Supplementary Table S2. The list of all identified acetylated peptides

Proteins_ID Synonym Description Sequence Search Engine |Peptide Mod Protein_Mod ionscore PTM_Score P|Calc_mr Delta_mr [Charge |file_name
. . _ + 1
¢i[148659759 MRA 0002 DNA polymerase I subunit beta LLDAEFPKAFR ma.scot 8, K(Acetyl K); 260,K(Acetyl K); 28.75 101.82] 1.00| 1276.68155 0.0961 2|Cmpd 1604913, +MSn(639.3), 47.9 m%n
pFind 8, K(Acetyl K); 260,K(Acetyl K); 1.71E-17 101.82] 1.00| 1276.68157| -0.09613 2|Cmpd 1604913, +MSn(639.3), 47.9 min
ATMMEK#VSHPIVFGHAVR ma.scot 5,K(Acetyl K); 262,K(Acetyl K); 46.84 89.76| 1.00| 1922.00188| -0.04371 3|Cmpd 2704063, +MSn(641.7), 48.3 m%n
pFind 5,K(Acetyl K); 262,K(Acetyl K); 5.23E-13 89.76| 1.00| 1922.00188| -0.04371 3|Cmpd 2704063, +MSn(641.7), 48.3 min
TIVLK#PEVPLDDGDVIDSMFMSK Fi K(Acetyl K); 213,K(Acetyl K); . 481 149.82( 1. 2590.291 -0.382 3 2307134, +M 4. 1.6 mi
0i[148659826 MRA 0068 isocitrate dehydrogenase (NADP) Ied2 VLK#PEV GDVIDS S pFind 5,K(Acetyl K); 3,K(Acetyl K); 0.0000048 9.8 00| 2590.29103| -0.38286 Cmpd 2307134, Sn(864.3), 71.6 m%n
TDQEK#AIK mascot 5,K(Acetyl K); 122, K(Acetyl K); 36.09 148.68] 1.00{ 973.507996( 0.217452 2|Cmpd 1402884, +MSn(487.9), 31.9 min
pFind 5,K(Acetyl K); 122, K(Acetyl K); 4.49E-09 148.68] 1.00| 973.508034| 0.21741 2|Cmpd 1402884, +MSn(487.9), 31.9 min
PSK#TFNAALEAVQG pFind 3,K(Acetyl K); 734, K(Acetyl K); 4.66E-15 206.58| 1.00| 1473.74636| -0.02092 2|Cmpd 1706547, +MSn(737.9), 68.9 min
. . _ + 1
¢i[148659912 MRA 0155 short-chain type dehydrogenase/reductase VALFGNDGANFDK#PPSVQDVAAR ma.scot 13,K(Acetyl _K); 259,K(Acetyl K); 57.69 213.46] 1.00| 2429.19754| -0.17937 3|Cmpd 1806882, +MSn(810.7), 72.4 m%n
pFind 13,K(Acetyl K); 259,K(Acetyl K); 8.38E-15 213.46| 1.00| 2429.19754| -0.17937 3|Cmpd 1806882, +MSn(810.7), 72.4 min
. . _ + 1
2i[148659921 MRA 0165 NAD(P) transhydrogenase subunit beta SIPAIVAGGEGGGGY APSGGGDDKAHVK ma.scot 24 K(Acetyl K); 299, K(Acetyl K); 36.75 142.08] 1.00| 2448.23978| -0.17161 3|Cmpd 1504396, +MSn(817.0), 51.2 m%n
pFind 24 K(Acetyl K); 299,K(Acetyl K); 8.88E-07 142.08| 1.00| 2448.23974| -0.17157 3|Cmpd 1504396, +MSn(817.0), 51.2 min
. . + ]
¢i[148659975 MRA 0219 phosphoenolpyruvate carboxykinase LPK#VFFVNWER ma.scot 3,K(Acetyl K); 495 K(Acetyl K); 54.01 114.67] 1.00| 1493.81834( 0.127104 2|Cmpd 608943, +MSn(748.0), 106.3 m%n
pFind 3,K(Acetyl K); 495,K(Acetyl K); 2.29E-23 114.67] 1.00| 1493.81834 0.1271 2|Cmpd 608943, +MSn(748.0), 106.3 min
. . + ]
i[148659995 MRA 0239 acyl-CoA dehydrogenase GVEK#DTFFETVAR ma.scot 4,K(Acetyl K); 355,K(Acetyl K); 40.08 106.41] 1.00| 1539.75693( 0.128521 2|Cmpd 706798, +MSn(770.9), 79.8 m%n
pFind 4,K(Acetyl K); 355,K(Acetyl K); 6.77E-11 106.41] 1.00| 1539.75693| 0.12851 2|Cmpd 706798, +MSn(770.9), 79.8 min
. . _ + 1
¢i[148660007 MRA 0251 3-ketoacyl-ACP reductase AALEK#DYDLVGNNLGGR ma.scot 5,K(Acetyl K); 66,K(Acetyl K); 81.78 200.19] 1.00| 1845.92206| -0.13661 2|Cmpd 3204442, +MSn(923.9), 52.1 m%n
pFind 5,K(Acetyl K); 66,K(Acetyl K); 4.51E-19 200.19( 1.00| 1845.92208| -0.13664 2(Cmpd 3204442, +MSn(923.9), 52.1 min
21/148660009 MRA 0253 acyl-CoA dehydrogenase NPPVFDPK#THSVMLPESFK pFind 8, K(Acetyl K); 70,K(Acetyl K); 1.84E-07 166.421 1.00{ 2211.10343[ -0.03526 3|Cmpd 1706883, +MSn(738.0), 72.3 min
21148660013 MRA 0257 succinate dehydrogenase flavoprotein subunit GGK#FLNNWR pFind 3,K(Acetyl K); 79,K(Acetyl K); 8.37E-12 81.63| 1.00| 1132.57778| 0.06766 2|Cmpd 1705892, +MSn(567.3), 62.2 min
. . _ + ]
ILDQLEK#TEPKPDLSSLK ma.scot 7,K(Acetyl K); 327,K(Acetyl K); 51.2 178.96] 1.00{ 2095.14121| -0.05576 2|Cmpd 1504335, +MSn(1048.6), 50.6 m%n
pFind 7,K(Acetyl K); 327, K(Acetyl K); 1.53E-10 218.16] 1.00| 2095.14125| -0.11581 2|Cmpd 1706104, +MSn(1048.5), 64.4 min
B - . _ _ + i
¢i[148660035 MRA 0278 acyl-CoA synthetase VIIYDDEYTK#AVSLAQPPLGK pFind 10,K(Acetyl K); 170,K(Acetyl K); 1.48E-07 150.89] 1.00| 2361.24676( -0.26859 3|Cmpd 1605704, +MSn(788.0), 55.5 m%n
mascot 10,K(Acetyl K); 170,K(Acetyl K); 26.22 150.89] 1.00| 2361.24675| -0.26858 3|Cmpd 1605704, +MSn(788.0), 55.5 min
NPTGK#VLKR mascot 5,K(Acetyl K); 551,K(Acetyl K); 62.03 168.67] 1.00| 1053.62946( 0.075992 2|Cmpd 2202016, +MSn(527.9), 23.6 min
pFind 5,K(Acetyl K); 551,K(Acetyl K); 1.08E-11 168.67] 1.00| 1053.62948[ 0.07596 2|Cmpd 2202016, +MSn(527.9), 23.6 min
. . _ + 1
¢i[148660036 MRA 0279 acyl-CoA dehydrogenase LPGK#WGEYLLASR ma.scot 4, K(Acetyl K); 695,K(Acetyl K); 53.79 134.56] 1.00| 1530.81943( -0.03398 2|Cmpd 2805417, +MSn(766.4), 63.7 m%n
pFind 4 K(Acetyl K); 695,K(Acetyl K); 7.03E-15 134.56] 1.00{ 1530.81946( -0.03402 2|Cmpd 2805417, +MSn(766.4), 63.7 min
. . _ + 1
¢i[148660104 MRA 0347 iron-sulfur-binding reductase AAPTPAAPAAPAAPVKGLGIAAGAK#RPGAKH mascot 30,K(Acetyl K); 822, K(Acetyl K); 33.57 171.021 0.50| 2689.53909( -0.06092 3|Cmpd 1403230, +MSn(897.5), 37.7 m%n
25,K(Acetyl K); 817,K(Acetyl K); 0.50 Cmpd 1403230, +MSn(897.5), 37.7 min
. . _ + 1
NQAETLVYQTEKAFVK ma.scot 12,K(Acetyl K); 522, K(Acetyl K); 71.08 250.18| 1.00| 1838.94141| -0.13596 2|Cmpd 1505290, +MSn(920.4), 61.3 m%n
pFind 12, K(Acetyl K); 522, K(Acetyl K); 8.83E-20 250.18( 1.00| 1838.94142| -0.13598 2(Cmpd 1505290, +MSn(920.4), 61.3 min
VVDWLVDKAFK mascot 8, K(Acetyl K); 215,K(Acetyl K); 86.3 130.07] 1.00{ 1289.70198( 0.003467 2|Cmpd 3005812, +MSn(645.9), 67.7 min
pFind 8, K(Acetyl K); 215,K(Acetyl K); 6.53E-24 130.07] 1.00{ 1289.70198( 0.00346 2|Cmpd 3005812, +MSn(645.9), 67.7 min
. . _ + 1
2i[148660116 MRA 0359 molecular chaperone DnaK HMGSDWSIEIDGKAK ma.scot 13,K(Acetyl K); 84,K(Acetyl K); 59.57 203.56| 1.00| 1643.76134| -0.09589 2|Cmpd 3004037, +MSn(822.8), 47.5 m%n
pFind 13,K(Acetyl K); 84,K(Acetyl K); 3.84E-16 130.07| 1.00| 1643.76136( -0.13592 2|Cmpd 3004059, +MSn(822.8), 47.7 min
. . _ + 1
IQEGSGLSK#EDIDR ma.scot 9,K(Acetyl K); 483,K(Acetyl K); 87.16 182.22] 1.00 1587.774| -0.08855 2|Cmpd 1402951, +MSn(794.8), 34.6 m%n
pFind 9,K(Acetyl K); 483,K(Acetyl K); 6.1E-22 182.221 1.00| 1587.77403[ -0.08859 2|Cmpd 1402951, +MSn(794.8), 34.6 min
VPEDTLNK#VDAAVAEAK ma.scot 8, K(Acetyl K); 543, K(Acetyl K); 93.2 202.26| 1.00| 1810.93123| -0.08578 2|Cmpd 1706530, +MSn(906.4), 68.7 m%n
pFind 8, K(Acetyl K); 543, K(Acetyl K); 1.11E-21 202.26| 1.00| 1810.93126| -0.08582 2|Cmpd 1706530, +MSn(906.4), 68.7 min
. . _ + 1
¢i[148660118 MRA 0361 molecular chaperone Dnal GAPSGDLYVTVHVRPDKAFGR ma.scot 17,K(Acetyl K); 287, K(Acetyl K); 30.6 170.45] 1.00| 2325.22298( -0.18481 3|Cmpd 3204870, +MSn(776.0), 56.9 m%n
pFind 17,K(Acetyl K); 287,K(Acetyl K); 0.000409 170.45] 1.00| 2325.22296( -0.18479 3|Cmpd 3204870, +MSn(776.0), 56.9 min
. . + ]
' . DK#LDSYVRPLLAISAQR ma.scot 2,K(Acetyl K); 101,K(Acetyl K); 53.21 164.13] 1.00{ 1986.08978( 0.008389 3|Cmpd 3205928, +MSn(663.0), 68.9 m%n
21148660129 MRA 0372 fructose-bisphosphate aldolase pFind 2,K(Acetyl K); 101,K(Acetyl K); 6.17E-20 164.13[ 1.00| 1986.08982| 0.00835 3|Cmpd 3205928, +MSn(663.0), 68.9 min
YLLAATFGNVHGVYKPGNVK# pFind 20,K(Acetyl K); 221,K(Acetyl K); 0.00000109 155.941 1.00{ 2189.16331( -0.14514 3|Cmpd 3204974, +MSn(730.7), 58.1 min
. . _ + 1
¢i[148660172 MRA 0413 £420-dependent glucose-6-phosphate dehydrogenase Fedl GEELYTEK4LMPAVR ma.scot 8, K(Acetyl K); 206,K(Acetyl K); 35.96 121.97] 1.00| 1676.84432( -0.09887 2|Cmpd 1704960, +MSn(839.4), 57.6 m%n
pFind 8,K(Acetyl K); 206,K(Acetyl K); 1.98E-16 143.291 1.00| 1676.84435| -0.29891 2(Cmpd 1604737, +MSn(839.3), 46.2 min
. . _ + 1
¢i[148660203 MRA 0443 molybdopterin biosynthesis protein MoeA2 GGDHGVEFVK#VAMQPGMPQGVGR ma.scot 10,K(Acetyl K); 279,K(Acetyl K); 32.62 154.471 1.00] 2394.1573| -0.05913 3|Cmpd 1504777, +MSn(799.0), 55.5 m%n
pFind 10,K(Acetyl K); 279,K(Acetyl K); 0.00000232 154.47] 1.00| 2394.15727 -0.0591 3|Cmpd 1504777, +MSn(799.0), 55.5 min
. . _ + ]
2i[148660204 MRA 0444 short chain dehydrogenase VVQSSAQSHDK#DLOR ma.scot 11,K(Acetyl K); 291,K(Acetyl K); 64.32 221.34| 1.00| 1738.85982| -0.09437 2|Cmpd 1403139, +MSn(870.4), 34.6 m%n
pFind 11,K(Acetyl K); 291,K(Acetyl K); 1.16E-20 221.34]| 1.00| 1738.85983| -0.09439 2|Cmpd 1403139, +MSn(870.4), 34.6 min
