Source: 20120314 _WR_TripleSILAC_pTI1 L1 T2_FO4
Scannumber: 23FE

Protein: BSUTE150; fisl; wD; wi=E
Peptide Score:  FE.E]
Mzthod: ITHS; IO 3
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Source: 20120214 _VWR_TripleSILAC_pTI L1 T2_FO3

Scannurmber: 3284

Protein: B5U2E3230; flhP; yryE
Peptide Score: 15617

Method: IThS; CID; 2
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Source:

201202314 _YE_TripleSILAZ_pTILI T2_F1E

Scannumber: 1840
Protein: B5U20EEA; wizl
Peptide Score:  139.78
Method: ITHS; CID; 2
¥ia Yis Wiz Wiz ¥l ym ¥a ¥a L &
H | Tliloler P alEe|n IH |s D|s IH Noo@
h! h! hl- h? hl h. hl! hl! hll-
= |
: yiztt i
= 95,2925 =
I Bs
= I e T e
& |
g _ B
0
s - 5 5
g T va—MNHz - =
< 2- 468.1827 i, s - 2
T i | BE7.2693 . N Ty
> ! ' 5
e . |:!4 |
"'?: ' 467.1249 ba?+ be -
= _| | TOE. 2453
£ = _ be-HiO  vs biz?* | ; 913.-:;15 =
| 449.2142] | 485.2102 6B6.2998 | bz-NH=z i
¥z yei+ | | | 5 901,405 | bz
& LATE.  amadm _"F“H bz | | 1371582 |
28 | | b+ - R R o (o A N
T bz | b, H.0 5519 e bisf+  py e S52.8718) BEIT 0 g biz-H0 | 7
i 239_1:1;5! Rl 5;4.2:105 ?E?'m.ﬁs E:ED:F._:!-w | r 1353.5:;35 |
D_I IIIIIIIIIIIIIIIiIIIIIIIII Iillilllllil IIIII IllllllllLlLIIIIIII|I|I|I IIIIIlllilllll!!llilllllllll IIIIIIIIIIIIIIIIIIIIIIIIIIII III=III=III|IIII IHI IIIIIIIIIIIIIIIII II-_
200 300 400 5000) B00 700 500 =W 1000 1100 1200 1300 1400
mfz [amu] 7.
=
hass: 185478777 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
charge. Svstemn Collections. 138.0662 138.0662 1 H 15
Retertiontirne: Systerm.Collections. 239.1139 +0.116846 239.1139 2 i 14 1718.736 550.8710 +0.114755
L ka3 AAh00 352 1670 352 1579 3 | 13 1617 680 800 348  +0. 140797
Mass Error [ppm]:.  -0.18772
PEP: 5 PAETE-TD 467.2249 -0.0510 4672245 4 O 12 1504.605 752,806 +0.208824
Precursor Type: 150 554 2776 5542776 5 P 11 1389.578 5952925 40228704
561.3304 661.3304 6 P 10. (1292 525 1292 525
+0.217033 395 1981 +0.086973 789 389 7 Q 9 1195472 1195 472
59184316 +0.054756 9184316 & E 3 1067414 5342105 -0.128452
general nrgrmaion 1032 474 1032 474 0 I 7 0383711 -0.0576271 9383711
Annotation: 12 of 16
e 1169.533 1165.533 10 H 6 8243282 524.3282
Intensity Coverage: 73 % 1256.565 1256.565 11 5 5 GS87.2603 +0.037584 344 13583 +0.003544
sl s 1 RS +0.335074 686 2008 +0.376077 1371.502 12 D 4 @E00.23T2 GO0.2372
+0.039076 7298158 1458.624 13 S 2 4852703 -0065389 4852103
+0.322791 798,3453 1595683 14 H 2 398 1783 308.1783
17009.726 1708.726 15 I 1 261.1193 +0.06614 261.1193
16 0 0 147 07A4 147 0764



Source:
Scannumber:
Protein:
Peptide Score:
Method:

201202314 _YE_TripleSILAZ_pTILI T2_F17

14328
BSU3E050; cotk
E9.E7

ITHS; IO 3
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Retentiontime: Systern.Collections. 244 09279707 +0.1940072 244 09279701 2 E 8 1241.5120126
St Bl 372.15137452 -0.0816211  372.15137452 3 Q 8 1112.4694195
Mass Error [ppm].  0.52577
FEF- 00043137 4EQ. 19430157 4860. 19430157 4 M 7 9E4 470842 +0. 1038064
Precursor Type: MLLTI 014 25287048 614 25287048 & ] b B0 I0FD1455 40 1232064
general information 743 29547258 743 29547258 6 E 5 74230933704 -0.3447374
Annotation: Sofll Ba8.32241561 40017123 gab. 32241561 | 7 D 4 @l3.20674304
Aminofcids Coverag 82 %
T E T O7F2.36534306 872 36534306 © M 3 498 23980091
Protein Localisation: 236 ... 244 1080, 4082705 1086, 4082705 0 M 2 3E4.19087340 +0.0124771
-0, 4302904 G01.221245 -0.2208735 1201.43527135 10 O 1 270.1535894602 +0.0706328
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Source: 20120314 _WR_TripleSILAC_pTILI TZ2_F13

