MAB926 + Zn(l1) LC-MSrun 2: 6926_Zn_ 220709 1a2 02

- 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
o b2b3b4b5*b5b6*bey2y3yh
IPOAIRGIDBHA_SALTY DNA-binding | -, IAAANVPAFVSGK 70 13 23 180.93 | °ydy5y6y7°y7y8yoy10%y1Q 1244.69 60.155 663691 P  622.85 -6.47
protein HU-alpha
y11*y11y12y13
b2b3b4b5°b5b6°b6b7°b7h8
°b8b9b12b18b19b23b24k2
|POALR6|DBHA_SALTY DNA-binding AALESTLAAITESLKEGDAVQLVG 5b26b27b29y1y2y3y4°yd
rotein HU-alpha 2 FOTEK 22 29 43 31035 0 7 o o1ty onaoyls) 299658 114529 | 424485 B 989.53 255
17y18y19y21y22y23y25yp
7y29
. b2*b2b3b4b5b6b7b8ho°Ho
'POAzgglRerTjnALSESS ribosomal | DQ"EAVSAMSVIQ"DVVEL'SAMEE 5 25 27 190.02 | b10y2°y2y3ydy5°y5y6oyey 2737.34 137.012 26208 B 913.12 1.25
p 7y9°y9y10y11y13°y13y2
IPOAZ99IRL7_SALTY 50S ribosomal | DLVESAPAALK 85 11 4 31.22 yay5y9y11 1113.60 54.153 17224 |2 738 12,61
protein L7/L12
'POAzgglRersznALLT?ESS ribosomal| 4 EAKDLVESAPAALKEGVSK 82 19 9 41.05 | b3b4°bab7°b7b8°b8y Byl 1942.04 55.728 15876 B 648.02 2.77
IPOAZ99IRL7_SALTY 50S ribosomal | EGVSKDDAEALK 9 12 7 34.15 b3b12y5°y5y6yay12 1261.64 1 | 11352 | 2| 63132 8.22
protein L7/L12
IPOAZ99IRL7_SALTY 50S ribosomal | o EAKDLVESAPAALK 82 14 7 30.65 b3°b3b4b11y2y3y14 1441.8 Ay 8138 | 2| 72140 7.62
protein L7/L12
IPOAZ99IRL7_SALTY 50S ribosomal | SLEEAGAEVEVK 109 12 4 2221 bay2y3y9 1260.63 45.995 2768 |2 0.2 -4.45
protein L7/L12
IPOAZ99IRL7_SALTY 50S ribosomal | 7 AAGANKVAVIK 60 11 8 81.76 | b3b7*b7b8bobl0ydyo |  1041.63 2079 | 34009 | 2| 52132 11.95
protein L7/L12
[POA299RL7_SALTY 50S ribosomal SITKDQIIEAVSAMSVMDVVELISA b6b7b15°b15b23b27ydydy
orcton L7112 8 VIEEK 1 29 14 88.28 | g o tayiayzy | 3166.61 136.429 8535 | B  1056.21 6.01
IPOA299IRL7_SALTY 50S ribosomal | o EAKDLVESAPAALK 82 14 4 27.79 b3b5°b5b8 1441.80 105.803 g51| 2| 721.40 3.81
protein L7/L12
IPOAZ99IRL7_SALTY 50S ribosomal | FGVSAAAAVAVAAGPAEAAEEKT 30 30 5 25.5 b3b10b11b13y17 2932.55 137.14h 160 3 978f9 4 6.7
protein L7/L12 EFDVILK
[POA299IRL7_SALTY 50S ribosomal - MSITKDQIEAVSAMSVMDVVEL e )
orcten L7112 11 Oxidation+M(1) CAVEEK 0 30 5 16.47 b5b10°b10b16y22 3313.6 101.28B 720 3 110520 9.65
IPOA299IRL7_SALTY 50S ribosomal | -, , SLEEAGAE 109 8 0 2.85 805.35 45.961 6025| |2  403.18 -7.96
protein L7/L12
IPOAZ99IRL7_SALTY 50S ribosomal |, 4 EAKDLVESAPAAL 82 13 1 7.43 v4 1313.68 55.668 1646| |3 438.51 2
protein L7/L12
. b2b4b6b7b8b9b12y2y3y4y
'POAlHSlEFTU—S¢tTY Elongation facter AIDKPFLLPIEDVFSISGR 205 19 23 195.12 5y6°y6y7y8y9°yoy10°y10y 2117.15 104.316 373288 B 706.39 -6.23
11y14y15y19
4 b2°b2b7b9b13b16b17y1y)2
'POAlHSlEFTU—S¢tTY Elongation facter ELLSQYDFPGDDTPIVR 155 17 21 160.76y3y4y5y6y8y9°yoy10yllyl 1964.97 77.096 316030 P 982.99 4.47
2yl4y17
'POAlHSlEFTU—S¢tTY Elongation facter AGENVGVLLR 270 10 6 67.98 y3y4y5y6y7y10 1027.54 56.986 252| 2| 514.29 14.02
4 b2b3°b3bOb12y3y4y6y7yB
'POAlHSlEFTU—S¢tTY Elongation facter GITINTSHVEYDTPTR 59 16 20 169.89y0°y0y10y11y12+y12y13yl 1803.86 50.228 239791| B 601.96 1238
4°y14y16




b1b2°b2b3°b3b4b5°b5b7 b
[POALHSIEFTU_SALTY Elongation factgr TTDVTGTIELPEGVEMVMPGDNI | ., 04 a4 593.45| 708°DBD9DIBLODI0DIAND Lo\ 66,762 saasaal b 12736 097
Tu K 14b16y3y5y6°y6*y6y7y8yD
y10y11y13y14y15y16y24
IPOAIHSIEFTU_SALTY Elongation factgr ¢ TTLTAAITTVLAK 25 13 15 126.7 |P2'D2bADSDELIZY2YBYAE 55 4 84.541 203301 P 652.39 3.75
Tu y7y8y9y10y11
4 b2b3b4b5b6b7b11°b11b]2
'POAlHSlEFTU—S¢tTY Elongation facter IELAGFLDSYIPEPER 188 17 27 250.9| b14yly3°y3ydy5yey7°y7yB 1962.03 101.844 1720490 P 98152 5.10
y9°y9y10y11y12y13y14yif7
'POAlHSlEFTU—S¢tTY Elongation facter QVGVPYIIVFLNK 124 13 8 47.74 | b3ba*babl3ydyoyllylB  1488.8| 98.954 167008 | 4  745.44 1.15
'POAlHSlEFTU—S¢tTY Elongation factr g ALEGDAEWEAK 177 11 10 6477 |P4P6 beblgkljélyzy‘lygyl 1218.56 46.934 107505 P 609.78 -1.10
'POAlHSlEFTU—S¢tTY Blongation facter | 4 rpamidomethyk+C(d) STCTGVEMFR 253 10 6 51.78 y2y4yBy10 1187.51 53.516 71189 P 594.26 -6.27
'POAlHSlEFTU—S¢tTY Blongation factor 1, | oo pamidomethyi+C(l) ~ CDMVDDEELLELVEMEVR 137 18 9 50.4% b2b3bdy2y3yeyyl2yls|  2224.00 106.008 3785 |2 111251 110.2
- ] 0 g3 %
[POALHSIEFTU_SALTY Elongation factgr NMITGAAQMDGAILVVAATDGP o o7 " 5053 [P3D7DTDEBBDOYTYTYLT o " 105650 eo31| b otoua 10,64
Tu MPQTR y11y27
'POAlHSlEFTU—S¢tTY Elongation facter 4 GYRPQFYFR 325 9 5 45.36 b3b4b5y3y9 1233.6[L 59.25 16644 | 2 .3817| -8.41
IPOAIHSIEFTU_SALTY Elongation factgr VGEEVENGIK 238 11 13 55.g4 |P2PADADSDSDIDIDIONL )7y 6o 45.615 16512| P 586.33 2.08
Tu 0b11y2y3y11
'POAlHSlEFTU—S¢tTY Elongation facter o FESEVYILSKDEGGR 304 15 4 20.35 b3b8b11y6 1728.44 86.08% 1278 | 2| 864.93 0.35
4 b3b4°bab5°b5b7°b7y3y4y5
'POAlHSlEFTU—S¢tTY Elongation facter o MVVTLIHPIAMDDGLR 358 16 21 187.85 | °y5y6y7yocyoy10°y10y1ly 1780.91 79.040 686962 B  594.31 17.82
12y13y15
'POAlHSlEFTU—S¢5TY Elongation facter LLDEGR 264 6 3 39.98 y3y4y5 702.37 27.507 78000 |2  351.6p -13.0
'POAlHSlEFTU—S¢5TY Elongation facter o EHILLGR 117 7 3 37.37 b3y4y5 837.48 42.164 4408 |2 41924 86.2
'POAlHSlEFTU—S¢5TY Elongation facter 4 GSALKALEGDAEWEAK 172 16 4 171 b3°b3bl4y7 1674.84 35349 75798 | 4| 419.47 4.08
'POAlHSlEFTU—S¢5TY Elongation facter GTVVTGRVER 224 10 6 73.39 b6bOy3y5y7y8 1073.6 26.344 507402 | 537.30 -10.12
'POAlHSlEFTU—S¢5TY Blongation facter  »1 | &2 hamidomethyl+C(1 1?VGVPY"VE\';EEE\D/'\QVDDEELLE 124 31 7 48.76 b3y3°y3y4y5y6°y6 3694.88 127.29 14145 | 3 mme2| 258
[POALHB[EFTU_SALTY Elongation factgr GYRPQFYFRTTDVTGTIELPEGVE o ) ]
iy 22 MUMPGDNIK 325 33 4 11.04 b20y9°yoy15 3760.79 97.388 875 3 1254p7  9812.
'POAlHSlEFTU—S¢5TY Elongation facter 4 HTPFFKGYRPQFYFR 319 15 4 26.14 b8°b8hIb12 1990.98 93.092 6691 | 2| 995.90 -13.98
IPOALHSIEFTU_SALTY Elongation factyr | o 2 midomethyirc(2pf 1 N T SHVEYDTPTRHYAHVDCP| - oo 31 4 11.23 b14y9°yoy13 3553.70 117.041 5476 |3  1185p4 511.9
Tu GHADYVK
'POAlHSlEFTU—S¢5TY Elongation facter ARGITINTSHVEYDTPTR 57 18 4 22.69 yByl1y13+y13 2031.0 504 3698 | 2| 1016.00 1461
'POAlHSlEFTU—S¢5TY Elongation facter ¢ ALEGDAEWEAggERLAGFLDSY'PE 177 28 4 17.27 b6b11b13y3 3161.51 88.789 2007 | 3 105451 513.
'POAlHSlEFTU—S¢5TY Elongation facter TYGGAARAFDQIDNAPEEK 38 19 5 25.79 b3°b3babl4y4 2052.98  3.1B0 1995 | 3| 685.00 10.35
'POAlHSlEFTU—S¢5TY Elongation facter g Phosphoryl STY(9) TKPHVNVGTIGHVDHGK 8 17 6 36.09 408 biﬁigﬁ—mpm 1875.92 49.762 2229 625.98 3.25
'POAlHSlEFTU—S¢5TY Elongation facter Oxidation+M(1) MVVTLIHPIAMDDGLR 358 16 4 27.58 b3y3y5y9 1796.91 73.899 38899 B 599.64 -14.61
'POAlHSlEFTU—S¢5TY Elongation facter 5, Oxidation+M(23) NM'TGAAQMMDPGQAT'LRVVAATDGP ) 27 4 17.72 b4b14b17y13 2745.3( 96.863 2732 | 4 687.10 9.0




'POAlHSlEFTU—S¢5TY Elongation factdr 5, INTSHVEYDTPTR 62 13 4 14.32 b3b10°b10*b10 1532.74 50.231 339 | 2| 766.87 3.27
'POAlHSlEFTU—S¢5TY Elongation factar o, PIEDVFSISGR 213 11 1 7.43 b10 1219.6 104.30 1510 | 2 61082 503
'POAlHSlEFTU—S¢5TY Elongation facter 4 GITINTSHVEYDTPTR 59 16 2 10.03 b10y5 1785.81 50.210 126673 | 595.96 -0.55
'POAlHSlEFTU—S¢5TY Elongation facter GYRPQFYFR 325 9 0 1.63 1216.58 59.256 1984 |3 406.20 -6.61
b2b3b4°b4*babS*h5b6°bh
*b6b7°b7*h7b12yly2*y2)
) 3y4y6°y6*y6y7°y7*yTy8*y|
'POAlPOli?;Z;fQ; Eg'y;f;zfe“ydw 1 VINDNFGIEGLMTTVHATTATQK | 160 24 50 314.88 |8yoy10y11°y11y13yldyl8° 2574.32 97.906 508317 B  858.78 0.09
P yarog y15%y15y16%y16y17y18°y1
8y19y20y21y22°y22+y22yP
3y24*y24
|POA1PO|G3P1_SALTY Glyceraldehydet3- b1b3b4b8yly2y3y4*ydys , ]
bhohate dehydrogenase 2 AGIALNDNFVK 296 11 17 110.36 | iyeyByiL 1161.62 61.965 220832 P 58131 9.35
b3°b3b5°b5*b506°b6*b6H7
'POAlPOliiZ;SQL‘J \;g'y;f;zge"yde % 3 GASQNIIPSSTGAAK 198 15 21 141.39°07*h7yLy4y5y6y7y8yoylD 1401.73 41.645 183390 P 701.37 -4.09
P ydrog y11y15
- *|
IPOALPOIG3P1_SALTY Glyceraldehyde;3- LVSWYDNETGYSNK 307 14 17 145,71 P20BOIL™OLIDIZY2Y3yANE ) o0 27 58.988 172101 b 838.39 3.13
phohate dehydrogenase y5y6y8y9y10y11y12y14)
'POAlPOﬁi‘:};jggg%gggﬁ;fewde % 5 VLDLIAHISK 321 10 8 74.18 b2b3y2y3ydy5y6y8 1108.66 65.490| 16265 | 2| 554.83 -10.46
[POALPO|G3PL_SALTY Glyceraldehyde|3- b1b5b6b7°b7b8°b8y2y4y4 )
bhohate dehydrogenase 6 AATYEQIK 249 8 17 9355 | ety Ty B 923.47 31.609 102254| P 462.24 13.48
b2b3°b3b4b5°h5b6°b6b7h8
'POAlPOliiZ;SQL‘J \;g'y;f;zge"yde S SDIEIVAINDLLDAEYMAYMLK 24 22 25 170.52 | b10°b10*b10y2y3ydySy6y 2530.25 125.734 84118 B 844.09 1.06
P yarog 7y9y10°y10y11y13y22
'POAlPOﬁi‘:};jggg%gggﬁ;fewde % g VPTPNVSVVDLTVR 232 14 7 56.6 | y5y6ylOyllyl2eyloylh  1495.8 71.370 72808 748.43 1.47
'POAlPOﬁi‘:};jggg%gggﬁ;fe“yde % 9 VVLTGPSKDNTPMFVK 116 16 6 28.25 b2b3y3y13y1dyl6 1732.91  8.182 48151 578.31 12,68
'POAlPOﬁi‘:};jggg%gggﬁ;fehyde % 10 FDGTVEVKDGHLIVNGK 53 17 8 27.31 | bsbocbobl1°bilylyoyl7 827.97 60.904 20715 914.49 3.87
Carbamidomethyl+C(12)
'POAlPOﬁi‘:};jggg%gggﬁ;fe“yde % 11 |.carbamidomethyi+C(1l6 YEGQDIVSNASCTTNCLAPLAK 138 22 3 19.91 b7b9b13 2412.11 7 9419 | 3| 80471 121
)
'POAlPOﬁi‘:};jggg%gggﬁ;fewde % 1 VLPELNGK 217 8 8 53.98 | y3yatyayseystysyeeys|  869.49 45500 70®2 | 2| 43525 -16.78
'POAlPOﬁi‘:};jggg%gggﬁ;fewde ST GANFDK 132 6 1 136 b5 651.31 44.579 4707| |1 65131 6.65
'POAlPOﬁi‘:};jggg%gggﬁ;fehyde % 1 WDEVGVDVVAEATGIFLTDETAR| 84 23 5 17.42 b8b12y6yl4°yls 2a.19 69.512 3020 | 4 624.05 11.46




b4b5*b5b6*bEb7°h7b8b%p
Carbamidomethyl+C(1 10b11*b11b12°b12b13°h1
IPOALPOIGSPI_SALTY Glyceraldehyde3- o ;CarbamidomethyI+C(22)GANFDKYEGQDNSNASCTTNCL 132 28 38 302.49|3b16b17b24*h24b26b27y3 3044.42 67.103 331645 B 1015.4 3.69
phohate dehydrogenase APLAK
) y4y5y6y8y9y10y11*yl11y]
2°y12*y12y14*y14y15y14
'POAlPOﬁi‘;gﬁgg%gggﬁ;zge“yde % 16 TVDGPSHKDWR 184 11 4 24.23 b5b9°h9y9 1297.62 71.947 2424 2 493 4.42
[POALPO[G3PL_SALTY Glyceraldehyde{3- . AGIALNDNFVKLVSWYDNETGYS | o - . 2303 T »518.44 96.376 108 |3 oa0ls 1
phohate dehydrogenase NK
'POAlPOﬁi‘;gﬁgg%gggﬁ;ﬁe“yde % 18 VLPELNGKLTGMAFR 217 15 5 36.62 y5y10y11y13*+y13 164589  3.795 16103 | 3 54930 13.72
'POAlPOﬁi‘;gﬁgg%gggﬁ;ﬁe“yde % 19 GGRGASQNIIPSSTGAAK 195 18 6 40.04 b8b9y3yBy9°ya 1671.48 37.330 10145 | 2| 836.44 1.31
- % | O] =
[POALPOIG3PL_SALTY Glyceraldehyde(3- SDIEIVAINDLLDAEYMAYMLKYD 04 20 . 5711 | B7PL0"D10D13DIBOISYY Lo 62 162 2009 1116.21 a7
phohate dehydrogenase STHGR 8
'POAlPOﬁi‘:};ﬁgg};gggﬁ;ﬁeme S Phosphoryl STY(6) TVDGPSHKDWR 184 11 3 24.28 b5b10y4 7187 56.648 22639 | 3 450.86 9.66
'POAlPOﬁi‘:};ﬁgg};gggﬁ;ﬁeme 2 DLIAHISK 323 8 4 51.78 b3b4b5b6 896.51 65.491 3563 2 44876 1355
'POAlPOﬁi‘:};ﬁgg};gggﬁ;ﬁeme 3 23 LDLIAHISK 322 9 2 20.63 b3b6 1009.60 65.494 32790 |2 5053 019.
'POAlPOﬁi‘:};ﬁgg};gggﬁ;ﬁeme 3 AATYEQIK 249 8 0 1.22 905.46 31.607 36276| [ 453.23 -6.67
b2°b2b3°h3b4°b4b5°b5b°
b6b7°b7b8°b8b9°h9b10bL2
[POALS2|HNS_SALTY DNA-binding °b12b13*h13b14°b14*b 1 !
orotom NS 1 EMLIADGIDPNELLNSMAAAK 62 21 46 346.62 || 101 o avaysytyryayh 221611 96.856 501269 P 1108.5¢ 9.14
y10y12*y12y13y14°y14*y]
4y15y16y17y18y21
'POAlSZlHsrit—esi?hT;SDNA'b'”d'”g 2 YSYVDENGETK 9% 11 8 35.99 | bly2y8+y8yoyl0ty10yll  1304.5 296 43492 | 2| 652.78 -5.90
'POAlSZlHsrit—esi?hT;SDNA'b'”d'”g 3 | carbamidomethyl+C(2 ECTLETLEEMLEK 19 13 5 28.0 b2ysyloy13 1624.76 92.718 19124| [ 812.88 6.91
[POALS2IHNS_SALTY DNA-binding . LQQYREMLIADGIDPNELLNSMAA[ 2 1 o5 45 | P3DDLIDL2YEYTYTYIBE o 99,601 11413] b 72688 507
protein H-NS AK 8y20
|POALS2|HNS_SALTY DNA-binding y3y4*ydy5y6°y6y7+y7y8y]l )
orotom NS 5 YSYVDENGETKTWTGQGR 9% 18 16 14561 oyt 11ty tagiyls] 209092 47.516 139305 B 697.65 8.06
'POAlSZlH";‘rit—esi:hT;SDNA'b'”d'”g 6 | Carbamidomethy+C(2) ~ECTLETLEEMLEKLEVVVNER 19 21 9 86.1| b7y3yaysy6y8y15y16y1]  2563.26 123.641] 103046 |3 855.09  .29-0
_ N . % | %
[POALS2IHNS_SALTY DNA-binding . LQQYREMLIADGIDPNELLNSMAA[ 2 . 47 13 | P3DEDEDSDIABYEYIZYE o 92.922 s1032| b oeses 10.64
protein H-NS AK 3
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 8 AARPAKYSYVDENGETK 90 17 4 29.83 b9b12y8y9 1898.94 71019 2222 | 2| 940.95 11.64
'POAlSZlH";‘rit—esi:hT;SDNA'b'”d'”g 9 Oxidation+M(2) EMLIADGIDPNELLNSMAAAK 62 21 5 26.64 b3bstey7y12 2232.12 91.525 17999 [ 1116.5p 11.81
'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 10 Oxidation+M(22) LQQYREML'AD;}I'(DPNELLNSMAA 57 26 6 27.39 b6ySy7ydy10*y10 2920.49 105.254 1486 3 97417 12.9




'POAlszlHsrit—esi?hT,:SDNA'b'”d'”g 11 MLIADGIDPNELLNSMAAAK 63 20 3 20.47 b4b13b17 2087.05 983 5319 | 2| 1044.03 257
IPOALSZIHNS_SALTY DNA-binding |, QQYREMLIADGIDPNELLNSMAA 58 25 6 2278 | b9*b9b10°b10*b10b1d  2791.39 99.83( 334 4 e8| 367
protein H-NS AK
b1b2b4b5b6°b6b7b8b10b1
[POA2H9|DSBA_SALTY Thiol:disuffide 4b16b18y2y3*y3y5*y5y6 !
ntorchange protein dabA 1 AAADLQLQGVPAMFVNGK 158 18 27 196.97 | o oy ivityizy] 182996 80.961 234275 P 915.49 2.67
y18
e b2*b2b3b4b5*b5b10b11H1
IPOAZHOIDSBA_SALTY Thiokdisuffide| YQINPQGMDTSSMDVFVQQYAD| 44 25 20 104.45| 5yly2y3y5yey7+y7yoylly  2865.32 86.547 122288 B 955.78 3.83
interchange protein dsbA TVK
12y25
[POA2H9|DSBA_SALTY Thiol:disuffide i )
ntorchange protein dabA 3 TQTVQSAADIR 116 11 9 55.84 | b2b3°h3y2y6y7yeyoyll  1189.61  .038 46306 | 2| 59531 8.52
IPOAZHOIDSBA_SALTY Thiokdisuffide| ELTQAWAVAMALGVEDK 88 17 4 23.25 b13y4dy5°y5 1831.92 86.880 | 1711 | 2| 916.47 167
interchange protein dsbA
IPOAZHOIDSBA_SALTY Thiokdisuffide | IWLALAGMVLAFSASAAQISDGK 3 23 5 37.25 y6yoy12yl4y15 23220 85.788 273 | 4 77807 -16.84
interchange protein dsbA
|POA2H9|DSBA_SALTY Thiol:disuffide o YHVEFLGPLGKELTQAWAVAMA e
ntorchange protein dabA 6 Oxidation+M(21) . GVEDK 77 28 3 17.69 y5yoy11 3088.57 78.672 4203 |4 772290 2.84
IQ7CQOSIGRCA_SALTY Autonomousy | MITGIQITK 0 9 6 38.19 b2y2y3y6y7yd 1004.57 55.587 124424 |2 250 1112
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) SGFAEDEVVAVSK 35 13 11 g3.21 |P3PADIY2Y4YSYBYSYOVLQY 1547 66 55.200 82745| P 669.33 -1.28
glycyl radical cofactor 13
IQ7CQOSIGRCA_SALTY Autonomousy 5 LGEIEYR 48 7 10 63.75 | b2b3y2y3°y3ydy5yeoyey7  879.45 42894 58419 | 2| 44023 1152
glycyl radical cofactor
e
IQ7CQOSIGRCA_SALTY Autonomousy FNSLTPEQQRDVIAR 106 15 13 53.46| 02 P203°03bAY2YBydy10T 1274 o4 48.108 55858 | B 591.97 1115
glycyl radical cofactor 10*y10y13y15
*| o o Sy
IQ7CQOSIGRCA_SALTY Autonomous) o FNSLTPEQQR 106 10 13 88.34|P2"D2D3°D3DADAVIYSYSY 5 g ¢ 38.758 52724 2 610.30 7.81
glycyl radical cofactor 6y7y8y10
% | % | X
IQ7CQOSIGRCA_SALTY Autonomous) ¢ VEGGQHLNVNVLR 66 13 11 50,84 |P309"DODL0"DIOYIYEYEY ) 1) 26 50.688 45350 | B 478.93 1276
glycyl radical cofactor 7y8y13
IQ7CQOSIGRCA_SALTY Autonomousy EIPMEVKPEVR 55 11 8 70.79 b5y2ydy6y7y8ydyll 132671 40132 34122 | 2| ee3.86 3.59
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) g AANDDLLNSFWLLDSEK 9 17 4 23.25 b3y4°ydy5 1950.95 77.286 127 | 3| 650.99 4.76
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy o TFTESL 121 6 4 30.98 b4°b4b5y5 697.33 56.216 32 | 1 e97.33  .84-8
glycyl radical cofactor
b3b4b5°b5*b5b6*b6b7*bY
IQ7CQOSIGRCA_SALTY Autonomous) AANDDLLNSFWLLDSEKGEAR 9 21 27 260.08|P1AYSYAYSYTYBYOYIOVLLY ) 1y 92.588 104786 B 788.72 -4.03
glycyl radical cofactor 11y12y13y14°y14y15y16y1
8y19
IQ7CQOSIGRCA_SALTY Autonomous) 11 | oo pamidomethy+C(l) ~ CIVAKSGFAEDEVVAVSK 30 18 3 22.9 5h6y13 1908.96 75.818 5111 f2 954.94 -8.44
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomousy ETLEDAVKHPEK 80 12 3 29.41 b5b6b9 1395.71] 96.879 408 |2 6883 -3.50
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) 4 SGFAEDEVVAVSKLGEIEYR 35 20 4 37.66 b3b4b5b14 2198.11 .66 2891 | 2| 1099.56 4.89
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) Phosphoryl STY(9) AANDDLLNSFWLLDSEK 9 17 3 23.25 b8y7y8 2030.89 87.761 17191 8 677.63 6.97
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ¢ PMEVKPEVR 57 9 2 21.83 b3b4 1084.58 49.156 31599 |2  s42.99 0-5.4
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous) ;¢ TGIQITK 2 7 3 23.24 b4*h4b5 760.45 55.573 4045 |1 760.4 -0.87]
glycyl radical cofactor
IQ7CQOSIGRCA_SALTY Autonomous| EIPMEVKPEVR 55 11 0 2.44 1308.68 49.160 10043 |3 436.9p 11.1p
glycyl radical cofactor




b3b4°bab5°b5b6013°b13)1
'POAlDSKéE;F?;rigrL]TY 10 kba 1 VGDIVIFNDGYGVK 60 14 19 162.12 |y3y5y6y7y8yoy10y12°y12y 1495.78 73.840 212623 P 748.39 -1.55
14
b2b6°b6*b6b7°b7b8*b8hY°
o *
IPOALDSICH10_SALTY 10 kDa 2 ILDNGTVQPLDVK 47 13 33 209.52 | P9PL0DILDILDIIDISYYY ), 4y 58.086 183904 P 706.39 3.11
chaperonin 2y3y4y5y6°y6*y6y7y8y9y.
Oy11°y11*y11y12*y12y13
IPOALDSICH10_SALTY 10 kDa 3 SAGGIVLTGSAAGK 20 14 15 121.09|P2D4°DADEDOY2Y3YAYEYLY ) gg o5 44.439 119252 P 594.83 -8.83
chaperonin 8y9yl1y12yl4
IPOALDSICH10_SALTY 10 kDa 4 GEIIAVGK 37 8 5 62.4 b3y3y4dy5y6 786.46 42.251 21387 |2  393.7B  18.94
chaperonin
IPOALDSICH10_SALTY 10 kDa 5 EVESK 15 5 1 13.19 y4 591.30 28.945 2547 |1 5913 -0.10
chaperonin
'POAlDSKéE;F?;rigrL]TY 10 kba 6 IDNEEVLIMSESDILAIVEA 77 20 3 14.32 b9b12y10 2203.09 83m4 | 2253 | 3| 735.03 -6.87
'POAlDSKéE;F?;rigrL]TY 10 kba 7 STRGEIIAVGK 34 11 4 50.43 b5b6b8bY 1130.6¢ 38.428 6217 2 .&B5 -6.15
'POAlDSKéE;F?;rigrL]TY 10 kba 8 EVESKSAGGIVLTGSAAGK 15 19 6 38.04 b4°bab7°b7b8b9 1760.94 68.579 2413 | 3 587.65 2.43
'POAlDSKéE;F?;rigrL]TY 10 kba 9 VGDIVIFNDGYGVKSEK 60 17 4 23.25 b9°bob10y10 1839.94 136 | 2047 | 2| 920.48 2.72
b1°b1b2*b2b3b4b5°b5b 12
|P17215|L'\()Jin—£nALT:;§r:‘/ le/valThr-1 TQFMGPESC’S’\_IF\{(‘T;'I‘(SN'AGESAE 240 31 25 181.94| y3ydy5y6y8y13y14y16ylY 3144.64 88.456 227633 B 1048.8 4.35
9p y19y22y26y27y28y29y3]
- *| * 4
IP17215]LIVI_SALTY Leuflle/Val/Thr 2 NYDQVPANKPIVDAIK 271 16 14 95.86 |D270203™DDADSY2YBYSYY 40, og 54.387 215411 B 595.65 11.63
binding protein y10y11y12y16
b2°b2b3°h3b4b5°b5b8°bgb
[P17215|LIV]_SALTY Leu/lle/ValThr- 10b12°b12y2y3y5°y5y6°yh ! )
binding protem 3 TTGLDSDQGPTAAK 137 14 28 179.29 o ooy oy 10mioy] 136165 30.211 132870| P 681.33 3.94
1lyl12y14
- X | *|
P17215|LIVI_SALTY Leu/leNValiThr . GGVNVVFFDGITAGEKDFSTLVA| o 04 " 66,03 |P3D4DE™DEDT*D7DIZN2AYT 00 o 101013 S - o7
binding protein R y12y13°y13y18y19y20y24
b2b10b11°b11b12°b12b24
[P17215|LIV]_SALTY Leu/lle/ValThr- . YVIGHLCSSSTQPASDIYEDEGILM
binding proten 5 | carbamidomethyl+C(7 B AATAPELTAR 92 38 16 106.01 b25b26y6y;/3£1y12y13y14 4078.01 89.376 96438| B  1360.01 8.62
[P17215|LIV]_SALTY Leu/lle/ValThr- VAVVGAMSGPVAQYGDQEFTGA b2b3b6b8°b8b14y3y5y6°y6 |
binding protem 6 EQAADINAK 25 32 15 56.2 Oy12y13y2593 3207.58 90.003 63871 B  1069.8 5.86
IP7215]LIVJ_SALTY Leuflle/vallThr-| -, QQVYGEGLAR 168 9 8 45.36|  b7boy5y6°yBYy7Y9*YO 1021.5 33741 6028 | 2| 511285 -10.34
binding protein
IPL7215ILIVI_SALTY Leuflle/ValiThr- | o GATVDTVMGPLSWDEK 326 16 4 24.17 b6b9y4y9 1705.83 65.222 788 | 3| 569.28 9.30
binding protein
|P17215|L'\()Jin—;:$;:;§r:‘/ lle/valThr-1 o ENIDFVYYGGYHPEMGQILR 212 20 4 14.32 b9b12y9°y9 2401.1 T 91905 | 4| 601.03 -4.88
|P17215|L'\()Jin—;$;:;§r:‘/ le/vallthr-1 16 | carbamidomethyl+C(d)  TLLAGCIALSLSHMAFADDIK 4 21 4 2949 yey7yoy13 2247.12 104.687 1711 |2 1124.0p -15.3]
IPL721SILIVI_SALTY Leuflle/vallThr- |, DFSTLVAR 201 8 3 40.79 b3b6b7 908.48 125.703 1703 |1 90848  200.
binding protein
b3°b3b5*b5b7°b7b8*b8hY°
b9b11°b11b13°h13b15b18
|P17215|L'\()Jin—;nALT:;§r:‘/ lle/valThr-1 5 KQDPSGQE\Q’S’;;X&SSLQAGL 289 34 37 226.88|y3y6yoyl1y12°y12y13+y1B 3629.77 102.459 331752l B 908.20 -4.04
9P y14y15%y15y17°y17y18%1
8y19y20y21y22y24y25




IP7215|LIVI_SALTY Leuflle/VallThr- |, o | CarbamidomethykC(8), 1 | A cal S| SHMAFADDIK 4 21 5 38.1 b6b7y5y6y9 2263.15 63.74 4501 | 3| 755.06 2.70
binding protein Oxidation+M(14)
b2b3b4b5b6b8HOb13 b1y
IP25077IMDH_SALTY Malate 1 | carbamidomethyl+C(2) ACVGITNPVNTTVAIAAEVLKK 111 23 19 | 137.32 |1y3y12y13y15y16y18y20) 2382.34 104.538 213800| B 794.78 2.97
dehydrogenase 21y23
b1*b1b2*b2b3*h3b5b8b1p
[P25077|MDH_SALTY Malate NQLPSGSELSLYDIAPVTPGVAVD) °b10b12b13*h13b15*b15 |
Gehydrogenase 2 LSHIPTAVK 21 33 26 83.04 |\ oy svey1ey1oytovody 338881 93.864 174351) B 1130.2 1.66
30y33
b2b3b5b6b7b8bAb10b17Y1
IP25077IMDH_SALTY Malate 3 VAVLGAAGGIGQALALLLK 2 19 24 247.52 | y2y3yay5y6y7yoyl0ylly] 1735.09 119.595 138314 P 868.05 1.83
dehydrogenase
2y13y15y17y19
IP25077IMDH_SALTY Malate 4 FFSQPLLLGK 262 10 9 61 b2b3°b3y2y3ydy6y8ylD  1149.66 76.120 123683 | 2| 575.33 -8.18
dehydrogenase
b2*b2b3b4*bab9*h9b10%h
[P25077|MDH_SALTY Malate 10*b10yLy2y3°y3ydy5y6yf ! )
Gehydrogenase 5 IQNAGTEVVEAK 205 12 28 166.54| cog oroniontogtiny] 129865 35.351 100360 P 629.83 7.18
1y12*y12
IP25077IMDH_SALTY Malate 6 NLVQQIAK 99 8 6 36.02 b1b3*b3y3y6y8 913.53 49.762 776732 |2 a7 -13.90
dehydrogenase
IP25077IMDH_SALTY Malate 7 DIQLGEDFINK 301 11 7 36.63 b3yly5*y5y7y8y1l 1291.64 68.410| 67581 | 2| 646.33 -3.87
dehydrogenase
b1b7°b7b16y5y6*y6y7 Y]
IP25077IMDH_SALTY Malate 8 AGGGSATLSMGQAAAR 217 16 18 106.75y8y9°y9*y0y10y11*y11y1? 1405.69 40.756 61887| P  703.35 1.56
dehydrogenase v16
IP25077IMDH_SALTY Malate 9 SIGTLSAFEQHSLDAMLDTLKK 279 22 7 50.94 | b2b9b10°b10b13b1s | 2405.23 94.874 44688 B 802.42 1.32
dehydrogenase
IP25077IMDH_SALTY Malate 10 SDLFNVNAGIVK 87 12 5 34.15 b3y6y8yoy12 1276.69 70.077 37148 2 | 638.85 -2.87
dehydrogenase
IP25077IMDH_SALTY Malate 11 KDIQLGEDFINK 300 12 5 40.17 b7b8boy2y5 1419.79 49.789 145183 |  473.92 0.00
dehydrogenase
IP25077IMDH_SALTY Malate 12 FGLSLVR 233 7 4 53.57 y3ydy5y6 791.46 67.140 74781 |2  396.4 9.51
dehydrogenase
IP25077IMDH_SALTY Malate 13 SNTFVAELKGK 153 11 4 31.22 b5b6*b6b8 1193.64 26.316 27540 | 3 98.85 11.15
dehydrogenase
[P25077|MDH_SALTY Malate M IKGFSGEDATPALEGADWVLISAG| ., o7 . 15,93 Jaydy5y6 2643.40 o7 103 563 s soLd 10
dehydrogenase VAR
|P2507z|2"h3;£§£;Ma'ate 15 |carbamidomethy+C(1l) ALQGEKGVVECAYVEGDGQYA 240 22 7 | 5264 b12b13y3y5y7y9y10 2399.13 52.659 23584 | 3 800.38 2-1.0
IP25077IMDH_SALTY Malate 16 AGGGSATLSMGQAAARFGLSLVR 217 23 3 23.09 b7b8b15 217811  8.585 2330 | 3| 726.71 -15.02
dehydrogenase
y b1b2°b2b3°h3b4°b4b13b19
IPOA2B3[PTGA_SALTY Glucose-ecifiq | STLTPVVISNMDEIKELIK 133 19 23 135.17|y2y3y4a°yay5yeyoylisylly 2130.16 92.552 284414 B 710.72 -6.99
phohotransferase enzyme IIA compongnt
12y13y15y16y19
IPOA2B3[PTGA_SALTY Glucose-ecifiq MVAPVDGTIGK 59 11 18 144,52 | P102b307D8™DEOODION2YS ) o) o7 46.914 140270 b 544.29 -9.99
phohotransferase enzyme IIA compongnt y5y6y7y8y9°y9y10y11
IPOA2B3[PTGA_SALTY Glucose-ecifiq 4 VGDPVIEFDLPLLEEK 115 16 7 37.76 b5y2y3y6y10y1lyl6 18m.9 99.632 87998 | 24 906.99 5.25
phohotransferase enzyme IIA compongnt
IPOA2B3[PTGA_SALTY Glucose-ecifiq STLTPVVISNMDEIK 133 15 4 18.08 b1b11b13y9 1646.8 86.39] 575 | 2| 823.93 -11.49
phohotransferase enzyme IIA compongnt




[POA283[PTGA _SALTY Glucose-ecific] DTGTIEIVAPLSGEIVNIEDVPDVV | 20 5 s bayay 060,60 111314 sl |3 100387 .
phohotransferase enzyme IIA compongnt FAEK
IPOA2B3|PTGA_SALTY Glucose-ecifiq ¢ LSGSVTVGETPVIR 152 14 4 32.92 b4b5y7y13 1414.7 56.19 oss4| 2| 707.90 1.04
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecifi VKVGDPVIEFDLPLLEEK 113 18 12 92.3g |PSPSPELTYSY3YAYEYEYVEY 500 14 95.124 118587 B 680.71 -7.30
phohotransferase enzyme IIA compongnt 9y10
IPOA2B3[PTGA_SALTY Glucose-ecifiq o VGDPVIEFDLPLLEEKAK 115 18 3 24.45 b3b6b7 2012.07 01585 537 | 3| 67136 -12.86
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecifi g LSGSVTVGETPVIRIK 152 16 3 24.8 b7b10b12 1655.95 58.553 awe| 3| 552.66 -8.70
phohotransferase enzyme IIA compongnt
IPOA2B3[PTGA_SALTY Glucose-ecific Phosphoryl STY(L0) LSGSVTVGETPVIR 152 14 4 19.2p b38g% 1494.74 50.714 3301 | P 747.88 2.37
phohotransferase enzyme IIA compongnt
IPOA28SIPTGA_SALTY Glucose-ecificy STLTPVVISNMDEIKELIK 133 19 0 5.7 2113.13 92.530 3136| [3 s -7.05
phohotransferase enzyme IIA compongnt
b2*b2b3*b3b4*babSb7°b}
|P64076|ENO_SALTY Enolase 1 FNQIGSLTETLAAIK 342 15 25 1% |*b7b9b12*b12b13*b13b1f 1605.89 85.736 320193 P 803.45 0.46
y3y4y6y7y8y11y12y13ylb
b2b4b8b11b12°b12b13°1
3b14°b14b15b16b18b22y2
|P64076|ENO_SALTY Enolase 2 SGETEDATIADLAVGTAAGQIN 371 22 32 257.06 |y4y5y6y7y8y9°yoy12*yl2y 2118.07 75.725 2269000 P 1059.5 5.65
13y14*y14y15y16y17y18
22
|P64076|ENO_SALTY Enolase 3 DAGYTAVISHR 360 11 15 110.36| P203 %i?;g?yy;;’ﬁ’gy‘lw 1189.59 42.127 114440 P  595.30 -6.98
b2b3*b3b4°b4b5°b5b6°bgb
|P64076|ENO_SALTY Enolase 4 GMNTAVGDEGGYAPNLGSNAEA| 5, 31 23 126.77| 12b16y1ly2y4ySy6y7y8ylp 2989.47 94.998 100300 B 997.16 4.41
LAVIAEAVK
y14y15y18y31
[P64076]ENO_SALTY Enolase 5 AVGAVNGPIAQAILGK 66 16 6 28.2]  b3y2y5yl0yllyle 1478.87 75472 77371 |2 739.9h 2.31
YSMPVPMMNIINGGEHADNNVDI b2°b2b3°b3b4b5°b5y5y 13y )
|P64076|ENO_SALTY Enolase 6 OEFMIOPVGAK 143 34 11 41.97 Yovaa 3759.79 98.382 72696| B 1253.9 7.92
|P64076|ENO_SALTY Enolase 7 IQLVGDDLFVTNTK 311 14 8 27|  Bggryaylleylly12yld  1562.85 77.846 3630 |2 7819 1.64
|P64076|ENO_SALTY Enolase 8 ILKEGIEK 325 8 9 53.98 | b2yly3°y3ydy5cy5y6ys  929.56 29.736| 6830 | 2| 465.28 12.15
|P64076|ENO_SALTY Enolase 9 | carbamidomethy+G GYELGKD'TDLQQ"DCAASEFYK 231 26 10 36.55 | P203P5 bssgbgbn b1 »g24.30 97.878 23241| #  706.83 -7.00
|P64076|ENO_SALTY Enolase 10 GNPTVEAE\(/;';'\E?%%EVGM‘ WAPS 16 30 5 38.51 b3y11y12y16y17 2856.34 87.453 1032 3 9528 .756
[P64076]ENO_SALTY Enolase 11 GMPLYEHIAELNGTPGK 126 17 2| 6.8 b15y3ydy5 1826.88 67.564 86184 |3 609.68 16.1
|P64076|ENO_SALTY Enolase 12 GIANSILIK 333 9 2 54.39 V3y5y6y7 92857 61.037 81494 |2 4647b -16.04
|P64076|ENO_SALTY Enolase 13 AFTSEEFTHFLEELTK 266 16 2 730 b3bdydy7 1928.92 103.067 29125 |3 643.68 5.63
|P64076|ENO_SALTY Enolase 14 IEEALGEK 411 ) 2 2921 b3b5b6y4 888.47 48.808 2328 1 88847 666
|P64076|ENO_SALTY Enolase 15 EIDSR 10 6 1 136 va 732.39 27.368 12074 |1 732.3b 2.92
|P64076|ENO_SALTY Enolase 16 SNFGANAILAVSLANAK 103 17 6 3.86 | b305°05*b5b11°b1l 1660.89 78.664 2005 |2  830.9 9.0
o *
[P64076|ENO_SALTY Enolase 17 VLGDKIQLVGDDLFVTNTK 306 19 11 734 |P4 b4b5b§f’y?gl YAYSYOYL 507512 79.673 102474 B 692.38 7.29
GMPLYEHIAELNGTPGKYSMPVP e
|P64076|ENO_SALTY Enolase 18 MMNINGGEHADNNVDIQEFMIQP| 126 51 15 52,64 | PEPE10°D10D14D20b22Y5 o) o 97.884 88843| &  1114.34 1.05
VGAK y6*y6y8y9y13°y13y24
[P64076]ENO_SALTY Enolase 19 DGKYVLAGEGNK 254 12 6 37.16 b11y3y6°y6y9°ya 1250.62 44.376] 67886 | 2| 62582 1113