AGAATEVELK#ER ma.scot 10,K(Acetyl K); 388,K(Acetyl K); 51.48 166.421 1.00| 1314.6779| -0.19245 2|Cmpd 302100, +MSn(658.2), 20.9 m%n
pFind 10,K(Acetyl K); 388,K(Acetyl K); 3E-14 166.42] 1.00| 1314.67795| -0.19251 2|Cmpd 302100, +MSn(658.2), 20.9 min
VVVTK#DETTIVEGAGDTDAIAGR ma.scot 5,K(Acetyl K); 325,K(Acetyl K); 62.13 331.87] 1.00| 2358.19147 -0.3333 3|Cmpd 2903585, +MSn(787.0), 35.9 m%n
pFind 5,K(Acetyl K); 325,K(Acetyl K); 7.87E-14 331.87] 1.00| 2358.19145| -0.33328 3|Cmpd 2903585, +MSn(787.0), 35.9 min
AVEK#VTETLLK mascot 4, K(Acetyl K); 125,K(Acetyl K); 50.59 186.521 1.00{ 1271.73364 -0.1882 2|Cmpd 903757, +MSn(636.8), 36.4 min
pFind 4 K(Acetyl K); 125,K(Acetyl K); 1.52E-21 186.521 1.00| 1271.73367| -0.18823 2|Cmpd 903757, +MSn(636.8), 36.4 min
DLLPLLEKAVIGAGK pF?nd 8,K(Acetyl K); 237, K(Acetyl K); 5.85E-16 103.12] 1.00| 1506.90213| -0.13669 2(Cmpd 107789, +MSn(754.4), 81.4 m1r¥
pFind 8,K(Acetyl K); 237, K(Acetyl K); 2.35E-24 203.56( 1.00| 1506.90213| -0.21669 2(Cmpd 2908137, +MSn(754.4), 81.1 min
EIELEDPYEKAIGAELVK ma.scot 10,K(Acetyl K); 67,K(Acetyl K); 63.65 291.27| 1.00| 2016.03024| -0.0648 2|Cmpd 1907884, +MSn(1009.0), 83.3 m%n
pFind 10,K(Acetyl K); 67,K(Acetyl K); 2.14E-17 291.27| 1.00| 2016.0303| -0.06486 2|Cmpd 1907884, +MSn(1009.0), 83.3 min




FDK#GYISGYFVTDPER ma.scot 3.K(Acetyl K); 195,K(Acetyl K); 76.36 178.96] 1.00{ 1934.90505[ -0.1996 2|Cmpd 2101719, +MSn(968.4), 66.5 m%n
pFind 3,K(Acetyl K); 195,K(Acetyl K); 4.21E-19 178.96] 1.00{ 1934.90503[ -0.19959 2|Cmpd 2101719, +MSn(968.4), 66.5 min
GTFK#SVAVK mascot 4,K(Acetyl K); 270,K(Acetyl K); 54.16 188.67] 1.00| 977.554581( 0.110867 2|Cmpd 2802845, +MSn(489.8), 34.4 min
[GAELVKAEVAK mascot 7,K(Acetyl K); 74,K(Acetyl K); 78.78 134.56] 1.00| 1197.69685( -0.01141 2|Cmpd 3003969, +MSn(599.8), 46.7 min
pFind 7,K(Acetyl K); 74,K(Acetyl K); 3.81E-17 134.56] 1.00| 1197.69689( -0.01145 2|Cmpd 3003969, +MSn(599.8), 46.7 min
KH#VVVTKDETTIVEGAGDTDAIAGR ma.scot 1,K(Acetyl K); 320,K(Acetyl K); 39.7 136.26| 1.00| 2486.28642| -0.20825 3|Cmpd 1804280, +MSn(829.7), 50.1 m%n
pFind 1,K(Acetyl K); 320,K(Acetyl K); 7.62E-09 136.26| 1.00| 2486.28642| -0.20825 3|Cmpd 1804280, +MSn(829.7), 50.1 min
K#WGAPTITNDGVSIAK pFind 1LK(Acetyl K); 42 K(Acetyl K); 9.84E-11 106.41] 1.00| 1698.89409( -0.10865 2|Cmpd 3004421, +MSn(850.4), 51.8 min
LAK#LAGGVAVIK ma.scot 3.K(Acetyl K); 369,K(Acetyl K); 55.56 113.91]1 1.00{ 1180.75432 0.09113 2|Cmpd 2803954, +MSn(591.4), 47.1 m%n
pFind 3,K(Acetyl K); 369,K(Acetyl K); 1.49E-18 113.91] 1.00{ 1180.75435( 0.09109 2|Cmpd 2803954, +MSn(591.4), 47.1 min
. . _ + 1
LEGDEATGANIVK#VALEAPLK ma.scot 13,K(Acetyl K); 441,K(Acetyl K); 48.21 174.391 1.00| 2179.17357 0.2654 3|Cmpd 2305696, +MSn(727.3), 57.6 m%n
pFind 13,K(Acetyl K); 441,K(Acetyl K); 6.67E-09 174.391 1.00| 2179.17362| -0.26545 3|Cmpd 2305696, +MSn(727.3), 57.6 min
NVAAGANPLGLKAR ma.scot 12, K(Acetyl K); 116,K(Acetyl K); 61.31 138.18] 1.00| 1321.7466| -0.00115 2|Cmpd 4802739, +MSn(661.9), 33.6 m%n
pFind 12,K(Acetyl K); 116,K(Acetyl K); 3.33E-19 138.18| 1.00| 1321.74663| -0.00119 2(Cmpd 4802739, +MSn(661.9), 33.6 min
NVVLEKAK mascot 6,K(Acetyl K); 41,K(Acetyl K); 38.77 89.88] 1.00| 870.517441| 0.028007 2|Cmpd 3002581, +MSn(436.3), 30.8 min
pFind 6,K(Acetyl K); 41,K(Acetyl K); 3.25E-09 97.981 1.00| 870.517474| -0.01203 2|Cmpd 2802485, +MSn(436.3), 30.2 min
NVVLEK#K# mascot 7,K(Acetyl K); 42 K(Acetyl K); 28.92 73.38] 0.50| 870.517441| 0.028007 2|Cmpd 3202607, +MSn(436.3), 31.1 min
6,K(Acetyl K); 41,K(Acetyl K); 0.50 Cmpd 3202607, +MSn(436.3), 31.1 min
2i|148660205 MRA 0445 molecular chaperone GroEL NVVLEK#K# pFind 7,K(Acetyl K); 42 K(Acetyl K); 1.05E-08 73.38] 0.50| 870.517474| 0.02797 2|Cmpd 3202607, +MSn(436.3), 31.1 min
6,K(Acetyl K); 41,K(Acetyl K); 0.50 Cmpd 3202607, +MSn(436.3), 31.1 min
. . _ + 1
QEAVLEDPYILLVSSK#VSTVK ma.scot 16,K(Acetyl K); 224 K(Acetyl K); 29.58 180.59] 1.00| 2359.28862| -0.20045 3|Cmpd 106335, +MSn(787.4), 66.7 mlg
pFind 16,K(Acetyl K); 224 K(Acetyl K); 3.83E-07 185.75] 1.00| 2359.28864( -0.29047 3|Cmpd 4007102, +MSn(787.3), 69.7 min
. . _ + 1
QEIENSDSDYDREKALQER ma.scot 14, K(Acetyl K); 362,K(Acetyl K); 37.89 258.93| 1.00| 2295.02506| -0.07961 2|Cmpd 1604232, +MSn(1148.5), 44.1.m1n
pFind 14,K(Acetyl K); 362,K(Acetyl K); 6.36E-07 214.41] 1.00] 2295.0251| -0.10693 3|Cmpd 604417, +MSn(766.0), 52.1 min
. . _ + 1
QIAFNSGLEPGVVAEK#VR ma.scot 16,K(Acetyl K); 465,K(Acetyl K); 72.11 202.21| 1.00| 1955.04761| -0.10216 2|Cmpd 3005072, +MSn(978.5), 59.3 m%n
pFind 16,K(Acetyl K); 465,K(Acetyl K); 2.08E-18 202.21]| 1.00| 1955.04763| -0.10219 2|Cmpd 3005072, +MSn(978.5), 59.3 min
SALONAASIAGLFLTTEAVVADK#PEK ma.scot 23, K(Acetyl K); 521,K(Acetyl K); 37.68 179.98] 1.00| 2685.42247 -0.3843 3|Cmpd 2907981, +MSn(896.0), 79.6 m%n
pFind 23,K(Acetyl K); 521,K(Acetyl K); 4.82E-12 179.98] 1.00| 2685.42251( -0.38434 3|Cmpd 2907981, +MSn(896.0), 79.6 min
mascot 23, K(Acetyl K); 521,K(Acetyl K); 56.98 166.28] 0.54| 2942.56001( -0.39184 3|Cmpd 3702242, +MSn(981.7), 85.5 min
SALQNAASIAGLFLTTEAVVADK#PEK#EK# 26,K(Acetyl K); 524 K(Acetyl K); 0.23 Cmpd 3702242, +MSn(981.7), 85.5 min
28,K(Acetyl K); 526,K(Acetyl K); 0.23 Cmpd 3702242, +MSn(981.7), 85.5 min
SALONAASIAGLFLTTEAVVADKPEKAEK# mascot 28 K(Acetyl K); 526,K(Acetyl K); 62.86 190.63]1 0.50{ 2942.56001( -0.36184 3|Cmpd 3702256, +MSn(981.7), 86.0 m%n
26,K(Acetyl K); 524, K(Acetyl K); 0.50 Cmpd 3702256, +MSn(981.7), 86.0 min
SALONAASIAGLFLTTEAVVADK#PEK#EK mascot 23, K(Acetyl K); 521,K(Acetyl K); 41.48 174.301 0.50{ 2942.56001( -0.36184 3|Cmpd 3902163, +MSn(981.7), 80.3 m%n
26,K(Acetyl K); 524, K(Acetyl K); 0.50 Cmpd 3902163, +MSn(981.7), 80.3 min
pFind 28 K(Acetyl K); 526,K(Acetyl K); 1.76E-07 166.28] 0.23| 2942.56007( -0.3919 3|Cmpd 3702242, +MSn(981.7), 85.5 min
SALQNAASIAGLFLTTEAVVADK#PEK#EK# 23,K(Acetyl K); 521,K(Acetyl K); 0.54 Cmpd 3702242, +MSn(981.7), 85.5 min
26,K(Acetyl K); 524, K(Acetyl K); 0.23 Cmpd 3702242, +MSn(981.7), 85.5 min
SALONAASIAGLFLTTEAVVADKPEKAEK# pFind 28 K(Acetyl K); 526,K(Acetyl K); 9.95E-10 190.63] 0.50| 2942.56007( -0.3619 3|Cmpd 3702256, +MSn(981.7), 86.0 m%n
26,K(Acetyl K); 524, K(Acetyl K); 0.50 Cmpd 3702256, +MSn(981.7), 86.0 min
SALONAASIAGLFLTTEAVVADK#PEK#EK pFind 23,K(Acetyl K); 521,K(Acetyl K); 2.42E-08 174.30 0.5012942.56007 {-0.3619 Cmpd 3902163, +MSn(981.7), 80.3 m%n
26,K(Acetyl K); 524, K(Acetyl K); 0.50 Cmpd 3902163, +MSn(981.7), 80.3 min
VIGAGK#PLLIIAEDVEGEALSTLVVNK ma.scot 6,K(Acetyl K); 243 K(Acetyl K); 42.17 292.291 1.00| 2789.57898| -0.38081 3|Cmpd 3809653, +MSn(930.7), 96.4 m%n
pFind 6,K(Acetyl K); 243 K(Acetyl K); 2.35E-11 292.291 1.00| 2789.57901| -0.38084 3|Cmpd 3809653, +MSn(930.7), 96.4 min
VALEAPLK#QIAFNSGLEPGVVAEK#VR pFind 8, K(Acetyl K);24,K(Acetyl K); 449 K (Acetyl K);465,K(Acetyl K); 0.00000114 242741 1.00| 2818.55929| 0.36888 3|Cmpd 1108758, +MSn(940.7), 93.7 min
VIETLLKAGAK mascot 7,K(Acetyl K); 132,K(Acetyl K); 49.28 121.97] 1.00] 1100.6441[ -0.03866 2|Cmpd 3003166, +MSn(551.3), 37.5 min
pFind 7,K(Acetyl K); 132,K(Acetyl K); 1.04E-10 121.97] 1.00{ 1100.64413[ -0.03869 2|Cmpd 3003166, +MSn(551.3), 37.5 min
NEGYDVVVAK#FPFTANAK ma.scot 10,K(Acetyl K); 376,K(Acetyl K); 66.49 142.76] 1.00{ 2011.00508[ -0.09963 2|Cmpd 1807535, +MSn(1006.5), 79.1 m%n
pFind 10,K(Acetyl K); 376,K(Acetyl K); 2.11E-20 142.76] 1.00{ 2011.00509( -0.09965 2|Cmpd 1807535, +MSn(1006.5), 79.1 min
sl el ol ot g D1 lomd Ot S5, i
gi|148660228 MRA 0468 dihydrolipoamide dehydrogenase P K(Acetyl K); K(Acetyl K), A : : : — P . n(850.4), 38. @1n
VAGVHFLMEK4K mascot 9,K(Acetyl K); 102,K(Acetyl K); 51.85 174.521 1.00{ 1170.65833| 0.007123 2|Cmpd 805885, +MSn(586.3), 68.9 min
pFind 9,K(Acetyl K); 102,K(Acetyl K); 2.58E-14 174.521 1.00{ 1170.65834 0.0071 2|Cmpd 805885, +MSn(586.3), 68.9 min
NAELVHIFTKADAK pFind 10,K(Acetyl K); 64, K(Acetyl K); 1.4E-21 186.24| 1.00| 1526.80929| -0.04385 2(Cmpd 3204324, +MSn(764.4), 50.7 m%n
mascot 10,K(Acetyl K); 64,K(Acetyl K); 59.05 186.241 1.00| 1526.80927( -0.04382 2|Cmpd 3204324, +MSn(764.4), 50.7 min
