoglyceratg AQASTHGIGK 146 10 8 40.12|  b2*b2bby2ydy7y8y10 969.50 15084 7711 | 2| 485.26 6.86
IP65702|PGK_SALTY Phohoglyceratq o VMVTSHLGRPTEGEYNEEFSLLP 53 29 5 16.9 b4b6°b6b13y15 3321.6 136.28 2766 | 4  83Ll8 3.6
kinase; VNYLK
|P657°2|PGK—kSmAaLSU Phohoglycerald 15 | Carbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 3 245 6bl1b12 2043.96 62.989 12123 |2 1022.48 9.26
|P65702|PGK—kSmAaLSU Phohoglyceratq 7 LSNPVR 84 6 2 29.85 y3y5 685.39 27.742 5031 |2 343.2p -11.0
|P65702|PGK—kSmAaLSU Phohoglycerald ¢ SVNDVK 272 6 1 13.62 b 661.35 106.657 2507 |1 661.36 3.97
|P657°2|PGK—kSmAaLSU Phohoglyceratq g ISYISTGGGAFLEFVEGK 355 18 3 245 b3b5b6 1874.9p 61.904 524 | 2| 938.00 20.83
|P657°2|PGK—kSmAaLSU Phohoglyceratd ) DYLDGVDVAEGELVVLENVR 93 20 4 225 b13b14y16°y16 2204.04 95.413 1777 | 3| 735.37 -7.64
|P657°2|PGK—kSmAaLSU Phohoglyceratq ,; SLYEADLVDEAK 231 12 5 54.15 b7b8y9y10y11 1352.64 136.277 427 | 1| 1352865 -5.87
|P65702|PGK—§£LSU Phohoglyceratq , VATEFSETAPATLKSVNDVK 258 20 3 225 b13b14y15 2107.0 5eK 28543 | 3|  703.04 1.04
IP65702|PGK_SALTY Phohoglyceratq ISYISTGGGAFLEFVEGKVLPAVA | 5op 29 9 37.81 | b4b8b10°b10bldy4y7°yTy8  3083.41 136.31 9397 4| 77166 0.48
kinase; MLEER
IP65702|PGK_SALTY Phohoglyceratq | CarbamidomethyRC(S), y | oy EyMDAFGTAHR 128 18 4 24.81 b5b7b14y11 2059.95 78811 | 2057 | 3| 687.32 7.59
kinase; Oxidation+M(10)
|P65702|PGK—§£LSU Phohoglyceratq g DLDLAGKR 7 8 2 20.68 b3b7 887.50 42.653 16435 |2 4442 6.74
|P65702|PGK—§£LSU Phohoglyceratq ¢ TDLDLAGKR 6 9 0 2.02 988.54 42.707 14491 b 494.77 5.12




|P65702|PGK—kSmAaLSU Phohoglyceratq ,; DLNVPVKEGK 20 10 2 7.86 b3°b3 1098.61 36.834 1003] |2 sa0sh 228
|P65702|PGK—kSmAaLSU Phohoglyceratq g PAVAMLEER 375 9 2 18.86 b3b5 1015.51] 79.922 7789 |2  508.26 340.
b2*b2b3b4b5*b5b7b8b17b
[PO6179|FLIC_SALTY Flagelin: 1 AQ'LQQAGTS\S’BCSANQVPQNVL 468 27 20 106.92| 18yly2y4y6yoy10y12*y12 2860.60 104.953 132071 B 954.21 0.51
y13y27
[PO6179|FLIC_SALTY Flagelin: 2 SQSALGTAIER 20 11 9 41.49| b2*b2b3ylySy7yosyoyll  1132.59 .04 45416 | 2| 56680 -6.25
ST -
[PO6179|FLIC_SALTY Flagelin: 3 FNSAITNLGNTVNNLTSAR ®» 19 12 50.03 |°304 bﬁ%yﬁi‘;?g YV 2007.04 78.164 32657| P 1004.0 5.78
o *
[PO6L79|FLIC_SALTY Flagelin; 4 INSAKDDAAGQAIANR 37 16 1 65.76 |°209 bgyg{ji’gw YIYIOL 161480 30.181 30742 B 538.94 -12.78
o
[PO6179|FLIC_SALTY Flagelin; 5 VSGQTQFNGVK 125 11 8 36.72|P10Y3Y9 y9yllO YIOYI0VL 116460 33.207 21005 2 582.80 3.04
[PO6179|FLIC_SALTY Flagelin: 6 VRELAVQSANI%';SQSDLDS'QAE 01 28 3 11.7 b3y3y9 3060.54 66.837 16127 |3 102085 7.98
[PO6179|FLIC_SALTY Flagelin: 7 VSDTAATVTGY?DTT'ALDNSTF 180 24 7 19.44 | b6°b6b10b1Sb15y8y2s  2462.17 713101 145p7 | 321.38 -10.01
[PO6179|FLIC_SALTY Flagelin: 8 QINSQTLGLDTLNVQQK 161 71 7 39.73 | beb11b13*b13y3ysyl7]  1899.9 66.700 4738 | 2 95080 12.14
[POGL79|FLIC_SALTY Flagelin: 9 AQPDLAEAAATTTENPLQK ) 19 5 21.89 b3b5*b5b10*b10 1968.99 94.362 82776 | 2 985.Q0 502
|POGL79|FLIC_SALTY Flagelin: 10 TEVVSIGGK 370 9 3 30.48 b3bby7 889.50 33.838 15448 |2 44505 241
|POGL79|FLIC_SALTY Flagelin: 11 DGSISINTTK 339 10 2 26.9 bab7*b7y4 1035.59 64.927 7004 |2 B38| 1462
|POGL79|FLIC_SALTY Flagelin: 12 ASATGLGGTDOK 204 12 5 48.12 b4b10b11y4y5 1105.58 48.34 7312 2| 55327 8.39
[PO6179|FLIC_SALTY Flagelin: 13 IDAALAQVDTLRSDLGAVQR 411 21 3 13.87 b10yoy18 2226.19 63.267 22095 |3 742.13 1.54
[PO6179|FLIC_SALTY Flagelin: 14 FNSAITNLGNTVNNLTSARS 432 21 8 36.23 | b4b6b7b9°bo*boyllylls  2250.1f7 111.840 5049 | 2125.59 4.88
[PO6179|FLIC_SALTY Flagelin: 15 SDLGAVQNRFNSAITNLGNTVNN | 5 28 9 44.79 | P13P15DISOIEOITYIIYIA g )7 o 136.823 4745 | P 1474.21 9.69
LTSAR y18°y18
[PO6179|FLIC_SALTY Flagelin: 16 YKVSDTAATV;EIADTT'ALDNS 178 26 3 22.81 b7b12b13 2753.34 90.936 3172 |3 01845 -3.64
[POGL79|FLIC_SALTY Flagelin: 17 DGSISINTTKYTADDGTSK ES) 19 3 14.93 b3y6y15 1973.91] 91.671 1557 |3 658.64 9.1
[PO6179|FLIC_SALTY Flagelin: 18 Phosphoryl STY(1:)TNGEVTLAGTGEADT\?KP LTGGLPATAI 55, 28 6 28.12 b4b7b12b16y13y16 2708.28 86.388 2643 | 2 18546 -4.06
[POALD3|CHG0_SALTY 60 kDa GYLSPYFINKPETGAVELESPFILL b2b3b4°babeb7b9°bob14y )
chaperonin: 1 AOKK 197 29 17 68.56 | 7 o s oy1ayamy2ey20 | 323971 95.455 135869| H#  810.68 3.62
b1b2b3b4*bab5b14b15y]y
IPOALDS|CHEO_SALTY 60 kDa 2 ANDAAGDGTTTATVLAQSITEGL 80 25 20 148.12|3yay5°y5y6y7y8yoy10yldy 2418.23 91.817 110220| B 806.75 -4.34
chaperonin; K o5
'POAlelf:a%(;—ri:t_TY 60 kDa 3 EMLPVLEAVAK 231 11 10 73.95 | b2b3°b3y2y3ySy6y8yoyll  119B.6|  79.894 105476 | 4 600.34 -3.36
'POAlelf:a%(;—rg’:t_TY 60 kDa 4 QQIEEATSDYDREK 350 14 9 42.4 | b7y2y5y7y8eyBylOylan14 1716 33.470 71660 | 3 571.26 -11.48
%y
'POAlelg:a%(;—rf:i‘t_TY 60 kDa 5 VVINKDTTTIIDGVGEEAAIQGR 322 23 10 38.01 b1b3y2y3y5%'6y8 Y8YI3Y  5399.27 67.411 65685 B  800.43 -4.68
'POAlelf:a%(;—rg’:t_TY 60 kDa 6 LAGGVAVIK 371 9 5 44.94 b5b6y7y8y9 827.52 45.086 6207 |2 am. | -1401
'POAlelf:a%%—rg’:?Y 60 kDa 7 AVAAAVEELK 122 10 7 40.12 b2b3y2y5y7y8y10 1000.56 47.337 18 | 2| 500.78 -7.20
IPOAIDS|CHE0_SALTY 60 kDa 8 VEDALHATR 395 9 11 104,34 | PZ03DADSOSYSYAYSYBYTY )14 54 26.260 41360 P 506.26 -9.90
chaperonin; 9
'POAlelfr:;%%—rg’:?Y 60 kDa 9 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 32.78 7H13°b13ySyldy1syls|  1957.02 61.663 40141 |2 979.dL 5.5
'POAlelfr:;%%—rg’:?Y 60 kDa 10 CarbamidomethyI+C(13§ALQYAASVAGPL|2MTTECMVTDL 501 25 5 18.83 b6b8b10y20y25 2670.34 86.364 38835 | 2 133567 .22 7




'POAlelg:a%(;—rf:i‘t_TY 60 kDa 11 | carbamidomethyi+C(d) ALSVPCSDSK 132 10 11 74.45203 b3y2yfoy3y5y6y7y8y 1063.51 35.249 37860 2 532.26 -3.21
'POAlelg:ai(;—rfﬁrﬁ_TY 60 kDa 12 GVNVLADAVK 18 10 9 52.54 | b2b4bg*b8ylydysyeyld  985.56 569 | 35109 | 2| 493.28 -10.34
'POAlelg:ai(;—rfﬁrﬁ_TY 60 kDa 13 AVAAGMNPMDLK 105 12 10 93.8 | b3bsy2y3y5yey8ydyloyl2 1260 58.395 34625 | 4 609.30 -1.90
IPOALDS|CHB0_SALTY 60 kDa 14 SFGAPTITK 42 9 12 79.16 | PLP203D3BYLY2Y3YSYTY o)1 54 44.926 33409 | ©  461.25 -8.61
chaperonin; 8y9
o, *
IPOALDS|CHB0_SALTY 60 kDa 15 AIAQVGTISANSDETVGK 142 18 10 63.88 | P2OTYIOVLLYIYISYIZY 26 o4 48.408 28810 2 880.96 4.99
chaperonin; 13y14y18
[POALD3ICHB0_SALTY 60 kDa GGDGNYGYNAATEEYGNMIDMG
chaperonin: 16 LDPTK 470 28 6 26.83 y1y3y5y10y11y28 2966.31 88.094 25672 | 3 989.h4 12.43
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 17 ATLEDLGQAKR 311 11 6 41.49 b2b5y3y5y9y11 1201.68 39.142 a3 | 2| 60133 -6.50
% | % | %y
IPOALDS|CHB0_SALTY 60 kDa 18 GQNEDQNVGIK 430 11 10 47.72| P2 D20AD10"DIOY3YAYSYY 55, g 26.999 10140 P 60130 2.34
chaperonin; 9y11
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 19 DGVSVAREIELEDK 51 14 4 19.28 b6b10b14y3 1559.77 78.008€ 8®2 | 2| 780.39 1111
'POAleftzxgzﬁﬁTYGOkDa 20 VGAATEVEMK 380 10 5 40.12 b1b3b4b8y7 1034.51 56.077 3581 |2 7.4 -4.37
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 21 LIAEAMDK 160 8 6 62.53 b7°b7y3y5y6y7 890.45 39.237 20262 |2 sa@ -18.23
IPOALDS|CHB0_SALTY 60 kDa 22 NVVLDK 36 6 2 26.84 b5y4 687.40 44.057 19494 |1 687.4 6.93
chaperonin;
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 23 ATLEDLGQAK 311 10 4 26.9 b7°b7b9y9 1045.53 43.563 gsad |2 823 | -22.30
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 24 DTTTIDGVGEEAAIQGR 327 18 6 30.97 b3b5b7y7*y7y1l 1846.9| 63.251 8494 | 3  615.99 20.57
IPOALDS|CHB0_SALTY 60 kDa 25 AGKPLLIAEDVEGEALATLVVNT 242 26 7 26.5 b6y3°y3y7y9°yoy23 2723.48 136.25 3676 | 3  @ss 690
chaperonin; MR
IPOALDS|CHB0_SALTY 60 kDa 26 EGVITVEDGTGLQDELDVVEGMQ| 49 26 7 31.71 | bobllbl3yll*yllyl2eyll2  2851.37 83.362 1816 | 20951.13 14.73
chaperonin; FDR
IPOALDS|CHE0_SALTY 60 kDa 27 EIELEDK 58 7 5 40.46 b3°b3b5°b5y3 875.43 68.985 1508 |1 87543 -11.16
chaperonin;
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 28 EIELEDKFENMGAQMVK 58 17 6 36.13 bay6y7y10%y10y14 2018.9| 73.234 114556 | 4 670.99 -5.04
%y Oy 3
IPOALDS|CHB0_SALTY 60 kDa 29 IADLKGQNEDQNVGIK 425 16 12 78.88 |PSPOYSYAYBYSYOVIOVIO )7, gg 40.018 98093 B  581.30 -11.98
chaperonin; y10y11*y11l
'POAlelg:ai(;—rS:ﬁ_TY 60 kDa 30 |Carbamidomethy+C(16) AVAAAVEELKALSVPCSDSK 122 20 6 38 b4bl4y6y10y11yl8 2045.04) 71.889 40550 |3 68235 -10.7
[POALD3ICHB0_SALTY 60 kDa AMLQDIATLTGGTVISEEIGMELE b3b5b6°b6b7°b7y5y21y2%y |
chaperonin: 31 KATLEDLOQAK 286 35 10 46.97 b 3675.89 122.058 36505| B 1225.9 5.25
'POAlelg:ai(;—rSrﬁﬁ_TY 60 kDa 32 |carbamidomethyrcapf™ EAPLRQ'VL\’;IIEGEEPSVVANT 445 25 6 23.09 b4b5°b5h7y13°y13 2725.4p 73.90 22615 | 3 @ooh 0.18
'POAlelg:ai(;—rSrﬁﬁ_TY 60 kDa 33 AVAAGMNPMDLKR 105 13 9 96.93 | b3y3ydy5y6y7ystyeyll]  137R 50.810 17782 | 4  687.35 2.13
IPOALDS|CHE0_SALTY 60 kDa 34 | carbamidomethyirc(g)-SVPCSDSKAIAQVGTISANSDE) 5, 28 6 25.11| blObll°bllyl2yldeyil  2805.36 70.261 12166 | 335.79 -13.49
chaperonin; TVGK
'POAlelg:ai(;—rSrﬁﬁ_TY 60 kDa 35 LIAEAMDKVGK 160 11 4 24.3 b6b8y9°y9 1174.64 46.146 uud |2 = -9.98
IPOALDS|CHB0_SALTY 60 kDa 36 EVASKANDAAGDGTTTATVLAQS | 4g 30 3 17.28 b3b8b10 2932.5(] 87.268 9651 |3 97817 25
chaperonin; IITEGLK
[POALD3ICHB0_SALTY 60 kDa ANDAAGDGTTTATVLAQSITEGL )
chaperonin: 37 AVAAGMNPMOLK 80 37 5 20.22 b11ly3y5y8y12 3616.81 131.511 488 4 904.96 0-2.9
[POALD3|CHB0_SALTY 60 kDa . QIVLNCGEEPSVVANTVKGGDGN 4 ]
chaperonin. 38 | CarbamidomethyHC(B) vy At EEYONMIDMOILOPTK | 452 46 3 24.53 y3yoy10 4904.29 89.214 3379 |4 1226.83 3.3d
IPOALDS|CHB0_SALTY 60 kDa 39 VGKEGVITVEDGTGLQDELDVVE| 50 29 7 24.93 | bl4bl5ya*yay12°y1o*yl2  3135.5% 72.859 3308 | 4784.64 2.57

chaperonin;

GMQFDR




'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 40 DTTTIIDGVGEEAAIQGRVAQIR 327 23 6 19.45| b12°b12b16*bI1EEFH18| 2413.26 136.823 2001| [z 1207.1B -5.06
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa il DGVSVAREIELEDK 51 14 3 19.28 b13y3y9 1559.81 97.823 287 2780.41 14.63
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 42 Phosphoryl STY(4) DGVSVAREIELEDK 51 14 6 45.41 b3y7yBy9y12 1639.75 40.141 23527 B 547.25 -0.89
IPOALDS|CHEO_SALTY 60 kDa 43 Oxidation+M(z2) |ECVITVEDGTGLQDELDVWEGMQ| 47, 26 4 18.28 b4b7b10y14 2867.3 113.253 38049 | 3 9s6.415 2.2
chaperonin; FDR
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 44 oxidaton+m( | M LQD'ATLTGGKTV'SEE'GMELE 286 25 4 23.09 b11yoy10y14 2665.31 92.186 10884 | 2 133316  86-5.
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 45 Oxidation+M(9) VGAATEVEMK 380 10 3 33.89 b5b6bS 1050.5] 091973 1882 | 1| 1050.51 3.72
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 46 EDALHATR 396 8 0 1.62 912.45 26.279 28618] |2 456.73 -6.09
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 47 AAAVEELK 124 8 0 2.02 830.45 47.341 8428 | [ 830.45 -13.74
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 48 EMLPVLEAVAK 231 11 1 7.86 y4 1181.64 79.878 7383| |2 591.32 7.
'POAlelg:a%(;—rf:rﬁ_TY 60 kDa 49 QQIEEATSDYDREK 350 14 2 15.6 yay6 1694.79 33.447 325 3 585 0.50
— —
IQ7CRAGIRAP_SALTY Antiadapter | | QVEGALEGVKPDASVPDHDTELL| » 13 o175 |P7DTDIDIBLABYSYTYEY o0 642 s1051| b eaao7 1365
protein iraP; R 9y10y11y19
'Q7CR46|'R‘)A£@?1A“L;; Anti-adapter | NMAQNEQEMLIR 38 12 6 35.49 b2y8y9°yoy10y12 1476.7 55.047 27737 | 2| 73885 1.49
'Q7CR46|'R‘)A£@?1A“L;; Anti-adapter | 4 Oxidation+M(9) NMAQNEQEMLIR 38 12 3 22.27 bay5y7 1492.68  0.897 3269 | 2| 746.84 -3.93
'Q7CR46|'R‘)A£@?1A“L;; Anti-adapter | - EGVKPDASVPDHDTELLR 56 18 0 7.69 1977.98 59.597 16334 |3 eeo. 2.84
IP66313|RL6_SALTY 50S ribosomal| APVVVPAGVDVK 6 12 14 141.23 | P2D30ADSY2YByAYSYBYTYB ) 151 o7 53.272 65842 2 575.84 8.38
protein L6; y9y10y12
|P66313|RL§F§QETIIS_SOS ribosomal |, TLNDAVEVK 35 9 12 575 |P1P1b2 k;%%g VYWY 98852 38.412 50791 | ©  494.76 -9.94
|P66313|RL§F§QETIIS_SOS ribosomal | 5 INGQVITIK 18 9 5 45.46 b3y3ydy8y9 985.60 48.446 42507 |2 ams3| 756
|P66313|RL§F§QETIIS_SOS ribosomal | HADNALTFGPR 44 11 4 27.31 b5b6y9°y9 1198.5 46.450 22276 | 2 9.80 -7.23
|P66313|RL§F§QETIIS_SOS ribosomal | g ALLNSMVIGVTEGFTK 69 16 3 24.86 yAy6y9 1679.90 94.147 50583 2 | 840.45 -0.73
|P66313|RL§F§QETIIS_SOS ribosomal | ¢ NGELTRTLNDAVEVK 29 15 4 29.43 b5b10b12y8 1658.88 81941 022 | 2| 829.93 -9.57
|P°A1E3|CYSK—S§,LTY Cysteine synthgse | YLSTALFADLFTEKELQQ 305 18 8 32.73| b2bsbl6y2y7ysyllyly 17109 102.087 110055| 2 1059.08 4.04
|P°A1E3|CYSK—S§,LTY Cysteine synthgse IQGIGAGFIPGNLDLK 226 16 9 24.25| b2*b2b3b8y2y7*y7yl0yll6 612.91 83.223 70541 | ®  806.96 2.19
|P°A1E3|CYSK—S§,LTY Cysteine synthgse 5 LTLTMPETMSIER 87 13 13 101.4|%® b55118;1112;'162y51§8y9 ° 1521.77 73.793 73443 2 761.39 1.93
|P°A1E3|CYSK—S§,LTY Cysteine synthgse YLLLQQFSNPANPEIHEK 137 18 12 62.17|P203%3 ﬁﬁagﬂyg YOV 2141.09 73.877 62348 B 714.37 5.36
|POA1E3|CYSK_S,:Il_TY Cysteine synthdse GVLKPGVELVEPTRSGNTGIALAYV = 25 : 25 32 JayoyLayly28 753,50 o1.346 s0odb | 3 o841 270
|P°A1E3|CYSK—S§,LTY Cysteine synthgse ¢ ALGANLVLTEGAK 105 13 4 29.88 b2y3y5y7 1256.72 61.134 23507 2 | 628.86 -0.29
|P°A1E3|CYSK—S§,LTY Cysteine synthgse NIVVILPSSGER 293 12 10 82.8 | b2b3bayeoysy7ysyoyloyl2 1783.|  63.934 21804 | 4 64237 -4.09
|P°A1E3|CYSK—S§,LTY Cysteine synthgse o IGANMIWDAEK 44 11 5 35.3 b3b9*hy6y9 1247.62 65.269 18480 |2 2481 4.89
|P°A1E3|CYSK—S§,LTY Cysteine synthgse o VVGITNEEAISTAR 246 14 4 30.73 b3y9y10y12 1459.71 40381 8ag | 2| 730.39 -6.27




|P°A1E3|CYSK—S§,LTY Cysteine synthase , AEEIVASDPQK 126 11 6 52.49 b3b5y3y5y7y1l 1186.59 31.501 20| 2| 593.80 -3.39
|P°A1E3|CYSK—S§,LTY Cysteine synthase | LTLTMPETMSIERR 87 14 5 33.01 b9°b9b10yoy11 1677.87 63.79| 3888 | 3| 559.96 2.62
|P°A1E3|CYSK—S§,LTY Cysteine synthase IYEDNSLTIGHTPLVR 3 16 4 24.25 b8b1lydy7 1827.94 61563 826 | 3| 609.99 -8.81
[POALESICYSK_SALTY Cysteine synthgse |- GKTDLITVAVEPTDSPVIAQALAG | oo a3 5 1663 J5y1022 238179 7039 w033k |4 saedo 11
A EEIKPGPHK
|P°A1E3|CYSK—S§,LTY Cysteine synthase , , AEE'VASDPQ;LLE%QQFSNPANP 126 29 9 38.75 | b3b4°b4b5°b5b13y6yoy9  3308.67 76.821 20199 | 827.92 -1.48
|P°A1E3|CYSK—S§,LTY Cysteine synthase 5 GAIQKAEEIVASDPQK 121 16 5 17.15 b14y7°y7*y7y10 1683.91  7.427 6385 | 2| 84246 9.93
|P°A1E3|CYSK—S§,LTY Cysteine synthase , o GYKLTLTMPETMSIER 84 16 3 17.15 b11y3y10 1869.95 75.238 987 | 3| 623.99 3.72
[POALESICYSK_SALTY Cysteine synthdse |, LMEEEGILAGISSGAAVARALKLQ [ o0 I 5 114 bBy11y23 3292.62 126,360 a6 s 1008p1 n
A EDESFTNK
|P°A1E3|CYSK—S§,LTY Cysteine synthase , o SKIYEDNSLTIGHTPLVR 1 18 3 22.74 b6b10b12 2043.07 51429 38@ | 3| 68170 -8.07
|P°A1E3|CYSK—S§,LTY Cysteine synthase , o Phosphoryl STY(8) IYEDNSLTIGHTPLVR 3 16 3 17.18 b4b7y9 907.91 38.433 3637 636.64 2,56
|P°A1E3|CYSK—S§,LTY Cysteine synthase Oxidation+M(5) LTLTMPETMSIERR 87 14 5 30.73 b7b8°b8bB2y 1693.84 67.847 11058| B  565.29 -12.18
|P°A1E3|CYSK—S§,LTY Cysteine synthase | LTMPETMSIER 89 11 1 7.42 b7 1307.64 73.787 10187 |3 43655 1.77
b2*b2b3b4b5*b5b7b8b17b
P52616|FLJB_SALTY Phase 2 flagelii; 1 AQILQQAGTSVLAQANQVPQNVL 79 27 20 106.92| 18yly2y4y6yoy10y12*y12 2860.60 104.953 132071 B 954.21 0.51
SLLR
y13y27
» ase 2 flagellin; . y1y5y7y9°y9y! . . . -6.
P52616/FLIB_SALTY Phase 2 flageli 2 SQSALGTAIER 20 11 9 41.49| b2*b2b3ylySy7yosyoyll  1132.59 .04 45416 | 2| 56680 6.25
o *
» ase 2 flagellin; . . . . -12.
P52616|FLJB_SALTY Phase 2 flageli 3 INSAKDDAAGQMNR 37 16 11 65.76 |P20° bgyg{ji’gw YIYIOL 161480 30.181 30742 B 538.94 12.78
o
» ase 2 flagellin; . . . p . -3.
P52616|FLJB_SALTY Phase 2 flageli 4 VSGQTQFNGVK 125 11 8 36.72|PLOY3Y9 y9yllO YIOVIONL 164,60 33.207 21905| P  582.80 3.04
» ase 2 flagellin; . y5y8y. . . . .70-
P52616|FLJB_SALTY Phase 2 flageli 5 TAANQLGGVDGK 63 12 6 22.27 b4°ba*bay5y8y12 1130.54 35.365 2036 |2 56579 270
[P52616|FLJB_SALTY Phase 2 fIageIIir|; 6 VRELAVQSANI%';SQSDLDS'QAE 01 28 3 11.7 b3y3y9 3060.54 66.837 16127 |3 102085 7.98
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 7 FNSAITNLGNTMNSEAR 443 19 3 14.93 b5b10y6 2035.01 57.300 428 4 50051  06-6.
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 8 DTPAVVSADAK 288 11 3 243 b7boy4 1073.56 27.012 1518) |2 5372 11.48
[P52616|FLIB_SALTY Phase 2 fIageIIir|; 9 AQVINTNSLSLORNLNK 1 19 4 14.93 b7*b7y10y15 2085.15 74.555 37560 |2 10839 7.38
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 10 AYANNGTTLD@SDDAAIK 189 20 6 19.76 b3b11°b11y6°y6yl4 2008.94 78259 028 | 3| 670.34 4.19
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 11 SDLGAVONR 434 9 3 38.26 yay6y7 959.48 27.649 14798 |2 48024 094
P52616|FLJB_SALTY Phase 2 flagelii; 12 ELAVQSANSTNSQSDLDSIQAEIT|  oq 26 5 12.14 b13°b13y3y11%y11 2805.3 99.748 642] |3 93579 .002
QR
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 13 TTSYTAADGTTK 357 12 4 26.25 b6°beb7y6 1216.58 59.639 6299 | 3 06.20 7.63
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 14 AATGGTNGTABSGAVK 209 18 7 36.54 | b4bdb5°bSy13yl4°yld  1519.7% 57730 593 | 2| 760.38 -17.99
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 15 MAQVINTNSLISIQNNLNK 0 20 7 39.19 b4b5b6*b6b8Y7*y7 2216.14 98.387 338 | 2110857 -15.53
P52616|FLJB_SALTY Phase 2 flagelii; 16 NANDGISIAQTTEGALNEINNNLQ | ¢ 25 3 12.4 b8b11y6 2670.34 61.959 3319 |3 890.78 10.2
R
|P52616|FLJB_SALTY Phase 2 fIageIIir|; 17 SRIEDSDYATEVMSR 462 17 7 51.19 b4b5b7b8y6*y6yd 1959.80 50.81% 34241 | 28048 10.40