GKGMNTAVGDEGGYAPNLGSNA
q
|P64076|ENO_SALTY Enolase 20 EALAVIARAVK 198 33 4 21.56 b4b5b15y5 3174.5 89.865 28430 | 3 105887 5.28
EIIDSRGNPTVEAEVHLEGGFVG . g K
|P64076|ENO_SALTY Enolase 21 PSGASTGSH 10 36 8 27.03 | b5°bSb7b8°b8YOY15YLy  3569.7)7 104.502 13262 | 3190.59 10.40
|P64076|ENO_SALTY Enolase 22 SGETEDAT'AZkAAgSTAAGQ'KTG 371 28 5 38.91 b15y5y6y1lyl12 2737.34 74.283 11544 | 3 9132 73 4.
[P64076[ENO_SALTY Enolase 23 IEEALGEKAPYNGR 411 14 6 458 bOydy5y6y9°y9 1546.76 20.307 6156] |3 516.26 14.44
|P64076|ENO_SALTY Enolase 24 AAAAAKGMPLYEHIAELNGTPGK 20 23 5 20.05 b3b8b12y8*y8 2310.16 106.953 4677 |2 115558  .8014
. nolase . y/ .42 . . .
P64076|ENO_SALTY Enol 25 YVLAGEGNKAF;SEEFTHFLEELT 257 25 4 21.91 b125b13°h13y9 2860.4 109.371 244p | 3 95405 7 65
[P64076[ENO_SALTY Enolase 26 Oxidation+M(1) MAKDAGYTASHR 357 14 3 19.22 b3b10yll 1535.7 51.284 195 2 76849 4123
|P64076[ENO_SALTY Enolase 27 GYTAVISHR 362 9 3 18.82 b3°b3b8 1003.53 42.150 24606 | 2 50247 3.0
|P64076[ENO_SALTY Enolase 28 AGYTAVISHR 361 10 2 35.99 b3b5°b5h9 1074.57 42.127) 20158 | 2 7.B3 3.9
|P64076[ENO_SALTY Enolase 29 LKEGIEK 326 7 0 122 816.47 29.758 20062] |2 408.74 14.2¢
. nolase . .43 . 4 .
P64076(ENO_SALTY Enol 30 NTAVGDEG?XEA:VN};GSNAEALAV 202 29 3 12.19 b3°b3b16 2801.43 95.018 4605 |3 93448 12.1
[P64076[ENO_SALTY Enolase 31 DAGYTAVISHR 360 11 0 2.44 1171.58 42.131 1795] |3 391.2 115
|P0A297|RL;?52'§1LHO503 ribosomall LATLPTYEEAIAR 125 13 13 101.17| %03 b;yilooytillazg)’“ﬂygy 1447.78 65.750 78423 2 724.39 261
IPOAZWlRL})?EtS;%LHoSOS rbosomal 5 | carbamidomethyl+C(9 VVEGTQFEE%ng/I'A:XSPTL'AYSM 62 32 7 27.18 |  b3bsyryloyllyl7y32|  3494.7p 92.244 53846 | 4 4874| 272
|P0A297|RL;(:32'§1LHO503 ribosomall AAAFEGELIPASQIDR 109 16 9 86.57| bay5y7y8ydy10y1lyl2y)16 681.88 69.207 51207 | ©  844.44 6.08
|P0A297|RL;?52'§1LHO503 ribosomall GALSAVVADSR 20 11 9 70.79 | beyaysyecyey7ysy8yll 10455 7 20515 | 2|  523.29 12.26
|P0A297|RL;?52'§1LHO503 ribosomall ¢ AGREAGVYMR 43 10 6 73.39 b4b8y3y6y7y9 1109.56 46.919) 11727 | 2555.28 3.52
|P0A297|RL;?52'§1LHO503 ribosomall QAIVAEVSEVAK 8 12 4 35.43 b12y8y9y10 1243.68 57.947 10667 |2 2285 3.83
|P0A297|RL;?52'§1LHO503 ribosomall DTFVGPTLIAYSMEHPGAAAR 73 21 3 13.83 b7b12y5 2204.08 gue3 | 5673 | 3| 73537 0.11
|P0A297|RL;(:32'§1LHO503 ribosomall g EAGVYMR 46 7 4 40.38 b5y3y6y7 825.39 32.985 5606 |2  413.2p 05.4
|P0A297|RL;(:32'§1LHO503 ribosomall g LMATMK 138 6 2 26.79 b5y4 694.37 41.635 13930 [t 694.3] 11.78
|P0A297|RL;(:32'§1LHO503 ribosomall - EFAK 97 4 1 12.78 b3 494.26 42.144 2076| |1 4942 5.62
|P0A297|RL;(:32'§1LHO503 ribosomall ALNLQDKQAIVAEVSEVAK 1 19 3 22.67 boy8y9 2026.09 71.777 3 | 3| 676.04 12.47
[POA297IRL10_SALTY 50S ribosomall . AAAFEGELIPASQIDRLATLPTYEE[ | » 1 o5 oz |P3D5DED10°D10b1AyAy0 Y8 92023 7104] b 103958 553
protein L10 AIAR y10y20y25
|P0A297|RL;(:32'§1LHO503 ribosomall ;5 FEVKAAAFEGELIPASQIDR 105 20 3 21.11 b4b6b9 2101.1p 9g.41| 14840 | 2| 1096.07 713
|P0A297|RL;(:32'§1LHO503 ribosomall -, , LMATMKEASAGK 138 12 4 26.19 b8°b8y8y9 1237.63 98.749 9672 |1 23163 1.48
|P0A297|RL;(:32'§1LHO503 ribosomall ;o AGREAGVYMR 43 10 5 40.02 b4b5°b5h9y6 1109.58 74.936 5702 | 2 5.28 1.32
|P0A297|RL;(:32'§1LHO503 ribosomall ;¢ Phosphoryl STY(6) LATLPTYEEAIAR 125 13 3 28.04 yBy7y1l 527.74 73.834 11796 | 2 764.37 2.96
|P0A297|RL;(:32'§1LHO503 ribosomall , ; Phosphoryl STY(4) GALSAVVADSR 20 11 5 50.61 b7b§gaﬁ7g’g§'139m4 1125.53 46.905 10855| P 563.27 10.52
|P0A297|RL;(:32'§1LHO503 ribosomall ;¢ Oxidation+M(13) DTFVGPTLIAYSMEHPGAAAR 73 21 4 35.77) bj8y9y10 2220.07 70.419 18749 3 740.69 3.41
|P0A297|RL;(:32'§1LHO503 ribosomall g Oxidation+M() LMATMKEASAGK 138 12 8 47.04|  b5°b5bOY4°yEyEY8 1253.61 31.681 6318 | p  627.31 -13.63




P b1b2b3b4yly2y3y4y5y8yp
IPO2910JHISJ_SALTY Histidine-binding VGVLQGTTQETFGNEHWAPK 135 20 21 184.71y10y11*y11y12yl4y15y16 2199.06 63.906 184466 B 733.69 -8.33
periplasmic protein
y17y19y20
o b2b3°b3bab8b13y2°y2y4|5
IPO2910JHISJ_SALTY Histidine-binding IGTDPTYAPFESK 29 13 20 146.76 °y5y6y7y8°y8y9y10y1lylP 1425.69 56.199 123976 P 71335 0.09
periplasmic protein yi3
o b2*b2b3*b3b4*b4b5b11%
IPO2910JHISJ_SALTY Histidine-binding NSDIQPTVASLK 120 12 19 123.96|11*b11y3y4y5y8*yByoy10P 1272.68 48.911 102188 P 636.84 1.25
periplasmic protein
y10y12
o b2b3°b3b8*b8b10*b 1001}t
IPO2910JHISI_SALTY Histidine-bindind ;| o 2 nigomethyi+C(d INTQCTFVENPLDALIPSLK 62 20 21 172, |b16*b16yly2y3ya°ydy5yey 2273.21 103.735 04035| P 1137.1] 11.49
periplasmic protein
7y10y13y20
IPO2910JHISJ_SALTY Histidine-binding FGGPAVKDEK 201 10 7 43.03 b2b8°b8y3y4y5y10 1047.54 27289 5222 | 2| 524.27 -6.06
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ¢ GIEIVSYQGQDNIYSDLTAGR 155 21 3 13.83 b3b8y3 2299.1 7201 | 12035 | 2| 1150.08 10.94
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding  ; NAQGELVGFDIDLAK 42 15 5 43 b5b11b13y7y8 1589.82 79.654 aos | 2| 795.41 3.07
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding ¢ QQEIAFTDK 99 9 3 30.41 b5y3y7 1079.54 43.624 16742 |2 54027 811
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding o AFAEMR 234 6 1 136 v4 724.34 36.792 7472 |1 72434 -5.31
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding , FGGPAVK 201 7 4 56.58 b4bBy5y6 675.37 44,282 530 |1 67547  .7417
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding IDAAFQDEVAASEGFLK 176 17 4 33.63 b4b7b14b15 1810.98 ano 2014 | 2| 905.97 22.45
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding QPVGKDYK 193 8 5 33.01 b3y4°ydy5°y5 934.50 50.657 17736 |2 267 5.36
periplasmic protein
IPO2910JHISJ_SALTY Histidine-binding 5 IGTDPTYAPFESKNAQGELVGFDI 28 3 11.68 b9bl4yl5 2996.52 85.053 1116p |3 999.81 11.16
periplasmic protein DLAK
IPO2910JHISJ_SALTY Histidine-binding , , QQEIAFTDKLYAADSR 99 16 3 171 b9bl4y1l 1855.91 84.469) @65 3| 610.31 5.99
periplasmic protein
IPO2910]HISI_SALTY Histidine-binding DEKLFGVGTGMGLR 208 14 4 27 b7b9b10°b10 1479.75 59.76 60| 2| 740.38 -8.91
periplasmic protein
IPO2910]HISI_SALTY Histidine-binding ¢ GGPAVKDEK 202 9 0 2.04 900.47 27.281 9196| |2 450.74 -9.69
periplasmic protein
b2*b2b3b4b5*b5beb7*h7p
[PO6179|FLIC_SALTY Flagelin 1 AQILQQAGTSVLAQANQVPQNVL| 50 27 26 182.68| 11°b11b12b13b17b18y1y2 2860.61 105.253 87276 B 954.21 2.90
SLLR
y3y4y5y6y9y10y12y13y2f
b2b4b5b6°beb12*b12b13°
[PO6179|FLIC_SALTY Flagelin 2 FNSAITNLGNTVNNLTSAR 432 19 20 137.13 | b13b14y2y3y4y7*y7y8ylB 2007.03 78.579 46600 | P 1004.0 4.01
y14y17y19
o *| 0| *|
[PO6179|FLIC_SALTY Flagelin 3 NANDG'S'AQTT:GALNE'NNNLQ 66 25 8 12.37 | P66 beb;gsb” b1yl 2670.34 86.747 45033| P 1335.67 11.25
[PO6179|FLIC_SALTY Flagelin 4 AQVINTNSLSLLTQNNLNK 1 19 8 22.67 | b2*b2b7°b7b8ylylSyld  2085.14 75.112 4705 | 2 13l 6.44
[PO6179|FLIC_SALTY Flagelin 5 SQSALGTAIER 20 11 9 36.63| b2*b2blOylyeyey7yoylll 1132.50 2.781 41795 | 2|  566.80 -6.79
— g
[PO6179|FLIC_SALTY Flagelin 6 ELAVQSANST'\'QSRQSDLDS'QAE'T 93 26 10 21.g5 [P2D6°06 t’lgt;/lzi b13y6y10y »805.36 70.929 16642| B 935.79 2.87
[POGL79|FLIC_SALTY Flagelin 7 QINSQTLGLDTLNVQQK 161 17 7 34.45 | b4°b4*bab5*b5b6 b6 1900.03 94.935 11870 |3 63402 600
|POG179|FLIC_SALTY Flagelin 8 IDAALAQVDTLR 411 12 2 29.41 b4°b4b6b7 1285.71] 84.698 8814 |2 4386 2.85
|POGL79|FLIC_SALTY Flagelin 9 LNEIDR 119 6 2 39.98 b3b4b5°b5 759.40 96.887 14100 | 1 75940 824
|POGL79|FLIC_SALTY Flagelin 10 TYAASK 379 6 1 136 V5 640.34 50.868 2153| |L 640.34 12.49
|POBL79|FLIC_SALTY Flagelin 11 NVQVANADLTEAK 280 13 2 254 bob10y5°y5 1372.71 42.138 2275] |3 45824 1.87
|POGL79|FLIC_SALTY Flagelin 12 ASATGLGGTDOK 204 12 3 26.19 b10y5y6 1105.54 104.612 1914 | 1 o514 6.51
|POGL79|FLIC_SALTY Flagelin 13 AQPDLAEAAATTTENPLOK E 19 6 50.62 b10b11b12y7y9y12 1968.9 67.931 164D | 2 985p0 740




VSDTAATVTGYADTTIALDNSTF

[PO6179|FLIC_SALTY Flagelin 14 K 180 24 5 19.38 b9°boy6y11y16 2462.1 74.104 1624 | 3 82140  27-3.
[POGL79FLIC_SALTY Flagelin 15 LGGADGKTEVVSIGGK 363 16 5 4554 b7b8b10b11y9 1487.79 43541 38645 | 3 496.60 14
|POGL79|FLIC_SALTY Flagelin 16 TYAASKAEGHNFK 379 13 2 B b3°b3b6y9 1423.71 41.646 31764 |2 712.3p 755
[PO6179|FLIC_SALTY Flagelin 17 IDAALAQVDTLRSDLGAVONR | 411 21 5 23.48 y9°y9*yoy10y18 2226.19 63.870 1578 |3 74243 431
[PO6179|FLIC_SALTY Flagelin 18 FNSATNLGNTVNNLTSARSR| 432 21 7 31.09 | b3b7b10*b10b11°b11yl3  2250.18 112.140 6203 | 212559 7.60
[PO6179|FLIC_SALTY Flagelin 19 YKVSDTAATV;E;ADTT'ALDNS 178 26 6 32.48 b6b10b12y5y6y16 2753.3] 98.81 4868 | 3 91846 .05 5
[PO6179|FLIC_SALTY Flagelin 20 AEGHNFKAQFL%L}?EAAATTTENP 385 26 5 39.46 b7b8b10b11*b11 2752.3p 126.414 2677 | 3 91811 13.22
[POGL79|FLIC_SALTY Flagelin 21 Phosphoryl STY(6 QINSLGLDTLNVQQK 161 17 6 26.06 b5y8*y8y12*y12y15 1979.97 955 27223 | 3|  660.66 2.03
[PO6179|FLIC_SALTY Flagelin 22 Phosphoryl STY(1d) AQIAEAAATTTENPLQK 392 19 5 41.05 b4b5b11*b11b12 2048.94 (G20 2202 | 3| 683.65 1.07
[PO6179|FLIC_SALTY Flagelin 23 Phosphoryl STY(1:)TNGEVTLAGTGEADT\?KP LTGGLPATAI 55 28 4 14.85 b8b12y7y16 2708.31 102.51 1831 | 4 677.84 10.1
[PO6179|FLIC_SALTY Flagelin 24 Phosphoryl STY(11) FABNLGNTVNNLTSAR 432 19 5 31.52 b7b10yoy10y14 2086.94 6390 1804 | 4| 52250 -0.70
[POGL79|FLIC_SALTY Flagelin 25 IDAALAQVDTLR 411 12 0 2.85 1267.69 84.674 1743] P 634.39 5.78
o b2b3b4°b4b7°h7b10°b10b1
IPO2906|SUBI_SALTY Suffate-binding| YLYSPEGQEIAAK 263 13 22 129.77|1y1y2y3y7y8ey8HyByoy101  1468.73 51.438 66060 | 2 734.87 0.08
protein .
y10y11°y11y13
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding NVEVLDSGAR 183 10 9 57.98 | b2*b2b6*b6ydy6y7y8yl0  1059.54 .78 50282 | 2| 3027 5.41
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| GIGDVLIAWENEALLATNELGK 202 22 6 13.39 bab13yly7°y7y22 28.21 91.234 35727 | 2 1163.61 -7.35
[P02906/SUBI_SALTY Suffate-binding| QATSVINGIEADVVTLALAYDVD o 25 12 120.37| P2O11y3yAyBy6yTyBYayLD o 127 048 s0a7| b o7s1s 025
protein AIAER ylly12
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding QETGDNWVIR 48 10 5 39.23 b3°b3b6y3y8 1130.58 36.141 12608 | 2 65.%9 378
'POZQOBlSUB'—pSrC/;';;Y Sulfate-binding| WNYLAAWGYALHHNNNDQAK 153 20 5 14.32 b2*b2b11y7y10 238@21 | 78.722 7748 | 3 796.05 5.01
'POZQOBlSUB'—pSrC/;';;Y Suffate-binding) LPDNSAPYTSTIVFLVR 104 17 5 24.91 b4b6*b6b7°b7 1893.0p 26 2642 | 2| 947.01 251
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| g QIHDWNDLIKPGVSVITPNPK 126 21 6 51.59 b5b6bIy4y5y6 237.2|  73.104 83315 | 4  593.56 -18.43
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| g FEIVTPSESILAEPTVSVVDK 226 21 5 24.63 b8b13b14y5°y5 278, | 77.422 74904 | 4  754.08 13.07
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| LFTIDEVFGGWAK 298 13 4 20.57 b3°b3b8y8 1482.76 101.981 5509 2| 74188 115
'POZQOBlSUB'—pSrC/;Z;Y Suffate-binding) -, ; NFYRPR 276 6 1 13.6 b5 852.44 30.199 1105 2 4272 1.7
'POZQOBlSUB'—pSrC/;Z;Y Sufate-binding) VVEK 247 4 1 12.78 b3 474.30 67.129 g744| |1 4743 7.08
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| ;5 DIQLLNVSYDPTR 20 13 6 33.97 b3y4yoy11°y11*y11 1533.71 &B7 8428 | 2| 767.39 -13.93
'POZQOBlSUB'—pSrQZLY Sulfate-binding| , , GSTNTEVER 193 9 4 54.39 y3y4y5y7 1010.49 32.979 303 1 1@04 -1.87
'POZQOBlSUB'—pSrQZLY Sulfate-binding| ;5 RLPDNSAPYTSTIVFLVR 103 18 5 26.5 b7b9b10°b10y5 2049.qo 2.783 30468 | 3 683.70 -9.77
'POZQOBlSUB'—pSrQZLY Sulfate-binding| ELYEQYNKAFSAHWK 33 15 4 18.08 bay5y11*y11 1913.92 98.282| 4081 | 2| 957.46 0.06
'POZQOBlSUB'—pSrC/;Z;Y Sulfate-binding| AVAEAYLKYLYSPEGQEIAAK 255 21 6 49.24 b11b12y8yOy10°y10 | 2314.23 114.593 2311 | §  772.08 13.50
— S maos
IPO2906|SUBI_SALTY Sulfate-binding| o QETGDNVVIRQSHGGSGK 48 18 11 56.24 PADADBYBYTYTYBYBYOY a5 90 35.332 1792 623.64 12.34

9*y9

protein




. o b2b3b4b5*b5b6y2y3ydy5
IP41031|CY_SALTY Thiosulfate-binding | AYLNWLYSPQAQTIITHYYYR 265 21 25 259.17 |6y7y8yo°y9y10y11y12yldy 2664.32 93.121 194702 B 888.78 2.75
protein
14y15y16y17y18y21
. — .
IP41031[CY_SALTY Thiosulfate-binding GLGDVLISFESEVNNIRK 208 18 14 103,55 P203DADSY2YSYBYBYBYOY 1 g9 oy 101.229 137250 B 664.02 -11.53
protein 11y13y16y18
IP41031[CY_SALTY Thiosulfate-binding LPNNSSPFYSTMGFLVR 110 17 14 g0.gq P20AP7DEBYLY2Y3YSY8Y o) o7 92.038 119017 P 965.49 7.40
protein 11y12y13y17
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 4 FGSWPEVMK 311 9 10 61.56| b2b3°b3yly2y5y6y7y8y9  1080.91  188. 113458 | 2|  540.76 -5.76
. - b2*b2b3*b3b10°b10*b10p
IP41031|CY_SALTY Thiosulfate-binding o QYEAQGFEVVIPK 226 13 19 102.93 11°b11*b11b12b13y2y3y6 1507.77 70.349 96798 2 754.39 -4.61
protein
y8y10y11y13
. o o
IP41031|CY_SALTY Thiosulfate-binding ¢ VNNPEIMGK 286 9 16 74,75 | P1P2D203"D3Y2y3yay6yY ) o 36.904 96714 2 501.25 11.34
protein y7*y7y8*y8y9*y9
IP41031|CY_SALTY Thiosulfate-binding TEQFMTQFLK 179 10 14 74.18 |P1D2D3°DIY2YBYSYBYTYAY 4505 63 75.765 95602 2 636.82 1.44
protein 8°y8*y8y10
. — a .
IP41031|CY_SALTY Thiosuffate-binding ¢ ELFAALNPPFEQQWAK 37 16 12 63.76| D3POOTDTYLYBYOYOYIZY  gg0 o7 89.846 78820 2 944.90 5.95
protein 13*y13y16
. — . ~
IP41031|CY_SALTY Thiosuffate-binding o NVEVFDTGGR 189 10 12 83,57 | P2p4"DADSDEDBYAYEYTYS ) (o5 5o 47.938 63586 | 2 547.27 1.90
protein y8y10
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 10 QALAILQGLK 71 10 8 7418 |  b3*b3bl0y3y5y6y7y8 1054.65 75.300| 54210 | 2| 527.83 -9.95
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 11 ADVVTYNQVTDVQILHDK 81 18 9 32.49 |P? b2b3b4b86b10 bLOYIML 5058.03 64.360 9399 686.68 1115
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 12 TNILAEFPVAWVDK 239 14 6 31.44 b2b8ydyoy11yls 1602.8% 2 9357 | 2| 801.93 152
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 13 GATTTFAER 199 9 6 30.41 b7°b7b8°b8y7°y7 953.47 123.341 37551 | 953.47 5.76
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 14 THFASGGELDK 320 11 6 60 b4b5bydy6y7 11615 80.924 151 2 178 -4.20
b3°b3b4b5*b5b6°b6*b6bY
. " . . *| *y O, O, 3
IP41031|CY_SALTY Thiosulfate-binding o TNILAEFPVAWVDKNVQANGTEK| 239 23 28 210.73| DYAYEYEYTYIYBYVEVE o0y 59 90.580 265982 B 848.77 115
protein y9y10y12y13*y13y16yl7
18y19y20
lP41031lCY_S/?JLthZiIhlosu"ate'b'”d'” 16 L'PADWQSRLP\’;IQSSPFYSTMGF - 101 26 7 56.1 |  y3ysyoyllyl2y2ly24|  2996.5 95.815 7204 3 sag9|  3.99
. - b3b5°b5*b5b6b8bAb10b 1
'P41031|CY—SALrZ:;i:h'OSU'fate'b'”d'” 17 NVEVFDTGGRGATTTFAER 189 19 20 170.29b13*h13y3ydy5y6yo°yoylB 2027.96 57.288 48439 B 676.66 7.10
P y15y17
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 18 VEEKFGSWPEVMK 307 13 3 25.34 b3b4y8 1565.77 47518 200 2 83.3 0.55
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 19 Phosphoryl STY(8) GLGDVLISFESEVNNIR 208 17 3 16.2 bgds 1941.95 60.826 5200 | 4  486.24 12.95
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 20 Oxidation+M(7) VNNPEIMGK 286 9 5 38.19 b3b4*h4b8°b8 1049 74.371 3120 | 4  509.25 -10.80
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 21 DVLISFESEVNNIRK 211 15 1 7.34 b7 1762.93 101.244 314§ |2 881 1.73
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 22 NPEIMGK 288 7 2 8.8 b4*ba 788.41 36.895 2083| |1 788.41 13.94
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 23 EVFDTGGR 191 8 0 2.04 880.41 47.921 2667 |1 880.41 -4.74
'P41031|CY—S'T)LrZLi:h'OSU'fate'b'”d'” 24 QALAILQGLK 71 10 0 2.04 1037.63 75.303 1553 P 510.32 435
'P67093|UG§£(E;YGU”'VE'S""' stress| 4 HATLPVLVVR 132 10 4 51.78 y5y7y8y9 1104.68 61.277 81439 |2  mE@ 1227




IP67093|UG_SALTY Universal stress| TIMPVDVFEMELSDK 3 16 16 131.7g|P2'D203DIDAYLYSYAYIVRY 1 ge6 o4 104.471 69241 P 933.97 8.50
protein G 9y10y12y13y14y16
'P67093|UG§£:;YGU”'VE'S""' stress| 3 LQTMVGHFSIDPSR 69 14 5 27.79 b7b9°h9b11°b11 1587.4 .86 2480 | 2| 794.41 5.30
'P67093|UG§£:;YGU”'VE'S""' stress| NPSITTHLLGSNASSVVR 114 18 5 24.45 y5y11°y11y12°y12 188, | 59.270 41624 | 4 61832 17.26
'P67093|UG§£:;YGU”'VE'S""' stress| g FEEHLQHEAETR 57 12 3 22.21 b6b8y3 1525.71 43.553 4117 |3 9P  11.60
'P67093|UG§£:;YGU”'VE'S""' stress| g FAADVR 50 6 1 136 ya 678.35 30.576 1928| |2 330.68 2.97
'P67093|UG§£:;YGU”'VE'S""' stress| 5 TIIMPVDVFEMELSDKAIR 3 19 8 59.54 | b3y4yoy10°y10yllyl5yl6 2207.13 100.564 47979 B 736.38 -6.64
'P67093|UG§£:;YGU”'VE'S""' stress| g MYKTIMPVDVFEMELSDK 0 19 6 40.73 b3b12y3y5y9y13 2280.0d 8964 6182 | 3| 763.70 -13.86
IP67093JUG_SALTY Universal stress| o Oxidation+M(24) | HAEFLAQQDGVIHLLHVLPGSAS 22 28 3 11.68 b8b12y7 3079.62 137.270 1352 3 1027p1 9.5
protein G MSLHR
'P67093|UG§£:;YGU”'VE'S""' stress| 1 Oxidation+M(4) TIIMPVDVFEMELSDK 3 16 3 25.47 y6yoy10 1804 60.146 3953 | 3§  628.32 11.35
'P67093|UG§£:;YGU”'VE'S""' stress| 44 Oxidation+M(4) LOTMVGHFSIDPSR 69 14 4 24.66 b12y9y1my1 1603.80 71.811 2761 | P 802.40 5.25
b2b3b4b7°b7b10°b10%b10
. b11b12°h12*b12b13*h13p
|P°A7W4|R35r—0?£r'fs\; 30S ribosomall VEMQPASEGTGIAGGAMR 93 19 31 236.1514b17ydy5y6y7yllyl2y18° 1892.95 68.563 112117 b 946.98 5.35
p y13y14y15°y15y16*y16y1f[/
y19
. b2b3b4b5b6*b6b11yLly2y3
'POA?WMRS;’E)?QHS\;?’OS ribosomal -, AYGSTNPINVVR 126 12 19 153.35| ya*ydySy6y7y8y10y12+yl| 1290.68 51.783 92714 2 e45.84 2.46
2
. b11b12*b12b15yly2y3y7
IPOA7WA4IRS5_SALTY 30S ribosomall ATIDGLENMNSPEMVAAK 138 18 18 112.19|8y9°y9*yoy10y11y12y14°) 1890.91 63.837 55082 2 945.96 6.71
protein S5
14%y14
IPOATWAIRSS_SALTY 30S ribosomall ATIDGLENMNSPEMVAAKR 138 19 15 102.44| P2 D2DADTYLYSYAYBYOYID 16 og 59.709 53668| B  683.00 -8.95
protein S5 *y10y11y12y13*y13
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal AREVPAAIQK 52 10 5 39.23 b4bBydy6y10 1082.62 29.251 5858 |2 1.82 -8.91
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal SVEEILGK 159 8 7 33.01 b1b2b5y2y6y7y8 874.48 31.779 418 2 7.7 -8.72
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall AVLEVAGVHNVLAK 112 14 10 106.99 b4b6bllb1yzly26y8y9y10y“ 1419.80 60.983 112372| B 473.94 21.84
IPOATWAIRSS_SALTY 30S ribosomall ¢ IFSFTALTVVGDGNGR 29 16 11 79.47| PSP7PL3O14YSYEYIOVIRY ) s oo 70.901 6209 827.42 -20.59
protein S5 11*yl11yl4
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomal ¢ QAGELQEK 6 8 4 36.02 b5b7y7°y7 902.44 52,154 2844 |2 45118  5a5
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, IFSFTALTVVGDGNGRVGFGYGK 29 23 3 22.04 bdyay5 2362.2 L 344637 | 4 s91.31 4.65
|P°A7W4|Rsp5r—0?£r'fs\; 30S ribosomall -, MAHIEKQAGELQEK 0 14 6 19.22 b8*h8b12y6°y6*y6 1611.80 35 17517 | 2|  806.40 1287
[POA7WA|RS5_SALTY 30S ribosomal AYGSTNPINVVRATIDGLENMNSP) N )
rotein S5 12 EMUAAK 126 30 6 255 b9*bOy6y7yllyls 3162.59 117.954 309 3 105487 10.27
[POATWA4IRS5_SALTY 308 ribosomal GVHTGSRVFMQPASEGTGIAGGA o 2 5 11 b14b16y15 A > ac8 o |3 86300 oa
protein S5 MR
'QBZWQWQFB—;A%TY UPFO267 protg VIAEIYPNQTQFYVIDFK 83 18 6 265 b2b8bob13y12y18 2188.16  8.B87 19549 | 2|  1094.58 11.05
|Q8ZM79|YQFB_SALTY UPF0267 protd b2*b2b9b10*b10b11y5*yh
el 2 MQPNDITFFQR 0 11 16 8477 | oyoyoytoviinty] 139667 69.585 12003| 2 698.84 1.31




'QBZWQWQFB—;A%TY UPF0267 protg 4 QPNDITFFQR 1 10 6 26.83 b6*b6b8y5°y5*y5 1265.6 24.026 o4 3| 42255 0.58
'QBZWQWQFB—;A%TY UPFO267 protg HAQQENMSLDELKR 69 14 4 24.66 b4*bab5y11 1698.81 63.845 p25| 2| s849.01 -5.60
b2°b2b4°b4b5b11*b11b13
IP65702|PGK_SALTY Phohoglyceratq SVNDVKEDEQILDIGDASAQQLAE| 4, 27 21 105.7 | *h13b14b25b26y1y2y3ydy 2941.51 100.133 198923) B 981.17 2.41
kinase ILK
5y7y8y10y27
|P65702|PGK—§§aLSTeY Phohoglyceratg VLPAVAMLEER 373 11 12 94.77 bzylyzy?'y‘;lyfysyey?yg P 120767 80.313 152734| P 614.34 -5.97
b2b3b4b5b7b12b13y2y3Y4
|P65702|PGK—§§aLSTeY Phohoglycerald 5 | - amidomethyi+C()  FADVACAGPLLAAELDALGK 156 20 21 1700 |y5ey5y6y8y9yl13yldylsyls 2002.05 99.008 134425 P 10015 6.95
°y1l6y20
IP65702|PGK_SALTY Phohoglyceratq VATEFSETAPATLK 258 14 19 144,16 D1D203D3ELEOTYLY2YGY ) g, 76 53.270 93420 2 732.88 033
kinase 5y6y7y9°y9y10y11y12y14
IP65702|PGK_SALTY Phohoglyceratq o | oo midomethyl+C(g LLTTCDIPVPTDVR 244 14 15 106.d§205PE"DEDTBTIV2YSYTY ) 5og g4 69.132 87822 2 800.43 1.30
kinase 8y10y11ly12yl4
[P65702]PGK_SALTY Phohoglyceratd VMVTSHLGRPTEGEYNEEFSLLP o3 2 . 20,30 | PTD2b13DITDIBYAYYVITYD oo 92,201 ga07s| b s3117 660
kinase VNYLK 9
b2°b2b13°b13*b13y2yd*yl
|P65702|PGK—§§aLSTeY Phohoglyceratg 7 TILWNGPVGVFEFPNFR 302 17 18 102.8|y5y6°y6y7*y7y11y12y13yl 1993.05 106.315 81561 P 997.03 9.49
4y17
%y
|P65702|PGK—§§aLSTeY Phohoglyceratg o ADLNVPVKEGK 19 11 11 70.79 blb5y1y2yi’15y6y7y8 Y8 1169.65 37.519 55100| P  586.33 5.95
|P65702|PGK—§§aLSTeY Phohoglyceratg ¢ ASLPTIELALK 38 11 8 65.38 y1y2y3ydy5yTy8yll 1155.69 77513 50802 | 2| 578.35 -9.61
|P65702|PGK—§§aLSTeY Phohoglyceratg 4, 'ADQL'VGGG'ATFVAAQGHSVG 206 25 7 16.24 b1b3b5y2y5y9°yo 2423.2 78.317 41741 | 3 s08M3 -7.46
|P65702|PGK—§§aLSTeY Phohoglyceratq TILWNGPVGVFEFPNFRK 302 18 5 22.69 b2ySy10y12y18 212112 96.716 38467 | 4 70771 472
|P65702|PGK—§§aLSTeY Phohoglyceratq MTDLDLAGKR 5 10 10 86.58 | b2b6b9°hoylydydySyeyr  1119.5 3w 36169 | 2| 560.29 3.82
|P65702|PGK—§§aLSTeY Phohoglyceratq 4 5 SLYEADLVDEAK 231 12 4 26.19 b1lydy5y12 1352.66 59.020 13416 2 | 676.83 -3.25
|P65702|PGK—§§aLSTeY Phohoglycerald 1, | Carbamidomethyl+C()  YAALCDVFVMDAFGTAHR 128 18 4 22.93 b9b10°b10y13 2043.92 90.389 4838] |2 102246 -11.0
|P65702|PGK—§§aLSTeY Phohoglyceratd VTSDAR 30 6 1 136 v4 648.32 65.253 11595 |1 648.32 -13.5
|P65702|PGK—§§aLSTeY Phohoglyceratq 5 AQASTHGIGK 146 10 3 33.82 yay7y8 969.50 16.572 50071 |2 48526 8.88
|P65702|PGK—§§aLSTeY Phohoglyceratq 7 DYLDGVDVAEGELVVLENVR 93 20 4 25.17 b7ydy5y7 2204.11 1181 4425 | 3| 73537 111
|P65702|PGK—§§aLSTeY Phohoglycerald ¢ ISYISTGGGAFLEFVEGK 355 18 6 26.5 b5°b5h7b8°h8y14 1874.9  97.868 1826 | 4  937.97 8.72
|P65702|PGK—§§aLSTeY Phohoglyceratq 4 EDEQILDIGDASAQQLAEILK 278 21 4 21.62 b4b7b9y13 220013  2.805 1717 | 3|  767.05 -14.97
|P65702|PGK—§§aLSTeY Phohoglyceratg TDLDLAGKR 6 9 0 2.04 988.53 43.394 15663 P 494.77 7.84
|P65702|PGK—§§aLSTeY Phohoglyceratg PAVAMLEER 375 9 2 18.82 b3b5 1015.52 80.314 7048 |2  508.26 96.7
|P65702|PGK—§§aLSTeY Phohoglyceratg DLNVPVKEGK 20 10 1 7.85 b 1098.60 37.523 7025| |2 s549.81 -10.7
b2*b2b3b4*bab6*bEb7°b}
[POAA28[THIO_SALTY Thioredoxin-1 1 LNIDQNPGTAPK 58 12 25 179.09| b9*bob10yly2ydy6y7ys*y 1267.65 39.286 144672 P 634.33 -11.07
8y9*y9y10*y10y11y12
[POAA28[THIO_SALTY Thioredoxin-1 2 MIAPILDEIADEYQGK 37 16 9 64.07 | b2y2y3ydy7ylOyl3yldylé  1805.91 93.644 1039p7 | 2 03.48 6.35