. . _ + 1
0i[148660233 MRA 0473 isocitrate lyase Icl ALIAAGVAGSHWEDQLASEK#K ma.scot 20,K(Acetyl K); 189,K(Acetyl K); 40.5 141.551 1.00{ 2222.1331| -2.00493 3|Cmpd 1706452, +MSn(741.1), 67.9 m%n
pFind 20,K(Acetyl K); 189,K(Acetyl K); 1.59E-07 146.30{ 1.00| 2222.13315| -0.02498 3|Cmpd 1504682, +MSn(741.7), 54.5 min
HYGALQGLDKAAETK mascot 10,K(Acetyl K); 101,K(Acetyl K); 41.51 194.341 1.00| 1571.79434( -0.14889 2|Cmpd 3203342, +MSn(786.8), 39.5 min
2i|148660256 MRA 0496 phosphoglyceromutase pFind 10,K(Acetyl K); 101,K(Acetyl K); 1.69E-15 194.34( 1.00| 1571.79437| -0.14893 2|Cmpd 3203342, +MSn(786.8), 39.5 min
HYGALQGLDKAETK# mascot 14, K(Acetyl K); 105,K(Acetyl K); 40.48 163.41] 1.00| 1571.79434( -2.02889 2|Cmpd 905219, +MSn(785.9), 61.1 min
21|148660320 MRA 0558 acyl-CoA synthetase K#GSVQAPK mascot 1LK(Acetyl K); 530,K(Acetyl K); 35.73 52.77] 1.00 855.4814| -0.11595 2|Cmpd202611, +MSn(428.7), 30.9 min
. . + ]
¢i[148660331 MRA 0569 polyprenyl-diphosphate synthase GreCl QADEVMSDSLLHLFNAGGK#R ma.scot 19.K(Acetyl K); 57,K(Acetyl K); 35.51 150.97] 1.00| 2229.08479( 0.073379 3|Cmpd 1907670, +MSn(744.1), 81.1 m%n
pFind 19,K(Acetyl K); 57,K(Acetyl K); 3.08E-07 150.97] 1.00| 2229.08482 0.07335 3|Cmpd 1907670, +MSn(744.1), 81.1 min
gi|148660410 MRA 0647 (3R)-hydroxyacyl-ACP dehydratase subunit HadB EFSSVK#VGDQLPEK mascot 6,K(Acetyl K); 10,K(Acetyl K); 35.36 150.12] 1.00{ 1603.80934( -0.04389 2|Cmpd 1605272, +MSn(802.9), 54.8 min




pFind 6,K(Acetyl K); 10,K(Acetyl K); 2.59E-17 150.12] 1.00| 1603.80935( -0.04391 2|Cmpd 1605272, +MSn(802.9), 54.8 min
. . + ]
¢i[148660416 MRA 0653 methoxy mycolic acid synthase 4 YMKAYLR ma.scot 3,K(Acetyl K); 273,K(Acetyl K); 26.21 69.75] 1.00| 914.468369| 0.097079 2|Cmpd 3203330, +MSn(458.3), 39.4 m%n
pFind 3,K(Acetyl K); 273,K(Acetyl K); 3.07E-13 69.75| 1.00| 914.468394| 0.09705 2|Cmpd 3203330, +MSn(458.3), 39.4 min
EAK#DLVDGAPK pFind 3,K(Acetyl K); 94,K(Acetyl K); 0.0000003 122.9211.00{ 1183.60847( 0.11697 2|Cmpd 1402590, +MSn(592.9), 30.5 min
' ' . EAKADLVDGAPKPLLEK ma.scot 3,K(Acetyl K); 94 K(Acetyl K); 74.92 193.98| 1.00| 1763.96687| -0.10143 2(Cmpd 1503789, +MSn(882.9), 44.4 m%n
2i|148660426 MRA 0663 508 ribosomal protein L7/L12 pFind 3,K(Acetyl K); 94,K(Acetyl K); 7.45E-11 193.98( 1.00| 1763.96692| -0.10148 2|Cmpd 1503789, +MSn(882.9), 44.4 min
DLVDGAPK#PLLEK ma.scot 8, K(Acetyl K); 102,K(Acetyl K); 41.97 121.97] 1.00| 1435.79222( -0.02677 2|Cmpd 1706136, +MSn(718.9), 64.7 m%n
pFind 8, K(Acetyl K); 102,K(Acetyl K); 9.94E-11 121.97] 1.00| 1435.79225( -0.02681 2|Cmpd 1706136, +MSn(718.9), 64.7 min
. . + ]
2i[148660441 MRA 0676 DNA-directed RNA polymerase subunit beta VYVAQK#R ma.scot 6,K(Acetyl K); 870,K(Acetyl K); 28.66 77.60] 1.00] 904.513031| 0.012417 2|Cmpd 2502232, +MSn(453.3), 26.6 m%n
pFind 6,K(Acetyl K); 870,K(Acetyl K); 1.56E-10 77.60[ 1.00| 904.513044 0.0124 2|Cmpd 2502232, +MSn(453.3), 26.6 min
PEK#DGLFCEK pFind 3,K(Acetyl K); 43, K(Acetyl K); 4.48E-11 72.16] 1.00| 1263.58054| -0.0351 2|Cmpd 1403122, +MSn(632.8), 36.5 min
21/148660442 MRA 0677 DNA-directed RNA polymerase subunit beta' MGHIELAAPVTHIWYFK#GVPSR pFind 17,K(Acetyl K); 108,K(Acetyl K); 1.41E-10 176.01] 1.00{ 2550.32056( -0.16239 3|Cmpd 2505639, +MSn(851.1), 65.9 min
NEALVEIWK#EATDEVGQALR pFind 9,K(Acetyl K); 779,K(Acetyl K); 3.21E-07 222.28]| 1.00] 2312.16484| -0.38667 3|Cmpd 2908245, +MSn(771.6), 82.2 min
TGTDPVITLKAR mascot 10,K(Acetyl K); 63,K(Acetyl K); 47.03 138.46] 1.00| 1241.69795( 0.047496 2|Cmpd 1605362, +MSn(621.9), 55.8 min
pFind 10,K(Acetyl K); 63,K(Acetyl K); 1.95E-13 138.46] 1.00{ 1241.69795( 0.04749 2|Cmpd 1605362, +MSn(621.9), 55.8 min
21148660458 MRA 0692 30S ribosomal protein S7 REDTHK#MAEANR mascot 6,K(Acetyl K); 143,K(Acetyl K); 54.09 166.28| 1.00| 1498.69463| -0.06918 2|Cmpd 1502733, +MSn(750.3), 30.0 min
pFind 6,K(Acetyl K); 143,K(Acetyl K); 4.86E-14 166.28] 1.00| 1498.69467| -0.06923 2|Cmpd 1502733, +MSn(750.3), 30.0 min
DKTGTDPVITLK#R pFind 12,K(Acetyl K); 63,K(Acetyl K); 2.3E-11 130.07| 1.00| 1484.81986| -0.11442 2|Cmpd 1403184, +MSn(743.4), 37.2 min
21148660459 MRA 0693 elongation factor G LGK#LFQMHSNK pFind 3,K(Acetyl K); 359,K(Acetyl K); 6.24E-08 86.47| 1.00| 1343.70199| -0.03655 2(Cmpd 2703752, +MSn(672.8), 44.7 min
VLHDK4FPDLNETK ma.scot 5,K(Acetyl K); 39,K(Acetyl K); 51.72 211.18[ 1.00] 1596.81476| -0.06931 2(Cmpd 1705537, +MSn(799.4), 58.6 m%n
pFind 5,K(Acetyl K); 39,K(Acetyl K); 5.87E-19 211.18] 1.00| 1596.81477| -0.06933 2|Cmpd 1705537, +MSn(799.4), 58.6 min
VLHDKFPDLNETK#AFDQIDNAPEER pFind 13,K(Acetyl K); 47 K(Acetyl K); 0.0000105 211.18]| 1.00| 2982.43593| -0.27776 3|Cmpd 1504804, +MSn(995.1), 55.8 min
FPDLNETK#AFDQIDNAPEER mascot 8, K(Acetyl K); 47 K(Acetyl K); 35.86 256.10| 1.00| 2390.1026| 0.935572 3|Cmpd 1806876, +MSn(798.0), 72.3 min
B - . _ _ + 1
GOVVTKPGTTTPHTEFEGQVYILSK#DEGGR pFind 25,K(Acetyl K); 316,K(Acetyl K); 1.07E-13 203.48]| 1.00| 3272.63133| -0.34316 3|Cmpd 1804696, +MSn(1091.8), 54.8 m%n
mascot 25,K(Acetyl K); 316,K(Acetyl K); 51.8 203.48]| 1.00| 3272.63136| -0.34319 3|Cmpd 1804696, +MSn(1091.8), 54.8 min
B ] . _ _ + 1
find ikl ok ] 0 65036t D75 65,71
2i|148660460 MRA 0694 elongation factor Tu ma.sco ACEY ), NGRS, - - - - — P . n( ), 72. n'nn
TTLTAAITKAVLHDK pFind 9,K(Acetyl K); 34 K(Acetyl K); 9.01E-08 150.121 1.00| 1552.88246| -0.05702 2(Cmpd 3205610, +MSn(777.4), 65.3 min
mascot 9,K(Acetyl K); 34 K(Acetyl K); 57.24 203.56] 1.00| 1552.88245 -0.217 2|Cmpd 1605490, +MSn(777.3), 53.4 min
TTLTAAITKAVLHDKEFPDLNETK pFind 9,K(Acetyl K); 34 K(Acetyl K); 3.52E-08 147.66| 1.00| 2497.34281| -0.01464 3|Cmpd 3206455, +MSn(833.5), 74.9 m%n
mascot 9,K(Acetyl K); 34 K(Acetyl K); 43.49 116.92] 1.00| 2497.34279| -0.04462 3|Cmpd 4905947, +MSn(833.4), 69.7 min
VSALKAALEGDAK pFind 5,K(Acetyl K); 178,K(Acetyl K); 1.16E-21 146.321 1.00| 1242.68197| -0.03653 2|Cmpd 3204088, +MSn(622.3), 48.0 min
mascot 5,K(Acetyl K); 178, K(Acetyl K); 72.71 146.32] 1.00| 1242.68193( -0.03648 2|Cmpd 3204088, +MSn(622.3), 48.0 min
GQVVTKPGTTTPHTEFEGQVYILSK#DEGGR mascot 25,K(Acetyl K); 316,K(Acetyl K); 45.19 158.07] 1.00| 3272.63136( -0.34319 3|Cmpd 4903483, +MSn(1091.8), 41.4 min
TTLTAAITKVLHDK#FPDLNETK pFind 14,K(Acetyl K); 39, K(Acetyl K); 9.71E-08 121.97] 1.00| 2497.34281( -0.07464 3|Cmpd 3106512, +MSn(833.4), 75.4 min
B ] . _ - + i
2i[148660475 MRA 0708 308 ribosomal protein S10 LIDIIDPTPKATVDALMR pFind 10,K(Acetyl K); 82,K(Acetyl K); 2.13E-17 108.39] 1.00| 1952.06525( -0.15981 2|Cmpd 1806507, +MSn(977.0), 75.5 m%n
mascot 10,K(Acetyl K); 82,K(Acetyl K); 3491 108.39] 1.00| 1952.06523( -0.15978 2|Cmpd 1806507, +MSn(977.0), 75.5 min
. . _ + 1
i[148660529 MRA 0762 MmsA VGHSLDPK#ADYGPLVIGAALAR ma.scot 8, K(Acetyl K); 319,K(Acetyl K); 45.33 167.38] 1.00| 2249.18042( -0.10225 3|Cmpd 1706750, +MSn(750.7), 71.0 m%n
pFind 8, K(Acetyl K); 319,K(Acetyl K); 2.02E-14 167.38] 1.00{ 2249.18043( -0.10226 3|Cmpd 1706750, +MSn(750.7), 71.0 min
. . _ + 1
e s Ll el sl 0.0
gi[148660593 MRA_0825 thiosulfate sulfurtransferase CysA2 p—— 7’K(Acetyl_K)? 216’K(Acetyl_K)i “S6.69 19431] 1.00] 197993233 01568 2 cmpd 1705234, +MSn(990.9)’ 60.7 i
SDEELAK#LYADAGLDNSK aseo K(Acetyl K), K(Acetyl K), ‘ SIS ‘ — P . TM5n(990.9), 60.7 min
pFind 7,K(Acetyl K); 216,K(Acetyl K); 7.75E-15 194311 1.00{ 1979.93237| -0.18693 2|Cmpd 1705234, +MSn(990.9), 60.7 min
SVDPVELEKALR mascot 9,K(Acetyl K); 131,K(Acetyl K); 68.6 201.40] 1.00| 1325.71906| -0.01361 2|Cmpd 1706157, +MSn(663.9), 64.9 min
pFind 9,K(Acetyl K); 131,K(Acetyl K); 3.21E-15 201.40] 1.00| 1325.71908| -0.01364 2|Cmpd 1706157, +MSn(663.9), 64.9 min
B ] . _ - + i
LTDLOLLHELEPVVEK#YLNR pFind 16,K(Acetyl K); 20,K(Acetyl K); 1.98E-10 197.03] 1.00| 2463.33732| -0.32915 3|Cmpd 2907553, +MSn(822.0), 75.4 m%n
mascot 16,K(Acetyl K); 20,K(Acetyl K); 34.93 197.03| 1.00| 2463.33728| -0.32911 3|Cmpd 2907553, +MSn(822.0), 75.4 min
B ] . _ _ + i
¢i[148660602 MRA 0834 fatty acid desaturase KVSAHELHKATAGK pFind 9,K(Acetyl K); 328,K(Acetyl K); 491E-11 220.21] 1.00] 1446.79431| -0.10887 2|Cmpd 3202099, +MSn(724.4), 25.2 m%n