|P52616|FLIB_SALTY Phase 2 fIageIIir|; 18 SDLGAVQNRLFSNE‘Q;\AFLTNLGNTVNN 434 28 4 21.91 b9y10*y10y11 2975.44 93.434 9897 |3 99240 358
|P52616|FLIB_SALTY Phase 2 fIageIIir|; 19 AATGGTNGTA,\IS,\YII GGAVKFDAD | 559 25 7 42.66 | blibl2b20y8yoyl2ylf  2324.14 96.908 961 | 2 2.416| 11.98
» ase 2 flagellin; . y .83 . g 4 2.
P52616|FLIB_SALTY Phase 2 flagelli 20 TEVVTIDGKT®SK 381 15 3 18.13 b3b10y8 1625.83 70.337 9489 |2 81342 2.2
|P52616|FLIB_SALTY Phase 2 fIageIIir|; 21 TAANQLGGVDEEVVTIDGK 369 21 7 31.18 | b5°b5b10b13bl4*bldyls  2073.10p  788. 6071 | 3| 69170 6.36
|P52616|FLIB_SALTY Phase 2 fIageIIir|; 22 AAGHDFKAQREEAAAK 396 18 5 15.58 b10*b10b12°b12y3 1824.98 72.103 5324 | 3608.99 12.58
|P52616|FLIB_SALTY Phase 2 fIageIIir|; 23 TIEGGYALKAGD 328 13 4 28.12 b3°h3b6h7 1322.68 89.724) 3151 |2 66184 12.4
|P52616|FLIB_SALTY Phase 2 fIageIIir|; 24 AKTTSYTAADGK 355 14 5 42.4 b6b9b10b12y10 1415.7% 75.994 2628 | 2 70886  .2412
|P52616|FLIB_SALTY Phase 2 fIageIIir|; 25 TTSYTAADGTE?AANQLGGVD 357 24 4 127 b3b6y12°y12 2328.11 69.946) 2502 |3 776.11 -10.1
|P52616|FLIB_SALTY Phase 2 fIageIIirl; 26 AQV'NTNSLSGLTLZ%;NLNKSQSAL 1 30 6 24.34 b3b5*b5b8*H8b10 3198.64 136.22 196 3 106689 14.27
* of N
3 nolase 1; . e . . p . -3.
PO0924[ENOL_YEAST Enolase 1 1 NVNDVIAPAFVK 67 12 16 111,78 | P204"DADSOSDEY2Y3YSYE 500 24 65.979 96002 2 643.86 3.98
y7y9y10°y10*y10y12
3 nolase 1; . . . p . -2.
PO0924[ENO1_YEAST Enolase 1 2 VNQIGTLSESIK 346 12 13 105.76 b2b3b4b?}110>;31y25y6y8y9 © 128871 54.224 73054 2 644.86 2.75
[PO0924[ENOL_YEAST Enolase 1; TEAEALR 178 7 8 63.88 b3yly3ydy5°y5y6y7 807.43 45 505 651502 | 404.22 13.30
3 nolase 1; . . . ) -9.
PO0924[ENOL_YEAST Enolase 1 4 SIVPSGASTGVHEALEMR 32 8 1 12 108.51 b13y2y331‘:£ﬁg6y9y10 L 184091 61.423 65045| B  614.31 9.15
[PO0924[ENOL_YEAST Enolase 1; 5 TAGIQIVADDLTVTNPK 312 71 8 63.36 | bldy3y7yylOyllyl3ylll  1755.9 72.304 50807 | 2 4mrs|  2.29
[PO0924[ENOL_YEAST Enolase 1; 5 AAQDSFAAGWGVMVSHR 358 7 1 6 24.96 V3y6°yBy7°yTyL7 1789.86) 50.740 30539 |3 597709 9.59
_ nolase 1; . y5y6°y6y . . . .
PO0924[ENO1L_YEAST Enolase 1 7 AVDDFLISLDGTANK 88 15 8.3 | b3b5b7bl0y5y6°yeyls|  1578.8d 82.008] o617 | 2 789.91 817
_ nolase 1; . y4y5y6y13 . . p . -12.
PO0924[ENOL_YEAST Enolase 1 8 IEEELGDNAVFAGENFHHGDK 415 21 8 54.46 |  blb3bAbl2ydy5y6yld 2328.0) 57.658 244b9 | 4 .7682| -1258
_ nolase 1; . y3y4y5y6y . . 79  -20.
PO0924[ENOL_YEAST Enolase 1 9 AADALLLK 338 8 5 67.3 3ydy5y6y7 814.49 53.706 74562] |2 407.78 -20.16
_ nolase 1; . y3y4y5y6°y . . . -16.
PO0924[ENOL_YEAST Enolase 1 10 IATAIEK 330 7 7 63.88 b4°bdy3ydy5y6°y6 74543 28.295 33399 | 2 373.22 16.70
- nolase 1; . y3y4*ydy5ty . . . -14.
PO0924[ENOL_YEAST Enolase 1 11 LNQLLR 409 6 5 20.06 Byarydy5*y5 756.46 42.680 30288 |2 3m.7| -14.60
|PO0924[ENOL_YEAST Enolase 1; IR NVPLYK 126 6 1 13.62 V4 733.42 36.966 19824 |1 7334 7.49
[PO0924[ENOL_YEAST Enolase 1; 13 YGASAGNXL%?E%(;\”/(APN'QTAEE 201 33 4 11.05 b3b5y13°y13 3257.68 62.425 11819 | 6  543.78 9113
[PO0924[ENOL_YEAST Enolase 1; 14 YPIVSIEDPFAEDDWEAWSH 289 23 5 28.23 b4b9y3ydy6 2828.33 124.26 2040 | 4 70784 1015
[PO0924[ENOL_YEAST Enolase 1; 15 SVYDSRGNPTVEVELTTEK 9 19 4 28.47 b8b9y8y10 2124.03 48.305 3464 |3 708.68 54
[PO0924[ENOL_YEAST Enolase 1; 16 VNQ'GTLSEVS,\K/'L;AH%DSFAAGWG 346 29 3 22.71 y3yl3y14 3059.51 97.830 2200 |3 1020k1 85
[PO0924[ENOL_YEAST Enolase 1; 17 Oxidation+M(15 WLTBRADLYHSLMK 272 16 6 30.79 b4°b4b13°b13y8y9 1888.98 85300 23121 | 2| 944.99 9.37
[PO0924[ENOL_YEAST Enolase 1; 18 Oxidation+M(17 SI@RASTGVHEALEMRDGDK 32 22 5 20.86 b7b10b13°h13y9 2272.0 063 5745 | 3| 758.03 0.75
[PO0924[ENOL_YEAST Enolase 1; 19 Oxidation+M(15 WLTBRADLYHSLMKR 272 17 3 16.31 bob12y8 2045.05) 73.048 2781 |2 202 5.49
|PO0924[ENOL_YEAST Enolase 1; 20 Oxidation+M(13 AAGBAGWGVMVSHR 358 17 5 26.14 b5y6y10°y10y12 1805.8 50.724 502 | 2| 903.43 8.04
|PO0924[ENOL_YEAST Enolase 1; 21 FAAGWGVMVSHR 363 IR 854, 1317.67 50.727 5768 | P 659.34 13.62
|PO0924[ENOL_YEAST Enolase 1; 22 AVDDFLISLDGTAN 88 14 054 1450.71 81.966 4419 | b 725.86 0.67
|PO0924[ENOL_YEAST Enolase 1; 23 PSGASTGVHEALEMR 35 15 7.34 b1l 1541.75 61.406 2674 |2 77134 6.10
. b2°b2*b2b3b4b5b6b7b8H1
IPOAZ99IRL7_SALTY 50S ribosomal DQIEAVSAMSVMDVVELISAMEE 5 25 22 159.07 | 0°b10y2°y2y3ydy5y6y7y8y 2737.34 137.042 22668| B 913.12 1.16
protein L7/L12; K N
9°y9y25
'POAzgglRerzt—eSi:t;/{f;S ribosomal EAKDLVESAPAALK 82 14 3 27.06 b3b4b13 1441.80) 60.422 4884 |2 2131 9.40
'POAzgglRerzt—eSi:t;/{f;S ribosomal DLVESAPAALKEGVSK 85 16 5 17.15 b2°b2b5b9y5 1613.8¢ 56.614 3911 | 3| 53863 8.17




[POA299IRL7_SALTY 50S ribosomal SITKDQIEAVSAMSVMDVVELISA
rotom L7ILL2. 4 VIEEK 1 29 4 22.71 blyoylly12 3166.63 114.401 383§ |3  1056.p2 12.49
IPOAZ99IRL7_SALTY 50S ribosomal | o DLVESAPAALK 85 11 3 31.29 yay5y9 1113.59 53.385 19124 |2 se7.3] 2159
protein L7/L12;
IPOAZ99IRL7_SALTY 50S ribosomal | SLEEAGAEVEVK 109 12 4 32.18 b3b10y3y7 1260.63 64.225 857 2 30.82 0.68
protein L7/L12;
IPOAZ99IRL7_SALTY 50S ribosomal | 7 AAGANK 60 6 1 13.62 b4 531.29 30.342 6390| |1 53124 -2.30
protein L7/L12;
'POAzgglRerzt—eSi:t;/{f;S ribosomal | ¢ AAGANKVAVIK 60 11 9 97.37 | b3b6*b6b7bobl0ydySy]  1041.63 297 30411 | 2| 52132 6.91
IPOAZ99IRL7_SALTY 50S ribosomal | ¢ FGVSAAAVAVAAGPAEAAEEKT 30 30 4 22.72 b6b7°b7b10 2932.53 136.302 792 3 o978i8 1.08
protein L7/L12; EFDVILK
[POA299IRL7_SALTY 50S ribosomal - MSITKDQIEAVSAMSVMDVVEL ]
rotom L7ILL2. 10 Oxidation+M(1) CAVEEK 0 30 4 24.77 b3b10yey? 3313.65 123.484 2079 |3 1105.p2 7.2
IPOAZ99IRL7_SALTY 50S ribosomal |, DLVESAPAALK 85 11 1 7.32 b4 1113.60 60.367 4269 |2 s57.3 64.3
protein L7/L12;
|POA1Z2|SKP_SALTY Chaperone protgin b2b3b4b5b15y1y2*y2y3yp
o 1 IAIVNMGNLFQQVAQK 23 16 17 1758 | ity ioyne | 177397 89.613 164578| P 887.49 1.03
|POALZ2|SKP_SALTY Chaperone protsin VANDQSIDLVVDANTVAYNSSDV b1b2b4b5b6b7°h7b8°h8H1
o 2 OITADVLE 126 32 16 7269 | 0 bibartbetynys| 339272 89.604 122369 B 11315 3.09
'POAlZZlSKP—SA;i;Y Chaperone pm“Tn 3 TGVSNTLENEFK 39 12 6 47.92 y2ydy5yTy8y12 1338.6 57.6817 wy | 2| 669.83 -1.00
'POAlZZlSKP—SA;i;Y Chaperone pmtei'n 4 AQAFEKDR 97 8 4 36.09 b3ydy6y8 964.48 17.621 41314 |2 4827 667
'POAlZZlSKP—SA;i;Y Chaperone pmtei'n 5 VANDQS'DLV\/TNTVAYNSSDV 126 24 4 127 b5b15°b15y9 2537.24 84.277 303 | 3 84642 2.69
'POAlZZlSKP—SA;i;Y Chaperone pmtei'n 6 AAELQKMETDLQSK 53 14 4 27.57 bob12y9y12 1591.7¢ 51.252) am | 3| 53127 -10.51
|P0A122|SKP_SAS%Y Chaperone proteim B, KVANDQSIDLV\\//EANTVAYNSSD o5 . 5 124 bdbByS 665,33 o7 388 o1 |2 eord i
'POAlZZlSKP—SA;i;Y Chaperone pmtei'n 8 LOSMKAGSDR 70 10 3 33.89 yayBy7 1092.54 87.738 1614 |1 109254 -6.26
'POAlZZlSKP—SA;i;Y Chaperone protgin g QAFEKDR 8 7 0 121 893.45 17.682 3011 |2 4472 -2.87
IP66593|RS6_SALTY 30S ribosomal| YSAAITGAEGK 24 11 12 84,95 |P2'D2b3°03bAY2ySyBYTYAY 157 55 33.378 88414| 2 53427 -6.40
protein S6; 10y11
|P66593|Rssr—§§r'fs\g?os ribosomal| FNDAVIR 79 7 6 50.67 b3ydy5yey7*y7 834.44 42.105 7224 2 gpr.| -13.46
|P66593|Rssr—0?§r'fs\g?os ribosomal| 4 HAVTEASPMVK 93 11 7 47.72 b2b3b8y4y9y10y11 1169.59 30.829 03w | 2| 585.30 -4.07
|P66593|RSSFO?QHSE?OS ribosomal| LEDWGR 38 6 2 26.84 yay4 775.37 38.406 11904 |2  388.1p -7.54
IP66593|RS6_SALTY 30S ribosomal| SMVMR 86 5 1 13.22 b3 623.29 30.911 5636| |1 623.29 -13.2%
protein S6;
[P6G593RS6_SALTY 30S ribosomall MRHYEIVFMVHPDQSEQVPGMIE[ ) 5 001 b307510 2928.30 56,633 w067b 13 o7eds Iy
protein S6; R
|P66593|RSSFO?QHSE?OS ribosomall YSAAITGAEGKIHR 24 14 4 27.06 b3b4°b4b9 1473.84 136.384 ar7| 2| 737.40 14.00
|P66593|RSSFO?QHSE?OS ribosomal| g AVTEASPMVK 94 10 0 2.43 1032.55 30.754 2172 |2 516.79 6.38
|P26982|DEGP_SALTY Protease do; AGDVITSLNGKPISSFRAL 332 20 11 63.65 | °304b5 b5;11£y1y2y4y7 P 2017.08 74.718 98619| B  673.03 -11.86
|P26982|DEGP_SALTY Protease do; GYVVTNNHVVDNASVIK a2 17 7 36.13 |  b2b3y7ylOyldyl5y17|  1828.93 50.077 4374 3 @l0p -11.41
|P26982|DEGP_SALTY Protease do; SDIALIQIQNPK 160 12 10 96.81 | b3babSy3yaryaySy6y7yl2 138®. |  63.961 43135 | 4 670.38 -2.00




*)
|P26982|DEGP_SALTY Protease do; 4 GAFVSQVMPNSSAAK 313 5 1 11 77.53 b3b4b5b71bf;’12§’8y10y11 1493.74 53.237 40645 | P 747.37 -1.96
% | 0, [
|P26982|DEGP_SALTY Protease do; 5 AQVGTMPVGSK 352 11 11 73.95 |°2 b2b5y3§ily5y6y8 Y8YP 107456 34.802 40012| » 53778 534
|P26982|DEGP_SALTY Protease do; 6 NLTSQMVEYGQVK 275 13 3 71.74 b2b6b8yblll§3y"rl’{313fy8y9 ® 1496.75 57.686 38970| P  748.88 4.00
_ VGDYTVAIGNPFGLGETVTSGIVS b2b3b5°b5b6°b6b7°b7b8Y1
|P26982|DEGP_SALTY Protease do; 7 ALGR 186 28 19 102.78| 7 avoyeyioyiayad 275043 116.233 32079 B 917.48 2.22
|P26982|DEGP_SALTY Protease do; 8 GELGIMGTELNSELAK 289 16 5 35.43 b4b5b10y11y13 1661.8¢ 74.920 811 2 83143 2.35
|P26982|DEGP_SALTY Protease do; 9 AITVNLELQQSSQSQVDSSTIFSG) 574 33 3 22.19 b6y6y7 3498.65 106.632 3704 |3  1166.89 -10.8
EGAEMSNK
|P26982|DEGP_SALTY Protease do; 10 SGLNVENYENFIQTDNRI 214 20 5 14.37 b3°b3b6y12%y12 2268.1 66.743 3667 | 3 756.f1 6.57
|P26982|DEGP_SALTY Protease do; 11 VMPSVVSINVEGSTT\ART 48 20 4 22.61 b4b7b16y5 2087.09 87.495 265 | 3 696.87 6.3
|P26982|DEGP_SALTY Protease do; 12 ILDSKPSVLALNIQR 450 15 5 29.43 b3°b3y3y4y10 1666.96 65.148 39818 |3  s86.92 17.6
Carbamidomethyl+C(1 g\'
_ _ ; FQQFFGDDSPFCQDGSPFQNSPF
|P26982|DEGP_SALTY Protease do; 13 ,Carbamldc;methyI+C(2 COGGONGONGEAOOK 71 39 5 15.66 b5b8y4y8y14 4240.78 90.591 5761 |3 1414p7 7.3
|P26982|DEGP_SALTY Protease do; 14 NIAELR 443 6 3 40.06 bdy3y4 715.41 33.833 4461 |2 35820 -5.37
|P26982|DEGP_SALTY Protease do; 15 VDAQRGAFVSQVMPNSEA | 308 20 8 38.76 | b6°b6*b6L7°b7b1ly5y6  2063.0B 48.289 109734 | 51651 -3.79
|P26982|DEGP_SALTY Protease do; 16 RGELGIMGTELNSELAK 882 17 4 27.39 b15y6y9y10 1817.93 77.199 7614 |2  909.47 5.7
|P26982|DEGP_SALTY Protease do; 17 GAFVSQVMPNSSAAKAGI | 313 19 4 24.11 b7*b7b8b10 1862.94 100.334 4504 |2 931.99 1.2
|P26982|DEGP_SALTY Protease do; 18 ILDSKPSVLALNIQRGIDELLMQ | 450 25 4 18.62 b11b14°b14b16 27745 136.85] 3654 | 23877 7.30
|P26982|DEGP_SALTY Protease do; 19 NLTSQMVEYGQVKR 275 41 3 19.28 b7b11y10 1652.83 83.258 312 |2 8269 -4.58
|P26982|DEGP_SALTY Protease do; 20 GELGIMGTELNSELAKKM 289 19 6 49.49 b3b5b9b13b17y14 1992.08 93.54 2006 | 3 6648 833
. y8y10_HPO3
|P26982|DEGP_SALTY Protease do; 21 Phosphoryl STY(8) ~ EL@MGTELNSELAK 289 16 3 24.86 1741.81 90.734 2832 | 2 87141 5.47
y10y13 HPO3 y13
|P26982|DEGP_SALTY Protease do; 22 Oxidation+M(8) GBRXMPNSSAAK 313 15 3 18.13 bebsys 1509.71 39.117 15723 | 2 3m5.| 962
|P26982|DEGP_SALTY Protease do; 23 Oxidation+M(6) GELGTELNSELAK 289 16 5 17.15 b7y3y10°y10*y10 1677.82 62.917] 9091 | 2| 839.41 -8.88
|P26982|DEGP_SALTY Protease do; 24 NLTSQMVEYGQV 275 12 0 3.24 1368.65 57.634 22431p |2 e84.88 52.0
. - b2b3b4b5y2y5y9y10y119
IPOA2CS|RBSB_SALTY D-ribose-bindin ILLINPTDSDAVGNAVK 84 17 19 127.23 |11y12°y12y13+y13y14°y1h 1739.96 70.662 105741 b 870.48 0.84
periplasmic protein;
*y14y15y17
IPOA2CS|RBSB_SALTY D-ribose-bindin IPVITLDR 107 8 10 75.74 | b2b3yly3ey3ydysyey7yB  926.5 6n8l| 76603 | 2| 463.78 -12.05
periplasmic protein;
s . .
IPOA2CSIRBSB_SALTY D-ribose-bindin LAATIAQLPDQIGAK 253 15 14 118.89 |P10304°DAY3YAYTYBYOYRY 55 g6 66.212 52682 2 755.43 2.75
periplasmic protein; 10y11y13y15
s .
IPOA2CSIRBSB_SALTY D-ribose-bindin VIELQGIAGTSAAR 150 14 11 75.83 | P102D3YBYTYOYIOVITYIL 50 27 58.970 30687 2 693.39 0.18
periplasmic protein; y12yl4
[POA2C5|RBSB_SALTY D-ribose-bindin GLNVMQNLLTAHPDVQAVFAQN b2b3b4*bab5b11b22y2ydy
borpiaamic protein DEMALGALR 193 31 14 55.57 o1y 1y12y51 3336.69 102.478 22688 B 1112.9 1.02
IPOA2CS|RBSB_SALTY D-ribose-bindin IAGDYIAK 135 8 5 40.86 y1y3y6y7y8 850.46 35.747 18422 |2 4m7| -11.20
periplasmic protein;




IPOA2CS|RBSB_SALTY D-ribose-binding 7 ELANVQDLTVR 70 11 6 52.49 b4b7b10y3y6y11 1257.61 57.645 857 | 2| 620.34 9.32
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ DTIALVISTLNNPFPVSLKDGAQK 26 28 5 24.92 bl4y3y8y12y25 3034.51 114.30 9706 | 4 75940  .0313
periplasmic protein; EADK
IPOA2CS|RBSB_SALTY D-ribose-binding o FNVLASQPADFDR 178 13 3 25.41 b7y10y11 1479.78 105.07p 16102 | 740.37 5.03
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding QATKGDVVSHIASDNVLGGK 115 20 4 14.37 b6*b6b12y10 1996.03 51.413 50377 | 34  666.01 -8.87
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding FNVLASQPADFDRTK 178 15 3 24.15 b3yllyl12 1708.84 54.84¢ s41 | 3| 570.29 13.72
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding ADVMVVGFDGTPDGEKAVK 231 19 5 36.28 b3b4b5°h5y9 193497  0.671 1793 | 2|  967.99 7.32
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding 5 Phosphoryl STY(11)|  LATLVSAVALSATVSANAMAK 5 21 4 13.87 15y9y12°y12 2069.08 73.886 7507| [3 690.37 11.09
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding , , Phosphoryl STY(9) ELANVQDLTVR 70 11 11 9914 D7PBDOYS_HSPO4 | .00 o4 136.297 1501 | 1 1337.63 -8.03
periplasmic protein; y3°y3y4y7°y7y8°y8y9
IPOA2CS|RBSB_SALTY D-ribose-binding ;5 Oxidation+M(4) ADVMVVGFDGTPDGEK 231 16 5 37.87 b6y4yapiL2 1652.77 66.193 2548 | B 551.59 11.74
periplasmic protein;
IPOA2CS|RBSB_SALTY D-ribose-binding ;¢ AGDYIAK 136 7 0 121 737.38 35.729 3101| b 737.38 -4.47
periplasmic protein;
IPOALTWBILIVK_SALTY Leucine-ecific- | QQVYGEGLAR 170 9 5 38.26 y1y4yBy7y9 1021.5( 32.930) 67938 | 2 .mE1 5.92
binding protein;
|POALWSG|LIVK_SALTY Leucine-ecific- b5°b5b10b14y6°y6y8y9°y9 S }
binding protein: 2 TAGLDSSQGPTAAK 139 14 16 84.11[,  Oy10y11y121oyLy 130365 28.784 49004 | P 65233 2.43
'POAlWB'L'l\)/i:&fggoteﬁ“C'”e'ec'f'c' 3 LOKENIDFVYYGGYYPEMGQMLR| 211 23 7 28.23|  blObl4y6*y6ys*ya 2814.33 84.857 45208 B 938.78 2.60
[POALWGILIVK_SALTY Leucine-ecific- TQFMGPEGVGNASLSNIAGGAAE b2b3b4boyly3ydy8y9°yoyL
binding protein. 4 OMLUTMPK 242 31 13 52.19 NP, 3035.48 92.364 38115| B 10125 6.76
IPOATWBILIVK_SALTY Leucine-ecific- | o GYQYIMR 132 7 9 37.45 |  b2b5*b5h7yly2ydy5yT 930.46 47.570 zwe | 2| 465.73 9.71
binding protein;
IPOATWBILIVK_SALTY Leucine-ecific- | TQFMGPEGVGNASLSNIAGGAAR 32 6 15.86 b2b3°b3b6b16yL4 3191.61L 120.94p 19373 | 3 @ee4.  14.61
binding protein; GMLVTMPKR
'POAlWB'L'l\)/i:&fggoteﬁ“C'”e'ec'f'c' 7 |carbamidomethyl+C(10) LVGVEYDDACDPK 66 13 3 20.6 b10yay 1480.66 46.945 11283 P 740.83 -0.08
IPOALWBILIVK_SALTY Leucine-ecific- | ¢ QGNANIVFFDGITAGEK 186 17 3 23.3 b6b7y3 1780.84 64.534 8921 3| 594.30 -4.52
binding protein;
IPOALWBILIVK_SALTY Leucine-ecific- | ¢ KDPSGPYVWITYAAVQSLATAMT | g, 24 4 16.86 b6b17y5y12 2626.35 81.248 500 | 3 876.12 6.2
binding protein; R
IPOATWBILIVK_SALTY Leucine-ecific- |, , YILETVKPQR 153 10 6 73.54 b4b8bydy6y9 1246.6 45.561 562853 |  416.24 -16.45
binding protein;
IPOALWBILIVK_SALTY Leucine-ecific- | VAVGAMSGPVAQWGDMEFNGA|  ; 23 3 22.08 b11y5y6 2363.10) 57.843 421d |3 78837 114
binding protein; R
'POAlWB'L'l\)/i:&fggo\:eﬁ“C'”e'ec'f'c' 12 ENIDFVYYGGYYPEMGQMLR 214 20 5 25.24 b5b6°b6b8y7 244518  99.925 3033 | 3 81571 15.68
'POAlWB'L'l\)/i:&fggoteﬁ“C'”e'ec'f'c' 13 DPSGPYVWITYAAVQSLATAMTR| 293 23 3 13.04 b10yoy13 2498.24 133.921 2741 | 3 833.43 10.36
IPOATWB|LIVK_SALTY Leucine-ecific- |~ , VAVGAMSGPVAQWGDMEFNGA| — ,; 27 4 21.9 b14b15+h15y13 2803.44 115.07 10096 | 3 93514  18-2.
binding protein; RQAIK
IPOALWBLIVK_SALTY Leucine-ecific- | ¢ GDLKGFEFGVFQWHADGSSTVAl - 54 23 3 13.04 bob1ly12 2483.21 99.075| 1077 | 3 82841 4.0
binding protein; K
[POALWGILIVK_SALTY Leucine-ecific- TQFMGPEGVGNASLSNIAGGAAE ]
binding protein: 16 CMLVTMBKR 242 32 3 11.14 b12b22y14 3191.54 106.029 8259 | 4  798.65 9.1
'POAlWB'L'l\)/i:&fggoteﬁ“C'”e'ec'f'c' 17 LOKENIDFVYYGGYYPEMGQMLR| 211 23 4 13.04 b10y6*y6y18 28B¥ 89.788 4414 | 4 038.79 13.88
%y
|Q8ZRP4|DAPD_SALTY 2 1 MQQLONVIETAFER 0 14 9 56.71 b3b12y1y3yzy9y12 Y129} 1706.86 85.769 53792 2 853.93 2.43
|Q8ZRP4DAPD_SALTY 2 2 EAVNQVISLLDSGALR 28 16 5 50.32 VA¥5,9y13y16 1684.93 91.893 22502] |2 842.91 1.45




