Source: 20120314 _WR_TripleSILAC_pTI L T2_FO3

Scannurmber: 10435

Protein: B5UTT250; wjcG
Peptide Score: Fr.79

Method: IThS; CID; 2
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Source: 20120314 _WR_TripleSILAC_pTI L T2_FO3
Scannumber; 32585
Protein: B5UQT 260; rplIH
Peptide Score: 13543
Method: ITWS; CID: 3
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iz System.Collections,
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Protein Localisation: 1 ... 9 -0.083673 540 745 +0. 053788 1T080.497 o] I 1 264222 + 00683303
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Source:

201202314 _YE_TripleSILAZ_pT1 L1 T2_FO3

Scannurmber: 376G
Protein: B5UZE/30; gtak; rodDl; tagE
Peptide Score:  129.82
Method: IThS; CID; 2
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Aminofcids Coverag 82 %
eneirCateiage oo % B91.3a608 891 3608 = 5 3 4652969 +0.192693 465 2965
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-0.34256 559.7475 -0.160266 1118.488 10 I 1 264222 +0.064615 264 222
11 K 0 15T 1470 151 137G




Source:

201202314 _YE_TripleSILAZ_pT1 L1 T2_FO3

Scannumber: £agz
Protein: BsSUT1 6940; rech; recE
Peptide Score: 114 .82
Method: ITHS; CID; 2
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Protein Localisation: 2 ...13
1139.46 113948 10 A 2 331.234 +0.0804%31.234
1252.54 +0.125511252.54 11 I 1T 2601897 +0.089439' 00 197
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Source:

201202314 _YE_TripleSILAZ_pT1 L1 T2_FO3

Scannumber: rE1&
Protein: BSUTT1E90; thidg; wibT
Peptide Score:  107.99
Method: ITHS; CID; 2
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Source: 20120314 _WR_TripleSILAC_pTI L T2_FO3
Scannumber; T8EF
Protein: B5U40310; rpsF
Peptide Score: 171.78
Method: ITWS; CID: 3
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Retentiontime: Systerm.Collections. 1T S TEL TS 2 L 19 2243.107 2243107
atOte i, 284.1965 +0.128266 284.1960 3 | 18 2144.038 1072.523 +0.242573
Mass Error [ppm].  0.655874
PEF- 5 6057E-46 413 2395 -0.008%970 413.2395 4 E 17 2030.954 2030.954
Precursor Type: |0 SR9. 3406 5693406 5 F. 16 192071.812 1907.972
716,405 716,409 5] F 1511745811 B73. 4089 +0. 117138
85304515 853045159 7 M 14 1598.742 1598.742
+0.07432 4727511 -0.012236 944 4548 = M 13 1484 09% 1484 695
-0.363452 522 2853 +0.022082 1043.563 =) W 12 1370856 -0.170077 0858318 +0.1557485
-0 107998 S7VB. 8273 +0.0873 1156.647 10 I 11 1271.588 -0.08384 6362978 +0.109%945
) . -Q07245 B29.3571 -0.064748 1257.095 11 T 10 1158.504 +0.075522 579.7556 -0.270382
general information
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Annotation: 15 of 21
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Source: 20120314 _WR_TripleSILAC_pTI L T2_FO3
Scannumber: 2EEE
Protein: BsUz82380; lauf
Peptide Score:  FO.41
Method: ITHS; CID; 2
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Mass Error [ppm]:. 0.48951
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Annotation: 14 of 20 1389.764 +0.009936 1389.764 12 F 8 1095484 -0.359718 1095 484
AminoAcids Coverag 70 %
Intensity Coverage: 38 % 2 BT e T A e S A, 13 i 7 948.4158 G458 41758
Protein Localisation: 492 511 +0. 100802 802 9308 1604 854 14 5 6 B20 3572 40036258 820 3572
1718 897 1718.897 15 M 5 [F33.3252 733.3252
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2073 958 2073 858 158 o 2 321.2434 321.2434
-0.067795 1084 024 2187.042 15 I 1 [264.222 264 222
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Source:

201202314 _YE_TripleS L8 _pT1 L1 T2_FOG

Scannumber: 4748
Protein: BSUO3050; 1ctE; [dh
Peptide Score:  144.019
Method: ITHS; CID; 2
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L 144 DAE5 +00TRBO3D 25712443145 3 A f 05344020082 -0.0575472 47722824315 +0.2170083
Mass Error [ppm]:  -0.13383
PEF- 1 3877E-05 500.15406044 4 ke 5 BE2.412008604 -0 0027332 447 70068625 -0.0452575
g Precursor Type: MLLTI +0.072154 372130023 5 H 4 B39 38243708 00421881 B389 35824370059
Annotation: 7 of g +0.043754  750.29706628 6 | 3 502 32352523 50232352523
AminoAcids Coverag 78 %
Intensity Coverage: 53 % -0.0025554 a3 38113026 £ I 2 389 239458125 +0.0212809 3859 23045125
Protein Localisation: 220 .. 228 +0.035267 QG2 423723386 8 1 2768 15539727 +0.112364 2T 1593827
g K ] 147 11280417 147 11280417



Source:

201202314 _YE_TripleSILAZ_pT1 L1 T2_FO7

Scannumber: 13251
Protein: BsUz27350; nadA
Peptide Score: 727
Method: ITHS; CID; 2
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hass: 120851871 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 138.066188325 1 H 11
Fetentiontitme: Systern.Collections. -0 03570585 195 087652053 2 Z 10 1080 4581243548 +0. 08546854
L flIAEn 252 1007115776 3 B O 1023 450779823 +0.1044207
Mass Error [ppm]: 0.021031
PEF 001275 +0. 1350815 323. 148228584 4 fa =5 985 4383146000
Precursor Type: MLLTI +0, 10098953 424 1935905035 5 T S B85 401202311
+0. 228156868 523 262321954 & i B 794 353523837 +0. 0938028
general information
: + 0. 079709 B24. 310000425 7 T 5 B85 2851085921 +0, 1709262
Annotation: 100f 12
ArminohAcds Coverag 83 % +0.05 F11.342028838 o 5 4 584 237431447
Intensity Coverage: 28 % S878.340387657 = 5 3  S507.205403037
Protein Localisation: 155 ... 166
0ol 358331517104 10 [ 2 340207044275
+0. 140118 1063 42042858592 11 A 1 228. 164116772
12 K ] 155 127002654



Source:

201202314 _YE_TripleSILAZ_pT1 L1 T2_FO7
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Scannumber: 44 30
Protein: B5U15450; pyrE
Peptide Score:  110.84
Method: ITHS; CID; 2
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hass: 1181.52285 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
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Eetentiontitme: System.Collections., 214.12985122 2 i 8 1026842082027 513.71823057 -0.3502588
L 1141:884 7 +0.00G3545 34317244437 3 E 7 0BG 40773804 -0.0005456 OG0 40773804
Mass Error [ppm]:. -0.12946
FEF- 00011976 -0, 1917985 4714 20055517 4 A 6 B40.38514584 -0.36923552 240 38514584
Precursor Type: =0 4585 24067189 5§ A 5 {fge3de03208 F09 32803208
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ey & of 10 + 0. 051877 45 31000043 6 W 4 B85 29091827 B9 29081827
Arminofcids Coverag 50 % -0 0933802 F47.37841434 7 W R [ B e TR e P~ 2 A
IeH I e EAlEs 0 _0.0228421 BEQ 46247832 & | 2 43615917581 43615017581
Protein Localisation: 295 ... 304
+0. 117532 1027 4608371 = 5 1 323.07511183 +0.1289897 wdw-Ua] | 183
110 H ] 150 OFARFRI0 156 0775307



Source: 20120314 _VWR_TripleSILAC_pTILI T2_F11
Scannumber; 2431
Protein: B5UOT 200; rp=sH
Peptide Score: 9472
Method: ITWS; CID: 3
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hass: 190486717 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 157. 1084 157. 1084 1 F. 14
Retentiontime: Systerm.Collections. 28815 -0.05937a 284,157 2 E 13 1749.773 1749773
atOte 247 LBY 343.1724 543.1724 3 G 12 1620.731 1620.73 1
Mass Error [ppm].  0.10994
PEF- 0 0070557 490 2409 +0.0594713 490 2405 4 F 11 1563.70% 1563.709
Precursor Type: MULTI B3 3245 603, 3249 5 I 10 1416.641 1416.641
+0.03871a 380 2147 F59. 426 5] E g5 |1303.557 G52 2819 +0.05734
+0.0061471 437.7301 874,453 7 D g8 1147.455% 1147.455
general information -0.249074 487 2643 573.5214 = L 7 1032.425 1032.425
Annotation: 11 o0f15 -Q.0B37EY 551.7856 1102, 564 =) E 6 (8333001 833.36801
HIING RIS COVEraa 3 % +0.192675625.3198 1249632 10 F 5 8043175 8043175
Intensity Coverage: S0 X%
Protein Localisation: 42 56 +0. 13027 674, 854 1348.701 11 W 4 Ba57.249] B57.2459]
+0.0430560 739 3753 1477.743 12 E 3 558.1807 -0.228B856 558.1807
- O058Te 790 BEEE 1592 .77 il O 2 4259 1381 429 1381
175%.7a% 1759 709 14 5 1 314.1112 -0.05412a 3714.1112
15 k 15 N [ [ 147 1128



Source: 20120314 _WR_TripleSILAC_pTILI TZ2_F17
Scannumber: 14521
Protein: B5UT3180; metl; metE
Peptide Score:  107.33
Method: IThS; CID; 2
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hass: 2330.11551 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 187.0866 1 W 20
Retentiontirme: systern.Collections. +0.007453 +0.034267 286,155 2 W 19 2173.063 1087035 +0.251721
St il ~0.003315 414.2136 3 Q 16 2073.904 1037.501 -0.1170265
Mass Error [ppm].  -0.46524
PEF 8 4787E-11 -0.06a1256 527 2876 g | 17 1945 8936 G733 4715 +0.202241
Precursor Type: MULTI 042 3246 o D 16 1832 EB5Z +0.343234 91692585 -0.0359907
7, 3672 a] E 15 (VEYEBZS 859 416 +0. 133843
Hag. 41959 o F 14 15BE.78Z -0370189 794 8947 -0.025943]
G359 4571 =] A 13 1491.729 +0.436847/1491.72%9
1052541 8 I 12 1420 692 S10.8408  +0.079706
3 3l 10 W 11 (1307 a08 1307 608
) . 1332.624 11 T 10 1208.54 +0.0057599 1208 54
general information
oy 14 af 2 1403 . 661 12 A G T027.526 5142665 0014764
Arminofcds Coverag 67 % 14090.6093 13 & 8 DSLo. 4887 LLhe 4887
it A s e L G R VSEETES |14 5 7 8594567 569 4567
Protein Localisation: 200 ... 220
TF0B. Fa7 15 E A FE2. 4246 FEZ2. 4246
1821.794 16 O 5 |@33.382 +0. 171968 653 382
1920 863 17 W 4 |538355]1 [=0123233. 53 8.3 55]
2076, 964 18 F. 3 439 2887 439 2867
2133 985 15 o 2 |283.1B56 283, 1856
2205022 20 A 1 2261641 220, 1641
A1 K 1 SO il P i e



Source:
Scannumber:
Protein:
Peptide Score:
Method:

20120314 _WE_TripleSILAC_pTILITZ_F17
4471

acch; BSUZA210; yitl

107 .24

[TMS; CIG; 3
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hass: 1144.45032 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz Systerm.Collections,
Charge: System.Caollections, 164.071 164.071 1 v 9
Retentiontime: Systerm.Collections. - 027 235108 +0.07a5%35 108 2 i} 5 982.424 G52 424
atOte 10 e 322,14 +0.1508422.14 3 3 7 911.387 -0.0796 911.387
Mass Error [ppm]:  0.125849
PEF- 00015354 421.208 -0.07107 421.208 4 ) B 824355 +0.18074524 355
Precursor Type: MULTI 518.261 < T 5 F 5 725287 +0.05505%63. 147 +0.0648°
gl:"l:[d.l AT LT FPRAULeri
e 2 af 10 BE5. 255 BE5.259 4 5 4 (628234 +0.1365@28.234
AminoAcids Coverag 70 % 800,286 g0 280 | F D 3 461.235 461.235
IEeraly Shwerale, 100 % 925,345 025345 8 Q 2 346,208 346,208
Protein Localisation; 12 ... 21
+0. 05365600, 195 G0 352 O o, 1 TS Z1TE:ASE
110 kK T 1 i 147 113



Source: 20120214 _WR_TripleSILAC_pTILI TZ2_F13

Scannumber: 13370
Protein: B5UZFEERD; yrzr
Peptide Score:  171.35
Method: IThS; CID; 2
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hass: 2239.55554 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz Systerm.Collections,
Charge: Systern.Collections. 18202 182,021 1 T. 18
Retentiontime: System.Collections. +0.071367 209 053 269053 | 2 5 17 2059 9% 20559 95
atOte g CT 383.006 +0.03352583.096 3 M 16 1972.96 1972.96
Mass Error [ppm]:. 0.052471
FEF- S PE0SE-40 509,176 -0.0374 5659176 4 i 15 1858.92 829 963 -0.0052
Precursor Type: |0 aEZ. 26 bEZ. 26 o I 14 1672.EB4 H30.923 +0.1917F¢
F39.281 F39.281 a] o & (PSS FEOZE]1 +0.0200!
g ala 25818 | E = EEC AN R Vet as
G955 356 855356 8 E GO B o e 1415.7
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2 ; 11471.42 +0.0732817141.42 10 o L= GO e 579312 +0.1904
general information
e 15 of 19 1269 48 +0.090081269. 48 11 ] g8 1100.59 200 801 +0.2758:
Arminobcds Coverag 79 % 1398.52 1398.52 12 E 7 [972:536{-0:0573 |9F72.536
tenlb abverads, 100 % 1469.56 -0.4205 1469.56 13 A 6 843403 +0.04071843 403
Protein Localisation: &0 .. 98
1582 .64 -0.3585 1582 64 14 I 5 F72.456 -0.0863 F72.456
S Ye¥il-p8 [ 15 E 4 6559372 -0.023 @59 372
C4+0. 1683 920 867 -0.35%48 184073 16 E 3 (53033 +0.14872530.33
05245877 4059 1953.81 17 I 2 401.287 +0. 1066 407 287
+0.2BE321033 .95 20869 18 I 1 28203 -0.0131 288.203
BRE] E 0o FS 119 175116



Source:

201202314 _YE_TripleSILAZ_pTILI T2_F13

Scannumber: 21814
Protein: B5UZ2360; M1SME; w=jG
Peptide Score:  131.83
Method: ITHS; CID; 2
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hass: 1156.50653 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 168.00563528 1 5 9
Eetentiontitme: System.Collections., 285 0642128 2 i 8 1034.5414714 S17.77437392 -0 2890834
L Lalaan! +0.1915407 42412279031 3 Q 7 GOG 482809386 -0.0564412 453 74508516 +0. 1524078
Mass Error [ppm]:. -0.75078
FEF- 1 0753E-05 +0. 21563598 5251704688758 4 T B 77842431835 +0.057586814 Fr8. 42431835
Precursor Type: MLLTI +0.058728172 2021814726 5 T 5 BYFF.37eR3TEE +0.048533 339719185717 -0.4479957
gl:lll:[d.l ITINLAT TR
ey & of 10 L i 1= I 3] F 4 570 3289594 40068447122 5760.32859554
Arminofcids Coverag 50 % +0.2513623 784 3080245 7 A 3 47927619555 4709 27819555
IeH I e balEs 1050 073 35061799 8 E 2 40B 23008176 +0.1202322 408 230908176
Protein Localisation: 2 ... 11
1051.4087955  § i 1 279 19048867 +0.0975787 279 19048867
110 K ] 151 13791115 151 1TA791115



Source: 20120214 _WR_TripleSILAC_pTILI TZ2_F13
Scannumber: 4338

Protein: BSUZE020; =odfA; wqgl
Peptide Score:  93.84
Mzthod: ITHS; IO 3
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m/z [amu] )
s
hass: 1166.5343 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 72.044350254 1 A 10
Retentiontirme: Systern.Collections, P A - S e W G 1096 5034302 -0.09659361] 1096 5034302
St Soneen 300.15539727 3 E § DD7.43501632 40922114639 +0.040145]1
Mass Error [ppm]. 0.85744
S L ~0.194256 35717686095 4 & 7 868.30242323 +0.1076378 868.30242323
Precursor Type: MLLTI 471.21978844 & M B B11.37095495 811.3705595
general information Bh2 23379732 6 T 5 BLF IZE0IZ06 -0 1106855 697 32803206
Annotation: Gofll 22T LYY ¥ o 4 510371402317 516.31402317
Aminofcids Coverag 73 %
Frer o Couctane. |36 % B36.354597509 8 | 3 445 276909359 -0 3525372 445 27680930
Protein Localisation: 42 ... 52 -0.08559305 Q7. 39208888 & o 2 33219284541 +0.20724 332.19284541
-0.099323 1021.4350763 10 M 1 261.15573162 -0.0046086 20T 1557518
11 K 0 147 11280417 147 11280417



Source:

201202314 _YE_TripleSILAZ_pTILI T2_F13

Scannumber: EOFT
Protein: BsUz8290; ilw
Peptide Score: 1594
Method: ITHS; CID; 2
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L oz s 357 1760 -0.07G458 357 1760 3 Q G ©8453553 400868510
Mass Error [ppm]. -0.034267
FEF- = 1185E-10 471.2198 471.27108 4 M 5 F17.2987 40 105795
g Precursor Type: MLLTI 282413 +0. 155904 528.2413 5 1 4 wO03.2538 -0.15885]
Annotation: 7 of g 705.2553 708.2553 | & T 3 5462323
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Intensity Coverage: 68 % I e a7 F 2 3052183 40218436
Protein Localisation: Z80 ... 288 +0. 175342 4564 1584 -0.292429 927 3808 o] fay 1 218.1499 40072174
e K N 147 1128 +0 1207H



Source:

201202314 _YE_TripleSILAZ_pTILI T2_F13

12

Scannumber: 91 24
Protein: BSU21770; ilwA
Peptide Score: 17344
Method: ITHS; CID; 2
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Source:

201202314 _VE_TripleSILAZ_pT1L1 T2_F21

Scannumber: 2087
Protein: BSUZE300; glyA; ghy; ipc-34d
Peptide Score:  151.2F
Method: ITHS; CID; 2
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Saurce: 20120325 _ VR _Bzu_TripleSILAC_pL2ESLSrep_FO2

Scannumber: 11810
Protein: B5U324390; estB; pnbA
Peptide Score: 945
Method: IThAS; CID; 2
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Retentiontime: System.Collections. 288155 285 155 2 W 36 |3783. 785 W o
2C0tH T S 442 2561 +0.00087 442.2561 3 R 35 3684.716 3684.716
Mass Error [ppm]:. -0.42109
FEF- 8 SAR7E-76 571.2987 +0.030695% 571 2987 4 E 34: 13528815 Rt
Precursor Type: |0 B85 3418 +0.072535 BELI416 o M a3 |8 5rs 2300 573
FO98. 4257 -0.007608 TO9E 4257 ] I 32 13285 .53 328553
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Source:

201 20325 _WR_Bsu_TriplesILA_pLZ2ESLSrep_FOZ

Scannumber: BEAZ
Protein: B5U203220; leus
Peptide Score:  105.39
Method: IThS; CID; 2
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hass: 2047591142 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 114.0913 1 ! 16
Retentiontime: Systerm.Collections. 000485935 +0.093703 277.1547 2 ¥ 15. (1951.B62 G760.4348 +0.232930
St [EE ik ~0.006807 391.1976 3 M 14 1788.799 504.0032 -0.054064
Mass Error [ppm].  0.29273
PEF- 000012059 5. 250 g o] 13 |1a74.75a B37. 8817 -0.430123
Precursor Type: MLLTI SYB.277E6 5 o 12 1546 698 7738524 40118927
FOT 3387 5 Ml 11 1489.67a 7453417 -0.000352
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-0.3458059 533 4863 = I 5 1245552 +0.2024571 1245 552
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Annotation: 12 of 17 B e 10 E 71075 4465 107 5. 4465
AminoAcids Coverag 71 % +0, 168728 1233.593 11 M b 945 4035 046,403 5
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1476.679 13 E 4 F18.3176 T
G2 . Te8 14 k. 3 |SBE92TS 589275
1743 828 15 el 2 453 1858 453. 1658
18910 827 16 5 T 13221254 |-0.T36135:1322.1254
17 kK 1 R I i i 207 M R




Source:

201 20325 _WR_Bsu_TriplesILA_pLZ2ESLSrep_FOZ

Scannumber: 2024
Protein: atpA; BSU3ES30
Peptide Score: 14787
Method: ITHS; CID; 2
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iz System.Collections,
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L iz cataicted 417 1580 4171589 3 K O 114760 5743488 +0.028438
Mass Error [ppm]:.  -0.54427
FEF- 7 Q479F-15 455 2368 4588.238 4 fay 8 T211.581 -0.030848 1011.581
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740 3212 +0.195868 746.3212 3] E B 811.5015 -0.041351 811.5015
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Annotation: 100f 12
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+0.1894713 580.7881 -0.208017 1160 589 10 | 2 381.2951 4003037 381.2595]7
1273.653 +0.0860568 1273.653 11 | 1T 2882111 +0.073357 2082111
12 K ] 155 127 15512



Saurce: 20120325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FO4

Scannurmber: B112
Protein: arof; BSUZ2A750
Peptide Score: 156.58
Method: IThS; CID; 2
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atOte ik dn 383.0062 383.0062 3 T 8 1133.683 567.345  +0.058354
Mass Error [ppm]:. -0.2625]1
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Precursor Type: |0 025 2220 025 2220 o | 6 903.5924 4005294 452 2008 -0, 1817805
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-0.04009% 632 8003 -0.1625%22 1264 593 10 ] 1 |279.1985 279 1965
11 K 0 15T 1470 151 137G



Source:

201 20325 _WR_Bsu_TripleSILA_pL2ESLSrep_FO4

Scannumber: 82513

Protein: B5U2F120; fha; fhal; fhakf; tsr
Peptide Score:  FA.6G

Method: IThS; CID; 2
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Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FOS
Scannumber: 2BE1

Protein: BSLIT 3180 mets; metE
Peptide Score:  20.24
Method: ITHS; CID; 3
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Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FOS
Scannumber: 33313

Protein: B5SUT1E5470; pyrF
Peptide Score: 14324
Method: ITWS; CID: 3
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Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FOS

Scannumber: B130
Protein: B5UQO420; wabl
Peptide Score:  FE.ES
Method: IThS; CID; 2
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1264 535793 +0.2207884 1264 5357093 10 I 1 26019686815 -0.0B27015
11 K 0 147 11280417



Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FOS
Scannumber; EEE3
Protein: BSUT 8000; citk
Peptide Score:  151.319
Method: ITWS; CID: 3
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Saurce: 20120325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FOF
Scannumber: 2E2E
Protein: BSUZ25400; yqet
Peptide Score: 10247
Method: ITHS; CID; 2
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Scannumber: 4158
Protein: B5UT13130; prof
Peptide Score: 9277
Method: ITHS; CID; 2
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Source:

201 20325 _WR_Bsu_TripleSILA_pLZ2ESLSrep_FOA

k= 4



Source:

201 20325 _WR_Bsu_TripleSILA_pLZ2ESLSrep_FOA

Scannumber; 9050
Protein: BSUTE100; such
Peptide Score: 95428
Method: ITWS; CID: 3
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Source:

201 20325 _WR_Bsu_TripleSILA_pLZ2ESLSrep_FOA

Scannumber; 94 30
Protein: B5SUOZET10; =rfA3; srifc
Peptide Score: Frd2
Method: ITWS; CID: 3
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Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_F1E

Scannumber: 10208
Protein: B5UZ223470; spallAf
Peptide Score:  15E.29
Method: IThS; CID; 2
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iz Systerm.Collections,
 iarar Sretom dllechans, 116.0542 116.05342 1 O 28
Retentiontirme: Systerm.Collections, 2370602 23T 0572 2 ] 2F 3264 858 3264 658
St el 344.1452 544.1452 3 | 26 3149.631 5149 631
Mass Error [ppm]. -0.29749
e e 500.2463 5002463 4 R 25 3036,547 3036547
Precursor Type: %0 B37.3052 40027575 637.3052 5 H 24 2880.448 2880, 445
+0.25598 3756983 +0.032370 750 3803 a] | 23 (2F43:38F 1372197 +0.142585
+0.199749 425 2325 -0 178675 849 4577 7 W 22 |2B30:303 1315.655 +0.3759323
+0. 2718203 481.7745 Qe 5418 =] | 21 |2531.234 1266121 -0.158491
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-0 177182 817.4308 1633 854 14 5 15 (1833.8F 174384 -0.017725
1780.923 1780 923 15 F 14 1746 838 839224 +0.26568]
general information 15927.958 1927.5958 14 M 13 15959769 +0.1715953 1559 765
Annatation: 21 of 29 2042 085 2042 685 17 B 12 1452 734 -0.431402 1452.734
AminofAcids Coverag 72 %
Intensity Coverage: 51 % 2205 584 2209984 185 5 11 1337.707 +0.08%804 65% 3571 +0.47598452
Protein Localisation: 41 ... 69 22897 016 22897 0146 15 5 e (F170.T08 T FO 00
+0. 2695957 1177.522 2354.037 20 i & 1083.676 1083.676
2467 121 2467 121 21 | g8 1026655 TG DS
2524.143 25241453 22 o 7 G13.5705 457 2891 +0.1285865
A i R T 23 W A H56 5454 856 54504
2736.295 2736.295 24 I 5 757.481 -0, 118791 757.481
28459 375 2849 370 25 | 4 644 307 bdd 3597
2905401 2905401 26 i 3 531.3125% +0.146627 531.3129
062 502 02 302 27 F. 2 47420174 474 2574
3225565 3225565 (28 ¥ 1 318.1503 +0.234656 318.1903
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Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_F17
Scannumber; £az4
Protein: BSUQE200; wdjH
Peptide Score:  1E0.EF
Method: ITWS; CID: 3
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hass: 1241.47132 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 5802874 SH.02874 1 o il
Retentiontirme: Systern.Collections, { B ER T TF 20502 2 o 10 1185 457 503 2322 +0.14172
atOte FEdkpae 216.0575 +0.096454 216.0979 3 T 0 1128436 1128.436
Mass Error [ppm]. -0.064566
FEF- S 5138E-75 30312599 +0.035586 303.1295 4 5 B 1027 388 +0.021968 1027 388
Precursor Type: |0 4606, 1932 45, 1932 o Y F 940 358 +0,158428 940, 3 56
o0 A T SEFZ 25T a] 5 b (FPT.2927 +0.168228 777.2927
general information
. al10.246a7 102467 o o S5 BL0.2enyd -0 103271 0902007
Annotation: 10of 12
ArminoAcids Coverag 83 % FEF 2451 Frr. 2451 =] 5 4 5§33 23592 B33 2392
Intensity Coverage: 50 % 033.3462 -0.00117 0333462 O . 3 466.2400 466, 2400
Protein Localisation: 243 ... 254
990 3677 +0.047313 990 3677 10 o 2 3101387 3101397
+0.094 794 5309 2035 0023107 10774 11 = R P T B 253 F183
12 F 0 e nRAaR Taa OR6e3



Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_F19
Scannumber; 2812
Protein: B5UQT 230; rplP
Peptide Score:  170.89
Method: ITWS; CID: 3
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hass: 128548226 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 157, 108387459 157 10838749 1 F. 10
Retentiontime: Systerm.Collections. 2EBH. 15098059 +0 0351156  286.1509805% 2 E G 11303885196
iﬂ“""f:E e ‘;%Efg;g 41519357365 +0.0071708 41519357365 3 E & 1001.3459265 -0.3252874
ass Error [ppm]: -0,
FEF- S 0957E-35 a2 g2 rradTar 52827703707 | 4 I 7 BF2.30333345 -0.000538
Precursor Type: |0 SEL. 200701359 SEL.200701739 & o B 7LD 2159260947 400076552
general information a4 32058571 B4z 32056511 6 i 5 70219780574 +0 0200287
Annotation: 10a0f 11 FP1.383 15821 -0.039855 L33 Fa82Y | & E: 4 845 17034202
Aminofcids Coverag 91 %
renerCateiage 6o % B58. 39518662 +0.0894938  H58. 39518662 8 5 3 51813374892 -0.0720424
Protein Localisation: 134 .. 144 72 42811407 -0, 1102757 72 43811407 O M 2 42010172051 +0. 16859704
+0.04571224 551.2439917182 -0.0025578 1101 . 4807072 10 E 1 31505879307 +0. 1258993
11 5 0 NMEEO0TATSGGY 40 137474k




Saurce: 20120325 _WE_B=u_TripleSILAC_pL2ESLSrep_F21
Scannumber: 4471

Protein: BSLIZ23290; jlwz
Peptide Score: 11871
Method: ITHS; CID; 3
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hass: 953.43253 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
Charge: Systern.Collections. 130049865958 1300459865958 1 E o
Fetentiontitme: Systerm.Callections. 207.05898335 207.08898335 2 i) 7 BTV 39717425
L 11821 b 30015530727 -0 0854815 30015539727 3 W 6 7OE 36006047
Mass Error [ppm]:.  0.0391
i T 36522381118 35022381118 4 Y S G07.20164655 +0.0143227
g Precursor Type: =0 STl S 2V E 5 5 4 5898 223232683 +0.07805975
Annotation: 6 of 9 665209058392 +0.0282027 66529058392 6 W 3 431.22487382
AminoAcids Coverag 67 %
R e e g ~0.2304143  368.66748700 -0.0485220  736.32760771 7 A 2 332.1564509 +0.0173682
Protein Localisation: 334 ... 342 504 358627527 -0.1015482 B4 38627527 o ) 1T 261.711934611 +0.0546958
0 M [ 133 DARO7RES



Source:

2071 20508 _WR_Bsu_TripleSILACrep] _pT1 L1 T2_FON

Apsuajuj

2

Scannumber: a0za
Protein: B5UT12249; ywoz'y
Peptide Score: 15045
Method: IThS; CID; 2
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iz Systerm.Collections,
Charge: System.Caollections, 164.070605 1 T 10
Retentiontime: Systern.Collections. +0.04715884 278.11353245 2 M 8 |1432.58933075 F16. 80029217 -0.42571594
St Lalliog +0.0845042 42518194637 3 F 8§ 1318.5503804 +0.0716899 659.77882845 +0.0648605
Mass Error [ppm]. 0.1857
FEF- P 0362E-186 -0.0373281 5HE.24527491 4 i F 117 1.4819665 +0.1667151 1171.4819665
Precursor Type: MULTI F51.30800344 & b B 1008 418638 -0.0743387 1008.418038
general information B98. 37701736 @ F 5 B45 35530944 +0 0841437 E45 35530944
Annotation: Sofll +0. 1042 10268.4355540 7 ] 4  BobE 28eELLEY poOE 28080552
Aminofcids Coverag 82 %
T e B +0. 0590503 1154.45947724 & ] g (57022837180 AT ZZ283 180
Protein Localisation: 68 ... 78 +0.07927 168 1282.5527459 O ] 2 442 1697405 442 1697405
1445 55711087 10 5 1T 314111162599 +0.1103584a6 314.71111625%
11 K 0 147 11280417 147 11280417



Source:
Scannumber:
Protein:
Peptide Score:
Method:
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201 20508 _WR_Bsu_TripleSILACrep]l _pT1L1 T2_FON
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hass: 231007717 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
g System.Collections. 182213 T8 013 1 T 15
Retentiontime: Systerm.Collections. 279,074 279074 2 F 18 2138.0880 106% 548 +0.08201
St 0 2 376.1268 376.1268 3 P 17 20471.033 1021.02 +0.337823
Mass Error [ppm]:  -0.38958
PEF- 5 QBETE-06 52-3: 18952 53 1952 4 F 18 1943 .98 G722 45930 -0.021537
Precursor Type: MULTI S04 2323 S04 2323 5 A, 15 1796512 B98. 9554 +0,150121
07 3164 07 3164 5] I 14 1725 874 803 4409 +0 087074
-0 1895067 397 6770 7894 3484 7 5 13 1812.79 40192125 806 8988 -0.038679
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general information {287 R T23 514 11 £ 8 1211.636 -0.174331 1211.636
R oarz 1366.556 1366.556 12 E & 1082.593 -0.002099 1082593
AminoAcids Coverag 75 %
Intensity Coverage: 56% 1465625 1465625 il W £ 9535500 853.5508
Protein Localisation: 110 ... 123 1552857 LS 5L G657 14 5 6 8544822 -0.04252 8544822
1681.695 1681.695 15 E 5 7ar.4501 767 45017
1796.726 1796. 726 16 W 4 8384075 838 4075
1895 795 1895 795 17 W 3 523.38B08 -0.038578 523.3806
2057 896 2051 8598 18 R 2 4243122 424 3122
2164 98 2164 98 15 I ¥ 2682111 26827171
A0 k [ I Sl il e s