mascot 9,K(Acetyl K); 328,K(Acetyl K); 56.99 220.21] 1.00| 1446.79428| -0.10883 2|Cmpd 3202099, +MSn(724.4), 25.2 min
VSAHELHKATAGK pFind 8,K(Acetyl K); 328, K(Acetyl K); 2.49E-12 130.721 1.00] 1318.69935| -0.11391 2(Cmpd 3202118, +MSn(660.3), 25.4 m%n
mascot 8, K(Acetyl K); 328,K(Acetyl K); 33.58 130.72] 1.00] 1318.69933| -0.11388 2(Cmpd 3202118, +MSn(660.3), 25.4 min
[HLDEVVMPVLKAK pFind 12,K(Acetyl K); 268, K(Acetyl K); 3.44E-29 126.36] 1.00| 1561.89019( -0.10475 2|Cmpd 3204953, +MSn(781.9), 57.9 m%n
mascot 12,K(Acetyl K); 268,K(Acetyl K); 53.35 126.36] 1.00| 1561.89017( -0.10472 2|Cmpd 3204953, +MSn(781.9), 57.9 min
B ] . _ - + i
¢i[148660608 MRA 0840 hypothetical protein ELKAHLLINDLPIER pFind 3,K(Acetyl K); 40,K(Acetyl K); 1.54E-15 203.56] 1.00| 1743.98832| -0.16288 2|Cmpd 3205242, +MSn(872.9), 61.1 m%n
mascot 3,K(Acetyl K); 40,K(Acetyl K); 49.04 203.56( 1.00| 1743.98827| -0.16282 2(Cmpd 3205242, +MSn(872.9), 61.1 min
21148660636 MRA 0867 acetyl-CoA acetyltransferase PAFEGLAALGGFDDVALQK#YHWVEK pFind 19, K(Acetyl K); 241,K(Acetyl K); 7.77E-09 147.66] 1.00| 2802.40171| -0.36354 3|Cmpd 2906867, +MSn(935.0), 68.6 min
GAGEYEYADGKAR pFind 11,K(Acetyl K); 611,K(Acetyl K); 6.31E-12 134.08] 1.00| 1374.62041| 0.04503 2|Cmpd 2403646, +MSn(688.3), 43.2 min
mascot 11,K(Acetyl K); 611,K(Acetyl K); 47.82 134.08] 1.00| 1374.62041( 0.045041 2|Cmpd 2403646, +MSn(688.3), 43.2 min
GKGYSEK#LEAK mascot 7,K(Acetyl K); 370,K(Acetyl K); 28.58 102.921 1.00| 1250.65062( -0.14517 2|Cmpd 2802373, +MSn(626.3), 28.9 min
GYSEK#LEAK mascot 5,K(Acetyl K); 370,K(Acetyl K); 35.39 121.97]1 1.00] 1065.5342( 0.031253 2|Cmpd 1503877, +MSn(533.8), 41.7 min
GYSEKALEAK#ALER mascot 5,K(Acetyl K);9,K(Acetyl K); 370,K(Acetyl K);374,K(Acetyl K); 55.09 312.05] 1.00| 1576.80962| -0.08417 2(Cmpd 1705977, +MSn(789.4), 63.1 min
21148660637 MRA 0868 fatty oxidation complex subunit alpha pFind 5,K(Acetyl K);9,K(Acetyl K); 370,K(Acetyl K);374,K(Acetyl K); 3.13E-21 312.05] 1.00| 1576.80968| -0.08424 2(Cmpd 1705977, +MSn(789.4), 63.1 min
: - - - - " :
AGYEVVLKADVSLEAAAK pFind 8, K(Acetyl K); 354 K(Acetyl K); 5.06E-21 222.28| 1.00| 1803.96182| -0.11638 2|Cmpd 1805863, +MSn(902.9), 68.2 m%n
mascot 8, K(Acetyl K); 354,K(Acetyl K); 77.27 222.281 1.00| 1803.96179( -0.11634 2(Cmpd 1805863, +MSn(902.9), 68.2 min




ANPDGAGVQPWDK#K mascot 13,K(Acetyl K); 223,K(Acetyl K); 62.32 142.08] 1.00| 1523.73685[ -0.0914 2|Cmpd 1403001, +MSn(762.8), 35.1 min
LVAEK4DSITGVVVASAK ma.scot 5,K(Acetyl K); 49,K(Acetyl K); 76.96 83.81| 1.00] 1727.9669| -0.10146 2(Cmpd 1706297, +MSn(864.9), 66.4 m%n
pFind 5,K(Acetyl K); 49,K(Acetyl K); 1.1E-15 83.811 1.00| 1727.96692| -0.10148 2|Cmpd 1706297, +MSn(864.9), 66.4 min
SLHLTYGEFSAKAFASAVSK pFind 12,K(Acetyl K); 111,K(Acetyl K); 4.21E-08 246.85( 1.00| 2084.05785| -0.33968 3|Cmpd 3804949, +MSn(695.6), 49.1 m%n
mascot 12,K(Acetyl K); 111,K(Acetyl K); 29.08 214.41] 1.00| 2084.05783| -0.24966 3|Cmpd 1605497, +MSn(695.6), 53.5 min
|14 1 MRA 1 hosphoseri inotransf ; ; . . : : -0. + . 4 mi
2114866066 089 phosphoserine aminotransferase SQVVGTIDFVDDVDAGTVAK#ILR ma.scot 20,K(Acetyl K); 328,K(Acetyl K); 25.31 113.88| 1.00] 2459.2908| -0.30263 3|Cmpd 4007272, +MSn(820.7), 71.4 m%n
pFind 20,K(Acetyl K); 328 K(Acetyl K); 3.19E-08 133.43] 1.00| 2459.29077| -0.2726 3|Cmpd 4007292, +MSn(820.7), 71.6 min
QAPVK#NLVGR mascot 5,K(Acetyl K); 55,K(Acetyl K); 44.74 89.88| 1.00| 1122.65093| 0.094523 2|Cmpd 3203204, +MSn(562.4), 37.9 min
2i|148660667 MRA 0897 citrate synthase 2 GEK#LMGFGHR pFind 3,K(Acetyl K); 244 K(Acetyl K); 2.65E-13 72.16| 1.00| 1172.57606| 0.00938 2|Cmpd 3203354, +MSn(587.3), 39.7 min
EAGVKALMGFGHR pFind 5,K(Acetyl K); 303,K(Acetyl K); 2.08E-09 171.02] 1.00| 1342.68159| -0.05615 2|Cmpd 4902856, +MSn(672.3), 34.0 m%n
mascot 5,K(Acetyl K); 303,K(Acetyl K); 41.5 158.611 1.00| 1342.68158[ -0.01613 2|Cmpd 1503722, +MSn(672.3), 43.7 min
21148660674 MRA 0904 type Il citrate synthase LLAK#LPTIAAYAYK pFind 4 K(Acetyl K); 170,K(Acetyl K); 2.64E-15 163.41] 1.00| 1576.92285( -0.03741 2|Cmpd 3005640, +MSn(789.4), 65.8 min
mascot 4,K(Acetyl K); 170,K(Acetyl K); 53.55 163.41] 1.00| 1576.92281| -0.03736 2|Cmpd 3005640, +MSn(789.4), 65.8 min
EQADKH#ILAK mascot 5,K(Acetyl K); 328,K(Acetyl K); 39.82 121.97] 1.00| 1056.58148[ 0.063966 2|Cmpd 1504041, +MSn(529.3), 43.3 min
i|148660730 MRA 0958 succinyl-CoA synthetase subunit beta AIATEIGRPVMVK#AQVK pFind 13,K(Acetyl K); 45,K(Acetyl K); 6.45E-13 141.55] 1.00| 1852.06044( -0.09227 3|Cmpd 3204052, +MSn(618.3), 47.6 min
AGTTVTHEDK4GGR pFind 10,K(Acetyl K); 56,K(Acetyl K); 3.02E-11 150.89] 1.00| 1369.65861( -0.03317 2|Cmpd 1402609, +MSn(685.8), 29.1 m%n
mascot 10,K(Acetyl K); 56,K(Acetyl K); 52.22 155.941 1.00| 1369.65862( -0.03317 2|Cmpd 1402589, +MSn(685.8), 28.9 min
21148660731 MRA 0959 succinyl-CoA synthetase subunit alpha KAGTTVTHEDKAGGR mascot 11,K(Acetyl K); 56,K(Acetyl K); 41.89 196.05] 1.00| 1497.75357| -0.84812 2|Cmpd 1402527, +MSn(749.5), 28.2 min
pFind 11,K(Acetyl K); 56,K(Acetyl K); 6.65E-12 188.67] 1.00| 1497.75357| -0.04813 2|Cmpd 1502502, +MSn(749.9), 27.6 min
K#AGTTVTHEDK#GGR mascot I,K(Acetyl K);11,K(Acetyl K); 46,K(Acetyl K);56,K(Acetyl K); 71.18 335.51] 1.00] 1539.76413| -1.03868 2|Cmpd 1402851, +MSn(770.4), 31.6 min
21148660733 MRA 0961 transmembrane protein PK#FDPYGQYGR pFind 2,K(Acetyl K); 167, K(Acetyl K); 1.23E-12 118.26] 1.00| 1368.64624| -0.0808 2(Cmpd 2603630, +MSn(685.3), 43.0 min
B ] . _ _ + i
¢i[148660799 MRA 1025 ribose-phosphate pyrophosphokinase IAEK#WADALGGVPLAFIHK pFind 4 K(Acetyl K); 187,K(Acetyl K); 5.73E-13 154.47] 1.00{ 2077.13605( -0.10788 3|Cmpd 2305807, +MSn(693.3), 58.6 m%n
mascot 4,K(Acetyl K); 187,K(Acetyl K); 55.98 154.47] 1.00{ 2077.13602| -0.10785 3|Cmpd 2305807, +MSn(693.3), 58.6 min
21148660879 MRA 1104 serine hydroxymethyltransferase SAPLAEVDPDIAELLAK#ELGR pFind 17,K(Acetyl K); 18,K(Acetyl K); 0.0000128 105.56| 1.00| 2248.19508| -0.28691 3|Cmpd 2307356, +MSn(750.3), 73.8 min
1 . . _ + 1
0i[148660884 MRA 1109 fumarate hydratase VPAKAALWR pFind 4 K(Acetyl K); 25,K(Acetyl K); 7.26E-09 61.36] 1.00| 981.575994| 0.04945 2|Cmpd 3103839, +MSn(491.8), 45.0 m%n
mascot 4, K(Acetyl K); 25,K(Acetyl K); 35.6 61.36] 1.00| 981.575958| 0.04949 2(Cmpd 3103839, +MSn(491.8), 45.0 min
Fi K(Acetyl K); 107, K(Acetyl K); 25E-1 110.50( 1. 549104 15634 2 2 1, +MSn(478.9), 40.1 mi
21148660908 MRA 1131 6-phosphogluconate dehydrogenase HEK#LLFK pFind 3:.R(Acetyl K), 07 K(Acetyl K); 6.25E-13 0.50} 1.00} 953.54910 0.1563 Cmpd 3203391, +MSn(478.9), 40 m%n
mascot 3,K(Acetyl K); 107,K(Acetyl K); 27.83 110.50] 1.00| 955.549072( 0.156376 2|Cmpd 3203391, +MSn(478.9), 40.1 min
B ] . _ - + i
0i[148660947 MRA 1170 pterin-4-alpha-carbinolamine dehydratase SIK4FPTFMAGIDAVR pFind 3,K(Acetyl K); 31,K(Acetyl K); 7.79E-11 65.00[ 1.00| 1693.88616| -0.32072 2|Cmpd 2305495, +MSn(847.8), 55.6 m%n
mascot 3,K(Acetyl K); 31,K(Acetyl K); 31.8 65.00f 1.00| 1693.88615| -0.32071 2|Cmpd 2305495, +MSn(847.8), 55.6 min
21148660967 MRA 1190 hypothetical protein K#ILTPPARPVAR pFind 1,K(Acetyl K); 847 K(Acetyl K); 0.00000175 78.121 1.00| 1359.83506| -0.08962 2(Cmpd 2207140, +MSn(680.9), 82.9 min
. . _ + 1
0K LITEET R BT
2i/148660988 MRA 1210 tetrahydrodipicolinate N-succinyltransferase p K(Acetyl K); K(Acetyl K), . - - - — P - n(738.9), 73. m1r¥
RGPVTVYGVDKAFPR mascot 11,K(Acetyl K); 147, K(Acetyl K); 40.04 108.391 1.00{ 1631.87839( -0.02022 3|Cmpd 3204056, +MSn(545.0), 47.7 min
pFind 11,K(Acetyl K); 147, K(Acetyl K); 1.29E-08 161.56] 1.00| 1631.87837[ -0.05293 2|Cmpd 905938, +MSn(816.9), 69.4 min
. . _ + ]
0i[148661027 MRA 1249 malate dehydrogenase NAAEVVNDQAWIEDEFIPTVAK#R ma.scot 22 K(Acetyl K); 226,K(Acetyl K); 37.16 190.18] 1.00| 2656.31326( -0.01509 3|Cmpd 1908139, +MSn(886.4), 86.0 m%n
pFind 22, K(Acetyl K); 226,K(Acetyl K); 1.42E-11 190.18] 1.00| 2656.3133| -0.01513 3|Cmpd 1908139, +MSn(886.4), 86.0 min
IVINNQLK#R pFind 8, K(Acetyl K); 133,K(Acetyl K); 2.06E-12 138.46] 1.00| 1138.68224( -0.0168 2|Cmpd 2403323, +MSn(570.3), 39.5 min
. . _ + 1