Scannurmber: 34138

Protein: BSU25090; wwrnd
Peptide Score:  130.98

Method: IThS; CID; 2
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St Lallanes 300.11901176 3 P 8 1019.48262142
Mass Error [ppm]:.  -0.078546
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+0.0544734 1075 436065158 10 b 1 218. 1458517958 +0.04423459
11 K 0 147 112804171



Source:

Scannumber: 12203

Protein: B5U23130; lial; wwql
Peptide Score:  114.9

Method: IThS; CID; 2
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Source:

201 20325 _WR_Bsu_TriplesILA_pLZ2ESLSrep_FOR

Scannurmber:  EEES
Protein: BSUTT1300; wicl
Peptide Score: 275
Method: IThS; CID; 2
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Mass Error [ppm]: 0.16536
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+0 1258272 1153.43923628 12 Y 2 495 255445662 -0.0845472
+0.0614068 13329.51854592354 13 ) T 1233182117124 +0.058592 545
14 K M 147 1128M4171




Saurce: 20120325 _VE_Bzu_TripleSILAC_pL2ESLSrep_FOF

Scannumber: 10335

Protein: B5UZ23460; spallAB
Peptide Score:  FO.34

Method: IThS; CID; 2
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hass: 2427.14526 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 102055 102.055 1 T 21
Retentiontime: Systermn.Collections. 201.1234 201.1234 2 W 200 [ 25320 10 2327, 106
St MR 3001918 3001918 3 W 19 2228.038 1114.523  +0.015282
Mass Error [ppm]: -0.61358
FEF- 00069702 IBT 225E 3872238 g 5 182 |2128.5F 1064 988 +0.193729
Precursor Type: %0 S16.2664 S16.2664 o E 17 2041.937 1021.472 +0.323757
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872 4997 872 4997 10 b 12 1527 695 1527.695
-0.246851 543 2055 1085 584 11 I 11 1450662 402067144 728 8345 +0.177550
general information 11598 668 1198 668 12 I 10 1343 578 1343 578
Annotation: 16 of 22 +0. 170402 aaB. 367 S e 13 H O 1230.494 861575304 -004758]
Aminohcids Coverag 73 %
htencity Coverage. |63 % 1392 748 +0.029555 1392 748 14 o 8 1093 435 1093 435
Protein Localisation: 42 ... 63 1555811 +0.336588 1555811 15 by 7 10368.413 1036.413
-0.09596 HE42.9307 -0.009594 1684 854 16 E b B73.3498 B73.3408
1813 897 1813.897 17 £ 5 744 3072 T4 3072
+0.354139 564 4734 15927.94 18 M 4 Bl152646 615 2646
-0o0048 1044 485 2087 .97 15 C ol e i B SO 2EYT
+0. 195631 1109.01 L2V E S 20 E 2 341.1911 341.1911
-0.040565 1137.521 2274034 21 o 1 (2121485 212 1485
27 k (R e ey 1 RET2



Source:

201 20325 _WR_Bsu_TriplesILA_pL2ESLSrep_F12

Scannumber; aoza
Protein: B5UT153220; =igE; spollGE
Peptide Score: 94 85
Method: ITWS; CID: 3
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hass: 1030.52323 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 116.0342 1 D &
Eetentiontirme: Systermn.Collections, + 004452 -0.00907Fe 229 1183 & | & (952 5582 032 2352
Belbe: 2420 3581600 3 E 6 519.4542 -0.0045]1 8194542
Mass Error [ppm]:  -0.18665
FEF- 00018395 429 198 4 A 5 890471168 +0.058347 3457094 +0.025627
g Precursar Type: MULTI +0.04798 543, 2400 o M 4 B819.3744 -0.084574 6159 3744
ST 8073 +0.0003 6423093 & W 3 5053315 505.3315
AminoAcids Coverag 59 %
Intensity Coverage: 53 % +0.052092 757 3363 o D 2 406.2631 406 263
Protein Localisation: 167 ... 175 593 4454 o] k. 1 291.2362 -0.089986 291.2362
= kK [T i i el [ 7 = 0N93ns> 155 127



Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_F12
Scannumber: 24EE
Protein: BSUQSE20; grud; wdhM
Peptide Score: 13543
Method: ITHS; CID; 2
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hass: 1072.57656 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Farge System.Collections. 1331273 1 1 k. =
Eetentiontirme: Systerm.Collections. 248.1543 400056480 2481543 2 O 8 940 57130 |4+0.336200 0640 57130
L 3adasn 377 1060 -0 175308 377 1960 3 E 7 8344860 +0.020107 834 4850
Mass Error [ppm]:.  0.10927
PEE- 5 2S0&E-07 448 234 448 234 4 A 6 (7054443 |[+0.030225353.22588 -0.075104
Precursor Type: MLLTI LE3. 2600 o3 2609 5 B 5 B34 4072 634.4072
gl:"l:[d.l ITINLAT TR
T 6 of 10 834 25951 834 2051 5] A 4 5719 35803 519 3803
Arminohcds Coverag 60 % 747 3821 -0.004798 747 3821 7 | 3 448 3432 445 3432
ISH I e EAlE od B60. 4667 +0.018438 860 4662 & | 2 3352591 +0.060018 335250
Protein Localisation: 41 ... 50
+0. 1469597 465 2553 +0.017213 9317.5033 = A 1 | |[E&&: 7S +0.047295 222,175
110 k ] 151 1374 157 137G



Source:

201 20325 _WR_Bsu_TriplesILA_pL2ESLSrep_F1 3

Scannumber: re13
Protein: B5U407 20; ywydF
Peptide Score:  245.99
Method: ITHS; CID; 2
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iz Systerm.Collections,
Targe o P | e e 130.0459856054 13004085555 1 E =]
Fetentiontitme: Systerm.Coallections. 244 09279701 244 09270700 2 M = 1039 5431883
L eddag 400, 19300804 +0 0132453 40019350804 3 3 7 02550026081
Mass Error [ppm]: -0.333038
e e S586.27322000 +0.0043327 58627322005 4 W 6 769.3007457% +0.0739337
Precursor Type: =0 B00 35728497 +0.0045025 590 35728407 5§ I 5 |GE3.31983683 +0.07744]7
gl:"l:[d.l IR AT IFTIAULET]
et & of 10 H512.447134895 +0.0095177 512.44734895 & | 4 470 23577285
Arninodcids Coverag 80 % 869, 45281268 -0.1567214 860 45281268 7 o 3 35715170887 +0.03715940
ISH I e EAlE 056 404847100 +0 0635605 056 40484700 8 5 2 30073024575 +0.0213357
Protein Localisation: 40 ... 49
-(.3182482 RO7.26170064 -0.0067833 1013.5163048 O o 1 [213.00821674 -0.00716133
10 H [ 156 OFAFRINON =0 1472044



Saurce: 201 20325 _VE_Bzu_TripleSILAC_pL2ESLSrep_F12

Scannumber: az208
Protein: BsUZ24420; wqhR
Peptide Score: 13822
Method: IThS; CID; 2
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o
hass: 1355.55301 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 116.0342 116.0342 1 D 10
Retentiontime: Systermn.Collections. 21 #0819 217 0819 2 T 8 1241.574 1241.574
St Lag e hod 346.1245 546.1245 3 E 8 1140.526 1140.526
Mass Error [ppm]. -0.15224
FEF- 4. 875E-06 474 1831 474 1831 g Q 71011483 400352175 506.2453 +0.090865
Precursor Type: %0 5B88.226 +0.06670 LHE 226 o M 6 BE3. 4247 +0.018597 883 4247
general information +0.2297594 359 1379 +0.085954 717 2686 =] E 5 FE9. 3818 +0.180787 769 3818
Annotation: Gofll HB40.32112 -0.112208 8463112 £ E 4 6403302 640, 3302
Aminofcids Coverag 73 %
eneiorCatsiage oo % 859 3052 -0.017945 959 3952 = I 3 511.2966 -0.045001 511.2966
Protein Localisation: 7 ... 17 1073.438 1073.438 =) M 2 3082125 40100892 308.2125
1202 481 +0.182441 1202.481 10 E 1 284.1696 -0.21525 284.1694
11 K 0 RS 2E TS



Source:

201 2041 3_VWR_Bsu_TripleSILAZ_TTL T2rep D G_FO2

Scannumber: 13571
Protein: B5UDA4E0; whd G
Peptide Score: 24115
Method: IThS; CID; 2
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m/z [amu] e
]
hass: 1335.70763 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
 iarar Sretom dllechans, 58.0353 58.03593 1 5 12
Retentiontirme: Systern.Collections, 207.1234  +0. 1480359 201.1234 2 | 11 (1253 683 12 23583
St ceiial el 3291819 +0.11745 3291819 3 Q 10 1140.598 +0.009878 570.803  +0.275104
Mass Error [ppm]:.  0.12643
e oo 4442080 +0.163013 4442085 4 D o 1012.54 -0.018398 1012.54
Precursor Type: %0 557.253 -0.046188 557.293 5 I 8 B897.57131 +0.112061 857.5131
i e GFC3TT 3] | 7 7E4.42971 -0.020733 TE4.429]7
general information 741.41471 -0.0074717 741.4747 7 fi) 65 B71.345 +0.149513 671.345
Annotation: 11of13 H12.4512 +0.0945371 8512.4512 = A 5 B00.30789 40031597 600 30759
i’:;':;i‘{ﬁif:;fg s 0134080 +0.037303 013 4980 O T 4 5202708 520,2708
Protein Localisation: 10 .. 22 1000531 +0.044427F 1000, 5351 10 5 3 4282231 40000872 428.2231
+0.048645 525 27598 TAS57. 552 11 o 2 3411911 +0.134441 341.15917
1186.595 -0.094276 1186.595 12 E 1T 284 1696 284 1696
T4 K [ A B it | e L



Source:

201 2041 9_VWR_Bsu_TripleSILAZ_TTL T2rep D G_FO4

Scannumber; 24270
Protein: B5UZ24 260; wqgl
Peptide Score:  93.84
Method: ITWS; CID: 3
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hass: 151877173 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 148.0426756855 1 i 11
Retentiontirme: Systern.Collections, 2BZ2 085603142 & M 10 1372 740899462 +0. 27121035
atOte 2ima5ed ~0.0248832 363.133281616 3 T O 1258697572015 +0.3274186
Mass Error [ppm]: 1.7971
FEF- 000077256 S 20 G EEE 2 4 F B [1157.65029354 +0.1531733
Precursor Type: |0 073285024071 o Y S 1010 5818796024 +0. 13033596
FEE.291967103 a] O B |B47 518551086 +0. 1538732
general information
. +0. 2532054 HEY. 300381019 o W 5 7324918008054 +0. 14816025
Annotation: 10of 12
ArminoAcids Coverag 83 % 10715 47895853 =] ]} 4 533423194138 +0. 4007805
Intensity Coverage: 32% +0.1700015 1143477536042 e Q 3 505364616626 +0.0283887
Protein Localisation: 1 ...12
+0 3607529 1256 561600022 10 I 2 |3FF 308039115
13659 645064002 11 | T |26e4.221975135 +0.0940035
12 kK 0 151 137971154



Saurce: 20712041 9_VE_Bzu_TripleSILAC_TIL T2rep_ O G_FOG
Scannumber: 11321

Protein: B5UT473230; wlac
Peptide Score:  101.11
Mzthod: ITHS; IO 3
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hass: 1215.66237 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: System.Caollections, 88.0353 88.0353 1 = 9
Fetentiontitme: System.Collections. 2170815 2170879 2 E 5 |1137.ars 589 33095 4002791705
L Wk A0S 318.1296 3181206 3 T 7 1008620 1008, 625
Mass Error [ppm]:.  0.059093
PEE- 00021765 4371.27136 43171.2138 4 | 6 007 5815 GO7. 5815
Precursor Type: MLLTI ES7.3748 40051032 5587.3148 5 E. 5 794 4974 7o4 4674
gl:"l:[d.l ITINLAT TR
T & of 10 153733 153733 5] o] 4 B33 35983 +0029563 538 359453
Arminokhcds Coverag 50 % 244 4759 40 205062 544 47150 7 E 2 STt syEy EE33 vy
kot il el +0. 074066 470 2536 +0.203444 957 5 g | 2 381.20951 +0.017491 381.205]
Protein Localisation: 107 ... 116
+0.0707123 535 7957 1070, 554 = I 1T 2682711 +0.035485 268.2111
110 k ] %% 127 +0 0271129 155 127



Saurce: 20712041 9_VE_Bzu_TripleSILAC_TIL T2rep_ O G_FOG
Scannumber: 18753

Protein: B5UQEZF0; pbud; webb
Peptide Score: 10715
Mzthod: ITHS; IO 3
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hass: 11066655 Lodalton frass Ao dalton FMass & dalton Frass SE] & dalton FMass
iz Systerm.Collections,
g System.Collections. 1714.0973 114.058173 1 I =]
Fetentiontitme: Systern.Collections. +0.039205 |49 22701754 0003194 2271754 2 I B 995 6183
L Wt ot 3412183 +0.2058013471.2183 3 M 7 B85.5342 -0.020773
Mass Error [ppm]:. -0.0413Z28
PEF- 00019495 412.2554 +0.050157 412 2554 4 iy 6 771.4913 +0. 1685186
Precursor Type: MLLTI 52533595 40 710513171 525 3395 5 I 5 7004542 40089545
gl:lll:[d.l ITINLAT TR
e 2 af 10 822 38923 822 35923 a F 4 587 3701 +00Q57577F
AminoAcids Coverag 70 % ! +0.15%4214 3a0.2262 +0.155365715.445 7 F 3 490 3173
ISH I e EAlE od 548 4876 548 4876 8 E 2 303 2646
Protein Localisation: 131 ... 140
951.5717 +0.008247 981, 5717 = I 1 264222
10 I [ 157 137G