0 Oy P
|Q8ZRP4|DAPD_SALTY 2 3 INDNQVIDGAESR 68 13 13 102.6%33'34':)7 ;g;lsgfly;ysyg ¥9 1430.69 41.154 29037 p 715.85 1.79
|Q8ZRP4|DAPD_SALTY 2 4 FADYDEAR 89 8 4 51.07 b3b4y4y6 986.42 34.487 1361 2 493.71 731
. TVLMPSYVNIGAYVDEGTMVD o J
|Q8ZRP4|DAPD_SALTY 2 5 Carbamidomethyl+C(B! TWATVGSCAQIGK 119 35 4 10.93 b12°b12b19y13 3747.81 98.74 360 4 937.f1 6611.
|Q8ZRP4|DAPD_SALTY 2 6 VPMKFADYDEAR 85 12 4 22.217] b5b11y9° 1441.67 47.678 19103 P 721.34 -4.83
|Q8ZRP4|DAPD_SALTY 2 7 IYDRETGEVHYGR 213 13 5 41.3 b3baZyy9 1594.77 57.509 19002 B 532.26 6.58
|Q8ZRP4|DAPD_SALTY 2 8 MQQLQNVIETAFERR 0 15 3 24,15 b5y1Qy 1862.93 137.695 4734 P 931.97| -11.93]
IQ9L4T0|LUXS—S.ALTY S__ 1 TMNTPHGDAITVFDLR 23 16 5 24.86 b2y2y4y6y10 1787.85 71.107| 47357 3 596.62 -11.61
ribosylhomocysteine lyase;
IQSLATOILUXS_SALTY S- 2 |cambamidomethyi+c(1) QPRNQIPELNVYQCGTYQMHSL )5 31 11 61.98 | P7P12014Y3y4YBYOYIOVIS e 79 74.909 20754 B 1212.58 7.72
ribosylhomocysteine lyase; SEAQDIAR y24y31
IQ9L4T0|LUXS—S.ALTY S__ 3 Carbamidomethyl+C(18) DHLNGNGVEIIDISPMGCR 65 19 5 28.4J7 b2b3b6y10y11 2096.96 66.640 5096 3 699.66 -11.4
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 4 PLLDSFAVDHTR 1 12 6 61.13 y4y5y9y10°y10y11 1370.6 62.172 0781 3 457.57 -17.81
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 5 TGFYMSLIGTPDEQR 84 15 4 24.15 b13y3*y3y4 1714.84 76.371 785 | 2 857.92 15.16
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 6 VADAWK 99 6 2 26.84 b3b4 689.37 36.678 6385 1 689.37 14.08
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 7 MPLLDSFAVDHTR 0 13 4 20.63 b3b6°b6y6 1501.74 46.166 4694 3 01.86 7.56
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 8 EVMPEK 45 6 1 13.62 b3 732.35 71.982 1641 1 732.3% -8.75
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 9 EVMPEKGIHTLEHLFAGFMR 45 20 3 21.16 y3y5y11 2342.19 86.265 3373 3 781.40 5.00
ribosylhomocysteine lyase;
IQ9L4T0|LUXS—S.ALTY S__ 10 Oxidation+M(2) TMNTPHGDAITVFDLR 23 16 3 23.69 bl4y13y14 1803.88 81.323 4844 p 902.45 8.05
ribosylhomocysteine lyase;
IQ9LATOILUXS_SALTY S- 1p |CarbamidomethykC(1®) 1, \eNGvEIDISPMGCR 65 19 3 24.11 b3b10b11 2112.98 63.601 502 | 3| 705.00 2.08
ribosylhomocysteine lyase; ;Oxidation+M(16)
|POA251|AHPC_SALTY Alkyl ) ] ]
hydroperoxide reductase subunit C: 1 |carbamidomethyi+C(18) AAQYVAAHPGEVCPAK 153 16 7 55.3 43By5y8y11y16 1668.79 35.305 42622 |3 556.94 13.02
IPOAZSll.AHPC—SALTY Allyl . 2 YAMIGDPTGALTR 93 13 8 62.72 b2b4y5y7y8y10y11y13 1365.68 2.%0 35770 2 683.34 -3.22
hydroperoxide reductase subunit C;
IPOAZSll.AHPC—SALTY Allyl . 3 ATFVVDPQGIIQAIEVTAEGIGR 120 23 13 94.56 b3°b3b4°b4bIb10y2ySy6y7 2384.27 128.461 28509 B 795.43 -4.40
hydroperoxide reductase subunit C; y8y9y23
IPOAZSll.AHPC—SALTY Allyl . 4 NGEFIEVTEKDTEGR 17 15 4 26.21 y4y6°y6y8 1723.8% 49.815 B22| 2 862.42 6.51
hydroperoxide reductase subunit C;
IPOAZSll.AHPC—SALTY Allyl . 5 AWHSSSETIAK 80 11 4 27.31 bay7°y7y8 1216.6Q 60.417 2004 2 .808 7.53
hydroperoxide reductase subunit C;
IPOAZSll.AHPC—SALTY Allyl . 6 EGEATLAPSLDLVGKI 171 16 6 45.65 b6b7b11°b11b12y3 1612.87 84.747 39035 2 806.94 -7.95
hydroperoxide reductase subunit C;
IPOAZSllAHPC—SALTY Allyl . 7 Carbamidomethyl+C(18) AAQYVAAHPGEVCPAKWK 153 18 3 15.5 b8b10y10 1982.99 46.831 2406 3 661.67 -1.60
hydroperoxide reductase subunit C;
IQ7CQJOISRA_SALTY Stationary-phasp- VVTEGDTSSVVNNPTGR 22 17 8 66.37|  bl3y3ydysyeysyldyll  1BBL |  39.321 11679 | 4  866.43 3.88
induced ribosome-associated protein;
IQ7CQJOISRA_SALTY Stationary-phasg- VVTEGDTSSVVNNPTGRK 22 18 6 22.98 b1b2bSy6yT*y7 185000 . 2619 | 3| 620.65 1260
induced ribosome-associated protein;
IQ7CQJOISRA_SALTY Stationary-phasg- ISNQR 16 5 1 13.22 v3 617.34 103.525 4032 |1 617.38 1.88
induced ribosome-associated protein;
IQ7CQJOISRA_SALTY Stationary-phasg- KVVTEGDTSSVVNNPTGR 21 18 12 108.84P107PIODLLDLLYAYSYEYTY 1 grg o5 36.337 112403 B 620.64 -14.11
induced ribosome-associated protein; 8y9y13y15
|P66692|RPIA_SALTY Ribose-5-phohale AVGWAALQYVQPGTIVGVGTGST b3b5b6b7b9b11y3ydy6y]1
isomerase A: 1 AAHEIDALGTMK 8 35 14 77.84 y17y19y24y35 3487.82 107.309 58356 B 1163.2 3.36




|P66692|Rp'zgmﬁzzeﬂ?ose{"pmha € o GADVALIGTPDGVK 201 14 6 31.53 bey2y3y5y7yla 1312.7( 5834 | 22404 | 2| 656.86 5.67
|P66692|Rp'zgmﬁzzeﬂ?ose{"pmha € 3 | carbamidomethyl+C(3 FICIADASK 112 9 8 61.68 b2b5y2y355Ty9 1024.51 51.028 20578 P 51276 -3.46
[P6GE92IRPIA_SALTY Rili)ose—S—phoha e GLGIHVFDLNEVDSLGIVVDGADE| . a3 : 1300 b11b16y6y10°y10 35007 95 05 502 s 10000 29 o
isomerase A; INGHMQMIK
IP66692IRPIA_SALTY Ribose-5-phohate GGGAALTR 94 8 3 36.09 b3y5y7 702.38 34.994 2302 |1 702.3B -9.04
isomerase A;

|P66692|Rp'zgmﬁzzeﬂ?ose{"pmha € 5 QVDILGKFPLPVEVIPMAR 121 19 4 23.65 b3yay7y9 2122.14 o%8s | 39817 | 3| 708.07 -6.79
|P66692|RP'?S—Omizeﬂ?ose's'ph"hale 7 GADVALIGTPDG 201 12 0 3.64 1085.55 57.359 3017| |2 5432 -0.79
'POAlelEFG—S%;TY Blongation factoy VYSGVVNSGDTVLNSVK 337 17 14 111.84 be‘llt’gfzsﬁziga’?ym 1737.91 62.073 50148 2 869.46 2.67
'POAlelEFG—S%_TY Blongation factof | - hamidomethyl+C(11) VLNNEILVTCGSAFK 255 16 6 35.4 Hi2b14y5y8y9 1777.97 106.036 46764 |3 593.3B 10.64
'POAlelEFG—S%;TY Elongation factor 5 SGPLAGYPVVDLGVR 562 15 11 74.52 b3°b3b5°bfsl7;'3y4y8ylo 1 149083 76.407 39107| §  750.42 2.28
'POAlelEFG—S%_TY Elongation factoy IGEVHDGAATMDWMEQEQER 39 20 8 36.24| b3b10b12y3*y3y5y9y20 2331.99 62.112 23534 B 778.00 -1.88
'POAlelEFG—S%_TY Elongation factoy o IHAEVPLSEMFGYATQLR 653 18 4 15.58 b1bSbllys 2062.0p 9602| 23363 | 3| 688.01 11.37
'POAlelEFG—S%_TY Elongation factoy ¢ EFNVEANVGKPQVAYR 475 16 6 17.15 b2b3°h3b11y8y16 182091  3.293 21488 | 3  607.64 12.20
'POAlelEFG—S%_TY Elongation facty 7 GQYGHVVIDMYPLEPGSNPK 512 20 7 60.18|  b4b5b7b10b11yoyl 0DP6 70.136 21015 734.36 -5.88
'POAlelEFG—S%iTY Elongation facty o LGANPVPLQLA\'/?(AEEGFTGVVDL 161 26 5 15.79 b4b6y3y12y26 2607.4 119.681 1998 3 86981 0581
'POAlelEFG—S%_TY Elongation factoy o YLGGEELTEEEIK 236 13 7 53.09 b5b6h7y8°y8y9y13 1500.7B 820 | 11680 | 2| 755.37 137
'POAlelEFG—S%_TY Elongation factor 4, REFNVEANVGKPQVAYREAIR 474 21 5 26.73 b6b11b15y7y9 20%. | 64.484 2032 | §  490.06 -3.49
'POAlelEFG—S%;TY Elongation factor @TXY\INE?A)/AI-?SSJEgEZEADéPEAE?_mE 189 47 16 59.5 be;’St;iziz%;i’&éﬁgzeyz 5380.40 125.675 7250 | 4  1345.84 3.63
'POAlelEFG—S%_TY Elongation factor VEVETPEENTGDVIGDLSR 618 19 3 14.93 b7y5y10 2058.9y7 7999 5151 | 4| 51550 -4.98
'POAlelEFG—S%_TY Blongation factof’ 15 | - pamidomethyh+C(2 ﬁGD'AAA'GLK;KETRGDTLCDPEN 378 30 6 21.98 b6b7°b7y2°y2y11 3138.5 121.118 274 3 16468 -12.52
'POAlelEFG—S%_TY Elongation factor VWGQIK 153 6 1 13.62 b4 643.41 45.085 12139 |1 64341 -3.23
'POAlelEFG—S%_TY Elongation factor ¢ GIQEQLK 555 7 3 37.45 b5y3y4 815.46 51.998 9662 |1  815.46 -4.8]
'POAlelEFG—S%_TY Elongation factor 4 5 CarbamidomethyI+C(1)YLDGAVMVYCCVVRGGVQPQSETV 104 24 3 127 b5b16y3 2621.29 85.766 6801 |3 87443 1.68
'POAlelEFG—S%;TY Elongation facto 4 LHFGSYHDVDSSELAFK 577 17 3 23.71 b5b10b12 1951.95 84.080 5234 | 3| 65132 17.39
'POAlelEFG—S%;TY Elongation factor MEFPEPVISIAVEPK 408 15 7 44.69|  b4bob12°h12b14°bldys 5188 93.539 3205 | 4 843.43 -14.70
'POAlelEFG—S%;TY Elongation factor g AGDIAAAIGLK 378 11 3 27.31 b3y6y7 999.58 65.308 1821 |2 50029 -7.33
'POAlelEFG—S%_TY Elongation factor ) TTTTERILEYTGVNHK 23 16 4 17.15 b12y3y8+y8 1880.98) 48.304| 50449 | 3| 627.67 123
'POAlelEFG—S%;TY Elongation factof GYEFINDIKGGVIPGEYIPAVDK 532 23 4 23.13 b10b11*b11bl4 @129 98.321 11788 832.10 3.23
'POAlelEFG—S%_TY Elongation factor HASDDEPFSATL:‘FF;'ATDPFVGNL 309 28 5 22.72 yAyBy12°y12%y12 3113.54 88.037 7076 |3 103852 -0.16




'POAlelEFG—S%_TY Elongation factor 4 GQESEVTG\Q%?EVPLSEMFGY 643 28 3 17.72 b8b12b14 3076.5 119.95 2018 | 3 102619 7.3p
'POAlelEFG—S%_TY Elongation factor CarbamidomethyI+C(13?MRVLDGAV¥I_\\//$£VGGVQPQS 101 27 6 21.19 b8b12°b12y6y12y16 2995.5p 97.172 2057 | 3  @oofL 13.86
'POAlelEFG—S%_TY Elongation factor g Phosphoryl STY(4) LAASIAFKEGFK 504 12 5 2221 b4 _HPOBHMb8b8y8| 1361.69 37.487 2042| |3 4545 12.44
'POAlelEFG—S%_TY Elongation factor ¢ Phosphoryl STY(15)|  EFNVEANVGKPQVAYREAIR 475 20 4 25.24 b10y5y6yLl 2370.17 115.087 2248 |3 790.7 7.31
'POAlelEFG—S%_TY Elongation factor ,; Oxidation+M(5) GVQAMLDA(;/I'L%YDL(EEPVDVPA'N 273 30 4 16.52 b4b6by3 3111.54 94.424 746% |3 103786 -5.1p
N Oy %y ta
'POAlelEFG—S%_TY Elongation factor g Oxidation+M(10) IHAEVPLSEMFGYATQLR 653 18 8 32.73 b10b12y8y96y9 YVIEYL  5078.03 111.821 3157 | P 1039.5 -3.29
'POAlelEFG—S%_TY Elongation factor g SGPLAGYP 562 8 0 4.05 761.38 76.425 1942 |1 761.3B 0.08
[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN
subunt alpha: 1 OSCGYNDEIEGK 463 36 9 54.19 | b5b6b7b8b22y2ySy7yll  3950.d9 95.20p 68560 | 488.49 1.67
'Q7CPE1|ATSESU—;A;;J£TP synthasg MQLNSTEISELIK 0 13 8 4552 | b2b3b13y3ysyloyliylR 150578 .68 43605 | 2|  753.40 0.65
IQ7CPELIATPA_SALTY ATP synthasq 4 ILEVPVGR 93 8 4 40.86 yAy5y6y8 882.53 52.408 3735 2 4177 203
subunit alpha;
'Q7CPE1|ATSESU—;A;;J£TP synthasg GYLADVELAK 453 10 9 40.12 | b2bsbsyly2y6y7yoyld  1078.57 401 36021 | 2| 539.79 6.34
'Q7CPE1|ATSESU—;A;;J£TP synthasg o QYAPMSVAQQSLVLFAAER 434 19 8 31.62| b3*b3b6y2y5y6yl6yld  10B.10 92.963 31804 | 2  1055.04 8.91
. .
IQ7CPELIATPA_SALTY ATP synthasq o | oo midomethyl+C(7)  IHGLADCMQGEMISLPGNR 40 19 13 40.g203P13DISYAYEYEYBYL 190 og 69.070 31541 B 700.33 -0.35
subunit alpha; 0°y10*y10y13y19
'Q7CPE1|ATSESU—;A;;J£TP synthasg DSVGAVVMGPYADLAEGMK 68 19 7 5396 | boy7yllyloyl3yldyld Q@92 83.368 29745 | 2  955.46 7.54
'Q7CPE1|ATSESU—;A;;J£TP synthase ¢ | carbamidomethyk+C(] CIYVAIGQK 192 9 4 38.26 b3b4b6y9 105 57.365 18373 | 2 526.28 -5.57
'Q7CPE1|ATSESU—;A;;J£TP synthasg g ELAAFSQFASDLDDATR 401 17 7 4257| bsbloblaysyllylsylr  a8® 88.324 177090 | 2 928.95 10.91
or gk vk
IQ7CPELIATPA_SALTY ATP synthasg QSVDQPVQTGYK 139 12 15 g3.g [P4DATDADBDI2YAYAYSYYS ) o g o7 34.062 16008| P  675.34 2.80
subunit alpha; y6y7°y7y8y10y12
'Q7CPE1|ATSESU—;A;;J£TP synthasg ELAAFSQFASDLDDATRK 401 18 5 36.98 b6y6y9y11y13 1984.98  3.19 13226 | 3 66232 -13.71
'Q7CPE1|ATSESU—;A;;J£TP synthasg ) GEDALIIYDDLSK 252 13 4 20.63 b12°b12ydy10 1451.72 68.250| 582 | 2| 726.36 7.23
IQ7CPELIATPA_SALTY ATP synthasg 5 AVDSMIPIGR 151 10 3 26.9 b7y5y8 1058.56 59.863 3303L |2 520718 -6.34
subunit alpha;
'Q7CPE1|ATSESU—;A;;J£TP synthasg TALAIDAINQR 175 12 4 29.47 y3*y3ydy9 1298.74 73.958 20444 |2 649.87 -3.29
'Q7CPE1|ATSESU—;A;;J£TP synthasg o DHAPLMQEINQSGGYNDEIEGK 477 22 3 22.18 b3bdy3 24451 M 5871 | 4| 612.04 17.87
IQ7CPELIATPA_SALTY ATP synthasg o VTELLK 426 6 1 13.62 y5 702.43 39.922 4838| |2 35174 -13.13
subunit alpha;
[Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN o
subunt alpha: 17 OSGGYNDEIEGK 463 36 5 21.4 b6y7°y7y8y11 3950.84 84.053 45698 |3 1317pp2  .8110
[Q7CPELIATPA_SALTY ATP synthasd VVNTLGAPIDGKGPVDNDGFSAV b16*b16b27y5y6°y6yTylh i
subunt alpha: 18 EAAPGVIDR 106 33 11 51.35 VLoy2628 3263.71 83.998 33480| B 10885 4.41
'Q7CPE1|ATSESU—;A;;J£TP synthasg g AARVNADYVEAFTK 300 14 3 24.72 b13y9y10 1554.77 89.738 500 | 2| 777.89 12.80
IQ7CPELIATPA_SALTY ATP synthasg GILDSFKATQSW 501 12 3 22.27 b6y8y11 1352.7 87.826 3429 | 2 .gme 12.45
subunit alpha;
'Q7CPE1|ATSESU—;A;;J£TP synthasd 51 | Carbamidomethyl+C(d) DSGIKCIYVAIGQK 187 14 4 27.83 bBag°b13 1551.83 84.062 2171| |2 776.43 6.53




'Q7CPE1|ATSESU—;A;;J£TP synthasg DSVGAVVMGPYADLAEGMKVK 68 21 3 13.87 b5boy14 2137.09 783 2076 | 2| 1069.05 9.60
'Q7CPE1|ATSESU—;A;;J£TP synthasg 4 Oxidation+M(18) DSVGAVVMGPYADLAEGMK 68 19 4 23.65 b8y8y11 1925.91 66.296 2049 | P 963.46 6.40
o= - . yayTy12y ; . . . .
IPOAZMS|UPP_SALTY Uracil 1 AGLGMMEGVLENVPSAR 78 17 7 43.82| bllbl3bldyay7yl2yly  1B30 | 81.616 34906 | 4  865.94 5.78
phohoribosyltransferase;
o= - . Y9y . . . -0.
IPOAZMS|UPP_SALTY Uracil 2 VLVLVAAPEGIAALEK 155 16 8 58.19 |  b1b2b3b4b5b6ydyll 1598.9| 85.812 27151 | 24 796.98 0.54
phohoribosyltransferase;
IPOAZMS|UPP_SALTY Uracil 3 ITVVPILR 70 8 5 40.86 b2°b2y4dy5y6 910.60 69.752 10687 |2 4858  -7.37
phohoribosyltransferase;
IPOAZMS|UPP_SALTY Uracil 4 NEETLEPVPYFQK 103 13 7 2541  blb2°b2b9bl0y6y13 1593.77 1@ 7578 | 2| 797.39 7.66
phohoribosyltransferase;
IPOAZMS|UPP_SALTY Uracil 5 VTIEGWNGPVEIDQIK 51 16 4 17.15 b1b8b12y11 1797.9 75294 903 | 2| 899.48 10.18
phohoribosyltransferase;
IPOAZMS|UPP_SALTY Uracil 6 ELASEVGSLLTYEATADLETEK 29 22 5 26.91 b13°b13b14y7y15 65 91.470 2064 | 4 1185.08 -3.00
phohoribosyltransferase;
IPOAZMS|UPP_SALTY Uracil 7 ISVWGMYRNEETLEPVPYFQK 95 21 4 13.87 b8b11°b11y17 2499.28 72.809 11426 | 3  833.75 -10.94
phohoribosyltransferase;
[POA2M5[UPP_SALTY Uracil ELASEVGSLLTYEATADLETEKVT
ohohoribosylansferase 8 EGWNGPVEIDOIK 29 38 5 19.87 b6b12b15b20y4 4148.04 111.90p 395 3 138335 0.831
IPOAZMS|UPP_SALTY Uracil 9 Oxidation+M(6) AGLGMMEGVLENVPSAR 78 17 5 39.14 b5b10bIAly13 1746.84 63.203 13602| [B  582.99 -6.15
phohoribosyltransferase;
IPOAZMS|UPP_SALTY Uracil 10 MEGVLENVPSAR 83 12 0 4.85 1301.64 81.598 2770| |2 651.3B -6.64
phohoribosyltransferase;
_hi n o % |
IPO2906|SUBI_SALTY Suffate-binding| YLYSPEGQEIAAK 263 13 13 90.4 |P203b4b7°D7DI0*OI0b1YY g0 7o 50.579 70556 | 2 734.87 0.58
protein; 9y10°y10y11y13
'POZQOBlSUB"—iﬁi Y Sulfate-binding) LFTIDEVFGGWAK 298 13 8 4552 |  b2b3°h3y5yeysyllyl 1482.76 101.754 57142 | 4 74188 -0.49
'POZQOBlSUB"—iﬁi Y Sulfate-binding) NVEVLDSGAR 183 10 9 39.33 | b2+*h2b3°h3bObl0y5y8yf10  1059.53  0.029 53449 | 2| 53027 -7.60
'POZQOBlSUB'Biﬁ:; Y Sulfate-binding) AVAEAYLK 255 8 7 40.86 b1b2ylydy5y6y8 864.47 40.916 32309 |2 3244 -10.38
'POZQOBlSUB"—iﬁi Y Sulfate-binding} GSTNTFVER 193 9 9 67.7 |  b2y3yacyaysyeyey7y®  1010.4B 32.269 30701 | 2| 505.75 -7.13
IPO2906|SUBI_SALTY Suffate-binding| QATSVINGIEADVVTLALAYDVD 66 28 8 49.65 | b2bliyoyyayoyioyld  2917.5p 128.001L 2502 3 3.187 0.42
protein; AIAER
— ] o D
'POZQOBlSUB"—iﬁi Y Sulfate-binding) 7 WNYLAAWGYALHHNNNDQAK 153 20 9 30.63 |P203b4 b4b08y8y12 Y12Y2 5386.14 79.123 5883 | 2  1193.57 10.95
'POZQOBlSUB"—iﬁ; Y Sulfate-binding) ¢ FEIVTPSESILAEPTVSVVDK 226 21 4 24.7 b8y5y10y11 22602 .0OB 85781 | 3|  754.08 18.15
_ N . % | *| ki
'POZQOBlSUB"—iﬁi Y Sulfate-binding) o QIHDWNDLIKPGVSVITPNPK 126 21 10 57.47| 30304 b;‘/??bloy“ys Y 2371.23 72.907 74954 4 59356 20.39
'POZQOBlSUB"—iﬁ; Y Sulfate-binding| DIQLLNVSYDPTR 20 13 4 20.88 yAy6y10%y10 1533.77 82.458 61| 2| 767.39 12.02
'POZQOBlSUB"—iﬁ; Y Sulfate-binding| VVEK 247 4 2 26.03 b3y3 474.29 66.621 7032| |1 4742 4.95
'POZQOBlSUB"—iﬁ; Y Sulfate-binding| LPDNSAPYTSTIVFLVR 104 17 6 24.96 b4b6°b6*h6h7°h7 18@B.0  86.052 2448 | 2 947.00 5.42
'POZQOBlSUB"—iﬁ; Y Sulfate-binding| ;5 RLPDNSAPYTSTIVFLVR 103 18 3 22.98 b9b10y5 2049.0p 82.723 23505 | 3| 683.70 -9.41
'POZQOGlSUB"—iﬁ; Y Sulfate-binding| DIQLLNVSYDPTRELYEQYNK 20 21 6 18.92|  b10b16y9°y9yl5+y15| 2601.30 136.840 3019 | P 1301.14 7.23
'POZQOGlSUB"—iﬁ; Y Sulfate-binding| 5 AVAEAYLKYLYSPEGQEIAAK 255 21 5 37.41 y7y9ry9y10y11 23127 114.333 2156 | 4 772.06 -9.81
|Q7CR87ISURA_SALTY Chaperone suip; LAYDGLNYSTYR 117 12 5 37.25 b8y4y8y10y12 1435.69 58.450 587 | 2| 71835 3.32
*| O o A%
|Q7CR87|SURA_SALTY Chaperone surIA; IQELPGIFAQALSTAK 235 16 14 41.29 | P2 bf;’; y;’jlgiiji’g b4y 1686.94 89.691 58289 P 843.97 1.16