¢i[148661035 MRA 1256 alpha-ketoglutarate decarboxylase mascot 8, K(Acetyl K); 133,K(Acetyl K); 42.95 138.46] 1.00{ 1138.68221[ -0.01676 2|Cmpd 2403323, +MSn(570.3), 39.5 m%n
VDGFAGAQYK#K mascot 10,K(Acetyl K); 415,K(Acetyl K); 28.59 118.26] 1.00| 1224.61388| -0.06843 2|Cmpd 2603004, +MSn(613.3), 35.8 min
pFind 10,K(Acetyl K); 415,K(Acetyl K); 5.39E-10 118.26] 1.00| 1224.61388| -0.06844 2|Cmpd 2603004, +MSn(613.3), 35.8 min
21148661080 MRA 1300 arginyl-tRNA synthetase NAAELALIPDTNHLELLNHDK#EGTLLR pFind 21,K(Acetyl K); 462 ,K(Acetyl K); 4.22E-08 102.90] 1.00{ 3051.59891( -0.17074 3|Cmpd 1907512, +MSn(1018.1), 79.4 min
. . _ + 1
¢i[148661094 MRA 1314 ATP synthase FOF1 subunit B AEQQVASTLQTAHEQLK#R ma.scot 17,K(Acetyl K); 134,K(Acetyl K); 74.62 279.48] 1.00| 2079.07085 0.0854 2|Cmpd 1605153, +MSn(1040.5), 53.6 m?n
pFind 17,K(Acetyl K); 134,K(Acetyl K); 4.19E-12 279.48]| 1.00| 2079.07088| -0.08544 2|Cmpd 1605153, +MSn(1040.5), 53.6 min
LTEVIK#NFK pFind 6,K(Acetyl K); 505,K(Acetyl K); 9.56E-15 89.88| 1.00| 1132.64921| 0.03623 2|Cmpd 1705548, +MSn(567.3), 58.7 min
B - . _ _ + i
¢i[148661096 MRA 1316 ATP synthase FOF1 subunit alpha GFAATGGGSVVPDEHVEALDEDKALAK pFind 23, K(Acetyl K); 532,K(Acetyl K); 4.34E-14 246.66| 1.00| 2653.28714| -0.16897 3|Cmpd 1704533, +MSn(885.4), 52.8 m%n
mascot 23, K(Acetyl K); 532,K(Acetyl K); 64.46 246.66| 1.00| 2653.28714| -0.16897 3|Cmpd 1704533, +MSn(885.4), 52.8 min
DSQK#LTEEAADK pFind 4 K(Acetyl K); 491,K(Acetyl K); 4.02E-09 106.41] 1.00{ 1375.6467( -0.18126 2|Cmpd 200609, +MSn(688.7), 23.4 min
B - . _ _ + 1
. ' GHVENALGDCLDEPGY GEKAFELWSILR pFind 19, K(Acetyl K); 125,K(Acetyl K); 2.24E-15 234.83| 1.00| 3211.45701| -0.30884 3|Cmpd 1505374, +MSn(1071.4), 62.3 m?n
21148661098 MRA 1318 ATP synthase FOF1 subunit beta mascot 19,K(Acetyl K); 125,K(Acetyl K); 54.12 234.83( 1.00| 3211.45702| -0.30884 3|Cmpd 1505374, +MSn(1071.4), 62.3 min
GDFDHVPEQAFFLIGGLDDLAK#K pFind 22 K(Acetyl K); 477, K(Acetyl K); 5.2E-08 109.99]1 1.00| 2573.28021( -0.38204 3|Cmpd 2307155, +MSn(858.6), 71.8 min
2i|148661112 MRA 1331 acetyl-CoA acetyltransferase ANTTAAALAGLK#PAFR pFind 12,K(Acetyl K); 229,K(Acetyl K); 3.77E-07 69.75] 1.00] 1613.88894| -0.1035 2(Cmpd 3205046, +MSn(807.9), 58.9 min
B ] . _ - + i
0i[148661113 MRA 1332 thioredoxin-related protein GKAWSLASVNVDVAPR pFind 2,K(Acetyl K); 95,K(Acetyl K); 1.64E-13 142.76] 1.00| 1639.8682( -0.20276 2|Cmpd 3205058, +MSn(820.8), 59.0 m%n
mascot 2,K(Acetyl K); 95,K(Acetyl K); 60.08 142.76] 1.00| 1639.8682| -0.20275 2|Cmpd 3205058, +MSn(820.8), 59.0 min
LDTVVISTQHAADIDLEK#TLDPDIR pFind 18,K(Acetyl K); 213,K(Acetyl K); 0.00000284 92.11| 1.00| 2819.45527| -0.1371 3|Cmpd 1907473, +MSn(940.8), 78.9 min
2i|148661183 MRA 1401 S-adenosylmethionine synthetase VLVNPTGK4FVLGGPMGDAGLTGR pFind 8, K(Acetyl K); 250,K(Acetyl K); 1.84E-09 100.39( 1.00{ 2297.22019( -0.23202 3|Cmpd 3205887, +MSn(766.7), 68.4 m%n
mascot 8, K(Acetyl K); 250,K(Acetyl K); 26.83 92.11] 1.00| 2297.22022| -0.17204 3|Cmpd 3205908, +MSn(766.7), 68.6 min
21148661240 MRA 1457 transaldolase IVDRPNLFIK#IPATK mascot 10,K(Acetyl K); 143,K(Acetyl K); 34.96 88.90| 1.00| 1766.04541| 2.372762 3|Cmpd 806714, +MSn(590.5), 78.7 min
. . _ + 1
0i[148661268 MRA 1485 aconitate hydratase VLALLGDSVTTDHISPAGAIK#PGTPAAR ma.scot 21,K(Acetyl K); 729,K(Acetyl K); 50.51 246.10| 1.00| 2769.50249| -0.16432 3|Cmpd 1806825, +MSn(924.1), 71.8 m%n
pFind 21,K(Acetyl K); 729,K(Acetyl K); 3.05E-13 246.10| 1.00| 2769.5025| -0.16433 3|Cmpd 1806825, +MSn(924.1), 71.8 min
. . _ + 1
¢i[148661273 MRA 1490 hypothetical protein GDIDDPKALAAALR ma.scot 7,K(Acetyl K); 24 K(Acetyl K); 77.52 150.89] 1.00| 1395.73576( -0.03032 2|Cmpd 1706182, +MSn(698.9), 65.2 m%n
pFind 7,K(Acetyl K); 24 K(Acetyl K); 2.93E-18 150.891 1.00{ 1395.7358( -0.03036 2|Cmpd 1706182, +MSn(698.9), 65.2 min
21148661276 MRA 1493 3-oxoacyl-ACP reductase MTEEKA#FEKVINANLTGAFR pFind 5,K(Acetyl K); 104,K(Acetyl K); 1.86E-07 154.201 1.00] 2239.1307| -0.13253 3|Cmpd 4904972, +MSn(747.3), 58.5 min
21|148661281 MRA 1497 hypothetical protein AIEKA#TFAAIK pFind 4,K(Acetyl K); 259,K(Acetyl K); 4.04E-15 221.34| 1.00| 1132.64921| 0.11623 2|Cmpd 3203876, +MSn(567.4), 45.6 min




mascot 4,K(Acetyl K); 259,K(Acetyl K); 46.36 221.34| 1.00| 1132.64917| 0.116278 2|Cmpd 3203876, +MSn(567.4), 45.6 min
. . + ]
¢i[148661317 MRA 1533 acyl-CoA synthetase LVAIIELKAK ma.scot 8, K(Acetyl K); 513,K(Acetyl K); 34.26 58.12| 1.00| 1067.69539| 0.090059 2|Cmpd 3004704, +MSn(534.9), 55.1 m%n
pFind 8,K(Acetyl K); 513,K(Acetyl K); 6.97E-15 58.12| 1.00| 1067.69543| 0.09001 2(Cmpd 3004704, +MSn(534.9), 55.1 min
21148661325 MRA 1541 acyl-CoA synthetase LVAIIELK#K mascot 8, K(Acetyl K); 514,K(Acetyl K); 34.26 58.121 1.00| 1067.69539| 0.090059 2(Cmpd 3004704, +MSn(534.9), 55.1 min
. . + ]
¢i[148661329 MRA 1545 hypothetical protein DVVAAVSNAGGEGILGAVAHSPKAR ma.scot 23,K(Acetyl K); 45 K(Acetyl K); 56.09 190.18] 1.00| 2334.24443( 0.003741 3|Cmpd 1907493, +MSn(779.1), 79.1 m%n
pFind 23,K(Acetyl K); 45 K(Acetyl K); 7.05E-10 190.18] 1.00| 2334.24443( 0.00374 3|Cmpd 1907493, +MSn(779.1), 79.1 min
2i|148661422 MRA 1637 lipid-transfer protein M#DLYGATVEDFAQVK#VK# pFind 1,LM(_Oxidation M 15.995);15,K(Acetyl K);17,K(Acetyl K); |158,M(_Oxidation M 15.995);172,K(Acetyl K);174,K(Acetyl K); 0.000263 86.47(1.00] 2012.97649| 0.36168 3|Cmpd 4606165, +MSn(672.1), 71.1 min
VIKALVPFGAFVR pFind 3,K(Acetyl K); 303,K(Acetyl K); 3.88E-13 130.72]1 1.00| 1374.80236( 0.02308 2|Cmpd 3005759, +MSn(688.4), 67.1 min
2i|148661425 MRA 1640 30S ribosomal protein S1 mascot 3,K(Acetyl K); 303,K(Acetyl K); 38.69 130.72]1 1.00{ 1374.80237( 0.02308 2|Cmpd 3005759, +MSn(688.4), 67.1 min
DLQPYIGK#EIEAK pFind 8, K(Acetyl K); 167,K(Acetyl K); 1.88E-10 142.76] 1.00| 1544.80862( -0.26318 2|Cmpd 903920, +MSn(773.3), 37.9 min
B ] . _ - + 1
i S st ot a0,
01148661431 MRA_ 1646 hypothetical protein aseo K(Acetyl K); K(Acetyl K); ' A B ' — P , *M5n(977.9), 46.6 min
AADILK#DESYK mascot 6,K(Acetyl K); 54,K(Acetyl K); 38.53 188.67| 1.00] 1293.6452| -0.23976 2(Cmpd 902696, +MSn(647.7), 26.1 min
pFind 6,K(Acetyl K); 54 K(Acetyl K); 1.11E-13 188.67| 1.00| 1293.64524| -0.2398 2(Cmpd 902696, +MSn(647.7), 26.1 min
B - . _ _ + i
¢i[148661454 MRA 1669 argininosuccinate synthase GFVYVHGLSSK#LAAR pFind 11,K(Acetyl K); 390,K(Acetyl K); 8.31E-15 121.97] 1.00| 1645.89402( -0.10858 2|Cmpd 3204487, +MSn(823.9), 52.6 m%n
mascot 11,K(Acetyl K); 390,K(Acetyl K); 41.38 121.97] 1.00| 1645.89401( -0.10856 2|Cmpd 3204487, +MSn(823.9), 52.6 min
2i|148661496 MRA 1708 CTP synthetase IALVGK#YVELSDAYLSVAEALR pFind 6,K(Acetyl K); 309,K(Acetyl K); 1.22E-08 191.11] 1.00| 2421.31551| -0.33734 3|Cmpd 3608677, +MSn(808.0), 85.8 min
. . + ]
¢i[148661529 MRA 1741 succinic semialdehyde dehydrogenase [YVEK#DIAEEFTR ma.scot 5,K(Acetyl K); 298,K(Acetyl K); 52.19 228.66] 1.00| 1653.82497| 0.040482 2|Cmpd 1806968, +MSn(827.9), 73.3 m%n
pFind 5,K(Acetyl K); 298,K(Acetyl K); 3.79E-21 228.66] 1.00| 1653.82499| 0.04045 2|Cmpd 1806968, +MSn(827.9), 73.3 min
gi|148661530 MRA 1742 hypothetical protein PVNPDQRPSIGCGIK#WR pFind 15, K(Acetyl K); 180,K(Acetyl K); 0.00000066 163.41] 1.00{ 2021.02651| -0.00834 3|Cmpd 1605731, +MSn(674.7), 59.5 min
. . _ + ]
i o s st ol i Al 5.5
il148661633 MRA_1839 hypothetical protein — i 18’K(Acetyl_K)f a1 12 ,:e i 1 1)< : 1803 758.93] 1.00] 2185.1015| 0.903947 2 cmpd 1706740, +MSn(1094.0), 709 o
EPVDSAVLANGDEVQIGK#FR aseo K(Acetyl K); K(Acetyl K), ' 2o : ' P , *M5n(1094.0), 70.9 min
pFind 18,K(Acetyl K); 141,K(Acetyl K); 2.16E-10 186.241 1.00{ 2185.10151f -0.15607 2|Cmpd 1706796, +MSn(1093.5), 71.4 min
B ] . _ - + i
¢i[148661643 MRA 1848 malate synthase G DELQAQIDK#WHR pFind 9,K(Acetyl K); 66,K(Acetyl K); 1.47E-14 253.97| 1.00| 1579.77431| -0.10887 2|Cmpd 2803887, +MSn(790.8), 46.3 m%n
mascot 9,K(Acetyl K); 66,K(Acetyl K); 66.8 253.97( 1.00| 1579.77428| -0.10883 2(Cmpd 2803887, +MSn(790.8), 46.3 min
21148661733 MRA 1936 fatty-acid--CoA ligase NIK#YVGDLVAYR pFind 3,K(Acetyl K); 45,K(Acetyl K); 2.5E-14 138.46| 1.00| 1451.77725] -0.07181 2(Cmpd 3004793, +MSn(726.9), 56.1 min