[POAA28[THIO_SALTY Thioredoxin-1 3 GIPTLLLFK 74 9 9 74.75 | b3yly2y3ydySy6y7yo|  1001.63 90.6160 788 | 2| 501.32 -10.91
3
[POAA28[THIO_SALTY Thioredoxin-1 4 MIAPILDEIADEYQGKLVAK 37 21 12 113.33 b3y5y;£;£;£5£4y15 2318.22 94.697 119517 B 773.41 -5.37
|POAA28[THIO_SALTY Thioredoxin-1 5 MSDKIIHLTDDSFDTDVK 0 19 5 14.89 b11y9°yoy12°y12 2193.06 104.404 1774 |3 73149 5.12
|POAA28[THIO_SALTY Thioredoxin-1 6 GIPTLLLFK 74 9 0 1.63 983.63 90.619 1903| [2 492.32 2.05
IP2390SIDGAL_SALTY D-galactose-| SSIPVFGVDALPEALALVK 250 19 17 172.34| PADSDED10Y2YSYAYSYEYEY g5 19 107.740 90609 P 963.56 7.16
binding periplasmic protein 10y11y13y14y15y16y19
§ : . .
IP2390SIDGAL_SALTY D-galactose 2 ALAINLVDPAAAGTVIEK 84 18 12 66.38 | PPSTOSOEY2V2YBYTYION 66 o 80.648 76496| P 88351 2.42
binding periplasmic protein 11y14y18
b2°b2b3b4b9°h9b13017°h1
'stgb?:(ﬁGAtﬁSQg;\i; D;gf‘e'ie:ftose' 3 SGAMAGTVLNDANNQAK 269 17 23 132.16 | 7y2y5y6y7y8yo*y9y10y11P 1661.80 46.980 70023 2 83140 2.57
9 perip P y11y12°y12%y12y17
IP23905IDGAL_SALTY D-galactose- | VPYVGVDKDNLSEFTQK 315 17 4 16.26 b3ylly13yl7 1938.9 am2 | 40547 | 3| 646.99 9.88
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | GONVPVVFFNKEPSR 104 15 5 29.35] b1lydy5y8°y8 1717.4 63.91| 18840 | 3| 573.30 -9.73
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | ¢ YDDNFMSVVR 34 10 3 33.82 y5y6y9 1245.56 67.038 13235 |2 62320 529
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | MDAWLSGPNANK 214 12 4 22.21 b11*b11y8y10 1303.6 50.1477 8m | 2| 652.31 5.24
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | g SAPDVQLLMNDSQNDQSK 52 18 3 15.53 bob11y5 1989.9% 62.813 325 | 2| 995.48 15.15
binding periplasmic protein
|P23905|DGAL_SALTY D-galactose- SAPDVQLLMNDSQNDQSKQNDQ |
binding periplasmic protein 9 OVLLAK 52 29 5 48.69 b5y3ydy5y6 3227.61] 78.283 41758 |3 1076.p4 7.2
IP23905IDGAL_SALTY D-galactose- |, , GQNVPVVFFNKEPSR 104 15 3 18.08 bayays 1717.8 62.01 5468 3| 573.30 -11.80
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, DGKSAPDVQLLMNDSQNDQSK 49 21 4 23.48 b3b7°b7b8 2290.0) 82D 12224 | 3| 764.03 3.09
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, AIEKDGK 45 7 5 37.37 b4b5°h5y4°y4 760.43 72.079 7482 |1 76048 10.19
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, 4 SGAMAGTVLNDANNQAKATFDL | 564 24 3 12.67 b9b12y3 2408.17 58.557 5182 |2 120459 8.2
binding periplasmic protein AK
|P23905|DGAL_SALTY D-galactose- MDAWLSGPNANKIEVVIANNDA ) |
binding periplasmic protein 14 S AMOAVEALK 214 32 4 22.1 b12*b12y11y12 3343.6( 92.186 4332 |5 669.93 3114,
IP23905IDGAL_SALTY D-galactose- | ¢ IGVTIYKYDDNFMSVVR 27 17 5 16.26 b5y8°y8*y8y11 2020.05 247 3378 | 3| 674.02 13.05
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- |, o Phosphoryl STY(11)|  AYYVGTDSKESGVIQGDLIAK 127 21 5 3%7|  boblOyllty11y12 2204.07 68.350 1747 |3 765.3 6.29
binding periplasmic protein




|P23905|DGAL_SALTY D-galactose-

2ol SALT) . 17 Oxidation+M() IEVVIANNDAMAMGAVEALK 226 20 4 14.32 boy16y10y15 2075.05 66.999 18437 692.35 -2.82
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | 4 Oxidation+M(8) | VLTLSAVMASLLFGAHAHAADTR 4 23 3 23.09 y67y9 2368.23 78.689 14101 790.08 -5.36
binding periplasmic protein
IP23905IDGAL_SALTY D-galactose- | g GQNVPVVFFNKEPSR 104 15 0 4.07 1699.9 67.866 7364 | 3 567.31 14.65
binding periplasmic protein
b2b3b5°b5*b5b6°b6*b6bT°
o b7*b7b8°b8*b8b9°h9b10
'Poizﬁoiloepgi—_;ﬁ'&p( Pri't'si'r":‘sm'c 1 LADPNKSE;Q?IE%SE IANIDD | 155 38 38 205.61| b10b11b13b26b34y1y3ydy 4001.02 83.123 265338 801.01 -10.50
gopep gp 8y11y12y16y22y25y26y2f7
y28y30y31y38*y38
[P06202|OPPA_SALTY Periplasmic | AEQQLDKDSAIVPVYYYVNAR 494 21 14 107.89 | P3P5P10DI0bLIDIZDIZNG ) )\ g 73.401 133949 814.75 -1.80
oligopeptide-binding protein y4y5y7y9y10y21
|P06202|OPPA_SALTY Periplasmic b2b3b7°b7y3y4y5y6y7y8y9 )
igopeptde-binding protein 3 WSDGTPVTAHDFVYSWQR 107 18 17 13454 0 o 1 1oy ayteats | 215197 72.655 129606 718.00 6.58
|P06202|OPPA_SALTY Periplasmic . AGWCADYNEPTSFLNTMLSDSSN I i i
igopeptde-binding protein 4 | carbamidomethyi+C(4 NTAVK 439 29 8 41.26 | y2ydyllyl5y20y23y24yP9  3294.43 90.16 121703 | 1098.82 6.52
|P06202|OPPA_SALTY Periplasmic o o o )
igopeptde-binding protein 5 LVEPEWFK 352 8 10 67.17 | y2y3ydoydy5eySye°yey7y8  1047.58 4B 112722 | 2| s524.27 10.84
IP06202|OPPA_SALTY Periplasmic | ALDDHTFEVTLSEPVPYFYK 163 20 10 52,67 |PBP7POLODIOVSYTYOVYY »a71 15 86.057 97197 791.06 0.72
oligopeptide-binding protein 20
H H -3
IP06202|OPPA_SALTY Periplasmic | SGEIDMTYNNMPIELFQK 263 18 11 52.4 | P2OSPIIY2YSYSYTYLIYIZE 541 o 86.675 85069 1065.51 6.76
oligopeptide-binding protein y12y18
o b8°b8*b8bob10b12y2*y2
IP06202|OPPA_SALTY Periplasmic | g TVINQVTYLPISSEVTDVAR 241 20 21 130.14|3y4ysy6y8°ystyByllyl2yl 2248.20 77.395 78912 1124.61 9.45
oligopeptide-binding protein I
4°y14y15y20
IP06202|OPPA_SALTY Periplasmic | g NQGDLPAYSYTPPYTDGAK 333 19 7 46.75|  b10blly3ylly13yldyl9 2057.96 59.933 76453 1029.48 7.83
oligopeptide-binding protein
IP06202|OPPA_SALTY Periplasmic |, , NLGVNVNLENQEWK 410 14 7 38.91|  b2b3bl0y8ylly12y14 1655.8  67.294 54014 | 24 828.93 5.30
oligopeptide-binding protein
|P06202|OPPA_SALTY Periplasmic " }
igopeptde-binding protein 11 NPQYWDNAK 232 9 9 57.4 | b2yly3ty3ydy6ystysyo|  1135.51 40.322| 34678 | 2| 568.26 3.98
. . *| % Oy '
IP06202|OPPA_SALTY Periplasmic |, NWVVNER 220 7 10 37.37 | PLPADADTYSYVAYVAYT) o164 46 44.284 31994 458.73 -7.93
oligopeptide-binding protein y7
|P06202|OPPA_SALTY Periplasmic .
sigopeptde-binding protein 13 HQGTFDVAR 430 9 6 45.36 b6yly3ydy8y9 1030.5( 32.952 26018 | 2 15.% 4.15
IP06202|OPPA_SALTY Periplasmic | - , LADPNTASPYASYLQYGHIANIDD | 4,5 29 8 25.91 | b2b13°b13y3ydyl0y22yp9  3091.H6 88.34f 253p8 | 1031.19 6.95
oligopeptide-binding protein IIAGK
IP06202|OPPA_SALTY Periplasmic | - VWTFHLRENAK 26 11 4 36.63 b4b5b9y3 1400.75 61.957 s60d |2 geo. 2.79

oligopeptide-binding protein




'Poizligilfeigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 16 LLAEAGFTADKEEFDLLYNTSDL 372 26 3 22.78 b5b9b10 2893.5( 88.304 3044 |3 965.47 0.1
IP06202|OPPA_SALTY Periplasmic |, ; NEEAK 366 5 1 13.19 b 590.28 64.346 2524 |1 590.28 10.8
oligopeptide-binding protein
T o
IP06202]OPPA_SALTY Periplasmic | o TVINQVTYLPISSEVTDVNRYR 241 22 11 84,75 |PSYBYISYISYISVLAYIGHL o oes o) 77.239 116211 B 856.45 2.76
oligopeptide-binding protein 7y18y19y20
'Poizligiﬁigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 19 IVLERNPQYWDNAK 227 14 3 19.22 b1lydy12 1745.8¢ 54.129) g28 | 3| 58263 1182
'Poizﬁgilr?eigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 20 FGDKWTQPANIVTNGAYK 200 18 3 24.45 yBy7y1l 2009.99 63.611| 41751 | 3| 670.67 7.41
'Poizﬁgilr?eigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 21 |carbamidomethy+C(1B) EIPNEVRVDPYLCTYYYEINNQK 284 23 8 66.69 | yay6y7y8°y8yoylly21|  2920.38 76.449 2997 3 97443 750
'Poizﬁgilr?eigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 22 NQGDLPAYSEVPFT(YTDGAKLVEP 333 27 4 17.72 b5y5y7y22 3086.49 84.700 1854 3 10290 4.8
'Poizligiﬁigi—_;ﬁ'&;g ;i't'si'r":‘sm'c 23 VKNQGDLPAYSYTPPYTDGAK 331 21 6 38.49 b6*b6y3y8ydy10 »a1 55.758 18182 | 3 76237 1.07
IP06202|OPPA_SALTY Periplasmic | LKNWVVNER 218 9 3 38.19 4y5y7 1157.63 45.406 17314 |2 579.3p  14.02
oligopeptide-binding protein yaysy
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 25 NPQYWDNAP%\CEEVTYLP'SSEV 232 29 6 25.91 b12y7*y7ylly12y15 3364.6 101.75 1642 3 20® 1.81
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 26 SELYAKAEQQLDK 488 13 4 20.57 b8y6y10%y10 1522.74 68.864 738 | 2| 761.88 -10.66
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 27 KNLGVNVNLENQEWK 409 15 4 41.39 yay6y8y13 1784.92 80.338| o082 | 3| 59565 -4.58
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 28 DSA'VPVYYYV;\'QELVKPWVGGY 501 26 4 15.73 b8b13y5y8 2915.53 84.502) 1944 |4 72043 9.8
'Poizligiﬁit'?(ﬁ—_;ﬁ'&;g ;i't'si'r":‘sm'c 29 TFLDTRHQGTFDVAR 424 15 4 18.08 b5ydy7°y7 1763.8 111700 1739 | 2| 88245 2.01
b2*b2b3b4b5*b5beb7*h7p
|P52616|FLJB_SALTY Phase 2 flageli AQ'LQQAGTS\S/thANQVPQNVL 479 27 26 182.68| 11°b11b12b13b17b18y1y2 2860.61 105.253 g7276| B 954.21 2.90
y3y4y5y6y9y10y12y13y2f
o *| 0 *|
[PS2616[FLIB_SALTY Phase 2 flagelif NANDG'S'AQTTEGALNE'NNNLQ 66 25 8 12.37 | P66 beb)llgsb” b1y H670.34 86.747 45033 | P 1335.67 11.25
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ AQVINTNSLSLLRGLNK 1 19 8 22.67 | b2*b2b7°b7b8yly15y1 2085.14 75.112 &7d 2| 1043.08 6.44
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ SQSALGTAIER 20 11 9 36.63| b2*b2blOylyeyey7yoylll 1132.50 2.781 41795 | 2| 566.80 -6.79
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ AYANNGTTLDVSBDAAIK 189 20 10 62.79 bsbebmbyléﬁz b12b15Y2 »009.00 78.617 19669 | B 670.34 7.96
= 5
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ ELAVQSANSTgiQSDLDS'QAE'T 93 26 10 21.g5 [P206°06 bg;; b13y6y10y »805.36 70.929 16642| B 935.79 2.87
|P52616|FLJB_SALTY Phase 2 fIageIIi|\ YFVTIGGFTGADKA 234 15 4 29.35 b7b8b11y6 1517.74 73.847 4042 2 75948 2.0




|P52616|FLJB_SALTY Phase 2 fIageIIi|1 8 AQPELAEAAAK 403 11 3 24.23 b3b8y10 1098.56 87.872 403d |2 8@0.| -1356
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 9 NALIAGGVDATDABAELVK 299 20 7 27.9 | b3bl4°b14bl6yl5+y15y18  1898.9p 93871 2616 | 3| 633.67 3.34
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 10 QINSQTLGLDSIOHK 161 16 5 17.1 b4°ba*hab12y8 1757.93 30.253 1562 |3  586.65 4.44
. AYANNGTTLDVSGLDDAAIKAAT ] i
|P52616|FLJB_SALTY Phase 2 fIageII||1 11 COTNGTASYTGRAVK 189 38 3 10.86 b3y13y18 3500.74 107.573 23528 | 4 878.20 1195
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 12 TIEGGYALKAGDK 328 13 5 32.21 b4b5°bsb7y7 1322.6 38.249 19403 | 3 44167 4-6.7
s 5
P52616|FLJB_SALTY Phase 2 flageli 13 TEVVTIDGKTYISK 381 15 10 36.97 | PEPLODLOYSYSNYSYBYLIE ) o g3 70.955 11168 2 813.42 -4.05
yll*y11
P52616|FLJB_SALTY Phase 2 flageli 14 AATGGTNGTASVTGGAVKEDAD | 50 25 3 35.16 y1ly12y13 2324.13 97.229 9923 |2  1162.f7 7.04
NNK
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 15 QINSQTLGLDSIQKAYDVK 161 21 5 29.94 b6*b6b12b13b15 2334.22 89.799 612 | 3778.74 -4.29
P52616|FLJB_SALTY Phase 2 flageli 16 SDLGAVQNRFNSAITNLGNTUNN| 28 8 53.63 | b3b4°bay3ylOyllyl2yls  2975.47 93.728 5795 | 309249 -7.88
LSEAR
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 17 LNEIDRVSGQTBVK 119 17 3 16.26 b3b1ly4 1905.01] 60.124 4324 |3  635.47 13.78
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 18 TYNASKAAGHDFK 390 13 3 20.57 b8b12y3 1409.67 60.891 3903 |2  705.34 6.3P
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 19 TTMPAGATTKTEELK 271 17 4 22.84 b3b7y3y9 1805.93 43.647 3371 |3  602.45 1-0.8
P52616|FLJB_SALTY Phase 2 flageli 20 TTSYTAADGTTKTAANQLGGVD | 557 24 4 16.8 b3b12y5y13 2328.11 61.901 245 2 116459 14.499
GK
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 21 AYDVKDTAVTTK 177 12 5 37.16 b7bob11°b11y7 1311.68 67.875 483 | 2| 656.34 -0.09
|P52616|FLJB_SALTY Phase 2 fIageIIi|1 22 AQPELAEAAAKERPLQK 403 19 6 20.62|  b10°b10b14y7y13°y1 2010.46 108.449 6741 | 3| 670.69 413
P52616|FLJB_SALTY Phase 2 flageli 23 VRELAVQSANSTNSQSDLDSIQAR o) 28 4 17.69 b5b11*b11b14 3060.53 114.47 1559 | 4 765.89 0.0p
ITQR
. b2b3b6*b6b8°b8bI°bYy2
'POAlZZlSKP—SAS% ¥ Chaperone prOt‘J'n TGVSNTLENEFK 39 12 20 137.15|3y4°yaryaysyey7ystyeyld  1338.66 58.485 141170 P 669.83 1.09
y12
. b1b2b3b4b8b12b15yly2Ty
'POAlZZlSKP—SAS% ¥ Chaperone protgin IAIVNMGNLFQQVAQK 23 16 19 126.52 | 2y3yay6*y6y7ylly12y13y 1773.97 89.882 127820 b 887.49 131
16
. b2b6b9*b9b10*b10b11b12
IPOALZ2ISKP_SALTY Chaperone protgin VANDQSIDLVVDANTVAYNSSDV |5 32 17 71.76 | °b12*b12b15b18yly2y24l 3392.72 89.893 73222 B 1131.58 4.61
skp KDITADVLK
25y32
'POAlZZlSKP—SAS% ¥ Chaperone pm“Tn AQAFEKDR 97 8 7 33.01 b2*h2b3y2y5y6y8 964.48 18.587 3541p | 2 82.34 7.85
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n KVANDQS'DLV\\;EANTVAYNSSD 125 25 4 12.37 b5b14°b14y15 2665.3 92.524 13047 | 2 133317 921
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n 'A'VNMGNLFS,\?;:AIS KTGVSNTL 23 28 5 20.44 b8b11y5y8y12 3093.5 102.84 11402 | 4 77415  e0-8.
'POAlZZlSKP—SAS% ¥ Chaperone pmtei'n MQRLQSMK 67 8 3 33.01 b6y4y5 1021.52) 65.170 6685 |2 51127 93.2
'POAlZZlSKP—SAS% Y Chaperone protgin AAELQKMETDLQSK 53 14 3 27.79 b4b6b11 1591.74 66.134 3184 |3 31.87 9.51
e TR Ty
I033921|AGP_SALTY Glucose-1 TPIGGQLVFQR 335 11 13 70.79|P1P102D2DEDEDEYSYAY 5,5 g 62.065 123689 P 608.34 -7.33
phohatase 8y9y10y11l
1 b2b5y2y3y5y6y7y8y9°y9yiL
|o33921|Ac‘5);>5§£:¥ Glucose-1 MGTMDPTFNPVITDDSAAFR 141 20 18 137.89 1y12y13*y13yl4y15*y15y 2186.01 78.715 98733| £ 109351 7.71
20
'O33921|Ai55§£:¥ Glucose-1- IEYVYQSAR 358 9 12 90.95 b2b3b6b7%%1y5y6y7 YV 112856 43.415 62058 2 564.79 335




|o33921|Ac‘5):5§£:¥ Glucose-1- 4 QQAVQAMEK 161 9 9 67.58 | b2*b2y3ydysyy7yoryd  1032.51 2701 | 57239 | 2| 516.76 -8.16
b4b7°b7b8bob16y2*y2y3
I033921|AGP_SALTY Glucose-1 5  |carbamidomethyirc(pf WEVAQGLIPSGECPAPDTVYAY | o7 29 22 155.08| 4y5y6y7+y7yoy10y11+y1] 3205.58 93.910 42614 B 1069.2( 4.11
phohatase ANSLQR
y12y13y20y29
|o33921|Ac‘5):5§£:¥ Glucose-1- 6 NGYQDSLFTSPTVAR 266 15 7 43.79]  blaylyayoyloyllyls 1685.8  63.689 37623 | 4 828.41 0.29
I033921|AGP_SALTY Glucose-1- 7 VGNSLVDAFTLQYYEGFPMDQVAl 54 31 5 138 b8b10*b10y5y16 3486.68 104.50 35095 | 3 1162|090 10.43
phohatase WGGIHTDR
b2b3b7b9°b9b14*b14b1qb
|033921|AGP_SALTY Glucose-1- APLANNGSVLAQSTPNAWPAWD > . ]
hohatase 8 VPGGOLTTK 43 31 18 60.93 |18y2y3y8 Zi%llOyB vi3yl 3161.62 83.717 30400| B 1054.59 6.41
|033921|AGP_SALTY Glucose-1- b2b3°b3b10b12*b12y1y8 !
hohatase 9 DTFSANYQQEPGVQGPLK 208 18 15 64.62 11 oo iany1ay1aytoytd 197897 57.319 29258| P 989.99 7.96
'O33921|Ai55§£:¥ Glucose-1- 10 | carbamidomethyl+C(1 3TVATAQFF'TGA£ PGCDIPVHHQE 14 25 3 12.37 b13y7y12 2771.32 79.210 27141 | 4 69339 -13.6
'O33921|Ai55§£:¥ Glucose-1- 11 |carbamidomethyk+C(1h) LLEQITHYQDSPSCKEK 182 17 5 29.43  blOblly7yl0yl7 2075.99 48.592 14908 |3 692.6f -6.70
'O33921|Ai55§£:¥ Glucose-1- 12 | carbamidomethyi+C(d) HQCSLIDAK 199 9 6 30.41 b2*b2b54Zy 1071.52 32.930 9836 | P  536.26 -2.73
b4b10*b10b12*b12b1dyd°
|033921|AGP_SALTY Glucose-1- VTVLVGHDSNIASLLTALDFKPYQ ; I )
hohatase 13 CHDOVER 304 31 16 91.74 | y4 y4y5y6y77y10y15y16y] 3542.77 96.021 196078| b 709.36 17.02
'O33921|Ai55§€3:¥ Glucose-1- 14 SQLHLDESYK 172 10 4 26.83 b8y3y6°y6 1219.5 41.102) 14596 | 2 0.81 -1.50
'O33921|Ai55§£:¥ Glucose-1- 15 GGVLEVYMGHYTR 74 13 4 34.34 b11b12y8y10 1481.6 57.263 6@0 | 2| 74135 -19.94
-1 - % |
I033921|AGP_SALTY Glucose-1 16 LKNGYQDSLFTSPTVAR 264 17 12 122,64 P9"PIPLODLIDI2YAYSYBYT 506 o5 59.423 83484 B 632.99 -13.06
phohatase y8y12y15
-1- i . O *y
|033921|AGP_SALTY Glucose-1 L; |CarbamidomethyC(2):GCPVDANGFCPLDKFDNVMNTA| o 04 o 30,31 [PAYYIOVIAVIAYLAY20MR 00y o 26,688 12| b ssior 139
phohatase Carbamidomethyl+C(10) AK 2°y22
[033921]AGP_SALTY Glucose-1- HNLRAPLANNGSVLAQSTPNAWP ]
hohatase 18 AWDVPGGOLTTK 39 35 3 22.99 b12b13b22 3681.8 78.255 68850 | 4 92132 7.3
[033921]AGP_SALTY Glucose-1- " MGTMDPTFNPVITDDSAAFRQQA | - " o o6 06 |P30SDI3YBYAYEYEY2LY2dy o 61,052 w2296 b 100713 B
phohatase VQAMEK 25
'O33921|A(‘5)i5§:t:¥ Glucose-1- 20 NAEALTLKSPAQR 370 13 4 49.03 yAy5yBy7 1398.77 42.082 38810 | 2699.89 2.79
'O33921|A(‘5)i5§:t:¥ Glucose-1- 21 QQAVQAMEKAR 161 11 4 24.23 b7b10°b10y8 1259.6 64.397 155772 | 630.33 6.11
'O33921|A(‘5)i5§:t:¥ Glucose-1- 22 Oxidation+M(8) GGVLEVYMGHYTR 74 13 4 20.57 b5°b5b12y12 497.71 96.965 1722 | 2 749.36 -3.67
I033921|AGP_SALTY Glucose-1- 23 QQAVQAMEK 161 9 0 1.63 1015.48 27.004 1713| |2 508.24 -4.69
phohatase
% | % | -
[PO0924|ENO1_YEAST Enolase 1 NVNDVIAPAFVK 67 12 17 126.97 |P2D2D3*b3DADEDTY2Y3YD ) 0p 79 66.650 97116 | P 643.86 3.23
y6y7y8y10*y10y12*y12
[PO0924|[ENOL_YEAST Enolase 1 VNQIGTLSESIK 346 12 7 49.56 b2b8y5y8y9y10y12 1288.71L 55.00| 95583 | 2| 644.86 3.88
[PO0924|ENOL_YEAST Enolase 1 SIVPSGASTGVHEALEMR 32 18] 16 125,37 | P2DO’DODI2bIZY2Y3YSVRY o) o 61.998 71620 B 614.31 -9.68
9y10y11°y11y14y15y16
%y
|PO0924|ENOL_YEAST Enolase 1 TAGIQIVADDLTVTNPK 312 17 10 66.39 bsb”bli‘l’?ﬁfo YIOVLL 1765 95 72.882 57129| P  878.48 3.06
|PO0924|ENO1_YEAST Enolase 1 IEEELGDNAVFAGENFHHGD 154 21 7 36.11 | b7b8b10b12*b12y8yl 2328.04 81.34% 6710 | 4 7382| -3.88
[PO0924|[ENOL_YEAST Enolase 1 IGSEVYHNLK 185 10 5 40.99 b5°b5b6y3y7 1159.59 55564 265 2 80.80 14.21
|PO0924|ENOL_YEAST Enolase 1 AADALLLK 338 8 7 9355 b3b6y3ydy5y6y7 814.49 54.378 7131 |2 0745 16.11




[PO0924|ENOL_YEAST Enolase 1 8 IATAIEK 330 7 5 53.57 V3ydy5y6°y6 74543 29.004 27993 |2 3m2| 2088
|PO0924|ENOL_YEAST Enolase 1 9 NVPLYK 126 6 3 26.79 b3*bay4 733.42 37.600 1903 |1 733.4p 785
|PO0924|ENOL_YEAST Enolase 1 10 YGASAGNAVLGD[iﬁ/%i\”/(APN'QTAEE 201 33 4 11.04 b7b16°b16y3 3257.6 101.619 994 3 1086[56  7617.
[PO0924[ENOL_YEAST Enolase 1 11 YDLDFK 258 6 5 56.18 b4b5y3y5°y5 800.39 99.847 903§ |1 80030 486
|PO0924|ENOL_YEAST Enolase 1 12 HLADLSK 132 7 3 37.37 bdy3y4 783.43 30.340 3619] |1 783.4B 3.1
|PO0924|ENOL_YEAST Enolase 1 13 SGETEDTFIADLVVGLR 375 7 1 3 16.26 b8b1dyla 1821.90 87.581 3404 |2 o911db 10.9
|PO0924|ENOL_YEAST Enolase 1 14 WLTGPQLADLYHSLMK 272 16 3 25.47 b3bsb9 1872.99 91.637 3389 |2 937.0p 10.04
|PO0924|ENOL_YEAST Enolase 1 15 WMGK 56 2 1 12.78 V3 521.26 24.780 1946| |1 521.2¢ 2.11
|PO0924|ENOL_YEAST Enolase 1 16 AAQDSFAAGWGVMVSHR 358 7 1 3 23.66 b3b11b15 1789.84 95.450 1784 |2 89542 35
|PO0924|ENOL_YEAST Enolase 1 17 SKWLTGPQLADLYHSLMK 270] 18 2 1553 b3y6°y6yd 2088.11 84.733 330410 |3 696.7L 7 48
|PO0924|ENOL_YEAST Enolase 1 18 WMGKGVLHAVK 56 11 3 24.23 b5b7y3 1225.70 20.775 2865 |3 4@9.2] 1155
|PO0924|ENO1_YEAST Enolase 1 19 IEEELGDNAVFAGENFHHGDH 415 22 5 40.32 b3b4b5y7y12 2441.13 64.592 1688 3 81438  70-L
AAQDSFAAGWGVMVSHRSGETH
|PO0924|ENOL_YEAST Enolase 1 20 OTEIADLVVGLR 358 34 3 22.28 b8boy31 3592.77 99.784 14936 | 4  898.95 5.9
[PO0924|[ENOL_YEAST Enolase 1 21 DQKAVDDFLISLDGTANK 85 81 6 29.06 b5°b5*h5b10y5y6 1950.00) 74.325 5491 |3 650.47 7.84
|PO0924|ENOL_YEAST Enolase 1 22 VYARSVYDSR 5 10 2 28.59 b6°b6b7y3 1215.63 26.324 2024 |2 o834 1295
|PO0924|ENO1_YEAST Enolase 1 23 Phosphoryl STY(12) TAGADDLTVTNPKR 312 18 7 48.08 | b5*b5b10b12b13yllylp  190@. | 93.812 2286 | 3  664.67 -4.60
[PO0924|[ENOL_YEAST Enolase 1 24 Oxidation+M(17 SIVASGGVHEALEMR 32 18 3 1553 b7yllyl5 1856.91 54.554 1528 | 3 9.64 6.38
|P00924|ENOL_YEAST Enolase 1 25 PSGASTGVHEALEMR 35 15 3.48 b8b13 1541.74 61.986 2132| |2 771.3] 2.53
|P00924|ENOL_YEAST Enolase 1 26 ADDLTVTNPK 319 10 0 4.88 1073.54 72.923 1647| |2 537.2] 11.3]
. b2*b2b3*b3babby2y3°y3
'POA?KOlRLilrgzﬁLHlSOS ribosomal AQLQEIAQTK 103 10 19 126.15| y3ydysy6y7ry7y8*y8yoyl| 1129.61 39.770 78024 2 565.31 8.32
0
'POA?KOlRLilrgzﬁLHlSOS ribosomal -, AADMTGADIEAMTR 113 14 5 27.79 y2ydy7ydyld 1452.65 58.177| 3w4 | 2| 726.83 2.44
'POA?KOlRLilrgzﬁLHlSOS ribosomal 5 TPPAAVLLK 72 9 4 38.19 y5y7y8y9 909.57 55.003 41494 |2 45520  11.67
'POA?KOlRLilrgzﬁLHlSOS ribosomal -, GLPIPVVITVYADR 51 14 5 19.22 bdyly5y10y14 1512.84 91.250| 8623 | 2| 756.94 0.16
IPOA7KOIRLLL_SALTY 50S ribosomall AQLQEIAQTKAADMTGADIEAMT 103 24 5 23.36 boy5y6°y6y9 2563.27 75.877 3844 |3  855.10 8.8
protein L11 R
'POA?KOlRLilrgzﬁLHlSOS ribosomal SGSGKPNKDK 87 10 3 33.82 b6b8b9 1017.5% 33.953 1998 | 2 500.p6 14.10
IPOA7KOIRLLL_SALTY 50S ribosomall PAAVLLK 74 7 0 1.63 711.48 54.959 1837 | L 711.48 9.09
protein L11
IPOA2CSIRBSB_SALTY D-ribose-binding ILLINPTDSDAVGNAVK 84 17 16 142,37 | P203bADSYSY7YBYOYLOYLL ) 759 o5 71.264 1100100 p  870.48 -0.28
periplasmic protein y12*y12y13*y13y14y17
— . .
IPOA2CS|RBSB_SALTY D-ribose-binding LAATIAQLPDQIGAK 253 15 12 gg.g |P20ADAYSYAYBYTYBYOYSY 150 g7 66.932 52652 2 755.44 1.94
periplasmic protein 10y15
IPOA2CS|RBSB_SALTY D-ribose-binding VIELQGIAGTSAAR 150 14 11 112.83| P1OSYAYSYBYTYOYIOVIIYL 4 5ar 24 59.734 40088 | P 693.39 1.94
periplasmic protein 2yla
[POA2C5|RBSB_SALTY D-ribose-bindirlg GLNVMQNLLTAHPDVQAVFAQN ]
boripaamic protein 4 DEMALGALR 193 31 6 22.91 b1ly4yeySyl1ly3l 3336.71 102.67p 3554 3 o112 7.02
IPOA2CS|RBSB_SALTY D-ribose-binding ADVMVVGFDGTPDGEK 231 16 6 42.53 b5°h5y7y10y11y12 1636.78  64.281 20066 | 2|  818.89 14.69
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ FNVLASQPADFDR 178 13 7 54.4 b3b7*b7y3y6y9y10 1479.7p 089 | 11355 | 2| 740.37 0.91
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding 7 GDVVSHIASDNVLGGK 119 16 4 24.17 b13b15ydy15 1567.82 7230| 9805 | 2| 784.41 5.45
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ¢ DTIALVISTLNNPFFVSLKDGAQK 26 28 8 2527 | b2°b2ylysysrysyloy28  3034.51 114.497 220 | 4 945 -13.03
periplasmic protein EADK
IPOA2CS|RBSB_SALTY D-ribose-binding o IPVITLDR 107 8 3 33.01 b3y5y6 926.55 62.487 50821 |2  463.7B 346
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ELANVQDLTVR 70 11 11 8954 |P3°D3D4°DADELEDELIOYE™ ) org o7 58.486 14501 | P 629.34 835
periplasmic protein y6y8




IPOA2CS|RBSB_SALTY D-ribose-binding LVIK 201 4 1 12.78 v3 472.35 57.004 10197 |t 472.34 -7.69
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding MANQAK 101 6 1 136 b5 662.34 54.220 5613| |1 662.34 15.02
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding , 5 GEGFQQAVAAHK 166 12 9 50.44 | b3°h3bSb7b8°h8*h8y4y9  1242.41 35.295 3527 | 2| 62181 -6.68
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding , , GTKILLINPTDSDAVGNAVK 81 20 7 23.74 | yo*yoy10*y10y12°y2912| 2026.10 58.464 17728| B 676.04 -10.54
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ;5 FNVLASQPADFDRTK 178 15 4 31.72 b11b12y7y10 1708.8%4 60.80| 14451 | 3| 570.29 -13.64
periplasmic protein
IPOA2CS|RBSB_SALTY D-ribose-binding ;¢ ADVMVVGFDGTPDGEKAVK 231 19 13 75.21 |P37P3D5DE’DELIDIZDIADT ) o) oy 60.887 9071 645.65 -9.08
periplasmic protein 4y3y12y13°y13
IPOA2CS|RBSB_SALTY D-ribose-binding 7 Phosphoryl STY(9) ILLINPTDSDAVGNAVK 84 17 3 16.26 bohyB 1819.90 91.140 4102 | B 607.30 7.04
periplasmic protein
|Q8ZKQLILSRB_SALTY Autoinducer 2 b2*b2b3*b3b4*h4ab5+h5y4 )
binding protein 1B 1 NNLAIVGFSTPNVMRPYVQR 237 20 16 88111000 tovtayisyteyirysh 227618 78.232 124280 B 759.40 5.26
IQ8ZKQLILSRB_SALTY Autoinducer 2| AYPDLDAIAPDANALPAAAQAAE 200 25 13 a7 a7 | P207bE°DBDID10YOYIZYIE 57 659 121205l b os517 L6
binding protein IsrB NLKR y19y20y23y28
i % | X
IQ8ZKQLILSRB_SALTY Autoinducer 21 4 ISQEHPGWENTTQFGYNDATK 177 22 14 9g.02| POPOPLLDISTDISYAVSYSY 0 g 73.234 80802 B  841.07 1.07
binding protein IsrB 6y7y8y9*y9y22
IQ8ZKQLILSRB_SALTY Autoinducer 2y, VAFFYSSPTVTDQNQWVK 154 18 11 79.g6| POPEDIDI2YBYBYLIYIZW )47 o5 77.964 60179 2 1059.03 7.38
binding protein IsrB 3yl4y18
'QSZKQlltigiﬁaifo";; @Lr‘éo'”ducer 21 5 |carbamidomethy+C(1}) ILTWDSDTKPECR 111 13 10 62.57  uihyyayey7ysyoy1d  1620.75 50.912 50771 |3 s40.9p -10.0p
. b1b2b4b6b12b16yly3y4|5
IQ8ZKQLILSRB_SALTY Autoinducer 2y LVGVGFFTSGGNGAQEAGK 35 19 19 96.36*y5y7°y7ry7yl1y12°y12y]  1795.92 89.885 50644 B 599.31 12.23
binding protein IsrB 7y19
IQ8ZKQLILSRB_SALTY Autoinducer 2y ISVYVANALLK 273 11 8 65.38 b2y2y3y5y6y7y8yLl 1190.71 7491 | 57807 | 2| 595.86 5.74
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21 ¢ SLQTAEGIIK 199 10 5 33.82 y2ydyeyTy10 1059.64 51.762 4889 2530.30 -6.80
binding protein IsrB
IQ8ZKQIILSRB_SALTY Autoinducer 21 ¢ NMPMNVGDSLDIPGIGK 284 17 12 44.94| P20BP12DISDIZY2YIIYIL ) 4y o7 79.768 43550 | P 879.44 5.56
binding protein IsrB *y14y15*y15y17
IQ8ZKQLILSRB_SALTY Autoinducer 21, VTVSPNSEQGYHYEAK 301 16 14 121.1¢PBY2YAYAYSYTYBVBYOVID g o) 37.215 43272 B 603.61 -14.51
binding protein IsrB y12y14y15y16
IQ8ZKQLILSRB_SALTY Autoinducer 21 GTVKEFGLWDVVQQGK 257 16 8 28.25|  b7°b7ydtydy7ry7yBylé 9392 76.507 36753 597.64 -13.97
binding protein IsrB
N 0| %y
IQ8ZKQ1ILSRB_SALTY Autoinducer 21, EFGLWDVVQQGK 261 12 11 63.42 | P3PADSDSDIOYIY2YSYEY 4 5 79 82.740 27758 2 703.36 113
binding protein IsrB 4y12
IQ8ZKQLILSRB_SALTY Autoinducer 21, 5 VIFNKDNIDK 327 10 5 28.59 b1b9y7y8y10 1205.67 77.867 4071 |2 0384 11.85
binding protein IsrB
IQ8ZKQ1ILSRB_SALTY Autoinducer 21, , GNGIVLLPER 317 10 4 51.78 y3y4y5y6 1067.61 62.097 26008 | 2 .3B4 -9.95
binding protein IsrB
IQ8ZKQIILSRB_SALTY Autoinducer 21 ¢ AYPDLDAIIAPDANALPAAAQAAE 209 27 4 27.08 b3b11b12b14 2707.38 65.482 345 903.113 -3.97
binding protein IsrB NLK
IQ8ZKQLILSRB_SALTY Autoinducer 21, o AKISQEHPGWENVTTQFGYNDAT| 445 24 4 12.67 b7b12°b12y7 2720.3 69.469 1230 3 907.45 5-1.3
binding protein IsrB K
IQ8ZKQLILSRB_SALTY Autoinducer 21 AKVAFFYSSPTVTDQNQWVK 152 20 3 21.11 y8y10y12 2316.1 ) 10333 | 2| 1158.59 7.06
binding protein IsrB
'Q8ZKQ1|E§’1§£§?)/:OL;; @Lr‘éo'”ducer 21 18 |carbamidomethyl+C(1p) ILTWDSDTKPECRSYYINQGTP 111 23 3 13.01 b11y3y6 2772.34 111.202 3573 |3 924.7 4.67
IQ8ZKQLILSRB_SALTY Autoinducer 21 g Oxidation+M(5) QLGSMLVEMAAHQVDK 134 16 5 44.35 b5b11y8y10 1772.87 115.296 5317| P 886.94 1.93
binding protein IsrB
IQ8ZKQLILSRB_SALTY Autoinducer 21, Oxidation+M(9) QLGSMLVEMAAHQVDKEK 134 18 4 22.93 b4*baly6 2030.01 67.741 2212 | B 677.34 1.80
binding protein IsrB
IQ8ZKQIILSRB_SALTY Autoinducer 21, AYPDLDAI 209 8 0 9.36 877.43 87.614 1678 f  877.43 -3.62
binding protein IsrB




IPOA9YQICC_SALTY Cold shock-like | GFGFITPADGSK 15 12 19 187,51 203b4b5bELBDI0YSYSYA ) ¢ oo 65.005 260022 P 598.80 -8.98
protein cC y5y6°y6y7°y7y8y9y10y12
IPOA9YQICC_SALTY Cold shock-like | GFGFITPADGSKDVFVHFSAIQGN 5 27 8 38.99 | b2b3baydysyl0y21y2]  2843.3B 87.38 64881 | 4 .6011| -10.99
protein cC GFK
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | 4 DVFVHFSAIQGNGFK 27 15 5 18.08 b6y4*ydyllyl5 1665.8¢ 5476 | 4995 | 3| 555.05 6.08
'POAQYQlCC‘—)rSO?;K (fo'd shoclelie | TLAEGQNVEFEIQDGQK 42 17 4 16.26 b4b10*b10y9 1905.98 5616| 1730 | 2| 953.47 3.97
'POAQYQlCC‘—)rSO?;Kgo'd shoclelie | g WFNESKGFGFITPADGSK 9 18 5 32.63 b3b5b6ydy7 1987.96 7321 5097 | 2| 994.48 0.74
|Q8ZQTS|TOLB_SALTY Protein tolB 1 VSDYDGYNQFVVHR 183 14 4 27.79 y2ydy7y9 1698.77 54.642 110864 |3  566.98 -10.0
b4°bab5°b5*b5y2y117y11l
|Q8ZQTS|TOLB_SALTY Protein tolB 2 SNNTEPTW;ES\S/%LAFTSDQAC 287 29 16 69.21 |12y14°y14y20y21y22y24y2 3285.56 77.886 93508| B 1095.84 4.38
9
- 3
8ZQTS|TOLB_SALTY Protein tolB 3 IEITQGVDSARPIGVVPFK 24 19 13 56.41 | P2DE"DBDODLLDIIYIY2YE 0 1y 70.907 65015| B  676.04 -13.25
y14y15y16y19
8ZQTS|TOLB_SALTY Protein tolB 4 WAGPGAAPEDIGGIVAADR 43 20 13 90.64 | PAPBD7DIIDIADLAY2YAYS ) o o 85.637 48742 P 96850 0.95
y6y13y14y20
|Q8ZQTS|TOLB_SALTY Protein tolB 5 LPATDGQVK 413 9 5 54.39 y5yByTy8y9 928.51 28.635 47968 |2 364 2.70
% | %y
8ZQTS|TOLB_SALTY Protein tolB 6 MNINGGAAQR 316 10 12 88.34 | P2D2D3DAYLYSYEYTYTVE ) 131 49 28.728 44319 p 51625 1112
y9y10
|Q8ZQTS|TOLB_SALTY Protein tolB 7 SPQPLMSPAWSPDGSK 197 16 4 38.79 y3y5y9y13 1684.81 63.324 4406 2 s4291 6.45
0, %y
8ZQTS|TOLB_SALTY Protein tolB 8 IAYWWQTNGGQFPYELR % 17 10 60.g |Y2YSYSYEYOYLLYIZYI2VL g6 oy 73.725 40056 | p  978.01 6.87
313
|Q8ZQTS|TOLB_SALTY Protein tolB 9 SALVIQTLANGAVR 223 14 9 73.95 | b3bay2ysy7ysyoyloyl4d  1412.83 71.265 38150 |2 70691 -2.07
|Q8ZQTS|TOLB_SALTY Protein tolB 10 TGSLNLYVMDLASGQIR & 17 3 16.26 b12y3y9 1837.95 89.572 15471 |2  910.48 -0.3
|Q8ZQTS|TOLB_SALTY Protein tolB 11 LAFALSK 257 7 4 50.56 bdy3y5y6 749.44 57.093 10239 |2 3752 751
|Q8ZQTS|TOLB_SALTY Protein tolB 12 HNGAPAFSPDGTK 244 13 3 20.57 bSy4y6 1298.61 67.898 g109| |2 649.8] 0.94
|Q8ZQTS|TOLB_SALTY Protein tolB 13 QITDGR 281 6 1 13.6 3 689.35 82.298 3456 |1 689.36 13.2
8ZQTS|TOLB_SALTY Protein tolB 14 HNGAPAFSPDGTKLAFAK 244 20 9 88.58 | b3b4bSbeb7bobllblay3  2029.04 67.0715 32738 | 677.02 -6.08
y
8ZQTS|TOLB_SALTY Protein tolB 15 SPQPLMSPAWSPDGSKLAYVTFES o7 26 5 27.39 b12y5y6y15y23 2808.3] 81.271 31533 | 3 936.80 04 3.
GR
|Q8ZQTS|TOLB_SALTY Protein tolB 16 VSDYDGYNVSSFI\D/\D/EE?QPLMSP/ 183 30 3 11.36 b3y3y8 3364.54 70.466 441d |4 84189 7.9
|Q8ZQTS|TOLB_SALTY Protein tolB 17 QVASFPRHNGAPAFSPDR 237 20 5 35.96 b12y6°y6y7y8 2084.01 88.706 1963 |2 104251 7.97-
b1*b1b2b3b4bs°b8b12b]3
|P66932|TIG_SALTY Trigger factor 1 NVALEEQAVEAVLAK 399 15 19 134.57 | bl4yly2y3ydy5ylly12ylB 1583.86 80.286 54600 | P 792.43 -1.62
y15
|P66932|TIG_SALTY Trigger factor 2 ANDIDVPSALIDSEID\RR 296 20 10 63.46 b2b3b4b5bzglgbl4yly“y 2211.16 90.613 43228 B 737.72 1.77
|P66932|TIG_SALTY Trigger factor 3 GLIEEMASAYEDPKEVFE SK 368 22 7 37.61 b2b6b7y5y6y8y22 2548.18 81.89] 27561 | 3 0.085 -14.75
|P66932|TIG_SALTY Trigger factor 4 ELPELTEEFIKR 243 12 5 22.21 b7°b7ydy10y12 1503.79 71797 9086 | 3| 501.93 -13.47
|P66932|TIG_SALTY Trigger factor 5 FGVEDGSVAGLR 255 12 8 47.04|  b2b3bobllyly7yoyl?  1206.61  0BB. 14753 | 2|  603.81 -4.35
|P66932|TIG_SALTY Trigger factor 6 INPAGAPNYVPGEYK 83 51 7 4825 | boblobl2y3ys*ysyl0|  1589.7¢ 62.040 13160 | 2 79540 5.22-