o =
|Q7CR87|SURA_SALTY Chaperone surIA; 3 ITDEQLDQAIANIAK 09 15 11 63.64 | °2 bzmbfg;f;’”yly“y“y 1642.87 80.088 47369 | p 82194 2.23
|Q7CR87|SURA_SALTY Chaperone surIA; 4 ITVLPQEVDALAK 149 13 13 62.72 |2 bef/l%?}flﬁ’?ytsyg Y 1396.80 70.492 45067 P 698.90 -1.84
* 5
|Q7CR87|SURA_SALTY Chaperone surIA; 5 LNAGQAGQQLPDDAL 50 17 11 57.72 | P20307 bfgjﬁw YV 1767.01 50.768 44785| P 884.46 4.49
|Q7CR87|SURA_SALTY Chaperone suf: 6 QIGTQNDASTELNLSHILIALPENP| ¢, 35 6 15.08 b6y3y6y12*y12y35 3816.93 88.449 2270 3 mm2| 857
TSEQVNDAQR
|Q7CR87|SURA_SALTY Chaperone surIA; 7 GQSQSISVTEVHAR 427 14 5 45.41 b8y6y8y9y10 1498.74 36.922 13455 |3  500.35 -14.6
|Q7CR87|SURA_SALTY Chaperone sy 8 VAAVVNNGVVLESDVDGLMQSV 27 23 7 28.23 | b3b4bl4bldy8yll*yll  2343.24 90.731 1184 2 7212 7.40
TTFAAAAKEYSQDPGSANQGGDL
. L i
|Q7CR87|SURA_SALTY Chaperone sufs: 9 CWATPDIEDPAERDALYK 318 4 5 21.31 b2b4bob11b13 4301.0p 91.394 981 4 1076l01 97 -3.
IQ7CRB7ISURA_SALTY Chaperone sulp; 10 QAESIVEEAR 197 10 4 26.9 b4b6y5°y5 1131.5¢ 71.534 1445 2 BB6| 12.62
|Q7CR87|SURA_SALTY Chaperone surIA; 11 EYSQDPGSAS‘SA(;(;DLGWATPD'F 326 28 6 28.12 b3b1ly4y7ylly13 3011.3 93.431 366 2 150620 16.62
|Q7CR87|SURA_SALTY Chaperone surIA; 12 DALTK 354 5 1 13.22 b4 547.30 43.538 3s60| |1 5473 11.71
|Q7CR87|SURA_SALTY Chaperone surIA; 13 LIMDQILQMGQK 73 13 7 74.76 | yaysyey7ylloylly12 1530.81] 821 3180 510.94 -20.81
o] 0| % |
|Q7CR87|SURA_SALTY Chaperone surIA; 14 GQISAPVHSSFGWAHLDTR 362 22 12 66.11 | P® bebfsgg;lgzzllg b1ObIZ 546328 94.437 1993 821.76 -0.59
|Q7CR87|SURA_SALTY Chaperone surIA; 15 LAITYSADQQALK@MGWGR 214 21 10 112.41 y4y5y7y8y331’180y11y12y1 2251.12 65.034 30042 B 751.05 2.71
|Q7CR87|SURA_SALTY Chaperone surIA; 16 KFSEEAATWMQEQR 044 14 6 39.02 b6b7b10y5°y5y9 1740.8 56.566 949 2 87091 279
|Q7CR87|SURA_SALTY Chaperone surIA; 17 SRLAYDGLNYSTYR 151 14 4 19.28 b6°bebsys 1678.80 66.678 6833 |3  560.37 135
|Q7CR87|SURA_SALTY Chaperone surIA; 18 GQSQS'SVTED\(’Q%TRH'LLKPSP'M 274 30 3 11.38 b3ysyl4 3340.700 97.197 6391 |4 83593 -14.7
|Q7CR87|SURA_SALTY Chaperone surIA; 19 Oxidation+M(19 VAAVVNNGVVLESDVDGLMQSV 27 23 4 35.54 b3bdy7y8 2359.22 114.747 1525p | 3 787.08 0.6
. aperone sufA; . . . . 2.
7CR87|SURA_SALTY Ch o 20 GQSQSISVTEVHAR 742 14 0 3.64 1481.73 36.914 1636 |3 4945 2.80
b3b8b9b10°b10b11°b1 1%
[P66038|RISB_SALTY 6 1 IGQVKDDNITVVWVPGAYELPLA 40 29 18 114.31|11b12b13b14*b14ydyoyll> 3110.69 98.082 93377| B 1037.5] 4.32
TEALAK
y15y16y29
|P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 12 98.7 b4b10b1&ﬁ%’§£y8ygyl Y 2109.08 101.076 68524| P 1055.04 10.65
[P66038|RISB_SALTY 6 3 GAEAALTALEMINVLK 136 16 2 17.15 baBylyd 1643.90 102.746 26226] |2 822.46 20.37
|P66038|RISB_SALTY 6 2 VATIAR 14 7 3 20.46 VAy5y6 743.46 44.224 12653 |2 372.2 58.0
|P66038|RISB_SALTY 6 5 ANVAAPDAR 5 9 3 30.48 b3y6y7 884.45 22.673 113700 |2 442.7 275
'PGSSSZlPURA;;/ﬁtAhga\; :de”y'osucc'”a]‘e 1 | carbamidomethy+C(7)  LLLSEACPLILDYHVALDNAR 97 21 6 3010 b2y3y5*y5y8y9 2396.25 91.455 28086| |3 799.44 7.64
|P65882|PURA;§§IAhga\; :de”y'osucc'”Te 2 EVTTTPLAADDWK 354 13 5 20.66 b3b9y8y11y13 1446.72 76.0700 5385 723.86 3.04
|P65882|PURA;§§IAhga\; :de”y'osucc'”ake 3 GVEPIYETMPGWSESTFGVK 367 20 4 22.61 b8b11b13y13 221408 9.766 15303 1107.54 14.89
|P65882|PURA_SALTY Adenylosuccinate VLDDTMAVADILTSMVVDVSDLL b2b3b4b5b6b7hb9y3*y3y4
onthetase 4 DOAR 186 27 17 124,02 o1t | 290545 138.295 10714 B 969.16 0.50
'PGSSSZlPURA;;/ﬁtAhga\; :de”y'osucc'”a]‘e 5 MGNNVVVLGTQWGDEGK 0 17 4 23.3 b14°b14y4y5 1803.89 87.621| 162 902.45 10.90
IP65882IPURA_SALTY Ade”y'osucc'”al'e IEELTGVPIDIISTGPDR 402 18 3 15.58 b7y5y13 1924.9 87.553  43® 642.33 -18.01

synthetase;




'PGSSSZlPURA;;/ﬁtAhga\; :de”y'osucc'”Te 7 | carbamidomethyl+C(2 LCVAYR 343 6 13.62 b5 781.4( 30.81¢ 19666 | 1| 781.40 1.48
'PGSSSZlPURA;;/ﬁtAhga\; :de”y'osucc'”Te 8 GNNVVVLGTQWGDEGK 1 16 17.15 b15y5y14 1672.83 81.872 18550 3| 558.28 .31
IP65882IPURA_SALTY A_de”y'osucc'”al'e 9 TGWLDTVAVR 307 10 28.66 b3°b3y5y6 1117.59 68.919 4084 |2 .8BY 5.02
synthetase;
IP65882|PURA_SALTY A_de”y'osucc'”al'e 10 AYSTR 268 5 13.22 b4 597.29 49.346 2866| |1 597.2p 12.4
synthetase;
IP65882IPURA_SALTY A_de”y'osucc'”al'e 11 YVDYVLGILK 258 10 33.89 b3b6b7 1182.67 44.956 2103| |2 9184 -5.26
synthetase;
IP65882IPURA_SALTY A_de”y'osucc'”al'e 12 VGDLFDK 148 7 40.46 b4°bdy3y6 793.39 70.551 1913 |1 79339  0.00
synthetase;
IP65882IPURA_SALTY A_de”y'osucc'”al'e 13 AEAVDYQK 178 8 36.09 b4°bab7y3 923.44 88.680 1583 |1 9234k 271
synthetase;
IP65882IPURA_SALTY A_de”y'osucc'”al'e 14 GIGPAYEDK 132 9 30.48 b5b6y8 949.46 83.143 153 (1 94046  e40.
synthetase;
|P65882|PURA;§§IAhga\; :de”y'osucc'”Te 15 GNNVVVLGTQWGDEGKGK 1 18 15.58 b13y5y7°y7 1857.93 421 | 78305 | 2| 920.47 -11.37
|P65882|PURA;§§IAhga\; :de”y'osucc'”Te 16 AIGTTGRGIGPAYEDK 125 16 17.15 b5y5y7 1605.81 82.240 a6 | 2| 80341 -7.45
[P65882IPURA_SALTY Adenylosuccingdle | VLDDTMAVADILTSMVVDVSDLL 186 " 271 A 180,64 109.05 620 |3 100388 06
synthetase; DQARQR
IP65882|PURA_SALTY Adenylosuccingte o EVMEYHNFQLVNYYKAEAVDYQ 163 23 2046 | b20y4cyaryayryloyle| 28813 93.547 644 | 3 .mBL 12.12
synthetase; K
|P65882|PURA;§§IAhga\; :de”y'osucc'”Te 19 LKEVMEYHNFQLVNYYK 161 17 16.31 by5y10*y10 2218.09|  1BB2 3398 | 2| 110955 -3.19
IP65882|PURA_SALTY Adenylosuccingte Oxidation+m()  |ENVTSIGNGVVLSPSALMKEMKE| ¢, 28 25.52 b4°b4b8*b8y6y7y9 3075.54 132.607 4998 | 3 1m5ls  -8.34
synthetase; LEDR
IP65882|PURA_SALTY A_de”y'osucc'”ake 21 Oxidation+m(15) | V-PPTMAVADILTSMVVDVSDLL 186 27 11.9 b11°b11y10y12 2921.49 122.318 3086 | 3 974k 517
synthetase; DQAR
|Q7CPZ4|GRPE_SALTY Protein grpE FVNELLPVIDSLDR 9 14 60.39 by4y5°ySy6y8yd 1629.89 96.676 28510 |2  815.45 2.02
|Q7CPZ4|GRPE_SALTY Protein grpE IANLEVQLAEAQTR 43 14 44.75 y5y7y10y13 1555.85 63.262 6153| |2  778.4B 5.18
FGVEVIAETNVPLDPNVHQAIAM
|Q7CPZ4|GRPE_SALTY Protein grpE VESEEVPAGNVLGIMQKGYTLNG| 136 47 22.77| b7b8b10°b10b15y15y44  5006.47 69.015 4215 | 45232 -13.26
R
'Q7CR64|YAEH—§:ELJ Y UPFO325 protg 1 | carhamidomethyk+C(10) YVIDELDQICQRDR 77 14 27.57 b16gky11y14 1822.89 53.657 50065 [3  608.3¢ 5.56
'Q7CR64|YAEH—§:ELJ_ YUPFO325protg 5 | carhamidomethyl+C(10) YVIDELDQICQR 77 12 4967  b2bSy8yoy10y12 1551.75 68.054 384271 |2 77638 4.48
'Q7CR64|YAEH—§:ELJ Y UPFO325 protg 4 TVVADGIGQGYKEVQEISPNLR 55 22 18.16 b2b5b13y4y8y22 273 71.699 34127 | 3 79175 -4.84
'Q7CR64|YAEH—§:ELJ Y UPFO325 protg TVVADGIGQGYK 55 12 22.27 b8b1ly4y12 1207.62 48.233 1803 | 2 604.31 -9.10
'Q7CR64|YAEH—§:ELJ_ Y UPFO325 protg o SLGITNPEEIDR 6 12 44.91 y6y7yoyll 1343.7( 81.528 14408 | 2 2.3 17.99
'Q7CR64|YAEH—§:ELJ_ Y UPFO325 protg ¢ ILDDLR 99 6 13.62 b5 744.42 51.776 12394 |1 744.41 -10.4
'Q7CR64|YAEH—§:ELJ_ Y UPFO325 protg IYFQK 31 5 13.22 v3 698.38 38.383 4053| |2 349.6¢ -10.4¢
'Q7CR64|YAEH—§:ELJ_ Y UPFO325 protg ¢ HLESVVANK 105 9 30.48 bdy3y5 996.53 37.545 2627 |2 498.77 217
'Q7CR64|YAEH—§:ELJ Y UPFO325 protg g TVVADGIGQGYKEVQEISPNLR 55 22 13.43 b11y3y5 2373.29 g4 | 71401 | 3| 79175 2.47
'Q7CR64|YAEH—§:ELJ Y UPFO325 protg SLGITNPEEIDRYSLR 6 16 17.15 b11yoy12 1862.9B 79.041 6670 3| 621.67 10.81
[Q7CPHS|SECB_SALTY Protein-expof: GTFPQLNLAPVNFDALFMNYLQQ
rotai secE: 1 OAGEGTEENODA 120 35 51.04 b6b7b8boy4y26y35 3893.8% 115.91 16186 | 3 .629§ 8.78




'Q7CPHSlsifgg;A;LeTcé;Pmtem'ex’)o - LDLDTASSQLADDVYEVVLR 41 20 15 55.41 bzm;;;’ig?;fg;’f;?fffys 6 200214 109.125 12574 b 1111.5] 10.44
'Q7CPHSlsifgg;A;LeTcé_Pmtem'ex’)o b3 DVSFEAPNAPHVFQK 19 15 5 29.43 b4b5h13y2y13 1685.82 73.82p) 2286 | 2| 843.41 521
'Q7CPHSlsifgg;A;LeTcé_Pmtem'ex’)o - SEQNNTEMAFQIQR 1 14 3 19.28 b9b13y9 1695.81 83.967 354 | 2 s.au 21.52
'Q7CPHSlsifgg;A;LeTcé_Pmtem'ex’)o ' s IYTKDVSFEAPNAPHVFQK 15 19 6 46.19| b8b10b11b13bl4*bld 214 69.010 9332 | 4 73104 -5.68
|P64052|EFTS—S¢;TY Elongation factr VASLEGDVLGSYQHGAR 134 17 16 131.67 blfl?’ﬁyltfzygﬁﬁz?ﬁay 1758.85 58.924 167126 B 586.96 -13.46
|P64052|EFTS—S¢§TY Elongation faCtTr 2 ITDVEVLK 104 8 6 40.86 b2y2y3y6y7y8 916.53 48.616 86659 |2 a3 1012
|P64052|EFTS—S¢§TY Elongation faCtTr 3 AEITASLVK 1 9 5 54.49 yAy5y6y7y9 931.54 48.688 81602 |2 46627 -7.27
|P64052|EFTS—S¢§TY Elongation faCtTr 4 FTGEVSLTGQPFVMEPSK 222 18 6 24.81 b11lyly3y5y13y18 1983.9 74.548 69258 | 4 977.49 8.37
|P64052|EFTS—S¢§TY Elongation fac“fr 5 IGENINIR 125 8 6 40.86 b2y2y5y6y7y8 928.51 44512 6808l |2 .764 1275
|P64052|EFTS—S¢S';TY Elongation fac“fr 6 ALTEANGDIELAIENMRK 25 18 8 50.04 | b7bobl2yd*yaysylayld — 88.00 74.110 47604 663.34 -6.63
|P64052|EFTS—S¢§TY Elongation fac“fr 7 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 3 36.9 yAy5y6 1008. | 20977 23221 | 4  549.74 -1.89
|P64052|EFTS—S¢§TY Elongation faCtTr 8 SVGQLLK 240 7 6 40.46 b1b6y2y3y5y7 744.45 44.959 1033p |2 m2| -1492
|P64052|EFTS—S¢§TY Elongation faCtTr 9 EYQVQLDIAMQSGKPK 193 16 7 46.6 b4b5h7y4y9y10%y10 1834.94  70.416 7440 | 3| 61232 2.20
|P64052|EFTS—S¢§TY Elongation faCtTr 10 ALTEANGDIELAIENMR 25 17 4 16.31 b11y3y6y17 1859.92 8185 | 5580 | 2| 930.46 2.30
|P64052|EFTS—S¢§TY Elongation faCtTr 11 FEVGEGIEK 258 9 3 46.04 b3b5b7 1007.4¢ 34.972 75254 | 2 50435 20.96
|P64052|EFTS—S¢§TY Elongation faCtTr 12 IGVLVAAK 151 8 6 775 b3bdy3y5y6y7 770.50 47.173 48521 |2 3mm. -16.00
|P64052|EFTS—S¢;TY Elongation faCtTr 13 AGNVAADGVIK 52 11 5 36.72 b8ydy6y7°y7 1014.54 36.787 25254 |2 507.77 -15.04
|P64052|EFTS—S¢;TY Elongation faCtTr 14 MVEGR 214 5 1 13.22 v4 591.29 38.372 5804 |1 591.29 2.27
|P64052|EFTS—S¢§TY Elongation faCtTr 15 DAGFQAFADK 85 10 4 28.66 b7°b7b8y5 1069.47 27.975 5583 |2  ®85.| -19.29
|P64052|EFTS—S¢§TY Elongation faCtTr 16  |Carbamidomethyl+C(1B)  IDGNVAFILEVNCQTDFVAK 65 20 5 % b3°b3b8y6y10 2253.08 74.808 3467 |4  s64.0p -19.9
|P64052|EFTS—S¢§TY Elongation faCtTr 17 DAGFQAFADKVLDAAVAGK 85 19 4 31.59 y3yByTyL17 1893.95 9mz 113928 | 3|  631.99 9.22
|P64052|EFTS—S¢§TY Elongation faCtTr 18 KAGNVAADGVIK 51 12 7 48.12 | b10bllysyloylloyll*ylll  1142.68  32.000 55814 | 2| 571.83 6.30
|P64052|EFTS—S¢;TY Elongation faCtTr 19 GADEEL\éﬁ%b@“ﬁgm’éﬁKPEFVK 159 34 4 10.98 b7°b7b13y12 3665.8 78.309 4358 | 4 917.p2 1.0
|P64052|EFTS—S¢§TY Elongation faCtTr 20 KFTGEVSLTGQPFVMEPSK 221 19 4 22.71 b13°b13y13y14 2082.p 78.321 3428 | 2 104154 4.57
|P64052|EFTS—S¢§TY Elongation faCtTr 21 FEVGEGIEKVETDFAAEVAAMSK | 258 23 6 33.9 b3bl0y3y5y12yl3 |  4%7.16 59.483 2053 819.72 1232
|P64052|EFTS—S¢§TY Elongation faCtTr 22 Oxidation+M(4) QLAMHVAASKSEEVKPEDVSADV 167 26 7 21.93 | b7b10b12°b12y11°y11yP0  2840.43 61.52) 117p® | 947.48 -5.93
|P64052|EFTS—S¢§TY Elongation faCtTr 23 Oxidation+M(14) FTGEVSLTGQPFVMEPSK 222 18 3 15.58 bR 1969.96 79.416 9525 | P 985.48 0.00
|P64052|EFTS—S¢§TY Elongation faCtTr 24 Oxidation+M(16) ALTEANGDIELAIENMRK 25 18 8 24.81 bgblooblf:;lfb“ob“ L 2003.99 69.032 4942 | 2 1002.5( -8.71




|P64052|EFTS—S¢S';TY Elongation factdr ITASLVK 3 7 0 1.62 731.46 48.695 11323| [ 731.46 -12.43
[P65889|PUR7_SALTY e
Phohoribosylaminoimidazole- 1 LAEAGIPTQMER 60 12 12 71.55 | 203 b3?i%6y112y6y8y9y13 1315.67 49.862 39148| P  658.34 111
succinocarboxamide synthase; Y10y
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 2 QSLGGLIEAYEAVAHR 215 16 4 17.15 b5b11°b11y7 1713.87 8481| 38020 | 3| 571.96 -12.61
succinocarboxamide synthase;
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 3 TVYSTENPDLLVLEFR 13 16 6 23.69 b2°b2babSy3y16 1895.97 283 18473 | 2| 948.49 -0.39
succinocarboxamide synthase;
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 4 Carbamidomethyl+C(8 LEMVPVECVVR 83 11 3 36.0 b3b5b9 as3 94.941 3441 p. 665.84 -13.03
succinocarboxamide synthase;
[P65889|PUR7_SALTY
Phohoribosylaminoimidazole- 5 | carbamidomethyl+C(d KLEMVPVECVVR 82 12 6 63.5 b5bEyYYHLL 1458.79 62.520 27255 P 729.90 3.35
succinocarboxamide synthase;
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 6 TVYSTENPDL(L;XLREFRNDTSAGD 13 26 3 22.81 y3y4y8 2840.38 80.412 12726 3 947.47 3.78
succinocarboxamide synthase;
[P65889PUR7_SALTY
Phohoribosylaminoimidazole- 7 GEVVLGDEFSPDGSRLWDK 184 19 5 25.86 b3b4°baby10 2106.00 04.349 3104 | 2| 105351 -4.64
succinocarboxamide synthase;
IPOA7VEIRS3_SALTY 30S ribosomal) LVADSITSQLER 114 12 12 87,78 |P2P3DADI0Y2YS?YSYBYBYQY 1537 79 60.443 27472 2 666.36 2.93
protein S3; 10y12
'POA?\/G'RS;—O?;‘HS\;?OS ribosomal| ADIDYNTSEAHTTYGVIGVK 179 20 3 225 b13y17y18 2154.03 562 23121 | 3| 718.68 419
'POA?\/G'RS;—O?;}%TS\;?OS ribosomal| 4 Phosphoryl STY(7) LVADSITSQLERR 114 13 4 25.4 b4°b4b5y8 1567.76 59.490 14868| P 784.39 6.62
'POA?\/G'RS;—O?;}%TS\;?OS ribosomal| Phosphoryl STY(10) LGIVKPWNSTWFANTK 11 16 3 23.69 bl4g5y 1941.93 35.641 2075 | B 647.98 -9.99
. b2°b2*b2b4°b4b5b7°b7h9°
IQ8ZPES[TPX_SALTY Probable thiol | - SQTVHFQGNPVTVANVIPQAGSK 1 23 24 98.65| b9b10°b10*b10b11b12°hH1 2379.23 64.386 108136| B 793.75 -3.90
peroxidase; o )
2y4y6°y6y7y9yl2+*y12y23
'QBZPGSlTPge—rifi‘g;s\;_':mbab'eth'O' 2 |carbamidomethy+C(18)  VLNIFPSIDTGVCAASVR 48 18 6 5014  3bdb5yl3yldyls 1919.01 85.014 50354 |2  960.0L 4.26
'QBZPGSlTPge—rifi‘g;s\;_':mbab'eth'O' 3 DLSDVSLSQYAGK 33 13 5 20.63 b2b10y6y11y13 1382.68 50171 50 | 2| 691.85 2.21
'QBZPGSlTPse—rgfi‘g;s\;_':mbab'e thioll 4| carbamidomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 8 546  BBBb7ydySyeyl7 1837.96 85.877 34154 |2 919.4B 4.65
'QBZPGSlTPge—rifi‘g;s\;_':mbab'eth'O' 5 DLSDVSLSQYAGKR 33 14 6 19.28 b2°b2b7b12y10y14 1538.18 783 4285 | 2| 7e9.89 0.95
'QBZPGSlTPse—rifi‘g;s\;_':mbab'e thiol | ¢ AQAFTLVAK 24 9 5 57.5 y3y4y6°yBy7 948.54 53.204 63728 |2 am7| 1718
IQ8ZPES[TPX_SALTY Probable thiol | -, GLAAR 128 5 1 13.22 b3 487.29 54.229 17951 |1 487.29 -13.9f
peroxidase;
'QBZPGSlTPge—rifi‘g;s\;_':mbab'eth'O' 8 NYGVEIVDGPLK 116 12 3 22.27 b3y4y10 1303.68 64.652 16068 |2 2.85 -4.87
IQ8ZPBS[TPX_SALTY Probable thiol | g MSQTVHFQGNPVTVANVIPQAGS 4 24 3 19.01 bob12b17 2510.23 68.278 5531 |3  837.41 211
peroxidase; K
. b3b4b5b8b11*h11b15b16b
IQ8ZPBS[TPX_SALTY Probable thiol | AVIVLDENDNVIFSQLVDEITHEPD| 45 35 21 162.1 | 32y3y5y6y7y8yl2y18y24) 3882.98 119.952 80826| B 1295.0 4.97
peroxidase; YDAALNVLKA
28y29y30y31
IQ8ZPBS[TPX_SALTY Probable thiol | -, |Carbamidomethy#C(1$) | \ep5iDTGVCAASVRK 48 19 3 14.93 b6b10y14 2127.04 96.742] 0985 | 2| 1064.02 7.23
peroxidase; ;Phosphoryl STY(7)




. . . o
IQ7CPKOJUGPB_SALTY sn-glycerol-31 TGYLPITTAAYELTR 343 15 12 99.p |P3PADSDEYAYSYBYTYOYRY )66 g9 84.722 08863| P 83545 2.85
phohate-binding periplasmic protein ugpB; 11y15