Saurce: 20712041 9_VE_Bzu_TripleSILAC_TIL T2rep_ O G_FOG

Scannumber: 22532

Protein: B5U332330; ywsH
Peptide Score: 13066
Method: IThS; CID; 2
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hass: 1065.52353 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 72.044350254 1 A 9
Eetentiontirme: System.Collections. 129 065535308 2 o = 1007 50764250 +0 10667145 04 25745069 +0 2659778
iﬂ“""f:E e .];.3;]'?32? _Q.07007ED 244 00279707 3 B 7 05048617010 400510678 950 4861709710
ass Error [ppm]: :
B e _0.0275745  3971.16121093 4 F 6 83545023616 -0.0400012 41823325631 -0.050334
gPrEEU"SDV Type: MLILTI 48821397478 5 F L B85 30052224 -0.0244892 344 56090045956 +0. 4203045
ErieErdl IriuUrrridauerni
e 9 af 10 04307047 50 25108857 ) fa 4 0T 33805839 4008990086 07, 33805839
Arminofcids Coverag 90 % +0.0445712 TOe. 31950248 7 F 3 L2 3009445 203009445
'F_”t‘ft”?'t‘ic”‘“lf_”i?'f ggf - +0.2180562 853.3879164 & F 2. 137323753060 373.23253060
ratein Lacalisatiarn.
+0.2705285 024 42503079 O fa 1 22810411677 +0.07121375 226.1a411ar77
110 K ] 155 127002858 4+0 1223104 155 M2 7R 88



Source:

201 2041 9_VWR_Bsu_TripleSILAZ_TTL T2rep D G_FOL

Scannumber: 24807
Protein: albE; BSU37470; ywuhi
Peptide Score:  101.11
Method: ITHS; CID; 2
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200 300 400 SO0 GO0 oo a0 00 1000
m/z [amu] )
£
hass: 107666565 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.05134045 1 | 9
Eetentiontirme: Systern.Collections. +0. 0286700 242 1489071708 2 i 8 984 5017060 400033517 Ged 59170680
L L] +0.1143457 35523358104 3 | 7 83653312038 +0.0407232 83653312938
Mass Error [ppm]:  0.17705
PEF- 000525491 468.31804552 4 I 6 723.44%90854 (+0.173240 302 22817094 +0. 3513383
Precursor Type: =0 583.3445988595 & O 5 6l10.3a500142 +0.1804087 610, 365007142
gl:"l:[d.l ITINLAT TR
e 9 af 10 640 36645267 & o 4 495 338055839 402246247 405 33805835
AmminoAcids Coverag 90 % +0.1153403 753.450501008 7 I 3 438.318594a7 438.31a6594a7
ISH I e EAlEs e 566 53458064 8 | 2. 132523253065 32523253060
Protein Localisation: 247 ... 256
023.55004438  © 1T 212.1484a871 212. 14848671
110 k [ 15 12700285 +0 OARGEOET2 155 1T2FRAN208



Saurce: 2012041 9_VE_Bzu_TripleSILAC_TIL T2rep_ O G_FOE
Scannumber: 13264

Protein: BSLUZ2FFE0; cshi
Peptide Score: 102.07
Method: ITHS; CID; 3
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200 300 400 SO0 00 Faa a0 00 1000 1100 1200
m/z [amu] )
=
hass: 12166113 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 72.04435 1 A 9
Fetentiontitme: Systern.Collections. +0.068597 ! Lo =00a¥5a2 219 1128 2 F 5 1148 58 573.7937  -0.21845
L e fies - - 3201605 3 T 7 0005118 +0075773 G090 5118
Mass Error [ppm]: 1.0671
e LT 433.2445 4 | 6 8984641 +0.071206 4407357 -0.430499
Precursor Type: =0 LE0. 2700 5 M L 785.38 -0.012272 7B5.38
gl:"l:[d.l IR AT IFTIAULET]
et & of 10 T27. 3484 & F 4 B35 3448 -0.005245 6358 3446
ArminoAcds Coverag 50 % | +0.423430 556 3591 7 E 3 491.2762 +0.00558 491.2762
ISH T e EAlEs e © +0.0BFFET 0704330 @ M 2 3622336 +0.036844 352 2334
Protein Localisation: 219 ... 228
1067.487 =) F 1 248.1907 |[+0.015471/248.1907
110 k ] 151 1374 157 137G



Source:

201 2041 9_VWR_Bsu_TripleSILAZ_TTL T2rep_ 2 G_FOE

Scannumber: 20161
Protein: B5SI135470; comF1; comFA
Peptide Score:  21.62
Method: ITHS; CID; 3
¥im ¥r ¥m ¥7r ¥as ¥a ¥z ¥z
A, I o I MY I [ [ Elall | S I K.
h! h! h? hl h. hll
ﬁ_ =
: viott GESE?EE bz-NH: !
=3 533.2233 ; 765.4141
— ! 7 | i
1 711.4026 T o
. ' 7B1.4908 e
d D_- B
b o
= i I
o
T o o
= = =
E E_ _E g
a ] - dr}
- bs :
'ﬁ g bz 469.2769 L
e 257.1244 b i i
E = | 255.7421 | 1o |
e ' yg 9515568 | .
] i " ! BE0.5593 ' =
4 242.158 b2+ 476.7E02 be ! " e =]
i - i | 7E2.4407 : &
& 356.2054 : ' bs |
47 B95.5247 | ¥re s
- . 946023
D_I ] ] 1 1 1 I T ] ] 1 ] ] ] ] T I T 1 ] ] ] T ‘ ] 1 I ] ] ] 1 ] ] ] 1 I ] 1 ] ] ] 1 I 1 1 ] ] ] ] ] 1 I ] 1 ] 1 ] ] I 1 I ] ] I|I 1 ] ] ] ] I 1 ] 1 ] 1 ] ] 1 I 1 ] 1 ] 1 ] 1 I! ] I ] _D
200 300 400 00 GO0 ron a0 a0 1000 1100
m/z [amu] )
o
hass: 112765452 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. F2.04435 F2. 04439 1 A 10
Eetentiontitme: System.Collections. 143.0815 143.0815 & A G Toe5 6835 533 3233 4007944
SEoie 582590 257 1244 -0.006534 257 1244 3 N 8 0046023 +0.027184 504 6023
Mass Error [ppm].  -0.44212
FEF- 0 004045 3560.1928 356, 15928 4 W 7 BEQ. 5593 40277831 BE0. 5583
Precursor Type: P LILTI 4659 2709 +0.243659 4659 2769 5 | B 781.4909 +0211462 781.45909
general information BB e8] 582,351 5] | 5 Ba8 40889 40115045 668.4068%
Annotation: Sof 1l +0. 128868 356.2054 +0.157347 711.4038 o E 4 (S5a:E2E8 o
Aminofcids Coverag 82 %
Intensity Coverage: 31 % F82 4407 +0.164544 782 4407 o] A 3 428.2802 +0.080489 428 2802
Protein Localisation: 128 .. 138 B85 5247 +0.17716 895 5247 = | 2 3552431 40294319 355.2431
G52 5568 +0.333242 982 5568 T 5 1 242.15% +0.218868 242,155
11 kK ] f 1l L i




Source:

201 2041 9_VWR_Bsu_TripleSILAZ_TTL T2rep_ D G_FO2

Scannumber; 1635932
Protein: B5U3EFA10; tagd
Peptide Score: 117.09
Method: ITWS; CID: 3
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i
hass: 1415.8133% Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 114.0%13 114.0%73 1 | 12
Eetentiontirme: System.Collections. 171.1128 +0. 182682 171.1128 & o 11 | V305 3¢ B52 3721 +0.201539
iﬂ“""f:E e 1;;']9;; 2001714 +0.0820952 200.1714 3 Q 10 1246.715 623.8613 +0.154471
ass Error [ppm]: -0.
i AT 386.2034 3862034 4 g o 1118.657 550,832  +0.222822
Precursor Type: MULTI 5232023 40025947 523 26023 ) H g8 10o3l.e25 +0.3425981 510316 -0.0071093
-0.224%983 3106612 6203.15] 3] F 7894 5659 40090003 447 FEEG +0. 220370
general information S48 3577 +0. 385241 749 3577 - E B F97. 5131 005871 7975131
Annotation: 10af 13 Ha2. 4417 HE2. 4417 = | 5 Ba8.4705 BaE. 4705
i’:;':;i‘{ﬁif:;fg B 0615102 +0.129003 961.5102 O v 4 5553865 555.3865
Protein Localication: 206 . 218 +0.4759459 5289 FE5] T58: 563 10 P 3 456 318 456.318
1157.831 +0.2059422 1157.631 11 W 2 |358.2953 3559 2653
g e T ) R e 12 | 1T 26019658 +0.067475 260.1965
14 kK ] Tdsrs il 147 1128