» rigger factor . 5y . . 4 .52
P66932|TIG_SALTY Trigger f 7 VTIDFTGSVDGEEFEGGK 163 18 5 22.93 b2°b2b9y5y6 1886.817 53.288 969 4 47247 25
o *| 0| *|
» rigger factor . . . p . .
P66932|TIG_SALTY Trigger f 8 ANDIDVPSALIDSEID\R 296 19 11 40.21 | P44 312312?225 bISYE  »055.07 94.681 9392 1028.04 6.18
5 rigger factor ) y : . . 2.
P66932|TIG_SALTY Trigger f 9 ATSFNELMNQQA 420 12 3| 2619 b8boy11 1353.61 50.686 4725| |3 4518 2.34
5 rigger factor . y2y5y6y . .845 . .
P66932|TIG_SALTY Trigger f 10 ELFEEQAK 334 8 7 50.97 b2b5b7y2y5y6y8 993.50 63.845 4718 | 2 7.28 14.74
5 rigger factor . y .53 . 5 . -5.
P66932|TIG_SALTY Trigger f 11 NKELMDNMR 390 9 6 30.41 b1b3°b3*b3b4y7 1150.53 36.214 4689 | 2575.77 5.84
[P66932[TIG_SALTY Trigger factor 12 MQVSVETTQGLGR 0 13 3| 2057 b7b10y6 1405.71 59.304 3030 |2 703.3 2.26
[P66932[TIG_SALTY Trigger factor 13 MIPGFEDGVK 193 10 4 40.02 b3b4b6y7 1092.51 59.150 9539 | 2 mw6.| -10.11
|P66932|TIG_SALTY Trigger factor 14 ATDFVLAMGQGR 181 12 9 82.17 | b4b5°b5bg°h8ydyby8yll  1265.82 57.453 2758 | 2| 63331 -9.26
|P66932|TIG_SALTY Trigger factor 15 VTITIAADSIETAVK 14 15 4 24.1 b11°b11b12y9 1531.83 76.552 2669 |2  766.42 -20.2
of 1
|P66932|TIG_SALTY Trigger factor 16 VT'DFTGSVESEEZ? GKATDFVL 143 30 8 26.26 | P10P13 b132’4y8 Y8YI2YL 3133 48 79.501 16004 | B 1045.14 -1.01
|P66932|TIG_SALTY Trigger factor 17 AGEEFTIDVTFPEEYBALKGK | 206 23 4 34.85 b9b10b11°b11 2624.27 62.59( 11636 | 3 .4@5 8.56
|P66932|TIG_SALTY Trigger factor 18 EKINPAGAPNYVPGEYK 81 17 3 16.26 b11b1dyll 1846.93 76.365 11088 |3 616.31 -6.0
|P66932|TIG_SALTY Trigger factor 19 RFGVEDGSVAGLR 254 31 3 35.04 b6b7b8 1362.69 49.859 6043 |3 454.9p -13.0
|P66932|TIG_SALTY Trigger factor 20 Phosphoryl STY(6 ELPELTEEFIKR 243 12 4 36.07| b4bloy7 H3PO4y7yB  1583.16  394. 4769 | 2| 792.39 1.39
|P66932|TIG_SALTY Trigger factor 21 Oxidation+M() GIEEIASAYEDPKEVIEFYSK 368 22 5 20.79 b3b6b10°h10y11 2564.22  2.158 4328 | 2| 128261 4.28
|P66932|TIG_SALTY Trigger factor 22 Oxidation+M(1) MG@VETTQGLGR 0 13 4 39.2 b4b5b6y8 14217 73.814 1849 | 2 71136 .000
[POALE3|CYSK_SALTY Cysteine synthdse b2b4°b4b5°h5h8b11b1541 |
A 1 YLSTALFADLFTEKELQQ 305 18 18 10557 g o e by oyry yeyizyth 211710 102.319 86257| P 1059.04 8.30
|P0A1E3|CYSK_SAALTY Cysteine synthse GVLKPGVELVEPTRSGNTGIALAYV = 25 : 2678 vy TyiTy28 753,59 o152 “o10b |3 o1sd1 13
|P°A1E3|CYSK—SAALTY Cysteine synthase 5 IQGIGAGFIPGNLDLK 226 16 9 41.18| b2*h2b3bdy2y3y7yl0yl6 1601 83.530 74085 | 2  806.96 0.23
|P°A1E3|CYSK—SAALTY Cysteine synthase YLLLQQFSNPANPEIHEK 137 18 11 49.88 b2b3b5by172y ;izsbls bI3Y3 5141.00 74.374 63620 B  714.37 -5.02
IPOALESICYSK_SALTY Cysteine synthase o LTLTMPETMSIER 87 13 12 5g.41 |P2'P2013°DIYLY6YBYOYS o5y 27 74.339 58557 2 761.39 2.41
A y10y12y13
|P°A1E3|CYSK—SAALTY Cysteine synthgse ¢ NIVVILPSSGER 293 12 9 77.4 | b2b3babsyeyydyloyl2  1283.12  .66% 30816 | 2| 64236 -7.61
|P°A1E3|CYSK—SAALTY Cysteine synthgse ALGANLVLTEGAK 105 13 5 29.82 b2y5y7ylly13 1256.72) 61.850| 3822 | 2| 62886 0.49
|P°A1E3|CYSK—SAALTY Cysteine synthgse o IYEDNSLTIGHTPLVR 3 16 3 171 b8y7yl4 1827.93 62.295 46536 | 3 609.98 -13.89
|P°A1E3|CYSK—SAALTY Cysteine synthgse o IGNGR 22 5 2 26.38 bay4 516.28 37.506 43796 |1 516.28 143
|P°A1E3|CYSK—SAALTY Cysteine synthase AEEIVASDPQK 126 11 3 24.23 b5b7y8 1186.67 64.268 4272 |2 =p3§ 19.44
|P°A1E3|CYSK—SAALTY Cysteine synthase | VVGITNEEAISTAR 246 14 7 50.55|  b9bllydy7yl2yl3°yl 148.| 53.200 1837 | 4 73039 4.77
|P°A1E3|CYSK—SAALTY Cysteine synthgse IGANMIWDAEK 44 11 3 35.99 b5beb7 1247.62 59.313 1704 |2 62430 6.46
|P0A1E3|CYSK_SAALTY Cysteine synthdse TDLITVAVEi'Il;DGSPP}_\{/éAQALAGEEI 105 a1 . a6 b6b11y10y14 106,74 106351 5oh |4 79003 ba




|P°A1E3|CYSK—SAALTY Cysteine synthase , , LIDKVVGITNEEAISTAR 242 18 5 47.23 yay5y10y12y13 1929.071  60.326 66283 | 2|  965.04 3.29
|P°A1E3|CYSK—SAALTY Cysteine synthgse GKTDL'TVQ\E/E(FI;TGDPSHPQ/ AQALAG | 193 33 5 21.85 b14y5y11y20y22 3381.79 79.641 64305 | 4  846.00 10.61
|P°A1E3|CYSK—SAALTY Cysteine synthase , o AEE'VASDPQ;LLE%QQFSNPANP 126 29 7 43.61 b3b4b5°b5y7yoy11 3308.66 77.261 31887 | 4 827 -7.31
|P°A1E3|CYSK—SAALTY Cysteine synthgse , RLMEEEGILAGISSGAAVAAALK 260 23 4 19.41 b7b9b12°b12 2280 90.528 6953 | 4  753.07 -11.36
[POALE3ICYSK_SALTY Cysteine synthdse - LMEEEGILAGISSGAAVARALKLQ [ oo I 5 113 bBb10y11 320268 126.38) 238 | 3 1008k2 o4
A EDESFTNK
|P°A1E3|CYSK—SAALTY Cysteine synthase , o Phosphoryl STY(L1) TDL'TVAVEiL%SPPJéAQALAGEE' 195 31 3 11.23 boysy22 3276.70 128.618 3174p |3 1092)00 9.1
|P°A1E3|CYSK—SAALTY Cysteine synthgse Phosphoryl STY(8) NIVVILPSSGER 293 12 26.1p b10y323y 1363.68 70.514 1636 | P 682.34 -9.31
|P°A1E3|CYSK—SAALTY Cysteine synthgse LTMPETMSIER 89 11 1 7.42 ba 1307.64 74.336 1044 3 43655 6.91
b2b3b4°bab7bllyly2y3y4
IPOALDS|CHEO_SALTY 60 kDa 1 GYLSPYFINKPETGAVELESPFILL 47 29 21 136.22| y5y6y7yoyl1ly13y10y22yp 3239.71 95.619 138769| H#  810.68 3.17
chaperonin ADKK
5y26y29
IPOAIDS|CHEO_SALTY 60 kDa 2 EMLPVLEAVAK 231 11 12 86.99 [P2'P203YLY2y3y4ySY6YTYE 1 gq g6 80.236 110698 P 600.33 6.72
chaperonin yll
b2b3*b3b4°b4*b4b5b6b 1[4
IPOALDS|CHEO_SALTY 60 kDa 3 ANDAAGDGTTTATVLAQSITEGL 80 25 20 158.44 | b15*b15y3ydy5yey7y8ydy 2418.22 92.160 93635| B  806.75 -4.85
chaperonin K
10y25
*| *|
IPOAIDSICHEO_SALTY 60 kDa 4 |carbamidomethyrc(agyAtQYAASVAGLMITTECMVIDL | 5y 25 18 139.5|P4p5"DSbEOT*LT7L8OODIMD o0, o, 124.224 69495 B 890.78 0.91
chaperonin PK 13y2y3y4y5y6y8y11°y11|
IPOALDS|CHB0_SALTY 60 kDa 5 VVINKDTTTIIDGVGEEAAIQGR 322 23 18 114 55 |P1D13014Y2YBYAYSYEYTYT ) 5qq o7 67.953 66061 B  800.43 122
chaperonin y8*y8y9°y9y13°y13y17y23
|P0A1D3I%E§§&§QIL]TY 60 kDa 6 GVNVLADAVK 18 10 7 54.79 b2y3y4y6y8*y8y10 985.55 56.732 5@ | 2| 49328 -13.87
|P0A1D3I%E§§&§QIL]TY 60 kDa 7 AVAAAVEELK 122 10 7 57.98 b2b3y5y6y7y8y10 1000.56 48.035| 223 | 2| 500.78 -7.02
|P0A1D3I%E§§&§QIL]TY 60 kDa 8 QQIEEATSDYDREK 350 14 7 38.91 b6°beb8y5y7y8yL4 171175 298 41651 | 3| 57126 -14.98
|P0A1D3I%E§§&§QIL]TY 60 kDa 9 | carbamidomethyl+C(8 QIVLNCGEEPSVVANTVK 452 18 46.60 9M3ySyl3yldylsyls|  1957.02 62.420 39284 |2 979.01 5.04
|P0A1D3I%E§§&§QIL]TY 60 kDa 10 VEDALHATR 395 9 6 67.58 y3ydydy6yTy8 1011.51 26.880 30063 | 2 506.26 -9.29
|P0A1D3I%E§§&§QIL]TY 60 kDa 11 | carbamidomethyl+C(g) ALSVPCSDSK 132 10 40.02 b3°bByBy8y10 1063.50 36.061 20475 [ 532.25 5.97
|P0A1D3I%E§§&§QIL]TY 60 kDa 12 SFGAPTITK 42 9 8 53.14 b2b3yly2y3y5y7y9 921.49 45.654 289342 | 461.25 -13.25
IPOALDS|CHEO_SALTY 60 kDa 13 AVAAGMNPMDLK 105 12 12 112,81 [P2D4PBYSYSYTYBYOYLOVIL® 1514 g9 59.133 26351| P 609.30 -3.01
chaperonin yllyl2
o *
IPOALDS|CHB0_SALTY 60 kDa 14 AIAQVGTISANSDETVGK 142 18 9 52,67 [YYOYIOYIOVILYISYISYL 264 o9 49.183 25075 2 880.96 4.85
chaperonin 4y18
IPOALDS|CHEO_SALTY 60 kDa 15 GGDGNYGYNAATEEYGNMIDMG | 74 28 6 49.97 y3ydySy10y11y28 2966.31 88.462 12791 | 2 14836 11.77
chaperonin ILDPTK
|P0A1D3I%E§§&§QIL]TY 60 kDa 16 GQNEDQNVGIK 430 11 7 24.23|  b2*b2boy3y9ryoyll 1201.5 2m82| 9916 | 2| 60129 -0.91
IPOALDSICHEO_SALTY 60 kDa 17 GYLSPYFINKPETGAVELESPFILL 47 28 7 25.44 b2b4b12y2y3ydy24 3111.65 102.20 3478 | 3 8837 565
chaperonin ADK
|P0A1D3I%E§§&§QIL]TY 60 kDa 18 AMEAPLR 445 7 8 40.38 |  blb2b6°b6y2ydy6°y6 787.41 37.55( 32651 | 787.41 -10.23
|P0A1D3|<C3;ifr?£grL]TY 60 kDa 19 EGV'TVEDGT?:LD%DELDWEGMQ 171 26 7 27.96| b8°b8bl2bldy3ylOyl?  2851.37 104.73 3230 | 3 1.195 12.50




'POAlel(gE:F?&igtTY 60 kDa 20 DTTTIIDGVGEEAAIQGR 327 18 5 15.53 b5b12°h12y12°y12 1815 87.685 2272 | 4 923.45 1111
IPOALDSICHE0_SALTY 60 kDa 21 LAGGVAVIK 371 9 3 30.41 bdy7y8 827.52 45.742 54740 |2 414.2 7.78
chaperonin
'POAlel(gE:F?&igtTY 60 kDa 22 ATLEDLGQAK 311 10 3 26.83 b6boya 1045.55 44.917 12104 |2 5832  -479
'POAlel(gE:F?&igtTY 60 kDa 23 FENMGAQMVK 65 10 4 26.83 b3bBy7*y7 1154.54 36.365 1902 |3 s@s. 4.23
IPOALDS|CHEO_SALTY 60 kDa 24 FGNDAR 7 6 1 136 va 679.32 77.189 1824| |1 679.31 0.18
chaperonin
IPOALDSICHEO_SALTY 60 kDa 25 IADLKGQNEDQNVGIK 425 16 15 153,69 D3PIPLODLLYSYAYOYTYBY ;) gg 40.712 82822 B  581.30 -13.81
chaperonin y11*y11y14y15*y15
'POAlel(gE:F?&igrL]TY 60 kDa 26  |Carbamidomethy+C(1F) AVAAAVEELKALSVPCSDSK 122 20 6 38 b5b8y4y6y10y18 2045.04 72.413 40366 |3 68235 -7.34
b3b4b6b8b10*b10b13y546
[POALD3|CH60_SALTY 60 kDa AMLQDIATLTGGTVISEEIGMELE A |
chaperonin 27 KATLEDLGQAK 286 35 18 118.53 y7y10y16;gzy02;;21y24y25y_ 3675.89 122.015 32389 B 12259 4.91
[POALD3|CHG0_SALTY 60 kDa GGDGNYGYNAATEEYGNMIDMG
Shaperonin 28  OPTKVTR 470 31 3 17.09 y6y16y25 3322.53 86.679 3105f |3 110818 8.0
" 3
IPOALDS|CHE0_SALTY 60 kDa 29 | carbamidomethyi+c(1pf\MEAPLRQIVLNCGEEPSVVANT |- o 25 10 50.1g | P3PALTOIDLBYAYAYSYIZ e 41 74.392 25422 B 909.14 2.96
chaperonin VK y12
%y
IPOALDS|CHEO_SALTY 60 kDa 30 AVAAGMNPMDLKR 105 13 10 95.55 | PEOILYSYAYBYT'YTYOY101 ) 075 74 51.497 13509| P2 687.35 -0.44
chaperonin y10
'POAlel(gE:F?&igrL]TY 60 kDa 31 LIAEAMDKVGK 160 11 4 24.23 b3y7y9°y9 1174.64 46.703 1208 |2 87m3 -5.00
[POALD3|CHG0_SALTY 60 kDa ANDAAGDGTTTATVLAQSITEGL
Shaperonin 32 AVAAGMNPMDLK 80 37 4 21.34 b7y6y8y9 3616.83 131.557 7184 |3  1206.p8 4.14
IPOALDSICHEO_SALTY 60 kDa 33 EVASKANDAAGDGTTTATVLAQS | g 30 3 11.36 b10b13y3 2932.49 87.543 6289 |3  978.17 6.99
chaperonin IITEGLK
IPOALDS|CHEO_SALTY 60 kDa 34 | carbamidomethyl+c(@) S VP CSDSKAIAQVGTISANSDE| 5, 28 3 11.68 b1ly7y13 2805.38 59.542 1779 |3 93540 5.05
chaperonin TVGK
'POAlel(gE:F?&igrL]TY 60 kDa 35 Phosphoryl STY(6) SFGAPTITKDGVSVAR 42 16 24.17 babilZy1 4 1685.83 74.391 1651 P 843.42 8.40
[POALD3|CHBO_SALTY 60 kDa g6 |Carbamidomethyh+C(LBFALQYAASVAGLMITTECMVTDL | oo - 5 1237 b8b11y0 268636 107,014 172 4 o7oda 1500
chaperonin ;Oxidation+M(13) PK
IPOALDS|CHE0_SALTY 60 kDa 37 DALHATR 397 7 0 1.63 783.42 26.832 65006 [z 392.21 8.88
chaperonin
IPOALDS|CHEO_SALTY 60 kDa 38 EDALHATR 396 8 2 8.8 b6°b6 912.44 26.877 2582 |2 4s6.7p 12,78
chaperonin
'POAlel(gE:F?&igrL]TY 60 kDa 39 | carbamidomethyl+C(4) SVPCSDSK 134 8 2.08 879.3 36.043 2127 | 1| 879.38 -3.19
IPOALDS|CHEO_SALTY 60 kDa 40 EMLPVLEAVAK 231 11 0 2.44 1181.65 80.245 5192| [z 591.33 -3.51
chaperonin
IPOALDSICHEO_SALTY 60 kDa il QQIEEATSDYDREK 350 14 0 3.66 1694.75 34.280 1843 |3 56599 742
chaperonin
IPE63L3IRLE_SALTY 508 ribosomal| APVVVPAGVDVK 6 12 13 127.76 |P203DAPSYSYSYBYTEYTYBYD ) 15 oo 54.028 60701| P  575.84 -6.47
protein L6 y10y12
|P66313|RL?)?§I/::;1T:6505 ribosomal |, DGYADGWAQAGTAR 55 14 4 19.22 b3y6yllyld 1438.64 50.763 260 | 2| 710.82 5.35
|P66313|RL?)?§I/::;1T:6505 ribosomal | 5 TLNDAVEVK 35 9 10 54.39 | b2°b2yly3°y3yey7°y7y8y0  988.52 394 43927 | 2| 49476 12.90
|P66313|RL?)?§I/::;1T:6505 ribosomal |, INGQVITIK 18 9 4 30.41 b3y7y8y9 985.59 49.155 4205 |2 4933p 9.29
|P66313|RL?)?§I/::;1T:6505 ribosomal | o LQLVGVGYR 86 9 7 38.19 b2*b2y2ydySy7y9 1004.58) 60.245 322182 | 502.79 -8.32
|P66313|RL?)?§I/::;1T:6505 ribosomal | HADNALTFGPR 44 11 8 47.6 | b3°b305ydyoryoyloyll  1198.5 #59 | 20014 | 2| 590.80 3.97




IPE63L3IRLE_SALTY 50S ribosomal| HADNALTFGPRDGYADGWAQAG| 25 3 35.16 b10b11b12 2618.14 56.554 241 3 87340 -10.4
protein L6 TAR
|P66313|RL%?§I/::;1T:6505 ribosomal | ¢ ALLNSMVIGVTEGFTK 69 16 6 44.83 b7b15y6y8y12y13 1679.9 349 48182 | 2|  840.45 3.34
IP66313IRL6_SALTY 50S ribosomal| g RPEPYK 152 6 1 136 y4 789.43 39.121 5586 |2  395.2p 9.97
protein L6
|P66313|RL%?§I/::;1T:6505 ribosomal |, NGELTRTLNDAVEVK 29 15 3 24.1 b5y7y8 1658.85 38.187 4364 |3 5382 1258
|P66313|RL%?§I/::;1T:6505 ribosomal | Phosphoryl STY(L4) HADNALTFGP?ESYADGWAQAG 44 25 4 12.37 b7b12y11°y11 2698.1 84.944 2842 | 4  675.30 4.9
____ .
IQ8ZP20[TREA_SALTY Periplasmic 1 VAAAAQAHLLQPGGLATTSVK 428 21 13 78.66 |P2DSDADSOIDLIDITOITYS ) oy 58.463 85590 | B 668.71 -7.00
trehalase y8y10y19y21
- b2°b2b3°b3b4°b4b5°bEbg?
'QSZPZOlTR?;EEQ‘iY Periplasmic 2 TTTIAPVDLNALLYQLEK 335 18 19 85.88 |b8ylydy4°yd*ydySy13yldy 2003.12 103.706 56158| P 1002.01 9.38
18
____ .
'QSZPZOlTR?;EEQ‘iY Periplasmic 3 WMDNPQQLSTIR 323 12 9 54.33 b2b11y2y8)f;y10 VIOV 48873 63.130 48527 | b 744.87 033
IQ8ZP20[TREA_SALTY Periplasmic | TFADAIPNSDPLMILADYR 68 19 13 73.05 |P5DODEY2YBYAYAYEYED 5155 o7 101.541 48029| P 1062.0/ 9.77
trehalase y10y13y19
'QSZPZOlTR?;EEQ‘iY Periplasmic 5 FLTNVQHTYDR 486 11 5 24.23 b4b7°b7y2y9 1393.67 44.100 105613 |  465.23 -8.06
'QSZPZOlTR?;EEQ‘iY Periplasmic 6 WDSLLPLPESYVVPGGR 142 17 5 29.83 b4bSydy12y17 188499  5m. 7532 | 2|  943.00 3.11
'QSZPZOlTR?;EEQ‘iY Periplasmic 7 AIEMHLWNNK 380 10 6 26.83 b7b9y2*y2y6y10 1255.62 43.522 39| 2| 62831 3.89
'QSZPZOlTR?;EEQ‘iY Periplasmic 8 SAAASGWDFSSR 311 12 3 32.42) yey8yLl 124157 54.624 32545 | 2 1.8 12.88
. . % | O] % | o *|
IQ8ZP20[TREA_SALTY Periplasmic 9 SNPNRPATEIYR 296 12 8 29.47| PE7DBLITDDIDILTDIL )15 7 51.497 11196 | 2 709.37 14.03
trehalase 11
'QSZPZOlTR?;EEQ‘iY periplasmic | VADMVANFGYEIDAWGHIPNGNR| 183 23 5 20.05 b8b11b13*b13y12 | 2546.19 81.289 4315 849.40 1.63
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyi+C(6};MLDLICPQEKPCDSVPSTRPASLS i
rornse 1 | CabamidomethyirCLE) ATPTR 534 29 3 17.46 yayl2yla 3199.59 64.544 338 3 1067.p0 3.34
'QSZPZOlTR?;EEQ‘iY Periplasmic |, LEDGSVLAR 266 9 4 45.36 b4b5b7y3 1002.51 24.006 235 2 50176 -14.19
'QSZPZOlTR?;EEQ‘iY Periplasmic |, 5 DTPRPESWVEDIATAK 280 16 7 55.98 b4b5b10y5y9y11y12 1024.| 111.491 2283 | 4  907.96 12.71
'QSZPZOlTR?;EEQ‘iY Periplasmic |, , SQPPFFAFMVELLAQHEGDDALK| 212 23 3 34.85 b7b8b9 250021  .co® 2253 | 4| 64831 20.45
'QSZPZOlTR?;EEQ‘iY periplasmic | g NVEKWDSLLPLPESYVVPGGR 138 21 9 61.86 b9b11y4y5ygy1° YIOVIINL o565 04 88.061 58083 B 785.75 3.21
|Q8ZP20|TREA_SALTY Periplasmic Carbamidomethyi+C(6};MLDLICPQEKPCDSVPSTRPASLS b3b4b5b10*b10b26y10°1L )
rornse 16 | CarbamidomethyirC(LE) ATPTKTPSAATO 534 36 10 39.13 oy1313 3855.88 64.463 50030 | 4  964.73 2.98
'QBZPZOlTRi/;EEQ‘iY Periplasmic |, DLRSAAASGWDFSSR 308 15 3 18.08 b7bldy4 1625.79 62.26p 1844 3| 542.60 12.01
|Q8ZP20[TREA_SALTY Periplasmic LVEKNDVSSTGTGGGGGEYPLQL . ]
rornse 18 SROWTNGVTLK 500 34 4 22.91 y1lyl2*y12y14 3440.71 111.099 335 4 86093  .6413
'QBZPZOlTRi/;EEQ‘iY Periplasmic | 4 Phosphoryl STY(L1) SNPNRPATEIYRDLR 296 15 5 43.61 b&FBOHL0 1881.88 60.881 3897 [3  627.96 4.86
'QSZPZOlTR?;EEQ‘iY Periplasmic | 5, Oxidation+M(9) | SQPPFFAFMVELLAQHEGDDALK 212 23 4 34.84 61b6b7b8 2606.27 136.191 12608 |3 869.43 3.00
'QSZPZOlTR?;EEQ‘iY Periplasmic | 5, Oxidation+M(4) | VADMVANFGYEIDAWGHIPNGNR 183 23 3 13.01 11b19y4 2562.19 73.373 10406 |3 854.74 3.81
1 % |
IP65882IPURA_SALTY Adenylosuccingle ;| oo midomethyl+C(7)  LLLSEACPLILDYHVALDNAR 97 21 10 gy | P2PIOD20"D20Y3YOYILYIR g 55 91.688 26201 B 799.42 -4.99
synthetase y19y21
|P65882|PURi;iﬁ}:{;g"e”ybsucc'”j'e 2 IVDLLTER 19 8 4 36.02 b2b3b7y6 958.54 62.515 12031 |2 47977 408




4 b2b4b5b6b7b8°b8b10b23y
|P65882|PURi}iﬁgzssde”ybs”cc'”fe 3 VLDDTMAVA'IDD"(‘QTA??MVVDVSDLL 186 27 21 176.28|2y3y4y5y6y7y8°y8yoy10yl 2905.46 138.207 9784 | B 969.16 1.09
1y27
|P65882|PURi}iﬁgésde”ybsucc'”j'e 4 EVTTTPLAADDWK 354 13 5 20.57 b7b1lydy12y13 1446.6 80.35§ 5708 | 3| 482.90 11.39
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 5 |carbamidomethyl+C(11) AVQLNSLSGFCLTK 318 14 4 19.2p BLYFy10 1537.79 74.464 4594 | P 769.40 7.46
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 6 EVMEYHNFQLVNYYK 163 15 3 18.08 b5y9y11 1976.90 62.216 2123 4| 494.08 -8.64
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 7 TETMILRDPFDA 420 12 3 32.42 b3b5bs 1408.67 80.819 193¢ |3 230.| 459
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 8 | carbamidomethyl+C(2 LCVAYR 343 6 2 29.8 y3y5 781.44 3p59| 21950 | 1| 781.40 0.00
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 9 MGNNVVVLGTQWGDEGK 0 17 3 24.91 y8yoyl4 1803.83 76.795 1882| 3| 601.95 -20.84
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 10 ENVTSIGNGVVLSPSALMK 62 20 3 14.32 b4b15y14 2029.01 w58 3320 | 3| 677.03 -14.50
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 11 AEAVDYQK 178 8 3 33.01 b4b5y7 923.44 32.944 1973| |2 462.28 73.3
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 12 ENVTSIGNGVVLSPSALMKEMK 62 23 4 20.05 b3b14b17y10 2428. 97.904 9081 | 4 1209.13 757
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 13 MGNNVVVLGTQWGDEGKGK 0 19 3 22.67 b5b6y3 1988.93 43.601 381 | 4| 498.00 -4.23
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 14 AIGTTGRGIGPAYEDK 125 16 11 g1 | b4y3y6i’;1y§ Y8YOYOVl 160582 69.546 5424 535.94 -3.65
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 15 EVTTTPL@Q%@Q’?ES/VE; WETMP | 554 33 3 11.04 b5y6y12 3641.76 93.214 2791 |3 121459 5.5
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 16 | carbamidomethyi+C(2) LCVAYRMPDGR 343 11 4 27.24 b3b4g6° 1337.63 89.844 1957 | P 669.32 -14.14
|P65882|PURi}iﬁgzssde”ybsucc'”j'e 17 Oxidation+M() ENVTS”GNGVL\I/ELDSRPSALMKEMKE 62 28 3 11.68 b9b11y10 3075.59 95.312 6704 |3 102587 5.4
|P65882|PURi}iﬁgésde”ybsucc'”dte 18 Oxidation+M(15) VLDDTMAVA'IDD"(‘QTA??MVVDVSDLL 186 27 4 22.73 b7b9°b9b10 2921.44 122.47 3210 | 3 97ah8 -3.1
. b2b3b4b5b6b8b14y2y3y4y
|P66593|RSEFOSIQETSY63OS ribosomal| AHYVLMNVEAPQEVIDELETTFR 56 23 20 150.28| 5°y5y6y7°y7y8ydy11y13yR 2704.34 110.352 125372] B 902.12 271
3

|P66593|RSEFOSIQETSY63OS ribosomal| YSAAITGAEGK 24 11 6 47.42 y2y5y6y7yoyll 1067.53 34.172 7024| 2| 534.27 7.32

|P66593|RSEFOSIQETSY63OS ribosomal| FNDAVIR 79 7 8 63.75 b5yly3ydy5y6*y6y7 834.44 42.774 55809 | 2 417.72 -10.61

|P66593|RSEFOSIQETSY63OS ribosomal| HAVTEASPMVK 93 11 3 35.99 yBy7y8 1169.59 31.203 33244 |2 5853 647

|P66593|RSEFOSIQETSY63OS ribosomal| ¢ LEDWGR 38 6 1 136 ya 775.37 39.086 6543| |2 388.19 -6.14

|P66593|RSEFOSIQETSY63OS ribosomal| AHYVLMNVEN’?DPE;;'DELETTFRF 56 30 8 43.38 | b3bsbobl0°b10ydy12yl5s  3510.75 115.409 46826 | 480.69 -1.80

|P66593|RSEF§QETSY63OS ribosomal| RHYEIVFMVHPDQSEQVPGMIER 1 23 4 17.42 b7b9y10y12 2797.35  6.3%6 3064 | 4|  700.09 -3.58

1l g

|P66593|RSEF§QETSY63OS ribosomal| g HYE'VFMV:;TDSEEE&/ PGMIERYS 33 9 34.58 | b3babs°b8y3°y3ysyl2yle  3689.7B 119.578 3143 | 538.7B 1.19

|P66593|RSEF§QETSY63OS ribosomall g YSAAITGAEGKIHR 24 14 4 44.66 b7b8b11b12 1473.80 136.398 622 | 2| 737.40 12.42

|P66593|RSEF§QETSY63OS ribosomal| Oxidation+M(9) HAVTEASPMVK 93 11 3 24.23 b4b7y5 1185.6]  3.681 4547 | 2| 593.31 12.87

. b2b3°b3ba°bay2*y2y3ysyp
|P67091|UF—Srgt"‘aiTnYFU”"’ersa' stress| TILVPIDISDSELTQR 3 16 24 149.75|*y6y7°y7y8°y8yo*yoy10yll 1799.98 82.210 130626 P 900.49 4.00
p 2°y12*y12y13y14y16




|P67091|UF—psrgt";iTnYFU”“’ersa' stress| 5 | carbamidomethyi+C(4 HAECSVLVVR 134 10 9 47.81  b2b3°hayey8°y8y10| 1169.60 42.199 45781 |2 585.3( -6.05
[P67091|UF_SALTY Universal stress IDDAKVHFLTVIPSLPYYASLGLA ]
rotein F 3 VAL PAMDDLK 29 36 3 16.56 y5Y7y9 3936.98 112.761] 2459 |4  985.00 13.08
|P67091|UF—psrgt";iTnYFU”“’ersa' stress| 4 MNRTILVPIDISDSELTQR 0 19 3 22.67 b5y7y8 2201.15 69.548 837| 2| 110108 3.44
|P67091|UF—psrgt";iTnYFU”“’ersa' stess| 5 | carbamidomethy+C(2 ECSVLVVR 136 8 1 8.24) b5 961.51 48.15| 4249 | 2| 48126 0.25
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 1 LOKENIDFVYYGGYYPEMGQMLR| 211 23 8 423 | boblayeysyoyliwm | 2814.34 85.037 47562 B 938.78 3.04
- _ o X | *| o]
[POAIWSILIVK_SALTY Leucine-eciic 5 QGNANIVFFDGITAGEKDFSALIA| . . 5303 | P2DEDED7D7DIADIAYIE 104468 ai6a] b sesa 120
binding protein R y25
—— _ .
IPOALWBILIVK_SALTY Leucine-ecific 3 TAGLDSSQGPTAAK 139 14 12 100.17°3"P305YSY6YBYOYOYIOML 55 oy 29.582 46534 P 652.32 5.62
binding protein 1y12y14
IPOALWBILIVK_SALTY Leucine-ecific- | -, QQYGEGLAR 170 9 8 45.36|  b7boy5y6°yBYy7Y9*YO 1021.5 33741 6028 | 2| 511285 -10.34
binding protein
[POAIWSILIVK_SALTY Leucine-ecific-| . TQFMGPEGVGNASLSNIAGGAAE a1 11 1630 | P2D3DIDITY2YAYBYBYIE 92,683 s3211| b 101280 s 63
binding protein GMLVTMPK 3y31
[POALWB|LIVK_SALTY Leucine-ecific- . VNDGIQYVIGHLCSSSTQPASDIY o
binding proten 6 |carbamidomethy+C(14) EDEGILMISPGATNPELTOR 87 45 6 2154 |  bg°bSylleyllyl2yld|  4889.4) 97.324 1132 3 @30 839
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 7 GFEFGVFQWHADGSSTVAK 350 19 6 29.3 b4b8b12y8y12%y12 2@m®.| 83.667 2403 | 4 103550 5.78
IPOALTWBILIVK_SALTY Leucine-ecific- | ¢ YILETVKPQR 153 10 4 54.79 y3yay6y7 1246.69 46.001 63814 |3 .26 2017
binding protein
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 9 ENIDFVYYGGYYPEMGQMLR 214 20 4 19.68 b4boyoy11 2445.14 1788 2732 | 3| 815.72 20.77
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 10 DPSGPYVWITYAAVQSLATAMTR| 293 23 4 28.73 b9b11b16b17 2428 | 133.863 2719 | 4 833.44 21.40
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 11 IAIHDKQQYGEGLAR 163 16 6 68.85 yBy7y8yOy10y12 1811.9 7.801 124370 | 34 604.66 11.79
IPOAIWBILIVK_SALTY Leucine-ecific- |, , DINAKGGIK 54 9 5 38.19 b5*b5b6°b6b7 915.53 26.342 28074 |2 238 1.27
binding protein
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 13 TAGLDSSQGPTAAKYILETVKPQR 139 24 3 22.96 b8b12b13 25R.3  86.498 16825 | 4  844.45 5.79
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 14 GYQYIMRTAGLDSSQGPTAAK 132 21 5 24.63 b5b12b13y14°y14 1807 100.162 7770 | 2 1108.04 -4.74
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 15 LQKENIDFVYYGGYYPEMGQMLR| 211 23 3 13.01 b11yoy12 281431  90.023 6945 | 3|  938.79 14.66
IPOALWBILIVK_SALTY Leucine-ecific- | o RYDQDPANK 273 9 3 30.41 b3bSy4 1106.52 16.144 3979 |2 55376 533
binding protein
IPOALWBILIVK_SALTY Leucine-ecific- | -, 7 GDLKGFEFGVFQWHADGSSTVAl 56 23 6 23.73|  b9b13°h13*h13b14y9) 2483.1B 92.16 198 2 0943 865
binding protein K
[POALWGILIVK_SALTY Leucine-ecific- TQFMGPEGVGNASLSNIAGGAAE
binding proten 18 Phosphoryl STY(15) OMLUTMPK 242 31 5 18.7 b7b12b14y8y16 3115.44 136.45} 252 2 155823 44 7.
'POAlWB'L':)/i':a;gA';;;eLiﬁ“C'”e'ec'f'c' 19 Oxidation+M() | LOKENIDFVYYGGYYPEMGQMLR 211 23 3 13.01 ib13y11 2830.35 69.447 3046| |3 944.17 11.30
IPOATWBILIVK_SALTY Leucine-ecific- | =, QQVYGEGLAR 170 9 0 1.63 1003.49 33.781 2748 |2 502.25 0.36
binding protein
IQ9ZFEOIGLTLSALTY Glutamate/aartate VVGYSQDYSNAIVEAVKK 61 18 16 g2.58 | PO2DTOI2YLY2y4YSTYSVE - o 63.818 169158 B 657.34 -11.03
periplasmic-binding protein Oy12°y12y14y16y17y18
IQ9ZFEOIGLTI_SALTY Glutamate/aartaje AVAFMMDDALLAGER 198 15 14 96.42 |PLPSOSY2'V2YSY3YAYSYTY 5 74 84.578 133620 P 805.39 4.17
periplasmic-binding protein 10y11y12y15
IQ9ZFEOIGLTL SALTY Glutamate/aartate ESSVPFSYYDNQQK 47 14 12 83.97| P2047DADLLY4YBYTYBYOYL 6 76 56.276 130319 p  846.38 2.16
periplasmic-binding protein 0*y10y14




IQ9ZFEOIGLTLSALTY Glutamate/ aarie 4 VVGYSQDYSNAIVEAVK 61 17 14 111.19 | P203DBD14DI6Y3YAYSYLRy 101 o4 68.362 117323 b 921.47 4.44
periplasmic-binding protein 12y13*y13y15y17

IQ9ZFEOIGLTLSALTY Glutamate/aartate NGVIVVGHR 38 9 3 38.19 y3y5y6 950.54 33.183 62811 |2 47571 483
periplasmic-binding protein

%

IQ9ZFEOIGLTI_SALTY Glutamate/aartae ¢ | o midomethyl+C(18)  IPLLONGTFDFECGSTTNNLER 98 22 10| o1 |PSPIOYAYGYBYLOVILYIZY ,0rq o) 81.906 31976 1263.61 10.34
periplasmic-binding protein 12y22

IQ9ZFEOIGLTLSALTY Glutamate/aartate LIPITSQNR 89 9 6 38.19 b2y5y6y7°y7y9 1041.5 43.604 2961 2 2130 -10.08
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate ¢ NGVIVVGHRESSVPFSYYDNQQK 38 23 7 29.37 b2b3ydy8y10ylly2d  2623.30 58.420 27640 B 875.10 3.72
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate ¢ LNKPDLQVK 80 9 6 38.19 y2y3ydy6ry6ya 1054.61 38.357 21831 |2 27m1 11.69
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartaje LMDDTIAQAQTSGEAEK 247 17 6 36.85 b2b3°h3y6y7y8 1807.88  5.12 12350 | 3| 60328 -2.36
periplasmic-binding protein

IQ9ZFEOIGLTI_SALTY Glutamate/aartae 1, | o pamidomethyl+C(1h) KPDNWEINGKPQSQEAYGCML 217 22 6| 37.96 b5°b5b6b7b12y5 2606.23 76.573 6274 |5 52205 71
periplasmic-binding protein

|Q9ZF60|GLTI_SALTY Glutamate/aartale LTTAMLVMGLSAGLAHAEDGAP | )
eriplasmic-binding protein 12 AAGSTLDK 5 30 4 21.91 b10y8y9y16 2869.45 67.847 5889 |3  957.16 2.6

|Q9ZF60|GLTI_SALTY Glutamate/aartale 4 IPITSQNRIPLLQNGTFDFECGST b3y4*ydy6°y6y7y8yoy10yL
eriplasmic-binding protein 13 |carbamidomethyi+C(2P) NN R 89 31 16 13053 yiaylayotyzy| 354880 86.887 273430 B 1183.60 4.88

IQ9ZFEOIGLTL SALTY Glutamate/aartaje | , LMDDTIAQAQTSGEAEKWFDK 247 21 5 29.94 y3°y3y4yBy13 2388, 88.868 50403 | 4  596.78 -8.81
periplasmic-binding protein

|Q9ZF60|GLTI_SALTY Glutamate/aartale KLTTAMLVMGLSAGLAHAEDGA )
eriplasmic-binding protein 15 D AAGSTLDK 4 31 4 24.59 b5b10y14y15 2997.5( 85.735 1887, 3 999.84 13.4

IQ9ZFEOIGLTL SALTY Glutamate/aartaje o VVGYSQDYSNAIVEAVKK 61 18 3 22.69 b5b14b16 1970.04 93.809| 12024 | 2| 98552 8.12
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate TLESGRAVAFMMDDALLAGER 192 21 4 13.83 b5°b5b7y13 2253.09  73.260 2675 | 4  564.03 -5.42
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartate | |Carbamidomethyl*C(19), o0 \\veGKPOSQEAYGCMLR| 217 22 4 23.27 b3b4°b4b8 262206 .472 7362 | 4| 656.32 7.54
periplasmic-binding protein ;Oxidation+M(20)

IQ9ZFEOIGLTL SALTY Glutamate/aartate NKPDLQVK 81 8 0 1.63 941.54 38.329 195771 |2 47127 -3.05
periplasmic-binding protein

IQ9ZFEOIGLTL SALTY Glutamate/aartae PITSQNR 91 7 2 8.8 b5°b5 815.43 43.602 1199 2 40842 -13.§
periplasmic-binding protein

IQ9ZFEOIGLTLSALTY Glutamate/aartate KPDNWEIVGKPQS 217 13 1 7.8 y5 1497.76 76.586 9718 |2 74948 864
periplasmic-binding protein

[POALVAIKAD_SALTY Adenylate kinast YGIPQISTGDMLR 23 31 9 54.4 | b2b3béy5y7y8yl0y13+y]3  1450.74 73.138 3772 2 ges.| 042

[POALVAIKAD_SALTY Adenylate kinast LVEYHQMTAPLIGYYR 167 17 14 56.67 b2b3b72%;:y§31b711y1y2 Y 2054.03 69.633 37529| B 685.35 7.25