IQ7CPKOJUGPB_SALTY sn-glycerok-3) TIVDEELESVWTGKK 397 15 5 25.79 b4b6y8y13y15 1733.8 7947| 39388 | 3| 578.63 11.19
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) 5 TGNAPAILQVYEVGTATMMASK 77 22 4 26.91 b3bdy6y15 2253.16 ;7 24752 | 2| 1127.08 14.41
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) FNYGVGMMPYDADIK 282 15 7 36.7 b2y2y3y7y8y10y15 1720.7¢ 221 15469 | 2|  860.90 10.78
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok3) o TIVDEELESVWTGK 397 14 5 31.53 b6y7yl1y13°y13 1605.81 o864 4817 | 2| 803.41 6.46
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) ¢ TGYLPITTAAYELTREQGYYDK 343 22 6 20.86 b14y2y5y8°y8y10 83.24 78.228 3671 | 3 85175 -4.59
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok3)  ; FLDFLAKPENAAEWHQK 326 17 4 22.92 b3b8ydy7 2043.94 74067 3732 | 4| 51175 21.02
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok3) o QMLNKPPLPFTK 374 12 4 26.25 b7y3y4°y4 1413.71 61.554 6307 3471.93 13.30
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok3) o LGNMPQIR 389 8 3 33.08 b5y6y7 928.51 27.829 4504 2 464.76 232
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerol-3) NNGFDGTDAVLEFNKPEQVK 212 20 5 33.45 b1ly6ysylly18 22®. | 65.225 23415 | 4 74137 4.18
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) GNYEQNLSAGIAAFR 62 15 3 18.13 b13y4y8 1610.79 72.949 ®m54 2| 805.90 0.53
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) TWQELADYTAK 167 11 4 24.3 b5°b5y4y9 1325.63 28.785 goldl |2 em -7.83
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerol-3) EVDSLAQR 39 8 5 36.09 b5°b5b7y7°y7 917.47 41.655 733 |2 4892 412
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerol-3) SGHLLSQPFENSSTPVLYYNK 132 20 6 21.16 b3bg°b8*b8b11°b1] 25216 68.317 3868 | 2 112659 9.97
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerol-3) GAPQNAIGGASLWVMQGK 297 19 3 14.93 b3b11y9 1897.9] 1882 | 2110 | 2| 949.49 1351
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerol-3) 5 DAGINFDESQFVPTVAGYYTDAK| 109 23 7 2455| b8b13*h13y8°yEy14 | 2508.15 124.320 1531 B 836.72 -3.02
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) ,; AGLDPEQPPKTWQELADYTAK 157 21 6 37.02 b4b15y3y6y14yLl7 58315 72.555 92214 786.72 -4.04
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerol-3) g NPGADIATRQMLNKPPLPFTK 365 21 4 20.51 b4*b4b8b10 2300.2p  67.355 3571 | 3| 770.41 -8.99
phohate-binding periplasmic protein ugpB;

IQ7CPKOJUGPB_SALTY sn-glycerok-3) g ETYTGVAKFLDFLAKPENAAEWH | 510 25 5 18.83 b6y3y8y10°y10 2893.45 115.99 2341 |3 96515  .94-1
phohate-binding periplasmic protein ugpB; QK




IQ7CPKOJUGPB_SALTY sn-glycerol-3) Phosphoryl STY(12)| GAPQNAIIGGASLWVMQGKDK 297 21 3 138 b3b13y8 2221.09 115.178 2857 |3 741.04 8.68
phohate-binding periplasmic protein ugpB;
IQ7CPKOJUGPB_SALTY sn-glycerol-3) Oxidation+M(19) | TGNAPAILQVYEVGTATMMASK 77 22 7 18.16| HrbllblByd’ydyl3eyld 2269.14 69.037 69074 |3  757.0p 7.96
phohate-binding periplasmic protein ugpB;
IQ7CPKOJUGPB_SALTY sn-glycerok-3) ,, Oxidation+M(8) HIALLEEMNK 232 10 3 26.9 b7yay6 1213.63 281 4805 | 3| 40s.21 2.11
phohate-binding periplasmic protein ugpB;
IQ7CPKOJUGPB_SALTY sn-glycerol-3) Oxidation+M() FNYGVGMMPYDADIK 282 15 5 31.81 b5*b5hb6y2$ 1736.77 71.486 4259 | B 579.60 2.74
phohate-binding periplasmic protein ugpB;
1054297|RSA_SALTY 30S ribosomall VVNIASYQVSPNDVVSIR 128 18 14 88.94 | PAPBDLODLAYLY2y3y4yOYL 4 ) o 72.026 28405 2 98053 4.61
protein S4; Oyl1*y11y13y18
|054297|RS;E)‘:’;‘$TS:_3OS ribosomall IEQAPGQHGAR 33 11 5 24.3 b2b9y2y8y10 1163.5 27.041 2011 | 2 2.%B -4.51
|054297|RS;E)‘:’;‘$TS:_303 ribosomall 4 GNTGENLLALLEGR 83 14 5 30.73 b4b5boy4°y4 1456.80 94.487 136 | 2| 72890 16.42
IOS4297|RS§E>?£HSZ-SOS ribosomall SDLSADINEHLIVELYSK 188 18 7 4021 | bsbs*bsbl3yeyloyls @6 79.237 2022 | 4 682.69 9.90
IOS4297|RS§E§£HS:-SOS ribosomal| o AALELAEQR 156 9 5 45.46 b3y3ydy7+y7 1000.53 43.331 2524 |1 as3 -10.19
IOS4297|RS§E§£HS:-SOS ribosomal| IEQAPGQHGARKPR 33 14 4 27.85 b4b6*b6b11 1544.85 54.05 7012| 3| s15.62 8.22
IOS4297|RS§E§£HS:-SOS ribosomall | o amidomethyi+C(1) CKIEQAPGQHGAR 31 13 4 20.68 b12ySy11 1451.70 56.581 0146 | B 48457 1228
IOS4297|RS§E§£HS:-SOS ribosomall g KPERSDLSADINEHLIVELYSK 184 22 3 13.43 b8b12y3 2556.31 o3 8899 | 3| 852.78 2.58
IOS4297|RS§E§£HS:-SOS ribosomall ¢ KPRLSDYGVQLR 44 12 3 22.27 boy5y7 1431.79 77.070 8780 |2 m64 -11.25
IOS4297|RS§E§£HS:-SOS ribosomal| -, LSDYGVQLREK 47 11 6 73.28 b3b4b6b8*h8h10 1307.7 88.07¢ @45 2| 654.35 1.31
I *y
'Q8ZLD7|UA§£:;YAP”“’ersa' stress| AVSMARPYNAK 22 11 11 90.17 b2b5b6b9yi§3y5 YYTYY  1207.62 31.397 83867 2 604.31 -6.47
- b
'Q8ZLD7|UA§Q;YAP”“’ersa' stress| QLINTVHVDMLIVPLRDEEE 124 20 9 39.19 b12y1y7y8yg YOYLIYIIP 536322 86.355 74730 B 788.41 5.27
'Q8ZLD7|UA§:I‘;YAP”“’ersa' stress| 5 VLVEK 17 5 1 13.22 v3 587.38 41.146 6151 [1  s587.3d 11.43
|Q8ZLD7|UA_SALTY Universal stress ISEETHHALTELSTNAGYPITETLS i
rotain A 4 GSCDLGOVLVDAK 61 39 3 10.86 b4b6y13 4067.08 88.756 171 3 1356.86 7.6
'Q8ZLD7|UA§:I‘;YAP”“’ersa' stress| - g AYKHILIAVDLSPESK 1 16 3 17.15 b12b14y15 1783.98 136.757 656 | 1| 1783.98 -7.46
'Q8ZLD7|UA§:I‘:;YAP”“’ersa' stress| - g SMARPYNAK 24 9 2 18.86 b4b6 1037.51 31.326 81736 |2  519.26 57.6
'Q8ZLD7|UA§Q;YAP”“’ersa' stress| 7 VSMARPYNAK 23 10 0 2.43 1136.58 31.317 8654 |2 568.74 -4.94
. LGSVFSSTGTGGGQEQTITSTWT b2b7b8°b8bob12°b12b14b
'Q82Q40|WRB@?§:LTY Flavoprotein| LAHHGMVIVPIGYAAQELFDVSQ 106 49 18 52.38 | 35yly2y3yatydy7yoy13%| 5134.58 116.004 28928 Wb 1284.4 3.33
: VR 13
'Q82Q40|WRB@?§:LTY Flavoprotein| FGNMSGQMR 79 9 5 38.26 y2y4y5y6y9 1027.45 38.317 1683 2 ma 1.07
. b2°b2*b2bab5*h50607°bf
IQ8ZQ40]WRBA_SALTY Flavoprotein| TQNAPVATPQELADYDAIFGTPT | o, 25 19 78.9 [*b7bl4°b14*b14y6y13°y1B 2689.35 89.682 12270 8  897.12 0.54
WrbA; R
y14y15y25
'Q82Q40|WRB@?§:LTY Flavoprotein| 'LVLYYSMYGH'iTMAHAVAEGA 3 24 4 19.44 boy5y11y17 2667.36 66.576 6711 |4  667.40 103
'Q82Q40|WRB@?§:LTY Flavoprotein| ¢ QPSQEELSIAR 172 11 3 31.29 b6b9b10 1257.62 49.68 466 2 3629] -19.02




'Q8ZQ40|WRB€V?§:LTY Flavoprotein| ¢ VPETMPPEIFAK 38 12 3 22.27 b5b11y10 1358.7 57.734 o | 3 5H3| 20093
'Q8ZQ40|WRB€V?§:LTY Flavoprotein| 7 TFLDQTGGLWASGSLYGK 88 18 5 15.58 b11y8°y8yla*yl4 1900.9]1 97.039 1719 | 2| 950.96 -18.11
'Q82Q40|WRB€V?§:LTY Flavoprotein| ¢ GGTPYGATT'@?;DGSRQPSQEE 155 28 7 40.35 | b9y10*y10y18y23y24yd5  2776.3F 54.95] 171 3926.12 0.79
|08ZQ40]WRBA_SALTY Flavoprotein TQNAPVATPQELADYDAIFGTPT e ]
A 9 RFGNMSGONR 54 34 4 22.92 b6b9b10°b10 3697.81 122.059 1704 4 9251 013.
[QBZQ40WRBA_SALTY Flavoprotein| MAKILVLYYSMYGHIETMAHAVA o . 5 1798 JoyBy1 2097 53 56,636 wsil |3 ooogh o1
WrbA; EGAK
'Q8ZQ40|WRB€V?§:LTY Flavoprotein| -, LGSVFSSTGTG&GQEQT'TSTWT 106 26 0 17.8 2587.26 116.086 1872| |3 863.00 1.32
b2b3b7yly3y5°y5y7*y7y1pD
'Q56073|D")\‘£t'2f$‘ngg Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 18 114.17 [°y10y11y12*y12y14y17ylb 2215.16 74.814 42791 B 739.06 -5.84
) y21
'Q56073|D")\‘£t'2f$‘ngg Chaperone 2 QAVTNPQNTLFAIKR 56 15 4 34.67 b15y4y5y6 1700.92 58.746 @s8 | 3| 567.65 -11.91
IQ56073|DNAK_SALTY Chaperone 3 TAEDYLGEPVTEAVITVPAYFNDA| 4,0 26 7 34.79 |  y3yoyllyl2+y12y23y2 2869.4 93.201 2149 3 57.8 5.11
protein dnakK; QR
IQ56073|DNAK_SALTY Chaperone 4 ASSGLNEEEIQK 502 12 11 68.92| P2 PYLYSYSYTYTYOYVL 1504 63 34.672 15068 P 652.82 2.06
protein dnakK; Oy12
'Q56073|D")\‘£t'2f$‘ngg Chaperone 5 MQELAQVSQK 587 10 6 28.66 b1b2b7b8y3y10 1161.5p 37.19 2508 2| 581.30 -6.31
IQ56073|DNAK_SALTY Chaperone 6 NDPLAMQR 253 8 6 33.08 b3°h3y3y4ryay8 944.46 39.255 1304f | 2 72.33 3.94
protein dnakK;
lQSGOBlDSﬁthSan Chaperone 7 QAVTNPQNTLFAIK 56 14 6 30.73 b4°b4b11°b11b12y3 1544.84  .2GB 5457 | 2| 772.92 2.92
'Q56073|D")\‘£t'2f$‘n$ Chaperone 8 TFEVLATNGDTHLGGEDFDTR 214 21 4 21.69 b6b8b11y10 2205.07  5.267 4938 | 4| 57452 7.45
'Q56073|D")\‘£t'2f$‘ngg Chaperone 9 TTPSIAYTQDGETLVGQPAK 34 21 5 23.52 b3b4b12b21°b21 2190. |  92.404 2008 | 4 730.70 -14.94
'Q56073|D")\‘£t'2f$‘ngg Chaperone |, GMPQIEVTFDIDADGILHVSAKDK | 467 24 3 12.7 b12b14y13 25023| 102.723 1767 | 4 867.11 4.60
[Q56073DNAK_SALTY Chaperone | TIAVYDLGGGTFDISIEIDEVDGE | 2 o 40,1 |P6DBDI2DIBYBYEYIONIGy 123679 20008 B 92380 300
protein dnakK; K 11y13
IQ56073|DNAK_SALTY Chaperone | ., SIEPLK 315 6 2 13.62 b3°b3 686.41 49.233 743] |1 686.41 6.67
protein dnakK;
IQ56073|DNAK_SALTY Chaperone | 5 AAIEAK 581 6 1 13.62 b4 602.35 31.904 7229 |1 602.34 -8.21
protein dnakK;
IQS6073|DNAK_SALTY Chaperone | FEELVQTR 528 8 4 33.08 b6y6Y7°y7 1021.54 64.457 6034 |2 51127 448
protein dnakK;
IQ56073|DNAK_SALTY Chaperone | o MPMVQK 345 6 1 13.62 v4 733.37 31.608 5302 |1 733.3] 5.24
protein dnakK;
IQS6073|DNAK_SALTY Chaperone | o MAPPQISAEVLK 109 12 3 32.48 b4b6b10 1283.7 82.346 412 2 E2 -5.90
protein dnakK;
'Q56073|D")\‘£t'2f$‘ngg Chaperone | 7 NQGDHLLHSTR 536 11 5 38.31 babBy4°ydys 1277.6 43,590 411 2639.32 -0.38
IQ56073|DNAK_SALTY Chaperone | 4 VLENAEGDR 25 9 3 30.48 b3b4y5 1002.50) 110.877 2584 |1 100250 7.72
protein dnakK;
|056073]DNAK_SALTY Chaperone MQELAQVSQKLMEIAQQQHAQQ
rotoh dnak: 19 OAGSADASANNAK 587 35 4 15.08 boy4y9y16 3752.84 66.858 351 |5 751.38 13.7
IQS6073|DNAK_SALTY Chaperone | KTAEDYLGEPVTEAVITVPAYFND| 5, 27 3 11.9 b9y10y12 2997.50 85.453 1762 3 999.44 4.56
protein dnakK; AQR
'Q56073|D")\‘£t'2f$‘ngg Chaperone |, DVSIMPYKIIGADNGDAWLDVK 84 22 3 13.43 b3boy13 2420.25 10886 13450 | 4| 605.82 12.21
'Q56073|D")\‘£t'2f$‘ngg Chaperone |, KQVEEAGDK 547 9 5 30.48 b8°b8*b8y4y7 1003.49 37.756 o544 |2 238 12.16




|Q56073|DNAK_SALTY Chaperone GIDLGTTNSCVAIMDGTQARVLE b12°h12*b12b14*b14b16r
— - ~hap 23 | carbamidomethy+c(1p) 3 31 14 44.17 | b16b18*b18b10y13y14°%yfl 3289.65 136.792 6186 | P 1645.33 9.35
protein dnakK; NAEGDR 4y16
IQS6073|DNAK_SALTY Chaperone | VLENAEGDRTTPSIAYTQDGETL| g 30 5 14.16 b11*b11b13y1lyld 3173.61 70.411 3228 | 3 105854 3.23
protein dnakK; VGQPAK
'Q56073|D")\‘£t'2f$‘ngg Chaperone | ¢ Phosphoryl STY(9) QAVTNPQNTLFAIKR 56 15 8 30.94 b4*bab7bs*b8bl0yl2| 1780.91 81.203 7212| |2 890.9¢ 6.31
|056073]DNAK_SALTY Chaperone b3b5b10_H3PO4 A
rotoh dnak: 26 Phosphoryl STY(9) |  TTPSIAYTQDGETLVGQPAK 34 21 6 1Y o1 2270.12 136.258 3336 | P 1135.5¢ 14.20
'Q56073|D")\‘£t'2f$‘ngg Chaperone |, Oxidation+M(2) GMPQIEVTFDIDADGILHVSAK 467 22 5 13.43 B66b13°b13y13 2372.19 93.460 3611| |2 1186.40 2.88
IQ56073|DNAK_SALTY Chaperone | g QAVTNPQNTLFAIK 56 14 0 3.64 1526.83 67.272 3923| |3 500.62 002.
protein dnakK;
'POAlPGlGLssnAtig';ZY Glutamine 1 LVPGYEAPVMLAYSAR 322 16 6 37.87 b15ydy5y9yl14y16 1736.91 7.431 27446 | 2|  8e8.96 3.51
'POAlPGlGLssnAtig';ZY Glutamine 2 AINALANPTTNSYKR 307 15 9 57.57 | b2b3*b3bdySy7y8yoyls 1688 42.804 25281 | 4§ 545.29 -5.23
'POAlPGlGLssnAtig';ZY Glutamine 3 | carbamidomethyl+C(l CDILEPGTLQGYDRDPR 89 17 7 22.92 APHOy1y2y7y11 2004.94 59.923 21814 |3 668.98 2.13
'POAlPGlGLssnAtig';ZY Glutamine 4 GGYFPVPPVDSAQDIR 177 16 5 17.15 b14b16yly5y8 1717.98 my2| 17315 | 3| 573.30 12.51
'POAlPGlGLssnAtig';ZY Glutamine 5 AGGVFTDEAIDAYIALR 430 17 3 23.71 b4b10b16 1781.93 76.064| 2578 | 3| 594.65 10.89
'POAlPGlGLssnAtig';ZY Glutamine 6 FGASISGSHVAIDDIEGAWNSSTK| 140 24 7 32.80]  b6b15°b1SyAyEYS | 2449.18 82.295 9969 | B  817.06 5.68
IPOALPGIGLNA_SALTY Glutamine 7 ATGIADTVLFGPEPEFFLFDDIR 117 23 10 43.65| IS PIYLY2YAYAYSYBYIR. o0s o7 116.971 93903 | B  857.43 -5.98
synthetase; y13
[POALPGIGLNA_SALTY Glutarmine . GINESDMVLMPDASTAVIDPFFAD|  __ " 5 2108 b10y11y12 3238.61 113,240 o0 |3 1080b1 15
synthetase; STLIR
'POAlPGlGLSsnAtig';ZY Glutamine 9 AINALANPTTNSYK 307 14 3 19.28 b11y7y9 1477.76 47.867 832 |2 739.38 2.89
IPOALPGIGLNA_SALTY Glutamine 10 NGTNLFSGDK 277 10 4 41.67 y3y6y8°ys 1052.51 59.865| 7851 |2 .®a6 4.87
synthetase;
'POAlPGlGLSsnAtig';ZY Glutamine 11 MSAEHVLTMLNEHEVK 0 16 3 17.15 b8y7yl4 1867.89 99.295 58271 3| 623.30 -5.10
'POAlPGlGLSsnAtig';ZY Glutamine 12 | carbamidomethyi+C(1) CDILEPGTLQGYDR 89 14 5 19.28 bYBYE°y6 1636.77 30.170 4554 | B 546.26 3.73
'POAlPGlGLSsnAtig';ZY Glutamine 13 SAEHVLTMLNEHEVK 1 15 6 31.81 | bl2bl4°bldy12°y12y1B  1786. | 136.782 4066 | 1 1736.84 -13.56
IPOALPGIGLNA_SALTY Glutamine 14 AEDYLR 111 6 2 26.84 yay5 766.37 41.986 3845| |1 766.37 -1.43
synthetase;
N o *| % |
IPOALPGIGLNA_SALTY Glutamine 15 EIPQVAGSLEEALNALDLDR 406 20 11 36,24 |P47PADADBDIODIONSYTY 105 4 93.490 3716 718.37 -3.86
synthetase; 7y9°y9
'POAlPGlGLSsnAIiQ';ZY Glutamine 16 IHPGEAMDKNLYDLPPEEAK 386 20 5 36.13 b9b10y6yBy14 2267.1|  98.420 56241 | 34  756.38 6.46
'POAlPGlGLssnAIiQ';ZY Glutamine 17 LVPGYEAPVMLAYSARNR 322 18 3 22.98 b7bsy4 2007.07 100.90 18089 | 2| 1004.04 11.98
. e 3
[POALPGIGLNA_SALTY Glutarine 18| carbamidometnylo(uf5” OPAANPYLCFAALLMAGLDGIK | " . 44 79 | P3D5DL0°D10DI0DILDIL o 128,570 100721 B o304s 470
synthetase; NK b13y18
[POALP6IGLNA_SALTY Glutamine Carbamidomethyi+C(4] SEMCLVMEQMGLVVEAHHHEVA . )
synthetase: 19 OxidatoneMO TAGONEVATR 193 32 4 22.79 y11y13yla*y14 3579.66 84.874 476 3 1193B9 893
IPOALPGIGLNA_SALTY Glutamine 20 FTDEAIDAYIALR 434 13 2 13.88 beb10 1497.76 76.089 9g21] |2 . 1.55
synthetase;
IPOALPGIGLNA_SALTY Glutamine 21 NALANPTTNSYKR 309 13 0 4.05 1449.73 42.803 2421 |2 725.3fp 837
synthetase;
IPOALPGIGLNA_SALTY Glutamine 22 LVPGYEAPVMLAY 322 13 1 7.25 y12 1422.75 77.426 2103 |2 7mL8| 1210
synthetase;
|P26976|PHoy%igt;z_m”'ecmc acq 4 IFSPVVGAK 85 9 5 38.26 y1y3y6y7y9 917.54 51.173 5508 2 4899 1024




|P26976|PHoy%igk;z_m”'ecmc acq LQTIPAFQK 215 9 54.49 | b2*b2y2y3ydy5tySy7yd  1045.5 5503 | 51256 | 2| 523.30 12.38
IP26976|PHON_SALTY Non-ecific acid 5 NGSYPSGHTAYGTLLALVLSEARR 5, 26 12.14 | b2b3°b3*h3y2y16y22y? 2759.3) 96.15 30597 | 4690.60 -13.54
phohatase; ER
|P26976|PHoy%igk;z_m”'ecmc acq 4 NLLTMGGYYATASAK 108 15 29.43 bllylyoylly12 1560.77 6945 35262 | 2| 780.89 0.31
|P26976|PHoy%igk;z_m”'ecmc acg g YVGAVEFAR 206 9 59.92 b3bdydy7y8 1011.52 51.287 2716 |2 %66 -9.90
|P26976|PHoy%igk;z_m”'ecmc acq g DTPETWNMLK 8 10 41.67 yAy6y8*y8 1234.58 65.048 1024 2 ew 5.34
|P26976|PHoy%igk;:m”'ecmc acq 4 QAAEDADVSVENIAR 70 15 37.88 bdy3ydy5 1587.78 40.134 9359 2 | 794.40 14.84
|P26976|PHoy%igk;:m”'ecmc acq g VREELNDK 228 8 33.08 b4°bdy3ydy8 1002.54 25.386 7550 |2  BDL| 1412
|P26976|PHoy%igk;:m”'ecmc ace 9 | carbamidomethyl+C(3 VICGAHWQSDVDAGR 191 15 47.5¢ bBbTh13y6y9 1670.81 59.734 341771 |2 8359 21.41
[P26976]PHON_SALTY Non-ecific acid YTSAETVQPFHSPEESVNSQFYLP 1 )
hohatase: 10 PEPGNDDPAYR 16 35 10.93 b7b12y7 3936.84 122.074 169 3 1312.p5 10.9
|P26976|PHoy%igk;:m”'ecmc acd g9 WKQAAEDADVSVENIAR 68 17 36.13 b4b6b7b10°b10y12 1904.9] 72.868 4069 | 3 63466 11.17
|P26976|PHoy%igk;:m”'ecmc ace 1 YVGAVEFARLQTIPAFQK 206 18 15.58 b6°b6b8y5 2038.1 w5 3182 | 3| 680.04 0.24
|P26976|PHoy%igk;:m”'ecmc acd 43 Oxidation+M(12) INPKDTPETWNMLK 94 14 24.72 b10°b 108y 1702.85 79.383 4349 | P 85193 3.66
|P26976|PHoy%igk;:m”'ecmc acl 14 Oxidation+M(5) NLLTMGGYYATASAK 108 15 58.87 | bobliblayloyllyld | 1576.77 81.642 1855 |3 526.24 1.32
IP26976|PHON_SALTY Non-ecific acid GAVEFAR 208 7 1.62 749.39 51.299 4534 |1 749.39 -7.90
phohatase;
IP26976|PHON_SALTY Non-ecific acid ¢ IFSPVVGAK 85 9 1.62 899.53 51.168 5403| |2 450.21 2.37
phohatase;
IPO2911JARGT_SALTY Lysine-argininer | IGTDTTYAPESSK 29 13 20.88 y3y5y12y13 1387.61 53.084 412322 | 694.34 -2.29
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer | 2 idomethyic(1) CTWVASDFDALIPSLK 66 16 44.9 b2paydy11y13y16 1822.92 97.991 38844 |2 9119 6.03
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer LDAALQDEVAASEGFLK 176 17 16.31 b9°b9y2y5y14 1776.8¢ 1234 2387 | 2| 888.94 1312
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer HVGVLQGSTQEAYANDNWR 134 19 31.62 b4b12y6y7y9 2145.0 B8 37849 | 3| 71567 -6.15
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer YFGDGTGVGLR 211 11 27.31 b10y9y10 1141.5] 55.799 1306 | 2 1.7¥ 1.92
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer ¢ AAFDK 229 5 13.22 V4 551.29 35.788 7006 |1 551.24 11.74
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer QPAGK 193 5 13.22 b3 500.28 45.487 6866 |1  500.2B 1.77
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer ¢ GVDVVAYANQDLIYSDLTAGR 155 21 13.87 b8y7y9 2240.12 91.08 4518 | 3| 747.38 1.74
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer o DDTELK 223 6 13.62 y5 720.35 84.816 1734| |1 7203 14.74
ornithine-binding periplasmic protein;