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_FO2
Scannumber; 102049
Protein: BSUZ2TE0; wiuth
Peptide Score: 1132.589
Method: ITWS; CID: 3
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hass: 164382580 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 168, 0056 168 0056 1 5 14
Retentiontirme: Systern.Collections, 282.04840 2EZ. 04860 2 M 13 1485 852 F43. 4294 40007335
atOte Ll aibe 379.1013 3791013 3 P 12 1371.809 686.4075 +0.170016
Mass Error [ppm]:. 0.28586
FEF- 000034226 478. 1697 478, 1697 4 W 11T 1274756 +0.200853 1274.756
Precursor Type: MULTI 5792174 5792174 o T 10 |1 T1P5a8y (0113424 11175687
092, 3015 092 3015 a] I 89 |1074.64 +0.01738% 1074 64
FO3. 3452 O3 3452 o T 8 96l1.5557 +0.036324 981 5557
general information B272. 3918 522 3918 =] E 7 |Ba0 508 -0.000348 8560 508
Annotation: 130f 15 +0, 173520407 2181 Loz 4280 8 A, B F3l.4654 F31.4054
s AU e T 1064, 466 1064 466 10 A 5 6604283 -0.001085 660 4283
Intensity Coverage: 438X
Protein Localication: 2 . 16 B e 3 55503 11 puf 4 LSED. 3012 +0.0743 SED. 3012
1248 587 -0.268434 1248 587 12 | 3 |518.354 +0.137431 518.354
1385 640 -0.23323 1385046 13 H 2 (40527 +0. 004067 405 27
14598 73 149873 14 I T |[268:2111 268277
15 k 1 TR B S (o T8 127



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_FO2
Scannumber: 11086
Protein: B5U132200; r=bRE; vkobB
Peptide Score: 297 .45
Method: IThS; CID; 2
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hass: 187794573 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,

Charge: System.Caollections, 88.039304876 1 5 16
Retentiontime: Systermn.Collections. 189.08098335 2 T 15 |1791.8252067 1791.9252067
St Z3EA40 260.12409714 3 A 14 1690.8775282 1690.5775282
Mass Error [ppm].  -0.64494
FEF- 2 EEA7E-199 -0.0045784 AFTI20818112 4 I 13 16128404744 +0. 1964508 1619, 8404744
Precursor Type: MLLTI +0. 0087303 4860, 2022251 o I 12 15067563505 +0.1048556 1500, 7363505
+0. 1997395 5E83.34498895 @ F 11 1393 6722865 +0.0850182 BE7 33578147 -0.0226428
0he 42005203 7 I 10 12966195226 +0.2551112 048 81330055 -0 3156578
-0 0205387 795 49740685 © W B  1183.5354586 -0.00762606 1183 5354586
general information +0.02800605  852.51893057 O o 8 1084.4670447 +0. 1005822 1084 4070447
Annotation: 14 of 17 -0.06a52217 06a7. 5458736 10 O 7 1027.445581 +0.1484131 1027 445581
ArminoAcids Coverag 82 % -(.0054259  1080.6299376 11 | 5 [D12.41863798|+0.1270774 |912.41863798
Intensity Coverage: F8X
Protein Localication: 174 . 190 0046407 1195 6568806 12 O 5  F99.334574 -0.0659583 788 334574
+0.2220548 1370.6708855 13 T 4 68430763007 +0.0546127 o84 30703007
-0 0529607 15057134826 14 E 3 B03 29362208 -0.0467959 503 29302208
+0. 0253722 1661.8145936 15 F 2 37425102899 +0.0778B95 3I¥V4. 25102899
+0. 1421891 1732.8517074| 16 i) 1 218.14991796 218.145991796
17 K 0 147 112804717 T4 11280417



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_FO2
Scannumber; 12472
Protein: B5UDO340; cys5; spnA
Peptide Score: 13421
Method: ITWS; CID: 3
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200 300 400 00 GO0 o0 a00 00 1000 1100 1200 1300 1400 1500
mfz [amu] 7.
i
hass: 1533.75603 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 168, 0056 168 0054 1 5 12
Eetentiontirme: System.Collections. 281.0897 281.0897 & | 11T 1375815 bEE. 413 -0.7114611
atOte Lt loa 3381112 5881112 | 3 G 10 1262.735 +0.270566631.871  +0.093864
Mass Error [ppm]:. 0.29858
FEF- 1 0327E-07 452.1541 452. 1541 4 M 8 (1205713 40062416 603 3602 +0.291791
Precursor Type: MULTI SO0 2225 SO0 2225 o F g8 10971.a7 -0.026004 1091.a7
B95. 2909 B9 2909 a] W 7944 80719 +0.158132 944 6019
general information TR e 2 BB s o | b B455335 +0.004073 845 5335
Annotation: 11o0f13 +0.417181 455.7253 G510.4434 o] W 5 (F3Z. 4454 732 44594
IURBRENS k0% 1047 502 —0.003805 1047.502 O H 4 £33.381 +0.001792 633381
Intensity Cowverage: S54%
Protein Localisation: 270 ... 287 1162.52% 1162.529 10 O 3 4963221 +0.015573 496 3221
T2r5:8¥ 002395171275 513 11 | 2 FB1.2951 40082371 381.2595]
1388.697 +0.159555 1388.697 12 | 1 268217111 +0.011223 2682111
14 kK [/ B L [ | ELem e e B



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_FO2
Scannumber: 1241319
Protein: BSUZ23500; drr; wqkM
Peptide Score: 14E.1E
Method: IThS; CID; 2
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hass: 2004.83672 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 118.0342155 1 D 15
Eetentiontirme: System.Collections., 297 04822838 2 T T4 1898 830783 1898 830783
St Tagel s 444.08362761 3 M 13 1717.8167742 85941202531 +0.4054796
Mass Error [ppm]: 0.23539
i Satis 545.13130608 4 T 12 1570.7813740 +0.2416064 1570.7813740
Precursor Type: MULTI a0 1527881 5 i 11 1489 7330965 +0.0330272 1409 73305905
F3g.211a8167 B H 10 1412. 7122327 +0.3612536 1412 FTYe2327F
+0.43813 14 925259089482 7 10 G 127568533209 +0.0537104 233205
034 333 58,F| B E B 1089 5740079 40 0852938 108G 57400759
general Iormition 1167.4176517 9 | 7 0B0.53141483 060.53141483
A tation: 130f 16
e +0.1061606 1208.4581363 10 M 6 84744735084 +0.1046511 847 44735084
Intensity Coverage: 34 % 1355.4755 11 i 5 Fled4oesanzd +0.0214175 F18. 40680624
sl s L R, +0.151546 1468563664 12 | 4 65938540251 +0.1702615 65938540251
-0 1880375 163 1.626595925 13 by 3 548 30133853 -0.057159485 ade. 30133853
1744 7110565 14 | 2 38 2380 +0.097067 383 23801
+ 0000852 18559 73795998 15 1 27015354602 +0. 1336211 270. 153584802
1A K ] 155 122007598 155 127002408



Source:

201 20808 _VWR_Bsu_TripleSILACrep]l _pTI L1 T2_FO3

Scannumber: 136
Protein: B5U23340; gap; gapA
Peptide Score: 108.72
Method: ITHS; CID; 2
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m/z [amu] )
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hass: 13594.64457 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 182.02128535 1 T 1
Eetentiontitme: System.Collections., 285 10534533 2 I T 1222.851741 GB11. 820950872 +0.01393a]
L UG- 2105 +0.1376411 42414754243 3 E O 1100 567677 555 2BF47ETI +0.1902454
Mass Error [ppm]:  0.21156
FEF- N 523.21835834 4 W 8 G980 52508389 -0.08458788 490, 78018018 -0.2194273
Precursor Type: MLLTI B10.24838475 5 i 7 881.4506609598 -0 0770923 B581.456060095885
aE1.285495854 6 A B 794 42464157 -0.11397286 794 42484157
general information
: B10.3280891ae4 7 E 5 F23.38752778 02585005 ST R RS
Annotation: 100f 12
ArminoAcids Coverag 83 % +0.042293% QR 42920266 8 F 4 5594 34493468 554 344834885
Intensity Coverage: 357 % +0.007145817  1081.4561457 O O 3 43824382366 -0.0884852 438243823668
Protein Localisation: #1 ... 82
1178. 5089085 10 P 2 323 21888062 +0.0802998 3232108 BAG:
1249 5400233 11 A 1 q@daled¥Ied s S2eleq 1l asT
12 K ] 155 127002498 155 127007284



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_FO2
Scannumber; E7d4
Protein: arof; BsUZ3750
Peptide Score:  101.319
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 1434.60335 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 72.0443502 54 1 A 11
Eetentiontime: System.Collections, 129.065853978 g i -0 (VL2587 185181
Belbe: L5 R +0.0542 590 242 149917958 3 | 9 1315565701457 +0.3289519
Mass Error [ppm]:  0.4013
FEF- 000031937 -0. 1054745 27101925 1055 4 E B 1202481637477
Precursor Type: MULTI -0.08055971 484, 270575035 ) | £ 1073.4359044381 01717104
B12.335152 5464 5] ] B 960 35495804
general information
: -0.04376a13 F41.377745043 o E 5 HBIZ.2064028ED
Annotation: 10af 12
ArminoAcids Coverag 83 % -0.066570 BY0. 420338739 =] E 4 TF03. 253809793
Intensity Coverage: 38 % ~(.0375528 G55 447281771 = B 3 574.211216605
Protein Localisation: 81 ... 92
+0.08055954 1122.5061583633 10 H 2 459 184273664 +0.03596643
12859 504552457 11 5 M = g it TR s T
12 Kk 0 155 1270024954



Source:

2071 20508 _VWR_Bsu_TripleSILAZrep] _pTI L1 T2_FOG

Scannumber: 11335
Protein: BsUz82380; lauf
Peptide Score:  154.39
Method: ITHS; CID; 2
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hass: 2061.54043 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 118.0342155 1 16
Eetentiontitme: Systerm.Collections. 22 1353 F053 2 E. 15 1955 9353828 1855 93538285
L g8, +0.2114527 38521939451 3 | 14 17008342717 00961126 1700 8342717
Mass Error [ppm]:.  -0.20546
FEF- 4. 0345E-20 +0. 0501878 480 26707208 4 T 13 1e8a. 7502078 +0.3024045 1686. 7502078
Precursor Type: MLLTI +0.24073517 557.30418077 5 A 12 1585 7025293 +0.07458145 1585 025283
-0.00ay2 BY0. 38825075 6 I 11 1514.6654155 15714 6654155
F27.400971447 7 i 10 1401.5813515 +0.0712364 F071.29437389%9 40 2009863
+0. 14719858 87447812839 B8 F G 1344 5598878 1344 558988785
general information 1002.53670589 O i 8 1197.4914739 1197.4914735
Annotation: 13 af 17 +0. 1263255 1149605715958 10 F 71089 4328964 +0.245082 1 1069 43258964
ArminoAdds Coverag 76 % +0.0057204 12646320628 17 O 6 02235448245 LG22 36448245
Intensity Coverage: 438X
A e T YT 1431.6304217 12 5 5 BOY. 33753942 -0.0254058 BO7. 337535942
15067307148 13 E 4 B840 33915806 b4, 33915806
+0. 115568589 1689.7156079 14 E 3 511.29658751 +0.1740241 511298658751
+0 003977 1802.798958718 15 I 2 382 25359459447 282 25389544
19716.84259593 18 M 1 289 16993043 209 18993043
17 K ] 155 12700208 155 127002584



Source:

2071 20508 _VWR_Bsu_TripleSILAZrep] _pTI L1 T2_FOG

Scannumber: ana2
Protein: B5UOQET 20; wdjF
Peptide Score: 9419
Method: ITHS; CID; 3
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200 300 400 00 GO0 oo a00 oo 1000 1200 1300
m/z [amu] )
=
hass: 1338.55287 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. F2.04435 F2.04435 1 A 11
Eetentiontime: System.Collections, 1851285 B 1285 g | -0 | V&S 50T t2 e S5
SEoie 221218 313.187 +0.1509526 313 187 3 Q o 1163.493 1163 493
Mass Error [ppm]. -0.025637
FEF- 00011772 384.2241 384.2241 4 A g 1035435 0111141 1035435
Precursor Type: MULTI 447, 24565 447.2458 ) i £ Be4 3575 -0.085563 904 3575
55 2ERS S5RZEBS 5] M B 907 .37al G07. 3761
general information
: a84.3311 -0.044631 a84.3311 - E T I s e ALY 1702 -0.006832
Annotation: gof 12
ArminoAcids Coverag 67 % 51 3295 gl B A = 5 4 2642905 6604 2905
Intensity Coverage: 36 % ~0,313534 48365815 066.3564 O D 3 487.2022 407.2022
Protein Localisation: 78 ... 89
1037.354 1037.3594 10 A 2 382.2852 400447159 382.2652
1183.485 -0.03ala  1193.455 11 . I - o s Adiddn)
12 Kk ] 155 127 Tl



Source:

2071 20508 _VWR_Bsu_TripleSILAZrep] _pTI L1 T2_FOG

Scannumber: 4381
Protein: BSUQEF30; wolhd
Peptide Score:  87.6G
Method: ITWS; CID: 3
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200 300 400 00 GO0 oo a00 00 1000 1100 1200 1300 1400 1500 ﬂ
m/z [amu] )
5
hass: 165275127 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 115.05020351 1 M 14
Retentiontime: Systerm.Collections. 21809788239 2 T 13 1547.7304754 1547.7304754
Belbe: BEBATES +0.1413862  330.14080984 3 I 12 14466827969 1446 68275965
Mass Error [ppm]: -0.39541
PEF- On10&ns -0.1598115 444 18373728 4 M 11 1332.639885%5 1332 0398855
Precursor Type: MULTI Sg 2 3eR0LTFE 5 F 10 1218.596942 400208775 a09 80210524 +0, 1884303
TOB. 23485955 @ 5 5 1121.5441782 +0.0234488 581.27572731 -0.4734202
FER 27197374 7 o, 8 954 54581934 +0. 1888608 954 545815934
general information G058.31450684 8 E 7 BEI.S0BTYOS55 4017735900 442 2575991071 -0.0052444
Annotation: 11 o0f15 00533003056 5 o 6 75440611245 +0.0778539 754 405711245
HINING RIS COVERaa 3 % 1066.383709 10 T 5 507.44464873 697 44464873
Intensity Coverage: 41 %
Pratein Localisation: 276 . 290 1222 4848201 11 F 4 595 39697025 S06. 39097025
Ig & 55F254 12 W 3 440 29585923 440 29585923
+0.20471578 14206210479 13 W 2 341.22744531 +0. 1170676 341.22744531
1507 6536783 14 5 1 242.155903135% 242 15903135
15 kK ] TSSO B e e P T



Source:

2071 20508 _VWR_Bsu_TripleSILAZrep] _pTI L1 T2_FOG

Scannumber: CEET
Protein: BSU15290; ft=2
Peptide Score: 2417
Method: ITHS; CID; 2
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200 300 400 SO0 GO0 oo a0a q00 1000 1100 1200
m#z [amu] | X
¥
hass: 1346.67063 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
Charge: Systern.Collections. OE 080040379 G5 080040319 1 P 10
Eetentiontitme: System.Collections., 22611881783 +0.002685895 22811861783 | 2 i g &% 6252787
L ZhaAni, 382 21072886 +0 0158058 382 21072886 3 3 8 1122 5666552 +0. 2874268
Mass Error [ppm]:. -0.08451
FEF- 0 0040454 479 27249271 470 27249271 4 F 7 |98 48558817 -0.136917349
Precursor Type: MLLTI 560.30452112 S S s 2 5 5 b H89.41282432 -0.03858009
general information B79 38585851 +0.02744918 7S 3IBESES] g I 5 FB2.3807959]
Annotation: Sof 11 + 0, 1058008 3897.2193945]1 -0.0335633 FRR AR RIS F M 4 Be9. 29573193
Aminofcids Coverag 82 %
T E T G27.490090068 +0. 08358235 921.4900%9008 8 ] 3 |555. 25380448
Protein Localisation: 325 ... 335 1088 . 48584489 1088 485844859 9 5 2 427.19522087
1201.572512%9 +0. 71658905 12013723728 1 I 1 280.19686815
11 K N i o i B e 1 e




Saurce: 201 20508_WER_B=u_TripleSILACrep] _pTILI T2_FOS
Scannumber; E218
Protein: B5SU32260; haorm; tdm
Peptide Score: 117.09
Method: ITWS; CID: 3
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hass: 1236.62255 Lodalton frass Ao dalton FMass & dalton Frass SE] & dalton FMass
iz Systerm.Collections,
EtaTaE System.Collections. 114.0913 114.05913 1 I 10
Retentiontirme: Systermn.Collections, +0.024832 2271754 -0.043858 227.1754 2 I G [1132.56
atOte LLeD L] 284.1965 +0.036774 25841965 3 G & 1019.476 -0.175378
Mass Error [ppm]:  0.18369
PEF 8 22N7E-N6 397 28049 397 28059 4 | 7852 4546
Precursor Type: MULTI 408,318 408.318 = puf b 849 37068 400659615
general information 5965 37660 -0.094458 596 3766 3] 0 5 [FFe3335
Annotation: Gofll -0 479383 3767425 00379595 752 4777 7 F. 4 BL50.2745
Aminofcids Coverag 73 %
er o Couctane. I51% BE7. 5047 0004677 BEF 047 o) ] 3 494 1738
Protein Localisation: 248 .. 258 24 5261 -0 108478 924 5261 O G 2 379 1408 +0.050023
10971 525 +0.028234 10897.525 10 5 1 3221254
11 K ) TS
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Saurce: 201 20508_WER_B=u_TripleSILACrep] _pTILI T2_FOS
Scannumber; EL22
Protein: BSUOEF20; thiA; thic
Peptide Score: 189577
Method: ITWS; CID: 3
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. 5 P 3.EE Vo 74,520
o 251.15%4) | ba-Hz0 | | bz |1062.406 e ?g i
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200 300 400 00 oo a00 ann 1000 1100 1200 1300
m/z [amu]
hass: 1410.6351 & dalton Frass SEQ & dalton Fnass
iz System.Collections,
Charge: System.Caollections, 137116438258 1 K 11
Retentiontirme: Systermn.Collections, +0. 1549043 251.159385745 & M 10 (12971.565701457 -0 2787142
atOte 125: 7005 +0.0862742 366, 186308777 3 D 9 1177.52277401 +0.0704877
Mass Error [ppm]:.  -0.063348
FEF- S 4741 E-45 -0.0TE65275 479 270372757 4 | B 1062 4958305978 -0 0060845
Precursor Type: MULTI 040 208731575 o i F 940 471700058 +0.06211
Fra. g 32 4er2 a] E B (FEZ. 4134081759 +0.0947095
general information
. 2460 348438450 o A g 83330815083
Annotation: 10of 12
ArminoAcids Coverag 83 % +0. 1543786 GFL 391031556 =] E 4 (58233371295 +0. 0395897
Intensity Coverage: 63 % 10465 428145343 e A, 3 453291108100 ~(. 10840
Protein Localisation: 561 ... 572
+0. 1676002 11559 512208324 10 I 2 |3BZ.25399447117 +0.0447073
Faya Sonkahiidd 11 M 1 2659 169930431 -0.00711987
12 kK 0 185 12700724054



Saurce: 201 20508_WER_B=u_TripleSILACrep] _pTILI T2_FOS
Scannumber; 2EERS
Protein: FOCIF4
Peptide Score: 1492
Method: ITWS; CID: 3
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m 1 ¥a I'J'IE:E"' i byt . i
E o ;31..-::951 ?z+.ﬁl=1:§5 be* vio¥ 135055&3 h§u i
! -,n;;“ bt | 5745145 1142.592 1674 [79E s
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i
hass: 1811.86232 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 137.116a4 137.116a4 1 k. 14
Retentiontirme: Systern.Collections, 285155 +0.241397 265 175 2 ]} 13 1652 EOB 1692 B0
atOte Taed8s 362.2278 562.2278 3 P 12 1564.75 +0.004214 782 8785 -0.294805
Mass Error [ppm]: 0.23989
PEF- 5 COn7E-1% dal.29a62 -0.07a406 461 2962 4 Ly 11 1467697 +0.15353a 14a7.a%97
Precursor Type: MULTI 589, 3548 SE9.3548 5 ] 10 1308.029 1368.625
583531 TEG353] 5] 5 § 1240.57 -0.1015919 1240.57
8703941 B70.35461] 7 M 8 |1T8r3:572 PO E N
general information 571.4437 §71.4437 = T 7 955 5288 5559 5288
Annotation: 11 o0f15 1072491 +0.071208 1072.4597 =) T B 858.4811 B5E.4811
el S 1186.534 1186.534 10 N 5 7574334 3792203 -0.178689
Intensity Coverage: 45 %
Protein Localisation: 68 . 87 Al g S 33303 11 £ 4 £543. 3905 643.35805
+0.038751 7248185 -0.21a124 1448.a3 12 O 3 496.3221 4560 3221
1561.714 +0.023054 1561.714 il I 2 381.2951 40012975 381.2595]
-0.442763 B37. 9026 +0.311182 1a674.7598 14 I 1 2682111 +0.044487 268.2111
15 k 15 e [l [ | B e i



Saurce: 201 20508_WER_B=u_TripleSILACrep] _pTILI T2_FOS

Scannumber: 94 21
Protein: B5U22750; metM; yusC
Peptide Score: 171.26
Method: ITHS; CID; 2
Yis Yim¥e® ya© ¥>* ya* ya* ya* ys"
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s . = B35.4672 | -
X} = ba—-H:z0 |
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300 400 SO0 BO0 Fao a0 qa0 1000 1100 1200 1300 1400 1500 ﬂ
m/z [amu] )
£
hass: 160672445 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Targe o P | e e 1300450 130.045909 1 E 13
Fetentiontitme: Systerm.Callections. 2371.0075 237.0075 2 T 12 1486.703 1486 703
L kalenad 344 1816 344 1816 3 | 11 1385655 1385 655
Mass Error [ppm]: 0.30599
e L 4722402 472.2402 4 Q 10 [1272.571 1272.571
Precursor Type: MLLTI 600, 2001 609, 2091 5 H S 1144.513 -0.185639 572 7599 4+0 377602
-0.323761 3a81.68952 400712403 7272 3832 & I 5 1007.454 40085187 1007.454
8354672 +0.146479 535 4572 7 | 7 894 35598 +0.1200711 894 3595
al inf at
Seotbhn bbbl 050.4942 +0.0531971 950.4942 @ D 6 |781.2855 -0.051617 781.2855
Annotation: 11 af 14
AmminoAcids Coverag 79 % 1065 521 -0.0712082 1065 521 = O L 6652586 +0.140304 656 2586
Intensity Coverage: 69 % T11868.56%9 +0.063042 1166.569 10 T 4 551237186 i o] SRR EE B
A3t e Sl A CRC 1237.606 1237.606 11 A 3 4501830 +0.212170 450.1839
1404 604 1404 604 12 5 2 379.1488 40011744 379 1468
14671.626 +0.320437 1467.626 13 i 1 [212.1485%5 212.1485
14 k n 1559597 5% -TEF



Saurce: 201 20508_VER_B=u_TripleSILACrep] _pTILI T2_FOE

Scannumber: 2253
Protein: BSUQEZED; quad
Peptide Score:  F9.82
Method: ITHS; CID; 2
¥e© yu® ¥r* ya ¥s
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200 300 400 S00 GO0 Foa 200 00 1000 1100
m#z [amu] ﬂ
T
hass: 1316.57633 Lodalton frass Ao dalton FMass & dalton Frass SE] & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. PR EST R 1 W 10
Fetentiontitme: Systern.Collections. +0.005985 229 1183 -0.075254 229 1183 2 E G 12268.529
L Al 300 1554 -0.072605 300 1554 3 & g 1097 487
Mass Error [ppm]:  0.14728
PEF 000s1146 A71.1925 A71.1925 4 i 7 1028.45
Precursor Type: MLLTI 5381909 5381905 5 5 B 85547124 -0.070578
general information Bon. 2494 Ba0. 2494 g Q 5 TEE 4141 -0.0420868
Annotation: Sof 11 H22.3508 S22 3505 a7 E. 4 Be0. 3555
Aminofcids Coverag 82 %
T L 051.3932 051.3932 o] E 3 504 2544
Protein Localisation: 99 ... 109 1114.456 +0.2045317 1114.458 = % 2 3752118 -0.172183
+0. 156255 586.2426 1171.478 10 o 1 2712.1485
11 K N L i



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_FOF

Scannumber: 45114

Protein: BSU2E2E0; wm gD
Peptide Score:  142.03
Method: ITHS; CID; 2
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200 300 400 SO0 EO0 Tan a0 900 1000 1100 1200
m/z [amu] )
=
hass: 128348556 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. 138 0662 138 0652 1 H =
Eetentiontirme: Systerm.Collections. 225 0082 40050712 2250082 2 5 8 (11554459 +0.057679 1155.4465
L g GHE 354 1408 -0.021608 354 1408 3 E 7 1068417 -0.077651 1068417
Mass Error [ppm]. -0.013992
PEE- 1 1605E-05 C17.20471 [+0.135065/517.2041 4 b 6 9303730 |4+0.070760 470 1008 -0.025808
Precursor Type: MLLTI 74,2256 574 2250 5 o 5 7783108 40146313 77a.3108
gl:"l:ld.l ITINLAT TR
T & of 10 F37.288%9 40074474 737 2580 5] i 4 7192891 +0.11686%9 71925897
Arminokhcds Coverag 50 % SE80.3188 -0.02263 GSE0.3188 7 b 3 5582258 +0.118495 556 2258
ISH T e bl s 1037.34 Vo7 34 g 7 2 313.1961 +0.027152 373.196]
Protein Localisation: 222 ... 231
-0, 1365852 569 6975 1138.3588 = T 1 256.1747 2568 1747
110 k ] %% 127 T5% T



Source:

201 20508 _VWR_Bsu_TripleSILACrep]l _pTI L1 T2_FO7

0

ot

Qo

aoag

oot

Apsuajuj

&

Scannumber: 120
Protein: B5U1EEQ0; comB; pnp; pnphA
Peptide Score: 110.EE
Method: ITHS; CID; 2
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1 bz-MNHz| i 5 i B77.489
. 253.1658 . bz-Hz0! = '
=g A L 7334255 | il b=
- Yz | E 34B.2282 E ' 91E 4445
¥ 212.1485 | | ' vz | - Vo
- 155.127 i | ' ‘ ‘ 7452735 | 1016.502
D_ ] ] 1 ] 1 T ] ] ] I I| ] |II T I| I| ] I‘ I| I I|I ] ] ] ] 1 ] 1 I ] ] ] ] 1 ] ] |I ||I I 1 1 ] ] 1 ] ] 1 ] ] 1 ] 1 ] ] 1 I |I ] 1 ] ] ] ] ] 1 I 1 1 ] 1 ] 1 1 ] 1 I 1 1 1 ] II ] 1 II 1 I T 1 1 ] II ] ] 1 ] I
200 300 400 SO0 Foa 00 a0 1000 1100
m/z [amu]
hass: 1120.56456 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.051340447 1 ! 9
Eetentiontitme: Systerm.Collections. 270.192451475 2 E 8 1018 501585058 -0 1719852
L 1 e L 4006250541 385210354507 3 O 7 BAED 40047403
Mass Error [ppm]:.  0.34429
FEF- 0.0007&702 -0.3315088 484 287805423 4 W B 7453735300885 -0.001582685
Precursor Type: MLLTI -Q.0303187 587 371872404 5 | 5 B48 305117082
gl:lll:[d.l ITINLAT TR
ey 9af 10 +0.047828 054 393336127 3] i g |53 221053101
Arminofcids Coverag 90 % F51.440059975 7 2 3 476, 199589378
ISH I e EAlE 20 ~0.1326302 018 444458708 g 5 2 370 146825524
Protein Localisation: 566 ... 575
075455822521 = i 1 212.14840a707 -0.07124a51
1100 K ] 155 1270020954 +0 1198842



Source:

201 20508 _VWR_Bsu_TripleSILACrep]l _pTI L1 T2_FO7

Scannumber: E1&82
Protein: BSUT 54 20; divlA; wlirmd
Peptide Score:  110.92
Method: ITHS; CID; 2
Yim yo? ¥z* Ya ya* ys"
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. va* o | s.BIsz 765.327 | ¥z !
& 227.2225 5 : b ETE.411 | L
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| ‘ | E 1292582 L
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200 300 400 00 g0 yoa a00 g0 1000 1100 1200 11300
m/z [amu] )
=
hass: 1438.66235 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 1150502 TSR0 1 M 11
Eetentiontitme: Systerm.Collections. 186 0873 186 0873 2 fay 10 (1333 .66 1233 65
L 11,3227 207.1143 301.1143 3 O O 1262623 6318152 +0256317
Mass Error [ppm]:  0.45153
FEF- 5 2744E-05 457 2154 -0.17991 4572154 4 E. 8 1147.5598 574 3017 400580172
Precursor Type: MLLTI 70,2994 +0. 161075 570.259%94 5 | S 881.495] G91.4951
583:3835 5533835 3] | B B758.411 -0.218412 878,411
general information
: FO7 4284 0472204 797 4264 7 M M e L +0. 1093668 765 327
Annotation: Qof 1z
ArninoAcids Coverag 75 % G260.46% 00174271 926.465 o] E 4 @B51.254 651.284
Intensity Coverage: 44 % +0.041126507.2542 +0.15038 1013.501 = 5 3 [5222418 B33 2415
Protein Localisation: 99 ...110
11726.585 |+0.01852511126.585 10 | 2 4352004 435 2094
1293.583 +0.0289444 1293 5583 11 5 1 322.125%4 322.1254
12 K ] 155 127 155 1TRF



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_FOF
Scannumber; Edd4
Protein: BSUT1E770; prki; wloP
Peptide Score: 1965
Method: ITWS; CID: 3
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200 300 400 00 GO0 o0 200 00 1000 1100 1200 1300 1400 1500
m/z [amu]
hass: 0 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 15710838745 1 F. 1
Retentiontirme: Systern.Collections, +0.0208304 30417680141 2 F 10 1450 58075359 +0 2839522 1450 5807535
atOte 134200 ~0.0186693 40522447988 3 i O  1303.5123399 +0.1206278 1303.5123399
Mass Error [ppm]:  0.15206
PEF 4.3146E-178 +0. 1177257 S18.30854387F 0 4 I 8 1202 46460615 +0. 1040641 a1, 735968587 -0.426948
Precursor Type: FEAE. +0.0948537 64030712138 & ] £ 10893805597 5 1085, 3805975
+0. 0622704 FE5400971447F 6 E 6 951 3220719598 Qe 32201998
general information
. +0. 07530604 BOO 430605751 7 D o BIZ279420BE -Q0.0D33307 H32. 2794268
Annotation: 10of 12
ArminohAcds Coverag 83 % +0.006T62 10719 4792506 8 E 4 FI17.25248385 +0.200458 F17.25248385
Intensity Coverage: 68 % +0.1190254  1148.5218437 O E 3 588.200809076 SEE.20080076
Protein Localisation: 280 .. 291
+0. 1576424 T2F5 5623283 1T M 2 459 16729766 450, 16729766
14600.5763372 11 T T 328 12681305 3o 1 2alT3us
12 K 0 147 11280417 147 11280417



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_FOA9

Scannurmber: 3720

Protein: B5UQ2530; webP
Peptide Score: 10243
Method: IThS; CID; 2
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Source:

2071 20508 _VWR_Bsu_TriplkeSILAZrep]l _pTIL1 T2_FO3

Scannumber: dd 94
Protein: B5U22020; ipa-52r; pd=E; wadB
Peptide Score: 162.38
Method: ITHS; CID; 2
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Saurce: 201 20508 _VER_Bzu_TripleSILACrep] _pTILTI T2_F11

Scannumber: arLa
Protein: B5UZ22170; yps
Peptide Score: B4 B2
Method: IThS; CID; 2
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20 k 0 15T 14706 T51 157G



Source:

201 20508 _VWR_Bsu_TriplkeSILAZrepl _pTIL1T2_F119

Scannumber: 13573
Protein: B5UT 2590; mtnWW; vkl
Peptide Score: 103288
Method: ITHS; CID; 2
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Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F13

Scannumber: 14523
Protein: B5U20E90; wiib
Peptide Score: 13875
Method: IThS; CID; 2
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Mass Error [ppm].  0.064794
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general information 736,32 TH9F TS a] I S F6B3.42486659] +0. 0485520
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er oo Couctane. 159% -0 1472255 L78.4543 54782 =] E 3 |S37. 26673863 +0.0546725
Protein Localisation: 2 ... 12 1125 5227608608 =) F 2 408224145534 -0.0040528
+0.0348808 12359 565656145 10 M 1 1261155731618 +0. 033752
11 K 0 147 112804171



Source:

201 20508 _VWR_Bsu_TriplkeSILAZrepl _pTIL1T2_F119

Scannumber; E3435
Protein: B5U3F120; fha; fhal; fhaf; tsr
Peptide Score: 21218
Method: ITWS; CID: 3
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Charge: System.Caollections, 114.051340447 1 ! 12
Retentiontirme: Systermn.Collections, +0.00953059 228. 1342675894 & M 11 1384610414506
atOte £lglBes ~0.0211022 327.20268181 3 W 10 1270.567487050 +0.0520198
Mass Error [ppm]. -0.0039725
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EEF3GEETYE3IH 5] E 7 B70.442136813 +0.0452899
general information -0.033188 8605.345138684 7 M B F47.399543717 +0.0325242
Annotation: 11o0f13 -0 052703 G093 403716195 = ] 5 |633.35661627
IURBRENS k00N 00244013 1106487780175 5 | 4 505208038750 £0.0308707
Intensity Cowverage: 55%
Protein Localisation: 230 .. 242 1193. 519808585 10 5 3 392.213574778 +0. 1078805
1280 55718385955 11 5 2 3051815946368 +0. 0456582
-0 1842877 13 51 588550 F 83 12 1} 1 218.145517958 +0.00590178a
14 kK 1 (ST I (™ o s o



Source:

201 20508 _VWR_Bsu_TripleSILAZrep]l _pTI L1 T2_F20

Scannumber: 13532
Protein: BsU29130; cit; icd
Peptide Score:  231.06
Method: ITHS; CID; 2
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hass: 16108065 &odalton frass =1 Lodalton Frass Ao dalton Fnass
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Charge: System.Caollections, 114.05134045 1 | 12
Eetentiontirme: Systemn.Collections, 227.17540443 2 I 11 1506.7443345 1506.7443345
L 2315062 5 304 17376325 3 g 10 1393 6602705 +0.0410234 1303 6602705
Mass Error [ppm]. -0.012825
PEF- 5 NE9E-59 541.24217716 4 F G 1226.681719117 +0.0020287 1226661719117
Precursor Type: MLLTI 54 32624114 & I 8 1079.5934978 +0.1731038 540, 30038714 +0.078397
+0. 1620563 7E82. 38481885 8 ] 7 985 50943383 +0.14686331 G55 50943353
general information Bo6. 42 774a] 7 M b H35.45085632 +0.0674542 838.450856832
Annotation: 10af 13 10254703392 8 E 5 724 407928587 +0.0359758 724 407892887
SIS LS COUERd g7 % +0.2136632 1138.5544032 O | 4 50536533577 +0.0248000 50536533577
Intensity Cowverage: 63 %
Protein Localication: 166 .. 178 -0 167395 1252.5973308 10 ¥ 3 482 28127179 +0.0544826 452 28127175
-0.07190718 1351.8857445 11 W 2  3B8.23834435 308.23834435
+0. 05259345 1465 708672 12 M 1 26859 16953043 +0.07968728 2659 16953043
13 K ] 155 12700208 155 12700208



Source:

201 20508 _VWR_Bsu_TripleSILAZrep]l _pTI L1 T2_F20

Scannumber: 14211
Protein: BSUT BEO0; nusA
Peptide Score: 20827
Method: ITHS; CID; 2
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Fetentiontitme: System.Collections. 25503706369 -0 00371025 255 037883659 2 5 Tl [as2:rimZrts
L afltienty 384 08025670 -0 0845203 384 08025670 3 E 10 12657442444 00258606
Mass Error [ppm]: 0.18145
i R 467 16432077 -0.0783833 40716432077 4 | o 11367016513 +0.1085204
Precursor Type: MLLTI B10.24838475 +0.0270669 Bl10.248358475 5 | 8 10238175873 +0. 1839874
T25 27532778 T2R.27532778 6 O 791053352332 +0.01731%9
general information F89n. 31244157 F9p. 31244157 7 A b 79550858028 +0. 066545
Annotation: 11af13 Q09 39650555 +0. 1789339 G058 39650555 8 | 5 T24.468594665
SIINBA LS LOUERdY 05 % 1010.444184 -0.0737617  1010.444184 O i 4 611.38540251 +0.0452005
Intensity Cowverage: 6%
Protein Localication: 2 . 14 1123.528248 +0.0957754 1123, 528248 10 | 3 51033772404 -0.0708977
12326612312 +0.0899585 s S T A 11 | 2 397 253800068 +0.0435201
+0.07176031 BE3. 33109077 02766092 1365 65459051 12 1 284.768959608 -0. 017588
13 kK [ § L e T B



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F20

Scannumber: 3294

Protein: B5U20530; vtnA
Peptide Score: 13824
Mzthod: ITHS; IO 3
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hass: 11582.50233 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 115050203591 11503020397 [ -] M 10
Retentiontime: Systern.Collections. 186.0873177 +0.0a5728 1 B&: 0B EF T FF 2 A, G 1068594673791
St FECEsal 257.12443149 +0.1542245 257.12443149 3 A 8 0084302653
Mass Error [ppm]:. -0.54322
FEF- 1 6007E-05 328.18154528 +0. 1848503 328.16154528 4 A, O 92¥ 393715151 401482514
Precursor Type: %0 300 19865006 +0.0500502 200 10EG5006 & A, b BL0 35003772 400478310
general information 4860, 23008747 480.23068747 @ 5 5 FB5.31892393 +0.115036
Annotation: 100f 11 e o s 2 RS EUEA | & 4 608 28080552 400508545
Aminofcids Coverag 91 %
eneiorCateiage Joa% FP1.3743916 400565776  FF1.37439176 B E. 3 56924430243 -0.0651642
Protein Localisation: 453 ... 463 HBES. 41731005 +0.1542142 88541731005 D M 2 413.14315914
+0.0471595959 400 754320975 -0.0248205 98 50138303 10 I 1 299710026395
11 5 I 1o R W L



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F20

Scannurmber:  B5E0

Protein: B5UZ21450; yalF
Peptide Score: 18265
Method: IThS; CID; 2
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hass: 1236.50646 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 244 0365 244 03659 1 i G
Fetentiontitme: System.Collections. A0T.0584 -0 122242 301.05584 2 Z =5 904 484 +0.056221 994 454
L 186462 400, 1268 +0.030019 400 1268 3 y 7 0374625 +0.002080 4602340 40044755
Mass Error [ppm]: 0.057821
e i 471.1630 -0.020854 471.1635 4 2 6 83830941 +0.038240 5383541
Precursor Type: MLLTI H860.1905 586019059 5 ] el F e +0.0551a 7Far. 357
gl:"l:[d.l IR AT IFTIAULET]
et & of 10 FO0 2338 FO0 233538 & [ 4 552 3301 +0.12434 852 3301
ArninoAcids Coverag 30 % +0.250456 407 1626 +0.223093 513.217% 7 | 3 538.2871 +0.083405 5385.2871
IeH T e bl S L 028 3448 +0.046614 028 3448 8 D 2 4252031 -007301 425203
Protein Localisation: &7 ... 66
T09l1.408 +0.0376068 1097.408 = ¥ T 310178l 40164871 310.176a1
110 k ] 147 1128 147 1128



Saurce: 201 20508_VE_B=u_TripleSILACrep] _pTILI T2_F21
Scannumber: L33
Protein: BSUT 23360; whwC
Peptide Score: 10115
Method: IThS; CID; 2
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5
hass: 177477356 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.05134045 1 | 15
Eetentiontirme: System.Collections. 185 12845423 2 fu} T4 16707148545 1670.7148845
atOte LA 25616556802 3 A 13 1589.6777711 800.34252375 +0.1595574
Mass Error [ppm]: 1.168
i Tl +0.2063354 384.22414553 4 Q 12 1528.6406573 1528 6406573
Precursor Type: MULTI 4417.245605826 5 i 11 1400 5820798 +0,. 1494876 1400 5820758
+0. 087347 STO-28820235| 6 E 10 1343 5606761 1343 5606161
+ 0 1200702 p9S 330789545 7 E G 1214.518023 -0.3317437 1214. 518023
B13.3737229 o] M B 1085475425959 40 09707959 1085 47542559
gEncral mrmation 900.40575131 9 3 7 971.43250244 +0.0012744 971.43250244
A tation: 12 o0f 16
e 957.42721503 10 G 6 58440047403 BE4.40047403
Intensity Coverage: 37 M -0.032995 1058.47485935 11 T 5 (B827.3790103] R e
i) S A +0.2206794  1186.533471 12 Q 4 726.33133183 726.33133183
1353. 53182088 13 5 3 SOE 27275432 +0.1657222 SOB. 27275432
1466 6158938 14 | 2 431.27435955 -0.1835414 431.2743955
16259 6792224 15 Y 1 31819033152 +0.106513 31818033152
16 K ] 155 12700208 155 127007208



Source:

2071 20508 _WR_Bsu_TripleSILACrepl _pTI L1 T2_F21

Scannumber: arzn
Protein: BsU3z2260; hom; tdm
Peptide Score: 15557
Method: ITHS; CID; 2
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mIz [amu] )
£
hass: 16187133 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, oB.02874015 1 G 13
Eetentiontirme: System.Collections. 171.112804717 2 | 12 |157F0. 71275595 FES Ea001E05 -0 1592734
L L 25814483258 3 g 11 1457 6286056 -0.1283204 72031798606 +0. 1174387
Mass Error [ppm]:  0.34085
g e 386.20341000 4 q 10 1370.5066672 +0.0763064 1370 5066672
Precursor Type: MLILTI +0.0953292 408 258747407 5 | O 1242.5380897 +0. 1152306 1242 5380857
00223474 Bo0. 335715255 ) T B 1129.4540257 =0 1056371 1129.4540257
71538209558 7 ] 70284083473 00130367 1028, 40683473
al inf at
Seotbhn bbbl _0.231654  844.40468367 8 E 6 913.37940424 G13.3794042 4
Annotation: 12of 14
T e _0.4257722 050.43163171 O D S 78433681114 +0.0787772 78433681114
Intensity Coverage: 51 % +0. 1422633 1072.5156957 10 | 4 8e%9 30956811 +0.2880933 a9 30988811
A3 e Sl A G 12395140545 1] 3 3 556.22580413 +0.0132706 556.22580413
13860 5824684 12 F 2 3B9. 22744537 +0.12958545 389 22744531
+0. 70071028 1473 614459858 13 5 1 242 15003139 +0. 16890478 242, 15903739
14 K M TEE 127FNN24A8 18R 127FNMNM2SE



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F232

Scannumber: 0349
Protein: BSUZ2F320; gref
Peptide Score:  151.2
Method: ITHS; CID; 3
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m/z [amu] )
m’?‘.
hass: 1551.71755 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 114.09134045 114.0597134045 1 | 14
Fetentiontitme: System.Collections. 22717540443 -0.0472945 22717540443 2 | 132 1447 6555791
euie ol 356521795752 35521795752 3 E 12 1334 5715151 +0.0819273
Mass Error [ppm]. -0.37485
i R 471.24454056 +0.1108334 47124454056 4 D 11 1205.528922 +0.1121913
Precursor Type: MLLTI SER.27188359 +0 0002722 S8 FTEBE SR =5 O 10 1090, 5071579 -0.1080347
043 29334731 043 29334731 g G G 97547503598 +0. 122193
FO00.371481103 FO0.31481103 7 i 8 918.45357223 +0.0561324
general information 567.313185985 +0.07a875838 B5a67.31316859585 B8 5 ¥ BA1.432710851 -0.0553385
Annaotation: 13 0f 15 OE1.3500973 G51.3500973 G M b 694 433749659 +0.0739407
AHRNGROt COEragnT % 10804245112 |+0.2837407 [1080.4245112 10 v 5 580 39082224 +0 0690777
Intensity Coverage: 55X
e S ey 11704520251 +0.224238  1170.4025251 11 Y 4 48132240833 +0.046723
-0, 1490773 Bl18.Fa083268 1236.57143889 12 i 3 3B2.253994471 +0. 151157
1349 59584528 13459 5984528 13 | N B e ] TR
1406 67159971668 -0.0052925 1408 61997168 14 i 1 212.748486671
15 I ] ) B T e el T




Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F232
Scannumber: B207

Protein: BSUQEF30; wolhd
Peptide Score: 12145
Method: ITHS; CID; 2
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200 300 400 SO0 B0 Fano a0 q00 1000 1100 1200 1300 1400 ﬂ
m/z [amu] )
£
hass: 1416.62557 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 148.07560038 1 F 13
Fetentiontitme: Systern.Collections. +0.0292497 2050977154171 2 Z 12 1278.5816855 1278581688559
L 1214405 262 11861783 3 & 11 1221.5602227 1221 5602221
Mass Error [ppm].  0.2397
B R 420116097665 4 g 10 1164.5387584 11645387584
Precursor Type: MLLTI 518149005068 5 i G 987 54039957 +0.1080745 G997 540395941
629 2330685904 & | g5 9105283712 +0.0673124 910 5083712
FO0.270718283 7 A 7787 42430722 +0.0454171583 399 21579184 +0. 38455
al inf at
Seotbhn bbbl 787.30221124 8 S 6 726.38719343 -0.0488756 726.38719343
Annotation: 11 af 14
T e T 844323674596 O G 5 §30.35516502 +0.1004014 63035516502
Intensity Coverage: 58 % G115 36078875 10 fa 4 582 3337013 -0.4253761 o S e
EERE: BpdleationD: [ 10434193663 11 0 3 511.2065875] 517.2965875]
+0.19245828 1156. 5034302 12 | 2. 38E 238 +0.0586819 FEI2 B0
+0. 18974285 3 s B S e b R e O 1 270153584002 +0.0410003 27015384002
14 K M TEE 127FNN24A8 18R 127FNMNM2SE



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F232

Scannumber; E3E19
Protein: B5U40420; purA
Peptide Score: 14254
Method: ITWS; CID: 3
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200 300 400 s00 E00 oo 200 Q0o 1000 1100 1200 1300 1400 1500
m/z [amu] )
]
hass: 1626725342 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 168.005635285 1 = 14
Eetentiontirme: System.Collections. TR ke R & 5 132 1464 7a30914a7
atOte 142 3abd +0.0418326 354, 106077611 3 W 12 1377.731063057
Mass Error [ppm]: 021733
e S +0.0275950 453.174401527 4 W 11 127B.662649141 +0.0413304
Precursor Type: MULTI +0. 12604753 H52.242005443 ) W 10 1179.564235225 +0. 2385284
e s B e 3] W G (1080.525821308 +0.03714297
FOE.332783083 - i g GE81.4574073582 +0. 11478972
general information BO9 3E0461557 = T 5924 4359436659 +0. 0350646
Annotation: 12 0f 15 G37. 4390390605 =] i b HZ23.3882651594
HEANGR s EBRORg IR0 % -0, 1803353 1123518352022 10 i 5 G695 3206876583 -0.092505]
Intensity Coverage: 60X
e e S +0.242655 1180.539815746 11 G 4 50D.25037473 +0.06365711
F285: 5006 7 58 F-£8 12 ] 3 452 228911006
+0. 1732408 1424 609351874 13 E 2 337 201967974 -0, 004052
-0 1878224 1481 630815598 14 o 1 208159374878
15 k 0 15T 127911154



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO7F

Scannumber; 11562
Protein: B5UT13370; citk; odhA
Peptide Score: 9521
Method: ITWS; CID: 3
Yiz ¥ia Wis Wiz ¥ Yim ¥e L ¥a ¥a ¥z
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m/z [amu] )
i
hass: 2573.22655 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 116.0342 116.0342 1 D 20
Retentiontime: System.Collections. 245 0768 245 0768 2 E 19 2459 206 2459 206
atOte 2Le b 381,186 381.186 3 K 18 2330.163 2330.163
Mass Error [ppm]: 0.68433
FEF- 0006057 2 172851 B2 s 4 k. 17 21594.054 2194 054
Precursor Type: |0 b4 2035 bE4. 20935 o i 16 2057.945 10259 4780 -0.393424
8133367 g¥3.336] a] E 15 1890 946 1890 946
25,4202 +0.022292 D2a 4202 o | 14 17681.904 1761.904
-0. 7145626 5372479 +0.7111532 1073 4589 =] F 13 1648.82 +0.297612 1648 82
1170.541 1170.541 8 F 12 1501.751 +0.134928 1501.751
1283625 1283 625 10 I 11T 1404 698 +0.09321 1404 698
) . f S e s e T 11 = 10 1291.614 -0.018527 1291.614
general information
—— 14585 684 +0.250327 1485 684 12 O 8 1204.582 -0.056079 1204 582
Annotation: Tdaf 21
Arminobcids Coverag 67 % 1648, 748 1a48. 748 13 Y 8 1089555 40017983 1089 555
N R e e B 1705.769 1705.765 14 G 7 92648921 926,492 1
Protein Localisation: 101 ... 121
-0.058179 908 9302 1818.853 15 I B Ba9. 4708 -0 103889 B89 4706
19715.901 1975901 16 T o |Fab 2865 7 o0, 3805
2045 5943 2048 943 17 E 4 6553388 +0.074789 655 3388
2177 DEG 2177.9868 18 E 3 |520.2983 -0.133045 526.2963
+0.39584 1154.018 2307 029 15 E 2 |FFT2EEF FEF 25T
+0. 400439 727056 2420 113 20 | 1 2682111 +0.07595%] 268.2111
21 k (2 ol 7 PR



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO7F

Scannurmber: 14108
Protein: BsUZ22730; ndk
Peptide Score: 10289
Method: IThS; CID; 2
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m/z [amu] )
o
hass: 2506.15961 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 150502 TS50 1 M 20
Retentiontirme: Systerm.Collections, 228.1343 228.1343 2 | 19 2393 163 23593 163
iﬂ“""f:E e Ill”fS-:EgS 341.2183 +0.058951 341.2183 3 | 18 2280.079 1140.543  +0.140457
ass Errar [ppm]: :
i e 4782772 +0.031472 4782772 4 H 17 2166.005 1084.001 +0.033167
Precursor Type: |0 S35 208 403405174 L35 2087 o o 16 20290936 2029 9368
F02.2971 F2.2971 a] 5 15 [1972.974 1972.974
H17.324 H217.324 o D 14 1805597 +0.100892 903 4616 +0.41729]1
G0g4 356 Qg 356 =] 5 13 16920 889 +0.169945 545 94581 +0.026954
101744 101744 8 I 12 1803857 [+0:355] 75| 1003857
1146.483 -0.226957 1146483 10 E 11 (1490 773 F45 8901 -0.0375559
s s YA 3500 233575 11 = 100 kS s -0.0859457 081,368 +0.225977]
general information
oy 17 af 21 1304 552 -0.384479 1304 552 12 A G 12746598 1274 6598
Arminobcds Coverag 51 % 1433.5594 1433.594 13 E 8 [1203.986] 1203.6861]
L”tE”?it‘iCDTF"a_EIE ﬂ:; - 1589695 1589.695 14 R 7 1074619 S37.8129 +0.272577
rotein Localisation:
1718. 738 -0.103487 1718.738 15 E g (8V8.53175 G18.5175
-0.403812 916.4147 83T 822 16 | 5 FHEHS. 4745 FEG 4749
1945 865 1945 865 17 M 4 Brfe 3008 +0. 192579 676 3908
2055 945 2058 9459 18 | 3 562.3479 +0.088304 562 3479
2206018 22068 078 15 F 2 4459 2638 +0.004358 4459 2638
-0.078629 1177.047 23 a3 OEE 20 F 1 302.195%4 +0.01171085% 302 1954
A1 K 1 SO il P i e



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO7F
Scannumber: 4070

Protein: bioE; BSU32030; yuid
Peptide Score: 13225
Method: ITHS; CID; 3
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200 300 400 00 GO0 yod a0a q00 1000 1100 1200 11300
m/z [amu] ,
]
hass: 13583.59235 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 20443590254 F2.0443590254 1 A 11
Eetentiontime: System.Callections, 173.08206873 173.09208873 2 T 10 1313 5634047
euie [l 23011353245 23011353245 3 G G 1212 5157263 +0.3955286
Mass Error [ppm]:  -0.61988
FEF- 00059303 A7 18194837 A77. 18194837 4 F 8 11554942625
Precursor Type: %0 491. 22487382 4401 22487382 5 Ml 7 1008. 4258488 -0.0545107
047 32595454 647 3259584584 & F. 6 894 38292117
general information
: Fa1.268971229 +0. 10645905 FBl.3e89122%9 7 Ml 5 F3BZ28181015 -0.0210065
Annotation: Sof 12
ArminoAcids Coverag 58 % +0.1742344 4459 717550371 +0.0508748 HO9E 42782415 8 H 4 624 2388827
Intensity Coverage: 49 % +0, 1550006 50625055823 400156998  1011.5118881 O | 3 487.1709097084
Protein Localisation: 1892 ... 200
+0.0704718 549 77559651 -0. 1413287 1095.54397a5 10 5 2 37409500688 +0.1512245
1265 5422754 1265 5422754 11 5 1 287 083875845 +0.0443579
17 T ] 120 0A551954



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO7F
Scannumber: FEO0
Protein: BsUz8290; ilw
Peptide Score:  F9.35
Method: ITHS; CID; 2
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e | e 109561 . bz N
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200 300 400 00 G000 Fod 200 g0 1000 1100 1200 11300 1400
mfz [amu] 7.
=
hass: 2014.5586 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 102055 FR2 RS 1 T 18
Fetentiontitme: System.Collections. 2071.1234 +0.0471029 20171.1254 2 i 17 1922 8973 1922 973
L #2340 272 1605 +0.15632 272 1605 3 A 16 1823 004 512 4558 +0. 198175
Mass Error [ppm]:  -0.18535
FEF- 8 S3664E-05 A71.2289 -0.0471152 371.22806 4 W 15 (1 Fs2:BaE BB 9373 40020585
Precursor Type: MLLTI 454.313 +0.04%9405 454 313 5 | 14 1853.795 5274031 +0.073754
541.35344 541.3544 3] i 13 [1540.715 TS +0.087433
+0. 455139 352 7025 F04.3978 7 bl 12 1483.693 F42.3503 -0.212045
7B81.4192 701.4192 o] i 1] [T320:63 132063
G28.4176 G28.4176 = 5 10 1203.605 1203.60%9
GinEral o aR To5a.47a -0.184771 1056 476 10 ] G 10S95.a] +0.7142907 1095.81
e 110f 19 1113.4598 1113.4598 11 o 8 S88.5516 Ge8.5518
AminoAcids Coverag 55 % 1250 557 40098623 1250 557 12 H 7911.5301 450 2687 +0.085128
inten=ly SoberRge, A0 % 1321.504 1321.594 13 A 6 7744712 774.4712
Protein Localisation: 19 ... 37
1458.653 1458.653 14 H 5 F03.4341 F03.4341
1525.685 1525 .65 15 fa 4 LHan 3752 o e
1842 .774 1642.774 Ta I 3 485 3381 -0.008943 455 3381
1 ERG B1F | et o T [ 2 |3B2:254 382.254
18659 901 1865.901 18 | T |deE @11 FloRFRS R
15 K ] TERETRRE 8 [



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO7F

Scannumber: gd 7o
Protein: B5UT2010; vkgB
Peptide Score: 2597
Method: IThS; CID; 2
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2 | | | G73.358) i it 1282.5585 | bid | ¥'E
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: | H oo B ' : 1911.821 |
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400 GO0 coo 1000 1200 1400 1600 1800 2000
m/z [amu]

s
hass: 260622626 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,

Charge: System.Caollections, 10007560038 1 Y 23
Retentiontime: Systerm.Collections. 2 ke eS| 2 H 22 2508.16046074 2508. 1640074
St gt +0.0818044 336.20301616 3 y 21 2371.1056956 1186.056486 +0.2070638
Mass Error [ppm]:  0.19659
PEF- 5 N642E-16 +0. 1204707 483.27143008 4 F 20 RAFROITIBINT 1136.5222791 +0.42401
Precursor Type: %0 SE0.32419393 5 P 19 2124 9688677 1062 9880721 +0.3112443
-0, 1376604 679 39200785 6 W 18 2027.9141035 10714, 4676902 +0.2958782
B807.45118538 7 ] 17 1928.847605 1828.847609
G36.49377845 8 E 1a 18007891125 GO0 B9819447 -0.07294065
RS RO B B D 15 1671.7465194 1671.7465194
1108.542185%2 10 i 14 1556.7195763 +0.2195106 778 8634264 +0.2704237
1185.5742136 11 5 13 14996981126 1450 69871126
00086754 1308.058277a 12 I 12 14712 0660842 1412 6660842
general information +0.0984525 14387168551 13 ] 11 1299 5820202 12599 5820202
Annotation: 15 of 24 +0.3290978 1603.715%213% 14 5 10 1171.5234427 1171.5234427
CINGRUNE DRERg )62 % 1700 7679778 15 P 5 1004 5250830 +0. 1280533 502 76618018 -0.0330250
Intensity Cowverage: 46 %
Praotein Localisation: 114 137 17595 8363917 16 W B S07. 47232004 +0.1594549 G077 47232004
1886 8084201 17 5 7 B0E. 40390813 BOE. 40390813
2071539110132 18 E 6 F21.37187772 -0.0483304 IR R
2086.948127 15 i) 5 5592 32928462 -0.0151367 502 32928482
2157 9852408 20 i} 4 521.29217083 ¥ B ]
22850447528 21 H 3 450 25505704 45025505704
2306 0978311 22 T 2 313.196714518 313.196714518
2453.1132948 23 i 1 212.1484667] 212.14846067 ]
2d K " TEE 127NN 5R TEE 127FNMN20GR



Source:

20120514 _WR_Bsu_TriplesILACrep] _pL2ESLS_FOA

Scannumber: 202819
Protein: B5UZT1110; wubF
Peptide Score: 11497
Method: ITHS; CID; 2
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200 300 400 SO0 00 Faa a0 a0 1000 1100
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hass: 11774875 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 157. 10835745 157. 10838745 1 E. o
Fetentiontitme: Systerm.Callections. 285 186896501 2E5. 166968501 2 ] 71022 39358708
L 11239683 300 20080245 300 20085245 3 M 6 B804 33530228 +0.3656255
Mass Error [ppm]:. -0.18127
i ey 527 26846505 527.26846006 4 Q 5 7B0.20237483
g Precursor Type: =0 B14.300495837 +0. 0806662 Bl14. 300495837 5 5 4 B/h2. 23379732 +0 2200084
Annotation: 6 of 9 +0.0709907 37618334335 +0.0099135 751.35941024 & H 3 56520176891
AminoAcids Coverag 67 %
R e e o +0.0467804 432.72537534 -0.0005421 56444347422 7 | 2 428.14285705 -0.0231671
Protein Localisation: 79 ... &7 +0. 20475948 4097 240671589 G893 456068731 o E 1T 31505879307 +0 1804953
0 ~ [ 18E O1T/RTQQG7



Source:
Scannumber:
Protein:

Peptide Score:

Method:

20120514 _WR_B=u_Trip
291338

B5U15550; =zat; wInB
1E0.59

[TMS; CIG; 3

S repl _pL2ESLS_FOA

¥z ya" ys* yz© W
pi
_ K I?I E I EjY G iYisS _
bz b= ba ba ba b=
[ Ry —a
= -5
- bz-NHz 2
] bz 7534141
= 3186.2298 bs e B
0 614.2508 @ | |
) ' ?::r:??? | bz o0
1 i be—MNH:z ! 704407 e
] Lk x : i -
Q@ o 2441202 G54.245: i | [
2 * ] bz-MNHz bs-Hz0 5 5 I
L 240.1707 653.2617 | e
= i 1 | —E ki
3 ba bs—MNH: ' b : =
= o 597.2243 W i - om
T 71077 ¥a i i 1] [ ;
-E _ L 150 242.1976 hi—Hzp hs—Hzf} : i @.
m | '-.n | 497.2718 | 596.2402 | ! E _§
(k] I | i N H 1
r F- 186.01 52 L ba—NH;z ? 5 5 i
- L v 498.2558 | 5 ! i
) - i
7 2B5.0B46 |
ﬁ_ | E Ve B 7
. ! B27.3546
D_I T I T ] T T T 1 ] ] T I 1 ] T 1 T ] ] ] I‘ I T 1 ] T T ] 1 T T T ] T ] 1 T T 1 T I T T 1 ] T 1 T T T I 1 T ] 1 ] T ] | I T 1 ] I| T T ] I T ] T T III T III I T ] II T II 1 ] T T I_D
100 200 300 400 S00 EO0 Fon 00 900 1000
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hass: 254.44254 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 125102235484 1 kK 7
Eetentiontirme: Systemn.Collections, 257197202502 2 K 6 B27.354840737 -0.0215878
L FaloTbs _0.208576]1 386 230755508 3 E 5 GO0 25057772
Mass Error [ppm]:  0.2Z2069
g PEP: 5 5991F-09 +0. 05876064 515.2823886094 4 E 4 (570217084623
E'Hr{u':u'feftfﬁr; ?u:nf-'E- +0.05947147 al14. 3508026711 5 W 3 441.174491527
AminoAcids Coverag 558 % -0 0203987 a71.372266334 5] o 2 3421068077611 +0. 0648513
EEnelrLoRragel ol % +0.1337216 770.4406802 5 7 ¥ 1 285.084613887 402324637
Protein Localisation: 375 ... 382
- 5 ] 180 0D1TAR189G7 ] +0 1TTHE32T15




Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO49
Scannumber: 3037

Protein: B5U34 360; ywal
Peptide Score: 15367
Mzthod: ITHS; IO 3
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s 199.1077 | : i | ; Ve
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L ] =
hass: 9592.36453 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
Charge: Systern.Collections. 1259102235948 129 102235948 1 k. 5]
Fetentiontitme: System.Collections. 218.1342a6789 000975582 21a. 13428789 2 5 5 8Be5.27830042 +0.0849377
euie tasoral 345 17EEE0500 345 17686005 3 E 4 TFE24436201 +0.1682067
Mass Error [ppm]:. 0.45253
U T 482 23577285 482 23577285 4 H 3 64020176891 -0.0342884
ek on; G 645200710139 +0.0354323 §45259910139 5 ¥ 2 512.14285705 +0.0443378
Aminofcids Coverag 56 %
Intensity Coverage: &1 % +0.047187 3068 66920373 +0.038316 F32.33112985 g 5 1 349 078952851 +0.070495%5
Protein Localisation: 221 ... 227 7 e 0 262 04750071 +0 0147853



Source:
Scannumber:
Protein:

201 20514 _YR_Bsu_TripleSILACrep] _pL2ESLS_FOA9
8418
BSUT 2410; wjok

Peptide Score: #2551
Method: ITWS; CID: 3
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e g Mo +16.1565 502.1683 | se6.7671 76338 - i 1278.559 i
{ I - | - ih
i {14 | ztl ¥& * bii-Hz0 =2
. bz- Hzﬂ 485, t??ﬂ BEE.2676 m:'rfjas 1251.5+3§ :
. ;931459 . okt o
2 1 ye-Nbs | JIIE— '
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m/z [amu] ,ﬂ
ST
hass: 2279.96542 Lodalton frass Ao dalton FMass & dalton Frass SE] & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 1168.0342 1168.0342 1 ] 18
Eetentiontirme: Systermn.Collections, +0. 17255 253.0831 +0.7117531253.0931 2 H 17 2165 946
Belbe: GERINEEE 4161565 +0.256016416.1565 3 y 16 2028887
Mass Error [ppm]:. -0.14137
FEF- 000010125 503.1885 -0.125284 503.1885 4 5 15 1865 824
Precursor Type: MULTI boB. 2518 bha 2518 ) i 14 1778 752
794 3468 794 3468 4] k. 13 (16715 F28
H591.3955 H91.3995 i F 12 1487 634
G 4367 G52 4367 o] A 11 1390.581 +0.324886
+0. 1248359 545.2433 +0.0841704 10%7.475 =] E 10 13159 544
GinEral o aR +0.45353% 596.7671 1182.527 10 T G 1790.501
e 13 0f 19 1279559 40211428 1279.555 11 5 g 1089 453
ArninoAcids Coverag 6§ % 1426.594 1426.594 12 M 71002 421
Uil e Gt 1553 563 1503.503 | 13 3 6 9553850
Protein Localisation: 28 ... 46 ' i '
1a64.63 1a64.63 14 A 5 B88.387Ya +0.11547
1793 672 | R I S 15 E 4 B17.3505
LS R R 1922.715 16 E 3 485.307%9
2035 7959 20357595 17 I Z  [359.25653
2134 887 2134. 867 18 1 2461812 +0.187358
14 4 ] 57 [



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F13
Scannumber: 2224

Protein: B5UQ4550; wdbP
Peptide Score: 10252
Mzthod: ITHS; IO 3
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hass: 112850765 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 102.055 102.055 1 T 9
Fetentiontitme: Systerm.Callections. 173.0021 173.0021 2 fa =5 1038.482 1038 482
L el 310,151 +0.7357181 310157 3 H 7 0G5 4444 483 2258 +0.157155
Mass Error [ppm]:. -0.040117
e G 423,235 -0.1334271 423.235 4 | 6 8283855 828.3855
Precursor Type: MLLTI He0.294 +0.023721 5680.2594 5 H 5 F153014 +0.008325 7153014
gl:"l:[d.l IR AT IFTIAULET]
et & of 10 T2F. 2923 TaT 2923 & 5 4 578.2425 el A Wil
Arminofcids Coverag 60 % 7898 32094 F98.32594 7 A 3 411.2442 411.2442
st e bate s al 0123724 +0 163288 012.3724 & M 2 340,207 340,207
Protein Localisation: 83 ... 92
+0.237733 482 2084 +0.1559558 953 4085 = A 1 228.1641 220.1041
110 k ] %% 127 T5% T



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F1E
Scannumber: 4178

Protein: BSUZE020; =odfA; wqgl
Peptide Score: 20417
Mzthod: ITHS; IO 3
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hass: 1413.625373 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Farge System.Collections. 138.06618833 138 06518833 H 10
Retentiontime: System.Collections. 27512570079 -0.0430384 225 12570078 2 H G 12591.59215971 +0.2138393
St chralioy 38916802764 38016802764 3 M 8 1154.5332791 -0.0116727
Mass Error [ppm]:.  0.075029
PEE- 5 BON7E-40 S8R 08052 57018203652 4 T 710404903517 +0.0550585
Precursor Type: MLLTI 733.245385068 733.245360508 5 Y B 85947034275 +0.18573309
general information 832 31377898 +0. 0400233  B32.31377898 & W 5 6964713071425 +0.2572128
Annotation: Sofll G33.36145745 533.30145745 7 T 4 597 34400033
Aminofcids Coverag 82 %
oter ot Covrtage JE1 % +0 0652875 524 20583068 1047 4043849 8§ M 3 49629692186 +0.0158833
Protein Localisation: 31 ... &1 -0.385015 580.747802a07 +0.12348580 11680.4884489 O I 2  382.25399447 -0.0053582
-Q.OFF3T08 B37.76593264 +0. 1775743 1274.5313763 | 10 M 1 26976993043 +0. 20775517
11 K 0 NS5 T2700208



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F17

Scannumber:; 4374
Protein: BSLIOT 1 30; tuf; tufh
Peptide Score:  136.39
Method: ITWS; CID: 3
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hass: 1621.736435 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 168.00563528 1 5 14
Retentiontime: Systerm.Collections. 305 08454715 2 H 13 14557451355 728370208071 +0.2375025
atOte Labiacdy 376.10166004 3 A 12 1318.6862237 -0.0680596  1318.6862237
Mass Error [ppm]:.  0.14427
PEF- 5 1213E-05 4590 14458838 4 M 11 1247 84970585 -0 0022593 1247 6497055
Precursor Type: MULTI ROEAEERRA3G]| 5 I 10 1133.6061824 +0.0598332 1133. 860601824
a0 25011860% @ i 5 1020.5221185 -0.0583123 1020 5221185
7al1.29779458 7 T 8 9683 50085475 863.50005475
general information +0.2330707 874.38185854 B I 7 B2 45297627 +0.1895213 802 45297627
Annotation: 120f15 031.40332226 5 o B 749 30897225 375 18809438 -0, 1398766
HINING AL COVERaEian % 1068 4622341 10 H 5 592 34744857 692 34744857
Intensity Coverage: 37 X%
Pratein Localization: 11 .. 25 -0, 1047344 1167.5306048 11 W 4 555 2885367 555 2885307
+ 0. 0038085 T282:557591 Y 12 O 3 45622012279 +0.0212102 4560.22012279
+0.3550547 1419.61650259 13 H 2 341.19317976 +0.0582006  341.193175976
+ 00700472 1470 6379aay 14 i 1 204 13426785 204 13426785
15 kK ] | I ) . 147 11280417



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F19

Scannumber: 11146
Protein: BSUZ20420; worD
Peptide Score:  1232.95
Method: ITHS; CID; 3
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hass: 146367347 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 168.00563528 1 5 1
Eetentiontime: System.Callections, 297 04822838 2 E 10 |05 YR I3 130%. FOLr 735
SEoie e, +0.300436 359410000223 3 P O 11766601804 +0 0588137 588.83372843 -0.0894047
Mass Error [ppm].  -0.12948
FEF- 6 G552E-08 +0.0486332 507 18505621 4 I 8 107980741685 +0.1604057 540 3073485 +0. 181362
Precursor Type: P LILTI -0, 2934231 ao4 23782007 & P £ bee 523352568 -0.122 1685 483.76531451 +0. 1350151
F05 7285459854 8 T 6 8689 47058871 509 47058871
general information
: -0.0064544 i e T I I 5 FRE.422971023 +0.12560127 FRE 422891023
Annotation: gof 12
ArminoAcids Coverag 67 % G47. 471215562 8 E 4 655338584625 +0.19565954 655 33884625
Intensity Coverage: 57 % +0.3800770 1076.4547487 O E 3 526.20625316 526.20625316
Protein Localisation: &4 ... 65
-0 0268057 1185%. 5388127 10 I 2. 13T 25366006 397 25386004
-0.0903 1685 1318.5814058 11 E 1 284168959608 284 16959608
12 K ] 155 127002498 155 12700284



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F19
Scannumber: 12102

Protein: ahpc; BSU40030
Peptide Score:  207.79
Mzthod: ITHS; IO 3

¥iu Yim ye ¥u© Y7 Ya ¥a ¥Ya ¥=
ph
WIEEGGETITF‘SIDI"-.-"IGIH

¥ia Wia Yia Yis

b! h! hl- b! hl h?l bl hI bll hll hl! bl! hll- hl! bll

ﬁ_ L
i b
1 =
ya* I
E—- E1B4B82 | I
- | @
S & i
g i vio® R
2 1022.618 | =
2] vs) 3
4 B e 1017501 biz-Hz0 _5‘ 5
s 68E.2573 3| + g &
> ; ba | i b1e-Hz0 | = F
- bs-Hz0 u 1::::::;4;? E 1746.762
m i bs-Hz0O yiz : : i
E o 5'”-2':;” 670.24 67 bs- HhEI wizzer | b14-Hz0 S | -
k bz | P 9BS. -f_gﬁz 5 - i | 1590.672 Locosioi i
- bioft | | be-Hz0 il yu® bi1z-Hz0 : -
1 be W W | bl BER 1122.666 1362561 | HI‘j;E b1z  bas* h“ Hz0 &
1 216.1282 ¥4 | i | Eae.2e7s 1] i L biz* | | |1 1485599 l1gog 77 | fﬁsgb‘” B
Y g AN SR yreit " sl e sos | biz® bt | B :
: \rg h?“‘ SIIIE:_.]EI; 553_4125 ! - EEE_?@E 11.__.;.55.5 1;5:? f;gg 1:5.5 h-14 f 'I:ns [
) 211. 2155- ;5,51551 i : | || mesro8 | | 1 . ‘ | 15!332553 1;.54 773 i
S N PTINO  A | FTOR  A rT I |  A R A ,|| i ||.| R AT Y P I P 8
4I:II:I GO0 200 1000 1 EI:II:I 1 4I:II:I 1600 1 EI:II:I ﬂ
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hass: 1917.885584 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 187. 0866 187 0866 1 1] 16
Retentiontime: Systerm.Collections. 318.1292 -0.101285% 31a6.12592 2 E 15 [V radals HE6. 9102 -0.395835
atOte LAl 4451718 +0.071999 4451718 3 5 14 1603.771 1603.771
Mass Error [ppm]:  0.31165
FEF- 2 4131E-107 502.1932 -0.287478 502 1932 4 o 13 1474728 +0.0005 1474 728
Precursor Type: |0 5502147 5592147 o o 1417.70F +0.1053093 1417.707
BES. 2573 +0.232023 688 2573 a] E 1360.685 1360 685
+0. 107485 395 1541 FED 305 o T 1231.642 -0.011758 1231.042
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Annotation: 15 of 17 +0. 475184 550 7484 1100 4589 10 F 7 916.4631 S816.463 1
AminoAdds Coverag 85 % +0. 2868056342476 1267.488 11 g 5 8192.4103 -0.024141 819.4103
Intensity Coverage: 63X
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1707.751 +0.042254 1707.75]1 15 W 2 311.21689 -0.010826 311.216%
17604 773 -0.135948 1764.773 16 o 1 212.1485 212. 1485
17 kK 1 R I i i 207 M R



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F19
Scannumber: 14285

Protein: B5U32250; thri
Peptide Score: 14042
Method: IThS; CID; 2
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hass: 3180.5366 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 1168.0342 1168.0342 1 ] 27
Eetentiontirme: System.Collections. 2 30 213.087 & P 2B 3082.545 3082.545
atOte i i 327.1299 5271209 3 N 25 20985.403 2085, 493
Mass Error [ppm]:.  -0.02F7Z215
i oenEae 4281776 4281776 4 T 24 2871.45 2871.45
Precursor Type: MULTI 405 2147 400737459 4505 21747 ) A 23 2770402 1385705 +0.0897705
S9E 2831 +0.139724 598 2831 3] W 272 26599 365 1350186 +0.229055
TRy e by - ] 21 2600297 1300.652 +0.389117
HZ2B.3841 +0.073649 526,394 = | 20 | 248527 1243138 +0.03418
134202 40210078 913 . 4262 =] 5 1G9 2372.1886 1186.500 +0.086344
1042 465 1042 469 10 E 8. |22853.153 114308 +0. 199852
1155553 400056621155 553 11 | 3 sl o B RE R B 1078.559 -0.163455
1291.662 +0.0713322 1291.662 12 k. 16 2043 027 2043 027
1388.715 {50 S oA 13 F 15 1908918 +0. 117733 1906, 918
1487.783 +0.193413 1487.783 14 W 14 1809 865 +0.269985 18058 865
general information 1588 831 +0.175398 1588.831 15 T 12 1710.796 +4+0.096455 B55.901719 +0.475803
i T 1701.915 +0.2181651701.815 16 | 12 1609.745 160,749
ArminoAcids Coverag 71 % 1798.968 1798 968 17 F 11 145%a8.865 +0.055346 748 836 +0.012987
itenslteslans, 10 1 1900015 1900.015 18 T 10 1399612 +0.131425 7003096 -0.308104
Protein Localisation: 320 .. 347
20715.042 2015042 15 ] G 1298.584 +0. 191067 1298 564
2144 085 2144 085 20 E 8 |1183.5ar FlEd. ad s
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2539.1594 2539 194 23 | 5 F72.4695 Frd 4695
TR a5 278 24 I 4 859 3854 +0.106722 659 3554
+0. 191018 1351. 164 2rE1.321 25 E 3 548.3013 4+0.164238 546.3013
+0. 2590045 1472 696 2044 354 260 by 2 4172587 +0.215132 417.2587
3043 453 3043 453 LTS W T 254.195%4 254 18954
28 4 o 1Ts% 127 155 127



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F19
Scannumber: 4333

Protein: BSUZFEFD; ipa-87r; wafl
Peptide Score:  121.08
Mzthod: ITHS; IO 3
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hass: 1315351144 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 168 0055 168.0055 1 5 10
Retentiontirme: Systern.Collections, 297 0482 207 0482 2 E G 1153 546 SAT2T7e4 -0.092647
St felilan 425.1068 4251068 3 Q 8 1024.503 512.7551 +0.02771
Mass Error [ppm].  -0.083049
FEF- S S20EE-06 553.1654 553.16854 g Q 7 B90. 4444 +0.084897 596 4444
Precursor Type: MLLTI 684 2050 40 146488 a84.2050 o i 6 F0B8. 3858 +0.0H0834 FoB 3858
general information TBE 2535 i e =] T 5 B37.3453 +0.227538 637.3453
Annotation: Sofll +0. 190532 450.15105 500 2065 £ M 4 530.2977 +0.033701 536.20977
Aminofcids Coverag 82 %
eneiorCateiage. 15a.% 1028 335 1028.335 = E 3 422.2547 +0.106907 422 2547
Protein Localisation: 2 ... 12 1000 376 1090 376 =) b, 2 2932121 +0.075764 2032121
1170473 +0.106725 1170.413 10 b N e L I
11 K 0 15T 1470 151 137G



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F19

Scannumber: F148

Protein: B5UT3180; metl; metE
Peptide Score: 109.72

Method: IThS; CID; 2
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m/z [amu] )
5
hass: 1251.565374 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 116.0342 15455 1 D 10
Retentiontirme: Systermn.Collections, +0. 14200595 217 0818974 7S 2 T G |FT181.5,51 53065 -0 1761052
atOte Wtrats +0.1353021 316.150311880 3 W 8 1080527474591 +0.240958
Mass Error [ppm]: 0.021581
e e 470.2 13640427 4 ¥ 7 581450060674 +0.0065765
Precursor Type: MULTI SROGASOF 542 15 5 i) B B18.395732136 +0.115376a3
general information +0. 1882879 BrE.309331726 3] ] 5 747 358618348
Annotation: Gofll 785341380136 7 5 4 819300040837 +0.0857722
Aminofcids Coverag 73 %
er o Couetane. 155 % +0.063T013 BrE. 4254241717 = | 3. (532268012427
Protein Localisation: S<0 ... 550 -0.0987 74 G779 473702591 5 T 2 419183948447
17146.47 14617405 10 5 1 318.136269573
11 kK TR 0 W o e o R S s



Source:

20120514 _WR_Bsu_TriplesILACrep] _pL2ESLS_F113

Scannumber: rrEx3
Protein: BSUZ0EED; dps; wtkE
Peptide Score:  87.67
Method: ITHS; CID; 2
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200 200 400 s00 E00 yod a0 900 1000 1100 1200
m/z [amu]
hass: 1208575355 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 168.00563 5285 1 = 9
Eetentiontirme: Systemn.Collections, 2097 048228381 2 E 8 (1050.603334215
L i pbes +0. 1818504 425 106805802 3 Q 7 021550741110 +0.3127594
Mass Error [ppm]:. -0.52741
PEF- On0s131 % 538. 1908659573 4 | 6 (793 502163607 +0. 103368652
Precursor Type: MLLTI +0.05005935 B51.274933853 5 | 5 B80.418099527 +0.02845485
gl:lll:[d.l ITINLAT TR
e & af 10 FFe-33357-1365 5] ] 4 567 334035646
AminoAcids Coverag 30 % SSEE3TF0e25]152 7 A 3 4389 275458135 +0.0433895
kot il e el +0.040055 T 040 43003 D0GED g T, 2 368238344347 +0.2047009
Protein Localisation: 2 ... 11
-0, 11859753 1063 4581968514 = M T 2689 1895304317 +0. 1787005
110 k ] 155 127002654

el

=



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F19
Scannumber: raga
Protein: B5UO4400; g=iB
Peptide Score:  29.028
Method: ITHS; CID; 3
¥r* ¥a ya® ya* ys* ya2"
I I i
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> T ‘ i i '
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) i E7L.IAZE| CTR | | #52.EBAE 613.2593 V& d
or F- | P ' 741.2179 7 Bt =y
J i o4 . 3612 |
] ve—MHz |
] ?34.35:1;5 | be-Hz0 I
= - 319.;?:?? | o
7 216.1243 -
D_ 1 ] ] 1 ] 1 I ] 1 ] 1 1 ] 1 ] T I 1 ] 1 ] 1 ] 1 1 I 1 ] 1 ] 1 ] ] 1 I ] ] 1 ] 1 1 ] 1 I 1 1 1 ] 1 1 1 I I‘ 1 1 ] 1 ] ] 1 1 I 1 ] 1 ] ] 1 1 ] 1 I 1 ] ] 1 ] ] 1 ] 1 I 1 1 1 ] 1 ] 1 ] 1 I 1 ] I-_
200 300 400 00 GO0 oo 300 00 1000 1100 ﬂ
m/z [amu] )
%<
hass: 11754856 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 130.04586556 1 E g
Eetentiontime: System.Callections, 2711828348 2 F 7 10571.4498038 1057.44596038
euie B2:.0455] +0.1474285 44018161202 3 y 6 00438118984 +0 1888785 452 60423315 +0.2702444
Mass Error [ppm].  0.57952
FEF- 0010754 568.24018953 4 ] 5 F41.3178a813 +0.2838402 741.3178a13
g Frecursor Type: P LILTI B9y 28278262 5 E 4 B13.25928379 +0.3308041 B13.259283759
Annotation: 5 0f 3 —0.0454955 | 810.36684561| & | 3 454 21669069 484 2 1669065
AminoAcids Coverag 67 %
Intensity Coverage: 46 % e e 8 0 M I o 2 3A71.13282671 -0.0837370 Ll gdedar)
Protein Localisation: 107 ... 115 1034, 386606591 o] 5 1 314.1111629% 314.71111625%9
& K ] 147 11280417 147 11280417



Source:

20120514 _WR_Bsu_TriplesILACrep] _pL2ESLS_F113

Scannumber: 4744
Protein: B5UQT #70; glrmM; vbbT
Peptide Score: 14717
Method: ITHS; CID; 3
¥z ¥z Y¥zm Yim Y17 ¥ia Y¥is Yix Y1z ¥a ¥E ¥a3 ¥Ya ¥=x
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5] be B55.8046 1069498 i )
'ﬁ 7 5E0.2286 yiz<t [ | . i
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5 1 i —
T E__ 55:::';1;3@ bz-Hz0 | bie?+ 1581 607 =
Va | 282305 7342858 bi4-Hz0 bis-NHsz -
i U'E: s35.28e¢ Ds—Hz0 | e i v1z-MNHz 1449.554 1564581 i
. . 500,181, 6.637 | et
= ke S g le7B.a719 || bas?¥ | 21.: o i | .o
& by @8ei+gs  bs | | | 791.3073 B ke (AR s  hae WP =
- 3131:1313 T smams 5 : 5 ?19~:5gz 1::m,-"s'54 1352686 1457.564 1563.746 |
- | ||II |Ii|| I |I |||| l | |! ||I | ; ‘ : ”I ‘I | ; ; ; | : ; I| Iil |Iiil| Ili I|I ii i il : } j i |I ; ; III‘ : |I |I -_I:i
200 400 EO0 a00 1000 1200 1400 1600 1800
mfz [amu] 7.
o
hass: 2450.06073 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Farge System.Collections. 7204435 72.04435 1 A 22
Eetentiontitme: System.Collections. 203 0545 203 0845 & M 21 2384.058 1192, 532 40089224
iﬂ“""f:E e I‘;‘D?D-:jg; 3181118 -0.051524 3181118 3 D 20 2253016 1127.011 -0.076334
ass Errar [pprm]: :
PEE- 0 S0SOF-25 3809.1489 -0.127142 355.1455 4 A 19 |2137.9865 1065 458 +0. 328881
Precursor Type: P LILTI 518.1915% 407100707 518.1915 5 E 18 20868.95] 2085 951
585 2286 4+0.023555 5809 22848 5] A 17 18937.905 559 4551 +0.3155485
B45.2501 545, 2501] 7 5 16 1868.872 §33.9355 -0.035357
745 3185 745 3185 ] W 15 1809 85 18058 585
8592, 35305 2592 35359 = M 14 1710.782 S855.8%948 4019494665
1005 435 1005 438 10 | 13 15683.746 +0. 107779 1563 745
1172.436a 1172.438 11 5 120 | 1450 852 7258348 +0.184813
Jinf ) 1243 473 1245 473 12 A 11 1283 6884 +0.223039 12583 6584
general information
o g st A 1330.505 13 5 e (2l 2ads 1212627
Aminohcids Coverag 83 % -0, 382575 734 28558 -0.032044 1487 564 14 H g (3125 585 1125595
Intensity Coverage: <% -0.034044 791 3073 4+0.260112 1581.607 15 M 8 |988.536 088 536
Protein L lisation: 83 ...110
SRR 1678.66 167866 | 16 P 7 8744931 +0.087075 8744931
1777.728 1777.728 17 W 6 |777.4403 777.4403
Y EaY 187 1905 787 18 9] 5 B75.3719 +0.148621 6783715
2020814 2020814 1G5 O 4 |550.3133 -0 215836 5503133
2134 857 2134 857 20 ) 3 4352884 +0.0852467 435 2854
2191.878 2197 878 21 5 2 |321.2434 -0.2276 321.2434
+ 0 0005559 17152 985 2304 952 27 I 1 264.222 264222
2G K n TEI=T T 1871 1370



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber: 11003
Protein: asd; B5UT 6750
Peptide Score:  1228.14
Method: ITHS; CID; 2
¥zu ¥ii Yim ¥ ¥z ya®
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s _ . 1056.527 : i -
n = ba bz-Hz0 bzo?* 1559;5 i
355.1612 b yio®t 720.2171 bas?+ biz® | 110008 bzt pa7e | b
4 i 5 AR i | L
_ S, P 5;3:..&; i ! oy | 1025945 TEDB2E yiey gk bis* 12;53;—HH3 B =)
l | i | | | | H i 1561.7489 A L
= 337.1508 yai+ hig?+  565.2708 i??h;s'i‘; | Pl st | 11;?5‘-51 5 = 1822.79
et 4472457  5%3.7237 fir o | || ss0.4248 5 =4 bias bre-KMHz |
| 2646627 | | \ ; ‘ ‘ ; E x ; - TIAN AL | | 1805.763]
o] | 1 || I| III ].” : | |.I || || : | I| | . | ||| . ||I | I| || | |I |.|| ; I I|| I‘Ill ; L II|| |||I |!h| i |.F' |I 1 Ill . ; I| k — Lo
400 00 Soo 1000 1200 1400 1600 1300
m/z [amu] )
=
hass: 270622512 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 130.04595 130.0455 1 E 24
Fetentiontitme: Systerm.Callections. 2071.087 2071 087 2 fa 23 2588. 204 2588 204
L tag 135 208 1397 208 1397 3 P 22 2515 167 2515167
Mass Error [ppm]: 0.11445
i e 3551612 +0.00355 3551612 4 G 21 2418.114 2418.114
Precursor Type: MLLTI 454 2298 +0. 167531 454 22598 5 W Lo s S LS 2301.052
B35 2436 B35 2436 & T 189 2262.024 1731.578 +0 266496
FA48. 3277 F48.3277 7 | 1gs [20871:0] 2081.07
5768 3863 B76. 3863 o ] 17 19a67.8928 1967 926
Ga1.4132 091.417132 = ] 16 18359.867 18359. 867
+0.042028 553. 7237 1106 .44 10 ] 15 1724 .84 1724 84
1203.493 1203.493 11 F 14 18089 513 1609 513
1280.525 12890 525 12 5 13 | 15123673 1527
1418.5584 1418.5584 13 ] 12 1425.725 1425.7259
al inf at
o SR ERTITPR N _0.056100 773.8247 -0.006 1546642 | 14 Q 11 1297.67 1297 &7
Annotation: 15 of 25
e +0.314577 B30.3667 -0.008487 1659.726 15 | 10 1169.611 -0.352057 1169.67]
Intensity Coverage: 58 % +0. 76857149 5971.8984 +0. 055958 1822.75 Ta bl G 1a5a.527 -0.175852 528.7673 +0.039785
siEzi At el R R +0.003208 960.4248 1970.842 17 P 8 803 4641 -001228] 4472357 -0.009160
+0.454523 1025 845 FLENY BE 18 M 7 788.4113 798.4113
2147.938 2147.936 15 F B Be5 3708 40089268 8655 3708
-0.21745971 11059 85 kel A 20 A 5 |568:5181 284 86027 -0.395208
2334 2334 21 ] 4 497 2809 497 2809
-0 11158 1203.022 2405 037 2a A 3 |382.254 382.254
+0. 156948 1252 556 2504 105 23 W Z 3R res 311.216%
e s AT 25l 1&F 24 i T 212.1485 212.1485
25 E ] g e T | B o e



Source:

20120514 _WR_Bsu_TriplesSILAZrep] _pLZESLS_F20

Scannumber: 11184
Protein: BSLI230830; wals
Peptide Score: 237 .48
Method: ITHS; CID; 3
Yiz ¥un Wim ¥ ¥m ¥z ¥a ¥a ¥=x ¥z
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O i P11 4sz4s 525254 : ' b1z -«
> bz | | (A 1057.483 : A biz-MNH= C @'
I‘E T 281.0B97 '\F?z'l' ‘lrliz-.'-l |'J1u—"leai II:"z.’ H EES'H. 1376.544 [
- 251 +13.2168 605, 7EGE| T neosgz  yn i __§
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: i : ;E;l_'.:;a i hE_szE 1':'39:5.1;22; ].I*:-?-'Tl-‘.? i E ‘lrt:z 1375.56 E
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= bet || ba* | 4190887 | || O6E.4142 o A hi.zl Hz0 1205 594 =
el as¢azzz| | . R oo : T | 1260533 L 1283.571 .
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200 200 400 00 E00 yoo a0o0 o0 1000 1100 1200 1300 1400 1500 ﬂ
m/z [amu] )
%<
hass: 153866502 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 168.00586 1 = 13
Eetentiontirme: Systern.Collections. +0. 130488 +0.092674 281.0897 & | 12 1380.852 1380 692
SEoie i 3381112 3 E 11 1267 608 -0.141641 634 3076 -0.175472
Mass Error [ppm]:. -0.453988
PEF- 1 1222E-59 452. 1541 4 M) 10 1210.588 +0.1185959 605 7988 +0.1186486
Precursor Type: MULTI 5091756 5 o 8 1098.543 +0.158224 1096 543
+0.07896% 605, 244 5] W 8 |1039.522 +0.128174 1039.522
F23.2709 o O 79404536 +0.0867860 940 4536
al inf ab
kbl il 8203237 8 P 6 8254266 +0.214025413.2169 +0 118808
Annotation: 120f 14
Intensity Coverage: 77 % 1066 3591 T ] 4 597 3334 +0.071662 5597 3334
it el S L S RT B +0.088335 116546 17 Y 3 4823064 -0.034268 482 3064
+0.135253 1278.544 12 | 2 |I3BFZ23B +0.133599% 3583 238
+0.208407 1393.571 13 1 27015392 +0.086105 270.153%
14 o4 n 155 A9:F TES-TFE



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber: 11340
Protein: BSLI03130; nadE; outk
Peptide Score: 1085
Method: ITHS; CID; 3
¥zm ¥im Wir Yia Yis Wiz Wi Yo ¥a ¥a Y=
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-E ] §55.24B7 bio¥* ' , _é Ay
m | | |
=z il %P siake mssiu:r.; yze?t | g I
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& il e -1.52:3..:.-14 L adi A bl ofea) | i brz—-HzQ h”:té bis*| kit i
7 ki 5 P 5 5 | : 1404547 | b I R T R Vie |
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400 GO0 a00 1000 1200 1400 1600 1800 2000
mfz [amu] 7.
=
hass: 2656.13535 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 88,0393 H8.0393 1 5 &2
Fetentiontitme: Systerm.Callections. 189 087 189 087 2 T 21 12810112 Pl I 1 o .
euie 105 288 1554 -0.035311 2881554 3 y 20 2500065 2500 055
Mass Error [ppm]: 0.85509
e e 4551538 4551538 4 g 10 2400.596 1205.502 +0.447234
Precursor Type: =0 56,1905 H2B. 1909 5 A 18 2242.998 2242 9595
By3. 2593 By3. 2593 & F 17 |21 77 960 1088 484 +0. 1518582
Fa0.2913 Fa0.2913 7 5 16 2024 8592 112 85 -0.085112
575 3183 B7Y5. 3183 o O 15 1937.886 +0.337342 9659 4338 +0.139947
g L2 8 R s By J £l B R = i T4 (1822 353 FaEd d3
T1aa.44 +0.020471 1166.44 10 b 13 1a%94.775 168594 775
1294499 +0.222331 1294.495 11 ]} SR B 8 BTk FoR 3594 -0.0300713
1422 557 1422 557 12 ] 11 1403 6853 TO2.3301 401595504
general information
. 2 BT +0.324773 1551.6 13 E 10 1275594 +0.3207143 1275.554
Annotation: 18 of 23
ArminohAcds Coverag 78 % 1a52 648 +0.368403 1652 648 14 T 9 1146.552 1146 552
Intensity Coverage: 42X 1709 5665 1709 5669 15 i 5 1045 504 4009059 1045 504
Protein L lisation: 110.. 132
SRR 1824 606 1824606 | 16 D 7 983 4826 088 4826
1952 755 1852 755 17 ]} 6 |BY34556 5734558
+0.234028 1033 423 2085 839 18 | 5 745 387 745 397
21858 586 2166 8586 15 T & 62213 +0.037437 832 313
A T T o 2281.913 20 ] 3 |531.285%3 |F02467371531.28653
2428 952 24258 052 21 F 2 4182383 40002073 416 2383
+0. 137138 1272.018 2543.025 2a M 1T 269 16595 2609 1699
2G K n g L i |l e



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber: 12322

Protein: BSUQOESD; wabs
Peptide Score: 21812
Mzthod: ITHS; IO 3
¥Fis Wiz Wi YWaim Yo ¥> ¥a ¥a ¥Ya ¥=x Y=z
L i
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® ] b+ | be* Ba7.492 35_1-_}_15112 £ ”:;1_“55 V11 46752 e : bis i
E E— 595.2393: |1 ?93_2?5:5 hi?t -h ‘: TIIIEIIII.:H-I:H- E----.'D 'IE'IE;.E:FE . 152'%'?5‘3 'IE?E;?I:I'I B
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- 414.1606 Ve — | yu® || 1*'5{-5* | biz  Die™ 2
| ‘iF!E 525.2122 1218.692 | bz | 1560.67 1575.724 | _%
= 3572547 bs* | b L TLLA. el || : -
vz | ' | k| | | s || b1e-Hz0 i
] sz | 1 49?.2:1??§ 1205.588 | :;_z::;ll':ng 1444, ,E s :
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300 400 s00 GO0 T"l:ll:l a00 00 1 |:||:||:| 11 |:||:| 1 El:ll:l 1300 1400 1500 1600 1700
mfz [amu] 7.
=
hass: 182681371 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
Charge: Systern.Collections. 20443590254 F2.0443590254 ] A 14
Eetentiontitme: Systerm.Collections. 203 054874868 203 08487488 2 M 18 (A8 851 r 78
SEoie £19:1.1 74 354 00888374 384 00888374 3 T 12 16257426033
Mass Error [ppm]:  0.38019
i TEEE e 512.15746125 512.15746125 4 Q 11 1444.7286845 -0.23 19804
Precursor Type: %0 B93. 17147014 B693.17147014 & T 10 13laa70106% -0.090395
Boa.2 5553412 B06. 25553412 4] | G 11356560881 -0.0236518
03421411163 -0.2196%902 G934 31411183 7 ] 8 1022.5720341 +0.03660695
general information a2 5 e T i) G91.33557535 8 i 7 |B94. 51345658
Annotation: 13af 15 1090 4039893 +0.071958385 1090.40398593 5 W b 8374915959285 -0.0180545
SINGAEITE T AgiET -0.0098554 595 23083983 1189.4724032 10 W 5 738.42357894 +0.13886
Intensity Coverage: FZ2X
L S e e 1303.5153306 13035153306 11 y 4 ©39.35516502 +0.0871568
1431.5739081 -0. 1217597 1431.5739081 12 0] 3 52531223757 -0.2883118
1560 6165012 +0.0283962 SR saE | E 2 387 253800068 +0. 03215981
1673. 7005652 -0.02695812 1673 FOasSe52 | 14 | 1 268211066596 +0 0396345
15 I ] ) B S e el