Saurce: 20712041 9_VE_Bzu_TripleSILAC_TIL T2rep_ O G_FO2

Scannumber; 180132
Protein: B5UZ20010; woil; wosT
Peptide Score: 998
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 1205.64533 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 164.07086 1 i 9
Retentiontime: Systern.Collections, +0. 242604 -0.0686398 235 1077 g A B 1057.603 40179743 526 3045 +0.318045
Belbe: A0 ate +0.290634 3341761 3 Y 7 OB0.5655 +0.073851 980 5655
Mass Error [ppm]:. 0.76606
FEF- 0.00z21a85 481.2445 4 F B BE1.4971 +0.058647 881.4971
Precursor Type: MULTI S04 3288 o | S F34.428F +0.27794 367 718 +0.24727F
gl:lll:[d.l AT LT FPRAULeri
ey 2 af 10 FOT 4127 a] I 4 621.3446 621.3446
Arminofcids Coverag 70 % H22.43506 o D 3 50B.2e03 -0.12168]1 5082605
EeHly Shweiale, 4ob % +0.067083 955 4585 8 H 2 3032336 303.2336
Protein Localisation: 23 ... 102
+0. 260555 1060, 546 8 T 1 [25368.1747F 256, 1747
110 Kk o ATSS 127 el



Saurce: 2012041 9_VE_Bzu_TripleSILAC_TIL T2rep_2G_F11

Scannumber; 13621
Protein: B5UZ22350; dnal
Peptide Score: 14982
Method: ITWS; CID: 3
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m/z [amu] )
5
hass: 1050.58107 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 164.0708 1 i &
Retentiontime: Systerm.Collections. +0.13833 -0.0345854 2571. 10286 g 5, FoOB2EB 5251 40029426 464 7662 -0.380496
atOte ladolh +0.131937 364.1867 3 | 6 841.4931 +0.009574 421.2502 +0.056538
Mass Error [ppm]. -0.054867
FEF- 6 S98E-11 -0.011632 492 2453 4 ] 5 F28.405 +0.013133 728.40%
g Precursar Type: MULTI SED 20 o F 4 8003504 +0.064875 000 3504
iy £ +0.34391 F0Z.3821 & | 3 503.2975 5032876
AminoAcids Coverag 78 %
Intensity Coverage: 70 % +0. 1578600 B85, 4614 o i 2 3L0.2136 +0.113781 300.2136
Protein Localisation: 97 ... 105 545 4529 =] o 1 2041343 40137216 204.1343
o K 0o 147 1128 147 1128



Saurce: 2012041 9_VE_Bzu_TripleSILAC_TIL T2rep O G_F1 2
Scannurmber: 171387
Protein: B5UT13020; wobT
Peptide Score: 17337
Method: IThS; CID; 2
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m/z [amu]
hass: 1135.6665: &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, oB.02874015 1 G 10
Retentiontime: Systern.Collections. 171. 11280417 2 I G |1083.65207 S22 32987324 +0.09598559
St lreditd +0.1660164 2584.19686815 3 | § D70.56800603 +0.1503167 485.78764125 +0.0230432
Mass Error [ppm]:. 0.58051
FEF- 5 §5OGE-74 412 25544566 4 ] 7 BST 48394205 +0.0963192 428 24560926 -0.0020179
Precursor Type: MLLTI +0.0712067 483.20255045 & i} b F20.425364%54 400813403 F20.42536454
general information +0.0370554 S5E2.36097337 @ W 5 A58 38825075 +0.0976501 320 869770361 -0.4320776
Annotation: Sofll +0.2475884 69640300081 7 M 4 550 319836E3 25D 3103083
Aminofcids Coverag 82 %
T F +0. 1575168 824 46247832 & ] 3 445270909309 445 27690935
Protein Localisation: 45 ... 55 +0. 1114167  937.54654237 DO I 2 31721833187 +0.030328 o WP D b
+0.2530389 994 568006803 10 o 1 204 13426789 -0.0093137 204.13426785
11 K 0 147 11280417 147 11280417



Saurce: 201 204 20_WE_Bzu_TripleSILAC_L2ESLSrep_ QG _FO2

Scannumber: 2LLaz
Protein: BSUZT 500; wugl; vuxk
Peptide Score: G036
Method: IThS; CID; 2
E Yim ¥r ¥>r ¥a ¥a
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200 400 GO0 a0 1000 1200 1400 1600 1800 2000