[P02911|ARGT _SALTY Lysine-arginine} GVDVVAYANQDLIYSDLTAGRLD ,L )
omithine-binding periplasmic proteim | 10 AALODEVAASEGFLK 155 38 14.51 b1ly5yllyl4 3997.94 102.58 3824 4 100025 .52-4
IPO2911JARGT_SALTY Lysine-argininer | QQEIAFSDKLYAADSR 99 16 56.14 b4b7b8b10y5y6y9 1841.89  3.480 8259 | 2| 921.45 5.63
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer RQQEIAFSDK 98 10 33.89 b3b4b9 1221.6 79.859 6365 | 2 61132 898
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-argininer -, 5 IGTDTTYAPFSSKDAK 29 16 41.67 b4b7b11b14y7 1701.88 602. 2108 | 2| 85142 222
ornithine-binding periplasmic protein;
IPO2911JARGT_SALTY Lysine-arginine  , |CarbamidomethyvC(1%) e rioep o) snEMCK 45 16 17.15 b1ly3y7 1860.81 26.904) 537 3620.94 -0.52
ornithine-binding periplasmic protein; ;Oxidation+M(14)
|POALVAIKAD_SALTY Adenylate kinasd: 1 VDGTQAVADVR 195 11 41.49 | bacbay2yacyayseysyrd 11305 B® 48804 | 2| 56579 -0.22
|POALVAIKAD_SALTY Adenylate kinasd: 2 LVEYHQMTAPLIGY®K 167 17 33.99 |7 b7b11b177y1y5y6y10 b 2054.03 69.088 39210 B 685.35 -6.06
|POALVAKAD_SALTY Adenylate kinasd: 3 YGIPQISTGDMLR 23 13 34.06 b2b5y4y7y10y13 1450.73 72.603 3591 2 72587 9-1.0
[POALVAIKAD_SALTY Adenylate kinasd; 4 NGFLLDGFPR 78 10 55.55 b2b6b9y4ySy6y10 1135.59 80526 0834/ 2| 568.30 -3.98
[POALVAIKAD_SALTY Adenylate kinasd: 5 ILLGAPGAGK 2 11 52.95 b2b3y2y5y6y7y9 1009.63 61.069 1809 2| 505.32 -10.94
[POALVAIKAD_SALTY Adenylate kinasd: 6 LVEYHQMTAPLTEYYQKEAEAGN 167 25 21.94 b7bsy6 2854.37] 96.980 6704 |3  952.13 -14.4
[POALVAIKAD_SALTY Adenylate kinasd: 7 DDVTGEDLTTR 145 11 31.29 y6y8y9 1221.54 69.033 so2d |1 1821.| -15.69
[POALVAIKAD_SALTY Adenylate kinasd: 8 ILLGAPGAGKGTQRFIMEK 2 21 44.75 b3yoy12y15y17y19 2143.1 72.619 2684 3 15.06 -8.09
|POALVAKAD_SALTY Adenylate kinasd: 9 GTQAQFIMEKYGIRETGDMLR 13 23 13.04 b12y6y9 2584.27] 75.371 3881 |3 se2do 277
[POALVAIKAD_SALTY Adenylate kinasd; 10 VEGKDDVTGEDLR 141 15 18.13 b3boyo 1634.81 84.669 2553 |3  545.41 12.8
[POALVAIKAD_SALTY Adenylate kinasd; 11 Phosphoryl SBY LVEYHQMTAPLIGYYQK 167 17 46.47 | b3bSbebsb10_HPO3 bl0 2134.01 42.698 1758 | 4  534.26 5.61
[POALVAIKAD_SALTY Adenylate kinasd; 12 Oxidation+M(8) GTQAQFIMEK 13 10 65.76 | b3°hb3b5°b5bby3ydyays  1168.57 488 4618 | 2| s584.79 6.27
[P67557]0PGG_SALTY Glucans o )
Dosynihes protein G 1 VIGAGQVYGLSAR 158 13 41.33|  b2yeyryoryoyllryil| 120071 5612 31749 | 2| 64586 2.93
IP67557|OPGG_SALTY Glucans 2 FVIPGRDTVVDVQSK 219 16 25.53 b2ydy12y13 1772.9] 64.759 26436 | 3| 59166 11.70
biosynthesis protein G;
IP67557|OPGG_SALTY Glucans 3 GLAIDTALPSGEEFPR 171 16 52.75|  b2beblly2y8yoyloyld  1832|  72.894 12772 | 4 836.93 -4.09
biosynthesis protein G;
IP67557|OPGG_SALTY Glucans 4 YADYQQIQFNSDK 55 13 20.63 b8b10y9*y9 1619.74 52.174 7533 2 | 810.37 4.07
biosynthesis protein G;
IP67557|OPGG_SALTY Glucans 5 YSPDYFNFGNVQHDK 107 15 46.91|  bl2y6*yey7y9ryoy10 1830.8|  36.407 4071 | 3 61094 0.93
biosynthesis protein G;
IP67557|OPGG_SALTY Glucans 6 QPDGTIAFVVDFVGADMK 419 18 21.74 b6b8y4y10 1909.93 11741 4745 | 2| 98547 1.92
biosynthesis protein G;
[P67557]0PGG_SALTY Glucans VELVEIPTNDETNDNIVAYWTPDQ I ]
Dosynihes protein G 7 | DEPGK 347 30 35.35 b11b12ylyeyllyl12 3396.6p 120.431 375 3 8832 -8.91
IP67557|OPGG_SALTY Glucans 8 SNLPSVFRDMK 44 11 38.31 b6b8y8y9 1293.64 56.041 2665 | 2  @mw7.| -160
biosynthesis protein G;
LGVAPLTSMFLFGPNQPSPTTNYR
IP67557I0PGG_SALTY Glucans 9 PELHDSNGLSIHAGNGEWIWRPLN 244 51 1352 | blabléyll*yllyloy2d  5640.7[L 136.748 486 5 2895 -20.43
biosynthesis protein G; NPK




IP67557|OPGG_SALTY Glucans 10 WLGAAIMLTLYASSSWAFSIDDYV 5 25 4 18.62 y6y8y10°y10 2716.42) 81.374 271 |2 135872 19.7
biosynthesis protein G; AK
|P67i?gsl(y)n';i(;;i¢£:1 (é'_ucans 11 YDLRPSAWITPKGDWGK 328 17 4 26.14 b3b5b1dy4 1989.99 79.11| 6265 | 2| 995.50 -12.02
|P67i?gsl(y)n';i(;;i¢£:1 (é'_ucans 12 IKYSPDYFNFGNVQHDK 105 17 4 16.31 b9°boy11y13 2071.9p BUB 4577 | 2| 103650 2.47
|P67i?gsl(y)n';i(;;iﬁi$ (é'_ucans 13 TPFKLEFYHQGMYFDTPVK 75 19 4 20.69 b3b6y4y9 2348.14 4266| 2047 | 3| 783.38 -3.02
|P67i?gsl(y)n';i§i;i¢£:1 g'_“cans 14 FREFWIERPKPTDK 187 14 4 27.57 b7b11y6y12 1848.47 106.739 2128 | 3| 616.99 -4.82
|P67i?gsl(y)n';i§i;i¢£:1 g'_“cans 15 Phosphoryl STY(6) YDLRPSAWITPK 328 12 4 22.2 bay8y1IFy 1526.71 80.048 2061620 P 763.86 -12.07
|P67i?gsl(y)n';i§i;i¢£:1 g'_“cans 16 Oxidation+M(7) NDEIVSMLGASYFR 144 14 7 46.8 b4b5b6°bey5y8 1617.75 55.625 10625 P 809.38 -3.47
|P67i?gsl(y)n';i§i;i¢£:1 g'_“cans 17 Oxidation+M(10) SNLPSVFRDMK 44 11 3 24.3 b7yady7 1300.65  7.697 10354 | 3| 43722 -4.38
|P67i?gsl(y)n';i§i;i¢£:1 g'_“cans 18 YFNFGNVQHDK 111 11 0 4.05 1368.65 36.364 2678 |2  684.88 10.2
. b2b3b5°b5b7°b7yly2y3y4y
'QSZKP”TP'iignsqgfazz_ﬂ'“eph"hate 1 SATPAQAQAVHK 176 12 22 138.22| 5*y5y6*yEyTHyTY8*y8Yy | 1208.63 18.734 44726 | P 604.82 3.03
’ 10°y10y12
. o oxh oo or
IQ8ZKP7|TPIS_SALTY Triosephohatq TQGAAAFEGAVIAYEPVWAIGTG | 04 % 5 1g |PLD1D2*b2b3"D34b7DTD o 03455 wssan| b 120412 1380
isomerase; K 8b9b12b15*y7y12y24
'QSZKP”TP'iignsq';LaTS:T”osephOhate 3 | carbamidomethy+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 8 242 | b2°b2b7yoyllcylly12y2d  2589.31 82.588 40895 | 3 863.J7 179
'QSZKP”TP'iignsqgfazz_ﬂ'“eph"hate 4 | carbamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 8 376 | bSbéeyly8yl0°yl0ylly23  2433.22 88.017 1776 | 2 12171 425
'QSZKP”TP'iignsqgfazz_ﬂ'“eph"hate 5 QIDAVLK 145 7 3 37.45 bey3y4 786.46 42.741 30037 |2 3937 182.
'QSZKP”TP'iignsqgfazz_ﬂ'“eph"hate 6 | Carbamidomethyl+C(d) EQGLTPVLCIGETEAENEAGK 117 21 6 3. b6b7b8b10y10y12 2245.03 100.333 3649 |4  s562.41 -15.9
'QSZKP”TP'iignsq';LaTS:T”osephOhate 7 HMVNELVANLR 16 11 4 31.29 b3b4*b4b6 1295.67 40.894 2402 |2 8 10.74
. . _ b3°b3b5°b5b7°b7y3ydy5
IQBZKP7[TPIS_SALTY Triosephohatg ¢ | Carbamidomethy#+C(9) EQGLTPVLCIGETEAENEAGKTER ), - o1 163.97| ByBy7y10y12y 14y LOVZ0W  3080.45 79112 1osaal B 103081 -
isomerase; Carbamidomethyl+C(26) VCAR
1y23y24y26
'QSZKP”TP'iignsq';LaTS:T”osephOhate 9 MRHPLVMGNWK 0 11 3 31.29 b3b4bo 1368.69 54.851 1587 3 4869 -7.31
'QSZKP”TP'Sgnsq';LaTS:T”osephOhate 10 TYHKESDELIAK 99 12 5 32.18 b9b11°h11y3y8 1433.7¢ 72.783 &26| 3| 47859 12.94
IQ8ZKP7[TPIS_SALTY Triosephohatg QIDAVLKTQGAAAFEGAVIAYEPV | 10 31 4 11.25 b3°b3b16y18 3174.64 108.03% 232h | 3 10s8lg0 618
isomerase; WAIGTGK
'QSZKP”TP'iignsq';LaTS:T”osephOhate 12 | carbamidomethy+C(d) KELTGVAGCDVAIAPPEMYIDLA 27 24 4 28.3 y3ydy9y12 2561.27 69.046 1715| |2 128114 -12.0
- T TRy iy T T Tap
IQ8ZKP7|TPIS_SALTY Triosephohatg TPAQAQAVHK 178 10 12 79.12 |P37D3D4"DADETDELTDTLE 0 o 18.751 16373 52579 5.93
isomerase; b8*b8h9
1 % | | X | % V
IQ8ZKP7[TPIS_SALTY Triosephohatg PAQAQAVHK 179 9 11 79.12 |P3"D3DADS™DSDEHELTDT g g o) 18.756 13745 475.26 -4.50
isomerase; b8*b8
'QSZKP”TP'iignsq';LaTS:T”osephOhate 15 | carbamidomethyi+C(d) ELTGVAGC 28 8 0 7.28 806.38 88.07¢ 934 | 1| 806.38 13.62
'QSZKP”TP'iignsq';LaTS:T”osephOhate 16 SATPAQAQAVHK 176 12 0 2.83 1190.61 18.753 1201d |3 397.5k 464.
|P69936]YDFG_SALTY NADP-dependdnt b2°b2b5b6°b6b14b15017Fb
L-serine/L-allo-threonine dehydrogenag 1 VTDIEPGLVGGTEFSSVR 171 18 18 119.6417y5y6°y6y7y9°y9yl1y13y 1862.96 69.059 25938 p 931.98 4.72
ydfG; 17




|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 2 Carbamidomethyl+C(15) MIVLVTGATAGFGECIARR 0 19 4 14.93 2iBy7y14 2022.06 80.004 21066 2 1011.5 0.97
ydfG;
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 3 AVLPGMVER 115 9 3 38.26 y5y6y7 971.52 52.962 1718( 2 486.2, .749
ydfG;
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 4 AAIEEMMASLPAQWR 58 15 4 25.79 b4bl14y5y12 1703.85 90.318 9p1 | 2 852.43 12.61
ydfG;
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 5 GH"N|GSTAGSV¥PYAGGNVYGAT 126 25 3 12.4 b9y5y19 2491.26| 64.844 3761y 4 623.5 8.62
ydfG;
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 6 DELGENVLTAQLDVR 41 15 8 54.56 b3b4b7*b7b8y5*y5y7 1671.83 33.083 17963 3 557.95 -13.58
ydfG;
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 7 TDLHGTAVR 162 9 6 79.16 b4b5y3y5y6y8 969.49 23.060 5457 2 .285 -18.57
ydfG;
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenade 8 ASVEDWETMIDTNNKGLIYMTR 93 22 4 22.18 b3b4°bdy4s 2587.25 2283 5677 | 3| 863.09 12.27
ydfG;
[P69936]YDFG_SALTY NADP-dependd b12b14_H3PO4
L-serine/L-allo-threonine dehydrogenag 9 Phosphoryl STY(21) GH"N|GSTAGSV¥PYAGGNVYGAT 126 25 9 50.58 [b13b14b19°b19b20*b20y1 2571.17 136.844 4573 p 1286.09 -9.31
ydfG; 8*y18
[P69936]YDFG_SALTY NADP-dependd CarbamidomethylC(Lh
L-serine/L-allo-threonine dehydrogenag 10 _ Y IVLVTGATAGFGECIARR 1 18 5 21.74 b6°b6b9y11y13 1971.01 a5 2413 3 657.67 14.49
ydfG: ;Phosphoryl STY(5)
|P69936]YDFG_SALTY NADP-dependd
L-serine/L-allo-threonine dehydrogenag 11 Oxidation+M(6) AAIEEMMASLPAQWR 58 15 5 18.13 bl4y9°yHy14 1719.84 93.421 31755 p 860.43 13.63
ydfG;
|P69936]YDFG_SALTY NADP-dependd CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenade 12 bamicomethy MIVLVTGATAGFGECIAR 0 18 3 22.98 b14b15y7 1881.97 106.431 968 | 2| 941.49 5.51
ydfG: ;Oxidation+M(1)
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ QLDPLVVGQEHYDTAR 343 16 8 68.98|  b2*h2y3ydy5y6yoy10 1820. 57.814 52076 | 4  614.30 1227
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ VALTGLTMAEK 219 11 7 65.5 y5y7y8yoy10°y10y11 1133.62) 5021 | 46480 | 2| 567.31 -5.60
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthasg TVNMMELIR 156 9 8 45.46 b2b3ylydy7°y7y8y9 1106.57 75.852| 438 | 2| 553.79 -3.86
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthasg VGLFGGAGVGK 145 11 5 27.31 b1b3y7y8yll 961.54 58.978 34304 | 2481.27 -8.70
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthasg FLSQPFFVAEVFTGSPGK 399 18 5 245 y3y6°y6y7y18 1958.2 469 33455 | 2| 97951 8.10
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthasg ¢ QIASLGIYPAVDPLDSTSR 324 19 7 46.19|  yayeyl1°yliyl2y13yle 2003.06 80.248 33030 2 1002.03 7.50
%y
IQ7CPE2IATPB_SALTY ATP synthasg MPSAVGYQPTLAEEMGVLQER 261 21 13 86.63| POL7P2LY3"YSYAVBYTYBYL  oa06 15 81.361 32319 2 1153.57 6.56
subunit beta; Oy11y13y21
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ ¢ | carbamidomethyl+C(d VIDLMCPFAK 132 10 5 47.9 b7ydy6y8yl 1193.60 80.513 30001 P 597.30 2.97
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthasg g TIAMGSSDGLRR 53 12 8 34.24|  b2bByly2ysyoyl0y12 1263.65 87.3 | 23677 | 2| 632.33 174
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ VSLVYGQMNEPPGNR 202 15 6 20.43 b11ly5%y5y7yl1ly15 1660.40 54.139 23161 | 2 830.90 8.38
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ AAPSYEELSNSQELLETGIK 112 20 5 14.37 b8yly12y15y20 208.| 73.506 19525 | 4 1090.05 5.04
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ YQELKDIIAILGMDELSEEDK 367 21 4 22.32 b5beyly13 245228  6.869 11012 | 3  818.00 13.94
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ ;5 TREGNDFYHEMTDSNVIDK 183 19 3 14.93 bay7y12 2271.01 654 | 6434 | 3| 757.68 11.18




'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ VYDALEVQNGNEK 25 13 3 20.63 b3b11y3 1478.74 70.377 1984 |3 9358 18.66
IQ7CPE2IATPB_SALTY iATP synthas¢ 15 | carbamidomethyl+ (2T S YEELSNSQELLETGIKVIDLM 4, 30 13 86.42 | POP7D7DBOISYAYSYEYTYD 5ars o7 120.430 42726 B 1118.5¢ 1.02
subunit beta; CPFAK y10y22y28
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthase g FLSQPFFVAEVFTGSPGKYVSLK 399 23 4 19.45 b6*b6bob14 2348.| 87.257 2802 | 4  637.83 -13.51
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ TIAMGSSDGLRR 53 12 4 22.27 b4°b4b6y8 1263.6 42.724 193) | 2 2.3 3.09
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthase g IMNVLGEPVDMKGEIGEEER 87 20 3 14.37 b1ly7yll 2245.0 %68 1560 | 2| 1123.03 -12.07
'Q7CPE2|ATSZ?)G§£EZ;_ATP synthas¢ g Oxidation+M(1) MPSAVGYQPTLAEEMGVLQER 261 21 5 22.33 Bb11b12y10°y10 2322.13 74.194 2758 |3 77472 8.73
'Q7CPE2|ATSZ?)G§£EZ;;ATP synthase 4 AMGSSDGLRR 55 10 0 2.83 1049.51 37.374 1168 2 5257 4.7
'Q7CPE2|ATSZ?)G§£EZ;;ATP synthas¢ 5, QLDPLVVGQEHYDTAR 343 16 0 4.45 1822.89 57.831 2261 [3 6083 -830
|P66932|TIG_SALTY Trigger factor: 1 NVALEEQAVEAVLAK » 15 8 39.92 | b2b3y2ysyaylly13ylq§ — 1583.86 79.881 54833 | 2 4m2| -1.00
|P66932|TIG_SALTY Trigger factor: 2 ANDIDVPSALIDSEIDNRR 296 20 6 25.24 b2b3b4b8yly4 2211.16 90.304 3141 | 3 7372 563
|P66932|TIG_SALTY Trigger factor: 3 GLIEEMASAYEDPKEEFYSK 368 22 5 49.16 b6b7y4ySy6 2548.1 81.503 26779 | 3 850.p7 -13.70
|P66932|TIG_SALTY Trigger factor: 4 ANDIDVPSALIDSEIDNR 296 19 9 47.81| b2b3b4bl0b15yly3y8yl3  2055.46 94.30 aasb2 | 1028.04 1.90
|P66932|TIG_SALTY Trigger factor: 5 INPAGAPNYVPGEYK 83 15 9 79.24 | b2b10blly3y5y7yoyl3ylls  1589.8D 50.80% 11889 | 2 5.409 -0.08
|P66932|TIG_SALTY Trigger factor: 6 FGVEDGSVAGLR 255 12 4 29.47 y5y9°yoy10 1206.6 46.374 242292 |  603.80 -8.60
|P66932|TIG_SALTY Trigger factor: 7 SQAIEGLVK 287 9 7 4546 |  ba*bab7°b7*b7b8y5 944.55 68.954 B38| 2| 472.78 10.47
|P66932|TIG_SALTY Trigger factor: 8 VTIDFTGSVDGEEFEGG 163 18 3 15.58 b5y5y8 1886.83 120.842 4481 |3 620.61 -20.1
|P66932|TIG_SALTY Trigger factor: 9 MIPGFEDGVK 193 10 4 51.88 b4b5b6b9 1092.5 115.13B 2000 | 1 2E® -9.50
|P66932|TIG_SALTY Trigger factor: 10 ATDFVLAMGQGR 181 12 4 36.16 b7b8y6y11 1265.63 69.063 227 1 268163 2,70
|P66932|TIG_SALTY Trigger factor: 11 ELPELTEEFIK 243 11 4 243 b3b7y8°y8 1347.71 44.896 221 2 394 1.99
|P66932|TIG_SALTY Trigger factor: 12 GLIEEMASAYEDPKEEFYSK 368 22 4 18.16 b6b13y5y12 2548.2] 98.265 14531 | 3 @00 0.38
|P66932|TIG_SALTY Trigger factor: 13 EKINPAGAPNYVPGEY 81 17 4 39.15 yeyllyl2y13 1846.93 75.991 gasd |3 616.41 3.5
|P66932|TIG_SALTY Trigger factor: 14 RFGVEDGSVAGLR 254 13 4 20.63 b9°bob11y7 1362.71] 49.208 5301 |3 45441 3.6
|P66932|TIG_SALTY Trigger factor: 15 QALELPRELFEEQAK 2B 15 4 18.13 b3y5°y5y12 1800.97 119.474 1779 |3 60140 13.9
|P66932|TIG_SALTY Trigger factor: 16 VSEKATSFNELMNQQA 416 16 3 23.69 b3bdy6 1796.82 82.270 1584 |3 59041 -13.4
|P66932|TIG_SALTY Trigger factor: 17 Oxidation+M(6) BEMASAYEDPKEVIEFYSK 368 22 3 13.43 beb10y8 2564.29 81.812 4360 | 2| 1282.63 14.47
'POAnglccaz?eLngo'd shoclelike | 4 GFGFITPADGSK 15 12 21 155.41 331?;4t;/‘$5625653¥y27;’§£y13 1196.59 64.256 250247 P 598.80 -6.32
; oy12

|P0A9Y9|ccari/:i:\c( é:;old shocklike [ GFGFITPADG%IT:I?(VFVHFSAIQGI\ s o7 . 3407 b6b17b22y§¥4y11y13y22y 2843.38 57 435 33| b 71160 211
'POAnglccaz?eLngo'd shockelike | 5 DVFVHFSAIQGNGFK 27 15 4 29.43 b4b11b12y10 1665.8p 73.48] 0830 | 3| 555.95 -9.53
'POAnglccaz?eLngmd shoclelie | GPAAVNVTAI 59 10 3 41.67 b3b6b9 912.51 59.603 11274 |1 91251  6.02




[POA9Y9|CC_SALTY Cold shock-like

Srotein ¢C. 5 TLAEGQNVEFEIQDGQK 42 17 4 16.31 bey4°yay6 1905.9 57649 818 | 3| 63598 -0.64
|P0A9Y9|CC‘;2/:EL”TZCC_0Id shoclelie | ¢ WFNESKGFGFITPADGSK 9 18 5 24.81 b7b10°b10b13y5 1987.95 .83 13517 | 3| 663.32 -4.05
|Q9L6NL|METE_SALTY 5- e - |
methyltetrahydropteroyltrigutamate—- | 1 | Carbamidomethyi+C(7 LWVNPDCGLK 719 10 10 58,1120 DYAYEYTYTYBYIOY 155, 6o 60.538 36315 2 601.30 2.03

: 10
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 2 LAAITAQDSQRENPYEVR 395 18 8 36.54( b2b3bdy2yl4*y14y15y[l8 2061.02 47.409 35576 B 687.68 -5.33
homocysteine methyltransferase;

|QIL6N1|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 3
homocysteine methyltransferase;

QAGIDLLPVGDFAWYDHVLTTSL

LLGNVPAR 3351.79 119.136 27939 B 1117.9 3.79

9| *| *|
52 31 9 35.2 b6°b6 b6b71b7y6y7y24y

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 4 WFENTNYHYIVPEFSK 117 15 5 29.43 b9y9y11y12°y12 194491 18 15996 3 648.98 -8.85
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 5 AQESYWAGNTTR 21 12 7 64.15 y6y7y8y9y10*y10y12 1383.68 81m 11709 2 692.32 2.29
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 6 APTGEPAAAAEMTK 103 14 9 39.81 | blb2b7b9°b9b12y9y12°y12 4485 39.199 10319 ] 672.83 0.00
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 7 LPVDWLLSAGLINGR 279 15 6 24.15 b2b4b5°b5y3*y3 1623.9 1730 9146 2 812.47 2.26
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 8 LAAITAQDSQR 395 11 6 36.06 b2y5y6y7°y7y11l 1173.62 34.085 179 | 2 587.31 -1.66
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 9 Carbamidomethyl+C(11) GMLTGPVTILCWSFPREDVTR 549 21 4 .6a b5b12b14y10 2435.23 92.501 2675| 3 812.41 2.01
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 10 Carbamidomethyl+C(11L) GMLTGPVTILCWSFPR 549 16 3 17.15 5ydy13 1834.94 99.308 24986 2 917.97 3.06
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 11 LTWTQLLEEVDEALALGHK 137 19 5 20.69 b4b11*b11y11y13 2168 118.952 17709 3 722.71 -10.37
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 12 AALANMVK 737 8 3 40.86 yay5y6 817.44 43.628 15686 2 409.23 2
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 13 DALNSGETAALEEWSAPIQAR 360 21 5 30.8 b3b5b11*b11b18 213 96.111 5074 3 743.68 -20.70
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 14 GWPETR 731 6 1 13.62 b5 745.37 41.731 3144 1 745.37 13.1]
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 15 Carbamidomethy+C(§) ALWVASSCSLLHSPIDLSVETR 315 22 4 8.16 b7b12y5y7 2441.23 97.587 2894 3 814.41 -9.30
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 16 GQQFR 132 5 1 13.22 b3 635.32 41.912 2854 1 635.32 -4.0
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 17 GEPFDR 174 6 2 26.84 y3y4 720.33 55.984 1644 1 720.33 0.8
homocysteine methyltransferase;

|QIL6NI|METE_SALTY 5-
methyltetrahydropteroyltriglutamate-- 18 RSDWDAYLEWGVEAFR 610 16 4 17.15 b3b12y4°y4 1999.95 109.5 59688 3 667.32 12.33
homocysteine methyltransferase;




|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— | 19 FKLPAWPTTTIGSFPQTTEIR 420 21 4 30.01 yey7yl0y12 2391.48 87.944 41622 | 3 79776 1.94
homocysteine methyltransferase;
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 20 KAQESYWAGNTTR 20 13 3 20.63 b8b12y5 1511.7 76.144 636 3 04.57 -14.62
homocysteine methyltransferase;
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— | 21 WFNTNYHYIVPEFSKGQQFR 117 20 4 23.79 b3b4b11°b11 2561.32 79.156 2475 | 3  854.41 -6.01
homocysteine methyltransferase;
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate— | 22 LAAITAQDSQRENPYEVR 395 18 5 15.58 b5b13°b13y5°y5 2081.0  63.302 2474 | 2 1031.01 12.32
homocysteine methyltransferase;
|QOL6NL|METE_SALTY 5
methyltetrahydropteroyltriglutamate-- 23 AAQRIPAQR 710 9 3 30.48 b3b5y4 1010.57 18.652 2117 2 505.19 2.38
homocysteine methyltransferase;
IQ9LEN1METE_SALTY 5- Carbamidomethyl+C(11)
methyltetrahydropteroyltriglutamate-- 24 Oxi dati0n+l\z/ @ GMLTGPVTILCWSFPR 549 16 6 34.76 b3b6b11y7°y7y10 1850.93 .686 2756 2 925.97 2.97
homocysteine methyltransferase; ’
IQ9LEN1METE_SALTY 5- Carbamidomethyl+C(11)
methyltetrahydropteroyltriglutamate— |~ 25 o dation+l\z/(2) GMLTGPVTILCWSFPREDVTR 549 21 4 21.69 b5y6y13y20 245126  .481 2387 | 3| 817.76 14.14
homocysteine methyltransferase; ’
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 7 81.73 y3y4y5y6yTy8yLl 1054.59 32162 1580 | 2| 527.79 6.60
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain SVDGIQVGEGR 266 11 5 36.06 blydy6ydyll 1116.56 41.318 158452 |  558.79 0.00
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain 5 AGGNYLSSLLVGSEARR 160 17 7 26.14|  bSb7*b7bldylyl5yl 1200 | 72.896 15733 | 4 583.97 12.42
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain ESLYLADEVFMSGTAAEITPVR 244 22 6 2550|  b3bl5yl3°y13yldy2 | 2399.16 117.945 3770 | B 600.54 -0.87
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain o WGWLDPVNS 300 9 5 30.48 b3b8y6°y6Yy9 1073.51 89.625 3390 | 1 3mw 13.76
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain AGGNYLSSLLVGSEAR 160 16 5 24.86 y3y5°y5y15%y15 1593.8 @D 3336 | 3| 53194 -14.02
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chaini ;| o midomethyl+C(14)  FPVSQSIDELMEACRDVIR 69 19 2271 b9y8y9°y9yl9 2265.11 70.518 1978 |2 1133.0p 4.74
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain ¢ ELGIEVR 231 7 3 40.46 b3bSy4 815.45 35.420 231d |2 40823 a7.9
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain o | pamidomethyi+C(1h)  SVDGIQVGEGRCGPVTK 266 17 2292 4bsrbsyl2yl6 1758.88 103.055 3017 |2 879.94 -1.32
amino-acid aminotransferase;
IPOALASILVE_SALTY Branched-chain ADYIWFNGEMVRWEDAK 5 17 3 16.31 b12y8y12 2129.96) 101.071 799 | 4| 53325 -7.45
amino-acid aminotransferase;
'POA?KOlRL;:&Z/:LLTLSOS ribosomal AQLQEIAQTK 103 10 10 58.11 | b2*h2b3y2y5y6°y6y7y8yl0  112D.6|  38.957 76340 | 24 565.31 -8.21
'POA?KOlRL;:&Z/:LLTLSOS ribosomal -, AADMTGADIEAMTR 113 14 8 48.42 | b3ylyaysy7yseysyl4 1452.64 57.337 57897 | 2|  726.83 1.68
'POA?KOlRL;:&Z/:LLTLSOS ribosomal 5 TPPAAVLLK 72 9 3 30.48 b5y5y7 909.57 54.299 40804 |2 455.29 622
IPOA7KOIRLLL_SALTY 50S ribosomall SGSGKPNKDK 87 10 3 26.9 b6boy3 1017.53 33.131 583 2 50027  .92-1
protein L11;
IP14845|CARA_SALTY Carbamoyl- 1 |carbamidomethyl+C(12) FLETDIPLFGICLGHQLLALASGA 257 52 16 72.85 |P2D3D3DSDEDEY2YIYSYS 0, 45 127.591 44934 B 895.49 -0.36
phohate synthase small chain; y8y14y19y20y23y25
IP14845|CARA_SALTY Carbamoyl- 2 LTVVPAQTSAEEVLK 215 15 6 18.13 | bl2bla*blaylylleyl]l — 158a. 63.201 11201 | 4 79295 3.47
phohate synthase small chain;
IP14845|CARA_SALTY Carbamoyl- 3 | carbamidomethyl+C(8 GAQNGCIAGDSPDAK 125 16 24.8p 5912 1573.75 62.156 3011 | p  787.38 11.32
phohate synthase small chain;
IP14845|CARA_SALTY Carbamoyl- 4 |carbamidomethyl+c(1g)NPPCIFLSNGPGDPAPCDYAITA 55 27 5 22.75 b2ydy11y12%y12 2862.34 121.34] 223 3 95479 146
phohate synthase small chain; IQK