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20
Scannumber: 12384
Protein: B5UT1 720; fabl; wibW
Peptide Score: 13586
Mzthod: ITHS; IO 3
¥r ¥u*© ¥r ¥Ya Ya ¥Ya ¥z ¥
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o B : - L E
el . E " VE - ;
- | hE =] =1 B
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] e . . 502.2296 5?:;::‘5}?3 bz-Hz0 ba*| .
- i ba* | | 452 1;31 | i 6l : i sz8472y I
e 171.1128 3 - ; i | : :
i i vg: |
. i | 240.1343 ; s62.7774 | ¥s [
155.124 ‘ ‘ ‘ . ; 1124.548 I
D_ L L LI Iil Ii L L I| T IIII|! L L LI I ] |I I||I T I|I ] |I || T LI L L LI I| LI T T I||I I| T I |I L DL ] L L |I|l T I ] T | L L DL T I T | L ] T LIL L T I LI I| T LI I|| | L ] ] LIL L T I L T T T I-_D
200 300 400 S00 GO0 Fod 200 a0 1000 1100
m/z [amu] )
=
hass: 118056214 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 58.02874 55.02874 1 i =
Eetentiontirme: Systern.Collections. 171.1128 [+0.0477123(171.1128 2 | 5 1124.548 +0. 102036 582.7778 40398318
L [l sy 3381112 38E 1112 | 3 3 7 1017.4684 +0.031803 1017 464
Mass Error [ppm]:. 0.07657
PEF- 1 7S48E-05 453 . 1381 |+0.095748 453.1381 4 O 6 EB44 46854 40170237 544 4554
Precursor Type: =0 go0 2085 g00 2065 5 F 5 7294385 40 138526 729.4385
gl:lll:[d.l ITINLAT TR
e 9 af 10 714 2454 714.24594 5] M 4 582 3701 -0.118378 582.3707
AmminoAcids Coverag 90 % g} 2els T R o 5 3 4d4aB8.3272 -0.035a55 4688 3272
et e bade ol _0.322517 457 6864 0143655 & | 2 381.2957 3871.205]
Protein Localisation: 201 ... 210
1027.45 1027.45 = | 1 [268:2171T1 [Fo0Fldldides211]
1100 K ] %% 12F +0 049999155 127



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber: 13114
Protein: B5U132300; pt=H
Peptide Score: 214 .88
Method: IThS; CID; 2
Yimye" ¥yu© ¥ Ya— ¥a Ya ¥= ¥z
ph pi I
= I O BT AT T RN B T B O LS o
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2] -2
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T | 952.4824 C
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] e 928.3675] C
L o b= 7084157 i Lo
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m i : yiott 1051.472 _
= 4 5 5477651 b=* 2 n _
= b | hs* ' BE1. 3661 b * | -]
- - a71.1ME | 7 | 1024.532 Cwom
4L o : I 4702422 ; g =
g bs* | || kg ELA vs* S 8
E . gre.rsas | Ve ol il® B65. 5055 e
'-'?: ] b : §5.2556 ve—NHz BOB.4E4] . Vie L
nat 5‘_ 281.0897 ¥z - 559.2.2;555 bt | I:nn‘;’ : 1034.523 :_E
| t | 329.248¢ S8, 5% 5 he* 782.3892 | S3d4n4r | bi* -
' : E 601.2B27 | | V= ' ! | 1122.500 F
1 : BOG.4 61 vio®| ' R
= vz e 996.54 6 b1 =
g 226.1641 | . [ | : Eoo bio 1220485 :
] | | | ' | ] : | | 1140448 -
D_I LI I 1 !|I 1 I.I ! I| 1 I|I LI I LI LI |||I LI I‘I ] |I|I I LI I‘I LI I LI i 1 I| 1 I I|I rrrrrri I rrrrrriu I rrrrrrruori I LI LI I rr1rrrrri I|||I |! II|I LI L L L I rrrrrrrrori :_D
200 300 400 00 GO0 o0 200 00 1000 1100 1200 1300 ﬂ
m/z [amu] )
s
hass: 1373.55834 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 168.00586 1 = 11
Retentiontirme: Systermn.Collections, +0.125415 +0.022422 281.0897 2 | 1.0 (12078 . a00F T20FE 07
atOte £ 148793 +0.068547 412.1302 3 M 0 1094523 +0.205113 547.7651 +0.095073
Mass Error [ppm]:  0.20363
FEF- 5 GA79FE-125 469. 1516 4 o B 963 4824 +0.182915 963 4824
Precursor Type: |0 % Soard ol o W F 06 48] +0.07181 906 461
099 2605 a] M B B0V 3926 -0.035883 BOF7 3926
general information
. Hon 2580 o 5 M | "l R AR i e
Annotation: 10of 12
AmmninoAcids Coverag 83 % 070 343 = I 4 509 3537 -0.026887 509 3537
Intensity Coverage: 77 % 1036.364 O G 3 3062606 40.073556 306 26068
Protein Localisation: 46 ... 57
+0. 057851 1149 448 10 I 2 3392482 -0.088391 339 2482
-0 168472 1220.486 11 puf 1 2261841 -0.0045%77 226 1641
12 kK NS S EE ESEREE



Source:

20120514 _WR_Bsu_TriplesSILAZrep] _pLZESLS_F20

Scannumber: 14143
Protein: B5UO4710; rsby
Peptide Score: 34242
Method: IThS; CID; 2
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g & i bs _ I bz it 1562.15;9 i =
=2 ] 727.2602 1223.525 . HEQ;EEE | | | E"
= il | | . -l
.g 1 V“z"' B .I::;;.:D]I-Izn { biz—Hz0 ""'" -'l"* 3 E
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'ﬁ 1 5 hs—Hz0 TR A b H TR, 5'?:. ]51.!5?33 1707.697 1854.766 el
R baF+ 594.2228 AR EIELEE B ':5 |1l ' ' | 2=
E F- 147422 : V7 bio* H?I:DE big | | bie* |
| O vs | | | 7e7.4s56 1067435 ”'3'? 55'3 "‘”53 57 i we oy TRERRERLS | =
| andl | 551.3188 | b bW | b - { ' 1.;.19{?7 bis | in
1 299.2214 || [ . T ¥ie | C bie V“: o 5:: I H 164les bas 1zt e I
1 vz ! || wia®*¥| | | | FANHEIE 1024581 | 1165412 WERE: '3”' ”?':'593 155 55 [ 1725.708 ' ba®
= vk || S12.7m9) | | | e | || hige] | H BT 1?;!'4.?99 i
& .:_-9+.1:a1z i i | - i . :"?-mgn 5 hpfi h:h HzCI vu; N I
| ¥z=-HNH= Hoo 612.2234 E HERLAR 15'2"-’-'555 '1?05 Sr:m o
12771547 t 5 bl ‘ || ‘ ‘H | ‘ el | | I
e ;I.I L |i|| |I |||I|II |i||| L | . | lI |.|l. I| |l || | || | ||| ||i Ill'.' I|| 3 ; - | O
400 GO0 1000 1 EEIEI 1 4|:I|:I 1 EEIEI 1 EEII:I 2000 ﬂ
m/z [amu] )
£
hass: 2017.87423 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. 116.0342 116.0342 1 O T
Eetentiontirme: Systermn.Collections, 215.10256 215.1028 2 W 16 (1603 855 1603 855
L 2 L 302 1347 302 1347 3 3 15 1804 786 1804 785
Mass Error [ppm]: -0.088221
PEE- & OS54E-285 455 168 455,168 4 b T4 [1F17.754 850 3808 +0.118457
Precursor Type: MLLTI B12.2334 40003427 612.2334 5 & 13 1554.6891 40207464 777 84971 40 205805
F27. 2603 0053179 727 2603 5] O 12 1407 658 -005804%9 704 3374 -0.056345
-0.343586 447 633 204 2557 7 5 11 1292.629 +0.0135871 12592.62%9
LG5 3064 Qo5 3064 ] T 1o (12585 +0.0625685 1125 63
1052 328 1052 328 = o G T024.583 +0.079516 512.7949 +0.476305
general information 1165.412 +0.099577 1165412 10 | 83 9675611 567,567 ]
Slae b, lmarele 1222.433  +0.449451 1222.433 11 5 7 854.4771 +0.08165 8544771
Aminofcids Coverag 53 %
Intensity Coverage: 76 % 1321.502 +0.1524 1323502 12 W 6 747 4556 +00565638 3992374 +0. 195258
Protein Localisation: 50 ... 67 1468.57 -0.008632 1468 57 13 F 5 §98.3872 -0.02647 6§08 3872
1567.6350 -0.02704% 1567 630 14 W 4 5513188 +0.11685%5 551.3188
1624 .66 -0.005712 1624 665 15 0 3 452 2504 40000403 452 2504
1725708 -0.01218% 1725 708 16 T 2 3452280 +002684713 35952280
1872776 40183024 1872.775 17 F 1 264 1812 |+0.1885685 2564 1812
18 kK ] i e o ord = a7 T 12AE



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber: 14162
Protein: B5UQF 260; [tas]; winl
Peptide Score: 94 .84
Method: IThS; CID; 2
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v Eiids yz12+ TR 553 154,621 | ; w:’;;ﬂ 1304 918 =
1 3 1118.058 4 : .63 i
| het bs 717.4021 EEE-R??H biz— Hz.ﬂ byz® E - ok [
-1 435.1:331 534515 biitt | ba* | “:l;,:r;;mEE 1240, 5'.:'3 I ]?_U_? EI f mn;.;i] :
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S B |I |||||||| |II||||||| ||||IhI “. ” | | | : || | h‘ : l. ||I |Il |I ||.' I| I-_n:i
400 EI:II:I EI:II:I 1 DDD 1 EI:II:I 1 4I:II:I 1600 1800 2000
m/z [amu] )
]
hass: 261717538 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 182213 1820233 1 T 23
Retentiontime: System.Collections. 209 0533 269 0533 2 5, 22 2437.1a8 2437 168
St s 3840803 384.0803 3 D 21 2350.136 2350.136
Mass Error [ppm]:.  0.13942
FEF- 1 SE4EE-07 455 1174 +0.290344 4551174 4 A 200 |2235. 100 1T118.058 +0.221736
Precursor Type: |0 sE8d. 16 +0.08552 584 16 o E 19 271e4.072 2164072
B9y 244 697 244 a] I 18- |Z2083%5.03 203503
FO8. 2917 FOE. 2917 o T 17 1921.8948 -0.09230 1921.946
B20 3322 529 3322 =] M 1 1820898 +0.297207 1820 898
1044 355 1044 355 8 D 15 TeED.ELS +0.0471793 1089 857
1158.402 1158.402 10 M 14 1574 83 1574 .83
+0. 093520623 2207 1245 434 11 = 13 1400.788 1460, 788
1358.518 -0.113613 1358.518 12 | 12 1373.755 |+0.096085/1373.755
general information +0.003003 F53.2060 +0.111064 1505587 13 F ] | [ 2E ] 12600.671
Annotation: 14 of 24 1562608 1562 608 14 o 10 1113.603 +0.044705 1113.603
SN GRS DRERS 8 % 1675 602 |-0.021563 1675602 | 15 | O 1056582 +0.042243 1056 582
Intensity Cowverage:  S50%
Protein Localisation: 297 . 220 -0.353851 BE6. 8741 1772.745 16 F B 943 4975 +0.7173007 943 4975
1907 . 787 19017, 787 17 E 7 B4a. 4447 H546. 4447
1958 805 1958 8509 18 o B (F17.4021 +0.272995 717 40217
2045 841 2045 8417 15 & 5 B6a0.3807 aa0 3807
2l e 8vs 2116 878 20 A 4 (573 3488 -0.131948 573 3486
22603.9465 2203 9468 21 F & [T o AEEE i
Tt i B 2303015 22 W 2 |3a5:243] o 4]
2464 063 2484 063 23 ik ¥ (2551747 256, 1747
a4 K I LS o (e B FEEEER



Source:

20120514 _WR_Bsu_TriplesSILAZrep] _pLZESLS_F20

Scannumber: 407
Protein: ace’; B5U14600; pdhs
Peptide Score: 18323
Method: ITHS; CID; 2
Yia Yis Wiz ¥ YWim ¥ ¥ ¥F ¥Wa Y3 ¥Ya ¥s ¥z
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200 300 400 SO0 EO0 Fao a0 a00 1000 1100 1200 1300 1400 1500 1600
m/z [amu] )
m’?‘.
hass: 170771006 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. F2.0443580254 72044350254 1 A 15
Fetentiontitme: Systerm.Callections. 253. 05839974 253 058359974 2 T 14 1637 680285
L 182 AL 31007986286 31007986286 3 G 12 1456 6662761 -0.0680005
Mass Error [ppm]:.  -0.037009
i aTEeet 3871.11697665 381.11697665 4 2 12 13006448124 +0.0506613
Precursor Type: MLLTI 438. 13844037 438. 13844037 5 i 11 1328 00765986 +0.15694588
566, 19701788 586 19701788 & 0] 10 1271.5862345
-0, 41586063 347.63143553 094 2555895389 7 ] G 1143.5278574 4005895008
508 25253843 508 258253843 o O 5 1071546890788 +0.07458044
general nrgrmaion 037.34111594 -0.0091726  937.347111594 9 0 700044213681 +0.0071615
Annotation: 13 aof 16
e 1008.3782207 1008.3782297 10 A 6 7723835593 +0.1675271
Intensity Coverage: G4 % 1137. 4208228 1137.4208228 11 E 5 F01.34844551 +0.13180425
s s LT ~0.4076104  A18. 7482566 +0.1550504 1236 48092367 12 \ 4 57230385247 +0 1204362
1351.5161798 +0. 1609443 13515161788 13 O 3 473.2354385 +0.0729721
1445 5689436 1448 5689436 14 F 2 358.20849547 +0. 1318366
1562 6118711 +0.0614688 15626718711 15 M 1 261.158573162 +0.0400718
1A K f] 147 112804717




Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber; E402
Protein: BSUQEO20; groEL; grol; moph
Peptide Score: 18212
Method: ITWS; CID: 3
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m/z [amu] )
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hass: 1542.6451 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 130.0459586555 130 0459805858 ] E 3
Eetentiontirme: System.Collections. 244, 0927897017 244 08279701 2 Ml 12 1422 6239448 +0. 34583454
atOte lag:lang 34514047548 +0.0554147 34514047548 3 T 11 13085810172 -0.032067
Mass Error [ppm].  0.026956
e St 446.18815306 446.18815396 4 T 10 1207.5333387 +0.0106308
Precursor Type: MULTI S50 272217594 SRR 2V221794 5 | G 11oe. 4858602 +0.0751308
B58.340683 185 B58. 34063185 6 g B 993 407159624 +0.0210722
FBY.ZE3Z22495 FEf. 38322495 7 £ £ B94 33318233 +0.0404135
al inf ab
il kb 844, 40468867 844 40468867 8 G 6 76529058923
Annotation: 12o0f 14
s e 01544180246 -0.0374446 01544180246 O A 5 708.26012551
Intensity Coverage: 66 % Q72 46326619 -0.07 18477 Gr2 46326619 10 o 4 BIFZLI201172 -0.0233934
BRI e Allpa RS20 1 99 1101.5058503 -0.0324706  1101.5058593 11 E 3 58021054790
-0 327232 B4 1. 76357232 -0.027455]1 1282.5198a82 12 T 2 451.16759549 +0. 0552507
1397 5488112 -0.03459704 1387 5408112 13 O 1 27015394602 +0.0852 18
14 K ] 155 12FNN2a8



Source:

20120514 _WR_Bsu_TriplesSILAZrep] _pLZESLS_F20

Apsuajuj

12

Scannumber: 2163
Protein: B5UZ22070; =pt
Peptide Score: 13943
Method: ITHS; CID; 2
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200 200 400 S00 00 Fao |00 a00 1000
m/z [amu]
hass: 1110.47513 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 10007560038 1 Y g
Eetentiontirme: Systern.Collections. +0. 0505245 187. 107718756 2 5 7 1012.4135526(+0.061545] 1012.4135528
L Eatas] _0.1025243 33417613271 3 F f ©25381524710 -0.0020231 463 19440033 +0.045712
Mass Error [ppm]:  0.41653
PEE- 5 306E-11 453.24454863 | 4 W S FFE.31311027 +0.02607756 FF8.31311027
g Precursor Type: =0 561.203124714 & ] 4 679 24460638 +0 039258 679 244680835
Annotation: 7 of g -0.1375263  690.34571723 & E 3 |551.18611885 551.18611885
AminoAcids Coverag 78 %
Intensity Coverage: 57 % -0 2285232 785 41413115 7 W 2 42214352575 +0.0887545 422 14352575
Protein Localisation: 186 .. 194 -0 2865808 G2e 47304301 ] H 1 32307511183 +0.0781474 i
g “ ] 18R O1TATAQ07F 18E O1/RTQQG7



Source:

20120514 _WR_Bsu_TriplesSILAZrep] _pLZESLS_F20

Scannumber: 4274
Protein: ath; BSUQEE00; pur M
Peptide Score:  132.59
Method: ITHS; CID; 3
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200 300 400 oS00 GO0 oo a00 00 1000 1100
m/z [amu] )
=
hass: 132264544 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
g System.Collections. S8 000040315 88.08004031% 1 F 12
Eetentiontime: Systern.Collections. 197.12845425 +0. 127222 197.12845423 2 W 11 (12346170087
SEoie et 31021251822 +0.02625153 31021251822 3 | 10 11355485048 +0.0237529
Mass Error [ppm]:  0.10885
PEF- 1 6815E-07 423.28985822 +0.07071595 423 259655822 4 I G 10224845308 -0.0164718
Precursor Type: MULTI 510328610681 +0.10303 51032861061 5 5 85 909 38040087 +0.06093594
567.35007433 56735007433 6 o 7 B22.34843846 +0.087 1084
general information -0.25711902 334.70251463 0a8. 3977528 i T b 785320597474 +0.14719584
Annotation: 10o0f13 7TE3.424059584 +0.0674308 F53.42465584 8 O 5 |B64. 27929624
HImIRRRCs LOveiag) 77 % 34044615056 340 44515056 O G 4 54025235323
Intensity Coverage: 66 %
Protein Localisatioh: 55 . 67 G939 571457348 +0.0754441 539, 51457348 10 W 3 4582 23088951
G495 5360372 806, 5360372 11 i 2 393 16247555
1177.5500461 1177.5500461 12 T 1 |336. 14101187
143 4 ] LT P T B



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannumber: 22131
Protein: BSUT4E7D; suhB; wktC
Peptide Score:  1E0.E9
Method: ITHS; CID; 2
Yim ¥r ¥u ¥r ¥a ¥a ¥z ¥z
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E = +93.1I-:}+;z e ‘P’?; V“E | i
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: ‘ ‘ ‘ ‘ “ 1263.525
_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIIIIII|I|IIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_D
200 300 400 SO0 GO0 yoa a0an a00 1000 1100 1200 11300 ﬂ
m/z [amu] )
£
hass: 140862377 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 168.00563528 1 5 1
Fetentiontitme: Systern.Collections. 0. 10974017 2E2. 04858273 2 [+ 10 1250 68486556 1250 6466556
L HRILODH! 37510132658 3 P O 11366037281 402480785 SGEE BO550231 +0.042337
Mass Error [ppm]:  0.16473
FEF- 4 53E8E-149 +0. 08258993 493 14425403 4 M 8 1039 5508843 4+0. 288554 1039 5508543
Precursor Type: MLLTI BO8. 171189706 5 O F 0 825 508038085 -0.0973023 G25 50803685
721.25528104 6 I 6B 81048108381 -0.1156763 81048109381
general information
: +0. 0275824 HB20.323674%98 7 W 5 B87.39702983 +0.2169838 B9y 39702083
Annotation: 100f 12
ArminoAcids Coverag 83 % G921.37135343 ] T 4 55985 32861592 585.32881592
Intensity Coverage: G64% 10354142800 O M 3 407 280093744 +0.1544263 497 28003744
Protein Localisation: 36 ... 47
+0. 15928172 1148.49853449 10 I 2. 1383 2380 +0.0711331 3B3 S380)
+0. 05486582 Y2a3 52528759 w1 O 1 27015394002 4007132558 270153894802
12 K ] 155 127002498 155 127007284



Source:
Scannumber:
Protein:
Peptide Score:
Method:

20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20
93z

abrB; BSUOO370; cpsX

1E62.3k

[TMS; CIG; 3
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h! h.- h! hl h? h. hll
=
: ¥e
=N B56.3216
] Ve
E =g 960.4056
g | .
@
=] 4
=
g -
« B-
5 ¥s
= bs 612.2918
b - ki 542.2621
o 3 429.198 Vv ' yait
] h4—H-..§~D EH'E.HSI E-:ns.z::.?ga 13;1:42H3__
] bz 411,167+ | «—NHz | be ; bs
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- 284.1 6956 b sg5.208 | || 767.2011 | P ' bie
i P | 1 [ l A ' 1242 477
D_IIIIIIIIIII|I|IIII|I!IIII|IIIIII!I|III|IIIII|I|I|I|I!|II|IIIII|IIIIIIII|IIIIIIIIIIIIIIlllllllllllllllulllllllII|III IIII|IIIIIIII"IIIIIIIIIIIIIIIII_
200 300 400 00 GO0 o0 a00 200 1000 1100 1200
m/z [amu]
hass: 13588.57536 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 118.0342155 1 D 10
Retentiontime: Systermn.Collections. FEEOrkagade 2 o G 1282.5693E8595 1282 5693850
St e e +0.0476972 300.15539727 3 | 8§ 1211.5322761 -0.0288581  606.26977627 -0.0307958
Mass Error [ppm]:  0.36146
FEF- E 57A4F-17 +0.0072709 425 719799036 4 E 71098 4482121 -0.154755]1 S409 72774428 +0.1612328
Precursor Type: MLLTI +0.0403334 542.28205434 & I 6 Deb 405678599 +0.0600182 48520044773 +0.2360572
general information +0.17486714 7FES31171329 6 i 5 B56.321555071 -0.0070408 85632155501
Annotation: Gofll +0.0002707F7 88438012721 7 W 4 Gl3.291806060 +0.0195663 813 20180606
Aminofcids Coverag 73 %
FreneirCateiage o1 % G099 40707024 8 O 3 51422348214 -0.059359093 514 223482174
Protein Localisation: 34 .. 44 -0, 15956000 1114.4340733 0 D 2 39019653911 +0.14587368  3090.10653011
-0.01847865 1243 4706064 10 E 1 28416959608 +0.27104698 284.16959608
11 K 0 TS 1270008 155 127002098



Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

Scannumber; 100217
Protein: BSU1T BEOO; tsf
Peptide Score: 16264
Method: ITWS; CID: 3
¥ia ¥ia Yis¥iz Y1 ¥im ¥e ¥u ¥r ya* ya"
I‘?j,lc E{M{GIE T I"-.-" E I | i T pSl AN & K
b! h! hl- h! h? h. bll hll hl! hl! bll
ﬁ_ B
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o o i | ol yi bis—NH =
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bs-MNHz : | Fo | | A
5 - 51E.1551 bz-Hz0 | e ' ¥is ¥is | =
o - ' | S | bs-MNHz [ 10pa.508 1398. 66t 1656.7611 T
< o7 ys¥ 4 976.25 64 ! biz| CU bie-NH: gy, = =2
> 465 2611 127t & E 1370.578 bis* | | 176160 i77ens [S 7
= - o 6998348 yis t i ; 1609.705 | 34 i
o _ be | [ 1 B2E.BB4 ! | Y i
= . : i ! i hIE—:Hzﬂ
g o ba-NHz ss81457 5541.‘;?5?5 | ' ; i3 ; | 1760.708| i
| 2741018 - | e | : 14g5.605  ¥14 | | I
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RPN U110 TR AN T R T T .
GO0 a0 1 DDEI 1200 1 -'-1I:II:I 1 EIII 1800 ﬂ
m/z [amu] )
5
hass: 1923.81755 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 148.042675858 1 M 16
Retentiontirme: Systermn.Collections, -0 1148708 2L 0852687¥9| 2 E 15 |1F83.8033655 17858033855
atOte IREaGE G 301.12819624 3 M 14 1656.7607725 +0.00609277 528.88402446 +0.2099086
Mass Error [ppm]:. 0.35881
FEF- 5 PEORE-27 +0.35034 445 1496559598 4 o 13 1542 717845 401124773 1542. 717845
Precursor Type: MULTI he Lo o AU = 12 148560963813 +0. 156524 1485 69603813
B30 22936685 6 T 11T 1398 6643529 +0. 0925493 B99 BISET1467 -0.4306023
302971807 | ¥ W 10 12587 6166744 +0. 0476322 1297 61606744
B04.34037388 B E 85 1198 5482605 +0 0861389 1195 5482605
general information +0, 18260458 003 382090605 O E 8 10oeb 5058674 +0.0720450 10685 50560674
Annotation: 14 of 17 1156.4462955 10 kit 7940 463074259 +0. 1384882 B40 46307425
AminoAdds Coverag 82 % +0.0143183  1269.5303595 11 | 5 777.300974575 -0.0420053  777.30074575
Intensity Coverage: 46 X%
Protein Localication: 115 . 151 +0. 2282385 13705780379 12 T 5 664 31568177 |-0.1653522 aa4. 31568177
15375753968 13 = 4 563 20800329 -0.0009135 S03.26E00320
1608 6135106 14 A 3 396 26964445 396 269604448
+0.0883197 1707 6819245 15 W S ARSI 255108 32523253060
+0. 05671082 1778.7190383 16 A T 226 ¥ed 1 er? 2260, 16411677
17 K 0 TS 12700208 T55% 12700708



Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

Scannumber: 10645
Protein: B5UD2260; gamA; vbTfT
Peptide Score: 153.72
Method: IThS; CID; 2
Yis Yis ¥ Yim¥e®™ ¥u ¥z ¥Ya L L] ¥z
pi
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- 281.2132
D_IIIII|II!I||IIIIIIII|IIIIIIIIIIIIII‘IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_D
300 400 a00 GO0 o0 a00 ann 1000 1100 1200 1300 1400 1500 1600 1700 1800
mfz [amu] 7.
]
hass: 1745.85404 ; Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
bk Al 116.0342 116.0342 1 D 16
Charge: Systerm.Callections. ; :
Retentiontime: System.Collections. {8 T80 13 2 A 15 1634 864 1634 5864
atOte R 286,1397 286.1397 3 W 14 1563.827 1563.827
Mass Error [ppm]. -0.044937
FEF- 5 5042F-149 399 22358 399 2238 4 | 135 1464.755 732 8831 +0302323
Precursor Type: |0 456 2453 456 2453 o o T2 11351875 [F0.0742881135.645
509 3293 +0.0714777 569 3293 a] I 11T 12584 653 1294 653
040 380605 +0.03870 040 36065 o A 10 1181.2659 +0.003171791181.5659
7471.47471 +0.116447 741.4141 =] T 9 |[1110.532 -0.071645 1110.532
general information FO8.43 56 FOE. 4356 8 o 8 1009485 -0.045024 1009 485
Annotation: 13 af 17 865 434 865 454 10 5 7952 46831 40115539 952 4631
AminoAdds Coverag 76 % 1066.482 +0.132250 1066.482 17 E 5 7854647 4+0.003363 785 4647
Intensity Coverage: 59X
e A e T T 1163.5534 1163.534 12 F 5 &GB84.417 +0.013078 a84.417
1202.603 -0.002468 1262.6003 13 W 4 LEF. 3043 SE7. 3643
1319 624 1319624 14 o 3 4EE. 2959 +0.114053 4588 2955
1432 708 +0.022986 1432 708 15 I 2 431.2744 431.2744
-0.038097 798 3E9S -0 087706 1595 772 16 Y 1 E18.1903 +0.058082 318.1903
17 kK 1 R I i i 207 M R




Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F21
Scannumber: 11534
Protein: B5UZ22880; jofl:; wpfD
Peptide Score:  112.34
Method: ITHS; CID; 2
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T
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E 1 s ks biz = 2
958,52 04
o = | TR 1471.635 - @
E i Hi‘l ha—HzDi
T =4 U'E :15.49:.-:5': : 1IJSS"{:EIB o B biz-H:0 bis [
1 319.1612 o bz-Hz0 : beabeiid 1453.625 1642, 684 -
i ; 4322452 Vs B14.2655 yiz ' Bli‘, bis*  bislbat |
g ba* 545.2282 ™ | 1263.658 Firhd : Lz
] ”91‘;15 e 660.2563 yiait | i pASmaR: LEE AT T i
o g | 765.3556 | b1 R LELN R |
T ko I 5 1245 467 | {a7aese | | | yid -
lasz.1206 | | ‘ ‘ ‘ | ‘ ‘ ‘ ‘ ' : ‘ ‘ 1531.7ps I
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300 400 SO0 GO0 Fan aa0 900 1000 1100 1200 1300 1400 1500 1600 1700 1300 ﬂ
m/z [amu] )
£
hass: 1788.78053 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 130.04586556 E 15
Fetentiontitme: Systerm.Callections. 258 00248268 2 E 14 18ad.74a5736 laad. 7465736
L 112388 440 10647154 3 i 12 1531 70309805 +0.0775136 7663556285 401207231
Mass Error [ppm]:. -0.75925
i P 527.13845005 4 g 12 13506895717 13506899717
Precursor Type: MLLTI h28. 186017843 5 T 11 1203.8579432 +0.1285922 1203.65759432
BE5. 20764215 6 o 10 11682.6102648 +0.075958622 11682 61026485
o MR SR BT I F G 11055888011 -0.0263011 1105 5888011
Ga. 33463358 8 ) 5 958 52038713 -0.1124892 D58 52038513
general nrgrmaion 1073 4186076 O | 7 B30.46180962 530 46180062
Annotation: 1daof 16
T 1130.4401613 10 G 6 717.37774564 +0.022645  717.37774564
Intensity Coverage: 53 % -0.0548287 12454871043 11 O 5 680 35628192 +0.0204271 baD. 356258152
sl s BT R 1358 5511683 12 | 4 545 37033880 +0. 1040262 545 32033889
+0. 0228048 14f 6352323 13 | 3 432.2452749171 -0.02152 432.2452749]
15258 65665968 14 o 2 319.18121093 +0.09412%985 319.16121093
+0.1325231 1643 653639 15 O 1 282 1397472 282.1397472
TH K ] B0 S = I 147 112804717