[POALVAKAD_SALTY Adenylate kinas¢ 3 NGFLLDGFPR 78 10 7 55.43 b3b9b10y4y5y6y10 1135.58 80.874 4586 | 2| 568.30 -5.05
[POALVAKAD_SALTY Adenylate kinas¢ 4 ILLGAPGAGK 2 11 7 47.42 b1b2y5y6y7yoy1l 1009.63 61.788 284 | 2| 50532 1112
[POALVAKAD_SALTY Adenylate kinas¢ 5 LVEYHQMTAPLTEYYQKEAEAGN 167 25 6 22.64 b5b7b13y6%y6y1l 2854.3 97.366 7620 | 3 95213 10.78
[POALVAKAD_SALTY Adenylate kinas¢ 6 VDGTQAVADVR 195 11 9 24.23 |P1PS b5blli’2y4y10 Y0¥ 430,57 60.912 6905 | 1  1130.57 1112
[POALVAKAD_SALTY Adenylate kinas¢ 7 FNPPK 136 5 2 26.38 b3y4 602.32 56.564 42469 |1 602.32 11,7
%y
[POALVA|KAD_SALTY Adenylate kinasd 8 ILLGAPGAGKGTQARMEK 2 21 9 68.99 b3y3y5y9y11‘r;y17y18 YI8Y 514318 73.082 27047 B 715.07 -6.27
[POALVAKAD_SALTY Adenylate kinas¢ 9 | carbamidometigys) IAQEDCRNGFLLDGFPR 71 17 5 16.26 b4*bab10y5°y5 2007.98 89.112 23208 | 2 1004.49 4.26
[POALVAKAD_SALTY Adenylate kinas¢ 10 DIMDAGKLVTDELVALVK 50 19 4 28.4 bob12y4y5 2043.13 116.171 20464 |3 e8L7L 975
[POALVAKAD_SALTY Adenylate kinas¢ 11 QAKDIMDAGK 47 10 4 26.83 b4boy9°y9 1076.54 70.521 4731 |2 0.00
[POALVAKAD_SALTY Adenylate kinas¢ 12 NGFLLDGFPRTIPQAMK 78 19 6 14.89 b6°b6*b6b8°b8Y9 2091.05 58.474 2701 |3 697 -8.06
[POALVAKAD_SALTY Adenylate kinas¢ 13 VEGKDDVTGEDLTTR 141 15 8 66.07 | b7°b7b11b12b13bl4y8y1l  1634.19 71.905 2211 | ®45.60 -0.90
[POALVAKAD_SALTY Adenylate kinas¢ 14 Oxidation+M(7) VEYHQMTAPLIGYYQK 167 17 3 16.26 boy3y6 2070.05 70.859 2149 |3 690.69 6.37
[POALVAKAD_SALTY Adenylate kinas¢ 15 Oxidation+M(6) AGDIMDAGK 47 10 3 26.83 b6bsy3 1092.54 32.904 1502| |2 54677 670.
[POALVAKAD_SALTY Adenylate kinas¢ 16 LVEYHQMTAPLIG 167 13 0 4.88 1471.76 69.685 1652| |2 736.3¢ 8.4
[P26982|DEGP_SALTY Protease do 1 AGDVITSLNGKPISSFAALR| 332 20 8 60.33 |  b3bdyay7yoy12y15y2 2017.0D 75.19 101983 | 373.08 -11.20
[P26982|DEGP_SALTY Protease do 2 SDIALIQIQNPK 160 12 12 110.77| P304 b4bg§i§2y3y5y6y7 1339.75 64.660 68496 | P  670.38 -4.28
|P26982|DEGP_SALTY Protease do 3 GYVVTNNHVVDNASVIK 124 17 11 63.2 b2b3y1y2£ﬁ;7/10y12y14 1828.94 50.803 55003| B8  610.32 -9.54
b1b2b6b8°b8b11*b11y6]
[P26982|DEGP_SALTY Protease do 4 NLTSQMVEYGQVK 275 13 17| 84.97 |6y7°y7y8yoylioylly13+yl 1496.75 58.454 48566 | P 748.88 3.34
3
[P26982|DEGP_SALTY Protease do 5 GAFVSQVMPNSSAAK 313 15 13 92.29 bsb“;’fgffll*yilli‘l’éyByl 1493.74 54.008 39748| P 747.38 1.47
[P26982|DEGP_SALTY Protease do 6 VGDYTVA'GN:LFSRLGETVTSG'VS 186 28 19 92.87 %3323 4323%23%513 432 PL 2750.44 116.470 35313 B 917.48 151
[P26982|DEGP_SALTY Protease do 7 AQVGTMPVGSK 352 11 ) 68.39|  b2"b2y3y5y6y8ydyll 1074.56 35 | 30398 | 2| 537.78 727
| 1P
[P26982|DEGP_SALTY Protease do 8 SGLNVENYENFIQTDAAINR| 214 20 9 30.53 | 2207 b7b1y12ygy11y12 YIP 2268.11 77.849 22003| P 1134.54 8.50
[P26982|DEGP_SALTY Protease do 9 LADSDALR 178 8 5 53.98 V3y5y6y7y8 860.44 33.023 1828 2 4307 -11.99
[P26982|DEGP_SALTY Protease do 10 GDSSIYLLMQ 265 10 2 26.83 b7y2y3ya 1126.54 99.825 1784 | 1 1@6| -011
[P26982|DEGP_SALTY Protease do 11 FMALGSGVIIDAAK 110 14 3 19.22 baydy10 1392.75 76.649 39446 |2 696.8B 6.84
[P26982|DEGP_SALTY Protease do 12 ISLGLLR 363 7 2 50.56 bayay5y6 771.50 69.016 2618 2 386725 574
[P26982|DEGP_SALTY Protease do 3 ANSPAAQIGLK 218 11 5 35.99 b5b6*b6b7°h7 1069.63 33.000 70 3| 357.21 14.38
[P26982|DEGP_SALTY Protease do 14 NIAELR 243 6 1 136 b5 715.41 34.329 2882| |2 3582 5.63
[P26982|DEGP_SALTY Protease do 15 RGELGIMGTELNSELAK 828 17 12 99.46 b4b5bgfi%iblll§2é3 b1 1817.03 69.496 57722| B 606.65 -8.26
. rotease do . . . . -10.
P26982[DEGP_SALTY P d 16 LADSDAELT'fx%ZTJg :L'(é';PFGLG 178 36 7 36.59 |  b3b5b8°h8h13b14b24 3591.43 99.7811 3535 | 3 7.a89| -10.60
[P26982|DEGP_SALTY Protease do 17 VDAQRGAFVSQVMPNSEAA 308 20 2 22.45 b5b6*h6y8 2063.02 48.906 7469 |4 51651 5.2
[P26982|DEGP_SALTY Protease do 18 Phosphoryl STY(14)  YV\GINNHVVDNASVIK 124 17 5 36.85 b12y3y4°yay5 1908.90 4098 | 20622 | 3| 636.97 -6.14
[P26982|DEGP_SALTY Protease do 19 Phosphoryl STY(5) VGDMPVGSK 352 11 2 352 b3b9_H3PO4 boy6yd 1154.52 2214 6424| 3| 38551 0.42




[P26982|DEGP_SALTY Protease do 20 NLTSQMVEYGQV 275 12 6 41.24 V5Yy6°y6y9°y9y11 1368.62 58.485 292053 | 2| 684.82 2.76
|P26982|DEGP_SALTY Protease do 21 VVTNNHVVDNASVIK 126 51 3 23.66 b4b6b11 1608.86 50.740 3355 |2 80498 7.2
|P26982|DEGP_SALTY Protease do 22 GAFVSQVMPNSSAAK 313 5 1 1 7.26 va 1476.71 54.057 3203] |2 738.84 0.25
'POAZAglRLt—ri’Z;TLSOS ribosomal| VVGQLGQVLGPR 122 12 9 49.56| b2bay2y3y7ysylotyiofl?  17z2.|  59.811 110127 3 611.86 7.79
H *| %y %y
IPOA2ASIRLL_SALTY 50S ribosomal | VAVFTQGPNAEAAK 74 14 11 66.27 | PTLPLLYTYE"YVBYOYOYIQ ) 74 45.978 92544 2 70187 235
protein L1 yll°yllyl4
. b2b3°b3b7°b7y3y7y8*y8yD
'POAZAglRLt—rS{Z;TLSOS ribosomal| VGTVTPNVAEAVK 141 13 17 105.73 |y10y11y12°y12%y12y13%yl 1284.72 48.837 82801 2 642.86 0.00
3
lPOAZAglRLlp_rc?t/:;T:lSOS ribosomal| GATVLPHGTGR 60 11 7 50.43 y2ydy5y6°y6yTyll 1065.57 30264 3727 | 2| 533.29 -10.88
'POAZAglRLt—rSQHLSOS ribosomal| ¢ AAGAELVGMEDLADQIK 88 17 5 22.84 b10b15y7y16y17 1730.84 861 3063 | 3| 577.63 9.24
'POAZAglRLt—rSQHLSOS ribosomal| ¢ FNESVDVAVNLGIDAR 37 16 5 17.1 b5°b5b12y5°y5 1718.8¢ 7727 | 5412 | 3| 57363 3.34
'POAZAglRLt—rS{Z;TLSOS ribosomal| SDQNVR 54 6 2 26.79 bdys 718.35 49.295 4369 |1 71836 2.48
'POAZAglRLt—rS{Z;TLSOS ribosomal| g VSISTTMGAGVAVDQAGLSASAN| 211 23 5 20.05 b7y3°y3y7y1l 2102 86.181 2373 | 4 703.02 3.59
'POAZAglRLt—ri’Z;TLSOS ribosomal| g KGEMNFDVVIASPDAMR 105 17 5 29.83 b9°b9b10y5y8 1879.91 o 7767 | 2| 940.46 4.09
'POAZAglRLt—rSQHLSOS ribosomal | ) NDKNGIHTTIGK 164 13 4 28.05 b4°bab10b11 1410.77 108.73 376 | 2| 705.89 0.87
'POAzAglRLlp—rSt':;T: 1503 ribosomal| KVS'STTMGAGXIAVDQAGLSASA 210 24 7 60.73 y3y7y8y9yldy15y18 2235.14 74.364 5731 | 4 @595 5.90
'POAZAglRLt—rSQHLSOS ribosomal| SDQNVRGATVLPHGTGR 54 17 3 16.26 b7b12y5 1764.91L 60.362 2426 | 2| 882.96 118
'POAZAglRLt—rSQHLSOS ribosomal| 5 Oxidation+M(7) | VSISTTMGAGVAVDQAGLSASAN 211 23 5 17.42 1Mb18y4°ydy11 2123.06 75.112 13644 |3 708.36 13.91
'POAZAglRLt—rSQHLSOS ribosomal |, , Oxidation+M(9) AAGAELVGMEDLADQIK 88 17 3 16.26 b3b5y4 25.85 63.742 9756 | 3  582.95 -5.87
'POAZAglRLt—rS{Z;TLSOS ribosomal | ) GATVLPHGTGR 60 11 0 2.44 1047.55 30.238 5808 |3 349.8p -9.37
IQ7CQVIDPS_SALTY DNA protectior) GANFIAVHEMLDGFR 55 15 6 39.81 bay3y4°yay6y9 1676.80 8556 | 26260 | 3| 559.60 -14.49
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) -, AVQLGGVALGTTQVINSK 83 18 11 85.59 | P2DSDTYSYAYOVIOVIYIYY 06 oy 67.986 25242 » 87851 5.28
during starvation protein 14y18
IQ7CQVIDPS_SALTY DNA protectior) 5 AIGEAKDEDTADIFTAASR 134 19 6 44.13 b12ydy5y7y10y13 1980. 59.068 23088 | 4  660.98 -14.42
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) ASNLLYTR 10 8 5 49.21 b3y3ydy5y8 937.50 44.954 20067 |2  469.25 -11.00
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) - o TALTDHLDTMAER 70 13 3 20.57 bob11y8 1473.68 53.066 39388 |3 9140 -13.17
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior) ELADR 119 5 1 13.19 b3 603.31 43.622 3722l |1 60331 1.32
during starvation protein
IQ7CQVIDPS_SALTY DNA protectior) -, ASNLLYTRNDVSESDK 10 16 6 48.97 y4°ydy5y7y10y14 1811.89 @86 22722 | 3|  604.64 7.95
during starvation protein
IQ7CQVIIDPS_SALTY DNA protectior| o DLDKFLWFIESNIE 153 14 3 19.22 b10b12y12 1768.88 100.638  8&2 | 2| 884.95 3.11
during starvation protein
b2b4*b4b6b7yly5y6*y6yT
lQSGOBlDEQtKe_i:Qr;TuZ Chaperone 1 INEPTAAALAYGLDKEVGNR 167 21 19 112.95 [°y7y9ryoy10y11y12y17ylp 2215.16 75.345 44973 | B 739.06 -4.96
y21
o *| %y
IQ56073|DNAK_SALTY Chaperone 2 SLGQFNLDGINPAPR 452 15 8 25.7 | PSPILDILDLIYAYIOYID ) og og 72.413 19066 | P 799.92 3.36
protein dnaK y15
IQ56073|DNAK_SALTY Chaperone 3 TAEDYLGEPVTEAVITVPAYFNDA| 4,0 26 7 26.42 |  blbl6y7°y7ydy11y23 2869.41L 93.611 17924 1857 6.81
protein dnaK QR
lQSGOBlDESIKeT:Q,&;Z Chaperone 4 ASSGLNEEEIQK 502 12 6 20.41 bly2y7ydy10y12 1304.6P 35400 2446 | 2| 652.82 7.02




lQSGOBlDE&iT:Q,&;Z Chaperone 5 TAIESALNALETALK 562 15 3 18.08 beboys 1544.85 67.957 6116| |2 772.93 5.22
lQSGOBlDE&iT:Q,&;Z Chaperone 6 MAPPQISAEVLK 109 12 4 35.43 b5b6*b6h7 1283.7( 82.698 3756 | 2 42.85 485
IQ56073|DNAK_SALTY Chaperone 7 LMEIAQQQHAQQQAGSADASAN | 5o 25 5 21.91 b12°b12y12y13°y13 2610.26 67.09 20M | 3 80f 1169
protein dnaK NAK
lQSGOBlDE&iT:Q,&;Z Chaperone 8 EVGNR 183 5 2 13.19 yary4 574.29 42.195 12084 |1 574.2p -14.5
lQSGOBlDE&iT:Q,&;Z Chaperone 9 IGADNGDAWLDVK 92 14 3 19.22 b6b13y11 1486.73 67.754 3125 |2 743.87 -15.68
IQ56073|DNAK_SALTY Chaperone | DVNPDEAVAIGAAVQGGVLTGD 363 24 7 16.8 | bl1*b11b13°b13y4°ydy]3  2295.21 79.549 2862 | 3 65.7 12.66
protein dnaK VK
lQSGOBlDE&iT:Q,&;Z Chaperone |, MPMVQK 345 6 1 13.6 b4 733.37 32.312 1907| |1 733.3 -8.07
lQSGOBlDE&iT:Q,&;Z Chaperone |, IELSSAQQTDVNLPYITADATGPK| 270 24 7 42.07| b5°b5b7bl2b1Byll | 2532.29 108.847 1749| B 844.77 3.86
lQSGOBlDEQIKe_i:Qﬁ;Z Chaperone | 5 GMPQIEVTFDIDADGILHVSAK 467 22 4 19.91 b10*b10b13b21 56 57.319 1706 | 3 786.06 -11.50
lQSGOBlDESIKe_i:Qﬁ;Z Chaperone |\ | carbamidomethyl+C(1P)  IIGIDLGTTNSCVAIMDGTQAR 3 22 5 22 b15*b15y13°y13yl4 2306.18 79.440 1614 |2 115359 14.7
IQ56073|DNAK_SALTY Chaperone | o AKIELSSAQQTDVNLPYITADATG | - g0 26 6 41.4 y7y9°y9y10y11y13 2731.4 98.813 3g2tb | 3 91114 -4.47
protein dnaK PK
|056073]DNAK_SALTY Chaperone MQELAQVSQKLMEIAQQQHAQQ
orotein dnak 16 OAGSADASANNAK 587 35 4 24.26 b3bdy4y9 3752.84 67.458 3466 | 5 751.38 14.7
IQ56073|DNAK_SALTY Chaperone | ;7 IELSSAQQTDVNLPYITADATGPK| oo 29 3 115 b12b20y11 3155.54 88.024) 23437 | 4 789.65 6.5
protein dnaK HMNIK
IQSGOBlDEQIKe_inSQrgg Chaperone | g DVSIMPYKIIGADNGDAWLDVK 84 22 4 13.39 b15°b15y8y11 24225 104.533 9630 | 4  605.82 12.41
IQ56073|DNAK_SALTY Chaperone | 4 TAEDYLGEPVTEAVITVPAYFNDA| 4,0 30 3 11.36 b10b13y8 3297.64 98.797 8202 |3  1099)89 4.8
protein dnaK QRQATK
IQ56073[DNAK_SALTY Chaperone | KTAEDYLGEPVTEAVITVPAYFND |, 27 5 36.37 b6b7°b7b8b13 2997.5p 89.054 5688 | 3 999.84 311.
protein dnaK AQR
'Q56073|D;‘£t'<e—i:g‘£|z Chaperone |, IGADNGDAWLDVKGQK 92 17 3 16.26 b3b9y3 1799.91 60.972 %01 | 3| 60064 8.41
'Q56073|D;‘£t'<e—i:g‘£|z Chaperone |, DQGIDLRNDPLAMQR 246 15 3 18.08 b5b8y3 1741.8¢ 48.275 2756 2 | 871.43 -5.89
'Q56073|D;‘£t'<e—i:g‘£|z Chaperone |, Phosphoryl STY(L7)| IELSSAQQTDVNLPYITADATGP 270 24 6 351 b7°b7b10y7yoy12 2612.24 97.910 574907 |4  es3.dL 15
|Q56073[DNAK_SALTY Chaperone o LMEIAQQQHAQQQAGSADASAN i |
brotein dnak 24 Oxidation+M(2) N AKODOVVDAEFEEVKOK 597 40 4 10.88 b9°bob12y14 4359.9/ 103.558 2078 | 6 72760 o091l
'QBZPDGlYN%E&iﬁL;;;nCharaCte”ZE 1 TFDTPTYPNSLALSADGK 308 18 11 59.68 b2b3b4b72;f§’2y6y7y11y1 1897.93 66.281 27911 P 949.47 4.89
N O %
'QBZPDGlYN%E&iﬁL;;;nCharaCte”ZE 2 QAGQVSVIDAK 201 11 10 65.38 |P1Ly2Y3y4 y14y7y8y9 YW 111560 38.345 16704| » 55830 6.35
. 3 . 5
'QBZPDGlYN%E&iﬁL;;;nCharaCte”ZE 3 EQEATQPDDVIR 338 12 12 60.35|°P3 b35§;15y1122y2y3y6 ¥ 1400.67 40.261 14539 »  700.84 0.78
'QSZPDGWN%E&%L;;; ncharacterized LLDDGKEHFFINLSLDTAGHR 223 21 5 18.85 b5°b5b7y6y9 2398.19  66.028 11622 | 3 800.07 -0.87
. 3 T
IQ8ZPDEIYNCE_SALTY Uncharacterizdd ELVADAATNTIVISGVGKESAMV | a1 . o5 13 | P7D7bI0bLIBIADIAYTY o 108328 3125 | b 10830 1390
protein ynck VDGETIK 7
'QBZPDGWN%E&%L;;;nCharaCte”ZE 6 EHFFINLSLDTAGHR 229 15 6 18.08|  b7°b7yli’ylly13+y1d 176, | 95.935 7779 | 4 878.96 15.36
'QBZPDGWN%E&%L;;;nCharaCte”ZE 7 ESAIWVVDGETIK 162 13 4 20.57 b12y6y9°y9 1446.74 71.797 g75| 2| 723.88 177
'QSZPDGlYN%E&iﬁLyTn\g; ncharacterized g IAAPASLAVLFNPTR 268 15 4 24.1 b3y4*ydy5 1540.87 89.944 a74| 2| 770.04 6.42
'QSZPDGlYN%E&iﬁLyTn\g; ncharacterizgd g TGDVK 119 5 1 13.19 b3 519.27 65.668 2339| |1 s10.27 -13.0




IQ8ZPDB|YNCE_SALTY Uncharacterized AFITDSK 244 7 4 40.38 b6°b6Yy3y5 781.40 35.384 2204 |1 78140 737
protein ync
'QSZPDGWN%E&EQL;]Z; ncharacterized ELVADAATNTIYISGVGK 144 18 5 15.53 b5b12°b12y14°y14 1898 67.901 1714 | 4 o11.49 9.11
'QSZPDGWN%E&EQL;]Z; ncharacterized MSTGLALDSKAQR 185 13 4 20.57 b4b7°b7y6 1377.7% 45.541 spo| 2| 689.37 6.03
'QSZPDGWN%E&EQL;]Z; ncharacterized 5 AQRLYTTNADGEFITIDTASNK 195 22 6 20.79|  b5bl0*bl0bl2*bge | 2429.23 93.743 3867 | P 1215.13 14.27
'QSZPDGWN%E&EQL;]Z; ncharacterized Phosphoryl STY(14)|  LLDDGKEHFFINLSLDTAGHR 223 21 28.6 b5b11b12y6°y6 2478.16 92.183 9435| |3 826.7p 5.42
'QSZPDGWN%E&EQL;]Z; ncharacterized o Oxidation+M(5) | GAYEMAWSQQENALWLATSQSH i 22 4 13.39 tBy3y5 2543.13 62.677 2131 | 4 63654 1325
'Q82K80|RL£:;;2‘;T:9503 ribosomal | NVEYFEAR 42 8 8 56.99 | y2y3yayeeyey7ey7ys 1027.48 47.445) Fpo | 2| 51424 7.37
IQ8ZKBOIRLO_SALTY 50S ribosomal |, VANLGSLGDQVNVK 8 14 12 103,13 |P20306Y3Y7YOYI0YIOVLYY 5 77 57.411 69287 2 707.39 0.35
protein L9 12y13y14
'Q82K80|RL£:;;2‘;T:9503 ribosomal| 4 DIADAVTAAGVDVAK 97 15 6 39.81 b13y3y4°y4y6y9 1415.74 608 58086 | 2| 708.37 112
'Q82K80|RL£:;;2‘;T:9503 ribosomal |, INALETVTIASK 7 12 6 22.21 b2b3*h3y7y11y12 1259.71] 61.683| 4283 | 2| 630.36 717
'QSZKSOlRLi?;/;‘;TJQSOS ribosomal| g MQVILLDK 0 8 3 40.79 y3y4y5 959.55 64.808 56238] [ 480.28 R2
'Q82K80|RL£:;;2‘;T:9503 ribosomal| ¢ TTGEHEVNFQVHSEVFAK 123 18 4 15.53 b5b13°b13y10 2050.01  .438 8383 | 3| 687.01 11.98
'Q82K80|RL£:;;2‘;T:9503 ribosomal | 7 LADVLAAANAR 57 11 7 66.81 b4b7ydy5*y5y8y9 1084.60 54.003 aa | 1| 1084.60 -7.20
. b2b3b6b7b8b9Ob10b11y2)3
IP66692IRPIA_SALTY Ribose-5-phohate AVGWAALQYVQPGTIVGVGTGST 8 35 22 153.73 |y4y7y9°yoy10y15y17y10yp 3487.83 107.575 56211 B 1163.2 7.98
isomerase A AAHFIDALGTMK
0y24y28y35
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhare 2 | carbamidomethyl+C(3 FICIADASK 112 9 8 76 b5b7y2ydySygy7 | 1024.51 51.799 20854| p 51276 -3.81
'PGBGQZlRP'Ais—osn{?é‘;;(eRA'bose's'phOhal‘e 3 GADVALIGTPDGVK 201 14 4 38.43 b12y5y6y7 1312.70 58.140 262 | 2| 656.85 7.44
IP66692IRPIA_SALTY Ribose-5-phohate GGGAALTR 94 8 3 33.01 b3b4y5 702.40 42.296 23184 |1 70240 ®1.4
isomerase A
|P66692|RP'Ais—osn{?:;;(eRA'bose'S'phOha ¢ 5 GQIEGAVSSSDASTEK 43 16 4 27.58 b11y3ySy12 1565.73 3243] 6181 | 2| 78337 2.34
|P66692|RP'Ais—osn{?:;;(eRA'bose'S'phOha € 6 QVDILGKFPLPVEVIPMAR 121 19 3 34.48 y5Y6Y7 2122.19 100.033 36686 | 3| 708.07 7.36
|P66692|RP'Ais—osn{?é‘;;(eRA'bose's'phOhale 7 GQIEGAVSSSDASTEKLK 43 18 5 22.93 b3*b3b4a*hay11 1806.8p  .ga9 7408 | 3| 602.97 7.36
. AVGWAALQYVQPGTIVGVGTGST
IP66692IRPIA_SALTY Ribose-5-phohate ¢ AAHFIDALGTMKGQIEGAVSSSDA| 8 51 4 11.71 b3b12*b12y6 5034.45 111.114 3059 |4 1250.87 212.1
isomerase A
STEK
IPOAZF4|SODF_SALTY Superoxide | SFELPALPYAK 1 11 8 47.6 b3b4°h4bBy2yayTyll 1235.6p 79424 5135 | 2| 61834 188
dismutase [Fe]
[POA2F4|SODF_SALTY Superoxide . [TSEGGIFNNAAQVWNHTFYWNCL b1°b1b2°b2b6b11y2y3y4|8
dismitase [Fe] 2 |carbamidomethyi+c(28) APNAGSEPTGK 58 34 14 50.58 JoyL0~ 1010 3708.70 96.372 19238 B 1236.91 2.90
'P0A2F4|Sd(i)s';':?as§;z]s”pemx'de 3 NARPNYLEHFWALVNWEFVAK 168 21 8 29.94 |  b1b2b3b5*h5b6b10yl 2604.31 104.451 11215| B 868.77 -2.81
'P0A2F4|Sd(i)s';':?as§;z]s”pemx'de 4 DALAPHISAETLEYHYGK 12 18 5 30.87 b8b10b15y5y10 2014.9 269 21733 | 2| 1007.98 -18.36
[POAZF4|SODF_SALTY Superoxide [ SFELPALPYAKDALAPHISAETLEY L o 5 115 b5b12y7 323162 1347 oooh |4 sosde o5
dismutase [Fe] HYGK
'P0A2F4|Sd(i)s';':?as§;£]s”pemx'de 6 HHQTYVTNLNNLIKGTAFEGK 30 21 4 18.85 b4b8y3y6 2385.20) 8% 10230 | 3| 79574 13.82
% |
'Q7CPE2|ATEU%—U?]@ELLATP synthas¢ QLDPLVVGQEHYDTAR 343 16 11 115.41| *2 b2y3y‘1‘§{iy9y10y“ 1840.89 58.529 56927 B 614.30 -14.06




'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ VALTGLTMAEK 219 11 7 84.59 y3y5y7y8y9y10y11 1133.62 50.967| 51079 | 2| 567.31 -6.89
'Q7CPE2|ATEU%—U?]QETQLATP synthasg 5 GLDVKDLEHPIEVPVGK 65 17 6 16.26 b3b9°b9y2y3y17 1844.99  .&W 47835 | 3|  615.67 -12.50
'Q7CPE2|ATEU%—U?]QETQLATP synthasg YTLAGTEVSALLGR 247 14 8 24.66 | b2bg°b8bo°boy2yllyllt  14mD. | 80.221 40569 | 4 725.90 -0.76
'Q7CPE2|ATEU%—U?]QETQLATP synthasg TVNMMELIR 156 9 5 38.19 y1y3ydy5y9 1106.56 76.303 38250 |2 5m -8.05
'Q7CPE2|ATEU%—U?]QETQLATP synthasg ¢ FLSQPFFVAEVFTGSPGK 399 18 6 24.74 b2b17y3y7y13y18 1958 99.744 38073 | 4 97951 7.36
IQ7CPE2IATPB_SALTY ATP synthasg  ; GIMEGEYDHLPEQAFYMVGSIDE| 27 5 22.73 b2y6y7yoy27 3057.41 99.953 37845 | 3 1010l81  56.9
subunit beta AVEK
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ¢ | carpamidomethyl+C(d VIDLMCPFAK 132 10 5 51.7 yAy5y648y 1193.60 80.990 31408| P 597.30 -5.11
'Q7CPE2|ATEU%—U?]QETQLATP synthasg g QIASLGIYPAVDPLDSTSR 324 19 5 25.79 b3ydy5y11y19 2003.06 0.691 30208 | 2| 1002.03 6.16
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ MPSAVGYQPTLAEEMGVLQER 261 21 6 24.63 b7b21y3ydy11y21 0834 81.765 25004 | 2 1153.57 9.53
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ AAPSYEELSNSQELLETGIK 112 20 5 21.11 y1y3y12y18y20 omm. | 74.128 21638 | 4  1090.05 10.31
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ., GVQSILQR 359 8 4 40.79 y3y5y6y8 900.52 48.664 15126 | 2 45016 11.06
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ;5 VYDALEVQNGNEK 25 13 5 20.57 b2b3b9y11y13 1478.71 4523 55 | 2| 739.86 4.54
|Q7CPE2/ATPB_SALTY ATP synthasd TGSITSVQAVYVPADDLTDPSPAT] o ]
bt bt 14 S EAHLDATVVLSR 287 37 5 35.96 b7°b7b8boy19 3815.9 89.104 7678 | 5 764.00 4125
'Q7CPE2|ATEU%—U?]QETQLATP synthase g TREGNDFYHEMTDSNVIDK 183 19 5 25.79 b3b4b8yoy19 227101  8.40 6856 | 4| 568.51 4.09
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ ¢ TIAMGSSDGLR 53 11 3 27.24 b6y9y10 1107.54 44.091 538 2 5542 749
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ IMNVLGEPVDMK 87 12 4 34.15 b6y8yoy1l 1345.70 58.067 11214 |2 7385 8.16
'Q7CPE2|ATEU%—U?]QETQLATP synthase. g DLEHPIEVPVGK 70 12 4 32.42 b5b7b9°b9 1332.7 56.284 6358 | 2 6.86 -10.17
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ g VSLVYGQMNEPPGNR 202 15 8 36.97|  b9*hobllyatyay6yseys QA 46.955 1635 | 3 554.27 -5.59
IQ7CPE2IATPB_SALTY ATP synthas¢ ATGKIVQVIGAVVDVEFPQDAVP 1 24 5 23.36 bdy5y6y8°y8 2508.37, 44.461 4567 |4 62745 3.0
subunit beta R
|Q7CPE2|ATPB_SALTY ATP synthasd . |AAPSYEELSNSQELLETGIKVIDLM b4b5b6b7b8°b8b20b24ydy 1
bt beta 21 |carbamidomethyi+C(2f) oAk 112 30 18 L4L67| 3 07 vyt ayooyasyoh 335369 120.575 37959 B 11185 6.41
'Q7CPE2|ATEU%—U?]QETQLATP synthasg VSLVYGQMNEPPGNRLR 202 17 4 39.07 b8b11b12b13 1930.01 43, 14000 | 2| 965.51 8.35
'Q7CPE2|ATEU%—U?]QETQLATP synthas¢ 53 | carbamidomethyt+C(d) VIDLMCPFAKGGK 132 13 3 20.57 bsyBy 1435.73 57.407 0423 | B 479.25 -10.37
IQ7CPE2IATPB_SALTY ATP synthas¢ | Oxidation+m(17) | GMECEYDHLPEQAFYMVGSIDE| g 27 4 17.72 b7y8y10y13 3073.44 92.679 27300 | 4 769.10 5.4
subunit beta AVEK
'Q7CPE2|ATEU%—U?]QETQLATP synthase g Oxidation+M(4) TIAMGSSDGLRR 53 12 5 36.07 b6b7y8y10°y10 | 1279.65 57.326 4261 | 2 640.33 7.54
'Q7CPE2|ATEU%—U?]QETQLATP synthase g FLSQPFFVAEVFT 399 13 1 7.34 y5 1531.77 99.730 4679 |1 1531f7 10.84
'Q7CPE2|ATEU%—U?]QETQLATP synthasg—; DVKDLEHPIEVPVGK 67 15 2 7.28 b8°b8 1674.88 67.846 463 |3 853 -13.63
IQ7CPE2IATPB_SALTY ATP synthas¢ GVQSILQ 359 7 1 9.64 v6 744.42 48.677 1942 |2 372.7 3.1
subunit beta
IPOAZMS|UPP_SALTY Uracil 1 AGLGMMEGVLENVPSAR 78 17 8 43.69| bl1b13blaylydyeyl2yll7 30B7 81.984 47685 | 2 865.94 5.29
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 2 VLVLVAAPEGIAALEK 155 16 8 71.82 |  b2b3b4ab5b6b7yoy1l 1592.9|  86.111 24116 | 24 796.99 1.84
phohoribosyltransferase




IPOAZMS|UPP_SALTY Uracil 3 ITVVPILR 70 8 4 53.98 yAy5y6y7 910.60 70.248 1003] |2 4s5.8)  0.86
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 4 NEETLEPVPYFQK 103 13 3 20.57 b7y5y7 1593.8 66.178 1764 2 97.41 14.71
phohoribosyltransferase
IPOAZMS|UPP_SALTY Uracil 5 ELASEVGSLLTYEATADLETEK 29 22 4 13.39 b6°bey12y14 2369.2] 88.843 3364 | 2| 1185.11 20.92
phohoribosyltransferase
[POA2M5[UPP_SALTY Uracil AHPDVELYTASIDQGLNEHGYIIP 1 )
hohorbosylansforase 6 CLCDAGDRIEGTK 171 37 5 16.21 b8b1ly3yllyld 3911.9 88.884 2184 4 978f4  .99-3
IPOAZMS|UPP_SALTY Uracil 7 AGLGMMEGVLENVPSARISVVG 78 25 3 12.37 b15y6y23 2636.35 84.922 1879 3 87946 6.98
phohoribosyltransferase MYR
IPS5900]SERC_SALTY Phohoserine| AQVFNFSSGPAMLPAEVLK 1 19 7 31.52|  beb7°b7blayl3yléyld QW 91.512 26181 | 2  1003.53 7.55
aminotransferase
IPS5900]SERC_SALTY Phohoserine| GKEFIQVAEEAEQDFRDLLNIPSN| -, 26 8 18.22 | b3bo*bobl2°bi2ylydyde  3053.55 132.65 20281 | 201852 8.16
aminotransferase YK
IPS5900]SERC_SALTY Phohoserine| 5 ASIYNAMPIEGVK 335 13 7 39.2 b11yly8y9*yoy10y13 1392.77 899 19567 | 2| 696.86 -0.61
aminotransferase
IPS5900]SERC_SALTY Phohoserine| YGVIYAGAQK 188 10 8 61 b2b3b4b7b9*b9y4y10|  1069.54 44123 128 | 2| 53528 12,55
aminotransferase
IPS5900]SERC_SALTY Phohoserine| GKEFIQVAEEAEQDFR 42 16 4 24.8 y3y5y7y16 1895.9 53.205 a2 | 3| 63265 4.44
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ALTDFMIDFER 348 11 7 55.38 b2b5b6y4°yay5y6 1357.6 9050q 96D | 2| 679.33 -0.27
aminotransferase
IPSS900ISERC_SALTY Phohoserine| | oo midomethyl+C(7)  LAQQELCDWHGLGTSVMEISHR 20 22 4 18. b3b12y6y10 2567.22 118.862 3587 |3 856.41 1.33
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ¢ AELLYGVIDNSDFYR 272 15 3 26.16 y3ydy12 1774.86) 107.593 a7s| 2| 887.93 131
aminotransferase
IPS5900]SERC_SALTY Phohoserine| ¢ MNVPFQLADNTLDK 297 14 5 27.48 b3b5*h5y5y13 1605.82 58.408] 22075 | 2| 803.41 14.98
aminotransferase
IPS5900|SERC_SALTY Phohoserine| GQFAGVPLNLLGDK 77 14 3 19.22 b3b10y6 1428.71 65.224 791 3476.93 -0.83
aminotransferase
IPS5900]SERC_SALTY Phohoserine| TTADYVDAGYWAASAIKEAK 91 20 3 14.32 bey4y16 2131.03 1012 43987 | 3| 71101 195
aminotransferase
1 % |
IPS5900]SERC_SALTY Phohoserine| ., AELLYGVIDNSDFYRNDVAQANR| 272 23 10 56.95 | POPISTOLYAVBYIOVIZVIE o) s 56 79.479 13232 B 88176 7.02
aminotransferase yl4°y14
IPSS900|SERC_SALTY Phohoserine| 5 | oo idomethyl+C(d) KYCAPQIIDAK 111 11 4 36.63 b3b5b6y 1306.69 48.843 6600 | P 653.85 6.07
aminotransferase
IPS5900|SERC_SALTY Phohoserine| WLKAQGGVAAMHK 254 13 3 28.05 y5yay10 1396.77 88.732 3400 |2 698.89 12.41
aminotransferase
IPS5900|SERC_SALTY Phohoserine| o SRMNVPFQLADNTLDK 295 16 3 171 b4b8y7 1848.97 69.485| 3000 3| 616.98 257
aminotransferase
IPSS900ISERC_SALTY Phohoserine| ¢ ASIYNAMPIEGVKALTDFMIDFER | 335 24 3 12.67 b3bs5y7 273134 14615 2146 | 3 01112 3.22
aminotransferase
IPS5900]SERC_SALTY Phohoserine| 7 GKEFIQVAEEAEQDFR 42 16 8 55.31|  b3°b3b5bl0bllydy7yo 1805 |  42.162 2111 | 4 63264 -8.43
aminotransferase
IPSS900|SERC_SALTY Phohoserine| o ALTDFMIDFERR 348 12 3 32.42 y3y7y10 1513.77 82.018 1669 |2 397 13.31
aminotransferase
IPS5900]SERC_SALTY Phohoserine| Phosphoryl STY(6) VFLEESFAAGLHALK 311 15 3 24.1 baylQy1 1711.83 49.844 15227 b 856.42 257
aminotransferase
IPSS900|SERC_SALTY Phohoserine| -, | CarbamidomethyHC(7), | » e coWHGLGTSVMEISHR 20 22 7 30.56|  b3b5°bSbobll*bllyd  582.20 91.662 9783 | 4  646.56 -1.70
aminotransferase Oxidation+M(17)
IPS5900]SERC_SALTY Phohoserine| Oxidation+M(1) MNVPFQLADNTLDK 297 14 4 30.65 b3b4b11y10 1621.79 80.244 5183 541.27 2.26
aminotransferase
|Q8ZRP4|DAPD_SALTY 2 1 EAVNQVISLLDSGALR 28 16 12 81.8|"2 b2b14;'12§’3£y6y7y9y]2 1684.93 92.145 46443 | b 842.97 2.61
*| [
|Q8ZRP4|DAPD_SALTY 2 2 MQQLQNVIETAFER 0 14 9 50.59 °* b4b12yy3£y11 VIV 1706.86 86.081 41245 p  853.93 3.93
|Q8ZRP4A|DAPD_SALTY 2 3 INDNQVIDGAESR 68 13 2 43.01 564Dy 1430.69 42.050 22510 b 716.89 0.09
|Q8ZRP4|DAPD_SALTY 2 2 FADYDEAR 89 8 5 53.98 V2ydy5yey7 986.42 35.332 1073 2 49371 -6.50




|Q8ZRP4ADAPD_SALTY 2 5 IDGQWVTHQWLK 48 12 3 26.19 b3y9y10 51D.76 114.852 2187 504.26 -10.26
|Q8ZRP4|DAPD_SALTY 2 6 EGFR 100 2 1 12.78 b3 508.26 37.573 11936 |1 50876 1351
|Q8ZRP4|DAPD_SALTY 2 7 Carbamidomethy|+C(iﬁYHLSGGV&"(éEl\éEAE; LQANPTIR 15, 33 6 24.49 b7y3y6y7*y7y10 3417.69 96.016 6380 |5 68434 1.0@
|Q8ZRP4ADAPD_SALTY 2 ) AVLLSFR 61 7 3 40.38 V3ydy5 805.49 66.492 2782 |2 403.2b 9.02
|Q8ZRP4|DAPD_SALTY 2 9 ADITPANVDTVTR 15 13 6 63.19 b4b6IsBbob11 1372.73 91.648 3403| |2 686.87 13.34
|Q8ZRP4|DAPD_SALTY 2 10 SEVVEGV'VEE(T;IEV'SMGVYLGQS 187 26 4 15.73 b3b10y7y12 2696.4 101.112 3100 | 3 899.47 10.1
|Q8ZRP4DAPD_SALTY 2 11 IYDRETGEVHYGR 213 13 3 20.57 b7b9y3 1594.74 68.618 277 | 2 997 9.49
H X |
IP60446IRL3_SALTY 50S ribosomal| VTVQSLDVVR 169 10 12 86.58 | P1OSDSOTYLY2YSYSYBYTY 415 63 57.258 58260 | 2 558.32 -10.39
protein L3 8y10
|P60446|RL?‘;?§I/::;1T:3505 ribosomal |, TQDATHGNSLSHR 128 13 4 28.05 y3y6y7y13 1423.6% 15.574 62453 | 475.22 -13.55
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | 5 IFTEDGVSIPVTVIEVEANR 13 20 4 22.45 b13y4y5*y5 2188.14 976 2800 | 3| 730.05 312
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| LAEGEEYTVGQSISVELFADVKK 83 23 5 28.73 b3b6b11°b11b14 2529 118.304 1783 | 3  838.10 4.86
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | g GLWEFR 77 6 2 26.79 b5y4 807.42 46.231 54601 |2 40421 6.34
|P60446|RL?‘;?§I/::;1T:3505 ribosomal | ¢ NLLLVK 184 6 3 39.98 y3y4y5 699.47 56.996 24328 |1 699.41 558
|P60446|RL?‘;?§I/::;1T:3505 ribosomal| 2| oo hamidomethyl+C(9 GGVPGATGCDLIVKPAVK 190 18 4 21.6 5Hi9ydy15 1738.91 54.679 12654 |3 580.31 -21.34
|P60446|RL?")—$2:;1T:3505 ribosomal| g | oo rbamidomethy+C(9)  GGVPGATGCDLIVKPAVKA 190 19 6 57.8]  y5y6y7yoy12yl6 1809.97 56.908 50758 |3 603.99 -11.04
|P60446|RL?")—$2:;1T:3505 ribosomal | ¢ IFTEDGVSIPVTVIEVEANRVTQVK| 13 25 5 22.64 b3b8y16y18y20 23.49 94.995 58648 915.17 1.33
|P60446|RL?")—$2:;1T:3505 ribosomal |, WNFRTQDATHGNSLSHR 124 17 5 26.08) b6bob12y7%y7 2026.93 883 9069 | 2| 1013.97 -13.49
|P60446|RL?")—$2:;1T:3505 ribosomal | Phosphoryl STY(6) AVQVTTGAKK 46 10 4 26.83 b5y6°y6y8 7086 26.385 5274 | 4 54178 5.75
|P60446|RL?")—$2:;1T:3505 ribosomal |, Phosphoryl STY(L0) VPGSIGQNQTPGK 141 13 20.47 b7boy5 362161 58.540 1588 454.88 1371
1054297|RSA_SALTY 30S ribosomall VVNIASYQVSPNDVVSIR 128 18 11 76.45 | POYLY2Y3YBYOYIOVLIYISY g6 o 72.603 35065 2 980.53 4.42
protein S4 14y18
|054297|RSSF§$T;1303 ribosomal| LSDYGVQLR 47 9 6 45.36 b7y2y5y7y8y9 1050.56 51.737 21377 | 2 5@ -1.86
|054297|RSSF§$T;1303 ribosomal| 4 AALELAEQREKPTWLEVDAGK 156 21 6 21.62 b3b7°b7b10y6°y6 2835 95.067 6103 | 4  785.42 6.95
|054297|RSSF§$T;1303 ribosomall -, VVNIASYQVSPNDVVSIREK 128 20 3 21.11 bebsb12 2217.2 o15| 4102 | 3| 739.74 5.62
|054297|RSSF§$T;1303 ribosomall SDLSADINEHLIVELYSK 188 18 3 15.53 b6b17y3 2046.05 84.500| 632 | 3| 682.69 4.83
|054297|RSSF§:*T;1305 ribosomall GNTGENLLALLEGR 83 14 5 42.29 b5b8b12b13y3 1456.7p 70.964 348 | 2| 728.90 8.97
1054297|RS4_SALTY 30S ribosomal| EAAR 77 4 1 12.78 b3 446.23 45.536 2224| |1 446.28 -7.32)
protein S4
|054297|RSSF§:*T;1305 ribosomal| ¢ IEQAPGQHGARKPR 33 14 5 19.22 b3°b3b8°h8y10 1544.45 54724 7333 | 3| 515.62 9.09
|054297|RSSF§:*T;1303 ribosomall g ASYQVSPNDVVSIREK 132 16 3 21.11 b4b10b12 1791.9p 96.12 ox8 | 2| 896.46 -11.65
IPOAZELIGLYA_SALTY Serine 1 LNSAVFPSAQGGPLMHVIAGK 251 21 6 22.28 b2b3°b3y3y4y21 2050 78.504 39322 | 3§ 698.71 -6.76
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 2 SPFVTSGIR 354 9 7 59.8 b1b6b7ydySy7y9 963.5 49.768 304 282.26 -4.56
hydroxymethyltransferase
[POA2EL|GLYA _SALTY Serine [ ]
hydroxymethyfiransierace 3 VMQAQGSQLTNK 42 12 8 64.03 b2y2y3ydy6y7yoy12 1304.66 w5 | 20542 | 2| 652.83 2.43
IPOAZELIGLYA_SALTY Serine 4 AVALKEAMEPEFK 272 13 10 76.34 | b2b8boy2y3yaysy8yoyld  14mR 56.666 7506 | 4 73188 -4.59
hydroxymethyltransferase