NLEDEQEK#M#LAR pFind 8, K(Acetyl K);9,M(_Oxidation M_15.995); 233,K(Acetyl K);234,M(_Oxidation M _15.995); 2.98E-16 196.05] 1.00| 1532.71407 0.29137 2|Cmpd 1502912, +MSn(767.5), 34.5 min
¢i[148661810 MRA 2012 hypothetical protein ma.scot 8, K(Acetyl K);9,M(_Oxidation M_15.995); 233,K(Acetyl K);234,M(_Oxidation M _15.995); 61.78 196.05( 1.00] 1532.71402| 0.291428 2|Cmpd 1502912, +MSn(767.5), 34.5 m%n
NLEDEQEK#MLAR pFind 8, K(Acetyl K); 233, K(Acetyl_K); 4.84E-20 234.16] 1.00| 1516.71916| -0.09372 2|Cmpd 3203598, +MSn(759.3), 42.5 min
mascot 8, K(Acetyl K); 233,K(Acetyl K); 83.19 234.16| 1.00| 1516.7191| -0.09365 2|Cmpd 3203598, +MSn(759.3), 42.5 min
B ] . _ - + i
¢i[148661816 MRA 2018 20-beta-hydroxysteroid dehydrogenase FabG3 VVEGDILDEEGK#AVAAELADAAR pFind 12,K(Acetyl K); 45 K(Acetyl K); 2.51E-10 175.58] 1.00| 2400.21727 0.3891 3|Cmpd 2907872, +MSn(800.9), 78.5 m%n
mascot 12,K(Acetyl K); 45 K(Acetyl K); 38.61 175.58] 1.00{ 2400.21724( -0.38907 3|Cmpd 2907872, +MSn(800.9), 78.5 min
AELPGVDPDKADVDIMAVR mascot 10,K(Acetyl K);15,M(_Oxidation M_15.995); 64.K(Acetyl K);69.M(_Oxidation M_15.995); 57.88 228.66] 1.00| 1925.94045 -0.115 2|Cmpd 1706315, +MSn(963.9), 66.5 min
pFind 10,K(Acetyl K);15,M(_Oxidation M_15.995); 64.K(Acetyl K);69.M(_Oxidation M_15.995); 1.8E-19 191.11| 1.00| 1925.94044 -0.115 2|Cmpd 1706333, +MSn(963.9), 66.7 min
AELPGVDPDK4DVDIMVR ma.scot 10,K(Acetyl K); 64,K(Acetyl K); 77.62 248.64| 1.00| 1909.94553| -0.12008 2|Cmpd 1906866, +MSn(955.9), 72.6 m%n
pFind 10,K(Acetyl K); 64,K(Acetyl K); 1.72E-17 248.64| 1.00| 1909.94553| -0.12009 2|Cmpd 1906866, +MSn(955.9), 72.6 min
ATYDKAGILTVSYAVSEGKPTEK pFind 5,K(Acetyl K); 119,K(Acetyl K); 0.00000265 206.91| 1.00| 2334.23185| -0.37368 3|Cmpd 2903957, +MSn(779.0), 39.6 m%n
mascot 5,K(Acetyl K); 119,K(Acetyl _K); 34.89 206.91| 1.00| 2334.23184| -0.37367 3|Cmpd 2903957, +MSn(779.0), 39.6 min
DGOLTIK#AER pFind 7, K(Acetyl K); 78,K(Acetyl K); 8.44E-17 142.08] 1.00{ 1171.6197[ -0.17426 2|Cmpd 1602153, +MSn(586.7), 21.2 min
mascot 7,K(Acetyl K); 78,K(Acetyl K); 48.19 142.08] 1.00| 1171.61968| -0.17423 2|Cmpd 1602153, +MSn(586.7), 21.2 min
: - - - - n :
sind el ST T O e O AT e
gill48661843 MRA_2046 antigen Hsp20 H?'SC; 17’K(Acety1_1<)f TR 136,K(Acetyl_K): 362513 216.08] 0.61| 2403.34856] -0 16039 3 cmpd 1702603, +MSn(802‘1)’ 536 —
GILTVSVAVSEGK#PTEK#HIQIR P K(Acetyl K); K(Acetyl K); Do SRl ' — P , *M5n(802.1), 3.6 min
13,K(Acetyl K); 132,K(Acetyl K); 0.39 Cmpd 1704603, +MSn(802.1), 53.6 min
. . _ + 1
GILTVSVAVSEGK#PTEK#HIQIR mascot 17,K(Acetyl K); 136,K(Acetyl_K); 64.78 216.08| 0.61| 2403.34854| -0.16037 3|Cmpd 1704603, +MSn(802.1), 53.6 m%n
13,K(Acetyl K); 132,K(Acetyl K); 0.39 Cmpd 1704603, +MSn(802.1), 53.6 min
B - . _ _ + i
GILTVSVAVSEGKPTEK#HIQIR pFind 17,K(Acetyl K); 136,K(Acetyl K); 6.43E-11 228.66] 1.00| 2403.34856| -0.13039 3|Cmpd 1804947, +MSn(802.1), 57.7 m%n
mascot 17,K(Acetyl K); 136,K(Acetyl K); 51.65 228.66| 1.00| 2403.34854| -0.13037 3|Cmpd 1804947, +MSn(802.1), 57.7 min
TEQK#DFDGR mascot 4,K(Acetyl K); 85,K(Acetyl K); 51.24 214.19] 1.00| 1136.50981| -0.02436 2|Cmpd 1403310, +MSn(569.3), 36.4 min
pFind 4,K(Acetyl K); 85,K(Acetyl K); 8.92E-15 214.19] 1.00| 1136.50982| -0.02438 2|Cmpd 1403310, +MSn(569.3), 36.4 min
TVSLPVGADEDDIKAATYDK pFind 14,K(Acetyl K); 114,K(Acetyl K); 1.05E-20 408.93| 1.00| 2078.00554| -0.2601 2|Cmpd 2101416, +MSn(1039.9), 55.3 m%n
mascot 14,K(Acetyl K); 114, K(Acetyl_K); 134.59 408.93| 1.00| 2078.00554| -0.26009 2|Cmpd 2101416, +MSn(1039.9), 55.3 min
B ] . _ _ + i
¢i[148661955 MRA 2154 hypothetical protein VYVAVHAVK#VEK pFind 9,K(Acetyl K); 140,K(Acetyl K); 1.23E-28 138.46] 1.00| 1446.78708( -0.22164 2|Cmpd 2301495, +MSn(724.3), 15.7 m%n
mascot 9,K(Acetyl K); 140,K(Acetyl K); 45.83 138.46] 1.00| 1446.78708| -0.22163 2|Cmpd 2301495, +MSn(724.3), 15.7 min
B ] . _ _ + i
¢i[148661956 MRA 2155 hypothetical protein MLE#AVLHDTANPTMLEK pFind 3, K(Acetyl K); 294 K(Acetyl K); 1.25E-22 218.16| 1.00| 1823.96376| -0.13832 2|Cmpd 3204402, +MSn(912.9), 51.6 m%n
mascot 3,K(Acetyl K); 294 K(Acetyl K); 58.06 218.161 1.00| 1823.96373| -0.13828 2(Cmpd 3204402, +MSn(912.9), 51.6 min
' ' . PLTPADVHNVAFSK4PPIGK pFind 14,K(Acetyl K); 15, K(Acetyl K); 3.12E-08 146.321 1.00| 2029.09966| -0.04149 3|Cmpd 1504452, +MSn(677.4), 51.9 m%n
21148661961 MRA 2160 hypothetical protein mascot 14,K(Acetyl K); 15,K(Acetyl K); 29.84 146.32| 1.00| 2029.09966| -0.04148 3|Cmpd 1504452, +MSn(677.4), 51.9 min
PLTPADVHNVAFSKPPIGK#R pFind 19,K(Acetyl K); 20,K(Acetyl K); 0.00000523 113.91] 1.00{ 2185.20077( -0.1126 3|Cmpd 1705787, +MSn(729.4), 61.2 min
B - . _ _ + 1
2i|148661974 MRA 2173 UDP-N-acetylmuramoylalanyl-D-glutamate--2,6-diaminopimelate ligase GQGFLALVDYAHK#PEALR pFind 13, K(Acetyl K); 396,K(Acetyl K); 1.28E-15 158,611 1,00 2026.0636) -0.13816 2|Cmpd 3105676, +M>Sn(1014.0), 65.8 m%n
mascot 13,K(Acetyl K); 396,K(Acetyl K); 61.73 163.41] 1.00{ 2026.06358( -0.05814 2|Cmpd 3205628, +MSn(1014.0), 65.5 min
: - - - - n :
¢i[148661988 MRA 2187 hypothetical protein TTEHRPEILLSFGFVPKAVETR pFind 17,K(Acetyl K); 207,K(Acetyl_K); 9.33E-12 122.721 1.00| 2497.33291( -0.03474 3|Cmpd 3205596, +MSn(833.4), 65.1 m%n
mascot 17,K(Acetyl K); 207,K(Acetyl K); 49.58 122.721 1.00] 2497.3329| -0.03473 3|Cmpd 3205596, +MSn(833.4), 65.1 min




. . _ + 1
¢i[148662003 MRA 2202 long-chain-fatty-acid--CoA ligase VFEK#VYNTAEQNAANAGK ma.scot 4,K(Acetyl K); 282,K(Acetyl K); 68.84 230.36| 1.00| 1994.96973| -0.11156 3|Cmpd 1605230, +MSn(666.0), 54.4 m%n
pFind 4,K(Acetyl K); 282,K(Acetyl K); 6.59E-17 230.36| 1.00| 1994.96976| -0.11159 3|Cmpd 1605230, +MSn(666.0), 54.4 min
. . _ + 1
¢i[148662013 MRA 2212 ubiquinol-cytochrome C reductase QcrB SVLEHGVETGIIK#R ma.scot 13,K(Acetyl K); 456,K(Acetyl K); 47.33 183.50] 1.00| 1578.87294( -0.02749 2|Cmpd 1705264, +MSn(790.4), 55.8 m%n
pFind 13,K(Acetyl K); 456,K(Acetyl K); 2.58E-17 183.50] 1.00| 1578.87296( -0.02752 2|Cmpd 1705264, +MSn(790.4), 55.8 min
B ] . _ _ + 1
¢i[148662028 MRA 2227 elycine cleavage system aminomethyltransferase T AALLAEK#AAGPR pFind 7,K(Acetyl K); 290,K(Acetyl K); 1.14E-14 89.88| 1.00| 1208.68772| -0.00228 2|Cmpd 3203390, +MSn(605.3), 40.1 m%n
mascot 7,K(Acetyl K); 290,K(Acetyl K); 45.95 89.88| 1.00| 1208.68767| -0.00222 2(Cmpd 3203390, +MSn(605.3), 40.1 min
B ] . _ _ + i
0i[148662032 MRA 2231 dihydrolipoamide acetyltransferase FLTTIKAHR pFind 6,K(Acetyl K); 539,K(Acetyl K); 1.85E-08 93.69( 1.00| 1056.60802| -0.04258 2|Cmpd 2703125, +MSn(529.3), 37.5 m%n
mascot 6,K(Acetyl K); 539,K(Acetyl K); 32.79 93.69( 1.00 1056.608| -0.04255 2|Cmpd 2703125, +MSn(529.3), 37.5 min
TPDDVFK4LAK pFind 7, K(Acetyl K); 11,K(Acetyl K); 2.22E-10 150.891 1.00| 1174.62339( 0.04205 2|Cmpd 1504072, +MSn(588.3), 47.6 min
. . + ]
¢i[148662038 MRA 2237 elutamine synthetase ma.scot 7,K(Acetyl K); 11,K(Acetyl K); 54.82 150.89] 1.00| 1174.62338| 0.042065 2|Cmpd 1504072, +MSn(588.3), 47.6 m%n
LAKDEKAVEYVDVR pFind 6,K(Acetyl K); 17,K(Acetyl K); 4.93E-11 105.90] 1.00| 1604.84098| -0.07554 2(Cmpd 3003282, +MSn(803.4), 38.8 min
mascot 6,K(Acetyl K); 17,K(Acetyl K); 39.83 126.13] 1.00| 1604.84096( -0.11551 2|Cmpd 3003291, +MSn(803.4), 38.9 min
GYALGK#HFEGR pFind 6,K(Acetyl K); 399,K(Acetyl K); 2.87E-12 158.61] 1.00| 1275.63601[ -0.09057 2|Cmpd 2603230, +MSn(638.8), 38.4 min
. . _ + 1
i[148662062 MRA 2261 pyruvate dehydrogenase subunit E1 ma.scot 6,K(Acetyl K); 399,K(Acetyl K); 47.95 158.61] 1.00 1275.636| -0.09055 2|Cmpd 2603230, +MSn(638.8), 38.4 m%n
TFK#EVLR pFind 3,K(Acetyl K); 508,K(Acetyl K); 9.06E-09 81.63| 1.00| 933.528374| 0.09707 2|Cmpd 2703565, +MSn(467.8), 42.6 min
mascot 3,K(Acetyl K); 508,K(Acetyl K); 33.09 81.63| 1.00| 933.528351| 0.097097 2|Cmpd 2703565, +MSn(467.8), 42.6 min
. . + ]
¢i[148662065 MRA 2264 acyl carrier protein TVGDVVAYIQK#LEEENPEAAQALR ma.scot 11,K(Acetyl K); 79,K(Acetyl K); 44.22 167.38] 1.00| 2684.36568| 1.602495 3|Cmpd 1108994, +MSn(896.3), 96.5 m%n
pFind 11,K(Acetyl K); 79,K(Acetyl K); 4.5E-09 182.51] 1.00| 2684.36572| -0.10755 3|Cmpd 1909042, +MSn(895.8), 95.9 min