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F21

Scannumber: 12643
Protein: B5UQEA40; phoflll; phoB
Peptide Score:  21.73
Method: ITHS; CID; 2
YII E YII YII 'rll YII 'rll 'rl 'r? 'rl 'rl 'rl- 'r!
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200 400 GO0 300 1000 1200 1400 1600 1800 2000
msZ [amu
hass: 43586.55552 Sodalton frass Ao dalton FMass SEQ A dalton frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. TR S 100 0757 1 W 40
Eetentiontifme: systerm.Collections. 195 1441 1595 1441 2 W 289 4288.938 4288.938
2EOEE: Bl.251dh 328 1867 -0.008231 3281867 3 E 38 4180 868 4180 868
Mass Error [ppm]:. -0.25861
FEF- 5 PAQTE-7 2 425 2305 400710722 425 2385 4 P A7 4080 825 4080 525
Precursor Type: %0 P A | S 20T 5 T i el 3 L e 3903 772
587 3243 587 3243 3] fay 35 3802.724 3802.724
744 3927 744 3927 7 g 34 3791.a87 1896.347 +0.207127
85559 4798 8559 4796 o] ] 33 3644815 3644 619
GE7. 4782 Q7. 4782 = ]} g2 [F 52 52 3525 502
1150.542 +0.0344771 1150.542 10 Y 31 34071.533 3401.533
+0.270101 632.3104 +0.098541 1263.626 11 | 30 3238.47 3238.47
+0. 167492 a81. 8508 +0.0436768 1362 654 12 W 200 [F125 386 3125.386
+0.2809458 710.3614 -0.3068645 1419.715% 13 o Pl 3 P TR R 3026.318
1547.774 40408924 1547 774 14 ] 27 29859 298 29859 2095
b B AR Ba 15 i 20 2B 238 1421.122 +0.39857]
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2308 008 2368 008 21 O 20 21355417 1068 474 -0.20583
) ) 2485 151 2485151 22 P 19 2020.9714 1070 .96 +0.403118
general information
T 54 of 4] 2504 103 2504 103 23 E 18 [1923.8a] 15823 861
AminofAcds Coverag 59 % e A P e 24 ] 17 |17594. 518 17594 818
Intensity Coverage: 45 % 2836.205 ?83H/.295 25 I 16 1666.76 166676
Protein Localisation: #3 ... 113
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ol W sy 3] VB 3FT 27 1l 14 1453 648 1453 648
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2318.438 2318.438 29 5 1250 [ VRS E BaF T A
+0. 280557 195 24 3389473 30 A 11 (1070575 WP 55
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Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

Scannumber; 138132
Protein: ahpF; B5U40100; ndh
Peptide Score:  228.119
Method: ITWS; CID: 3
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hass: 170473524 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 116.0342 116.0342 1 D 14
Retentiontirme: Systern.Collections, 247 0747 +0. 128604 247 0747 2 M 13 |15598.73 1598.73
atOte 8 LR ] 3601588 -0.0249759 360.1588 3 | 12 1467.680 1467.689
Mass Error [ppm]:  0.060042
FEF- 1 4988E-75 431.1959 -0.052693 431.195% 4 A 11T 1354.6805 +0.007059 1354 605
Precursor Type: MULTI o4 27590 40045433 S44 2700 o | 10 1283.568 +0,173568 042 2870 +0.271134
043 3484 -0.023592 643 3454 a] W 8 1170.484 -0.064512 1170 454
T T e et o D g 1071418 -0051274 1071.416
general information BEY. 4179 -0.086414 887 4179 =] E 7956 3888 +0.205344 956 3886
Annotation: 130f 15 1000502 +0. 161431 1000, 502 8 I b B27. 346 +0.2035a5 827,346
s AU e T 1071.539 1071.539 10 A 5 714.2619 +0.047028 714.2619
Intensity Coverage: FoX
Protein Localication: 26 . 50 1158.571 -0.06042660 1158.571 11 = 4 843 2248 043 2248
1305 607 +0.00385 1305607 12 M 3 5561928 +0.043356 556. 1928
-0.221210 8ahe 8220 40, 168721 1392, 630 13 i 2 409 1574 40120809 409 1574
1559 637 40018629 1559 637 14 5 T (32212549 322.1254
15 k 0 ISSTXT T8 127



Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

Scannumber: 125219
Protein: BSUD4E20; rebb; yoxs
Peptide Score: 143907
Method: ITHS; CID; 2
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hass: 2766.30544 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 114.08173 114.0%913 1 | 24
Fetentiontitme: System.Collections. 2FF1547 -0 1813471 277.1547 2 " 23 12658 256 2858 254
L L, 406 1073 -0.035002 406 1973 3 E 22 2495 102 12481 +0 180644
Mass Error [ppm]:. 0.34677
i e 507.2440 507.2440 4 T 21 2366.15 1183.570  +0.007652
Precursor Type: MLLTI He4d. 26604 Had4. 26604 5 o eIl e S E 4 P SRR
B35 3035 +0. 185801 635 3035 & fa 19 2208.081 2208 081
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e 1533.78 +0.07632 153378 15 g 10 13256  +0.05260 13256
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+0 288842 1311.108 2621.209 24 A o | v B 222 1755
25 E ] ) sl ) B 151 1374



Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

k= 4

Scannumber; 13385
Protein: BSUZ3070; =arh
Peptide Score: 14756
Method: ITWS; CID: 3
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hass: 2371.102 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Farge System.Collections. 148.0427 1480427 1 il 15
Retentiontimme: Systerm.Collections. 3715.047 315047 2 5 18 2233.088 22533 088
Belbe: T abe 429,084 425,084 3 M 17 2066.09 206600
Mass Error [ppm]. 0.06621
PEE- 5 1013E-19 544 1705 544 1105 4 O 16 1952.047 1952047
Precursor Type: MULTI B01.1324 0071.1324 5 i E5D (FEE T4 Tk e .
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general information 12594 538 12594 538 11 £ 5 1215835 -0.048268 1215035
SEnETOh Lzt 1381.571 1381.571 12 5 g 1086592 -0.044738 1086.592
AminoAcids Coverag 70 %
Intensity Coverage: 64% 14596.597 -0.081578 1496, 557 13 O 7 895 5501 -0.050812 999 5007
Protein Localisation: 10 .. 29 +0.141022 522.3368 +0.032a806 1643 666 14 F B BE84.5331 +0.307142 884.5331
+0. 207754 878. 8788 +0.173151 1756.75 15 I 5 FiF.de4d7 737.4a47
+0. 111812 843.399% -0.275204 18585.793 16 E 4 B24.3807 +0.139368 624.3807
+0. 246843 995 0415 1998.877 1% I 3 4953381 +0.110367 455.3381
+0. 10735 1045 476 2087.945 158 W 2 382.25%4 +0.08a6093 352.254
-0.027041 1113.505 2226.004 15 9] 1 283.1856 +0.182889 283.1858
20 K [ O R e iy



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F21

Scannumber: L1014
Protein: B5UOQT 320; rplR
Peptide Score: 159819
Method: IThS; CID; 2
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m/z [amu] )
]
hass: 158766654 & dalton Frass SEQ & dalton Fnass
iz System.Collections,
Charge: System.Caollections, 116.034215455 1 D 14
Retentiontimme: Systerm.Collections. 228 1182834709 2 I 13 1481.661058406
atOte Ladacds ~0.0513476 343.161210926 3 N 12 1368.576004425 +0.114656
Mass Error [ppm]:.  0.010543
PEE- 1 279FE-17 +0. 1448865 442 22960245842 4 i 11 1254 534060605978 0077806
Precursor Type: MULTI -.0315583 STloddde ) fan 5 E 10 1155485653062 +0.0782923
B55.304246345 5] 5 5 1026.4230599686 -0, 00855417
F59.3571924823 7 T 5 8359391031556 +0.2509177
general information 516.3733885486 5 ” 7 B3B.343353082 +0.04318268
Annotation: 120f 15 -0.013857 G31.400331578 =) O B 781.321885358 -0, 38790595
HEANGR s E BRORg IR0 % -0.055554 1032 448010052 10 T 5 666294946326 +0.141638]1
Intensity Coverage: 52X
Protein Localisation: 62 .. 76 115959 440308871 11 5 4 585247207852 + 00090798
00890535 1270.483482a58 12 i) 3 398.248909033
+0.21022 1341.5205904465 13 1} 2 327.21175952486 +0. 164517
+0. 2585073 1442 568274592 14 T 1 256.17468581458 +0. 12595483
15 k 0 IS5 127002084



Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

Scannumber; Larz
Protein: B5U132300; pt=H
Peptide Score: 162.38
Method: ITWS; CID: 3
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m/z [amu] )
5
hass: 145760355 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: System.Caollections, 164.07086 1 o 11
Retentiontime: Systern.Collections, +0.0714707 +0.075212 279.0875 g O 100 | F 2SS -0 158572 663 278 400585927
atOte 1B a7 550.1347 3 A 9 1210523 +0.066125 6057652 -0.051543
Mass Error [ppm]:. -0.082306
FEF- 4. 3103E-25 +0.167253 465.16716 4 O B 1139488 +0.100797 57024868 +0. 718111
Precursor Type: |0 -0.407753 56423 o W Fo 024,459 +0.04171193 1024.4559
BFE. 2729 a] M B 92539068 +0.074453 925 3906
general information
. -0, 120133 791.357 o | S EB11.3477 +0.070504 811.3477
Annotation: S9of 12
ArninoAcids Coverag 75 % -0 1538937 Q20,3996 =] E 4 698 2636 098 2636
Intensity Coverage: /0% 1163.420  © W 3 5602211 40.073686 569.2211
Protein Localisation: 29 ... 40
1277.472 10 M 2 326.19174 326.19174
1334.494 11 o T |[&E2- 1485 212. 1485
12 kK NS S EE SSERE



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F21

Scannumber: E2F0
Protein: B5UZ23070; serh
Peptide Score: 12425
Method: IThS; CID; 2
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m/z [amu] )
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hass: 173271076 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.05134045 1 | 14
Retentiontime: Systerm.Collections. 2L T2 33e88n| 2 5 13 16206338574 1620, 6338574
atOte ledealls 288.15539727 3 3 12 1533.601829 1533.601829
Mass Error [ppm]. 0.065434
PEF- 0 00040585 455153758059 4 5 11 1445 5698008 +0.0394524 1446 50980046
Precursor Type: |0 5E84.196349718 5 E 10 12795714417 -0.24685608 1279, 5714417
-0 2928918 671.22837759 @ 5 5 11505288484 -0.01517a8 575 7RBOG255 -0, 2006797
728.24984131 7 o 8 1063.4988202 +0.0207579 1083 . 45968202
general information +0.2191177 89%1.31316985% B i 71006 4753565 +0.027329 10064753565
Annotation: 11 o0f15 10068.34071259 5 O 6 B43.4712027597 +0.0967001 843 41202797
s U e S B 11203830403 10 N 5 72838508404 +0 0630062 72838508404
Intensity Coverage: 49X
Praotein Localication: 400 . <14 -0.0540654 1280.4136885 11 8 4 &14.34215749 -Q0.00268 B14.34215745
+0.2228285 1393 4977525 12 I 3 454371150929 +0.0646504 454 31150525
1480 5297809 13 5 2 341.22744531 +0.0691245 3471.22744531
1579 59871948 14 W 1 2541954169 +0.0508142 254.195416%9
15 K 0 155 12700708 T8 12700708



Source:

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21

Scannumber: BE A0
Protein: B5UT 2620; mitnl; vkrd
Peptide Score:  109.23
Method: IThS; CID; 2
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m/z [amu]
hass: 14526452 & dalton Frass SEQ & dalton Fnass
iz System.Collections,
Charge: System.Caollections, 72.044350254 1 A 12
Eetentiontirme: System.Collections. 200, 102967766 & ]} 11T 13590.834115374
atOte TRLaode S0.022733 315129510798 3 D 10 1262.575537862 +0.2803069
Mass Error [ppm]. -0.37622
e TR +0,124307 1 414.108324714 4 W O 1147.54859483 +0.1165663
Precursor Type: MULTI +0.0970244 R27.2B25388654 5 I 3 1048.480130914 -0, 0745075
B14.3144177104 3] 5 7 9353961165933 -0.02282559
general information F27.398481085 7 I 5 8458364088524 -0, 0045304
Annotation: 9 of 13 +0. 105073 H514.4305094595 = 5 5 (735280024543 +0.1065%111
IUBBRENS sk 0% 020 457452527 5 D 4 648247006133
Intensity Cowverage: 51 %
Protein Localisation: 76 ... 88 1096 4555811345 10 5 3. [3FF 221053181
+ 0. 1040444 1210458738752 4] ¥ 2 386.2226594283
1307.551502644 12 P 1T 252.179766836 -0 038974
14 kK 0 RS 127002054
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Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F21

Scannumber: BAL3
Protein: azoR2; BSU33540; ywab
Peptide Score:  208.39
Method: IThS; CID; 2
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hass: 17277388 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.051340447 1 ! 14
Retentiontirme: Systermn.Collections, +0. 2272793 242 1459977958 2 ]} 13 1615661452336
atOte LT +0.0662836 320.181546368 3 5 12 1487.602874825 +0.1274719
Mass Error [ppm]:  0.32179
FEF- 1 4473E-105 3ER.203470092 4 o 11T 1400 570846415 +0.0025178
Precursor Type: |0 487 2510885606 o T 10 1343 549382691
544 27255229 a] o 9 (1242 501704217 +0. 0067 186
091, 34096062086 o F 8 1185480240403 +0.068224
general information BZ20. 383559302 =] E 71038 411826577 -0.0467103%
Annotation: 130f 15 +0. 1732128 D40 4260152308 8 E b D09 30D23348] -0.0173a5%8
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Intensity Coverage: 59X
Protein Localication: 63 77 +0.0683224 1145, 542244788 11 = 4 Baf 2425760404 +0.06870545
+0.0551768 1275 584837885 12 E 3 |SE0.2105475954 +0. 0575794
1445 583 196703 13 i 2 451, 167954808 +0. 085463 1
+ 0. 0340002 1574 62575897959 14 E 1 284 16959608
15 k 0 IS5 127002084



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F21

Scannumber; 7361
Protein: BSUZE020; =odfA; wqgl
Peptide Score: 15851
Method: ITWS; CID: 3
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m/z [amu] )
5
hass: 1902.87063 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 114.0913 114.0513 1 | 16
Retentiontime: System.Collections. 243, 133539 243 1339 2 E 15 1780 794 1790.7594
atOte 230352 356,218 +0.021382 356.218 3 | 14 1661.751 1661.75]1
Mass Error [ppm]:  0.19388
FEF- 5 220d4E-149 S R A T e 4 T 13 1548.6867 +0.306639 1548 667
Precursor Type: |0 024 264 024 264 o i T2 faeiah3 [+l 43367, 653
i e I [ FE2 5 33T a] T 11 1280621 +0.218887 1280 621
H2Z.3845 H22. 3045 o F 10 1179.573  +0. 106287 29025902 +0.24078059
8936.4074 536 4074 =] M 9 (1082.52 +0. 058831 1082 52
general information 10604 466 1064 466 8 ] 8 DeB 4775 +0.048353 DB 4775
Annotation: 14 of 17 1179.493 11759 493 10 O 7 B40.4189 BE40. 4789
AminoAdds Coverag 82 % 1266.525 1266.525 11 g 5 7253910 40004357 7253010
Intensity Coverage: 54X
Protein Localication: 141 . 157 1363578 1363578 12 F 5 B3IE. 3599 +0. 177682 638.3599
1476, 662 14760 662 13 | 4 541.3072 541.3072
+0. 141583 782 3505 1563 694 14 5 3 4282231 +0.038875 428 2231
16592 736 +0.007372 1692.736 15 E 2 341.1911 -0.038838 341.19711
1749 758 1749 758 16 o 1 [212.1485 212. 1485
17 kK 1 R I i i 207 M R



Source:

Scannumber:  FEEI

Protein: B5U23240; oxdC; ywrk
Peptide Score: 14328

Method: IThS; CID; 2

¥a* ¥a*© ya ys* yaz"

20120514 _WR_Bsu_TripleSILACrep] _pL2ESLS_F21
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hass: 1011.44025 ; Lodalton frass Ao dalton FMass & dalton Frass SE] & dalton FMass
iz Systerm.Collections, 116.0342 1160342 . o -
Charge: Systerm.Callections. ; :
Retentiontirme: Systermn.Collections, + 0002877 203 1026 +0.06854 263 1026 2 F b B9Y 4209
St i ik 564.1503 +0.124133 364.1503 3 T 5 750.3525 +0.05092
Mass Error [ppm]:. -0.28966
q PEP: 5 ?125E-17 479 1773 +0.026389 479 1773 g D 4 6849 3048 -0.052097
o e & of & SFE.2457  +0.04B003 578.2457 5 W 3 342778 40127083
ArninoAcids Coverag 75 % +0.052595 346 1685 -0.070761 691.3297 3] I 2 4352004
Intensity Coverage: 69X
S R LT o pa HLE.32E] B2 E] & 1 3221254 +0.104741
= K i g



Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber: 107649

Protein: BsUZ22440; citF; sdhA
Peptide Score: 14852

Method: IThS; CID; 2
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g O 1 R i T O O O | I 0 (O N O I 0 /OO s S 9
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m/z [amu] )
o
hass: 2465.0453 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
Targe o P | e e 144.071 1a4.071 1 i 21
Retentiontirme: System.Collections, +0.05124 203,139 +0.071 16863 135 2 W 20 237 2311
iﬂ“""f:E e 1;‘?;232 377.182 +0.17047377.182 3 M 19 2217.94 1106.47 +0.3872-
ass Error [ppm]: -0.
e iy 434.203 +0.0424434.203 4 G 18 2007.89 1049.45 -0.1905
Precursor Type: MLLTI 47287 547287 | B I 17 204087 102094 +0.0077¢
afe.33 -0.0184 67633 a] E 16 1927.79 GEd 397 +0. 1656¢
703.362 TR BEE | E 5 15 1798.74 899 870 +0.2151¢
B50.3094 +0 47618850394 B 5 T4 [FELTEE] 856.36 40 259H:
921.431 521.431 & o 13 16024.68 1024.68
105047 -0.3498 105047 10 E 12 (155304 1553 .64
+0.00177583.254 +0.118801165.5 11 O 11 14246 -0.0403 1424.4
general information 1296.54 +0.0880112%96.54 12 M 10 130957 +0. 1149655 2971 -0.085]
Annotation: 14 of 22 +0. 12871732273 1463.54 13 5 3 ol B LR 11Z8:53
AminohAcids Coverag 52 %
TeeT e CLUeTagE. 6o % FES05F 155057 14 5 g [y 53 10%1.55
Protein Localisation: 409 .. 430 1637.6 18376 15 5 78924 503 824 503
1750.6% -0.0508 1750.8% 18 I 6 B37.471 837.471
1897 .76 +0 3179418597 .76 17 F 5 F24.387 F24 387
AR 201278 18 O 4 577.318 +0.01261577.318
2083 82 2083 B2 19 i 3 462 2971 +0. 15112462 291
2220 88 222088 20 H 2 3591.254 +0.029718517.254
231995 231895 21 W 1 254 155 254 195
;7 K Ao i el e B L L e s



Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber: 112E14
Protein: B5U238320; YEFD; y=aly wxbC
Peptide Score:  97.35
Method: ITHS; CID; 2
¥za ¥ Yia Y¥i3 ¥is ¥i1z ¥i1 Yim ¥ ¥Wa ¥a ¥a ¥z ¥z
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mfz [amu] 7.
=
hass: 3450.45836 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. 1150502 T 5AS02 1 M 27
Eetentiontirme: Systermn.Collections, 244 0628 244 0628 2 E 26 (3377 422 3377.422
L Feane s 358 1357 358 1357 3 M 25 3724838 3248 38
Mass Error [ppm]: 0.083491
PEE- 4051 7E-17 457.20471 +0.0571233.457.2041 4 W 24 (3134 337 1567 672 +0. 108842
Precursor Type: =0 L4444 2362 Ed4 2362 5 5 2E (SiyEs 2R 3035 268
6558 27491 855 2791 5] M 22 2948 238 2048 238
FEE 3310 7553319 7 F 21 2834 194 2834 1594
2858 3723 B85 3723 ] & 20 |2737.141 13659 074 +0.493808
1074.431 1074.431 = i 19 26061 26061
1157.45% 1151.45% 10 H 18 2478.042 2478 042
1314.553 -0.107238 1314 553 11 b 17 2340 983 2340 953
1425 55 1425 55 12 O 16 (2177.975 2177.874%
1542 664 +0.415178 1542 664 13 | 15 2082 853 1031.95 +0. 193171
1625 6595 1625 6595 14 5 14 19459 808 +0.3344935 15459 808
generlintormaion 1758.730 -0.316702 1758.730 15 E 13 |1862.7786 1862 776
e 17 of 28 18209776 +0 0759322 15820.7765 16 A 12 1733.734 +0.2274%93 8567 3706 4015455
AmminoAcids Coverag 61 % 1026 820 1025 820 17 P 11 |[1662 6597 +0. 055848 8371 852 +0.0118948
INLEN: ML Lavetage: 10070 2160.558 2160.858 18 v 10 1565.644 783.3256 -0.172416
Protein Localisation: 167 ... 194
2332022 2332 022 15 b G 13226814 |-0.370826 1322614
2420 074 2420 074 20 F 8 1159.551 11559 551
2545 007 2545 001 21 O 7 1062 408 1062 458
2660 028 2680 028 27 O 6 947 4713 +0.083918 947 4713
2773112 2773172 23 | L B32 4443 +0.005060 832 4443
+0.064542 1457 085 2001171 24 o] 4 7193803 +0. 13309571 719.3803
2088 203 2088 203 25 5 3 581.3017 +0.26805 561 3017
5260 32151.264 26 b 2 504 2655 +0.0159908 504 2655
+0.348823 1665, 176 35337 348 27 Iy 1 341.2083 |-0.035455 3471.2083
2 K ] 5% 127 TS5 e



Source:

207120521 2 VE_B=su_TripleSILACrep] _pL2ESLS_FON

Scannumber; 130590
Protein: BSUTE210; wrfl
Peptide Score:  99.932
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 2805.30057 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 114.0913 114.0513 1 | 22
Retentiontime: System.Collections. 211.1441 217.7441 2 F 21 |2@883 223 2693 223
atOte Aealie 342.1846 542.1846 3 M 20 259617 12098.580 -0.335974
Mass Error [ppm]:. 0.259265
FEF- S A3E6E-07 45602275 +0.1083a 456 2275 4 M 19 246513 1233.069 +0.375064
Precursor Type: |0 SB9.37110 -0.0137118 693116 o | 187 2S5 08r 1178.047 +0. 302778
-0. 154097 341.7015 BEZ 3956 a] I 17 |2288.003 1115 505 +0. 149742
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1351.683" |+0: 1257531351683 12 H 11T 1592 6891 1592 691
general information
. +0. 060895 740, 3743 14759.741] 13 ] 10 1455632 1455 632
Annotation: 17 af 23
AmmninoAcids Coverag 74 % 1607 8 1607 8 14 o] 8 |1327.573 182F.573
Intensity Coverage: 443 1736.842 1736.842 15 E 8 1199.515 17195 515
Protein L lisation: 149 . 171
et e 1903841 1903.841 16 3 7 1070472 +0.444702 1070.472
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+0. 235812 1148.992 2296 977 15 O 4 B25 38047 +0.033404 625 3647
24710 061 2470 061 20 | 3 5103377 -0.104326 5103377
2 ER S AS 2523 145 21 | 2 397 2537 40001284 397 2537
+0.071735 1326.597 2. 1 8F 22 1 284 16%8 +0.04833 284 14696
23 K I | S L



Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber; 4348
Protein: B5U25360; hag
Peptide Score: 15657
Method: ITWS; CID: 3
¥is ¥iz ¥ Yim y¥e© ya* ¥a® ya— ya
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hass: 173084462 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
 iarar Sretom dllechans, 10007569038 100 07565038 1 L7y 14
Eetentiontirme: System.Collections. 199 1447043 199 1441043 2 W 13: [1had:r 32392
atOte Lo e 31417104733 +0.0564002  314.17104733 3 D 12 1533.7148253 -0.098004
Mass Error [ppm]:  0.13932
e T 443.21364043 443.21364043 4 E 11 1418.6878823 +0.1873619
Precursor Type: |0 514.25075422 +0.04071393 514.25075422 & A 10 1285 6452852 -0.0378673
B27. 3348182 +0.0815026 B2 7. 3348182 4] | G 12186081754 -0.1142789
741.37774564 -0. 2028755 741.37774564 7 M 2 110552411714 -0.0941758
general information HBE9. 43632315 +0.013567 HE9 43032315 B ) F997 48118397 +0.1821461
Annotation: 12 af 15 GE8. 50473707 -0.0840217 958 50473707 5 LTy B B83.42260644
HINNG RIS COVERaEia0 % ~0.1067988  528.27202097 -0.2948221  1055.5367655 10 5 5 764.35419254
Intensity Coverage: 54X
Protein Localisation: 220 . 2354 T2dd 5351243 l2Zarsa 5243 1] 5 4 B77.32216413
153, 56, 5937008 1350:593 7018 12 0] 3 51032380531 -0.0984025
1506 6948128 +0.18958307 1506.694587128 13 E. 2 3822852278
-0 3033784 FES. 36960155 +0.2008126 1577.73192a68 14 fuy 1 |226.164116F77
15 4 ] B e e P T




Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannurmber:  EB10E
Protein: BSUQESZ20; purH; purHJ
Peptide Score:  114.319
Method: IThS; CID; 2
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m/z [amu] )
o
hass: 1574.85361 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 116.0342 116.0342 1 D 18
Eetentiontirme: systern.Collections. 23007 2300771 2 M 17 1880.EBY& 1860 876
St Ll2880s 361.1176 361.1176 3 M 16 1746.833 -0.472384 1746.833
Mass Error [ppm].  0.079259
PEF: 0 0035385 462 1653 462 1653 4 T 157 | 1815792 1615752
Precursor Type: %0 TR BEAAE R S e o o) 14 1514.745 1514.745
0182552 -0.078247 618 2552 3] o 13 1415676 +0.199574 7083418 +0.057915
i B P e e £ o) T2 | TFS5B. 855 b b e e
Fr4.345] F74.345] =] o 11T 1259 586 -0.156472 12559 586
H45 3822 H45 3822 =) b, J R e e e 1202.565
- : +0. 1670909 457 7055 S02. 4036 10 o 9 (1131.528 1147 528
general information
T ey 15 of 19 1030.462 1030. 462 11 ] 8 1074.506 1074 506
ArninoAcids Coverag 79 % 1161.503 +0.030254 1161.503 12 M F 946 4478 G456 4478
Intensity Coverage: 41 %
S s e A P 1275 546 1275.546 13 M 6 HB154073 8154073
143171.647 +0. 148301 1431.647 14 F. 5 [F01.3644 F071.3644
15330715 034223813307 15 15 W 4 5452633 545 2633
g W 2 R 16 o 3 4451948 446 1948
1754 735 1754 735 17 = 2 3BO. 1734 3891734
1825 fid TEE b T 18 ) T |l s Tdd. ¥k
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Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber: E170
Protein: B5UQT 260; rplH
Peptide Score:  128.395
Method: ITHS; CID; 2
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200 300 400 SO0 B0 Fao 00 aa0 1000 1100 1200 1300 1400
m/z [amu] )
=
hass: 1551.76544 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. T RE ST TR A EST 1 W 13
Fetentiontitme: Systerm.Callections. 171.1128 171.1128 2 fa 12 1481.71% 1461.71%9
L Fa 8 3t 286 1307 286 1397 3 O 11 1350 682 A0S 8445 +0 405083
Mass Error [ppm]:.  -0.22463
i S 4001827 4001827 4 M 10 1275.655 638331 -0.0310962
Precursor Type: MLLTI ST i ] 5 5 G |fPietaeild 581.3098 40028137
024 2025 B2d 2025 & o 5 9948135 0894 5135
B85 23045 095 23596 7 A 7 8B37.5582 -0.0447358 G937 552
al inf at
Seotbhn bbbl 851.3407 851.3407 8 R 6 |866.5540 866.5540
Annotation: 10 of 14
e e 0803833 -0.013860 0803833 O E 5 710.4538 710.4538
Intensity Coverage: <45 1079 452 +0. 107963 10759 452 10 W 4 581.4112 EEk4] 12
EEpten s pedl Ao {10 23 1192.536 +0.026951 1192.536 11 | 3 4823428 +0.22317 482.3428
-0 192774 647.28954 03427138 1293 583 12 T 2 3892587 40044476 369 2587
T406.608 +0.158735 1406 668 13 | 1 2688.2111 -0.0489445 2682111
14 K M TS 12T TEE-TTT



Source:

207120521 2 VE_B=su_TripleSILACrep] _pL2ESLS_FON

Scannumber: E2GLE
Protein: B5U33050; katB; katE; H15D
Peptide Score: EZ2.68
Method: IThS; CID; 2
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ba* bz ! vt : : (i Y11 viz—MNH=
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e S :ill L IinI | gl |||| | : |I |I | I| : IIIIIII|I|I| II|I|I||Ii e . 1 L i : ]
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m/z [amu] )
]
hass: 272714576 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 1150502 T 50502 1 M 23
Eetentiontirme: System.Collections. 282.0484 282 0486 & 5 272 2822.124 2622124
atOte 52 Ol 3051326 +0.102008 3951326 3 | 21 2455125 1228.066 +0.19403
Mass Error [ppm]:. 0.28356
B TR 523.1012 5231012 4 Q 20 2342.041 1171.524 +0.257058
Precursor Type: MULTI B3r. 2341 B3r. 2341 ) M e (2213983 1107.495 +0.218842
FR1.2771 +0.081381 751.2771 3] M 18 2095 94 1050473 +0.01948
Hoe. 304 Hoe. 304 - ] 17 1985 857 843 452 +0.297815
Ga3 3568 Gp3 3568 = F 16 |1870.87 G35 9385 -0.100064
1050, 385 1050385 =] 5 il e o = FELAEN
1147 .442 1147 442 10 P 14 1686.785% 1685, F8S5
-0.224355% 609 743 1218.475 11 A el B s L } Bt h.n e i
1319.526 13159526 12 T 12 1518.695 1518.695
general information 13590563 1390 563 13 A 11T 1417.a47 1417. 047
Annotation: 15 of 24 1519 606 1519 606 14 E 10 1346.41 +0.275106 1346.617
CINGRUNE DRERg )62 % 1648 640 1648 649 15 E O 1217.568 1217568
Intensity Cowverage: 47 %
e P 1705 .67 170567 | 16 G & 1088525 -0.201109 5447662 +0.089115
1762 6592 17682 692 17 o £ 1031.504 518.2554 +0.165995
B 5 18 Y B 974 4822 G7d 4822
2024 8523 2024 823 15 W 5 B11.4188 2511.4188
21 888 218l 882 20 H 4 F712.3504 F12.3504
-0.224486 1162.976 2324.946 21 b 3. (5F52915 |F0 l16455575.259]15
-0.42038 1227.006 2453 004 2 ] 2 412.2282 412. 2282
2582 047 2582.047 23 E 1 284 1696 284. 1696
a4 K I LS o (e B FEEEER



Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber: 2174
Protein: B5U32250; thri
Peptide Score:  E2.19
Method: IThS; CID; 2
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m/z [amu] )
W
hass: 303426531 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 130.04005 130.0405 1 E 28
Retentiontime: Systermn.Collections. 25905825 259 0825 2 E 27 2806 236 2806 236
St oo e 316.1139 316.1139 3 G 26 2777.193 2777.193
Mass Error [ppm].  -0.60064
FEF- 7 Q395F-(F 4301569 430.1569 g M 257 |ErENAFE g Lk Ol
Precursor Type: %0 245 1838 -0.08077 545 1838 o D 24 26061259 1303. 568 +0.427307
6460 2315 -0.025299 6462315 =] T 23 2491.102 1246.055 +0.030256
F3D 3155 40258670 7503155 £ I 22 2300054 1195531 -0.270523
B90. 356 Ba0. 356 = il 21 |2276.87 1138.989 +0.195765
1050 387 RS ey =) & 20 |2145.03 1073, 408 +0.0720172
1121.424 1121.424 10 b 19 1985 E99 1985 899
1288.422 1288.422 11 5 18 1914.8Ba2 1214 862
1389.47 +0.126002 1389.47 12 T 17 1747 864 +0.285413 874.4354 -0.069442
-0.44728 F23.7403 1446.491] 13 o 16 1640 810 +0.219004 523 0716 +0.467065
1560 534 1560.534 14 M 15 1589.794 +0.268955 1589 704
1a61.582 1661.582 15 T 14 1475 751 A TE FS]
general information 1748.a14 +0.2a670a 1748.a614 16 5 13 1374.704 -0.282651 1374.704
Annatation: 18 of 23 1819.651 1819.651 17 A 12" [12B7 672 1287 672
AminoAcids Coverag 62 %
Intensity Coverage: 40 % 1890 688 1890 688 18 ) 0 O b ol O T Id- 1adss &
Protein Localisation: 72 ... 100 1851 FES 1961.725 15 b, 10 1145 598 1145 5598
-0.37384 1016.EE85 AL T T, 20 ) 9 1074.56 1074 56
2103 795 2103.7599 21 1} 8 |1003.523 ToE, 523
2200.863 22060 803 22 i F o 932.4862 +0.188975 932 4862
23375 23T 23 1} 6 709 42259 -0.238907 FToL 42259
2408.937 2408 937 24 ) 5 B98.385%8 BoE 385
ZHE5 03 25605 038 25 E 4 827 3486 627 34860
26360.075 Fi a1 T 26 b 3 471.2475 -0.031342 471.2475
2 L5000 1E 2750118 27 M 2 4002704 4002104
2881.155 2881.1508 28 i 1 (2B6.1675 286 1675
20 k 0 SR ALTE FESEAE



Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber: ar2k
Protein: BSUO3430; srff; srfAl; srfAA
Peptide Score:  Fr.B3
Method: ITHS; CID; 2
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m/z [amu] )
=
hass: 3013.4063% Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Targe o P | e e 114.0813 114.0813 1 | 24
Fetentiontitme: Systerm.Callections. 2271754 2271754 2 I 23 29071.331 2807.331
L ARl 3142074 +0.021357 3142074 3 3 22 2788247 1304 627 +0.305405
Mass Error [ppm]:.  -0.37283
PEF O000s91 47 443 25 443 25 4 E 2 |2re] 215 2 4 e o
Precursor Type: =0 L72.20265 B7F2.2026 5 E 20 12572 172 2572 372
F01.3352 F07.3352 & E 189 2443.12%9 2443 12959
FF2.3723 72,3723 7 A 18 2314.087 1157.547 +0.237848
543 4094 543 4094 o fa TE |122493.05 17T22.029 40335508
030.4415 G30.4415 = 5 16. |2172.013 1086.51 -0.07477
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1427.701 +0.243438 1427.701 13 9] 12 \11715.779 1715.7759
al inf at
o SR ERTITPR N 157477 157477 | 14 F 11 1587.721 704.364 -0.131128
Annotation: 13 of 25
e T 1688.813 +0.109147 1688.813 15 M 10 1440652 720.8298 +0.157046
Intensity Coverage: 39 % 1785.8B65 1785 865 16 P S |1326.600 -0.176475 6563 83084 +0.307477
REStERT BEd SR Bil] VAT RS 05 1842 887 -0.342522 1842887 17 G 8 1220557 615.282  +0.046506
1958 988 +0.387144 1995 9588 18 R 7 |1172.555 1172.535
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2277.0585 2277.055 20 P 5 |835.420] 8354201
2520 084 2520 084 21 b N o= Bl F ARG F S
2617.137 26l17.137 22 F 3 |4953377 405 3377
2749 257 2749 257 23 k. 2 295 2549 385 2540
2864 284 2864 2584 24 O 1 |266.1640 266, 16459
25 E ] ) s [ B 151 1374



Source:

207120521 2 VE_B=su_TripleSILACrep] _pL2ESLS_FON

Scannumber; 9206
Protein: B5U3F1 20; fha; fhal; fhaf; tsr
Peptide Score: 1055
Method: ITWS; CID: 3
¥im ¥Yia Yia ¥is ¥z Win ¥l yam Ya ¥a ¥s
| [ | B
= TvG | PP VML IHYG GTVTT G I [ P T{A& D I [ IH _
h? b. hl: b|= hl.- bl. hl? hl. bl.
= C
i Y& LS
=2 B44.2614 -
] i
] yviest b1a* b =
- 234 9307 12B5.726  1zg3.703 C
o @ | | N
= 1 : I‘Ju—Hle | o -
- - yistt | 1252.608 | i :
—. 7BE.4132 | . f vie—MNHz | B
o E ' bz 1651.845 | =z
L o bha—H:0 1172.642 : b1z - =
> 76347131 yiz¥ bi1z-Hz0 1767.8f8 B E_
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m/z [amu]

5
hass: 2026.0453 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,

Charge: System.Caollections, 88.039304876 1 5 12
Eetentiontirme: System.Collections. 189 08088335 2 T 18 19400252551 1940 0252551
atOte TR k2 s 246, 10844707 3 G 17 183B.9775766 810.99242655 -0.2499940
Mass Error [ppm]: -0.10192
i S 35515251105 4 | 16 1781.0561120 1781.0561120
Precursor Type: MULTI 45024527451 5 F 1% 16068 8720485 H34.930086020509 +0.3247416
HE9 32933889 6 | 14 1571.8192851 +0.0778097 TR 415328077 -0.31485921
+0.05215984 Ba8.3977528 i W 13 | s a5t} 1458 £352211
FEl. 48181678 B | 12 1359 60668072 13559 66068072
Gl1E.540728065 O H 11T 1246 5827432 1246 . 5827432
Q75 56219237 10 o 10 1109 5238313 11095238313
general information s G o M i O |15 5023675 1052 5023676
R oarz +0.0165928 1213.597665 12 T § 99548090388 498.24409018 +0.0803727
AminoAcids Coverag 75 %
T T 1270.6191287 13 c 7 B14.466805 +0.0321284 §14.466895
Protein Localisation: 201 .. 220 +0. 0631647 1383.7031927 14 | B FLE7. 44543128 F57 44543128
1480 75559565 15 F 5 644 3613673 -0.025336 b44 3613673
1581 803635 16 T 4 547 30800344 547 30800344
1652 . 8407488 17 oy 3 446 260924597 -0.11559665 446 26082457
-0.2105873 1767 86708918 18 ] dr & facdddg] I8 [+ o Te 35 s sro.dsan]11eE
1880 9517558 195 | 1 26019686815 260 19686815
20 K ] 147 11280417 147 11280417



Saurce: 20120521 3_WE_B=u_TriplesILACrep] _pL2ESLS_FOT

Scannumber: 9354
Protein: B5U24330; psts; wqqa; yzmb
Peptide Score:  Fr7.9E
Method: ITHS; CID; 3
Yzu W2z W2z Wz ¥zu YWir YWim Wiz Wi s ¥is ¥im
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400 GO0 200 1000 1200 1400 1600 1800 2000
m/z [amu] )
=
hass: 3022.37405 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 1150502 T 15502 1 M 25
Eetentiontime: System.Coallections, 214.1186a 214.1188 g W 24 2905 34 29059 34
SEoie e 285 1557 2851557 3 A 23 2810271 1405 635 +0 33807
Mass Error [ppm]:.  -0.46558
FEF- 000042399 J86.2034 -0.035042 35860 2034 4 T Rl R 1370121 +0.195a6186
Precursor Type: %0 443 22459 -0.2138260 443 2245 ) i 21 2838.187 1319.5897 0010755
£ i T G o 5] E 20 [2581.165 12891.086 +0.352135
F35.3308 0058212 7353308 - Y 150 (2452123 12260.565 +0.296283
B32 3830 B3z 3836 o] F 18 |22859.055 1145033 -0.022028
G45 46760 845 46760 =] | 17 21592.008 1096 507 -0.285177
1131.547 T3 T 54F 10 1 16 2078.922 10359.965 -0.054688
1202.584 1202 584 11 A 15 1892 843 40122354 1892 843
1365.647 1365.647 12 Y 14 1821.806 1821.806
1453, 7065 1493, 706 13 ] 13 1658.743 1658.743
general information 1630.765 o3 THS 14 H 12 1530.884 -0.152586 7658457 -0.054174
Annotation: 11 of 76 1717.787 FETFFAT 15 5 Tl [VEEEES 1393 .625
AMINCAC: LOverag 42 % 1880.86 1880.86 16 ¥ 10 1306.593 1306, 593
Intensity Coverage: 61 %
Drotein Localicstion: 1357 . 267 -0.469%93  1031.441 2081 874 17 T G 1143.53 572 2885 +0.028942
2183 954 21593.9594 18 k. B 962 5158 Gas. 5158
e R 2257 O 159 i 7 B30.3957 B30.3957
2380058 380,058 20 E 6 |£13:3743 Fr3.3743
2457.085 2451.095 21 A 5 8443317 644 3317
2032, 105 2R3 109 2 T 4 573.2944 573.2946
2B589.131 2EE9. 131 23 i 3 392 2808 392 2806
2E02.215 2EOZ. 215 24 I 2 |335.25581] 335.:258]
P F iR P 25 A R o Far e L
2h K 0 1151 15376 151 137G



Source:

20120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO2

Scannumber: 100749
Protein: BSUZ23260; wqjl
Peptide Score:  23.89
Method: ITMWS; CID; 2
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200 300 400 500 BO0 700 a00 q00 1000 1100 1200 1300 =
m/z [amu]

4
hass: 154495513 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,

Charge: System.Caollections, 72.044350254 1 A L7
Retentiontime: Systermn.Collections, 120.06585308 2 G 16 1882.0401338 1882 0401338
Score: 83.85419 ~0.0213301 310.07986286 3 T 15 1825.9186701 1825.018570 ]
Mass Error [ppm]:  -0.31828
PEP: 0000921585 38111607665 4 a 14 1644 00466512 g22 05506883 4+0.2310429
Precursaor Type: hULTI 482 16465512 5 T 13 1573.8675474 7B7.43741194 -0.1449925
5G7.19159815 & O 12 1472 8198680 736.9135727 +0.1183487
F68.22871194 7 A, 11 1357.79209250 670.40010118 +0.2462611
TED. 27530042 8 T 10 1286.7558121 1286. 7558121
882 3604544 O | o 11857081336 1185.7081336
general information 1010.4190319 10 0 8 1072.6240697 +0.03157 1072 6240607
Sl atibn, T2 arlo 1097.4510603 11 5 7 04456540215 -0.1573501 472 78638431 +0.1581347
Aminofcids Coverag 67 %
Intensity Caverage: 49 % ~0.0436602 12105351243 12 | 6 657 53346374 -0.0636761  B57.53346374
Protein Localisation: (76 ... 33 1323.6191883 13 | L 744 44930976 +0.0024435 744.4493007§
14206719521 14 P 4 53136533577 +0.1314904 631.36533577
1557.730864 15 H 3 53431257102 55431257102
1670814928 16 | 2 307 25366006 -0.2611674  307.25366006
17008575211 17 1 28416950608 -0.1257728 284 16050608
18 K 0 155 172700708 155 12700708



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber; 11365
Protein: BSUOQF270; wTkE
Peptide Score:  59.73
Method: ITWS; CID: 3
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_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|I I|Ililllli IIIiIIIIIII1I IIIIIIIIiIIIIII:IIIIIIIIIIIIIII IIII IIIIIIIIIIIIIIIII IIIIIIIIIIII'iIIIIIII.iIII IiIIIIIIlIIIIIIIIIIIIII;IIIIIIIIIIII;IIIIIIIIIIIIIIIII_
200 200 400 s00 GO0 oo 200 L1 a]] 1000 1100 1200 1300 1400 1500 1600 1700
m/z [amu] )
i
hass: 2301.07116 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 13004595 130.04595 1 E 15
Eetentiontirme: System.Collections. 2170819 +0.184444 217.0819 & 5 18 1218185 218105
Belbe: Ffende 3641503 3641503 3 F 17 2094.018 20594 018
Mass Error [ppm]. -0.021625
PEF- 00065311 451.1823 +0.034751 451. 1823 4 5 18 19465.95 §73.9785 -0.01215%6
Precursor Type: MULTI S48.2351 S48.235] 5 F 15 1859.918 30,4625 +0.251966
TI5. 2835 152885 5] 5 14 1762 865 BE1.9361 -0.137973
B44 2761 g2d44. 2761 7 E 3= | T525 8oy FBE 4369 00946065
5753145 LE i I = el 12 14866824 733.915a 40330684
[N i 1 Fd: 375 =) ] 11 1335788 |=0.Z28025" |1335:783
+0.240136a 587 . 7098 1174.412 10 1) 100 |V 207725 a4 3661 +0.193204
general information 1287.4965 1287.496 11 I S k3688 £0. 151135/ 130 688
SEnETOh Lzt 1358.533 1358.533 12 ) g 1023.604 +0.237823 512.3055 -0.00463
AminoAcids Coverag 70 %
Intensity Coverage: 57 % 1486, 592 1486.592 il ] 7 952 56866 G52 56660
Protein Localisation: 52 ... 71 1515635 2 By o e e 14 E g 824 508 -0. 185651 824 508
1728.7159 s 715 15 I 5 689544654 5895 4654
17959 756 17959 756 16 1) 4 582. 3813 ot b
1886 . 788 1886. 788 17 5 3 511.3442 511.3442
1995 872 159G 8572 18 I 2 4243122 424 3122
Pl e e s g R 15 R ¥ (3YV1:2281 [0 134761 13171.228)
20 [ O R e iy



Source:

20120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO2

Scannumber: 11E7%
Protein: B5U21 250; pgi; wugl
Peptide Score: 15945
Method: ITHS; CID; 2
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ol 'i'. I | l L Ili ilil I |I " | I||| ||I I| ‘ | . I I| I I| L . | |I " : | : II H. |I III ! | Ll |||I i [ Il T i. iy 'il L .i i. : ."i il -_n:u
400 00 a0 1000 1200 1400 1600 1800 2000 ﬂ
m/z [amu] )
£
hass: 29598.37533 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. 116.0342 116.0342 1 O 24
Eetentiontirme: Systermn.Collections, 263 1025 263 1028 2 F 23 |2884. 355 2884 355
L 1a2:A4640 334 1307 -0.035400 334 1397 3 A 52 [F737 207 2737.287
Mass Error [ppm]:  0.116528
PEE- 4571 8E-35 £15.1538 515.1538 4 T 21 266625 1333.620 -0.07653
Precursor Type: MLLTI a2 1858 a2 1858 5 5 20 (2485238 1243.122 40 205464
731.22584 F3] 2284 5] E 146 (2388 204 1199 6086 +0 2715861
244 37124 +0.4885584 844 3724 7 | 18 2269 18] 1135.084 40 293957
G733 355 +0.265205 G673 355 ] E 7 (2YSE.0TTF 1078.542  +0.26552
1088.3582 +0.1246174 1088.382 = ] oSl Pl P e A 10714021 +0.309312
1202 425 1202 425 10 M 15 (1912.008 G55 5074 40 35598
12595 478 12599 478 11 F 14 1797.985 1797 955
1370:515 T3 70515 12 A 13 (1700972 S50 9598 00595505
JRER R EE B 13 W 12: (1829875 215.441 +0. 103257
al inf at
o SR ERTITPR N 1661637 1661637 | 14 Q 11 1466.811 +0.280373 733.9094 -0.051684
Annotation: 19 of 25
Aminofcds Coverag 76 % 1824.7 1824.F 15 b 10 (1338.753 -0.357340 6650 8801 -0.116023
Intensity Coverage: &1 % 1885 737 TESS FaT 1a A 9 117569 V¥r 569
siEziaiAni el RN 1004 806 -0.370600 1094806 17 v g8 1104652 552 8208 +0.046624
20583 574 2053 874 15 W 7 1005 584 0040855 503 2855 +0.281887
2240 075 2240 075 15 E 6 Q08 51565 Q5 5156
2364018 23684 018 20 M 5 750.4145 7504745
24583 0865 2453 088 21 W 4 B363715 63537165
2Ere. 17 EET T 27 | 3 5373031 +0.020545 537 3037
-0.373348 1370121 2730 234 23 b 2 42427071 |-0.000000 424 2707
2853 :27FTF 2853 277 24 M T |261.1557 267 1557
25 E ] 147 11728 147 1128



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2
Scannumber: 12122
Protein: BSUQEO20; groEL; grol; moph
Peptide Score: 13648
Method: IThS; CID; 2
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1 : e ] e | i
1 : Pl : | b
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mfz [amu] 7.
]
hass: 2336.27502 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 137. 1164 370369 1 k. 15
Retentiontime: System.Collections. 02 MG 2502005 2 I 187 |23 £ 03 2237203
atOte LA o 431.2145 431.2145 3 T 17 2124.118 2124.119
Mass Error [ppm]:  -0.71315
FEF- 6 4E75E-16 545 2574 545 2574 4 M 16 1843 105 1943 105
Precursor Type: MULTI B58.3415 a8, 3415 o | 15 18259.062 1825 062
FEG. 4001 FEG. 40017 a] i 14 17155978 1715 978
815 4427 G915 4427 o E &= | FSBE R 1587.92
+0.063071 514.76a7 -0.05579 1028 527 =] | 12 1458 877 1458 877
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1238 664 1238. 664 10 F 10 1232.70% -0.090576 616 8581 +0.174646
general information 3 i S 11 W = B e L 1135 656
R Tere 1450.816 1450.816 12 | & 1036.588 1036.588
AminoAcids Coverag 50 %
Intensity Coverage: 66 % 1579 850 0203007 1575 850 13 E F o B23.5038 -0.0716254 923 5036
Protein Localisation: 224 .. 243 +0. 281529 854 4622 1707917 14 i B 794 481 794 481
+0. 258675903 99465 1806986 15 W 5 ©a6.4024 +0.026811 666 4024
-0.0E2356 953 5307 1906, 054 16 W 4 (S6F 354 +0.059763 567 354
+0. 174855 1017.56 2034113 17 ] 3 4682856 -0.063473 468 2656
+0. 332883 T0E1.585 W 18 i 2 340207 +0.045854 340 207
+0. 175789 1110, 2219193 15 o T [212.1485 212. 1485
A0 k [ I Sl il e s



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber: E23E
Protein: BSUT 7390; tht: thkiA
Peptide Scaore: 17871
Method: ITHS; CID; 2
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m/z [amu] )
=
hass: 1858291433 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
g System.Collections. 558.02874 55.02874 1 i 15
Eetentiontirme: Systemn.Collections, 145.0608 145 0808 2 5 17 1826.901 1826.901
L it 312 0501 312 0591 3 3 16 1730860 -0 008613 1730 860
Mass Error [ppm]:  -0.33965
PEF- S A4S 5E-4 425 1432 425 1432 4 | 15 |1572.87 1572.87
Precursor Type: MLLTI 4G5 1803 -0.201362 495 1803 5 A 14 1455 786 730, 35988 -0.112a85%
58323123 S8 2323 5] 5 13 1388.745 594 5752 -0.415295
73531324 739.3134 7 K st b 47 B R F3REATE
R s e 3 1 S810.3508 ] fay 11 1145616 +0.153331 1145616
897 3826 B507 . 3828 = 5 10 1074578 00890073 1074 570
2 2 G54 4148 +0.052182 954 4148 10 5 O G877 54589 40, 168545 987 5455
general information
T 14 0f 19 19417 .436 10417.436 11 i 8 9005145 Q00 57149
AminoAcids Coverag 74 % +0. 444545 585 743 -0 019832 1170.479 12 E 7 B43.4934 2543 45934
Inten=ly SoberRgE. 9o %0 1269.547 -0.11984 1269.547 13 ¥ 6 714.4500 -0.044967 714.4500
Protein Localisation: 351 ... 369
1382631 -0.0820558 1382.631 14 I 5 B153824 -0.029554 5153524
1496 674 -0.045650 1495 674 15 M 4 502 20984 -0.030368 502 20584
1553 6945 1553.68948 T1a o 3 388.2554 +0. 108263 3882554
1ea66.75 +0.082822 1666. 758 17 | 2 |331.234 331.234
1737.817 -0.214912 1737.817 158 1T 2181495 2718, 1495
10 k ] 147 1128 7 e



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber: 10561

Protein: B5UT723390; tkt; tktA
Peptide Score: 18336

Method: IThS; CID; 2
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m/z [amu]

5
hass: 178686331 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,

Charge: System.Caollections, 137. 1164383 1 k. 16
Retentiontime: System.Collections. 23 20050228 2 I 15 1867.792013 1667.782013
atOte legiagid 347.25326613 3 P 14 1554.707940 -0.0252008 777.85761274 +0.1378096
Mass Error [ppm]: -0.10539
FEF- 5 1354F-37 494 32168005 4 F 13 1457 6551852 +0. 2658353 F29. 33123082 -0.4368216
Precursor Type: MULTI -0.00712359 041.3900935088 & F 12 13105867713 -0.03245 1310, 588 715
+0. 0106083 740 45850788 6 W 11T 1163.5183573 [+0.0815059 11653 5183573
FOY 47909716 7 o 10 10684 44959434 -0, 1247481 1064, 4400434
8254 507143533 8 o 8 1007 4284797 1007 4284787
general information G471, 53340374 O & g8 95040701557 475 70714022 -0.4142385
Annotation: 15 of 17 101 2. 5705775 10 A 7 B3 374898756 BG3 37498756
AminoAdds Coverag 85 % ~0.0537905 [1127.5975206| 1] B 5 702 33787377 702 33787377
Intensity Coverage: 65X
Protein Localication: 370 . S86 -0.0478175 1240 6815845 12 I 5 BFF.310893074 -0.0079522 BF7. 31093074
-0, 17140841 I3 Lt EeEs) 13 pu 4 S04 2ZaBa67e +0.00870 nod 220eE0e7 0
-0.0850107 1368.740162 14 o 3 493 189752587 493 18975287
Foad 5 TaahA0e| TS 5 2 4368 16828925 +0. 1382293 436, 16828925
+ 00504609 1649 7814483 16 M 1 269 16993043 -0.0275045 269 16993043
17 K 0 TS 12700208 T55% 12700708



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber: 10544
Protein: BsUO3420; comd; nin
Peptide Score: 152817
Method: ITHS; CID; 2
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Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber: 10385
Protein: B5U173280; nrdA; nrdE
Peptide Score: 13262
Method: IThS; CID; 2
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Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2
Scannumber: 13276
Protein: B5UT5430; iles
Peptide Score: 117.79
Method: IThS; CID; 2
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Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber: 13633
Protein: B5UZ2110; ipa-43d; nfrA; nfrAl; wacs
Peptide Score: 263
Method: IThS; CID; 2
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Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber: 24 7

Protein: B5UOQT 1 30; tuf: tufh
Peptide Score: 12836

Method: IThS; CID; 2
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Mass Error [ppm]: -0.44033
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= K 0 147 11280417 147 11280417



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2
Scannumber: 28213

Protein: BsUQ2400; wbgF
Peptide Score:  27.18
Method: IThS; CID; 2
¥r* yu ¥ ya© ¥
= @1 P I pi} I pit I DM I:l'l! S_I K
bz bia
= :
= o=
7 i =
=4] |:|_- i
L @ ¥
= 1 |
m 8
- by &
= - —E EI-
2 g -
QO ‘a | h! 1"'3 1"'5 L a
> 087 141.437 - '
'ﬁ | 21EI::IEI 9 944_;:345 : : @.
— g bz-NH:z : i
Q . Ve L -
= 199.0712 | " L) i
T = ; o by o2+ 4101 s i
| hz—Hzp 553.7022 'llFE—NHg i __E
193.03}'?3 ; : 785.2837 | N
& v | ¥? B
1 ; oMb yait ver -,--,-5_5_75;.5 a?;.;;4?4 j
| | ‘ Pl 472.6959 704,234 ' -
D_I LI 1 T :I II 1 T 1 II 1 II III I 1 II II II Iijl 1 1 II I II 1 1 1 1 I| 1 |I I T 1 T I||'|I 1 T LI | II 1 1 1 II 1 1 I|I 1 |||I I|I 1 1 II Illl‘l I[ 1 I|I II 1 I| I| T II I 1 1 1 1 1 1 1 1 1 I LI | 1 1 1 1 1 1 II 1 LI 1 E D
200 300 400 =00 GO0 oo a00 00 1000 1100
m/z [amu] )
]
hass: 1251.49475 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz Systerm.Collections,
EtaTaE System.Collections. HE 03593 HE. 03593 1 5 10
Retentiontirme: systern.Collections. + 0. 10457 [ 218088 +0. 00408 16 098 2 ] G 1189.5 11659 5
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general information ; b T 570252 6 O 51 823 {=0.2735 (80231
Annotation: Fof 1l 071,292 LI R | E M 4. |a8¥. 283 BEYF. 283
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rer o Couctane. 3o % BEZ.306 gBEZ2.306 8 T 3 1558243 556.243
Protein Localisation: 460 ... 470 R 1019.37 1019.37 5 H 2 13¥5:229 L3
-0.4795 553 702 1106 4 10 5 | 1 238 1T
11 K o 51T T3R8 T5T 138



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber: a4z
Protein: B5UZ22290; ilws
Peptide Score: 14528
Method: IThS; CID; 2
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Precursor Type: MULTI B15.2 1 418897 5 pu b  F92 372000 -0.0834825 o2 37208
general information 743 27599649 6 ] 5 (F21.33549221 +0.0180234 F21.33549221
Annotation: Sofll +0.264235] g2 3 1838958 ¥ E 4 593 27659147 -0.0856588 203 2709147
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eneiorCateiage |55 % +0. 1593502 QEY. 34553261 8 O 3 464 2343276 +0.07100632 464 2343216
Protein Localisation: 52 ... 62 1044 306095683 O o 2 3409 20737857 +0.007221 3409 20737857
1181.4259082 10 H 1 292 185971485 292 18597485
11 K 0 TS 1270008 155 127002098



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber: 404 2
Protein: B5UZ22880; jofl:; wpfD
Peptide Score: 294
Method: ITHS; CID; 2
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SCore; a9 403458
315.1295 315.1259%9 3 i G T4160.003 FO8. 8054 +0 3095854
Mass Error [ppm]:.  0.20257
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general information
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Protein Localisation: 350 ... 361
1377511 -0.02241719 1377.511 10 ] 2 13542227 e I
+0.280969 724 7775 +0.155677 1448, 548 11 A 1 220.1841 +0.233085 226.1641
17 K 1 T B 6= EE5ERTF



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber: CEEXR
Protein: BSUQEO20; groEL; grol; moph
Peptide Score: 11624
Method: ITHS; CID; 2
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m/z [amu] )
£
hass: 1338.66457 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 168.00563528 1 5 1
Fetentiontitme: System.Collections. 289 05331378 2 T T (1180 8887052 590 545035582 -0.0470704
L 1102365 307.11185127 3 Q O 10706411167 1070 6471167
Mass Error [ppm].  -0.52632
PEF 1 892E-05 51019585525 4 I =5 951.58253019 -0.0722243 4765 204907583 +0.023 1484
Precursor Type: MLLTI 581.23300904 5 A 7 B38.49847521 -0.0566417 419, 75287584 +0. 1074147
T089 297646855 6 ] B Fer.4a13a6l142 -0.0548a673 a7 46136142
general information
: S AR e 7 I 5 B39.40275391 4002519486 B39 40278391
Annotation: 100f 12
ArminohAcds Coverag 83 % B79.39717425 B o 4 526 31871993 +0. 13668634 520.318719593
Intensity Coverage: 31 % 1035 4082853 O R 3 46920725627 450 20725621
Protein Localisation: 309 ... 320
-0.06893348 1106.5353997 10 fa 2 313.196174518 -0.0163051 313.19614518
-Q.05912a87 1193.5a74275 11 5 1 24215803139 242 15903135
12 K ] 155 127002498 155% 127007284



Source:
Scannumber:
Protein:
Peptide Score:
Method:

20120521 3_WF_Bsu_TripleSILACrepl _pL2ESLS_FO3
Lran

BSUTE310; wrnfh

151.919

ITHS; IO 3
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200 300 400 s00 GO0 oo 200 00 1000 1100 1200 1300 1400 1500 ﬂ
m/z [amu]

5
hass: 1611.6455% &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,

Charge: System.Caollections, 116.0342155 1 D 12
Retentiontime: Systerm.Collections. 229 11828348 2 I 11 1505639925 1505 639925
Belbe: lladay 32617104733 3 p 10 1392 5558651 -0.1054256 13592 555865]
Mass Error [ppm]:.  0.11904
PEF- 1 6281E-17 44021397478 4 M § 12955037012 +0.135448a 048 25518883 -0.35992 57
Precursor Type: MULTI T T T L T 8 1181.4001738 -0.056121 1181.4001738
704 32498179 @ Y 7 1T080.4724953 +0.1451219 1080, 41245953
general information -0.035566 241.3838938% 7 H B 917.349716674 +0. 11598884 917.349760674
Annotation: 10of13 +0.07540017 G56.4108366858 8 O 5 FE0.29025488 TBO. 29025488
AIMIAGRGGS BOVErag 77 % _0.047643 10714377797 O D 4 66526331185 665263231185
Intensity Cowverage:. 72 %
Praotein Localisation: 59 . 71 + 00187087 1170.5081%38 10 W 3. |550.2363688] 550.23636881
i s s W SR W 5 2  451.16795459 -0.362657 457. 16759545
-0, 1048848 1466.5471455 12 E 1 284.169559608 +0.0643517 284.1659594808
13 K ] 155 12700205 LT P T B

Apsuajuj



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber: Ca4r
Protein: BSUOT 1 20; fus; fushA
Peptide Score:  129.38
Method: ITHS; CID; 2
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s 1 240.1343 i i .
'E . ¥z ¥s - ‘Q
= i 282.258 BIB.46ET i
E (= E | yr-MH= i
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. 368,176 [
R | | | | ;
| 151.13789| 5 ' b -
| H | E B
E ‘ ‘ 954 4545 i
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200 300 400 SO0 EO0 Fao 00 a00 1000
mfz [amu] 7.
=
hass: 1055.55745 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. 168 0055 168 0058 1 o =
Eetentiontirme: Systerm.Collections. 267.074 -0.0B9188 267 074 2 W 7 G937 8168 450 312 -0.052487
L 1233605 238.1112 38E 1112 | 3 A & 8385484 +0. 1151654197778 -0.055885
Mass Error [ppm]. -0.2171
PEE- 000019542 467. 1538 467.1538 4 E S 787.5113 |-0.000452 767 5113
g Precursor Type: MLLTI 505 1963 505 19653 5 E 4 /384687 +0.034044 638 4687
Annotation: gofd 7092804 FOD.2804 6 | 3 500.4261 509 4261
AminoAcids Coverag 59 %
Intensity Coverage: 58 % 222 36845 222.3645 7 | 2 3595 342 305 342
Protein Localisation: 630 ... 653 -0.26095854 477 7459 +0.05809427 G54 4545 ] 1 |283.258 +0.020765 283 258
(B ] 151 1378 40 07A505% 151 1370



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber; Larz
Protein: B5U240890; wqis
Peptide Score:  190.24
Method: ITWS; CID: 3
¥is ¥iz ¥ Yim¥e© ¥a ¥a ¥a ¥z
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GO0 oo 200 00 1000 1100 1200 1300 1400 1500
mfz [amu] 7.
i
hass: 1630.78067 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Targe o P | e e 72.04435 72.04435 1 i) 14
Eetentiontirme: System.Collections. 1a%. 0872 169 0572 & P 135 |1 58051 107 5]
atOte 2 2821812 -0.104863 282.1812 3 | 12 1463.698 732.3527 +0.318500
Mass Error [ppm]: -0.026391
e ey 3532183 -0.065345 3532783 4 2 11 1350.614 675.8107 +0.061957
Precursor Type: |0 450.3024 +0.008395 455.3024 5 I 1o | 1279, 577 T2 57
573501 +0.141503 567 3501 3] T 9 1166.493 1166.493
734.3484 734.3454 7 5 85 10a85.445 1065 445
general information HO0. 44595 HO0 44595 = . S BO9B. 4488 +0. 132817 898 4468
Annotatian: 12af 15 Gial.48a7 Gal.48a7 5 i) B 742.3457 742.3457
HINNG RIS COVERaEia0 % 1076.514 -0.006399 1076514 10 D 5 6713086 671.3086
Intensity Coverage: 54X
Brothin L ocalicatioh- 1269 ... 283 1183.545 +0.058985 1163.548 11 5 4 556.2817 -0.139759 556.2817
+0.12302 6177895 -0.0027EY 1234 583 12 A 3 489 2498 +0.096554 469 2496
1383.625 +0.08008% 1363.625 13 E 2 (SRBR2TIS 398.2125
1477 668 -0.303396 1477 668 14 M 1 269 16959 40023032 269, 1695
15 k ] | B e | B i