IPOAZELIGLYA_SALTY Serine 5 EAMEPEFK 277 8 5 36.02 b3b5y2y4y8 980.44| 44.195 3379 | 2 490.72 -2.49
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 6 | Carbamidomethy+C(7) ELAGWMCDVLDNINDEATIER 380 21 4 2B y5y10y11+y11 2464.15 101.499 13479 |2 123258 15.44
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 7 YAEGYPGK 54 8 4 33.01 b3°b3bdy4 884.42 61.033 407 |2 as2fi 877,
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 8 MIIGGFSAYSGVVDWAK 168 17 5 43.43 b7b10y3ydy5 1800.94 118 1565 | 3| 600.98 21.56
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 9 GYKVVSGGTENHLFLLDLVDK 305 21 3 13.83 b10ylly14 2304.21 1820 41470 | 2| 1152561 -4.98
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 10 LYNIVPYGIDESGKIDYDEMAK 138 22 6 34.88 b3bldy5yllyl7yl8 | 2533.21 76.774 37667| B  845.08 -1.06
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 11 VVSGGTENHLFLLDLVDKNLTGK| 308 23 5 13.01 b10y3y21°y21*2 2469.30 92.113 31548 Hh  618.08 -14.73
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 12 NSVPNDPKSPFVTSGIR 346 17 7 53.6€ b3bl0blly8ydyllyl4  4X@L 52.997 22877 | 3 605.64 11.64
hydroxymethyltransferase
i g
IPOAZELIGLYA_SALTY Serine 13 QEEHIELIASENYTSPRVMQAQGS g 29 3 115 b8y10y12 3301.64) 89.491 6571 |4  826.16 7.1d
hydroxymethyltransferase QLTNK
IPOAZELIGLYA_SALTY Serine 14 EMNIADYDAELWQAMEQEKVR 4 21 3 23.48 y6y9y10 2569.20 8823 4883 | 3| s857.07 10.55
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 15 Oxidation+M(15) LNSAVFPSAQGGPLMHVIAGK 251 21 7 35.04  tBb4°bay3yldy1s 2110.09 84.733 85447 |3 704.04 -9.31
hydroxymethyltransferase
|POA2E1|GLYA_SALTY Serine 16 |Carbamidomethyl+C(17FAEVKELAGWMCDVLDNINDEAT | . 06 5 1211 bay6y0 036,39 70,558 w036 |4 7s0ds A
hydroxymethyltransferase ;Oxidation+M(11) IER
IPOAZELIGLYA_SALTY Serine 17 Oxidation+M(16) REMNIADYDAELWQAMEQEK 3 20 3 14.32 bsby2 2486.13 30.695 10548 B 829.38 12.47
hydroxymethyltransferase
IPOAZELIGLYA_SALTY Serine 18 SPFVTSGI 354 8 0 1.63 807.43 49.709 2139 |2 4042 1.13
hydroxymethyltransferase
b3b4b8Hb9b10°b10b11°b31
|P66038|RISB_SALTY 6 1 'GQVKDDNTI;X\L':VKPGAYELPLA 40 29 22 156.13|*b11b12*b12b13*b13b14Yy 3110.69 98.371 87748| B 1037.5] 5.57
3y4y9y11y12y15y16y29
b3b4b5b12b13y3y4y5y6y8
|P66038|RISB_SALTY 6 2 FNQFINDSLLDGAVDALTR 21 19 18 186.4y9y10y12y14*y14y15y16y 2109.08 101.294 66139| P 1055.04 9.49
19
|P66038|RISB_SALTY 6 3 GAEAALTALEMINVLK 136 16 7 41.85]  bBEh7bl12°b12y3y4 1643.90 102.943 27494 |2 822.4p 0.30
|P66038|RISB_SALTY 6 2 ANVAAPDAR 5 9 ) 54.39 b2"b2y2y3y5y6y7y0 884.45 23.576 13660 2 | 442.73 -10.35
|P66038|RISB_SALTY 6 5 VATIAR 14 7 2 53.57 V3y4y5y6 743.47 44.942 11117 |2 372.2% 115
|P66038|RISB_SALTY 6 6 AGNKGAEAALTALEMINVLK 132 20 3 210 b6b8b16 2014.09 97.165 31624 |3 672.0 6.79
IPOALASILVE_SALTY Branched-chain SVDGIQVGEGR 266 11 14 76.2 | P1P3DADTDTY2yA%y4YSY4" 16 56 42.189 17570 p  558.78 186
amino-acid aminotransferase y6y9°y9y11
IPOALASILVE_SALTY Branched-chain AAPNTIPTAAK 149 11 8 36.63 |  b3yly2y3ystysyoyll 1054.54 32m 16009 | 2| 527.79 9.49
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 5 ELGIEVR 231 7 4 37.37 b3y2ydy5 815.47 51.787 4654 |2 40824 241
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain EQVLSR 238 6 1 13.6 v3 731.40 33.494 15852 |1 731.4p -5.84
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain o ADYIWFNGEMVR 5 12 6 36.07 b4boy7°y7y8°y8 1500.69 60.143] 120 | 3| 500.90 2.44
amino-acid aminotransferase
IPOALASIILVE_SALTY Branched-chain ¢ DGVLFTPPFTSSALPGITR 204 19 3 24.06 b4b5b12 1976. 1m.7% 2556 | 2| 988.52 -12.66
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain 7 IQQAFFGLFTGETEDK 284 16 3 171 b8y7y9 1830.8¢ 64.442 1898 | 4458.47 -20.00
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain ¢ Phosphoryl STY(12) DGVLFTPPFTSSALPGITR 204 19 6 4248 bE©HLOH10Y8 2056.03 105.299 4482 |2 102852 14.0
amino-acid aminotransferase
IPOALASILVE_SALTY Branched-chain ¢ Oxidation+M(11) ESLYLADEVFMSGTAAEITPVR 244 22 5 28.85| bBb10y10y13 2415.14 106.989 24834 |3 805.7p -12.8
amino-acid aminotransferase




ot 5
IQ7CPELIATPA_SALTY ATP synthasq MQLNSTEISELIK 0 13 11 32,21 |P2P12°D12DI2Y2yBY10YL g 4 77.154 44065| P 753.40 -0.49
subunit alpha Oy11*y11y13
IQ7CPELIATPA_SALTY ATP synthasq | oo midomethy+C(7)  IHGLADCMQGEMISLPGNR 40 19 13 60.7/°2P30BOOD12b14YAYIIYL ) 0 o 69.526 37766 B 700.33 -6.16
subunit alpha 1*y11y12°y12y19
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 4 ASTISNVVR 201 9 6 53.14 b5yly3y5y7y9 946.52 38.122 25265 | 2 3.78 12.38
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ELAAFSQFASDLDDATR 401 17 5 50.5 b6y3ydy5y6 1856.8 88.689 22430 | 2| 928.04 7.89
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg o DSVGAVVMGPYADLAEGMK 68 19 8 51.64 | b5b7b8y7yl0yl2yldylp 909.92 83.783 22150 | P 955.47 10.35
0] % | Oy A
IQ7CPELIATPA_SALTY ATP synthasq ¢ QLNSTEISELIK 1 12 9 34.15 |P4P7DODIODIOYIONVION o0y 2y 81.364 20675| 2 687.87 755
subunit alpha 10y12
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg  ; QYAPMSVAQQSLVLFAAER 434 19 6 25.79 b3y5°y5y6y16y19 2100, 93.273 19530 | 4 1055.05 10.07
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg g QSVDQPVQTGYK 139 12 7 35.43|  b12°b12y2y7y8yoy1d 134946 .88 17492 | 2| 675.33 5.34
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthase o | carbamidomethyk+C(] CIYVAIGQK 192 9 5 38.19 b3b5b6y1yo 051.55 58.136 17320 | 2  526.28 -5.57
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg ELAAFSQFASDLDDATRK 401 18 5 30.87 b8b13y6yoy11 1984.95 3.43 13035 | 3 66232 -7.20
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg 1, DHAPLMQEINQSGGYNDEIEGK 477 22 3 13.39 b4b6y6 2445.1p g 6679 | 2| 1223.07 10.58
'Q7CPE1|ATSEQEE:‘;’T) :aATP synthasg 1, GPVDNDGFSAVEAIAPGVIDR 118 21 3 20.47 b5b13b16 2099.06  .18D 2442 | 2| 1050.03 6.63
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg 4 ILEVPVGR 93 8 3 33.01 b3y5y6 882.53 53.143 43832 |2 4417y 732,
|Q7CPELIATPA_SALTY ATP synthasd IGSFEAALLAYVDRDHAPLMQEIN )
subinit alpha 14 OSCGYNDEIEGK 463 36 3 10.89 bsb22y11 3950.89 95.362 89790 | 4  988.48 1.9
- s
IQ7CPELATPA_SALTY ATP synthas - VVNTLGAPIDGKGPVDNDGFSAV[ | - a3 . 2660 |PTTD2TB2TYE VB Ty o 04366 wos]l b 10885 5 60
subunit alpha EAIAPGVIDR 5
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthasg ¢ EAFPGDVFYLHSRLLER 283 17 4 16.26 b3b16°b16y1l 2049.04 368 2418 | 3| 683.69 -5.96
IQ7CPELIATPA_SALTY ATP synthasq Oxidation+m(17) | YAALNLERDSVGAVVMGPYADL 59 28 3 11.68 b11b23y12 2969.53 123.01 2032 |3 990.51 14.0
subunit alpha AEGMK
'Q7CPE1|ATSEQE;IA‘;’T) :aATP synthase 15 | carbamidomethyl+C(1) CIYVAIGQ 192 8 0 1.63 923.47 58.124 1710 | 2| 462.24 5.88
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 1 ITDVEVLK 104 8 6 56.99 y2y3ydy6y7y8 916.52 49.342 122061l |2 84w -13.19
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 2 AEITASLVK 1 9 5 54.39 yAy5y6y7y9 931.54 49.383 83004 |2 46627 -9.89
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 3 ALTEANGDIELAIENMRK 25 18 3 22.69 yoy14y16 1988.00 74663 om2 | 3| 663.34 7.25
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 4 | carbamidomethyl+C(8 TGAGMMDCKK 15 10 7 57.94 b2bdy2yg57 1098.47 21.759 21798| P 549.74 -4.67
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 5 VLDAAVAGK 95 9 4 38.19 yBy7y8y9 843.48 34.421 19724 |2 42224 1440
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 6 DAGFQAFADK 85 10 3 41.6 y3y6y8 1069.50 54.646 8803 |2 53525 172
|P64052|EFTS—S/+\'S‘TY Elongation facigr VETDFAAEVAAMSK 267 14 7 58.49 | b4b5bl0b12b13°b13yl  14@B.7  60.342 4624 | 3 490.24 1.91
. b3°b3b4°b4y3y4y5y7y8°yB
|P64052|EFTS—S/+\'S‘TY Elongation factar VASLEGDVLGSYQHGAR 134 17 18 144.97 *y8y10*y10y11*y11ly12yl| 1758.85 59.639 139748 B 586.95 -17.07
3y15
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 9 IGVLVAAK 151 8 3 36.02 b3y3y7 770.50 47.822 49928 |2 385.74 618
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 10 IGENINIR 125 8 6 53.98 y3Y5Y6°YBYy Ty T 928.51 45.233 4617 2 6446 -15.38




|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 11 EYQVQLDIAMQSGKPK 193 16 5 28.25 b5ydy7y8*y8 1834.91 7009 12300 | 3| 61231 -15.70
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 12 ALTEANGDIELAIENMR 25 17 4 22.84 b5b11y5y13 1859.91 60887 | 11403 | 2| 930.46 2.10
|P64052|EFTS—S/+\'S‘TY Elongation faCtTr 13 SVGQLLK 240 7 5 37.37 b5°b5*b5h6Yy5 744.45 45.586 7679 |2 3327 -18.28
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 14 QLAMHVAASKSEEVKPEDVSADV 167 26 3 12.11 b13y7yll 2824.41 109.798 357 3 94214 -15.6
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 15 MVEGR 214 5 1 13.19 v4 591.30 39.043 3359 |1 591.3p 7.43
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 16 VALVAK 119 6 2 26.79 bay5 600.41 47.802 3030 [t 600.41 3.86
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 17 FEVGEGIEKVETDFAAEVAAMSK | 258 23 8 49.34| b3b5b13y3ydymuma | 2457.18 106.179 45736| B 819.73 -0.20
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 18 DAGFQAFADKVLDAAVAGK 85 19 5 20.62 b3b15*h15y6y15 18989 | 77.251 17676 | 4 632.00 3.29
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 19 Phosphoryl STY(L2) EYQVQLDIAMQSGKPK 193 16 6 24.17 b5°b5b10y5y13 1914.90 68.573 60712 [3  638.9] 3.44
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 20 Oxidation+M(12) VETDFAAEVAAMSK 267 14 4 19.22 bay5y12Pg 1484.70 77.725 13574 P 74285 1.32
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 21 Oxidation+M(4) QLAMHVAASKSEEVKPEDVSADV 167 26 5 15.73 b5b11y9°yay22 2840.41 101.254 396 3 94749 59 5.
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 22 ITASLVK 3 7 2 8.8 b4°ba 731.46 49.394 8655| |1 731.44 -14.64
|P64052|EFTS—S/+\'S‘TY Elongation fac“fr 23 | carbamidomethyl+C(7) GAGMMDCKK 16 9 0 2.04 997.42 21.767 5897 | 2| 499.21 -6.49
|P64052|EFTS—S/+\'S‘TY Elongation facigr Carbamidomethyl+C(d) AGMMDCKK 17 8 0 2.04 940.40) 21740 712 | 2| 47070 -3.05
IQSLATOJLUXS_SALTY S- 1 TMNTPHGDAITVFDLR 23 16 11 60.06 | P1P2b3b10Y2y3y4y6y104L ) 707 oo 71.618 48892 | B 596.62 -13.79
ribosylhomocysteine lyase 1y16
[Q9L4TOLUXS_SALTY S- . [VODQNQIPELNVYQCGTYQMHSL]
bosyhomocystane lyase 2 |cabamidomethyi+c(1$) SEAQDIAR 113 31 7 37.91| b7blOydyoy10y11y3l  3635.71L 75.43 222 3 2521 571
IQSLATOJLUXS_SALTY S- 3 |carbamidomethy+C(18)  DHLNGNGVEIDISPMGCR 65 19 36. 2bh1b12b13y13 2097.00 76.472 1504 |2 1049.91 8.96
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 4 PLLDSFAVDHTR 1 12 3 35.43 b8b9b10 1370.69 53.269 1501 |2 eB58 1167
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 5 VADAWKAAMADVLK 99 14 3 27.79 b3b8b12 1488.79 90.641 232310 2 | 744.90 -1.39
ribosylhomocysteine lyase
IQSLATOILUXS_SALTY S- 6 TGFYMSLIGTPDEQRVADAWK 84 21 5 21.62 bdy4y9*yoy11 2385.14  85.842 3580 | 3  795.72 -7.68
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 7 |carbamidomethy+C(18) TMNTPHGDAITVFDLRFCIPNK 23 22 18 | b5b10y5*y5y19°y19 2547.23 136.287 2388] |2 127492 -6.71
ribosylhomocysteine lyase
|Q9LATO|LUXS_SALTY S- Carbamidomethyl+C(L5YQDQNQIPELNVYQCGTYQMHSL] .
bosyhomocystane lyase 8 oxidatonaM(20) SEAQDIAR 113 31 6 38.35 b4b5b12b13y6%y6 3651.72 99.884 745 3 1217|191 1056
IQ9LATOILUXS_SALTY S- g |CarbamidomethyttC(2; FCIPNKEVMPEK 39 12 3 35.43 y3ydy5 1507.73 47.476 2341 |3 834 421
ribosylhomocysteine lyase Oxidation+M(9)
IQSLATOJLUXS_SALTY S- 10 Oxidation+M(2) TMNTPHGDAITVFDLR 23 16 3 17.1 b12y5y11 aBss 83.177 1542 | 2 90245 8.53
ribosylhomocysteine lyase
IQSLATOJLUXS_SALTY S- 11 TMNTPHGDAITVFDL 23 15 0 4.48 1631.78 71.624 2070 |2 81639  .864
ribosylhomocysteine lyase
IQ7CPKOJUGPB_SALTY sn-glycerol-3) — TGYLPITTAAYELTR 343 15 11 102.45|P3PAYSYBYTYSYOVIOVIIYL ) g oo 85.026 95487 | P 83544 1.10
phohate-binding periplasmic protein uggB 2y15
IQ7CPKOJUGPB_SALTY sn-glycerok3) FLDFLAKPENAAEWHQK 326 17 9 26.06 | b2b3y2yatydyeeyysylll  024.02 74.062 47301 682.01 221
phohate-binding periplasmic protein uggB




IQ7CPKOJUGPB_SALTY sn-glycerok3) 4 LGNMPQIR 389 8 49.21 bBy4y5y7*y7 928.50 48.445 41818 |2  #s4. -8.15
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3) TGNAPAILQVYEVGTATMMASK 77 22 20.79 b3y3y6y15y22 22551 | 94131 26852 | 4 1127.08 10.19
phohate-binding periplasmic protein uggB

|Q7CPKOJUGPB_SALTY sn-glycerol-3 o }
ohohate-bindg periplasmic protoi ugs > FNQANPDYK 47 9 38.19 |  b2y2yd°yayTryTy8y9 1096.50 20456 735 | 2| 548.75 3.56
IQ7CPKOJUGPB_SALTY sn-glycerol-3) NNGFDGTDAVLEFNKPEQVK 212 20 45.41|  ysyloyl2yleylsy20| 22210 66.096 7248 | 2 111155 12.64
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3) — ; SGHLLSQPFNSSTPVLYYNKDAFK 132 24 12.67 bob16y6 2713.39 18865 2125 | 3 905.13 9.72
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3) o TGYLPITTAAYELTREQGYYDK 343 22 13.39 bldy3y11 2553.22 838 1577 | 3| 85175 -10.81
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3) o QMLNKPPLPFTK 374 12 32.09 b4*baby4°ydyT 1413.7 61.974 38® | 3| 47193 20.29
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) TWQELADYTAK 167 11 41.4 b3°b3b5*b5h7y8 1325.64 53.246 ass | 2| 663.32 1.47
phohate-binding periplasmic protein uggB

IQ7CPKO|UGPB_SALTY sn-glycerok-3| TIVDEELESVWTGK 397 14 27.79 y3y7y12 1605.81 82.568 w22 2| 80341 5.17
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3) 5 | oo midomethyl+C(d)  FYNGDCAMTTASSGSLANIR 258 20 28. yaylly12°y12 2135.96 61.859 11859 |2 1068.4 5.49
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3) ;4 GAPQNAIIGGASLWVMQGK 297 19 14.89 b4b14*h14y9 1898.01  4.406 7490 | 2| 94951 6.43
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) DAGINFDESQFVPTVAGYYTDAK| 109 23 20.05 b12y5°y5y8y12 @521 123.385 3880 836.74 20.05
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) GNYEQNLSAGIAAFR 62 15 45.43 b9b10°b10b11ydy11] 1610.18 47.501 3453 | 2|  805.89 -9.47
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) 5 EVDSLAQR 39 8 33.01 b6y6*y6y7 917.49 69.050 2074 |2 45902 829
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3| —,; AGLDPEQPPKTWQELADYTAK 157 21 26.64 b4b15y11y14y17 8365 73.058 87781 | 3 786.72 2.07
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) g EQGYYDKNPGADIATR 358 16 42.77 y3y4°yayBy9 1797.83 4151 51211 | 3| 599.04 11.88
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok3| g TPQQALDTAVDRGNQLLR 412 18 21.66 b3°b3b12y3y12 1996.04  68.930 40178 | 4  666.02 7.95
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerol-3) EVDSLAQRFNQANPDYK 39 17 16.26 b7b13y8 1994.98 102.876 3978 | 2| 997.99 11.38
phohate-binding periplasmic protein uggB

IQ7CPKOJUGPB_SALTY sn-glycerok-3| TWQELADYTAKLR 167 13 43.01 b4b5°b5h6b9 1594.8 79429 508 | 2| 797.01 -9.03
phohate-binding periplasmic protein uggB




|Q7CPKOJUGPB_SALTY sn-glycerol-3 GNYEQNLSAGIAAFRTGNAPAILQ . | )
Dhohate-bindig periplasmie protom ugls 22 VEVGTATMMASK 62 37 16.21 b9b15y5°y5y10y13 3844.89 80.864 636 6 64166 152
IQ7CPKOJUGPB_SALTY sn-glycerol-3) 4 LGNMPQIRTIVDEELESVWTGK 389 22 28.85|  bSbebldy7°y7ygss | 2515.29 62.642 2218 | B 62058 2.14
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) Phosphoryl STY(8) | TGYLPITTAAYELTREQGYYDK 343 22 18.1 b7b9y4y10 2633.20 51.474 3678| [3  878.41 111
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g Oxidation+M() TGNAPAILQVYEVGTATMMASK 77 22 20.79 b5yA 3°y13y16 2269.13 69.611 53324 |3 757.04 3.55
phohate-binding periplasmic protein uggB
IQ7CPKOJUGPB_SALTY sn-glycerol-3) g Oxidation+M(16) | GAPQNAIGGASLWVMQGKDK 207 21 13.83 8y10 2157.13 65.868 2820 | B 719.71 7.24
phohate-binding periplasmic protein uggB
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 1 AINALANPTTNSYKR 307 15 26.16 y5y8°y8y9*y9 1633.86 43%3 | 29961 | 3| 54529 5.16
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 2 LVPGYEAPVMLAYSAR 322 16 52.99 b15y2y4y5yoy13yla 1736.9|  77.897 27518 | 4 868.96 2.11
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 3 GGYFPVPPVDSAQDIR 177 16 44.83 b3b13y2y4y7ylly1] 1787.8  70.501 12474 | 4 859.43 4.19
'POAlPGlGLS’;‘ﬁt—rsz;Y Glutamine 4 MSAEHVLTMLNEHEVK 0 16 24.17 b7b12°b12y9y11 1867.91 328 6738 | 2| 934.46 1.05
'POAlPGlGLS’;‘ﬁt—rsz;Y Glutamine 5 ATGIADTVLFGPEPEFFLFDDIR 117 23 29.37|  b3°b3b4bs°bSayly | 2570.28 117.132 4033 | B 857.43 0.19
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 6 |Carbamidomethy+C(11) FPDPAANPYLCFAALLMAGLDGI 360 24 23.36 b6b9b10y4 2565.32) 108.405 2254 |3  8s5.78 10.7b
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 7 | carbamidomethyl+C(l CDILEPGTLQGYDR 89 14 19.2p balsyb 1636.78 71.442 1823 | B 546.27 10.44
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 8 AGGVFTDEAIDAYIALR 430 17 23.25 b5y11y12 1781.88 76.802| 2637 | 2| 89144 -16.17
IPOALPGIGLNA_SALTY Glutamine 9 FNTMTK 225 6 26.79 bdy3 741.35 66.000 21104 |1 7413 -7.64
synthetase
IPOALPGIGLNA_SALTY Glutamine 10 NLYDLPPEEAK 395 11 24.23 b5b7y8 1288.64 45.157 6076 |3 4804 3.98
synthetase
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 11 AINALANPTTNSYK 307 14 32.92 b9b10y6y9 1477.76 48.687 068 | 2| 739.38 -1.65
[POALP6IGLNA_SALTY Glutamine - GINESDMVLMPDASTAVIDPFFAD|  __ 20 . bAbOb10Y6y11 52386 113.42h c30 s 10801 6 77
synthetase STLIR
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 13 SAEHVLTMLNEHEVK 1 15 29.35 b5°b5b7b11y5 1736.83 60.919 2015 | 2| 868.92 -16.87
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 14 MTPHPVEFELYYSV 455 14 19.22 b4b6y3°y3 1711.8P 37.15¢ 226 | 3| 57128 12.05
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 15 YAGLSEQALYYIGGVIK 287 17 33.63 b4b7°b7b9*h9b10 1848.0| 130.043 2156 | 4 92301 21.24
'POAlPGlGLS’;‘/ﬁt—rsz;Y Glutamine 16 IHPGEAMDKNLYDLPPEEAK 386 20 14.32 b6b12y8 2267.11 HB7 76658 | 3| 756.38 9.15
[POALP6|GLNA_SALTY Glutamine ATGIADTVLFGPEPEFFLFDDIRFQ b4°bay6y8y9°y9y10*y10y] | )
aynihetase 17 ASISGSHYADDIEC AWNSSTK 117 47 35.97 . 5000.39 69.527 22616| 6  834.24 6.93
IPOALPGIGLNA_SALTY Glutamine 18 NGTNLFSGDKYAGLSEQALYYIG | ., 27 17.95 b5°b5b12b14 2878.47 111.24p 925 3 960.16 3.1
synthetase GVIK
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 19 GKEQHVTIPAHQVNAEFFEEGK 26 22 20.67 y3y5y12y15 2495.2f 101.733 4250 | 2 1248.14 13.80
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 20 Phosphoryl STY(L3) LVPGYEAPVMLAYSAR 322 16 44.83 baind 3b14y3y10 1816.85 58.468 3809| [3  606.20 -5.85
'POAlPGlGLS’;‘/ﬁt—rszSZY Glutamine 21 Oxidation+M(1) MSAEHVLTMLNEHEVK 0 16 30.7 b11*b11b1By12 1883.91 82.750 22689 P 942.48 8.16




'POAlPGlGLS’;‘ﬁtT]szSZY Glutamine 22 Oxidation+M(8) SAEHVLTMLNEHEVK 1 15 4 29.35 b3b5b9y6 T84 82.782 3520 | §  584.95 -10.59
IPOALPGIGLNA_SALTY Glutamine 23 NALANPTTNSYKR 309 13 0 4.07 1449.73 43.529 3110| |2 7253 258
synthetase
IQ8ZQDA|LOLA_SALTY Outer-membraj DGTIHQFSAVEQDDQR 154 16 7 27.58 b9*b9y3°y3y5y9y16 1845.8  45.115 36017 | 34  615.96 9.19
lipoprotein carrier protein
| *|
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLK 85 18 13 94.15 | P3DAPSDEDT*DTDLAY2YSYL ) g 115.936 24882| b 1108.0 13.34
lipoprotein carrier protein 2y13y16y18
IQ8ZQDA|LOLA_SALTY Outer-membraj 5 FTETPPQGVTIDDQR 187 15 5 25.7 b5b9y6y10y15 1721.47 64.455 13284 | 3| 57463 11.06
lipoprotein carrier protein
|Q8ZQD4|LOLA_SALTY Outer-membrai VTDGSGAAVQEGQGDLWVKRPN
iboprotein cartier protein 4 LFNWHMTOPDESILVSDGK 44 21 3 38.91 b3b4b5 4482.20 83.424 gs8d |4 11211 5.23
IQ8ZQDA|LOLA_SALTY Outer-membraj TLWFYNPFVEQATATWLKDATG 85 31 8 37.96 | b4abSb5bE*hEYSY1ly3l  3602.84 129.266 8365 | 3 0182 7.12
lipoprotein carrier protein NTPFMLIAR
IQ8ZQDA|LOLA_SALTY Outer-membraj VTDGSGAAVQEGQGDLWVK 44 19 4 14.89 b5°b5b13y7 1916.9 5RO 8028 | 2| o958.98 5.92
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj  ; RPNLFNWHMTQPDESILVSDGK 63 22 3 13.39 bllyey12 258408 oW 10804 | 3| 862.08 12.00
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ ASNGNLK 139 7 6 40.38 b3b5°h5y6°y6*y6 703.38 29.682 4071 |1 328 12.58
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membraj ¢ VSSFHATFTQK 33 11 3 24.23 b6b10y8 1252.6 56.053 3667 | 2 a6s -17.35
lipoprotein carrier protein
IQ8ZQDA|LOLA_SALTY Outer-membrar NQASDWQQYNIKQDGDNFVLTP | 1 23 5 24.46 b3b21y9y12y20 2709.3 68.484 76048 | 3 903f7 88 2
lipoprotein carrier protein K
IQ8ZQDA|LOLA_SALTY Outer-membraf SQQNGAVDPSKFTFTPPQGVTIDD 44 26 8 37.01 | b5beblay5y5y6°y6yl 2833.41L 86.85 29 | 2 1774 13.79
lipoprotein carrier protein QR
IQ8ZQDA|LOLA_SALTY Outer-membraj ., SAYQLKSQQNGAVDPSK 170 17 3 16.26 b10y5y12 1820.8p 87.199 1858 | 4| 455.08 12.60
lipoprotein carrier protein
. b2°b2b7°b7b9b11ydy6°yq*
'QBZPGSlTngrii‘iggepmbab'e thiol| SQTVHFQGNPVTVANVIPQAGSK] 1 23 17 62.23| y6y7yoy10ty10y12+y12yd  2379.23 65.142 133920 B 793.75 -5.03
3
'QBZPGSlTngrii‘iggepmbab'e thiol| 5 | carbamidomethy+C(1§)  VLNIFPSIDTGVCAASVR 48 18 7 20.06  2bBb5y2y13y14yl8 1919.02 85.340 6478 2 960.01 5.34
'QBZPGSlTngrii‘iggepmbab'e thiol| 4 AQAFTLVAK 24 9 7 59.8 b3b4b5y2y3y7y9 948.54 53.948 56764 |2 447 12.74
. . —
IQ8ZPES[TPX_SALTY Probable thiol | -, | o p ) idomethyi+C(2 FCGAEGLSNVITLSTLR 93 17 12 52.4P2P3DIL"DLIDISOIADIAY ) ooy g 86.166 36471 2 919.48 6.91
peroxidase 4y6y15*y15y17
'QBZPGSlTngrii‘iggepmbab'e thiol | ¢ DLSDVSLSQYAGK 33 13 5 20.57 b2b5b8yLy12 1382.68 60.092 sm3| 2| 69184 -0.09
. 3 " 3
IQ8ZPBS[TPX_SALTY Probable thiol | DLSDVSLSQYAGKR 33 14 10 3g.91 | P2'D2D4DIL"DLIDIZDIZY ) g 49 55.638 9082 769.89 -2.06
peroxidase 7*y7y9
IQ8ZPES[TPX_SALTY Probable thiol | AVIVLDENDNVIFSQLVDEITHEPD[ o 5 2228 b31y12913 51100 11831 s | 3 1271b2 oa
peroxidase YDAALNVLK
'QBZPGSlTngrii‘iggepmbab'e thiol| ¢ | carbamidomethyl+C(1 ')FNQLATEVEN(TQ\QQLCVSADLPFA 67 26 6 15.73 b5b7y4°ydy11°y11 2908.41 102.829 176p | 3 970.14 -10.74




. b3b4b5b8b10*b10b11°b]1
IQ8ZPBS[TPX_SALTY Probable thiol | g AVIVLDENDNVIFSQLVDEITHEPD| 45 35 21 150.54 y3ysy6y7y12y13y16y19y  3883.01 120.081 77860| B 1295.01 10.81
peroxidase YDAALNVLKA
0y22y24y30y31
'QBZPGSlTngrii‘igzzepmbab'e thiol | 14 SQTVHFQGNPV 1 11 4 21.4 y9°y9*yoy10 1213.6( 65.085 1639 |2 .8O7 5.83
_ecific aci * o o b
[P26976/PHON_SALTY Non-ecific aci | NGSYPSGHTAYGTLLALVLSEARA " 11 1627 |P2D20IDIYL2VIBYE o 96,357 s7220] b 690.60 1230
phohatase ER 2y26
'PZBQ?GlpHosﬁf&;;Non'ec'f'c acg IFSPVVGAK 85 9 7 61.56 b2b3y3y6y7y8y9 917.54 51.875 40284 | 2 59.27 9.98
|P26976|PHOE§£§;Non'ec'f'c acq 3 NLLTMGGYYATASAK 108 15 4 24.1 b10y12y13°y13 1560.77] 7081 | 39387 | 2| 780.89 0.78
|P26976|PHOE§£§;Non'ec'f'c acq 4 LQTIPAFQK 215 9 6 45.97 b2*b2y3y5y7y9 1045.6( 55.801 38738 | 2523.30 7.71
_ecific aci *] o
IP26976|PHON_SALTY Non-ecific acid QAAEDADVSVENIAR 70 15 10 63.48 | P3PBP1O™DIODIS®DIZYAYS ) o0r 26 51.390 7982 794.38 1.00
phohatase y10y15
|P26976|PHOE§£§;Non'ec'f'c ace s | carbamidomethyl+C(3 VICGAHWQSDVDAGR 191 15 18.08 bg§3 1670.77 46.090 4504 | P 835.89 0.80
IP26976|PHON_SALTY Non-ecific acid 7 INPK 94 4 1 12.78 v3 471.29 70.498 12545 |1 47129 -13.9
phohatase
|P26976|PHOEE:$;SLNon'ec'f'c ace g |carbamidomethy+C(12) TRPFVLFNHSTCRPEDENTLR 128 21 483 y8ylly12 2589.30 90.602 8383 |[3  863.71 15.09
IP26976|PHON_SALTY Non-ecific acid o EELNDK 230 6 1 13.6 y5 747.35 33.815 1507| |1 747.3% 2.37
phohatase
[P26976/PHON_SALTY Non-ecificacid DTPETWNMLKNLLTMGGYYATA o . . 2303 bdyoy10y17 776,40 53611 oosb | 2 13885 o1
phohatase SAK
|P26976|PHOEE:$;SLNon'ec'f'c acd g9 NNLLSKEDHPK 236 11 3 24.23 b10y5y7 1294.64 48.938 1158 |2 .@a7| -1235
|P26976|PHOEE:$;SLNon'ec'f'c ace 9 RGWEFGQSR 182 9 6 54.39 b4b5°b5b6°h6h7 1122. 97.87 a6p1 | 112253 -10.00
|P26976|PHOEE:$;SLNon'ec'f'c acd 43 WKQAAEDADVSVENIAR 68 17 4 16.26 b7°b7b15y13 1901.95 7203 2188 | 3| 634.66 9.50
|P26976|PHOE§£§;Non'ec'f'c acd 14 Oxidation+M(5) NLLTMGGYYATASAKK 108 16 3 171 b8b12y10 704.88 64.557 11303 568.96 8.74
|P26976|PHOE§£§;Non'ec'f'c acd  1g Oxidation+M(12) INPKDTPETWNMLK 94 14 3 19.22 b11y5y10 83 100.870 2186 | 2 85192 -11.90
IP26976|PHON_SALTY Non-ecific acid ¢ IFSPVVGAK 85 9 0 1.63 899.53 51.869 4016 |2 450.21 -0.34
phohatase
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 1 VTDIEPGLVGGTEFSSVR 171 18 7 55.41) b5b13y5y6y7y9y13 1862. 69.692 24596 2 931.98 2.56
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 2 AAIEEMMASLPAQWR 58 15 7 36.97 b4°b4b13b15y4y5y11) 1703.8 90.666 10205 2 852.43 12.25
ydfG
[P69936]YDFG_SALTY NADP-dependd TYENTTALTPEDITEAVWWVATL b2b5bB09D13D13014y2)y
L-serine/L-allo-threonine dehydrogenade 3 PAHVNINTVEMMPVTQSFAGLSV| 199 48 9 35.93 . 5340.63 136.426 5615 | 4  1335.91 -1.28
ydfG HR
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 4 GH"N|GSTAGSWKPYAGGNVYGAT 126 25 3 12.37 b13y9y19 2491.24 65.310 5058[L 4 623.57 2.2
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 5 ASVEDWETMIDTNNK 93 15 3 18.08 b4b7y8 1752.81 72.469 5917 2 7681 17.48
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 6 Oxidation+M() AAIEEMMASLPAQWR 58 15 4 18.08 b5y8y10°y10 719.84 93.714 23926 860.42 10.08
ydfG
[P69936]YDFG_SALTY NADP-depende
L-serine/L-allo-threonine dehydrogenag 7 Oxidation+M(9) ASVEDWETMIDTNNK 93 15 3 26.16 yay5y7 1768 35.172 8296 4 442.94 -8.01
ydfG




|P69936]YDFG_SALTY NADP-dependdnt CarbamidomethylC(Lh)
L-serine/L-allo-threonine dehydrogenade 8 [ v MIVLVTGATAGFGECIAR 0 18 5 21.66 b3b13y5°y5y11 1881.94 8338 3374 2 941.47 -10.96
ydiG ;Oxidation+M(1)
[P69936]YDFG_SALTY NADP-dependdnt
L-serine/L-allo-threonine dehydrogenade 9 Oxidation+M() AAIEEMMASLPAQWRDIDVLVNN 58 35 5 39.24 b3b4b10b11b13 3759.9p 136.364 266¢4 3 125398 .06 -0
e AGLALGLEPAHK
[POSOSSITALE_SALTY Transaldolase 1| carbamidomettys) EGINCNLTLLFSFAQAR 148 17 6 33.89 b9°b9b10b13y3y16 198 75.146 75102 | 2 977.49 4.12
|P66955[TALB_SALTY Transaldolase [iz 2 ELAESEGAIER 250 11 6 41.4 b9°boy7y8ydy11 1203.5p 51.50 1955 2| 602.30 5.17
|P66955[TALB_SALTY Transaldolase [iz 3 LSYDTEASIAK 100 11 4 35.99 y8yoy10y11 1197.59 45.107 1359 | 2599.30 -5.30
|P66955[TALB_SALTY Transaldolase [iz 4 ISTEVDAR 92 8 5 40.79 y2y3y6y7y8 890.45 28.910 13574 |2 44578 -14.12
|P66955[TALB_SALTY Transaldolase [iz 5 QHGYETVVMGASFR 21 14 5 19.22 b7y5°y5y9y14 1581.76 56.660 10079 |2  791.d8 5.6
|P66955[TALB_SALTY Transaldolase [iz 6 | carbamidometbytd NVGEILELAGCDR 228 13 6 34.34 b3b7y2ylly12y13 144573 74301 10285 | 2 723.37 13.76
|P66955[TALB_SALTY Transaldolase [iz 7 LYNDAGISNDR 117 11 7 64.77 b5b8bOy3y7y10y11 1237.5p 80.25] 6798 | 3| 413.20 6.41
|P66955[TALB_SALTY Transaldolase [iz 8 LASTWQGIR 132 9 6 59.8 b5bBb7y3y5*y5 1031.57 59.441 5176 | 2 6.2 8.64
|P66955[TALB_SALTY Transaldolase [iz 9 QFTTVVADTGDIAAMK 9 16 3 17.1 b10y6y11 1667.81 59.419 1780 |2 834.4h 11.3
|P66955[TALB_SALTY Transaldolase [iz 10 LIDDAVAWAKQQSSD 50 16 3 17.1 b5y11y13 1802.90) 79.044 60090 |3 60144 2.9
|P66955[TALB_SALTY Transaldolase [iz 11 LSFSGEVKARPER 262 13 4 20.57 b6y4°y4y8 1475.7p 49.77 292992 |  738.40 -7.20
|P66955[TALB_SALTY Transaldolase [iz 12 Oxidation+M(15)  ITEAEFLWQHHQDPMAVDK 275 19 3 22.67 b7yays 2311.06 47.757 39 | 4| 57852 -10.14
|P66955[TALB_SALTY Transaldolase b 13 STEVDAR 93 7 0 1.22 777.38 28.892 1646 |1 777.38 5.42
[POAAOTIPTHP_SALTY Phohocarrier| MFQQEVTITAPNGLHTRPAAQFV o ot " 40,77 | P2D3bTDLOYLYIONI2y13Y1 o 63804 s0m12| b 67184 1482
protein HPr K 4y16y18y19y20y24
. O] Xy
IPOAAQTIPTHP_SALTY Phohocarrier| GFTSEITVTSNGK 27 13 10 67.g | PAPEDEDIOYSYSYBYOVIL 15 67 51.308 20442| P 670.84 0.27
protein HPr y13
IPOAAO7IPTHP_SALTY Phohocarrier| 5 LMAELE 79 6 5 53.17 b3b4b5°h5y4 705.34 54.888 191199 |1 70534 -11.60
protein HPr
b3°b3*h3b4°b4b5°b5*b5HE
[POAAO7|PTHP_SALTY Phohocarrier LQTLGLTQGTVVTISAEGEDEQKA °b6b11*h11b25y3y8y1 1yl )
orotem HPr 4 VEHLVK 49 30 28 185.32) 30 daviayiyieng 19367 81.464 500618 f#  799.17 7.87
8y19y20y22y28
|POABBLIACP_SALTY Acyl carrier protefn 1 IGEQLGVK 10 9 10 64.57 | b2b8yly3ydy7*y7y8*y8y9  956.57 408 86972 | 2| 478.79 -9.95
% | [
[POAGBLJACP_SALTY Acyl carrier protefy 2 ITTVQAAIDYIBHQA 62 16 8 59.98 | P13 b13y4y§’y8y11 VIV 171488 82.647 20845 2 857.04 3.35
IPOA7XO|RSE_SALTY 30S ribosomal) | SMQDPIADMLTR 1 12 11 83.72 |P204Y3YAYS*YOYBYOVIOVL 4500 65 78.495 105176 P 689.33 2.48
protein S8 Oy12
- %y O, *y O A
IPOA7XO|RSE_SALTY 30S ribosomal) AVVESIQR 69 8 13 49.21 |P2DSYZV2YAYAYAYSYSY g4, 5 33.502 67480 | ©  451.25 -13.47
protein S8 y5y6*y6y8
'POA?XOleiF;gETgBSOS ribosomall 5| oo b amidomethykC(10) QAGLGGEIICYVA 117 13 3 20.82 b3B5b 1350.67 81.362 4347 | 1 1350.67 -2.26
'POA?XOleiFigETgBSOS ribosomal| Oxidation+M(5) AAVTMPSSK 22 9 3 30.41 b5b8y4 907.45| 10@51| 2648 | 1| 907.45 -3.63
|P67617“:'?;%2/:;;\:01;*’&‘*)'9 Fe- LLEQEMVSFLFEGK 64 14 7 19.22|  b5*b5b7°b7*b7yLy10) 1669.87 01089 31428 | 2|  835.44 9.21