'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 5 QIVTLTYPHIGNVGTNK 50 17 3 23.3 b3y8y9 1854.97 53.108 38904 3| 618.99 -20.99
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 6 SALLVLEDGTQFHGR 3 15 3 26.21 y5y7y12 1642.84 124.884 366 2821.93 1.41
[P14845|CARA_SALTY Carbamoyl- AIGATGSAVGEVVFNTSMTGYQEI
Shohate synihase small chain, 7  IDPSYSR 18 32 4 24.52 b12b16y6y7 3321.61 102.60 347 5 66513 55
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 8 SEDDLPFHVVAYDFGAK 185 17 3 23.3 b8boy3 1909.94 29.823 2188 3| 637.31 2.49
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 9 AFPGLNGMDLAK 148 12 3 22.27 bay7y10 1233.64 37.335 2169 |2 782 4.95
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 10 NTEDLSSYLK 93 10 3 28.66 b3y4y5 1169.55| 28.855 1614 |3 3005 19.83
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 11 EVTTAETYRWTQGSWTLK 160 18 6 41.97 b3b6b8y10y11y13 21, | 82.364 25232 | 4 1079.04 9.39
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 12 | carbamidomethyi+C(7) MLVDRGCR 207 8 36.0 b5b7y3 1006.| 27.047 8394 | 4 503.75 -8.19
'P1éiiiEEAZ;—I‘:’:‘;T;(m(;TCbS;?n‘?V" 13 Phosphoryl STY(2) LTVVPAQTSAEEVLK 215 15 3 18.13 b3biay 1664.84 124.858 3035 | P 832.92 0.15
|P66491|Rséz)—t§ﬁg£303 ribosomal QHVPVFVSDEMVGHK 55 15 5 36.7 b5b9b11b12y15 1708.8p 62.235 42121 | 2| 854.93 4.43
|P66491|Rséz)—t§ﬁg£303 ribosomal LGEFAPTR 70 8 7 54.08 b2yly3ydy5y7y8 890.46) 41.984 3747 2 5.7 -9.12
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 1 TEDTPTYPNSLALSADGK 308 18 8 41.97|  b3bab7y2ysyllylayls 9183 65.513 28962 | 2 949.47 5.40
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 2 EQEATQPDDVIR 338 12 8 64.15|  bly2y3y6ysyoy10y12 1400.67  439. 20838 | 2| 700.84 -0.09
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 3 QAGQVSVIDAK 201 11 6 31.29 y1y2y3ydy9yll 1115.64 37.605 as7 | 2| 55830 -4.49
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 4 EHFFINLSLDTAGHR 229 15 5 29.43 b11*b11y5y6y13 1756.9[L o 8417 | 2| 878.96 17.72
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 5 TGDVK 119 5 1 13.22 b3 519.27 64.980 3978| |1 s10.27 -12.4
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 6 LYTTNADGEFITIDTASNK 198 19 3 14.93 b10yoy14 2074.02 10867 2782 | 3| 692.01 12.83
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 7 ELVADAATNTIVISGVGK 144 18 9 75.53 | P9P10 bégg};{’fblg’ b33 1821.93 124.205 1995 | P 911.47 -18.16
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 8 GSLLLGSLLVASSFSTLAAEDMLR 12 24 5 36.4 y7yoy11yl13yl4 2432 84.598 1670 | 4 817.79 11.35
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 9 NEAYVTHRQAGQVSVIDAK 283 19 4 23.65 b5b11b14y12 2086.01 B8O 8731 | 3| 696.03 035
'QSZPDGlYNCpE)—t:ﬁbEZEl_JnCharaCte”ZE 10 STREQEATQPDDVIR 335 15 4 29.43 b6b10b13y10 1744.84 ®6d 3399 | 2| 87293 133
'QSZPDGlYNCpE)—tg’iﬁt;ZEl_JnCharaCte”ZE 11 TTIENTGKMSTGLALDSK 177 18 3 15.58 b6b10y13 1866.9 6m54 | 3145 | 2| 933.08 -0.59
'QSZPDGlYNCpE)—tgﬁt;ZEl_JnCharaCte”ZE 12 AQRLYTTNADGEFITIDTASNK 195 22 8 51.94 | bloy3*y3ydysysyg | 2429.18 136.275 1821 | 2 1215.0d 523
'QSZPDGlYNCpE)—tgﬁt;ZEl_JnCharaCte”ZE 13 LLDDGKEHFFINLSLDTAGHR 223 21 3 13.87 b3b6y6 2398.23 781 1524 | 2| 119962 6.92
|P5862ﬂﬁ]ﬁ;;§:fzgﬁa”ate 1 VWVSNPSWPNHK 122 12 4 26.25 b7*b7b8y4 1450.70 53.651 125783 | 484.24 -13.04
5 3 -
'P5862ﬂﬁ]ﬁ;;§:fzgﬁa”ate 2 FENITAAPADPILGLADLFR 1 20 8 40.95 | P68 b8b116b11b15 bI% 514416 99.872 7821 715.39 11.39
o *
IPSBEGLIAAT_SALTY Aartate 3 MFENITAAPADPILGLADLFR 0 21 11 44,05 | PBDEDILDIADIAYLYSYAY ) o0p 15 120.336 7447 | B 759.05 -14.59
aminotransferase; 7y13y21
'P5862ﬂﬁ]ﬁ;§:€g Qa”ate 4 | carbamidomethyi+C(4 VGACTLVAADAETVDR 254 16 6 34.76 Hitidy 7y10y12y16 1647.79 70.304 4767| |3 549.94 -6.07
|P5862ﬂﬁ;;§3:&:artate 5 TAQTPGGTGALR 96 12 4 26.25 b4*bay7ys 1129.59 29.546 725 2 538 -2.70




)

IPSBEGLIAAT_SALTY Aartate 6 NYLGIDGIPEFAR 63 13 7 4552 |  b3*b3b4ab9*bob12ys 1464.73 &H6 4217 | 2| 732.89 22.08
amlnotransferase,
IPSBE6LIAAT_SALTY Aartate 7 AFSQMK 270 6 2 13.62 y5°y5 711.35 108.418 30471 |1 7113 0.77]
amlnotransferase,
IPSBEGLIAAT_SALTY Aartate 8 GWLPLFDFAYQGFAR 204 15 5 37.09 b11b12b1dy11y13 1787.47 6.185 2080 | 1| 1787.87 -9.08
amlnotransferase,
IPSBEGLIAAT_SALTY Aartate 9 EEFGVYAVASGR 362 12 3 26.25 b3bdy1l 1284.6 75.934 2045 | 2 @u2 171
amlnotransferase,
IPSBEGLIAAT_SALTY Aartate 10 NFGLYNER 246 8 7 54.08 b4*bab7°b7y5*y5y7 1012.4¢ 101711  9a9 | 1| 1012.48 -1.45
amlnotransferase,
IPSBE6LIAAT_SALTY Aartate 11 FENITAAPADPILGLADLFRADDRP 1 27 4 11.9 b4°bdy6ys 2883.46, 63.197 10544 |5  577.5 -13.4
aminotransferase; GK
IPSBE6LIAAT_SALTY Aartate 12 | carbamidomethyi+c(1p) TCLYNERVGACTLVAADAETVD |, 4q 24 4 127 b9°h9b13y11 2641.24 75.885 415 3 88l 6.7%
aminotransferase; R
IPSBEGLIAAT_SALTY Aartate 13 DFSFIKQNGMFSFSGLTK 336 19 3 14.93 beb12y12 2167.47 6.1 | 3212 | 3| 72303 -8.00
amlnotransferase,
IPSBEELIAAT_SALTY Aartate 14 | Carbamidomethy+C(d) VGACTLVAADAETVDRAFSQMK 254 22 4 422 b3b4b19y4 2340.10 67.944 3030 |3 7807 -13.0
amlnotransferase,
IPSBEGLIAAT_SALTY Aartate 15 ELIVASSYSKNFGLYNER 236 18 4 22.98 b13*b13y8y9 209008  OBB4 1538 | 3| 697.35 -13.43
amlnotransferase,
|P53636|SODC1_SALTY Superoxide . o )
iemutase [CuZn] 1 1 | carbamidomethyl+C(3 FACGVIEK 169 8 8 67.3 y2°y2y3yAyF7e8 923.46 41.061 160980 P 462.23 10.18
1 % |
IP53636|SODCL_SALTY Superoxide| GGDNYSDKPAPLGGGGAR 151 18 13 101,31 P?PLODI0YSYBYTYBYIONL ) gag 79 33.269 81334 B  563.60 -13.52
dismutase [Cu-Zn] 1; 1y12y13°y13y18
IP53636|SODCL_SALTY Superoxide| 5 EVPALMAGGHLDPEK 84 15 4 18.13 b2b3b10y14 1563.7 57311 8m8 | 3| 52193 2.73
dismutase [Cu-Zn] 1;
IP53636|SODCL_SALTY Superoxide| GHSLMIHK 143 8 4 40.86 b3°b3b4b6 922.49 12.592 1804 |2 46175 437
dismutase [Cu-Zn] 1;
[P53636|SODCL_SALTY Superoxide HLGPYNDKGHLGDLPGLVVNAD ]
iemutase [CuZn] 1 5 OTATYPLLAPR 102 33 3 11.05 b11y3y20 3441.74 82.534 1270 | 4 8614 7.6
IP53636|SODCL_SALTY Superoxide| ¢ DGKEVPALMAGGHLDPEK 81 18 5 30.97 b6b11b16y7yl4 1863.9p .3 3501 | 2| 93247 216
dismutase [Cu-Zn] 1;
. +
IP67904|RS10_SALTY 30S ribosomal LIDQSTAEIVETAK 16 14 13 80.93 | D2D307DIDLAY2YBYAYEYR" 07 o) 55.436 64108 2 759.41 0.64
protein S10; y9y10y14
|P67904|RS;2)—§?LST1\3303 ribosomal LVDIVEPTEK 72 10 8 47.9 b2b3y2y4y6°y6y8y10 1142.63 51.744 1730 | 2| 571.82 459
|P67904|RS;2)—§?LST1\3303 ribosomal 4 FTVLISPHVNKDAR 48 14 3 27.85 y5y7y9 1596.88 54.636 4450 |2 s8ma -6.04
IP67904|RS10_SALTY 30S ribosomal DQYEIR 62 6 1 13.62 y4 823.39 32.229 20433 |2 4122 1.33
protein S10;
|P67904|RS;2)—§?LST1\3303 ribosoma) g AFDHRLIDQSTAEIVETAK 11 19 4 14.93 b5boy12*y12 2144.08 1056 1505 | 3| 71537 7.29
IP67904|RS10_SALTY 30S ribosomal ¢ SPHVNKDAR 53 9 0 3.64 1023.52 54.577 3035 |2 5122 14.4
protein S10;
|P60446|RL'°‘;FOSIQETILSOS ribosomal | VTVQSLDVVR 169 10 8 68.11 |  b2°b2y3ysyey7y8y10 1115.64 5a48| 69377 | 2| 558.32 -5.91
|P60446|RL'°‘;FOSIQETILSOS ribosomal| -, IFTEDGVSIPVTVIEVEANR 13 20 8 51.74|  y2yacyaysy6y7ylsy2d  18B.17 87.974 38699 | 2 1094.59 8.59
IP60446|RLz?c>SthTL\;,§OS fibosomal 5 MAGQMGNER 160 9 10 50.92 | b2b3bdyly2ey2ydyseysy8 — 993.44 420, 10666 | 2| 497.22 14.50
|P60446|RL'°‘;FOSIQETILSOS ribosomal| LAEGEEYTVGQSISVELFADVK 83 22 5 20.86 b3yly4yoy12 2384.1§ 136.301 3200 | 2 1192.59 -4.61
|P60446|RL'°‘;FOSIQETILSOS ribosomal | g VDVTGTSK 106 8 4 36.09 b3b7y6°y6 806.44 38.417 73161 |2 40372 13.25
|P60446|RL'°‘;FOSIQETILSOS ribosomal | ¢ TQDATHGNSLSHR 128 13 5 25.41 b8y7°y7*y7y8 1423.69 40843 96 | 3| 475.23 13.20
|P60446|RL'°‘;FOSIQETILSOS ribosomal | 7 NLLLVK 184 6 1 13.62 V4 699.47 56.454 17679] L 699.47 7.07




IP60446IRL3_SALTY 50S ribosomal| g VGMTR 8 5 26.43 b3y 563.30 50.265 16004 |1 563.3p -2.24
protein L3;
|P60446|RL'°‘;FOSIQA;TILSOS ribosomal | ¢ GLWEFR 77 6 26.84 yay4 807.41 69.873 12451 |2 40421 -9.6¢
|P60446|RL'°‘;FOSIQA;TILSOS ribosomal| 1) | Carpamidomethyl+C(d)  GGVPGATGCDLIVKPAVK 190 18 24.81 b12y4yey15 1738.92 53.937 11284 |3 580.31 -17.34
|P60446|RL'°‘;FOSIQETILSOS ribosomal| 11 | cohamidomethyl+C(d)  GGVPGATGCDLIVKPAVKA 190 19 333 b7y5y6y12y16 1809.97 56.166 61079 |3 603.99 -11.8
|P60446|RL'°‘;FOSIQETILSOS ribosomal |, WNFRTQDATHGNSLSHR 124 17 16.31 b3boy7 2026.98 74238 7067 | 3| 676.33 10.36
|P60446|RL'°‘;FOSIQETILSOS ribosomal | 5 LAEGEEYTVGQSISVELFADVKK 83 23 28.8 b4b5b11b15 2512.25  98.344 2726 | 3  838.00 -12.63
|P60446|RL'°‘;FOSIQETILSOS ribosomal |, , VTQVKDLANDGYR 33 13 20.63 b3b6y7 1478.75 71.623 2621 |2 oms 5.12
|P60446|RL'°‘;FOSIQA;TILSOS ribosomal |, ¢ DLANDGYRAVQVTTGAK 38 17 23.71 b4b8b14 1778.89 76.263 45 | 3| 59364 6.24
|P60446|RL'°‘;FOSIQA;TILSOS ribosomal |, o IFTEDGVSIPVTVIEVEANR 13 20 6.07 2170.12 87.967 51771 |3 41B -4.50
IP60726|RL2F§QETJLSOS ribosomal| DAQSALTVSETTFGR 6 15 18.13 babey5°y5 1582.77 46.124 w3d 3| 52826 1.00
|P60726|RL‘;F§QETIL_SOS ribosomal |, VVMTADAVK 185 9 30.48 b6°b6y3y7 933.52 45.048 13065 |2 4&v2| 1170
[P60726|RL4_SALTY 50S ribosomal DAQSALTVSETTFGRDFNEALVH [ i )
rotein L 3 OVVVAYAAGAR 6 34 10.98 bob15y7 3593.79 99.515 11406 |4  899.40 2.2
|P60726|RL‘;F§QETIL_SOS ribosomal| MELVLKDAQSALTVSETTFGR 0 21 23.52 ylydyBy7°y7 2296.14 (292 3002 | 2| 114858 -12.33
|P60726|RL‘;F§QETIL_SOS ribosomal | g DATGIDPVSLIAFDK 170 15 18.13 b5y5y10°y10 1561.81 87.907] 12781 | 2| 78141 0.31
|P60726|RL‘;F§QETIL_SOS ribosomal | SGGVTFAARPQDHSQK 79 16 49.74)  b3°b3bBh7bBy6Hy6Y 1685.8  60.415 9156 | 3  562.61 9.49
|P60726|RL‘;F§QETIL_SOS ribosomal | 7 DATG'DPVSL'AEDKVVMTADAV 170 24 39.63 b3b5b8b9y3y7y19 2476.3p 101.731 21521 | 3 @26t -1.18
[P60726|RL4_SALTY 50S ribosomal DAQSALTVSETTFGRDFNEALVH i L
rotein L 8 OVVVAYAAGAR 6 34 10.98 b8b12y10 3593.81] 85.266 3304 |3 1108.p1 3.44
|P60726|RL‘;F§QETIL_SOS ribosomal | ¢ Phosphoryl STY(9) ELVLKDAQSALTVSETTFGR 1 20 37.74 Y89 y9y1y(;y313_H3PO4 2245.11 80.384 1537 | 2 1123.08 3.59
|P60726|RL‘;F§$TIL_SOS ribosomal |, Oxidation+M(4) LKDMALEDVL"TRGELDENLFLAA 137 25 12.4 b4b6y13 2818.50 89.053 1214f |3 94017 3.1
IPOALV6IKPRS_SALTY Ribose-phohafe | LFAGNATPELAQR 5 13 2812  yeryeyl0°y10y11y13 1387.7/ &B7 17230 | 2| 694.37 1.85
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe ITAVIPYFGYAR 84 12 37.25 baySy7y9 1370.75 80.397 1546 2 568 1.34
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe |- idomethyl+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 ;] b2b12b14b15y5y7 2259.15 88.094 6544 |2  1130.08 2.14
pyrophohokinase;
IPOALV6IKPRS_SALTY Ribose-phohafe VVADFLSSVGVDR 111 13 25.41 b5b6y6 1363.71 74.854 10200 | 2 82.86 -10.29
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe ANVSQVMHIIGDVAGR 198 16 27.66 b4b6b9*h9y11 1666.85 7862 3273 | 2| 833.93 -13.18
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe ¢ VFAYATHPIFSGNAANNLR 243 19 25.86 b7y8y13%y13y14 2062.0| 103.541 2880 | 4 68835 1112
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe ;| o o migomethyirc(1) PCPIFIQSTCAPTNDNLMELVWM |- 29 22.71 b4b5b9 3192.62 105.148 2791 |3 106488 14.4
pyrophohokinase; VDALR
IPOALVEIKPRS_SALTY Ribose-phohafe o FSDGEVSVQINENVR 34 15 29.43 b5b8b13y7 1692.8D 59.72% 5204 2| 846.90 -11.18
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe o RISNEESISAMFEH 301 14 27.06 b7°b7b9b10 1649.16 47706 4240 | 2| 825.39 3.40
pyrophohokinase;
IPOALVEIKPRS_SALTY Ribose-phohafe AIAKLLNDTDMAIIDK 178 16 17.15 blly7yll 1744.94 66.499 228 | 2| 87298 -4.27
pyrophohokinase;




|P66541|Rssr—§§r';TSY2?’OS ribosomall TVPMFNEALAELNK 45 14 9 39.02 | b2b3°b3b7bg°bsy9ryoyl2 1586 84.269 67772 | 4  788.91 2.63
|P66541|Rssr—§§r';TSY2?’OS ribosomall -, DMGGLPDALFVIDADHEHIAIK 152 22 3 19.95 b5b11b14 2377.18 888 9922 | 2| 1189.10 -0.82
|P66541|Rssr—§§r';TSY2?’OS ribosomal| SQDLASQAEESFVEAE 225 16 5 17.15 b6b9y1y5y16 1739.78 o8 9686 | 2| 870.39 9.12
[P66541|RS2_SALTY 30S ribosomal EANNLGIPVFAIVDTNSDPDGVDF b6°b6*b6b7°b7*b7b14y5]
rotein S2. 4 VIEGNDOAR 174 34 16 65.17 g 7 evi2y1ay1ayLayte 390976 104.121 13824 B 11905 6.02
IP66541|RS2_SALTY 30S ribosomal| ¢ YWNPK 21 5 1 13.22 b3 707.35 34.055 11714 |2 354.1 5.26
protein S2;
|P66541|Rssr—§§r';TSY2?’OS ribosomal| WLGGMLTNWK 95 10 3 26.9 b3b8y7 1205.64 82.735 4603 |2 6033 518
|P66541|Rssr—§§r';TSY2?’OS ribosomal| AGVHFGHQTR 11 10 5 40.12 b7y5y8y9°y9 1109.54 87.615 2469 | 1 09184 -17.16
|P66541|Rssr—§§r';TSY2?’OS ribosomal| g TVPMFENEALAELNKISAR 45 18 5 24.81 b4°b4b6b10y4 2004.04 L 18583 | 3| 668.69 -7.67
|P66541|Rssr—§§r';TSY2?’OS ribosomal| g Phosphoryl STY(4) LENSLGGIK 143 9 3 30.44 b3y7y8 1010.48  1.428 9000 | 2| 505.75 2.30
|P66541|Rssr—§§r';TSY2?’OS ribosomal| Oxidation+M(2) DMGGLPDALFVIDADHEHIAIK 152 22 4 13.43 He14y11°y11 2393.17 71.339 170164 |4  599.0 -5.71]
IPOA7XO0|RSE_SALTY 30S ribosomal) SMQDPIADMLTR 1 12 15 100.12| P1D20AD12yLy2y3y4ySy8Y ) 227 oo 78.069 139210, P 689.33 -2.48
protein S8; 8y9y10°y10y12
'POA?XOlRSsr—O?;‘r%TS\;_SOS ribosomal| AVVESIQR 69 8 6 40.86 b2ydy5y6*y6y8 901.50 32.735 5844 2 251 1171
'POA?XOlRSsr—O?;‘r%TS\;_SOS ribosomal| AAVTMPSSK 22 9 10 67.7 | b2y2yayacyayey7oy7ygyo  891.46 3p37| 54212 | 2| 44623 0.14
'P55900E;Egt?asr’gir;;hc’hose””e 1 | carbamidomethyl+C(7) LAQQELCDWHGLGTSVMEISHR 20 22 9 25. | bsbeb7yly3y6oybyloyl]  2567.19 73.903 2566D | 4 6429 6810
IPS5900]SERC_SALTY Phohoserine| AQVFNFSSGPAMLPAEVLK 1 19 8 20.69| b2*b2b6*b8bl4y6y13y19 005.06 91.189 20843| 2  1003.53 7.18
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| 5 MNVPFQLADNTLDK 297 14 3 19.28 b5y7y12 1605.78) 57.790 49657 3| 535.93 -6.23
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| ASIYNAMPIEGVK 335 13 4 32.3 b11y6y9y10 1392.72 64.707 99| 2| 696.86 0.18
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| YGVIYAGAQK 188 10 3 41.67 y5y7y9 1069.55 43.299 15174 |2 s®m2| -14.04
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| ITVDGK 122 6 1 13.62 b5 632.36 28.205 10532 |1 6323 -5.50
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| 7 EFIQVAEEAEQDFR 44 14 4 19.28 b6*h6ydy12 1710.8 72.879 ®s54| 3| 570.94 0.14
amlnotransferase,
IPS5900|SERC_SALTY Phohoserine| - o | oo idomethyl+C(3 KYCAPQIIDAK 111 11 5 36.72 b4b7b8Ye 1306.67 66.846 95868| P 653.84 -9.81
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| ¢ GKEFIQVAEEAEQDFR 42 16 3 17.15 b8b13y3 1895.98 52.401 143 3| 632.65 7.28
amlnotransferase,
IPSS900ISERC_SALTY Phohoserine| ;) ASIYNAMPIEGVKALTDFMIDFER | 335 24 4 22.99 b3°b3b12b13 2735 98.466 4488 | 4 68359 0.27
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| AQGGVAAMHKINQQK 257 15 4 43.69 yoy10y12y13 1580.81 13827 2628 | 1| 1580.81 -14.90
amlnotransferase,
IPS5900]SERC_SALTY Phohoserine| ., Phosphoryl STY(8) |  MAQVFNFSSGPAMLPAEVLK 0 20 4 14.31 84b6y13 2217.01 82.556 9738 | B 739.67 -13.77
amlnotransferase,
|P55900|SERC_SALTY Phohoserine Carbamidomethyl+C(7); " .
AminoTansferase: 13 Oxicaionan(17) | LAQRELCDWHGLGTSVMEISHR 20 22 8 25.59| b3*b3b8y7y9°eyoy13% | 2583.21 69.018 2504 | B 861.74 1.98
IPS5900|SERC_SALTY Phohoserine| Oxidation+M(13) MAQVFNFSSGPAMLPAEVLK 0 20 3 21.1§ b3t 2153.05 102.131 1770 | B 718.36 -10.77
amlnotransferase,
IQ8ZRNLMETQ_SALTY D-methioniney IVELEAPQLPR 178 11 8 55.96|  b2b3°h3y5y6y7ysyll 1264.72 @8.1 | 67288 | 2| 632.86 463
binding lipoprotein metQ;