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3

Scannumber: EE21
Protein: BsUz8270; leuB; leud
Peptide Score: 12245
Method: ITHS; CID; 2
ye©£ yu" ¥y ¥a ¥a ¥=
B
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m/z [amu] ,ﬂ
T
hass: 157768747 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 187.0805585%42 187.0860585%42 1 Wy 11
Eetentiontitme: Systerm.Collections. 202.11353245 302:.11353245| 2 O 10 1400 6298087
L bedilans 430172100906 —0 0403061 43017210008 3 Q O 12856027557
Mass Error [ppm].  -0.043107
FEF- 5 ?P37RE-06 544 271503747 +0.0155534 544 21503741 4 M 8 |[1157.5441782
Precursor Type: MLLTI Bd]. 26780126 Bd1.267801286 5§ F F 1043 5012507 +0.0174261
+0.4893774% 404 63071827 BO8. 266016008 & 5 B 945 44545688 +0.1691275
general information
: Q37.30875318 G37.30875318 7 E 5 F79.45012804
Annotation: Qof 1z
ArninoAcids Coverag 75 % 1050 3928172 +0.0894%24 10503928172 8 I 4 B50.40753484 -0.2741121
Intensity Coverage: 359 % 120645309282 -0.1340640  1206.40930282 O R 3 537.32347006 -0.0511931
Protein Localisation: #9 ... 90
1303.548692 1303 5466592 10 F 2 (381.22235993 -0.0817764
1432 . 5882851 -0. 1896269 1432 58592851 11 E 1 284.169589608
17 kK ] 155 12700284



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO2

Scannumber: a2

Protein: B5UZEZ230; yqaP
Peptide Score: 128.76
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 172878425 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 1168.0342 1168.0342 1 ] 13
Eetentiontirme: System.Collections. 2291183 229 1 rES & | 12 1614.765% 1614. 765
atOte l28:0kde 286,1397 286.1397 3 G 11 1501.681 1501.681
Mass Error [ppm]:. -0.48852
i T 4531381 453.1381 4 g 10 144466 722 8336 +0.017773
Precursor Type: %0 G 7] 5 o S ) | G 1277.8062 -0.044878 0393344 -0.1345903
Tea-TRRs F29 2855 3] Y 5 1184 578 -0.062499 552 7924 -0.084514
B9 3488 Ho9Z. 3488 - Y Foo1o01.514 -0.086858 10071.514
al inf ab
Sk 675 3809 6753809 B 3 6 B838.4500 -0.349355 838 4509
Annotation: 11Tof14
T e T 1135.482 1135482 © R 5 751.4788 751.4188
Intensity Coverage: 42 % 1234 .55 +0.082592 1234 55 10 W 4 5953177 -0.1160667 58953177
agaitlel kel s LN, 1331603 12331.603 11 P 3 40962403 +0.032085 406 2403
T4a0 644G +0. 183486 1460 646 12 E 2 3959 1945 399 19465
-0.2221712 YEB. 34 +0.4615963 1575 673 13 ] 1 2701538 +0.023819 2701535
14 o4 n 155 A9:F TES-TFE



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO4

Scannumber: 14214

Protein: B5UD4EFD; rebR; rsbRA; woxR
Peptide Score: EE.22

Mzthod: ITHS; IO 3
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E ":.I'_- 555.5.:13.-" EI16.4 669 th_Hzn vzzz-l- ; ! i on
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282.2652 511.307F | \ FR7.A7431 | sos 5o . 169,086 : : 1717.832, 1649.047 I
o L |I T ||I I|I II 1 |I II III III i I'|I ] | | II III [l I|I IIIII II . | I II II | II I II I'|III| 'I' |II|| | Ll III | O
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m/z [amu]

s
hass: 3573.87545 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,

Charge: System.Caollections, 114.05134045 1 | 31
Retentiontime: System.Collections. 185 12845423 2 A 30 3469 87143345 3489 5143349
atOte Gela 20821251822 3 | 20 33987772211 5308.7772211
Mass Error [ppm]:. 0.43682
FEF- 000023807 42627109573 4 ] 28 32856931572 F285eb315s2
Precursor Type: MULTI -0.0585008 SRR R T o E 27 3157.8345707 1579 3200281 -0.07020502
-0 1135731 BaE. 3977528 a] I 2B 3028 5919866 1574.7996315 -0.2089333
oo, 42012 F 5 ik o 1 ) L T e 1458 2575905 +0. 1487725
-0.0472965 BZ0. 4606895 =] A 24 Z2E28.4758942 1474 7415853 +0.2375407
LG23.519a588 O F 23 2757.4387E04 1379 2230284 +0.1204585
1036 6037228 10 I 22 2660 3860165 1330 65664685 -0. 49980592
1149, 6877808 11 I 271 2547 319525 1274. 1546145 -0.3000335
1245 7405507 12 F 20 2434 217BEE86 1217.6125825 +0.313809]
1345 80809648 13 W 19 2337.165%1247 1189 08020060 -0.3515814
1492 8773785 14 F 18 22380967108 2238.09a67 108
1621.919971a 15 E 17 20871.0282965% 1046 0177867 +0 3085073
1735 962895 16 M 16 1961 9857038 1967 9857038
+0. 1280858 1845 046963 17 I 15 1847 9427763 1847 9427763
general information
. 1950 0846415 18 T 14 1734 8587124 -0.1436245 1734 B5E7124
Annotation: Z0of 32
ArminoAcds Coverag 62 % 2049 1630554 15 W 13 1633 81103395 1633.811033%9
Intensity Coverage: 47 % 2196.1084546 20 M 12 1534.74262 767.87404822 -0.2057246
Protein Localisation: 144 ... 175
P T I i e | F ET |138& #2220 r 094 35724868 +0. 1875512
24003352825 22 I 10 12890 6544565 1290 6544569
2505 4036964 23 W 8 177.5703925 1177.5703525
25602 42571601 24 o B 1078.501979 1078.5015975
2743 4397659 25 T 7 1021.4805153 1027.4805153
T, T S B 26 I b 8B40 466506035 H40 46650638
2971.550176 27 O 5 F27.38244:4 F27 3824424
A072.5078545 28 T 4 8512 35549937 012 355409537
3201.6404476 29 E 3 511.307820%9 +0.0B92128 511.3078209
235774 Y5586 | 30 F. 2 3EZ 2652278 -0.0745H12 8. 2052278
3428 7786724 31 A 1 22618411677 2260 16411677
37 K 0 T85 1270024058 15 12700208



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO4

Scannurmber:  FOEO
Protein: BSUZ2F320; gref
Peptide Score: 2523
Method: IThS; CID; 2
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m/z [amu]
hass: 2067.87305 & dalton Frass SEQ & dalton Fnass
iz System.Collections,
Charge: System.Caollections, 114.051340447 1 ! 17
Fetentiontitme: Systerm.Callections. 185 128454235 2 fa Ta 1963 8168055488
L f Pl 3471 220565263 3 R 15 1802 77854171
Mass Error [ppm].  0.2078
PEF 0nNnnsssar 425.261593673 4 5 T4 173667 fB8308E82
Precursor Type: MLLTI R7E.330007580 5 F 13 1640 645802272
B32.351471313 & o T2+ 11502 5SFTaEE8d56 +0. 0355267
-0.0250208 747.378414345%5 7 O 11 1445.555924632
+0. 1608127 S500. 462478325 o I 10 1330.528981a
+0. 177108417 047 404506735 =) 5 G 1217.44491762
general information 1076, 53708983 1 10 E 8 1130412858921
Annotation: 13 of 18
e -0 07047165 1190 580027278 11 I 7 10071.370296713
Intensity Coverage: 51 % 1357 . 578386097 12 5 B BEY.327I656066
Protein Localisation: 38 ... 535 1486, 6200975103 13 E 5 720320000848
-Q.Q107237 1649 684307731 14 b 4 591.28641a6752 -0.027 50568
+0. 1418887 1764 . 711250763 15 ] 4 (428 223088213 -0, 058258583
1851.743279173 16 5 2 1313.196145181 +0.1137303
1822 7EO352067 17 fa 1 226184116772
18 kK ] 155 127002084




Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO4
Scannumber: 2025
Protein: azoR2; BSU33540; ywab
Peptide Score: 186.72
Method: ITHS; CID; 2
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msZ [amu |
[ ] =
hass: 177181373 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
Farge System.Collections. 100 075689038 100 07565038 1 W 15
Eetentiontirme: Systermn.Collections, 157.00715471 157.06715417 | 2 i 14 |1681.7672548
L lahe Al 313.19826513 +0.1044008 31310826513 3 3 12 1624 7457511
Mass Error [ppm]. -0.22938
PEE- 1 Q4% 4F-35 4262823207171 +0. 1131787 426282324011 4 I 12 |1468. 6446801
Precursor Type: MLLTI 4583 30379284 -0, 1144007 483 30370284 &5 o 1L (1355 5606 16]
B12.3468358503 -0.263155 812.3453585093 & E 10 12898 53597524
725430445902 +0. 7057338 72543044052 7 I G 11689 45955503
B12.46247832 +0. 17555832 812.462475832 8 5 & 10564124953 +0.30355892
general nrgrmaion 027 48042136 +0.032063 027 480427136 O D 7 06038046687
Annotation: 13 aof 16
ArminoAcds Coverag sl % 1055 54705989 -0 1550545 1055 54795985 10 ] 6 B854 35352384
Intensity Coverage: S58% -0.337259653 a01.81184463 -0, 17258003 1202. 67164128 11 F 5 728.29404833
sl s 0 S R 1273 6535266 -0.0130236 1273 6535266 12 A 4 57022653241 -0 25095135
1440 651585854 1440, 6518854 13 & 3  508.185%41882
1511.65889802 +0. 4222085 1511.6585502 14 A 2 3471.1970558
1626. 7150422 +0. 1218263 1626. 7150422 | 15 O 1 27015304602 +0.127365
1A K 1§ 155 12700205



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO4

Scannumber: BT EE

Protein: B5U23340; gap; gapA

Peptide Score:  100.28

Method: IThS; CID; 2
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400 GO0 a00 1000 1 El:ll:l 1 4|:||:| 1 El:ll:l 1 El:ll:l 2000
m/z [amu] )
o
hass: 272715236 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Targe o P | e e 144 0706 1a4 0706 1 b 23
Retentiontirme: System.Collections, 278 0075 2789 0975 2 ] 22 2565005 2565 095
St Hene 350.1347 -0.046344 350.1347 3 A 21 2450.072 2450072
Mass Error [ppm]:. -0.958038
e T 421.1718 4211718 4 2 20 2379.035 2375.035
Precursor Type: %0 535.2147 R 5 M 19 2307.958 2307, 958
6722738 BT 2 Ta5 a] H 18 (2193 955 2193 955
F87.3008 FB7.3008 7 O 17 20568.8590 2056, 856
HE6. 365 HEG. 360 =] W 16 1941 8659 1941 8659
599 453 -0 110323 9959 453 = I 15 (1842801 1842.801
1086, 485 1086.485 10 5 14 |[1728.716 1 F28 T
1200528 -0.020405 1200528 11 M 13 1642.684 821.8455 +0.01814%
1271.565 +0.040485 1271.565 12 A 12 |1528.642 1528.642
general information +0.2759094 679 8022 +0.075351 1358.597 13 5 11 1457.604 -0.083504 1457 004
Annotation: 15 o0f 24 +0. 085852 7R 8175 -0 168676 1518 628 14 Z 10 [13F0.572 (+0:186406 71370 5F2
CINGRUNE DRERg 62 % 1600 642 1600642 | 15 T O 1210.542 -0.054575 1210 542
Intensity Cowverage:  S54%
B otaif L ocalieatioh (139 162 1800 685 1800 68% 14 T g5 1029528 -0.010026 1025 525
19714 732 1974 732 17 M F o GZ2B.48 -0.095526 G228 48
2074 7a3 2074 763 18 & B B14.4371 514.4371
+0.241508 1094 427 2187 847 15 | 5 Bi4 4065 +0.082175 654 4065
+0.2590334 1125 59485 2258 884 20 i) 4 54713224 -0.026266 541.3224
i e e 2355937 21 F 3 4702853 40091048 470 2853
2 503905 2503005 |22 F 2 373.2325 -0.005053 373.2325
-0, 1466 V287525 2574 043 23 A 1 226.1641 226 1641
a4 K I LS o (e B FEEEER



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FO4

Scannumber: 4E219
Protein: BsU322580; thre
Peptide Score:  218.EE
Method: ITHS; CID; 2
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= . : H V& : L | : 5
= ] b e Ha0 bs be-Hz0 R 1154 561 5 : i
o B 4B2.2973 563.2552 ' [ | | ! viz yis® ¥is [
T - 351.zq2?! | e (| S , 1677 415 1775.892 R
T L] Ly | ¥ bz bio-Hz0 | o bia*| ] : .
] Ve | o v SEZ.§337 595 4087 | 1057.508 | | | bas™  co5 ma bis =
240,207/ | | : LT : i 1491736 o b : B
1 $ 5 bs-Hz0 bs-H:0 | Po" | ~ # j17a8.8e2 | :
8- ¥a-NHz 462867 grammy | TR ' i .
Jaza.1608 | | i T - n-""’ 5 bis* -
i bl ‘ ‘ ‘ ‘ ‘ 998.5509 E | 1520,365 -
D_IIIlllllllll||||I|||||I|II|III||I||| IIIIIII|IIIIIIIIIIIIIIIIII LI |||||||||||III||||||| IIIIIIIII LI T IIIIIIIIIIIIIIIIIIII IIIIIIIIIIIIII L T IIIIIIIIIIIIIIIIII-_D
300 400 SO0 (=10 H] Fao 00 a00 1000 1100 1200 1300 1400 1500 1600 1700 1800 ﬂ
m/z [amu] )
£
hass: 207203444 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. 28,0353 28,0353 1 o T
Eetentiontirme: Systermn.Collections, 185.0621 185.0G21 2 F 16 |[1986.03 1686.03
L e liaba] 268 1761 208 1761 3 | 15 1888077 G44 G522 -0.040328
Mass Error [ppm].  -0.12782
PEE- 8 0178E-130 269 2132 0007772 360 2132 4 A 14 (1775803 +0.154072/888. 4502 +0 160050
Precursor Type: =0 482 2073 -0 1568502 4582 2073 5 | 13 1704 858 1704 856
581.3657 -0.225221 581.3657 5] W T2 (V58 . FT2 158}, 7TF2
605 4087 400571858 695 4087 7 M 11 1492.704 +0.468053 14592 704
262 407 +0.2407285 5682 407 ] 5 10 [1378.681 1378 65)
G51.4754 Ge1.4754 = W G 1211.862 +0.021348 1211.6862
general information 1075518 -0.199871 1075518 10 I 8 1112.594 -0.033163 1112.594
Slae b, lars 1172.571 T2 57T |1 P 7 0085500 +0.244004 993 5500
Aminofcids Coverag 78 %
Intensity Coverage: 61 % 1335634 1335.634 12 b 6  901.459817 G07.45951
Protein Localisation: 146 ... 163 14571.736 +0.451334 1491.736 13 R 5 738.4348 -0.030882 738 4348
164 52 1604 52 14 | 4 582 3337 -0.050681 582 3337
1733.862 -0.116720 1733 852 15 E 3 460 24056 40, 147457 460 2405
+0.27159371 8595 0455 1790 854 16 o 2 340207 +0. 0515592 340 207
149718.042 10718.042 17 9] 1 283.1858 283.1858
18 kK ] T 5527 TS5



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FOL

Scannumber; 10921
Protein: B5U3FEED; ipa-88d; pta; yaifl
Peptide Score: 119.62
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 264036321 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Farge System.Collections. 55.02874 58.02874 1 i 25
Retentiontimme: Systerm.Collections. { [ ([ e | 2 I 24 2592 384 2562 364
Belbe: 119.6] 56 242 1499 242 1499 3 A 23 247028 247028
Mass Error [ppm]: -0.15986
PEE- 1.0247E-11 357.178%9 -0.014477 357.1769 4 O 22 2408.242 2408.242
Precursor Type: MULTI 4714, 1983 474. 1983 5 i 2] 2283216 1147111 -0.128488
S27.2824 -0.0408258 527.2824 5] I 20 2236.1594 2236.194
-0.275530 313.679 +0.084805 020.3508 7 Ly 18 22z 1] 1062.05%9 +0.248494
+0.0597843 357, 1782 7583.3492 5 5 18 2024.042 10712.524  +0.034166
-0.4416030 425 085 550.37086 =) i 17 1857.043 1857.043
521.4077 G521.4077 10 i) 16 1800022 TEO0 02 2
G52 4445 G52 4449 11 1) 15 1728.885 -0.034325 1728.985
1125.504 1125504 12 H 14 1a657.948 1657.945
-0.303822 B08.7715 T2 tE Seh 13 5 13 1520.889 1520 885
general information 1317.583 -0.148216 1317.583 14 T 12 |1433.857 1433.857
A RRotation: 18 of 76 1388.821 +0.00879% 1388.621 15 i} 11 1332.805% +0.087208 666 9081 -0.005811
AMMINGBATIOS COVEEG160.% ~0.056580 752.3274 +0.145295 1503.648 16 D 10 1261.772 -0.148994 1261.772
Intensity Coverage: 34X
R e A S K| +0. 428605 502. 8512 1604 6595 1% T 5 1146.745 573.8781 -0.0901715
1703. 764 1703.764 158 W 5 1045897 523.3522 +0.007357
1555 865 1855, 865 15 R 7 546 6288 G465 6288
1956.917 1856.917 20 P B FR0.5277 +0.050902 790.5277
2027.955 2027955 |2 A 5 B93.4745 553 47459
21471.035 2141.039 22 I 4 B22.4378 022 4378
+0.0594221 1135.052 22859007 23 9] 3 5093537 -0.137156 509 3537
+0.07068517157.55%4 2382181 24 I 2 381.2951 -0.0354585 351.295]7
-0 109598 12458.136 24595 265 25 I T |288:2Z1T1 |+0.0672531268.271171
2h K o |15% 127 TS,



Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FOG

Scannumber: 1752
Protein: B5UQ2320; yeeF
Peptide Score: 104 .43
Method: ITHS; CID; 2
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m/z [amu] )
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hass: 1156.55513 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: Systerm.Collections. 125085853578 1 Q 2
Eetentiontitme: Systerm.Collections. 228. 1342675894 & W 5 1069 503764559
L et 384 235378022 3 R 7 070 435350674
Mass Error [ppm]:  0.10416
FEF- 0002224 513277972018 4 E B B14.33423%848 +0.2722887
Precursor Type: MLLTI Bd1.33654953 5 ] 5 B85291604655
gl:lll:[d.l ITINLAT TR
T & of 10 +0.1495244 742 384228004 3] T 4 557.233089035
Arminofcids Coverag 50 % +0. 1169273 B513.421341792 7 A 3 456 1853590564
IsH Y G bl LT +0.0551834 S84 45845558 g A 2 3B5.14B27EFTT
Protein Localisation: 246 ... 265
+0.30584444 1051.4565814598 = 5 T 314.1111625985 +0. 1680725
1100 K ] 147 112804171



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FOL

Scannumber: 4520
Protein: B5UZ232740; ywqjl
Peptide Score:  90.832
Method: ITHS; CID; 2
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hass: 1236.50206 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 125102235484 1 kK 9
Eetentiontirme: Systemn.Collections, 242 186303465 2 | 8 1109414674812 -0. 1195088
L S aanis +0. 1084766 356220230072 3 M 7 005330610831 4000090458
Mass Error [ppm]:.  -0.24057
PEF 0005706 443 201259322 4 5 b BE2 2ET7EE3354
Precursor Type: MLLTI S A SR A 5 | 5 795 255854074
gl:lll:lll:l.l ITINLAT TR
e & af 10 F2 3343082 5] 5 4 BE82. 171590954 +0. 005885
AminoAcids Coverag 30 % +0.008439] R A SRS oF E N b e B A
IsH Y e Pl o 057.4132 18240 g D 2 386130630070 ~0.1172113
Protein Localisation: 43 ... 52
1104.4727130111 = H T 271.1038%9a047
1100 ] ] 134 N44784185



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FOL
Scannumber:  ERO3

Protein: B5UQT 340; rpraD
Peptide Score:  124.98
Mzthod: ITHS; IO 3
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m/z [amu] )
v
hass: 2474541 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 10007560038 1 Y 7
Fetentiontitme: Systern.Collections. +0. 05826495 18710771879 2 5 B B57. 43719385 E57 43719380
L 2, +0.0211745 324 16663066 3 H L 77040516548 -0 07645072 38570622007 -0 2235855
Mass Error [ppm]. -0.029755
o PEP: TR 437.25060464 4 | 4 63334625361 +0.1226185 63334625361
et e _0.0068527  536.31910855 & v 3 520.26218963 520.26218963
Aminofcids Coverag 55 % 703 31746737 § 5 2 42Y. 83T TET2 4271, 19377572
EEnEIRf L ORTage] 150 7 50238588120 7 ¥ 1 2541954160 +0.0843988 254.1954160
Protein Localisation; ‘50 ... 57
A K ] TS 12700288 +0 1TA05/R42 155 12700205



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FOL

Scannumber: E3E]
Protein: BSUT19370; citk; adhA
Peptide Score: 11655
Method: ITHS; CID; 2
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Fetentiontitme: Systerm.Callections. 214129585122 21412985122 2 E = 1131.8012599]1
L 1100463 313.19826513 313.19826513 3 W 7 G75 50018807
Mass Error [ppm]:. 011227
S SRR 404,21227402 404.21227402 4 T 6 876.43177416
Precursor Type: =0 5652403878 +0.2215505 56524093878 ) A L 869541775528
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IsH R bl a8 5 006 4444588 +0 0283806 006 4444588 B | ? 306 76064448
Protein Localisation: &5 ... 74
1034, 5030363 -0.0827482 1034. 5030363 O o] 1 [283.1855805 +0.0000543
10 I [ 155 1T2FRAN208




Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FOG

Scannumber: EE2]
Protein: BSU33900; eno
Peptide Score: 10598
Method: ITHS; CID; 2
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hass: 117354677 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 164.0708 1 o 9
Fetentiontitme: Systern.Collections. +0. 13853 +0. 0055559 307.1285 2 H =5 1013.4917 507.245 +0. 042462
L WS _0.01186 4142136 3 | 7 8764318 -0.084423 8764318
Mass Error [ppm].  0.026832
FEF- 00013694 5812015 4 5 B Fa3.3477 -0.079583 a3 3477
Precursor Type: =0 b38.2334 5 o 5 5865 3494 -0.177659 5596 3454
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ey & of 10 ToRr o2 T 3] E 4 539 3279 539 3279
Arminofcids Coverag 50 % H24.2875 o o 3 (4102855 |=0-15352 412853
IeH I e EAlE 120 +0.2149365 023 3650 @ T, 2 353.7638 353.7638
Protein Localisation: 256 ... 265
-0.075645 1022.454 = W 1T 254.1895%4 254.1954
1100 K ] %% 12F 15% F



Saurce: 20120521 3_VR_B=u_TriplesILACrep] _pL2ESLS_FOL

Scannumber:  FREE
Protein: B5UT3300; pt=H
Peptide Score:  20.14
Mzthod: ITHS; IO 3
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hass: 2z01.12036 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Targe o P | e e 100 0757 100 0757 1 Ln 20
Retentiontirme: Systern.Collections. 201.1234 207.1234 2 T 16 2111.074 2111.074
SEoie Bl g 272 1605 272 1605 3 A 18 2010.0264 2010026
Mass Error [ppm]:.  -0.083793
PER- 5 4541E-05 387.1874 387.1874 g O 17 |1938.685 555 008 40365143
Precursor Type: MULTI 474.2185 474.2195 5 5 16 1823.59a2 812.4848 +0.055587
531.2400 531.2400 5] o 15 (37603 1736.93
044, 325 044, 325 7 I 14 1679.908 1675, 9085
781.3839 781.3839 = H 13 1566.824 1566.824
552,421 552,421 5 A 12 1429.765 1425 765
108,522 1008, 522 10 R 11 1358.728 -0.203878 679 8678 +0.232502
) ) 2 FIOS-575 11 P 10 1202627 -0.253766 01,8172 -0.456022
general information
e e 1176612 TVEB:61 2 12 i S 1105.574 1105.574
Aminohcids Coverag 52 % T S Fah 13 T 8  1034.537 B17.7723  -0.244457
Intensity Coverage: 137 % 1376.728 1376.728 14 W 7 933.4896 933 4896
Protein Localisation: & ... 23
+0.086074 745 4007 -0.008554 1485 812 15 I 6 8344212 534 4272
-0.1688165 754 9439 +0.242595% 1585.881 16 W 5 #2337 7271337
1716.935 1716.935 jiE 9] 4 §22.2687 522.2687
1857 453 1857 953 18 T 3 4594 2702 454 2102
1958.95 1963.99 15 i 2 131%.1961 313,196
2056022 2056022 20 5 1 242.155 242, 155
A1 k ] b s el L e



Saurce: 20120521 3_WR_B=u_TriplesILACrep] _pL2ESLS_FOR
Scannumber: 108119
Protein: B5UDO490; spoliG
Peptide Score:  156.92
Method: IThS; CID; 2
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hass: 2936.31426 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 114.0913 114.0973 1 I 25
Retentiontime: Systerm.Collections. 242 1495 242.1459 2 i 24 2844 238 2844 236
atOte L 357.1769 557.1769 3 D 23 2716.177 1358.592 -0.101865
Mass Error [ppm]:  0.5012
PEF- 5 2045E-40 428.214 428.214 4 i} 227 |[@ai] A5 260115
Precursor Type: |0 S27. 2824 -0 1206468 527.2824 5 W A Pl 1265 .56 +0.4297597
B4 30605 g40. 3665 5] I 20 |2431.045 1216.02a +0.275039
754 40594 754 4054 7 M 19 2317.941 1159 484 -0.2956
BE3.452 BE3.452 = E 18 2203.918 2203 918
1045.515 1046.515 =) i 17 2074875 2074 875
1183.574 1183.574 10 H 16 1911.812 1911.812
+0.040535 6703473 339 8ES 11 E. 155 | ¥4 753 1774.753
+0.11978 7268833 -0.223378 1452.75%9 12 I 14 1al18.652 V618, 652
+0.02655 75539417 1509 781 il o I3 |1 505568 |+0:258353 1] 505568
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i R o 1854.898 -0.232784 1854.898 15 E 10 1232.472 1232.472
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-0.0718942 1357.141 2701.274 24 i 2 314.0748 -0.03855 314.0748
+0. 482785 13860.855 Faga )] 25 i} T (250553 25 E %33
s ~ T ] 0 186 01/2



Saurce: 20120521 3_VE_B=u_TriplesILACrep] _pL2ESLS_FOR

Scannumber: 10836
Protein: B5UD3410; phof; phofly
Peptide Score: E3.FG
Method: ITHS; CID; 2
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hass: 413582044 Sodalton frass Ao dalton FMass SEQ A dalton frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 114.08173 114.0%913 1 | T
Eetentiontifme: systerm.Collections. 215.135 gl o Bk e 2 T 26 4023 745 4023 745
2EOEE: Slbaicl 344 1816 344 1816 3 E 35 3027 607 3027 697
Mass Error [ppm]. -0.2339
FEF- 4. 3939F-08 48971 25 491 25 4 F 34 2793 854 2703 6854
Precursor Type: %0 a0 L T Boa. 277 5 B 33 3F040. 588 J046 586
b e i | A R 3] E. 3L [ZREY. S5 35371. 559
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2218.957 2218.957 15 P 18 20155832 20 }5 932
+ 0 00585952 11a87.495 2333 984 20 ] 18 (1918.8789 +0.137955 18918.879
general information 2407 047 2407 047 2] s 17 1803 852 +0.314312 1803 852
AITALRTION, G 2611.00 SETT.00 |22 3 16 1640.780 -0.407060 1640 780
AminoAcids Coverag gl %
Intensity Coverage: 53 % 2724174 2724174 23 | 15 15268.748 +0. 133825 1526.748
Protein Localisation: 83 ... 120 2E25222 2525222 |24 T 14 1413.662 1413 662
+0.34585871 14706258 2940 248 25 B 12 1312.614 12126174
3107.247 3107.247 2B 5 12 [1197.587 |-0.01828 1197 587
2178284 2178.284 27 faf 11 1930.5889 -0 238549 1030 55809
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2478.427 2478427 31 T 7 7an 4583 Fa0. 4553
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3897.6855 38917.655 36 i 2 |3E 2087 Sy T
389090 723 3990, 723 a7 W T 12461812 245, 1812
AR kK ] 147 1178 147 1128



Saurce: 20120521 3_WR_B=u_TriplesILACrep] _pL2ESLS_FOR

Scannumber: 11813

Protein: B5UZ23070; serh
Peptide Score: 111.38
Method: IThS; CID; 2
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hass: 2502.1585% Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Farge System.Collections. B Bl e B B T 1 M 21
Retentiontime: System.Collections. 214.1186 214.1186 E W 20 12980 153 23809153
St Lildese 285.1557 785.1557 3 A 19 2290.084 2290084
Mass Error [ppm]:.  0.27791
PEE- 5 BES4E-05 400.1827 4001827 4 O 18 2215.047 2219.047
Precursor Type: %0 471.21588 471.2158 5 o 17 2104.02 1052.514 -0.23598
B0 2624 BO0. 2624 & E 16 2032 983 2032 983
7152853 -0.004227 71528593 7 D 15 1903.94 -0.055336 1903 .54
544 33175 544.3315 g E 14 1788.914 +0.326953 894 5604 -0.07063
557.416 B57.4176 5 I 13 |11659.871 1659 871
1084 475 -0.0893595 1094 475 10 H 12 1546.787 1546 787
1195523 i T 11 T 11 1405, 728 14059, 728
general information 1342.591 +0.075424 1342 557 12 F 10 1308.68 1308.68
Annotation: 15 of 22 1457.818 -0.139535 1457.618 it D g [11el.ela 1 1eE. 612
AminohAcids Coverag 65 %
ntersing Coverage 196% 1528655 [~021 7192711528655 14 i) g5 (1046 585 -0.354452 1046 585
Protein Localisation: 30 .. 51 1641.7359 -0.015624 1641.735 15 I 7 975 5478 575 5478
1754 823 1754.823 16 I b (862 4637 502 4637
1853 852 +0.048801 1853 8592 1+ W 5 749 37597 749.3757
+0.3715322 10055 20059 553 18 R 4 |eSdE11s B3l 13
21768.959] 2176.857 15 5 3 494 2702 454 2702
2248 028 2248.028 20 i) 2 |saf 2118 227278
2349 076 2349 0786 21 T 1 256.1747 256.1747
27 k (R e ey 1 RET2 7



Saurce: 20120521 3_WR_B=u_TriplesILACrep] _pL2ESLS_FOR

Scannumber: 4Cd4E
Protein: B5U2EE90; ipc-35d; upp
Peptide Score: 9682
Method: ITHS; CID; 2
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m/z [amu] ,ﬂ
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hass: 145865683 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
EtaTaE System.Collections. 114.059134045 114.097134045 1 I 11
Fetentiontitme: Systerm.Callections. 215 1390718582 215. 139018582 2 T 10 1354 6347541
L 2bal 53 37820234746 -0 0438302  3I7E20234748 3 ¥ O 1283 SE7105G
Mass Error [ppm]:  -0.35153
PEF 00004891 407 2586411744 -0 2863504 4817 25884117144 4 I = |1 120523y £.0
Precursor Type: MLLTI bdr 38752247 bd7. 38752247 & E. 71007 4387131
T81.4304459%92 +0. 17309515 7a1.430449%2 & M 6 [B51: 338850205
general information
: B90 473043071 -0.0293785 B90. 47304301 7 E 5 F37.2956748]
Annotation: gof 1z
ArminolAcds Coverag 67 % +0. 18947364 S02.76162346 +0. 1264246 1004 5159705 8 M 4 G085 25308151
Intensity Coverage: 35 % ~0.2570312 503 2685270 1185.5250753 O i} 3 404.21015406
Protein Localisation: 16 ... 27
1242.557443 17 1242 5514431 10 2 2 313.1981714518
1343.59917215 1343.599171215 11 1 1 2568.17468146
17 kK ] 155 127007284



Saurce: 20120521 3_WR_B=u_TriplesILACrep] _pL2ESLS_FOR

Scannumber: BOZE
Protein: B5UQT050; rplL
Peptide Score: 17687
Mzthod: ITHS; IO 3
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Saurce: 20120521 3_WR_B=u_TriplesILACrep] _pL2ESLS_FOR

Scannumber: FE01

Protein: BSLT B0A0; suct
Peptide Score:  12E6.1
Method: ITHS; CID; 3
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