IP67617|FETP_SALTY Probable Fe(24)- Carbamidomethyirc(4)| ' CTYLQRDAEGQDFQLYPGELG 4 25 18.77 b7b11*b11b13y7 2949.41 136.40 416 2 147521 66 1
trafficking protein K
|P67617“:'?;?%2/:;;\:0?;?&‘*)'9 Fe(24)- Carbamidomethyl+C(4 TIFCTYLQR 3 9 30.41 bey7y8 120199 62.056 1944 | 2| 601.30 -8.03
|P67617“:'?;;%2/:;30?;?&‘“9 Fe(24)- IYNEISK 29 7 40.38 y3y4y6*y6 866.45 39.668 10076 |2 43373 449
|P67617“:'?;?%2/:;\:0?;?&‘*)'9 Fe(24)- DAWAQWQHK 36 9 38.19 b4°b4b6b7 1169.57 60.119 1831 |2 58549 16.39
|P67617“:'?;?%2/:;\:0?;?&‘“9 Fe(24)- IYNEISKDAWAQWQHK 29 16 171 b9°hoy4y7 2016.97, 96.425 #50 | 3| 672.99 1331
IP67617|FETP_SALTY Probable Fe(24)- Oxidation+m(e) | WEQEMVSFLFEGKDVHIEGYTPE ¢, 26 22.78 y5y6y9 3069.46 102.277 2208 |5 61470 -4.68
trafficking protein DK
O] % | *|
|Q7CR87|SURA_SALTY Chaperone sufA 1 IQELPGIFAQALSTAK 3 16 30.7 |P2p33 b31%4 bay12yl4y 168694 90.006 60023| P  843.98 1.01
|Q7CR87|SURA_SALTY Chaperone sufA 2 ITDEQLDQAIANIAK ) 15 25.7 b9b14y5y13y15 1642.87 80.577 5075 | 2 821.94 3.94
|Q7CR87|SURA_SALTY Chaperone sufA 3 LAYDGLNYSTYR 117 12 22.21 b8°b8ydy10y12 1435.69 59.245{ oa4 | 2| 71835 3.49
|Q7CR87|SURA_SALTY Chaperone sufA 4 LIMDQILQMGQK 73 13 32.21 b5y3y5*y5y6 1530.84 88.139 3703 |2 7es.9p 0.96
|Q7CR87|SURA_SALTY Chaperone sufA 5 LNAGQAGQQLPDDATLR 50 17 33.63 y2y5y7yllyl2y17 1767.91 51.653 3361 2 88446 706
|Q7CR87|SURA_SALTY Chaperone sufA 6 QIGTQNDASTELNLSHILIALPENP| ¢, 35 50.03 | b2*b2ydySy6yl2yl3y3b  3816.94 88.784 2344 327208 10.11
TSEQVNDAQR
|Q7CR87|SURA_SALTY Chaperone sufA 7 GQSQSISVTEVHAR 274 14 27 y2y6y8ydy14 1498.74 37.685 13724 |3 500.2p 13.1
|Q7CR87|SURA_SALTY Chaperone sufA 8 VAAVVNNGVVLESDVDGLMQSV 27 23 50.94 | b3b4y7yByoy13+y13y2§  2343.24 91.104 1064 2 721D 8.34
TTFAAAAKEYSQDPGSANQGGDL i
|Q7CR87|SURA_SALTY Chaperone sufA 9 CWATPDIEDPAERDALYK 318 il 14.08 bob11b13y14 4301.0 91.62 972 4 107602 2.1
|Q7CR87|SURA_SALTY Chaperone sufA 10 FSEEAATWMQEQR 405 13 58.41 b2y3°y3ydy5y7y8 1612.72 60.064 9179 |2  806.46 9.74
|Q7CR87|SURA_SALTY Chaperone sufA 11 GQISAPVHSSFGVWHLIDTR 362 22 13.39 |  b10*b10b12*bizy1l 2463.31 116.26p eo09| 3| 82177 12.59
|Q7CR87|SURA_SALTY Chaperone sufA 12 ITVLPQEVDALAK 149 13 52.97 b3°b3b4y9y10y11 1396.84 71006 | 46772 | 2| 698.90 -3.15
|Q7CR87|SURA_SALTY Chaperone sufA 13 QAESIVEEAR 197 10 28.59 b7y4°yays 1131.5¢ 27.771 4922 |2 .mm6 12.19
*y *y
|Q7CR87|SURA_SALTY Chaperone sufA 14 LAITYSADQQALKGBIGWGR 214 21 64.83 y4y5y8y9y§/18y11y14 Y14 205112 65.732 28624 B 751.04 -3.90
QIGTQNDASTELNLSHILIALPENP
|Q7CR87|SURA_SALTY Chaperone sufA 15 TSEQVNDAQROAESIVEEAR 162 45 24.37 yay5y24 4929.47 94.225 7711 |4 12332 4.04
|Q7CR87|SURA_SALTY Chaperone sufA 16 KFSEEAATWMQEQR 440 14 50.34 b5b6b10y5y6y11 1740.7 57.252 548 3 580.94 8-4.9
|Q7CR87|SURA_SALTY Chaperone sufA 17 EMISEVRNNEVR 134 13 20.57 b7b12y10 1588.8 71.222 442 2 94.92 12.29
|Q7CR87|SURA_SALTY Chaperone sufA 18 Phosphoryl STY( LAITYSADQQALK 214 13 28.05 yoy11y12 1501.71 136.405 1871] 1| 150171 5.45
|Q7CR87|SURA_SALTY Chaperone sufA 19 PVHSSFGWHLIELIDT 367 17 7.8 b10 2007.06 116.320) 477711 |3 669.60 6.81
'POAgﬁﬁtl’;‘rﬁniEf:;:O\:egilicgm'o“ TLFEPGEMVR 125 10 51.78 b2°b2y5y6y7y8 1178.58 65.51 2604 2| 589.79 -8.29
IPOAAO2INUSG_SALTY Transcription VMGFIGGTSDRPAPISDKEVDAM) - g9 26 21.85 b4b8y3y6y13y26 2776.3 55.777 1791 3 92612 .60-6
antitermination protein nusG NR




'POAgﬁﬁtl’;‘rﬁniEf:;rTo\t(eiTr:irLicgpt'o“ 3 LHNMEELFGEVMVPTEEVVEIR 31 22 8 43.64| b3b5*b5b8°b8bOYBy1| 2600.24 38.245 12108| B 867.42 -13.33
'POAgﬁétl’;‘rﬁniEf:;rTo\t(eiTr:irLicgpt'o“ 4 SEAPK 1 5 1 13.19 b3 531.28 31.143 5925 |1 531.2B 9.77
'POAgﬁétl’;‘rﬁniEf:;rToreiTr:irLicgpt'o“ 5 WYVVQAFSGFEGR 8 13 5 32.21 b5*b5y5y6y9 1545.7¢ 58.065 3221 3| s515.92 4.34
'POAgﬁétl’;‘rﬁniEf:;rToreiTr:i'Lfgpt'o“ 6 VMGFIGGTSDRPAPISDK 88 18 3 22.93 bay3y4 1847.92 102260 623 | 2| 924.46 -7.99
'POAgﬁétl’;‘rﬁniEf:;rTo\t(eiTr:irLicgpt'o“ 7 ATPVELDFSQVEK 167 13 9 47.74| bBbOhOb11y8yBY9°y9ly0 248 136.376 1801 | 1 1462.71] 2220
IPOAAO2INUSG_SALTY Transcription| o VMGFIGGTSDRPAPISDKEVDAM) - g9 26 5 26.42 b3y5y7y15y21 2776.34 73.417 3826l | 4 694.84 6-9.7
antitermination protein nusG NR
'POAgﬁétl’;‘rﬁniEf:;rTo\t(eiTr:irLicgpt'o“ 9 ATPVELDFSQVEKA 167 14 3 19.22 b7b11ly13 1533.7 70.251 5424 2| 767.39 -0.40
[POAAO2INUSG_SALTY Transcription TLFEPGEMVRVNDGPFADFNGV . | A
antiermination protein nusG 10 EEVDYEK 125 30 6 19.23 b7b10y4y9y13°y13 3402.61 99.76 gaop | 4  851h1 667
'POAgﬁétl’;‘rﬁniEf:;rToreiTr:irLicgpt'o“ 11 VNDGPFADFNGVVEEVDYEKSR 135 22 4 13.39 b5y5°y5y10 2485.1|  77.308 6698 | 4  622.29 -10.02
'POAgﬁétl’;‘rﬁniEf:;rToreiTr:i'Lfgpt'o“ 12 Oxidation+M(2) VMGFIGGTSDRPAPISDK 88 18 5 34.54 b6b8hgL 1 1863.91 111.139 2034| P 932.48 -9.10
b2b3b4b5°b5b6°b6b16b25
IP14845|CARA_SALTY Carbamoyl 1 |carbamidomethyl+C(12) FLETDIPLFGICLGHQLLALASGA 257 52 20 140.77 | y3y6y7y8yoyldy16y10y2p 2684.45 127.573 52770 B 895.49 -0.73
phohate synthase small chain y23y25
'P1‘:)?@géiﬁﬁ’;‘i:ﬁﬂgﬁgﬁyb 2 AFPGLNGMDLAKEVTTAETYR 148 21 5 13.83 b2b8y5°y5y11 22881 81.935 6541 | 3  762.05 2.99
'P1‘:)?@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 3 SEDDLPFHVVAYDFGAK 185 17 5 27.31 b11°b11y6yllyl2 1900.8D 81.889 2058 | 3|  637.30 -1.85
'P1‘:)?@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 4 SALLVLEDGTQFHGR 3 15 4 24.1 b12b13y2y14 1642.84 60.980 a7s| 3| 54828 -10.25
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 5 QIVTLTYPHIGNVGTNK 50 17 6 33.89 b4°b4b7b8y7y10 1854.9 BT 2760 | 2| 927.99 -16.98
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 6 FGHHGGNHPVK 287 11 4 38.21 b6b10y9y10 1186.58 70.45 1710 | 3 96.® -3.09
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 7 | carbamidomethyl+C(8 GAQNGCIAGDSPDAK 125 16 24.1f b6th10y7y12 1573.75 47.556 1548| |2 787.34 16.52
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 8 SEDDLPFHVVAYDFGAKR 185 18 3 24.45 y8y12y13 2066.0 97.382 21321 | 2| 103351 2.72
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 9 | carbamidomethyl+C(7 MLVDRGCR 207 8 5 53.9 y3y5Y6°y6y7 006.48 27.727 8970 | 2  503.74 -12.13
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 10 FGHHGGNHPVKDMDR 287 15 5 36.62 y6°y6y7ylly13 1703.77 828 5205 | 3| 56859 9.74
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 11 | carbamidomethyi+C(d) EKGAQNGCIAGDSPDAK 123 18 24.7%  b5b10b12yll 1830.89 81.963 2456| |3 610.97 13.93
'P1‘:3@géiﬁﬁ’;‘i:ﬁﬂgﬁ;ﬁyb 12 AFPGLNGMDLAKEVTTAETYR 148 21 4 21.62 bdy3y6y10 228411  4.809 1525 | 3] 762.05 -3.10
[P14845|CARA_SALTY Carbamoyh | |Carbamidomethy}+C(LMNPDGIFLSNGPGDPAPCDYATA o0 o7 5 1188 bBy3y11 S 92102 58 |3 esods 123
phohate synthase small chain ;Oxidation+M(1) IQK




'P1‘:)?@géiﬁﬁ’:i:nfﬂgsg:y" 14 Oxidation+M(18) A'GATGSAVL(TBE\%';';;SMTGYQE' 18 32 4 24.48 b13b16y9y10 3337.5 96.789 514 3 111319 9.4
IP14845[CARA_SALTY Carbamoyl- | ¢ Oxidation+m(a)  |VVVMITAQNHGFAVDEDSLPANL | 5, 24 4 19.38 b3b12b17y15 2627.2 97.939 4708 | 4 657.57 013.
phohate synthase small chain R

'P1‘:)?::)?géiﬁﬁ’:i:nfﬂ?sg:y" 16 AYDFGAK 195 7 0 4.88 771.37 81.944 274 [ 77137 4.04

'P1‘:)?::)?géiﬁﬁ’:i:nfﬂ?sg:y" 17 LAKEVTTAETYR 157 12 0 6.51 1381.74 81.879 2078| |2 691.37 2.30
IPOALH3[EFG_SALTY Elongation factor|G 1 VYSGVVNSGDTMBVK 337 17 14 68.61 blgﬁifﬂ?iﬂﬁg;ﬁ;’s L 173701 62.811 64372| P 869.46 1.90
[POALH3[EFG_SALTY Elongation factor|G 2 IATDPFVGNLTRF 323 14 9 50.55 b2b4b10y33;6y7y10y14*yl 1597.84 93.309 53897 | P 799.42 2.29
[POALH3[EFG_SALTY Elongation factor|G 3 SGPLAGYPVVDLA 562 15 13 74.33 bzm"biﬁg;blelsﬁwﬁy“) 8 1490.82 76.889 36921| P 750.42 1.47
[POALH3[EFG_SALTY Elongation factor|G 4 ILFYTGVNHK 29 10 5 20.63 y2y6°y6y8y10 1191.64 55.556 3513 2 596.32 -12.91
[POALH3[EFG_SALTY Elongation factor|G 5 IGEVHDGAATMDMEQEQER 39 20 9 51.9 | b7b8b10b12b13y2y5y920  2332.00 62.892 24918 | 3| 778.00 -0.63
[POALH3[EFG_SALTY Elongation factor|G 6 EFNVEANVGKP@VREAIR 475 20 6 21.11 b4°ba*bab7b11y20 2290.1 81.317 2303 2| 1145.60 -4.05
[POALH3[EFG_SALTY Elongation factor|G 7 LGANPVPLQLA\'/?(AEEGFTGVVDL 161 26 5 18.22 bdy4y10y12y26 2607.41 119.89 21075 | 3 869.p1 8.33-
IPOALH3[EFG_SALTY Elongation factor|G 8 GQYGHVVIDMYEPGSNPK 512 20 7 32.1 b11y4y6y9°y9ryay10 2201.06 70616 6992 3| 734.36 7.21
[POALH3|EFG_SALTY Elongation factor|G 9 | Carbamidoryt6(10) VLDGAVMVYCCVVRGGVQPQSETV 104 24 4 18.98 b2y3y6y9 2621.29 86.085 1575p |3 874.43 1.0
[POALH3[EFG_SALTY Elongation factor|G 10| CarbamiddmitC(20 AGD'AAA'GLK;KETRGDTLCDPEN 378 30 6 16.47 |  b3b9b25y11*y11y30 3138.60 85.197 13714 | 3 884d 6.38
[POALH3|EFG_SALTY Elongation factor|G 11 NIGISAHIDAGK 11 12 4 29.41 b2y5y6y9 1195.63 45.521 5725/ |2 58 11.74
[POALH3|EFG_SALTY Elongation factor|G 12 VEVETPEENT@IGDLSR 618 19 3 22.67 b1lyl2y13 2058.94 73.369 2074 |2 1m0 0.83
IPOALH3|EFG_SALTY Elongation factor|G 13 EFNVEANVGKF@YR 475 16 5 23.63 b4*bay5*y5y6 1820.91 54.105 28134 |3  6@7.6) -10.39
[POALH3[EFG_SALTY Elongation factor|G 14 YLGGEELTEEEIK 236 13 3 35.04 b10b11b12 1509.78 89.313 106602 | 755.37 -2.26
[POALH3|EFG_SALTY Elongation factor|G 15 VVGQIK 153 6 1 136 b 643.41 45.741 9979| |1 643.41 -11.48
[POALH3[EFG_SALTY Elongation factor|G 16 | CarbamiddmitC(11 VLNNEILVTCGSAFK 255 16 3 17.1 b5y3y9 1777.92) 831 6847 | 3| 593.31 -17.85
IPOALH3|EFG_SALTY Elongation factor|G 17 LHFGSYHDVDES\FK 577 17 4 22.84 b5b13y8y10 1951.94 84.441 5822 |3 65132 5.4
[POALH3|EFG_SALTY Elongation factor|G 18 MEFPEPVISERK 408 15 5 52.24 b3b4b7b9b10 1685.91L 70.49 s7st | 2 843ps 0217
[POALH3|EFG_SALTY Elongation factor|G 19 IHAEVPLSEMREGTQLR 653 18 3 24.45 b10b14b15 2062.09 90.131 502 |2 1031ls3 1.42
[POALH3[EFG_SALTY Elongation factor|G 20| CarbamiddisC(9)|  DVTTGDTLCDPENPILER 389 19 4 14.89 b8°b8b12y17 58105 63.108 3225 720.02 6.22
IPOALH3|EFG_SALTY Elongation factor|G 21 INIIDTPGHVDEVER 83 18 3 22.69 y8y10y12 2068.04 91.882 2639 |2 103452 482
IPOALH3|EFG_SALTY Elongation factor|G 22 YLGGEELTEEEIALR 236 17 4 23.66 b3b5°b5b8 1977.99 73.763 45545 | 3 660.00 13.27
[POALH3|EFG_SALTY Elongation factor|G 23 GMLKGQESEVVE 639 14 4 19.22 b7b12y13%y13 1462.75 60.172 37045 |2 73148 4.09
[POALH3[EFG_SALTY Elongation factor|G 24 NIGISAHIDAGRTTER 11 18 4 15.53 b9*boy14y16 1884.99 84.470 747 2 94298 -14.57
[POALH3|EFG_SALTY Elongation factor|G 25 AKPVLLEP'MIE\I/DEL\Q;TPEENTGDV 607 30 4 17.26 y5y11%y11y13 3278.72 84.024 7000 |3 100358 117




[POALH3|EFG_SALTY Elongation factor 26 INIIDTPGHVDEVERSMR 83 21 5 38.1 b11b12y8y10y11 2442.25 96.42 s047 | 4113 3.20
[POALH3|EFG_SALTY Elongation factor 27 LAKEDPSFR 437 9 4 44.85 b5b8y4y8 1062.54 31.717 3659 | 2 53178 -5.40
. . SMRVLDGAVMVYCAVGGVQPQS b9°bOb12y3y5°y5y7oyT*yT ! )

[POALH3|EFG_SALTY Elongation factor 28| CarbamiddmisC(13 v 101 27 14 3718 |7 P ty12912 2995.48 136.368 3631 | P 1498.2 7.50
[POALH3|EFG_SALTY Elongation factor 29 Phosphof¥g8) YLGGEELTEEEIK 236 13 3 20.57 b5boy5 1589.71 54.178 @27 | 3| 53057 12.75
[POALH3|EFG_SALTY Elongation factor 30 Oxidation-aj IHAEVPLSEMFGYATQLR 653 18 5 265 b10y4y9*y9y10 2078.04 108.884 1511 | 2 1039.52 0.35
[POALH3|EFG_SALTY Elongation factor 31 FYTGVNHK 31 8 0 2.04 965.48 55.571 12117| [2 483.28 -0.44
[POALH3|EFG_SALTY Elongation factor 32 EFNVEANVGKR@YR 475 16 0 6.11 1820.94 81.287 2078| |3 607.69 7.37

'QSZKP”TP'ZE;A;;SZT”oseph"hate 1 | carbamidomethyi+C(8) ELTGVAGCDVAIAPPEMYIDLAKR 28 24 6 2167 b2b4°hdydyl1y24 2589.31] 82.907 50182 |3  863.77 151

|Q8ZKP7|TPIS_SALTY Triosephohatg b2b3°b3b12yly2y3ydy5* S )

o ase 2 SATPAQAQAVHK 176 12 18 90.92| 1 maoryoytz| 120863 19.690 44492 P 604.82 6.46
IQ8ZKP7|TPIS_SALTY Triosephohatd TQGAAAFEGAVIAYEPVWAIGTG | ) M 47 55 | PLDIb3bADEbIZD16YAYRy 93738 wora| b 120a1d 1207

isomerase K 12y24
'QSZKP”TP'ZE;A;;SZT”oseph"hate 4 | carbamidomethyl+C(8) ELTGVAGCDVAIAPPEMYIDLAK 28 23 6 284 b5b14y3yoy10y23 2433.24 88.330 1006 2 121742 13.4
'QSZKP”TP'ZE;A;;SZT”oseph"hate 5 HMVNELVANLRK 16 12 7 44.82 b3b4b5b7°b7*h7y12 1423.76 5640 6586 | 3| 475.26 13.72
IQ8ZKP7I[TPIS_SALTY Triosephohatg AAAGSHIMLGAQNVDLNLSGAFT 52 32 4 13.51 b5b10y5y9 3204.63 62.788 2763 |4  8o1d1 21.1

isomerase GETSAEMLK
'QSZKP”TP'ZE;A;;SZT”oseph"hate 7 HMVNELVANLR 16 11 3 31.22 b3b4b10 1295.68 41.627 1918 |2 6483  -5.09
) . ] b4b14y3y4y5y6y7y10y1]]
IQ8ZKP7|TPIS_SALTY Triosephohatg | Carbamidomethyl+C(9) EQGLTPVLCIGETEAENEAGKTEE . - 17 154.97| 124y12y13y20y31y23924), 300,44 79706 11070l b 103081 52

isomerase Carbamidomethyl+C(26) VCAR 26
'QSZKP”TP'ZE;A;;SZT”oseph"hate 9 HMVNELVANLRK 16 12 4 32.42 b5b9b11*h11 1423.77 63.721 1065| 2| 712.39 11.40
|Q8ZKP7[TPIS_SALTY Triosephohate TQGAAAFEGAVIAYEPVWAIGTG o o ] )

o ace 10 KSATPAQAQAVHK 152 36 8 36.59 | b5*b5b6°b6*b6b7b10°bIL0  3596.811 136.277 69374 | 899.96 12.29
'QSZKP”TP'ZE;A;;SZT”oseph"hate 11 Oxidation+M(5) HPLVMGNWK 2 9 3 45.97 y3y5y7 1097.55 67678 | 2206 | 2| 549.28 -5.67
'QSZKP”TP'ZE;A;;SZT”oseph"hate 12 TPAQAQAVHK 178 10 8 61.02 |  b3°b3bab5°b5bsbeb 1050.56 @96 | 17714 | 2| 525.78 -8.60
'QSZKP”TP'ZE;A;;SZT”oseph"hate 13 PAQAQAVHK 179 9 8 78.98 |  b3b4bSbE*bEb7*h7b8 949.51 19603 1m | 2| 47526 1311
'QSZKP”TP'ZE;A;;SZT”oseph"hate 14 ATPAQAQAVHK 177 11 4 17.47 b3°b3b5°h5 1121.59 19.720 1857 |2 6180 10.23

h}'/';?cﬁi?ilﬁlﬁgaﬁggsﬁm]it c 1 YAMIGDPTGALTR 93 13 8 45.4 b1b2b3yly3y7y8y10 1365.6 @6 | 44827 | 2| 683.34 -3.04

o *
IPOA2SLIAHPC_SALTY Alkyl 2 ATFVVDPQGIIQAIEVTAEGIGR 120 23 14 5g.27 | P2037030ADEDIODIOYLY 0, o7 128.477 25447 B 795.43 -5.94
hydroperoxide reductase subunit C y4y5y6y8y23
[POA251]AHPC_SALTY Alkyl . [ WSVFFFYPADFTFVCPTELGDVA| e
hydroperonide reductase supunit ¢ | 3 |Carbamidomethyk+C(15) DHYEELOK 32 31 6 35.38 b2b6°beb7y7y8 3757.74 119.493 7498 | 3 125326 5310

x|

h;zsgi?ilgiﬁgafgggsﬁm]it c 4 |carbamidomethyl+C(1B) AAQYVAAHPGEVCPAK 153 16 10 92.69P3P405 b5b26y3y5y8y11y1 1668.79 36.053 33219 B 556.93 -16.02
h}'/zgﬁi?ilﬁd'ﬁgaﬁggsﬁm]it el s LGVDVYSVSTDTHFTHK 63 17 6 27.31 b4°babeb7y3°y3 1905.95 .G 3416 | 2| 953.48 8.97
h;zg(%i?ilg'lﬁgaﬁggsﬁm]it c| s DTEGR 27 5 2 26.38 yay4 577.27 74.920 1986 |1 s77.2F 12.7
h}'/';?(ﬁi?ilﬁd'lﬁgafggeysﬁm]it el 7 NGEFIEVTEKDTEGR 17 15 6 36.97 b4b5b7°b7y3y9 1723.81 88.98| 2583 | 3| 575.27 -3.47




IPOA2SLAHPC_SALTY Alkyl 8 YAMIGDPTGALTRNFDNMR 93 19 4 3151 b3b6b7b10 2143.0 8470 | 2407 | 4| 53650 -4.67
hydroperoxide reductase subunit C
IPOA2SLAHPC_SALTY Alkyl 9 YAMIGDPTGA 93 10 1 7.42 y7 995.44 63.708 6983| |2 498.2 -7.60
hydroperoxide reductase subunit C
: , et
IQ8ZRCIIYAIQ_SALTY UPF0234 pmt‘T” 1 VLSESDFQVNQLLDILR 49 17 10 39,63 | PBPIL'PLIDIIDIZDIZYY ) gaq g 104.639 34496| P 995.04 8.65
yajQ y3ydyl17
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 2 GIEGASLDVPDEFVHSGK 72 18 7 46.69|  bablSyeyloyllyloyls — a8s 67.515 30308 | 3 619.63 -7.89
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 3 GGDLGQPFQFK 148 11 9 52.37| b3b5be°bsylySy7*y7ylll  1193.39  4.381 14916 | 2| 59730 -1.53
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 4 SRDDLQSVMALVR 135 13 4 29.82 b5b7b11°b11 1489.7p 73.801 o8 | 2| 745.40 9.67
B % | O %y
IQ8ZRCIIYAIQ_SALTY UPF0234 pmti'” 5 VQAQIQGEEIR 120 11 13 81,58 |P1D2D2Y2Y4YEVOYTYTYE o0 o7 40.260 4413 635.84 173
yajQ y9°y9y10
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 6 GVEATIELNDANK 33 13 3 20.57 boy5y7 1373.68 92.497 6471 |2 @B -4.98
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 7 PSFDIVSEVDLQEAR 1 15 7 5221  b6°b6b12y3y7y10yl 1704.87  4.463 2047 | 2| 85294 16.40
'Q8ZRC9|YAJQ—;AJ.LQTY UPF0234 pmti'” 8 DDLQSVMALVRGGDLGQPFQFK| 137 22 6 34.73|  yocyoryoy10yllyl | 2421.25 67.972 35275 B 807.76 12.00
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 9 SRDDLQSVMALVR 135 13 4 29.82 b3b8b11°b11 1489.7p 108.850 4706 | 2| 745.40 5.49
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 10 G'EGASLDVPDAEIE VHSGKTWYVE 2, 25 3 12.37 b4b10y3 2734.35 57.508 1230 3 91212 5.0
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 11 MPSFD'VSEVD;QEARNGVDNAV 0 24 4 12.67 b3b12°b12y8 2661.3( 58.572 1015 4 666.08 174
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 12 RGIEGASLDVPDEFVHSGK 71 19 3 14.89 b3b10y9 2013.01 36.24] 9666 | 3| 67167 1.33
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 13 PSFDIVSEVDLQEARNGVDNAVR 1 23 4 13.01 b11b15y5°y5 25W.2| 88.674 5400 | 4  633.32 0.10
'QBZRCQWAJQ—?QJ.LQTY UPF0234 pmti'” 14 Phosphoryl STY(5) GVEATIELNDANK 33 13 6 29.57] b3b6y5§PBy9 1453.64 38.177 22025| B 485.22 -2.94
'QBZRCQWAJQ—?QJ.LQTY UPF0234 protgin GIEGASLDVPDEFVHSGK 72 18 0 5.29 1838.88 67.478 1516 3 .63 -4.38
P . %y % 3
IPS5890IDSBC_SALTY Thioldisuffide| LGVQSTEIQASPVAGMK 32 17 10 67.79| PIYWBYYITYIIYIYIS 015 o9 58.102 32477 2 858.46 5.26
interchange protein dsbC y14y17
|P55890|DSBC_SALTY Thiol:disulfide b2*b2b7°b7*h7b8b11ydy} )
nterchangs protein dh0 2 QGLESQAEQDMK 146 12 13 87.58 Byy0y10 1363.62 43.493 21658| P  682.31 0.63
B Carbamidomethyl+C(11)
IPS5890IDSBC_SALTY Thiokdisufiide| 5 1.0 o idomethylc(lt  HVITVETDITCGYCHK 108 16 3 17.1 b10y3y5 1950.96 87.987 66064 2 | 975.98 21.71
interchange protein dsbC )
IPS5890IDSBC_SALTY Thioldisuffide| TVLTHSGVLYVTDDGK 49 16 4 24.17 b5b7y3y9 1704.84 60.340 080 | 2| 852.93 21.41
interchange protein dsbC
IPS5890IDSBC_SALTY Thioldisuffide| o FMMFTLLAAVFSGVAHADDAAIR 4 23 4 28.73 b6b8bIb11 2454.27 B1 6635 | 3| 818.76 15.12
interchange protein dsbC
IPS5890IDSBC_SALTY Thioldisuffide| YLAFPRQGLESQAEQDMK 140 18 4 21.66 b11b13y3y10 2111.00 382 16320 | 3| 704.34 1261
interchange protein dsbC
IPS5890IDSBC_SALTY Thioldisuffide| FMMFTLLAAVFSGVAHADDAAIR 4 28 4 36.32 bob11b12b13 2981.5 108.86 253 3 99450 12,61
interchange protein dsbC QSLAK
B Carbamidomethyl+C(16)
IPS5890IDSBC_SALTY Thioldisuffide| |, o igomethyi+C(1l0. APDEKHVITVETDITCGYCHK 103 21 5 24.63 b5°h5ydy11y12 24981 92.144 1724 | 2 1246.09 2.16
interchange protein dsbC )




|P558ﬁ21525;:@i%¥e; hc;‘;'t:"ésumde 9 Phosphoryl STY(6) LGVQSTEIQASPVAGMK 32 17 4 39.01 b3bdB5 1795.87 38.199 1590 | B 599.30 8.22
. O] %
IP66541|RS2_SALTY 30S ribosomal| TVPMFNEALAELNK 45 14 10 30.65 | P203DIY2YVIOYILYIA ) 76 o1 84.575 58741| P 788.91 4.65
protein S2 y12yl4
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| WLGGMLTNWK 95 10 4 33.82 yAy8y9y10 1205.61 85.574 4296 2 813 2,53
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| 4 MATVSMR 0 7 4 40.38 b5°b5y4y6 795.40 99.815 8264 |1 795.4p a3.6
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| AGVHFGHQTR 11 10 3 36.83 y3ydy5 1109.55 47.453 2141 |1 110055 -11.44
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall g DMGGLPDALFVIDADHEHIAIK 152 22 4 22.14 b12°b12b13y12 2377 65.196 1660 | 4  793.06 -8.11
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall ¢ WLGGMLTNWKTVR 95 13 3 29.82 b4bob11 1561.84 73.193 5874 |2 1.8 8.91
|P66541|RS‘2)FOSIEA;TSY2305 ribosomall YWNPKMKPFIFGAR 21 14 3 27 b7b8b11 1754.92 83.089 5582 |2 @77 2.16
|P66541|RS‘2)FOSIEA;TSY2305 ribosomal| g DLETQSQDGTFEKLTK 115 16 3 17.1 b3b13y13 1839.8 77.667 ®os| 2| 92045 557
[P63411JACKA_SALTY Acetate kinase 1 LDAVVFTGGIGENAAMY/ 324 18 8 36.88 | b2b3b8b12b15°b15y8yl8  1819.92 93.7q1 44982 | 910.46 -11.00
|P63411|ACKA_SALTY Acetate kinasé 2 | carbamidomethypay FAIPAVNGDEYLSGLAECFHLPE 17 26 13 50,69 |P2D3012y4YAYSYIOVI2WL g7 49 104.589 20325| B 969.81 4.37
AR 2y14y10y22y26
P63411JACKA_SALTY Acetate kinase 3 EGTRPAVVIPTNEEIAQDASR 374 23 11 59.17 |PL3PLOISYBYIVLIYILY 5 4ee 39 69.493 28928| B 822.44 0.89
11y13y14y15
[P63411JACKA_SALTY Acetate kinase 4 DSASFAPLHNPAHLIEALK 114 22 5 24.15 b9b13b1dy8y22 2272.23 86.500 28761 | 3 .o®8| 10.96
[P63411JACKA_SALTY Acetate kinase 5 | carbamidomethyt8) MLTKESGLLGLTEVTSDCR 268 19 5 25.79 b6b7b13°h13y9 2mo | 67.037 4763 | 4 52826 -14.69
[P63411JACKA_SALTY Acetate kinase 6 LGVLGFEVDHER 348 12 5 34.15 b10y3y6°y6y7 1370.7 63.812 ®69| 2| 685.85 6.95
P63411JACKA_SALTY Acetate kinase 7 | carbamidomethy)¢ CVDTSMGLTPLEGLVMGTR 224 19 8 61.33| P12P12DI3YAVSYIOVIINL 057 1) 94.851 21920 ®  1019.0 21.39
3
P63411JACKA_SALTY Acetate kinase 8 | carbamidomethynay I-NKPVEELNITCHLGNGGSVSAI - g 26 3 12.11 boyoy11 2822.46 105.784 29063 |3 94149 3.3
IR
[P63411JACKA_SALTY Acetate kinase 9 LGVLGFEVDHERNLAAR 348 17 4 27.31 b3b13b1dy13 1895.9 88.623 21292 | 2 o948f0  0713.
. MDGSKQEAALGAGAAHSEALNFI
[P63411JACKA_SALTY Acetate kinase 10 UNTILAQKPEL SAOLTAIGHR 47 44 3 23.73 b5y12y13 4529.33 102.154 1428p |5  906.67 7.0
. b12_H3PO4
[P63411JACKA_SALTY Acetate kinase 11 Phosphoryl STy(1] EGTRPAVVIPTNEELVIAQDASR 374 23 4 13011519615, HPO3 bisyl2 254529 91.671 48169 B  849.10 14.68
[P63411JACKA_SALTY Acetate kinase 12 Phosphoryl SBY(2) NVAVFD:(ASFL'?(E;ngESYLYALP 144 33 4 16.82 y5°y5y7y9 3955.85 81.352 3720 |4 98072 5.8(
[P63411JACKA_SALTY Acetate kinase 13 DSASFAPLHNPAHIAG 114 19 0 6.92 1959.98 86.480 2254| (3 654.0 -8.35
*y
IPO2936|OMPA_SALTY Outer membrape ;| o idomethy+C(18)  GMGESNPVTGNTCDNVKPR 302 19 12 272, | POYAYSYTYEYBYLOVILY 5535 g9 38.379 66586 B  678.30 -10.33
protein A 1y13y17y19
'POZ%BlOMPAp—SQ'i‘JX Outer membrape STLKPEGQQALIE QLYSQLSNLDP|  5qg 24 4 12.67 b12y2y6y10 2673.34 89.681] 26366 | 3 891.80 3.1
'POZ%BlOMPAp—SQ'i‘JX Outer membrape SDVLFNFNK 222 9 4 44.85 b3b6y5y6 1083.53 69.227 25187 | 2 sm22  -14.53
'POZ%BlOMPAp—Sg'i‘rTX Outer membrape FGQQEAAPVVAPAPAPAPEVQTK 194 23 8 42,81 P1OP1L b113y6y8y10y13 P 2303.23 54.706 8010 | 2  1152.12 13.36
[P02936|OMPA_SALTY Outer membrahe LEYQWTNNIGDANTIGTRPDNGL ]
brotein A 5 L SVGVSYR 163 31 4 17.09 b2y5y12y16 3423.7( 112.85 389 4 856.48 3.4
'POZ%BlOMPAp—SQ'i‘JX Outer membrape DVVTQPQA 342 8 4 33.01 b6b7y4*y4 857.45 53.190 3184 |2 42028 0.82




'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape AQSVVDYLISK 281 11 4 36.63 b6y6y7y9 1222.66 72.543 34087 |2 168 -4.39
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape g LGYPITDDLDVYTR 103 14 4 34.78 y9y10°y10y11 1640.82 76.442| 12284 | 2| 820.91 0.67
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape g LGYPITDDLDVYTRLGGMVWR 103 21 4 13.83 b13°b13b19y5 24402 92163 104427 4  s814.08 -8.20
'POZQgBlOMPAp—ritAe'i‘rTX Outer membrape | o hamidomethyl+C(1f) ISARGMGESNPVTGNTCDNVKRR 298 23 4 13.01 b3°b3y8y10 2460.18 70.389 8712 |3 820.7B 4.56
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape MPYKGDNINGAYK 81 13 5 20.57 b6°b6b11°11y9 1470.6 134 | 2428 | 1| 147069 -10.62
'POZ%BlOMPAp—ritAe'i‘rTX Outer membrape Phosphoryl STY(7) AQSVVDYLISK 281 11 4 27.24 b5°b5y5y6 302.64 51.515 2263 434.88 11.53
'POAlG5lDKSA—;§t';H DnaK suppressor TVTHMQDEAANFPDPVDR 57 18 6 40.56 b6y4y6yTy8y18 204291  .&B 23508 | 3| 68L.64 -7.65
Carbamidomethyl+C(10)
'POAlG5lDKSA—;§t';H DnaK suppressor | arhamidomethyl+C(13 LEARPTADLCIDCK 125 14 4 27 y6y8y9yld 1661.80 40.964 32198 |2 18® -0.44
)
'POAlG5lDKSA—;§t';H DnaK suppressor ILEAWR 42 6 2 26.79 b3y3 787.45 36.899 6017 |2  394.28 7.13
'POAlG5lDKSA—;§t';H DnaK suppressor AAQEEEFSLELRNR 75 14 7 453 | b3blib12*b12b13°b13y13  1891.| 136.480 2333 | 1 1691.81 1101
[POALGE|DKSA_SALTY DnaK suppressor TSSLSILAIAGVEPYQEKPGEEYM o ]
otein 5 Phosphoryl STY(23) NEAQLSHEK 8 33 4 22.18 b15y9y10°y10 3746.71 96.343 2301 |3 124957 12.
IPSBEBLIAAT_SALTY Aartate 1 ANYSNPPAHGASIVATILSNDALR| 280 24 5 32.81 b3b8b12y6y7 2488 86.321 14001 | 4 818.09 -2.29
aminotransferase
IPSBEGLIAAT_SALTY Aartate 2 | carbamidomethyl+C(4 VGACTLVAADAETVDR 254 16 4 17.1 b3{0y16 1647.81 43571 10580 |2 824.41 3.04
aminotransferase
IPSBBBLIAAT_SALTY Aartate 3 MFENITAAPADPILGLADLFR 0 21 9 439 | b2b3bSb7bsy2y3y7yld  TR20 120.475 10237 | 2 1138.14 7.62
aminotransferase
IPSBBELIAAT_SALTY Aartate 4 VWVSNPSWPNHK 122 12 4 22.21 b6b8y4*y4 1450.71 54.336 436p | 3484.24 -6.06
aminotransferase
IPSBEGLIAAT_SALTY Aartate 5 INLGIGVYKDETGK 28 14 6 38.43 b2b10y7y8y9°ya 1506.82 4408 | 2585 | 2| 75301 2.19
aminotransferase
IPSBBELIAAT_SALTY Aartate 6 GWLPLFDFAYQGFAR 204 15 4 10.45 b10°b10y2y13 1787.90 80.94| 2254 | 2| 89445 3.21
aminotransferase
IPSBEELIAAT_SALTY Aartate 7 TAQTPGGTGALR 96 12 3 22.21 b6bsys 1129.5 42.260 195 3 72 259
aminotransferase
IPSBBELIAAT_SALTY Aartate 8 AWEQELTDMR 304 11 14 79.21 | PATDADEDEDETEOIDOYE" ) 39 g 42.216 3412 464.57 21.49
aminotransferase y3y6°y6y7*ry7
IPSBBELIAAT_SALTY Aartate 9 QNGMFSFSGLTK 343 12 3 22.21 b3b10y11 1316.61L 73.18% 2675 | 3 9.543 -19.19
aminotransferase
IPSBEELIAAT_SALTY Aartate 10 EEFGVYAVASGR 362 12 6 44.03 b3b8y6y9°y9y10 1284.6p 91667 10@ | 2| 642581 -4.66
aminotransferase
IPSBBELIAAT_SALTY Aartate 11 NFGLYNER 246 8 4 36.02 bBy4yT*y7 1012.49 103.023 1634 |1 12| 295
aminotransferase
IPSBEELIAAT_SALTY Aartate 12 ELIVASSYSKNFGLYNER 236 18 6 29.06 b9°bob11y8y9°cya 2a®. | 86.138 41968 | 3 697.36 1.52
aminotransferase
[PS866L|AAT_SALTY Aartate . EFGVYAVASGRVNVAGMTPDN
e o 13 |carbamidomethykC(2] MAPLOEAVAVL 362 34 3 22.28 b12b13y4 3550.76 80.199 26838 | 4  888.45 7.0
IPSBBBLIAAT_SALTY Aartate 14 | Carbamidomethy+C(d) VGACTLVAADAETVDRAFSQMK 254 22 5 0318 b8b10b11b1dy4 2340.14 85.856 8144 |3  780.12 1.77
aminotransferase
IPSBBGLIAAT_SALTY Aartate 15 QLFVNTLQEKGANR 322 14 6 46.69 b4b5b6y4y7°y7 1617.8p 28.1 7538 | 3| 530.97 13.66
aminotransferase
IPSBEELIAAT_SALTY Aartate 16 MFENITAAPADPILGLADLFRADD 0 28 3 11.68 b7b1ly1l 3014.52 107.383 3074 |3 10051 8.1
aminotransferase RPGK
IPSBBELIAAT_SALTY Aartate 17 RVWVSNPSWPNHK 121 13 6 66.96 b10b11y8y9y10y11 1606.82  .8%R 2314 | 2| s803.01 5.01
aminotransferase
IPSBEELIAAT_SALTY Aartate 18 AWEQELTDMRQR 304 13 3 29.82 b6b8b12 1675.8p 94.75( 1878 | 2838.42 1.46
aminotransferase