|Q8ZRN1JMETQ_SALTY D-methionine DGIFVEDKDSPYVNLIVTREDNKD | ]
binding Iooprotein metO: 2 AENVK 215 29 5 22.13 bdy8y9y12y29 3322.63 70.314 30130 |4 83141 89-3.
IQ8ZRNLMETQ_SALTY D-methionine LKDGVGLLPTSLDIVENPK 156 19 6 24.11 y1y2ydy5y7y19 2008.12  79.270 19916 670.04 6.32
binding lipoprotein metQ;
IQ8ZRNLMETQ_SALTY D-methioniney DGSQVAVPNDPTNLGR 128 16 5 17.15 b3°b3b10yoy16 1639.41 481, 12917 547.27 3.35
binding lipoprotein metQ;
|Q8ZRN1JMETQ_SALTY D-methionine
binding Iooprotein metO: 5 FVQAYQSDEVYEAANK 245 16 7 65.97 | y3y6ylOyllylzyl3yld 1888 50.856 11601 931.45 1252
IQ8ZRN1METQ_SALTY D-methioninet o |~ o midomethyl+C(1])  TFAAVGALIGSLALAGCGQDEK 6 22 4 2 b4b7b8y3 2149.07 101.064 6769| |2 1075.44 -10.0
binding lipoprotein metQ;
. - of * | b
IQ8ZRN1METQ_SALTY D-methioniney DSPYVNLIVTREDNKDAENVK 223 21 7 2352 |P7PLLTDILDLIDIZDIZY )14 19 62.525 3925 807.07 7.97
binding lipoprotein metQ; 1
IQ8ZRNLMETQ_SALTY D-methioniney g DGIFVEDK 215 8 5 48.06 b3b4y3y4°y4 922.45 93.450 g7ad |1 w24 278
binding lipoprotein metQ;
IQ8ZRNLMETQ_SALTY D-methioniney g GDIDANAFQHKPYLDQQIK 78 19 5 38.12 b3b10b11*h11b12 2200.0/ 89.585 8679 734.37 3.22
binding lipoprotein metQ;
IQ8ZRNLMETQ_SALTY D-methionine SLDDAQIALAVINTTYASQIGLTPA | gq 26 3 12.14 b3boy13 2674.37 100.841 327 3 89213 -20.8
binding lipoprotein metQ; K
IQ8ZRNLMETQ_SALTY D-methionine VENGGAVKGW 261 10 4 41.09 b4b6y7y8 1034.56 30.181 215861 | 2 7.m 13.10
binding lipoprotein metQ;
IQ8ZRNLMETQ_SALTY D-methioniney SLDELKDGSQVAVPNDPTNLGR 122 22 6 28.95|  bl0b12°b12b1aBy | 2325.18 57.822 3608 | P 1163.0 5.88
binding lipoprotein metQ;
IQ8ZRNLMETQ_SALTY D-methionine 5 Phosphoryl STY(13)| YGLDVELVTFNDYVLPNEALSK 56 22 5 181 b5°b5b11y11y13 2579.22 80.090 3705 |3 860.4L -1.14
binding lipoprotein metQ;
b3b4b12y2y5y7y8y9y10yfL
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape ;| amidomethy+C(18)  GMGESNPVTGNTCDNVKPR 302 19 18 758 1*y11y12y13°y13y14y15yll 2032.90 37.624 74537 B 678.30 -9.85
; 7y19
'POZQgGlOMPAp—rZAe;TZ_ Outer membrape IGSDAYNQGLSEKR 267 14 5 27.85 yay8*y8y13y14 1537.74 3%43| 21816 513.25 -14.45
'POZQgGlOMPAp—rZAe;TZ_ Outer membrape LGYPITDDLDVYTR 103 14 4 41.74 yAyoy10y11 1640.83 75.920] 881 820.92 5.13
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape FGQQEAAPVVAPAPAPAPEVQTK 194 23 6 20.11 b2b3y6yl0y12y23 | 302.18 53.847 8803 768.40 -8.69
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape o GDNINGAYK 85 9 4 38.26 b4b5b7b9 951.44 26.878 725 |1 95144 408
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape IGSDAYNQGLSEK 267 13 6 29.66 b7b9y7*y7y12y13 1381.6f 856 4934 691.34 4.06
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape DGSVVVLGFTDR 255 12 3 32.48 b4bsb11 1264.6 49.8771 48p | 3 2.2@ 11.10
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape o SDVLFNFNK 222 9 3 30.48 b3y5y6 1083.53 68.580 2770 |2 54247 1555
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape g DHDTGVSPVFAGGIEYAITPEIATR 138 25 6 25.84| bl4b15°b15y18§y13 | 2616.25 136.825 4662| | 1308.68 -16.61
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape GIPSDKISAR 292 10 5 54.89 y3Y5y7°y7y8 1043.51 32.061 20748 | 2522.29 1333
'POZQgGlOMPAp—r;Ae;TZ_ Outer membrape MPYKGDNINGAYK 81 13 3 20.63 boyay7 1470.72 60.435 1593 2 35B6 12.20




[P02936/0MPA_SALTY Outer membrafie DGSVVVLGFTDRIGSDAYNQGLS| - 5 1662 L3013 2627 2] 56101 N I I o2
protein A, EK

'POZQgBlOMPAp—r;Ae;TZ_ Outer membrape , 5 AQGVQLTAKLGYPITDDLDVYTR 94 23 4 22.08 b3b4y5°y5 2537.30| 124.932 4086 | 3  846.44 -10.10

'POZQgBlOMPAp—r;Ae;TZ_ Outer membrape , , LGYPITDDLDVYTRLGGMVWR 103 21 4 21.69 b12ydy10y12 24402 71.243 3974 | 3 814.07 1161

'QSZRO”RLPA—SQLTY Rare lipoproteif LSQQFSVPGR 329 10 10 09.99  b3*h3b7y2y3y5yey7ydyo  1118.59 7.636 19353 | 2| ss09.80 -3.27

|Q8ZRO1|RLPA_SALTY Rare lipoproteif FSQAGLAAIYDAEPGSNLTASGEM b3b5b7b8b10*b10b13y5y7 )

a 2 FOPMOLTAAHPTLPIPSYAR 78 44 10 34.39 14 4607.21 99.756 14277| & 1152.56 2.76
'QBZRO”RLPA—SQLTY Rare lipoprotein FVVQVGAVSDQTR 309 13 3 20.63 b6boy7 1405.73 64.721 204 3 9.26 -9.12
|Q8ZROL|RLPA_SALTY Rare lipoproteif QTYALPPRPDLSGGMGSASSAPA [ ]

A 4 OPQGDVLPVANSTLK 191 38 3 22.76 b13b14y11 3794.94 112.96 672 4 949 20.3
'QBZRO”RLPA—SQLTY Rare lipoproteif o AAADRLNTSNNTK 152 13 4 20.63 b4°bab7y7 1375.70 42.657 6383 3 | 459.24 7.63
'QBZRO”RLPA—SQLTY Rare lipoprotein ¢ AQQYQQRLSQQFSVPGR 322 17 3 23.3 b10y5y6 2021.43 86.99) 9223 2| 1011.02 157
'QBZRO”RLPA—SQLTY Rare lipoproteiy AVSDQTR 315 7 0 3.24 776.38 64.791 1910 |1 7763 -14.07

'POASBSWBAB—?Q;;Y UPFO133 protejn MASVSSGMQLPPGFK 01 15 6 25.79]  b4bl0ylly13°y13ylh 1536.75 66.583 32804 | 2|  768.88 230
'POASBSWBAB—?Q;;Y UPFO133 proteln | carhamidomethyh+C(9 VTINGAHNCR 43 10 3 33.89 yay6y7 158 20.434 4764 | 4 57128 -4.49
'POASBSWBAB—?Q;;Y UPFO133 proteln 4 VEIDPSLLEDDK 54 12 5 51.13 b3b7b9y8y9 1372.61 34.108 409 3 58.23 -12.09
'POASBSWBAB—?Q;;Y UPFO133 protein MQEEIAQLEVTGESGAGLVK 23 20 5 27.88 b9b15%h15y10y11 2089. | 118.030 2043 | 4 697.02 0.93
'POASBSWBAB—?Q;;Y UPFO133 proteln o GGLGNLMKQAQQMQEK 4 16 7 60.22 |  b3b5b13b14b15ydy1] 1760.90 72.988 11612 | 2| 880.96 14.70
o *
'POASBSWBAB—?Q;;Y UPFO133 proteln ¢ EKMASVSSGMQLPPGFK 89 17 9 52,57, b5b6b11b§1215y5y11 ' 1703.90 111.799 2849 | P 897.45 2.99
'POASBSWBAB—?Q;;Y UPFO133 protepn MASVSSGMQLPPGFKMPF 91 18 3 15.58 b12y12y16 1911.41 67.508 2318 | 2| 956.46 1.79
'POASBSWBAB—?Q;;Y UPFO133 proteln g | 3 ihamidomethyh+C(8 TINGAHNCR 44 9 2 8.25 b7*b7 1042.47  0.424 3831 | 2| 52174 -11.94
'POASBSWBAB—?Q;;Y UPFO133 proteln o | o3 rhamidomethyhC(7 INGAHNCR 45 8 0 2.02 941.43 20.485 3m7 | 2| 47122 -5.83
[POS98IIILVC_SALTY KetoF-acid L GFGVPTLIAVHPENDPQGEGMA . " 20,64 | P2D3D4YLy2yByLOyLAY2LYy 134 s7241] b 830.10 153
reductoisomerase; K 25
IPOS989IILVC_SALTY Ketol-acid 2 LIQFGWETITEALK 252 14 5 27.06 b3b12b13ylyl4 1648.88 1882 | 14629 | 2| 824.04 -7.85
redUCtOISOmeraSe,
IPOS989IILVC_SALTY Ketol-acid 3 | carbamidomethyl+C(6)  VVIVGCGAQGLNQGLNMR 39 18 4 155 Heb13y5 1885.97 71.921 8737| |3 629.33 -3.43
redUCtOISOmeraSe,
IPOS989IILVC_SALTY Ketol-acid 4 FMGRDEFADGASYLQGK 21 17 3 23.3 b3bdy9 1891.88 50.877 561 3631.30 7.29
redUCtOISOmeraSe,
IPOS989IILVC_SALTY Ketol-acid 5 ANYFENTLNLR 1 10 3 26.9 b3y4y6 1225.63 67.827 19381 |2 6133p  .o®3
redUCtOISOmeraSe,
IPOS989IILVC_SALTY Ketol-acid 6 TAFETAPQYEGK 336 12 3 26.25 b3bdy5 1341.6 27.925 3274 |2 ®|L| 2074
redUCtOISOmeraSe,
IPOS989IILVC_SALTY Ketol-acid 7 VGTYEELIPQADLVVNLTPDKQHS) o9 28 4 22.72 b3°b3b4b7 3135.61 81.524 25140 | 4 784.66 -6.6p
reductoisomerase; DVVR
IPOS9BI|ILVC_SALTY Ketok-acid 8 |carbamidomethy+C(1])  DITVWMVAPKCPGTEVR 145 17 6 3274  3H14y6y9cyoyll 1871.97 57.834 23429 |2 936.49 0.65
redUCtOISOmeraSe,
IPOS989IILVC_SALTY Ketol-acid 9 ANYENTLNLRQQLAQLGK 1 18 4 24.81 b3b7b10y3 2002.13 go.501| 2125 | 2| 104657 -0.35
redUCtOISOmeraSe,
IPOS9BI|ILVC_SALTY Ketok-acid 10 QGGITLMMDRLSNPAK 266 16 4 25.53 b4b5b12*b12 1731.8f 2i30) 3206 | 2| 866.44 -12.33
redUCtOISOmeraSe,




'PO598?2:\553;/?;3:1550"“'d 11 Phosphoryl STY(6) LVAEGTDPAYAEK 239 13 4 32.3 b5ydy6y7 44B.65 82.416 3316 481.89 9.98
IPOS989IILVC_SALTY Ketol-acid 12 Oxidation+m(z1) |CFEVPTLUAVHPENDPQGEGMAIA o7 25 3 12.4 b5y3y11 2564.27, 108.037 2654 |3  855.43 -4.6
reductoisomerase; K
|P67286|YBJQ—§bAjg_Y UPF0145 protein AREIAFQELGEQAK 56 14 6 19.28 b11*b11y2y7°y7y9 1589.82 T 12640 | 2|  795.41 422
] *]|
IP67286|YBJQ_SALTY UPFO145 proten EIAFQELGEQAK 58 12 11 79.12 | P2P3"30SbELILIODIIHI 505 oo 60.398 12613 » 68185 0.00
ybjQ; 1b12y2
[P63411|ACKA_SALTY Acetate kinase| 1 DSASFAPLHNPAHIAEALK 114 22 5 13.43 b10°b10b13*h13y8 2272.23 86.252 286083 | 758.08 6.98
[P63411|ACKA_SALTY Acetate kinase 2 EGTRPAVVIPTNEEIADDASR 374 23 9 42.03 | b6b8°b8YSY6Y7°yTyldyR3  2465.30 88.8 | 19475 | 3| 82244 -0.20
[P63411|ACKA_SALTY Acetate kinase 3 LGVLGFEVDHER 348 12 5 37.25 b3y3y6y8y12 1370.6 67.605 w5 3| 45757 13.71
. QEAALGAGAAHSEALNFIVNTILA b14b17°b17b18b10yL4™yfL ]
[P63411|ACKA_SALTY Acetate kinase 4 OKPELSAQLTAIGHR 52 39 9 36.15 pitape 4011.11 136.838 8767 | B  1337.71 8.95
P63411JACKA_SALTY Acetate kinase 5 NVAVFDTAFHQTMPEESYLYALP | 1, 28 3 17.72 b3b7b10 3297.61 94.305 2111 |4 82516 8.14
YSLYK
[P63411|ACKA_SALTY Acetate kinase 6 LDAVVFTGGIGENAAIR 324 18 6 38.58 |  yoryoyl0*ylOyllyle |  1819.92 93.446 5433 | 2 10.86 -8.50
P63411JACKA_SALTY Acetate kinase 7 | carbamidometoyig) TAIPAVNGDEYLSGLAECFHLPE | ), 26 5 18.28 b3y4°yay12y23 2907.44 104.24 26594 | 3 969.81 93 1.
AR
[P63411|ACKA_SALTY Acetate kinase 8 | carbamidomettyly| CVDTSMGLTPLEGLVMGTR 224 19 8 57.94| b3ydySy7ylOyllgys3 | 2037.03 94.524 21835| p  1019.02 21.45
P63411JACKA_SALTY Acetate kinase 9 SGDIDPAIIFHLHDTLGMSVDQINK| 5 29 7 25.98 | b8b12°b12b13°h13b15415  3209.64 94.507 27168 | 107055 1.83
MLTK
[P63411|ACKA_SALTY Acetate kinase| 10 YTSSVVIDESVIQGIKDSASFAPLH - gq 38 7 27.69 | bl2yl2°y12y15y16y22yB2  3991.1f 136.830 5532 | 3331.04 -1.10
NPAHLIGIAEALK
P63411JACKA_SALTY Acetate kinase 11| carbamidometayro) TADAVNGDEYLSGLAECFHLPE | 5 28 4 17.32 b12b14b17y10 31485 96.971 336P | 2 157478 6-4.9
ARIK
[P63411|ACKA_SALTY Acetate kinase| 12 Phosphoryl SI5)( | SGDIDPAIFHLHDTLGMSVDQINK| 243 25 3 22.88 b11b14b15 7836 84.148 41223 | 3  939.46 14.13
. ot 4 o
[P63411|ACKA_SALTY Acetate kinase 13 |Carbamidomethy#C(L8) )+ eo 1| 6L TEVTSDCR 268 19 9 50,02 |PAP12YSYOVI2YIAYI4YIR® 5 o1 0 86.305 36333 2 1095.51 123
- ;Phosphoryl STY(3) y15
P63411/ACKA_SALTY Acetate kinase| 14 |Carbamidomethy+C(18) )+ eo 61 6L TEVTSDCR 268 19 4 20.69 b4b6y9y13 2126.07 1286 | 1988 | 2| 1063.54 9.42
Oxidation+M(1)
[P63411|ACKA_SALTY Acetate kinase| 15 QEAALGAGAAHSEREI 52 18 2 11.66 y15°y15 1769.88 136.786 2054 |1 1769.88 0.2
[P63411|ACKA_SALTY Acetate kinase 16 DSASFAPLHNPAGIAE 114 19 1 7.79 y3 1960.00 86.216 2365 |3 654.0p 2.43
% %y
IP22107[TRAT_SALTY TraT complement ATVTTDNVAALR 177 12 8 35.49 |YBYOYYLOYIOVIZYL g 6 45.436 58063| P  616.33 2.28
resistance proteln; 2
|P22107|T%Ae;g;ﬁ‘£;rg:; complement FEEAKPVLEEQLAK 223 14 10 66.92| b2b3bab6bobl0y2y6yoy14 365 53.330 33509 544.29 13.92
IP22107[TRAT_SALTY TraT complement 5 | ) migomethyi+c (1 MMV THVSSTLALSGCGAMSTAI 5 24 4 22 b8y2y12y13 2442.28 136.135 g3ad |3 8147 11.9
resistance proteln, K
|P22107|T%Ae;g;ﬁ‘£;rg:; complement AYYWIQANVLK 89 11 3 36.06 b6b8b10 1368.74 90.696 4305| |2 ems8| 972
|P22107|T%Ae;g;ﬁ‘£;rg:; complement o IQTSTETGNQHK 196 12 5 44.91 y5y6y8°y8y10 1343.6 14.598 o80| 3| 44855 -16.90
|P22107|T%Ae;g;ﬁ‘£;rg:; complement ¢ TKATVTTDNVAALR 175 14 5 42.4 b8y3y8ydy11 1460.79 41.187 3| 487.60 -14.79
|P22107|T%Ae;g;ﬁ‘£;rg:; complement IQTSTETGNQHKYQTR 196 16 4 23.69 b5b6*b6y12 1891.95 50.444 6439 | 2| 946.48 13.10
leﬂmlTR,ﬁ;gzﬁi;rg:; complement o NTSDKDMSDLQSLIAK 58 16 4 17.15 b3b5y11*y11 1765.89 11617 2260 | 2| 88345 14.10




]

|P22107|TRAT._SALTY TraT.compIeme1t 9 Ca.lrbamldomethyl+c(1 LMMVTLVSSTLALSGCGAMSTAI 5 25 4 27.86 b3bab12b14 2650.2 87.940 178 2 132564 12,
resistance protein; ;Phosphoryl STY(5) KK
[P22107[TRAT_SALTY TraT complemefit | Carbaidomethyi+C(1§ MMVTLVSSTLALSGCGAMSTAI s . . 5300 b3baboy12 755632 104.274 170 s soade o8
resistance protein; ;Oxidation+M() KK
IP22107|]TRAT_SALTY TraT complement Oxidation+M(2) DMSDLQSLIAKDIQAK 63 16 3 23.69 b10b1ly12 1791.93 136.750 1523 | 1 1791.93 6.68
resistance proteln,
IP22107|]TRAT_SALTY TraT complement ., TDNVAALR 181 8 0 2.83 859.47 45.435 2515| P 430.24 6.75
resistance proteln,
IQ7CQVIIDPS_SALTY DNA protectior) AVQLGGVALGTTQVINSK 83 18 8 24.81 | blb2bdy3yllyldeyldyls 756.00 67.311 20694 878.50 0.42
during starvation protein;
IQ7CQVIIDPS_SALTY DNA protectior) ASNLLYTR 10 8 5 40.86 y1y3ydy5y8 937.50 44.185 1677 2 46925 -9.31
during starvation protein;
IQ7CQVIIDPS_SALTY DNA protectior) 5 TALTDHLDTMAER 70 13 6 56.31 b5b10y3y7y8y9 1473.64 52.316| 0122 | 3| 491.90 -16.65
during starvation protein;
IQ7CQVIIDPS_SALTY DNA protectior) FLWFIESNIE 157 10 4 47.9 b4b7b9y9 1297.61 71.329 274396 | 2 @m9| -16.84
during starvation protein;
IQ7CQVIIDPS_SALTY DNA protectior) = o SYPLDIHNVQDHLK 105 14 3 24.72 b3y7y8 1678.87 70.049 1151 2 839.94 11.12
during starvation protein;
IQ7CQVIIDPS_SALTY DNA protectior) - ASNLLYTRNDVSESDK 10 16 4 24.86 b3b10*b10b14 1811.9 gael| 22272 | 3| 604.64 10.98
during starvation protein;
[P41033|PCKA_SALTY .
Phohoenolpyravats carboxykinase [ATH: MQAAGAQAYLVNTGWNGTGK 426 20 8 33.45 | b2bSyByl0y14*y14ygB0| 2037.99 78.165 30204 B 680.00 4.01
[P41033|PCKA_SALTY )
Phohoenolpyravats carboxykinase [ATHL: 2 LTANQTQYHFLSGFTAK 371 17 6 26.14 b11ylyeyl0y15y17 19%.9| 67.787 26230 | 4 642.99 11.40
[P41033|PCKA_SALTY
Phohoenolpyravats carboxykinase [ATHL: 3 NTYASPEQWQEK 495 12 5 48.12 b3bdy7y8y10 1480.6 44.49 7310| 2| 740.85 11.46
[P41033|PCKA_SALTY . LIGDDEHGWDDDGVFNFEGGCY
Phohoenolpyrovats carboxykinase [ATR;, 4 |CarbamidomethylC(2y) o 263 24 3 12.7 b6b14y9 2716.13 79.079 11710 |3 906.05 2.3/
[P41033|PCKA_SALTY AYGINDVQDIVYNPSYDTLYQEEL b4b5b10b11b12°b12b13y2
Phohoenolpyruvate carboxykinase [ATR]; 5 NPGLEGYER 12 33 14 102.63 y3y4y6y8y9y10 3837.80 90.670 8763 1279.94 6.74
|P41033|PCKA_SALTY .
Phohoenolpyravats carboxykinase [ATHL:  © MQAAGAQAYLVNTGWNGTGKR | 426 21 5 22.32 b8*bsy2y10y11 2199 59.753 1965 | 4  1097.55 5.12
IP41033[PCKA_SALTY 7 GVLTNLGAVAVDTGIFTGR 45 19 3 21.89 y4y8y10 1861.01 93800 6@ | 2| 93101 3.21
Phohoenolpyruvate carboxykinase [ATR];
[P41033|PCKA_SALTY 1
Phohoenolpyravats carboxykinase [ATHL: 8 TTLSTDPK 253 8 5 67.3 b4b5b6y5y7 862.47 28.107 630§ |2 43174 720
[P41033|PCKA_SALTY NMFIRPTDEELVGFKPDFIVMNGA )
Phohoenolpyravats carboxykinase [ATHL: ” 148 25 3 12.4 b5y3y13 2868.44 57.383 446 |3 9s6.82 0.5
|P41033|PCKA_SALTY )
Phohoenopyrovats carboxykinase [ATRL:  2° NDNKPLSQETWQHLK 90 15 3 26.21 y7yay10 1837.91 77.865 416T 3| s1331 6.11




IP41033|PCKA—SALTY o1 LPLFDLAIPTELPGVDTHILDPR 472 23 3 34.89 y8y9y10 2542.34 071005 3993 848.12 -19.21
Phohoenolpyruvate carboxykinase [ATR];

IP41033|PCKA—SALTY .12 DALLENVTVR 305 10 3 28.66 b5b6y3 1129.61 25.791 1994 2 565.3L -14.37
Phohoenolpyruvate carboxykinase [ATR];

|P41033|PCKA_SALTY
Phohoenolpyruvate carboxykinase [ATH]: 13 NTYASPEQWQEKATALAK 495 18 3 15.58 b10b13y12 2036.02 BR2 15306 679.34 3.84

IP41033|PCKA—SALTY .14 GDVAVFFGLSGTGKTTLSTDPK 239 22 3 19.95 b4b15b19 2198.11  15.256 12474 733.37 -11.44
Phohoenolpyruvate carboxykinase [ATR];

IP41033|PCKA—SALTY .15 LFIENFEKYTDTPAGEALVSAGPK 513 24 7 40.19 b5*b5b6*b6b8IP 2597.29 69.032 6015 B 866.44 -8.18
Phohoenolpyruvate carboxykinase [ATR];

|P41033|PCKA_SALTY
Phohoenolpyruvate carboxykinase [ATH]: 16 YIVRDDTTR 69 9 3 30.48 b7y6y7 1138.58 120.347 5481 1 1138.58 7.29

IP41033|PCKA—SALTY .17 DTRAIIDAILNGSLDNAETFR 451 21 3 23.52 y8y9y12 2305.18 386 5282 1153.09 -0.85
Phohoenolpyruvate carboxykinase [ATR];

IP41033|PCKA—SALTY . 18 MQAAGAQAYLVNTGWNGTGKR 426 21 4 13.87 b10b14°b14y7 2109. 106.985 2118 732.03 1.67
Phohoenolpyruvate carboxykinase [ATR];

o *i

IP41033|PCKA_SALTY 10 RMQAAGAQAYLVNTGWNGTGK | 425 21 10 47.06 | POPLIDI2YSYSYENYOYIO0N 519, 19 136.266 1944 1097.54 14.58
Phohoenolpyruvate carboxykinase [ATR]; y10y17

IP41033|PCKA—SALTY .20 Phosphoryl STY(12) LTANQTQYHFLSGFTAK 371 17 7 48.6 b4b7b9b10°b10b11 2006.91 94.360 8259 3 669.64 -10.1
Phohoenolpyruvate carboxykinase [ATR];