21148662080 MRA 2279 transcriptional regulatory protein AVK#LMAQAFGASR mascot 3,K(Acetyl K); 187,K(Acetyl K); 61.41 88.90| 1.00] 1390.73908| 0.086373 2(Cmpd 3204439, +MSn(696.4), 52.0 min
B ] . _ + i
0i[148662102 MRA 2299 dehydrogenase ASMPKAFLSTAR pFind 5,K(Acetyl K); 354 K(Acetyl K); 0.00000213 138.46] 1.00| 1249.64889( -0.04345 2|Cmpd 3204171, +MSn(625.8), 49.0 m%n
mascot 5,K(Acetyl K); 354, K(Acetyl K); 35.19 138.46] 1.00| 1249.64887| -0.04342 2(Cmpd 3204171, +MSn(625.8), 49.0 min
B ] . _ _ + i
0i[148662295 MRA 2486 ATP-dependent Clp protease proteolytic subunit DIDRDKAILTAEEAK pFind 6,K(Acetyl K); 187,K(Acetyl K); 8.97E-10 174.301 1.00| 1645.8159( -0.13046 2|Cmpd 1402852, +MSn(823.9), 33 .4 m%n
mascot 6,K(Acetyl K); 187,K(Acetyl K); 31.99 174.30] 1.00| 1645.81586( -0.13041 2|Cmpd 1402852, +MSn(823.9), 33.4 min
ELEALPSEKAEIAR mascot 9,K(Acetyl K); 1268,K(Acetyl K); 34.6 91.73] 1.00| 1525.79872| -0.07327 2|Cmpd 1705562, +MSn(763.9), 58.9 min
B ) . _ _ + i
¢i[148662311 MRA 2501 NAD-dependent glutamate dehydrogenase Gdh pF?nd 9,K(Acetyl K); 1268, K(Acetyl K); 3.88E-12 91.73] 1.00| 1525.79879| -0.07335 2|Cmpd 1705562, +MSn(763.9), 58.9 m%n
LLPK#VLADVOR pFind 4, K(Acetyl K); 180,K(Acetyl K); 0.00000011 100.07] 1.00|{ 1292.78162 0.02382 2|Cmpd 2504705, +MSn(647.4), 55.2 min
mascot 4,K(Acetyl K); 180,K(Acetyl K); 41.33 100.07] 1.00{ 1292.7816( 0.023847 2|Cmpd 2504705, +MSn(647.4), 55.2 min
21148662385 MRA 2575 hypothetical protein EELELLDRAAK#ASGASR pFind 11,K(Acetyl K); 20,K(Acetyl K); 0.000196 126.36] 1.00| 1856.95921| 0.13896 3|Cmpd 1905989, +MSn(620.0), 70.3 min
B - . _ _ + i
0i[148662446 MRA 2634 pyridoxal biosynthesis Iyase PdxS ATTFFDDPDVLAK#VSR pFind 13,K(Acetyl K); 271,K(Acetyl K); 1.29E-14 134.56( 1.00{ 1822.91013| -0.10469 2|Cmpd 3205764, +MSn(912.4), 67.0 m%n
mascot 13,K(Acetyl K); 271,K(Acetyl K); 50.92 134.56] 1.00{ 1822.91014( -0.10469 2|Cmpd 3205764, +MSn(912.4), 67.0 min
. . _ + 1
IS0 M ] lCond 115, N0, 57
gil148662586 MRA 2770 hypothetical protein pF¥nd 9’K(Acetyl_K)? 162 I(( /ie };_l 1)< : 35507 158,19 1.00| 220015217 0.364 3 cmpd 2304207, +MSn(734‘3), 2.6 —
LLSQLEQAK#MQEQVSASLR pFin JK(Acetyl K); JK(Acetyl K); 35E- . . . -0. mp , n(734.3), 42. m%n
mascot 9,K(Acetyl K); 162,K(Acetyl K); 31.94 122.921 1.00{ 2200.15212f -0.15394 3|Cmpd 4904604, +MSn(734.3), 54.3 min
IDEIKATQVVOR pFind 5,K(Acetyl K); 306,K(Acetyl K); 9.13E-11 188.67] 1.00| 1369.75653( -0.15109 2|Cmpd 2603232, +MSn(685.8), 38.4 min
t 5,K(Acetyl K); 306,K(Acetyl K); ) 158.61 1. 1369. 2| -0.051 2 2703257, +M . .0 mi
0i[148662625 MRA 2807 polynucleotide phosphorylase ma.sco ,JK(Acetyl K); JK(Acetyl K); 53.57 58.6 00| 1369.7565 0.05107 Cmpd 2703257, +MSn(685.9), 39.0 m%n
VEIADIDKAR pFind 8, K(Acetyl K); 726,K(Acetyl K); 1.92E-15 118.26] 1.00{ 1099.58734 0.0381 2|Cmpd 2703334, +MSn(550.8), 39.9 min
mascot 8, K(Acetyl K); 726,K(Acetyl K); 52.03 118.26] 1.00{ 1099.58731( 0.038137 2|Cmpd 2703334, +MSn(550.8), 39.9 min
TTHQYVTQIDELVK#HK pFind 14,K(Acetyl K); 176,K(Acetyl K); 0.0000129 138.46] 1.00{ 1981.02688( 0.21129 3|Cmpd 1705983, +MSn(661.4), 63.2 min
LVVIK#PYEANQLR pFind 5,K(Acetyl K); 68, K(Acetyl K); 2.84E-11 55.28| 1.00| 1583.90352| -0.11808 2|Cmpd 3204552, +MSn(792.9), 53.3 min
AEK#DLDK pFind 3, K(Acetyl K); 158,K(Acetyl K); 0.0000177 108.77] 1.00| 859.428714[ -0.05599 1|Cmpd 1101908, +MSn(860.4), 22.6 min
: : . : - - - " :
21148662726 MRA 2907 ribosome recycling factor EGEAGEDEVGRAEK#DLDK pFind 14,K(Acetyl K); 158, K(Acetyl K); 0.00000349 298.941 1.00{ 1987.89706( -0.13162 2(Cmpd 1103125, +MSn(994.9), 36.9 m%n
mascot 14,K(Acetyl K); 158,K(Acetyl K); 62.4 298.94| 1.00| 1987.89702| -0.13157 2|Cmpd 1103125, +MSn(994.9), 36.9 min
[DEALFDAEEK#MEK ma.scot 11,K(Acetyl K); 12,K(Acetyl K); 53.8 198.81] 1.00{ 1708.78651| -0.10107 2|Cmpd 1706658, +MSn(855.3), 70.0 m%n
pFind 11,K(Acetyl K); 12,K(Acetyl K); 8.08E-20 198.81] 1.00{ 1708.78657| -0.10113 2|Cmpd 1706658, +MSn(855.3), 70.0 min
B - . _ _ + i
¢i[148662733 MRA 2914 clongation factor Ts AEGKPEQALPK#IVEGR pFind 11,K(Acetyl K); 221,K(Acetyl K); 1.28E-12 223.61| 1.00| 1762.95775| -0.05231 2|Cmpd 3203638, +MSn(882.5), 42.9 m%n
mascot 11,K(Acetyl K); 221,K(Acetyl K); 60.96 223.61| 1.00| 1762.9577| -0.05226 2|Cmpd 3203638, +MSn(882.5), 42.9 min
B ] . _ - + i
fod okl ) ITES ST 600 sl ] lCond s N 157, i
01148662734 MRA 2915 30S ribosomal protein S2 aseo DNCEYB), ANCEY ), : 2 : — P , *M5n(756.7), 58.2 min
WLGGMLTNFSTVHKAR pFind 14,K(Acetyl K); 109,K(Acetyl K); 0.00000012 166.421 1.00{ 1787.91411( -0.10867 2|Cmpd 3205203, +MSn(894.9), 60.7 min
mascot 14,K(Acetyl K); 109,K(Acetyl K); 36.02 166.421 1.00| 1787.91411[ -0.10866 2|Cmpd 3205203, +MSn(894.9), 60.7 min
B ] . _ - + 1
¢i[148662753 MRA 2034 30 ribosomal protein S16 LEVENAALAAADGGPTTEATKAPK pFind 21,K(Acetyl K); 123,K(Acetyl K); 6.9E-08 111.19] 1.00|{ 2313.18525( -0.32708 3|Cmpd 905055, +MSn(772.0), 48.9 mlg
mascot 21,K(Acetyl K); 123,K(Acetyl K); 39.17 202.26| 1.00| 2313.18521| -0.32704 3|Cmpd 1604994, +MSn(772.0), 48.6 min
. . + ]
¢i[148662787 MRA 2967 acyl-CoA synthetase LVAIIELKAK ma.scot 8, K(Acetyl K); 510,K(Acetyl K); 34.26 58.12| 1.00| 1067.69539| 0.090059 2|Cmpd 3004704, +MSn(534.9), 55.1 m%n
pFind 8, K(Acetyl K); 510,K(Acetyl K); 6.97E-15 58.12| 1.00| 1067.69543| 0.09001 2|Cmpd 3004704, +MSn(534.9), 55.1 min
21148662825 MRA 3004 50S ribosomal protein L.28 LNVCTSCIK#AGK pFind 9,K(Acetyl K); 57,K(Acetyl K); 0.00000195 58.121 1.00| 1391.6901| -0.00466 2(Cmpd 2306374, +MSn(696.8), 64.2 min
. . _ + 1
0i[148662842 MRA 3021 olutamyltRNA synthetase FFNDDQYVIDPK#AAAK ma.scot 12,K(Acetyl K); 396,K(Acetyl K); 38.66 106.41| 1.00{ 1882.91011| -0.10466 2|Cmpd 1706567, +MSn(942.4), 69.1 m%n
pFind 12,K(Acetyl K); 396,K(Acetyl K); 2.17E-11 106.41] 1.00| 1882.91012( -0.10468 2|Cmpd 1706567, +MSn(942.4), 69.1 min
. . + ]
¢i[148662852 MRA 3031 ketolacid reductoisomerase EIQDGSFVHKALYADVEGGNK ma.scot 10,K(Acetyl K); 287,K(Acetyl K); 50.34 296.08| 1.00| 2183.08586| 0.022311 3|Cmpd 1907726, +MSn(728.7), 81.7 m%n
pFind 10,K(Acetyl K); 287,K(Acetyl K); 5.57E-13 296.08| 1.00| 2183.08586| 0.02231 3|Cmpd 1907726, +MSn(728.7), 81.7 min
FPSFKAGIMAAK pFind 5,K(Acetyl K); 197, K(Acetyl K); 1.27E-18 214.19] 1.00| 1237.65292| -0.00748 2|Cmpd 4904537, +MSn(619.8), 53.6 min
21148662881 MRA 3060 electron transfer flavoprotein subunit beta mascot 5,K(Acetyl K); 197, K(Acetyl K); 55.43 214.19( 1.00] 1237.65289| -0.00745 2(Cmpd 4904537, +MSn(619.8), 53.6 min
FPSFK#GIM#AAK mascot 5,K(Acetyl K);8,M(_Oxidation M_15.995); 197, K(Acetyl K);200,M(_Oxidation M 15.995); 63.58 138.46] 1.00| 1253.64781[ -0.00236 2|Cmpd 3204359, +MSn(627.8), 51.1 min
21148662940 MRA 3118 zinc-type alcohol dehydrogenase AdhD ETALK#FGATHAFADAASAAAK mascot 5,K(Acetyl K); 227, K(Acetyl K); 45.55 222.28] 1.00] 2090.04323]| -0.05506 3|Cmpd 1706711, +MSn(697.7), 70.6 min




pFind 5,K(Acetyl K); 227, K(Acetyl K); 9.33E-09 222.28] 1.00| 2090.04327| -0.0551 3|Cmpd 1706711, +MSn(697.7), 70.6 min
. . _ + 1
e o 5, o M NS5, 0
gi[148662971 MRA_3149 thiosulfate sulfurtransferase CysA3 p—— 7’K(Acetyl_K)? 216’K(Acetyl_K)i “S6.69 19431] 1.00] 197993233 01568 2[Compd 1705234 +MSn(990.9)’ 0.7 mim
SDEELAK#LYADAGLDNSK aseo K(Acetyl K), K(Acetyl K), ' AL ' — P , *M5n(990.9), 60.7 min
pFind 7, K(Acetyl K); 216,K(Acetyl K); 7.75E-15 194.311 1.00{ 1979.93237| -0.18693 2|Cmpd 1705234, +MSn(990.9), 60.7 min
21148662987 MRA 3165 two component transcriptional regulatory protein DevR MFLAEKTVK#NY VSR pFind 9,K(Acetyl K); 182,K(Acetyl K); 0.00000444 129.56] 1.00| 1726.90762| 0.32055 3|Cmpd 1806340, +MSn(576.8), 73.6 min
. . _ + 1
¢i[148662995 MRA 3173 acyl-CoA dehydrogenase SVLTGAGVEISYDK#PSHTQSAAAAEFLR ma.scot 14,K(Acetyl K); 288,K(Acetyl K); 83.53 254.09] 1.00| 2946.47229| -0.22412 3|Cmpd 1906841, +MSn(983.1), 72.3 m%n
pFind 14,K(Acetyl K); 288,K(Acetyl K); 7.78E-17 254.09] 1.00| 2946.47231| -0.22414 3|Cmpd 1906841, +MSn(983.1), 72.3 min
21148663007 MRA 3185 NADH dehydrogenase subunit H YDQFMALGWK# pFind 10,K(Acetyl K); 321,K(Acetyl K); 3.39E-10 19.15( 1.00| 1299.59579| 0.14965 2(Cmpd 1904040, +MSn(650.9), 48.4 min