IPSBEGLIAAT_SALTY Aartate 19 VWVSNPSWPNH 122 11 1 7.59 y4 1322.63 54.331 1601f |3 44195 727
aminotransferase
IPSBBELIAAT_SALTY Aartate 20 NLGIGVYKDETGK 29 13 1 7.31 b1l 1393.72 44.927 3450 |2 697.3F -5.26
aminotransferase
IP67904|RS10_SALTY 30S ribosomal LIDQSTAEIVETAK 16 14 11 78.18 | P2P6DIDI0Y2Y3YSYBYOVID 1 oy 56.235 63725 2 759.41 2.09
protein S10 yl4
|P67904|RS‘1)?£;:LST Iosos ribosomal LVDIVEPTEK 72 10 7 61 b2b3y3ydy6y8y10 1142.62 52.519 3211p | 257182 5.02
IP67904|RS10_SALTY 30S ribosomal 5 DQYEIR 62 6 2 136 y5°y5 823.39 33.006 1627 |2 4122 1.41
protein S10
|P67904|RS‘1)?&§£LSTI0303 ribosomal RLVDIVEPTEK 71 11 7 50.61 b4bSh7y4°yay5°y5 1298.71 51481 4157 | 2| 640.87 5.83
|P67904|RS‘1)?&§£LSTI0303 ribosomal g GPIPLPTRK 37 9 4 54.39 y3yAy5y6 978.60 43.815 2801 | 2  489.40 9.29-
|P67904|RS‘1)?&§£LSTI0303 ribosomal ¢ AFDHRLIDQSTAEIVETAK 11 19 4 22.67 b12*b12y12y13 214401 8723 2859 | 3| 715.36 1264
IP67904|RS10_SALTY 30S ribosomal LIDQSTAEIVE 16 11 3 15.57 yEY7°y7 1217.61 56.187 8223 |2 6093 -11.13
protein S10
IPOA7Z7IRPOA_SALTY DNA-directed| SLTEIKDVLASR 298 12 7 52.57 b4°bdy3ydy6yTy12 1331.7 6781| 56753 | 2| 666.37 -14.85
RNA polymerase subunit alpha
[POA7Z7|RPOA_SALTY DNA-directed . )
RNA polymarase subunit alph 2 VTLEPLER 25 8 6 40.79 ylydoydy6yTy8 956.53 52.821 3473 |2 a8 9.32
[POA7Z7|RPOA_SALTY DNA-directed .
RNA polymarase subunit alpha 3 | carbamidomethyl+C(8 LLVDACYSPVER 170 12 61.02 y5Y63y30y12 1421.71 60.042 20000 [ 711.36 0.00
_di o % | % |
IPOA7Z7IRPOA_SALTY DNA-directed| LVIEMETNGTIDPEEAIR 200 18 8 32,63 | PO"POTPODIODIZTOIZYION 15, 3 83.726 11733| B 677.35 8.36
RNA polymerase subunit alpha 12
-di *|
IPOA7Z7IRPOA_SALTY DNA-directed| EGVQEDILEILLNLK 71 15 10 79.08 |PBL7DEOI™DIDIOV2YAYSWL 40 o7 122.103 9731 | P 863.49 4.46
RNA polymerase subunit alpha 5
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ GFGHTLGNALRR 33 12 3 12.33 b8*b1ly5 1298.72 63.854 630§ |2 .8a9 9.40
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| 7 LVDIEQVSSTHAK 12 13 4 32.21 b3ydy5y1l 1426.73 46.120 527443 | 476.25 -18.05
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ QPEVK 238 5 1 13.19 b4 600.34 31.762 11782 |1 600.34 4.59
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| ¢ AEAIHYIGDLVQR 271 13 4 20.57 b11y6y10%y10 1484.76) 63.684| 240 | 3| 49559 -13.98
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| 1 | oo o midomethytc(apiR I -SSMPCCAVTEVEIDGVLHEY| 27 4 15.27 b12b18y5y12 3004.5 114.52 1143f7 | 4 7518  71-4.
RNA polymerase subunit alpha STK
IPOA7Z7IRPOA_SALTY DNA-directed| 1, | oo o midomethyl+C(1B) IHSEEDERPIGRLLVDACYSPVE 158 42 4 19.38 b5b8b10y7 2840.40 62.109 1375p |4 710.85 -0.9
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| VEQRTDLDK 191 9 3 45.97 b3b6b8 1103.55 39.787 1729 |2 55248 394
RNA polymerase subunit alpha
IPOA7Z7IRPOA_SALTY DNA-directed| 5 Phosphoryl STY(10) LVIEMETNGTIDPEEAIRR 200 19 28.4 H9§10y13 2266.05 90.652 9264| [z 1133.5B -0.80
RNA polymerase subunit alpha




'POA;ﬁZ\'T)E|(y)$;i§izb?,':f§g§§ted 14 Phosphoryl STY(6) MQGSVTEFLKPR 0 12 3 2221 b5y7y11 1882 | 73.132 1612 | 4 490157 -2.49
IPOARZ§7A|T;ES:EZ::Z&?:?;;?;M 15 Oxidation+M(5) LVIEMETNGTIDPEEAIR 200 18 6 32.63 b7bab10y3y12 2046.02 79.531 2699 |4  512.2 4.83
'POARZ§7A|T)Elsnégii‘izb?:fjgﬁ:ed 16 TEIKDVLASR 300 10 0 2.85 1131.63 63.759 14959 |2 566.32 -10.4
'POARZ §7A|'?)gﬁ:;;@iﬁb?:fjgﬁ:ed 17 | carbamidomethyi+C(d) LLVDACYSPVER 170 12 0 2.85 1403.69 60.015 72084 | 3 46857 -5.39
'Peii%ilc'ffffgaﬁﬁg 6 1 IGVLTSGGDAPGMNAAIR 4 18 6 43.57 b3y8ydy12y13y18 1699.89  2.805 23438 | 2|  850.45 3.95
'Peii%ilc'ffffgaﬁﬁg 6 2 | carbamidomethy+C(l) CVGIQNEQLVHHDIDAIENMK 283 22 8 4 | b3bloysysyl2ey12y13y20  2576.21 81.519 13078 | 3 85943 942
'Peii%ilgffciaﬁﬁg 6 3 FPEFRDENIR 73 10 7 57.98 b2b3b4°babSbsy6 1322.45 48835 9841 3| 44155 -0.09
'Peii%ilgffciaﬁﬁg 6 4 GGSPVPYDR 253 9 3 30.41 bdy4ys 947.46 33.894 7808 | 2 47423 125
'Peii%ilgffc%ﬁ:;;y 6 5 AALTEGLEVMGIYDGYLGLYEDR | 26 23 6 20.05 b5°b5b11b13y2y9 28.23 83.030 3211 | 4  637.81 0.57
IP65692|KEPF_SALTY 6- 6 MGAYAIDLLLEGHGGR 267 16 11 99.35 |P3p11b12b13y3y4y6y7yI0 4 07 o) 82.126 17073| B 558.28 -16.64
phohofructokinase y13°y13
'Peii%ilgffc%ﬁ:;;y 6 7 | carbamidomethy+C(8)  LTEMGFPCIGLPGTIDNDIK 112 20 211 y5yoy11+y11 2191.12 84.993 6204| B 731.04 18.05
'Peii%ilgffc%ﬁ:;;y 6 8 FPEFR 73 5 1 13.19 b3 695.34 48.125 3691 |1  695.94 -10.4
[P65692]K6PF_SALTY 6- GVVRAALTEGLEVMGIYDGYLGL )
honofruciokinase 9 VEDR 22 27 4 25.83 y3y6y8y10 2959.47 56.163 20016 |4  740.62 45
IP65692KEPF_SALTY 6- 10 |carbamidomethytrc(LpfAVATTEHMCDVDELAHFIEKET | 5 g 26 3 22.78 yey7y17 3021.46 51.354 14750 |3  1007.83 2.91
phohofructokinase GR
[P65692]K6PF_SALTY 6- AALTEGLEVMGIYDGYLGLYEDR ]
honofruciokinase 11 MVOLDR 26 29 3 21.92 b8y9y10 3290.59 89.020 367d |5 658.92 5.1
|P65692|K6PF_SALTY 6- Carbamidomethyl+C(1);
honofruciokinase 12 Oxidaionn(z1) | CVGIQNEQLVHHDIDAIENMK 283 22 3 13.39 b5y5y15 2592.26 1147 5301 | 3| 864.76 3.86
'Peii%ilgffc%ﬁ:;;y 6 13 Oxidation+M(10) | AALTEGLEVMGIYDGYLGLYEDR| 26 23 3 13.01 y5y7 2564.23 123.724 4243 b 64181 2.86
'Peii%ilgffc%ﬁ:;;y 6 14 GGSPVPYDR 253 9 0 1.63 929.46 33.910 2154 |2 465.23 14.25
lP6791ilZrl;r?o?ﬁeSpAtigeA.erﬁrh:?;ﬁero_[ 1 TSDFIESREYEKPLNVYGYSK 123 21 4 21.62 b7b10b14y7 252531  6.888 9968 | 3 84241 213
lP6791ilZrl;r?o?ﬁeSpAtigeA.erﬁrh:?;ﬁero_[ 2 QILPEANSQIVGFR 152 14 5 32.92 b3b13y11*ylly12 1571.86 688, 8637 | 2| 786.43 2.56
lP6791ilZrl;r?o?ﬁeSpAtigeA.erﬁrh:?;ﬁero_[ 3 EYEKPLNVYGYSK 131 13 6 29.57 bob12y5°y5y7°y7 1589.79 4R8 7254 | 2| 795.40 4.30
lP6791ilZrl;r?o?ﬁeSpAtigeA.erﬁrh:?;ﬁero_[ 4 AESFQAVADATLAYHKK 239 17 6 27.31 b3b4°b4b13y10y17 1840.9| 60.907 2142 | 2 925.48 6.00
lP6791ilZrl;r?o?ﬁeSpAtigeA.erﬁrh:?;ﬁero_[ 5 GSMASVAFHLNTQLNNGESPK | 178 21 3 20.47 b7b9b15 220208  ©s4 | 5472 | 2| 110152  -1530
lP6791ilZrl;r?o?ﬁeSpAtigeA.erﬁrh:?;ﬁero_[ 6 TSDFIESR 123 8 4 47.96 b6b7y6y7 954.44 76.488 3259 | 1 954k 708




IP67912|HLDD_SALTY ADP-L-glycero-}  ; GSIEYIPFPDK 256 11 3 24.23 b5b7y3 1265.6 93.959 315 2 @38 1350
manno-heptose-6-epimerase
IP67912[HLDD_SALTY ADP-L-glycero-} = ¢ FVNLVDLNIADYMDK 38 15 41.39 y3y6y9y12°y12 1769.87 92,81 1647 | 2| 885.44 5.86
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} = o AESFQAVADATLAYHK 239 16 35.32 | b7*h7b9b10°b10y3y13°y13 1721.85 85.008 1614 | 2 86143 0.43
manno-heptose-6-epimerase
IP67912/HLDD_SALTY ADP-L-glycero-l NAGYDKPFKTVAEGVTEYMAWL | 50, 24 3 22.96 b6b11b12 2760.3 101.02 2044 3 92080 13.1
manno-heptose-6-epimerase NR
IP67912|HLDD_SALTY ADP-L-glycero-} =, TVAEGVTEYMAWLNRDA 293 17 5 16.26 b8b12°h12y9°y9 1925.89  67.103 4544 | 2| 96345 -7.16
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-} =, YQAFTQADLTNLRNAGYDKPFK | 271 22 4 20.79 b11y6y10y13 2580, 94.826 2330 | 4  854.44 8.77
manno-heptose-6-epimerase
IP67912|HLDD_SALTY ADP-L-glycero-l 5 Oxidation+M(13) FVNLVDLNIADYMDK 38 15 3 18.08 b12yoy11 7B5.89 80.651 1626 | 4 447.23 11.48
manno-heptose-6-epimerase
of o
[P11003IMETF_SALTY 5 1 EVADFDISVAAYPEVHPEAK 140 20 15 g |D1P2D3DIDIDI2L20YVIYAY ) 07 5 81.405 100666| B 729.68 -13.28
7°y7yl1y12y19y20
[P11003IMETF_SALTY 5 2 | carbamidomethy+C(lll) TGLEAAPHLIDATRDELR 80 20 3 21.11 b3b5b9 2239.10 59.873 2680k |3 7.0  -6.00
[PL1003METF_SALTY 5 3 FVSVTYGANSGERDR 54 15 6 43 b8bo Bggy1L 1657.79 42.191 6178| B 553.27 407
|PL1003METF_SALTY 5 2 TSEMEQTLWNSIDR 33 14 5 38.3p b3byB2L0 1709.81 77.865 5796 | P 855.41 14.99
[P11003IMETF_SALTY 5 5 GDLPPGSGKPEMYAADLVGLLK 118 22 5 a5 b2b3b4b6y13 2228.14 109.384 4082 |2 111487 -10.1
[P11003IMETF_SALTY 5 6 EALNQSLAEVQGQINVSFEFFPH 9 24 6 2B beb12yly6y8y18 2720.38 112.114 39294 |2 1360.69 3.68
GDLPPGSGKPEMYAADLVGLLKE . . ] ]
[P11003IMETF_SALTY 5 7 VADEDISVAAYPEVHPEAK 118 42 9 34.83 | b3b7b8°b8HO°bOY2y7°f7  4306.2 113.23 268 3466.09 13.55
[PL1003METF_SALTY 5 8 ATQFFFDVESYLR 179 14 3 19.2p b1g}8 1735.87 99.837 2345 | B 579.30 155
|P11003IMETF_SALTY 5 9 | carbamidomethy+C(L1) TGLEAAPFLIDATR 80 16 3 23.63 b1lylly12 1725.89 101.503 430 2 863.45 20.09
[PL1003METF_SALTY 5 10 IPSWMSLMFEGLDNDAETR 230 19 3 22.6 b8y4y5 2212.04 111.084 3320] |2 1106.5p 16.67
|PL1003METF_SALTY 5 11 EGVKDFHFYTLNR 266 13 2 2057 b4B6B 1625.82 43579 80535] P 81341 6.38
|PL1003METF_SALTY 5 12 ATQFFFDVESYLRFR 179 16 7 60.06  bBEOD11b13y8y10 2039.04 58.467 12104 |3 680.35 0.24
|PL1003METF_SALTY 5 13 PPGSGKPEMYAADLVGLLK 121 19 1 7.8 9b 1943.05 109.436 6943 | P 972.03 773
IPOALV6IKPRS_SALTY Ribose-phohafe | LFAGNATPELAQR 5 13 8 52.85 | b3b4b8y6yl0*y10yllyld  1387.74 54.625 21785 | 2| 694.37 1.85
pyrophohokinase
IPOALV6IKPRS_SALTY Ribose-phohafe ITAVIPYFGYAR 84 12 32.09 b4b11y5y7y12 1370.74 80.785 58| 2| 685.87 5.43
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe VFAYATHPIFSGNAANNLR 243 19 6 29.3 b2b3b16y8y13y16 2068.0| 65818 12070 | 4 68834 -14.08
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe LYTSLGDAAVGR 22 12 29.41 b3°b3b4b10 1222.64 80.288 4334 | 2 11.83 8.49
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe o |- idomethyl+C(10)  NSVIDEVVVCDTIPLTDEIK 262 20 4 = b4b7y9y10 2259.15 49.789 61084 |3  753.72 3.35
pyrophohokinase
IPOALVEIKPRS_SALTY Ribose-phohafe ¢ ANVSQVMHIIGDVAGR 198 16 35.32 b3b7y5y6yl5 1666.86 7850 | 2603 | 2| 833.93 7.84
pyrophohokinase
il - ] % | O]
[POALVGIKPRS_SALTY Ribose-phohate | oo - IGGDIFIQSTCAPTNDNLMELVWM |~ o 2 55 o1 | P5DODIBIBLODIODIAD o 136.379 590 | b o801 1713
pyrophohokinase VDALR 1
IPOALVEIKPRS_SALTY Ribose-phohafe o LLNDTDMAIIDKR 182 13 32.21 b3b6°b6b7°h7y4 1517.79 a04 | 19201 | 3| s06.60 5.87
pyrophohokinase




'POAlVGlKi;%:g;%:;g"se'phc’ha 9 Phosphoryl STY(5) TLTLSGMLAEAIRR 288 14 3 24.64 b5y9y10 611.81 56.644 3927 537.94 -6.89
'POAlVGlKﬁ;ﬁ;:g};%:iose'phc’ha ° 10 YATHPIFSGNAANNLR 246 16 3 20.94 b10°b10b11 1745.8p 66.81| 8341 | 2| 873.43 -8.88
'POAlVGlKﬁ;ﬁ;:(ﬁ;%:;zose'phc’haie 11 THPIFSGNAANNLR 248 14 1 7.43 b12 1511.79 65.772 382 2 3®6.| -14.78
|P22107|TR$ZE2/:‘592L2; complement NTSDKDMSDLQSLIAK 58 16 5 171 b9y2y3y5y16 1765.84 66.254 7086 | 3| 589.29 1217
|P22107|TR$ZE2';‘592L2; complement FEEAKPVLEEQLAK 223 14 8 27.48| b2b3°b3bl0y2y6ydylé  1680.d  54.055 42442 | 4 544.29 -7.63
|P22107|TR22E2/:‘592L2; complement ATVTTDNVAALR 177 12 9 68.77 | boyly3ysyseyyoyloylp  1235.6|  46.294 41079 | 4  616.33 -7.43
|P22107|TR22E2/:‘592L2; complement GYTVVTSPDK 79 10 10 70.38 | b2b7boy2°y2ydySyey7yl0  1066.53  6.936 10424 | 2| 3377 -8.24
|P22107|TR22E2/:‘592L2; complement o | . hamidomethyi+C(16) ™ MVTLVSSTLQLSGCGAM STAI 5 24 3 22.96 b3b9b10 2442.28 81.958 19269 |3 81477 14.3
|P22107|TR$ZE2';‘592L2; complement IQTSTETGNQHK 196 12 3 29.41 y5y6y10 1343.63 15.159 9771 |3 =m8| 2162
|P22107|TR22E2/:‘592L2; complement DIQAKGYTVVTSPDK 74 15 4 26.16 b3*b3b7b9 1621.83 90.570 a06| 2| s811.42 1121
|P22107|TR22E2/:‘592L2; complement o | . hamidomethyi+c(16) ™ MVTLVSSTiAKLSGCGAMSTA' 5 25 3 12.37 b10y10y14 2570.32 76.020 3001 |4 64333 9.9
|P22107|TR22E2/:‘592L2; complement g IQTSTETGNQHKYQTR 196 16 7 27.58]  b8°b8y7ey7ry7yOy1l 189, | 86.458 2501 | 4 63131 -10.90
|P22107|TR$ZE2/:‘592L2; complement GYTVVTSPDKAYYWIQANVLK 79 21 5 21.62 b4°b4b10b14y11 2478 103.628 2143 | 4 1208.64 9.70
[POGIO6IUSHA_SALTY Sientproten| 1 |po oo o ISIPAGSLAMIVGGHSQDPVENAS oo . . 22 40 |P2O16YLY2yI0IOIGy o 70,900 s1637| b 69663 14.99
ushA(0) ENKK 25
'POBl%lUSHﬁS—SAA('a)TY Silent protein| EVAQEG%?\(SBLALSSSEQNTGVPES 68 34 5 10.97 b2b3ydyoy34 3514.64 80.256) 203dh | 3 11724 3.3
'POBl%lUSHﬁS—SAA('a)TY Silent protein| IAVIGLTTDDTAK 164 13 4 32.21 b3y9y10y12 1317.72 61.374 a0 | 2| 659.36 -3.06
'POBl%lUSHﬁS—SAA('a)TY Silent protein| GMNL'GYDAM\f‘Cf NHEFDNPLT 102 25 8 31.85 | b6*bebsboblaylyl2ylh  2747.36 98.81% 20306 | 316.48 11.37
'POBl%lUSHﬁS—SAA('a)TY Silent protein| ¢ VLYTPEIAENPQMLSLLTPFQNK 332 23 6 26.45 b2b9b12y2y5y6 P68 101.018 10306 882.80 -1.38
'POBl%lUSHﬁS—SAA('a)TY Silent protein| VQPFGNIVVYADMSGK 425 16 3 17.1 b3b11ly13 1724.88 87.011] 662| 3| 575.62 9.41
'POBl%lUSHﬁS—SAA('a)TY Silent protein| IGSVNGLLEGDR 363 12 5 29.41 y5°y5y10y11y12 1229.66 54331 06% | 2| 615.34 13.00
'POBl%lUSHﬁS—SAA('a)TY Silent protein| g IGNPEYFTDIEFR 177 13 3 25.34 b3y8y9 1600.7§ 77.850 4878 | 3 .mB4 -0.76
'POBl%lUSHﬁS—SAA('a)TY Silent protein| g DSIEAGDITYK 410 11 7 47.6 b3b4b9°b9y3y6y11 1211.59 4217 802 | 2| 606.30 5.74
'POBl%lUSHﬁS—SAA('a)TY Silent protein| MATLSFNATGGDGYPR 492 16 5 41.18 b6b7y3y6y13 1657.76 834 | 3675 | 2| 820.38 -4.71
'POBl%lUSHﬁS—SAA('a)TY Silent protein| ITILHTNDHHGHFWR 33 15 4 29.35 b12y5y7y8 1883.96 67.117] 226 | 3| 628.66 12.12
'POBl%lUSHﬁS—SAA('a)TY Silent protein| EFIQQNSPLDAAAFTPNGEVSWL| 527 23 4 13.01 boy2y5y14 25%4.4 107.955 1506 | 4 1267.63 10.69
'POBl%lUSHﬁS—SAA('a)TY Silent protein| 5 VV\'(QDT\IL(’;‘SAHNGEQ\TEF\,/(QQUETA&(;H 197 41 8 15.00 | b8°b8*h8b21lydyl2°y1f14  4475.04 69.532 934] 6| 746.68 9.49
'POBl%lUSHﬁS—SAA('a)TY Silentprotein| | &2 hamidomethyl+C(1h) QVNYVPGTPCAPDK 265 14 39.7 KRy 5°y5y10 1545.71 70.352 12811 |3 51591 -18.8
'POBl%lUSHﬁS—SAA('a)TY Silent protein| ¢ ADFEFR 297 6 1 136 b3 784.37 79.896 2059 |1 784.3F 7.86
'POBl%lUSHﬁS—fAA('a)TY Silent protein| o FVQTNMGR 379 8 5 40.79 b4*b4b5°h506 952.48 70.949 2581 | 2 me.| 1467




'POBl%lUSHﬁS—fAA('a)TY Silent protein| STGER 145 5 1 13.19 ba 549.26 58.513 200 |1 549.76 4.3
'POBl%lUSHﬁS—fAA('a)TY Silent protein| o ADFEFRNGEMK 297 11 5 35.2 b3b8y5y7°y7 1343.61 63.7817 2811 | 3 48.m4 9.63
'POBl%lUSHﬁS—fAA('a)TY Silent protein| 4 FPFLYANIYQKSTGER 134 16 5 24.8 yA°ydyBy8ry8 1934.0 1673 2134 | 2| 967.50 8.84
'POBl%lUSHﬁS—fAA('a)TY Silentprotein| — » | 2 rbamidomethyl+C(11) KQVNYVPGTPCAPDK 264 15 85.61 y¥37yoyloyl2yldyld|  1673.84 88.671 1701 |2 837.4p 3.21
'POBl%lUSHﬁS—fAA('a)TY Silent protein| Phosphoryl STY(7) IAVIGLTTDDTAK 164 13 3 20.57 b7y5y12 397.68 58.447 7358 | 2 699.34 5.41
'POBl%lUSHﬁS—fAA('a)TY Silent protein| , Phosphoryl STY(5) TLVDSIRK 60 8 4 40.79 y3y4y6°y6 1om.s 55667 2016 | 2  506.26 8.81
[PO6196|USHA_SALTY Silent protein - EVVDYLTAVAQMKPDSGAYPQL
LSAQ) 23 Oxidation+M(12) ANVSVAKEGK 441 33 3 22.18 b11b12y5 3541.81 94.597 1816 |4 886.21 7.44
'POBl%lUSHﬁS—fAA('a)TY Silent protein| SLPAGSLAMIVGGHSQDPV 238 19 5 17.95 ya*ydy8y13°y13 1895. | 70.907 8162 | 4 01848 12.43
IQ8ZQRAIGPGL_SALTY 6- 1 |carbamidomethyirc(1gyRPCLPVELVDVVEGLDGCHSAN| 29 10 52.66 | P2DSDADSYAYAYBYOY2AYP 515 56 102.498 18626 B 1044.8¢ 10.52
phohogluconolactonase ITPDNR 9
IQ8ZQRAIGPGL_SALTY 6- 2 | carbamidomethy+C(8) NPHGEIECVQTLDMMPADFSDTR 206 23 0.3 b2b9b10b11y5y7y23 2663.17 78.692 1508B | 3 888.40 7.6
phohogluconolactonase
IQ8ZQRAIGPGL_SALTY 6- 3 YAVGQGPMWVVVNAY 316 15 4 25.7 b5bay3y5 1653.78 41.148 3a11| 3| 55193 -20.30
phohogluconolactonase
IQ8ZQRA|GPGL_SALTY 6- 4 WAADIHITPDGR 229 12 4 32.42 y3y5°y5y7 1351.66 93.134 22184 | 2 676.33 -13.55
phohogluconolactonase
IQ8ZQRA|EPGL_SALTY 6- 5 | carbamidomethyl+c(@)/CLF TESPDGHLVAQEPAEVNTVE 5 29 5 22.08 b12b13°b13b19y11 3095.5p 79.677 6790 | 3 10345 1.74
phohogluconolactonase GAGPR
IQ8ZQRA|GPGL_SALTY 6- 6 SHHIAVYEITGTQGLLTEK 295 19 3 21.84 b6b10b12 2097.0 8o64 | 6215 | 2| 1049.04 -15.60
phohogluconolactonase
IQ8ZQRA|6PGL_SALTY 6- 7 | carbamidomethy+C(5)  QYAYCVNELNSSVDVWQLK 187 19 3 24.0 b3b4b13 2316.08 69.589 3971| |4 579.74 6.22
phohogluconolactonase
IQ8ZQRA|GPGL_SALTY 6- 8 TASLITVFSVSEDGSVLSVEGFQPT 4 30 3 11.36 b11y5y7 3151.58 117.741 2491 |3  1051p0 1.3
phohogluconolactonase EAQPR
IQ8ZQRA|GPGL_SALTY 6- 9 FVFVGSYNAGNVSVTR 94 16 8 55.31| b3b7b10°b10y6yoyl2yll3  @BD 113.264 2143 | 2 858.96 19.27
phohogluconolactonase
|O8ZQR4|GPGL_SALTY 6- 4 | ICLFTLSDDGHLVAQEPAEVNTVE g X
Shohogluconciactonase 10 | carbamidomethyl+C(2) CAGBRHMVEHPNR 150 37 4 10.87 b8°b8b13y8 4113.9 97.390 171144 | 5 82360 1611
|Q8ZQR4|GPGL_SALTY 6- 4 |QDRICLFTLSDDGHLVAQEPAEVN ] ] ) )
Shohogluconciactonase 11 | carbamidomethyl+C(d) VEGAGPR 147 32 3 11.13 b7b10y9 3494.64 64.292 6633 |4  874.43 0.8
|Q8ZQR4|GPGL_SALTY 6- VLAYRIAPDDGALTFAAESALPGS ] 1 i
Shohogluconciactonase 12 D THISTDHHOR 59 35 3 10.92 b5y6y14 3643.88 101.193 356 |4 91113 14.7
- _ il %y %y
IP20753|PPIA_SALTY Peptidyl-proly cig- NFVDYVNSGFYNNTTFHR 54 18 9 47.23 | PYBYIOYIOVLIYIZYI2Y 10, gg 75.012 40885 | B 732.33 -1.89
trans isomerase A 16y18
IP20753|PPIA_SALTY Peplidyl-prolyl cis- TADKDSATSQFFINVADNAFLDH | 14 26 5 22.78 bly4y10y11°y1l 2868.3 86.081 27918 | 4 71784 7.06-
trans isomerase A GQR
IP20753|PPIA_SALTY Peptidyl-prolyl C'T 3 VIPGFMIQGGGFNEQMQQK 72 19 9 33.24| b2b6b9b13b14yly5*yElyl 2109.00 70.381 15286| P 1055.0 -12.27
trans isomerase A
[P20753|PPIA_SALTY Peptidyl-prolyl cig- TADKDSATSQFFINVADNAFLDH . i ]
e Comeraan A 4 CORDFGYAVEGK 116 35 6 34.75 b6b7y3y12+*y12y13 3852.8 95.481 13771 | 5 1B 526
IP20753|PPIA_SALTY Pepiidyl-prolyl C'T 5 GDPHVLLTTSAGNIELELNSQK 26 22 4 22.14 b13y8*y8y9 2336.14  1a572 2564 | 2| 1168.60 9.30
trans isomerase A
[P20753|PPIA_SALTY Peptidyl-prolyl cig- GMDVADKISQVPTHDVGPYQNV - ]
e omeracn A 6 B TROVVILSAK 154 33 7 31.99 |  b3blOy3y5ysylly3l 3503.84 68.87 104617 | 4 .7876 3.97
[P20753[PPIA_SALTY Peptidy-prolicif- DSATSQFFINVADNAFLDHGQRD| a1 5 1103 bob13y6 2437 64 01735 ssad |3 1146ks 1
trans isomerase A FGYAVFGK
[P20753[PPIA_SALTY Peptidyl-prolicif- APVSVKNFVDYVNSGFYNNTTFH| o » 5 2196 b12b13y8 776,32 100,051 260 4 coida m
trans isomerase A R
— + .
[P20753[PPIA_SALTY Peptidyl-probicif- TADKDSATSQFFINVADNAFLDH [~ " . o5 4 |p3b9b1TD11DI2bIbIAYE oo 92139 1960 956,79 110
trans isomerase A GQR *y8




- % | *|
IP66764METK_SALTY S 1 SLQEAVMEEIKPILPSEWLNTSTK| 197 25 15 75.50| P1P2D3"b3D4*DADSLEDBRL oy o) 111.216 28695| B 952.84 453
adenosylmethionine synthetase 1y3y8y9y12°y12
IP66764METK_SALTY S- 2 |carbamidomethyk-C(10) FVIGGPMGDCGLTGR 230 15 4 18.08 BBy15 1536.74 69.251 18291 |2 768.89 8.58
adenosylmethionine synthetase
IP66764METK_SALTY S- 3 |carbamidomethyk-C(10) FVIGGPMGDCGLTGRK 230 16 3 174 By 1664.81 62.655 15204| B 555.61 -8.07
adenosylmethionine synthetase
[P66764METK_SALTY S- ADPLEQGAGDQGLMFGYATNET e [ ] ]
adenosyimethionie synthetase 4 VLMPAPITY AR 109 35 5 10.92 b1b9b15y10°y10 3749.76 84.509 10284 | 4 938019 0.46
IP66764METK_SALTY S- 5 IVDTYGGMAR 246 11 5 55.84 boy5y6y7y8 1195.61 53.255 6810 |2 98m1 -6.43
adenosylmethionine synthetase
IP66764METK_SALTY S- 6 HLFTSESVSEGHPDK 3 15 6 18.08 b3y2y5°y6y10°y10 1669.79 548 3479 | 2| 835.40 4.75
adenosylmethionine synthetase
IP66764METK_SALTY S- 7 FFINPTGR 222 8 4 33.01 b7*b7ydy5 951.50 60.973 2395 | 2 47626 -1.60
adenosylmethionine synthetase
IP66764METK_SALTY S- 8 |carbamidomethyi+c(1g)S'CYVHSDMGFDANSCAVLSAIG 74 24 3 21.96 bldylly12 2541.18 87.968 6514 |3  847.13 2.7¢
adenosylmethionine synthetase K
IP66764METK_SALTY S- 9 | carbamidomethyl+c() CEIQVSYAIGVAEPTSIMVETFGTE g, 26 6 36.15 b5b6°b6b13y3y4 2859.36 93.884 506 | 3 953.f9  .60-7
adenosylmethionine synthetase K
IP66764METK_SALTY S- 10 QSPDINQGVDR 98 11 5 24.23 b4b9*hoy9°ya 12285 44.121 4504 | 2614.80 -4.47
adenosylmethionine synthetase
IP66764METK_SALTY S- 11 SAAYAARYVAK 273 11 3 24.23 b7b10y8 1170.64 44.310 20379 |2 mBS 9.70
adenosylmethionine synthetase
|P66764METK_SALTY S- QSPDINQGVDRADPLEQGAGDQG L
adenosylmethionine synthetase 12 LMFGYATNETDVLMPAPITYAHR 98 46 8 24.55 y4yoy10 4959.36 88.283 1723 4 1240.60 58]
IP66764METK_SALTY S- 13 SLQEAVMEEIKPILPSEWLNTSTK| o7 33 5 21.56 b3°b3b7b8y13 3788.9 113.18f o466 | 4 948p0  57-8
adenosylmethionine synthetase FFINPTGR
[P66764METK_SALTY S- SQVTFQYDDGKIVGIDAVVLSTQ ) | i
adenosyimethionie synthetase 14 HAEDIDOK 166 31 3 11.23 b11b17y14 3419.7 79.632 4004 | 4  s855.69 13.96
IP66764METK_SALTY S- 15 TGMVLVGGEITTSAWVDIEEITRN| 5 27 4 27.08 b7b9b11b12 29475 106.103 371p | 3 983.]8 174
adenosylmethionine synthetase TVR
IP66764METK_SALTY S- 16 |Carbamidomethytrc(2p) T VREIGYVHSDMGFDANSCAVLY 44 28 5 22.7 b9°bob12*h12b13 3011.4 93.760 2489 | 2 1506)20 2.651
adenosylmethionine synthetase SAIGK
IP66764METK_SALTY S- 17 MAKHLFTSESVSEGHPDK 0 18 5 265 b12°h12ydy5y10 1999.96  5.564 2027 | 3| 667.33 4.76
adenosylmethionine synthetase
IP66764METK_SALTY S- 18 Phosphoryl STY(8) |  EFFDLRPYGLIQMLDLLHPIYK 331 22 3 387 b5b6b7 2801.39 99.815 2352| |4 701.14 -6.80
adenosylmethionine synthetase
IP66764METK_SALTY S- 19 Oxidation+M(13) EFFDLRPYGLIQMLDLLHPIYK 331 22 4 13.39 18°b12y11y13 2737.46 97.013 3035 |3 9131 5.08
adenosylmethionine synthetase
[P66764METK_SALTY S- - ADPLEQGAGDQGLMFGYATNET
adenosyimethionie synthetase 20 Oxidation+M(14) VLMPAPITY AR 109 35 3 16.63 y5y10y12 3765.79 99.822 169] |3  1255.p3 9.21
|054296|RS;:&§(:LSTI13°S ribosomal STPFAAQVAAER 57 12 5 20.41 yByBy9y12+y12 1247.64 50.351] 489 | 2| 62433 5.48
|054296|RS;:&§(:LSTI13°S ribosomal ALNAAGFR 8 8 5 40.79 yAy5y6ry6y8 819.45 42.675 14564 |2 am2| 253
|054296|RS;:&§(:LSTI13°S ribosoma) QVSDGVAHIHASFNNTIVTITDR 14 23 5 23.09 b3*b3b6b7°b7 2493, 112.728 11292 | 3 832.43 0.78
|054296|RS;:&§(:LST ;{1305 rbosomal | oo hamidomethyl+C(1)  ITNITDVTPIPHNGCRPPK 106 19 35 5y 7y11y13 2130.12 89.725 1869 |3 710.71 3.21
|054296|RS;:&§(:LST ;{1305 rbosomal 5| oo hamidomethyl+C(1$)  ITNITDVTPIPHNGCRPPKK 106 20 2. b4b6*b6b12y6 2258.18 90.587 6308| |2 1129490 12,76
IP37412|LEUS_SALTY 3-isopropyimalale NIANPIAQILSLALLLR 293 17 9 42.61 | b2b3bylySy7ysyl3yl]  3AB14 137.281 6223 | 2  917.08 5.93
dehydrogenase
|P37412|LELLE?Q;E;:;E:‘)mpy'ma'aIE 2 | carbamidomethyl+C(9 LYQGLEAFCPLR 112 12 6 51.0p b5bob11y5y6 1466.74 62.938 5508 | [3  489.58 -5.66
IP37412|LEUS_SALTY 3-isopropyimalale TYPDVELAHMYIDNATMQLIK 214 21 3 12.68 b4°babg 2466.20 958 2306 | 2| 1233.60 188
dehydrogenase
|P37412|LELLE?Q;E;:;E:‘)mpy'ma'aIE 4 ITTSHYDVGGIAIDNHGHPLPK 37 22 5 28.85 b9b12b13y11y19 2320 55.641 65747 | 4  469.25 20.95




|P37412|LEU3_SALTY 3-isopropylmalate

5 AFDTEVYHR 160 9 3 30.41 b5b7y3 1137.53 58.049 13258 |2 56947 5.37
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalale GAAAVSTDEMGDIIAR 341 16 4 23.63 b3bdy11°y11 1576.7¢ 6264 | 6021 | 2| 788.89 10.14
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalale NYHIAVLPGDGIGPEVMAQALK 3 22 4 18.1 b4b6y6y13 2203.15 1083 3742 | 3| 765.06 20.97
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalale ¢ VMDAVR 25 6 1 13.6 v5 690.35 32.986 3078| [ 690.35 11.94
dehydrogenase
|P37412|LEﬁﬁdﬁg\;:’af:pmpy'ma'a € 9 | carbamidomethy+C(6) ATVEGCEQADAILFGSVGGPK| 59 21 3 2D.4 b4b6b15 2106.02 76.612 2450 |3 702.6 1.39
|P37412|LEﬁﬁdﬁg\;:’af:pmpy'ma'a € 10 |carbamidomethy+C(1D) ADIAANGFDILCVR 124 14 6 30.64 b3b10b11°b11y10 1534.74 73.217 24200 |2 767.87 -18.6
IP37412|LEUS_SALTY 3-isopropyimalate ALEEGVRTGDLAR 328 13 3 20.57 b3b11ly6 1386.7 49.758 7531 | 3462.92 8.63
dehydrogenase
IPS7412|LEUS_SALTY 3-isopropymalae ., TGDLARGAAAVSTDEMGDIIAR 335 22 4 29.3 b4b14b16b17 2198.0| 92.541 2300 | 3  730.70 2.34
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalaje ;5 WENLPPESQPERGALLPLR 80 19 8 38.04  b3°h3b7°b7*b7b8°bab9 2202.16 69.565 2249 734.72 3.77
dehydrogenase
IP37412|LEUS_SALTY 3-isopropyimalaje DVELAHMYIDNATMQLIK 217 18 2 12.68 b7b9 2105.07 99.803 507 | 2| 1053.04 12.99
dehydrogenase
b2*b2b3b4b8°b8b16°b 16y
IPOALB7IATPE_SALTY ATP synthasey IQVTGSEGELGIYPGHAPLLTAIKP| 54 29 18 69.52 | 1y2y5y12y13y16y10y26yP 3018.62 82.063 91891 #  755.41 8.98
epsilon chain GMIR 7y29
'POAlB”AT;FSiant;;nATP synthase -, AMTYHLDVVSAEQQMFSGLVEK 1 22 8 32.9 | b5b8blly3y8ey8yl3y2P 2483.19 90.397 27158 B 828.40 -1.47
IPOALB7IATPE_SALTY ATP synthasey MAMTYHLDVVSAEQQMFSGLVE 0 23 4 22.04 b10y10°y10y11 2614.27 117.18 152 3 872.09 912.4
epsilon chain K
'POAlB”AT;FSiant;;nATP synthaser SSHGDVDYAQASAELAK 107 17 4 22.84 b5b15y6y8 1748.7 46.064 15270 | 3| 583.60 -10.26
'POAlB”AT;FSiant;;nATP synthase o Oxidation+M() | AMTYHLDVVSAEQQMFSGLVEK 1 22 3 22.14 b10by% 2499.20 97.967 1767 | §  833.74 3.71
%y %y
|086090[PPK_SALTY Polyphohate kindse 1 IDSMIHAAHNGK 813 13 9 50.17 | 507 y7y§ YOYLOVIYY 140671 78.700 27816 2 703.86 9.81
|086090|PPK_SALTY Polyphohate kindse 2 VLQEAADK 20 8 9 49.21 | blb4*bay3yd°yayseysyd — 873.47 32470 5511 | 2| 437.24 2.93
|086090|PPK_SALTY Polyphohate kindse 3 YHNFKDFINFPNUG 293 15 4 18.08 b2b6b11y7 1839.93 66.130 11026 | 3 613.98 1.4

d * q
|086090|PPK_SALTY Polyphohate kingse 4 VFNFIENPYRP\Q;FDYLMVSPQN“ 486 26 11 57.01 b1b3b4 big;§§b12b24y\ Y 3189.62 109.352 7115 B 1063.84 8.42
|086090|PPK_SALTY Polyphohate kingse 5 DMPAALVDVLREK 6&2 13 3 29.82 b4b6b11 1456.79 94.721 4074 2 728.90 4.84
d
|086090|PPK_SALTY Polyphohate kingse 6 VFNFIENPYRPV;FDYLMVSPQN“ 486 25 6 18.77 b13°b13y3y6y9*y9 3033.44 94.998 14292 3 B21 -18.59
|086090|PPK_SALTY Polyphohate kingse 7 FLGIYSNNLDEFYK 37 14 3 19.22 b6y3y6 1722.86 74.189 11412 3 574.96 11.7p
|086090|PPK_SALTY Polyphohate kingse 8 VQAQLAIYDYIK 670 12 5 26.19 b9b10y11°y11*yll 1424.80 6652 11378 2 712.91 17.91
|086090|PPK_SALTY Polyphohate kingse 9 ADQEFDGLYNEBMAR 86 18 5 26.5 b13y5y6y13*y13 2127.04 96.990 10458 2 1054, 16.30
|086090|PPK_SALTY Polyphohate kingse 10 VYIFENGGDK 594 10 5 33.82 b5°b5b6b8*h8 1141.5 56.643 9354 2571.28 7.06
|086090|PPK_SALTY Polyphohate kingse 11] QLSVNQQSWLR 113 11 3 35.99 b5b6b7 1358.7¢ 47.454 487B 2 679.8 1.80
|086090|PPK_SALTY Polyphohate kingse 12 YDSIVPGGR 284 9 4 45.36 b4b5b8y7 963.47 105.27 320p 1 963.47 -15.90
|086090|PPK_SALTY Polyphohate kingse 13 HLWFDK 320 6 1 13.6 y3 845.44 42.648 2160 1 845.44 12.49

|086090|PPK_SALTY Polyphohate kingse 14 DAEYDLVHEMESELMSSSLK 229 23 3 13.01 b6b9y7 2644.2] 136.193 183 4 661.§ 8.49




|086090|PPK_SALTY Polyphohate kindse 15| GDTINYALLE#S 163 15 18.08 b3y3y5 1648.81 56.687 1750 |2 824.91 -17.7
|086090|PPK_SALTY Polyphohate kindse 16| IDSMIHAAHNEK 381 14 24.66 b13ylly12 1534.79 85.365 25831 | 2 767.90 813.
|086090|PPK_SALTY Polyphohate kindse 17, TARLYTDYSLLIAR 463 16 17.1 b5b10y10 1829.94 90.077 1497 2 91548 9.6]
|086090|PPK_SALTY Polyphohate kindse 18 LYTDYSLLTADAREVR 466 19 37.08 b3b7b11°b11ly4°yay5 2214.1f 73.292 9974 2| 1107.59 12.24
|086090|PPK_SALTY Polyphohate kindse 19 IISEEQGSNBHELGK 60 19 39.77 b9b11b12b13y14°y14) 2105.0B 103.207 o681 3| 70237 -13.22
|086090|PPK_SALTY Polyphohate kindse 20| DSRIIDSMIHAWGIK 378 16 23.63 b10b11y9 1764.8¢ 84.320) 423] 2 88295 5.2
|086090|PPK_SALTY Polyphohate kindse 21 LYIEKELSWLAER 5 15 46.8 b10y4y5y7y8 1911.01 59.646 3284 3 637.47 3.26
|086090|PPK_SALTY Polyphohate kindse 22 ELSWLAFNERBAADK 10 18 38.27 | b5b7bl1°b1l*bilyd°yays  2119.10 114.49p 2783 | 2| 1060.05 6.22
|086090|PPK_SALTY Polyphohate kindse 23 YLEHDRVYIFEBIOK 588 16 17.1 bab11y12 1954.97 80.388 2114 2 977.96 -4.8
|086090|PPK_SALTY Polyphohate kindse 24| Phosphory|($T) EIANAQQGLPSGITLK 520 16 52.99 b3b6*b6b73’67b10*b10b11 1719.84 57.334 4030 573.95 -9.23
|086090|PPK_SALTY Polyphohate kindse 25| Oxidation+8)(1 VFNF'ENPYRPELFDYLMVSPQNS 486 26 12.11 bSy4*ydy18 3205.54 83.736 779 |4 so2.al4 -13.7