B ] . _ - + i
¢i[148663076 MRA 3254 isochorismate synthase EntC AADPKALDAANAAALASSAK pFind 5,K(Acetyl K); 201,K(Acetyl K); 4.63E-16 202.26] 1.00| 1796.92684 0.0214 2|Cmpd 3204216, +MSn(899.5), 49.5 m%n
mascot 5,K(Acetyl K); 201,K(Acetyl K); 49.58 202.26] 1.00| 1796.92677| -0.02133 2|Cmpd 3204216, +MSn(899.5), 49.5 min
TAEPHPKALPGTVFTAAK pFind 7,K(Acetyl K); 44 K(Acetyl K); 1.98E-08 202.26( 1.00] 1805.96759| -0.12215 2(Cmpd 3204018, +MSn(903.9), 47.2 m%n
mascot 7,K(Acetyl K); 44 K(Acetyl K); 45.5 202.26] 1.00[ 1805.96758( -0.12213 2(Cmpd 3204018, +MSn(903.9), 47.2 min
B ] . _ - + i
¢i[148663086 MRA 3264 short chain dehydrogenase DGANIALIAKATAEPHPK pFind 10,K(Acetyl K); 37, K(Acetyl K); 7.14E-17 236.10] 1.00| 1786.95775| -0.23231 2|Cmpd 2101257, +MSn(894.4), 49.2 m%n
mascot 10,K(Acetyl K); 37,K(Acetyl K); 71.12 236.10| 1.00| 1786.9577| -0.23226 2|Cmpd 2101257, +MSn(894.4), 49.2 min
DGANIALIAK#TAEPHPKLPGTVETAAK# ma.scot 10,K(Acetyl K);27,K(Acetyl K); 37, K(Acetyl K);54,K(Acetyl K); 58.11 368.98] 1.00| 2814.52794| -0.18977 3|Cmpd 1705874, +MSn(939.1), 67.9 m%n
pFind 10,K(Acetyl K);27,K(Acetyl K); 37,K(Acetyl K);54,K(Acetyl K); 9.14E-12 368.98( 1.00| 2814.52799| -0.18982 3|Cmpd 1705874, +MSn(939.1), 67.9 min
B ] . _ _ + i
21/148663109 MRA 3287 two component sensory transduction transcriptional regulatory protein MtrA |VEK#DPENPTVVLTVR pFind 3:.K(Acetyl K), 207, K(Acetyl K); 4.0E-22 133.56/ 1.00] 1736.93087) -0.12343 2|Cmpd 1504138, +MSn(869.4), 48.4 m%n
mascot 3,K(Acetyl K); 207,K(Acetyl K); 50.31 134.56] 1.00| 1736.93086( -0.12541 2|Cmpd 1504138, +MSn(869.4), 48.4 min
. . _ + 1
¢i[148663111 MRA 3289 S-adenosyl-L-homocysteine hydrolase DIIMLEHIK#AMEK ma.scot 9,K(Acetyl K); 350,K(Acetyl K); 41.52 158.611 1.00{ 1482.79379( -0.10835 2|Cmpd 1906898, +MSn(742.4), 72.9 m%n
pFind 9,K(Acetyl K); 350,K(Acetyl K); 2.4E-21 158.611 1.00| 1482.79384 -0.1084 2|Cmpd 1906898, +MSn(742.4), 72.9 min
B ] . _ - + i
¢i[148663137 MRA 3315 acyl-CoA dehydrogenase EIAPHAAEVDEKAAR pFind 12,K(Acetyl K); 44 K(Acetyl K); 1.93E-08 227.03] 1.00| 1576.78454 0.0791 2|Cmpd 3202644, +MSn(789.4), 31.5 m%n
mascot 12,K(Acetyl K); 44 K(Acetyl K); 43.65 227.03| 1.00| 1576.78449| -0.07904 2|Cmpd 3202644, +MSn(789.4), 31.5 min
B ] . _ _ + 1
¢i[148663251 MRA 3428A hypothetical protein FTK#PVFPGETLSTVIWR pFind 3,K(Acetyl K); 242 K(Acetyl K); 1.14E-10 238.91] 1.00| 2019.08295| -0.17751 2|Cmpd 3206605, +MSn(1010.5), 76.7 m?n
mascot 3, K(Acetyl K); 242 K(Acetyl K); 31.48 238.91] 1.00| 2019.08296| -0.17751 2|Cmpd 3206605, +MSn(1010.5), 76.7 min
1 . . _ + 1
¢i[148663281 MRA 0445 molecular chaperone GroEL LAK#LAGGVAVIK pFind 3, K(Acetyl K); 369,K(Acetyl K); 1.49E-18 113.91] 1.00{ 1180.75435( 0.09109 2|Cmpd 2803954, +MSn(591.4), 47.1 m%n
mascot 3,K(Acetyl K); 369,K(Acetyl K); 55.56 113.91]1 1.00{ 1180.75432 0.09113 2|Cmpd 2803954, +MSn(591.4), 47.1 min
[PLDVAEGDTVIYSK#YGGTEIK pFind 15,K(Acetyl K); 73, K(Acetyl K); 5.04E-11 224791 1.00| 2409.23151| -0.28334 3|Cmpd 2101769, +MSn(804.0), 68.3 m%n
mascot 15,K(Acetyl K); 73,K(Acetyl K); 42.23 224.79] 1.00| 2409.23151| -0.28333 3|Cmpd 2101769, +MSn(804.0), 68.3 min
B ] . _ - + i
sind oK EIE e S
gil148663282 MRA 3458 co-chaperonin GroES H?'SC; TKA Cte ?i . 80K Acetyl_K : 3.96E-09 268.62] 1.00] 2217.09538] 035717 3 cmpd 3605138, +MSn(739.9)’ 504 s
YGGTEIK#YNGEEYLILSAR p K(Acetyl K); K(Acetyl K); e 2o ' — P , TM5n(739.9), 504 min
mascot 7,K(Acetyl K); 80,K(Acetyl K); 26.39 268.62( 1.00| 2217.09531| -0.35713 3|Cmpd 3605138, +MSn(739.9), 50.4 min
VNIK#PLEDK mascot 4,K(Acetyl K); 7,K(Acetyl K); 36.32 121.97] 1.00| 1096.61279| 0.012655 2|Cmpd 1604887, +MSn(549.3), 50.8 min
pFind 4,K(Acetyl K); 7,K(Acetyl K); 3.55E-12 121.97] 1.00| 1096.61283| 0.01261 2|Cmpd 1604887, +MSn(549.3), 50.8 min
21148663322 MRA 3498 DNA-directed RNA polymerase subunit alpha SYNCLK#R pFind 6,K(Acetyl K); 265,K(Acetyl K); 1.2E-11 69.75] 1.00] 981.470194| -0.14475 2(Cmpd 3202439, +MSn(491.7), 29.2 min
. . + ]
¢i[148663323 MRA 3499 308 ribosomal protein S4 TGEELLK#ILESR ma.scot 7,K(Acetyl K); 87,K(Acetyl K); 60.6 178.19] 1.00| 1428.78236( 0.063084 2|Cmpd 1907751, +MSn(715.4), 81.9 m%n
pFind 7,K(Acetyl K); 87,K(Acetyl K); 9.15E-13 178.19]1 1.00| 1428.78241| 0.06303 2|Cmpd 1907751, +MSn(715.4), 81.9 min
B ] . _ _ + i
¢i[148663419 MRA 3595 acetyl-CoA acetyltransferase GSELIAEK#WNLSR pFind 8, K(Acetyl K); 167, K(Acetyl K); 3.3E-15 176.01] 1.00| 1543.79946( -0.07402 2|Cmpd 3204908, +MSn(772.9), 57.3 m%n
mascot 8, K(Acetyl K); 167,K(Acetyl K); 45.75 176.01] 1.00| 1543.79941( -0.07396 2|Cmpd 3204908, +MSn(772.9), 57.3 min
Fi K(Acetyl K); 160,K(Acetyl K); A48E-1 142.08] 1. 1146. 1 .02 2 203487, +M 4.3),41.2 mi
01148663433 MRA 3608 2-hydroxy-6-phenylhexa-2,4-dienoic acid hydrolase LSK#FSVAPTR pFind 3:R(Acetyl K), 60 K(Acetyl K); 048E-15 08) 1.00) 1146.63971] 0.02573 Cmpd 3203487, +MSn(574.3), 41.2 min
mascot 3,K(Acetyl K); 160,K(Acetyl K); 54.76 142.08] 1.00| 1146.63969( 0.025754 2|Cmpd 3203487, +MSn(574.3), 41.2 min
. . + ]
2i|148663444 MRA 3619 cysteinyl-tRNA synthetase NVTDIEDKHILAK ma.scot 8, K(Acetyl K); 78, K(Acetyl K); 59.71 166.42| 1.00{ 1399.75583| 0.009619 2|Cmpd 1706719, +MSn(700.9), 70.7 m%n
pFind 8, K(Acetyl K); 78,K(Acetyl K); 2.34E-18 166.42] 1.00| 1399.75586( 0.00958 2|Cmpd 1706719, +MSn(700.9), 70.7 min
B ] . _ - + i
¢i[148663456 MRA 3631 hypothetical protein INAIEVPAGAGPELEK#R pFind 16,K(Acetyl K); 21,K(Acetyl K); 1.93E-13 196.05] 1.00{ 1804.96831( -0.14287 2|Cmpd 1504229, +MSn(903.4), 49.4 m%n
mascot 16,K(Acetyl K); 21,K(Acetyl K); 48.38 196.05( 1.00] 1804.96826| -0.14281 2|Cmpd 1504229, +MSn(903.4), 49.4 min
DLEPGK#FVK pFind 6,K(Acetyl K); 133,K(Acetyl K); 5.23E-07 135.86] 1.00{ 1073.57571| -0.11027 2|Cmpd 903163, +MSn(537.7), 30.6 min
NK#YEVDHETGR pFind 2,K(Acetyl K); 16,K(Acetyl K); 2.82E-18 136.26] 1.00| 1388.63205| -0.18661 2|Cmpd 601358, +MSn(695.2), 13.3 min
21148663491 MRA 3664 inorganic pyrophosphatase mascot 2,K(Acetyl K); 16,K(Acetyl K); 58.84 136.26] 1.00| 1388.63203| -0.18659 2(Cmpd 601358, +MSn(695.2), 13.3 min
HFFVHYK#DLEPGK ma.scot 7,K(Acetyl K); 127,K(Acetyl K); 41.18 201.40] 1.00| 1657.82527| -0.07982 2|Cmpd 1805426, +MSn(829.9), 57.5 m%n
pFind 7,K(Acetyl K); 127,K(Acetyl K); 1.54E-12 201.40] 1.00| 1657.82527| -0.07983 2|Cmpd 1805426, +MSn(829.9), 57.5 min
21148663558 MRA 3730 hypothetical protein SVGK#IVM#GLRVVSDDGGPER pFind 4 K(Acetyl K);7,M(_Oxidation M 15.995); 86,K(Acetyl K);89,M(_Oxidation M_15.995); 3.99E-07 111.42] 1.00| 2128.09465| -0.06648 3|Cmpd 4603391, +MSn(710.3), 39.6 min
B ] . _ _ + i
0i[148663642 MRA 3814 enoyl-CoA hydratase YASADAK#FSVR pFind 7,K(Acetyl K); 142 ,K(Acetyl K); 9.73E-16 191.11] 1.00| 1255.61969| -0.03425 2|Cmpd 4902528, +MSn(628.8), 30.2 m%n
mascot 7,K(Acetyl K); 142, K(Acetyl K); 77.85 191.11] 1.00| 1255.61968| -0.03423 2(Cmpd 4902528, +MSn(628.8), 30.2 min
DVVEK#EPEPEPEPK pFind 5,K(Acetyl K); 550,K(Acetyl K); 4.81E-18 116.70] 1.00| 1662.79885( -0.11341 2|Cmpd 1102734, +MSn(832.3), 32.4 min
21148663668 MRA 3840 polyketide synthase mascot 5,K(Acetyl K); 550,K(Acetyl K); 42.26 116.70{ 1.00| 1662.79881| -0.11337 2|Cmpd 1102734, +MSn(832.3), 32.4 min
DANLYNVEK#LIEYAVEHR pFind 9,K(Acetyl K); 1300,K(Acetyl K); 0.00000573 100.07] 1.00| 2217.10658| -0.30841 3|Cmpd 2907437, +MSn(739.9), 74.2 min
21148663669 MRA 3841 long-chain-fatty-acid--CoA ligase HVEK#WAK pFind 4 K(Acetyl K); 35,K(Acetyl K); 0.00000223 90.19] 1.00| 938.497404| -0.01196 2(Cmpd 2802280, +MSn(470.2), 27.9 min
. . _ + 1
¢i[148663717 MRA 3889 hypothetical protein AAYETDDEYYEK#LDK ma.scot 12,K(Acetyl K); 83,K(Acetyl K); 54.88 182.2211.00{ 1911.8414| -0.15595 2|Cmpd 1706388, +MSn(956.9), 67.3 m%n
pFind 12,K(Acetyl K); 83,K(Acetyl K); 8.9E-14 201.40] 1.00| 1911.84142| -0.09598 2|Cmpd 1706404, +MSn(956.9), 67.4 min
2i|148663732 MRA 3904 hypothetical protein ADDGLAGVIDK#IFG pFind 11,K(Acetyl K); 100,K(Acetyl K); 5.61E-12 126.13| 1.00| 1431.72456( -0.31912 2|Cmpd 2908951, +MSn(716.7), 89.1 min