m/z [amu] )
o
hass: 23591.22587 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 157. 1084 157.1084 1 F. 21
Retentiontime: Systermn.Collections. SEE IR ANt R 2 D 20 2240.1559 2240 159
St Pl 369, 1881 369.1881 3 P 19 2125.132 2125.132
Mass Error [ppm]:  0.71048
FEF- 0 002555 484 215 484 215 g D 18 2028.08 2028 .08
Precursor Type: MLLTI 241.2365 541.2365 o o FF | PR EES 1913.053
654 3206 654 3206 =] I 16 |1856.031 1856.031
Fai 4040 +0 13BEZE Fo7.4046 £ I 15 1742.247 1742.047
B54.43a7 B54 4367 = 5 14 1629 843 16259 863
1007.505 +0.1700954 10017.505 =) F 13 |1542.831 1542 831
-0 02983 551.78 TR 553 10 T 12 1395763 +0.354064 1395 763
1189.585 +0.115783 1185.585 11 5 11 | 294715 1204 715
general information 1302 669 1302 669 12 | 10: 1207 683 1207683
Annotation: 14 of 22 +0.441978 715 8673 1430.727 13 ] o 10904 5590 47 B031 -0.360971
Aminohcids Coverag 64 %
Intensity Coverage: 32 % +0.355224 759 3834 1517759 14 5 8 9665404 +0.09277 966 5404
Protein Localisation: 30 .. 51 -0, 199154 8229047 1a46. 802 15 E 7 B¥9 5084 B79 5084
+0.018218874. 4285 +0.29945 1747 85 16 iz 6 7504058 -0.013151 750.4658
1804 871 1804 871 17 o 5 68454781 +0.122113 649 4181
1932.93 1932.93 18 o] 4 592 3966 502 3966
2019 5962 20159 9562 15 5 3 484 3381 +0.107007 464 3381
2133.046 2133.046 20 I 2 |FEL 30 377306
+0.088141 1123 565 2248 13 21 I 1 264222 264 222
27 k a (1511375 151 1375



Source:

201 204 20_WR_Bsu_TripleSILAC_L2ESLSrep_ DG _FOL

Scannumber: 22864
Protein: arsk; BSUZ25310; wqcl
Peptide Score: 11218
Method: ITHS; CID; 3
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m/z [amu] )
=
hass: 1112.68073 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 114.0913 1 ! 9
Eetentiontime: System.Collections., -0.0216878 -0 035085 227.1754 2 | g 1o00.a0d4 -0.074365 5008055 +0.084353
SEoie L1g: 1203 _0.070048 3402555 3 | 7 BE7. 5107 +0.021113 4442635 -0.112030
Mass Error [ppm]:  0.20155
FEF- 000076257 -0.004002 455 2864 4 O g 7744358 40016431 774.43568
Precursor Type: P LILTI -0, 300982 526, 3235 5 A 5 B8589 4087 -0.024802 659 4087
gl:lll:[d.l ITINLAT TR
ey & of 10 640 3865 5] M 4 5883715 +0.02185%6 588.3715
Arminofcids Coverag 50 % F53.4505 - | 3 474 3288 +0.180545 474 3286
UNDeHBIEY COvpEaGE, o<k % +0.218288 8665346 8 | 2 361.2445 3612445
Protein Localisation: 59 ... 68
Lin: 5823 = T 2481805 40129251 248. 1005
1100 K ] 147 1178 147 1128



Saurce: 201 204 20_WE_Bzu_TripleSILAC_L2ESLSrep_ QG _FOS
Scannumber: 22335

Protein: B5UD2570; webM
Peptide Score:  EF.1G
Mzthod: ITHS; IO 3
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Charge: Systern.Collections. g R R e 137.1164383 1 K 10
Retentiontime: Systermn.Collections. 300179766084 0017970684 2 by G 1286.6394440
St DL ioe] 401.2274453 1 401.22744531 3 T 8 1123.5761164
Mass Error [ppm]:. -1.2064
FEF- 00045994 dEE 25947372 4016175908 4B 25947372 4 5 71022, 52843709
Precursor Type: MLLTI a01.3435377 +0.16801325 a01.3435377 o I B 03540040053
general information FIN3ER130E +0.1561666  F3I0.3E61308 3] E 5 B22. 471234555 +0.1605304
Annotation: Sof 11 +0.0544733 42321017515 84541307383 7 D 4 803360975245 -0,0253311
Aminobfcids Coverag 64 %
T E T 1008 4764024 +0.3095473 1008 4764024 & i 3 GSFE. 34280942 402577765
Protein Localisation: 288 ... 298 1155 5448763 +0.2189777 1155 234481703 D F 2 41527048088 -0.07128183
1268 6288803 1268 6288803 10 I 1 268.21106696
11 K 0 NS5 T2700208



Saurce: 201 204 20_WE_Bzu_TripleSILAC_L2ESLSrep_ QG _FOA
Scannumber: 10370

Protein: B5U23360; 5141k, yw=al
Peptide Score: 13611
Mzthod: ITHS; IO 3
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hass: 254.45604 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: System.Caollections, oB.02874 1 G 7
Eetentiontirme: System.Collections. +0.070572 3 171.1128 2 I b B95 4515 HO0E 4875
L Ll - +0.077643 3081717 3 H 5 7E5.3974 +0.07603 3032024 +0077796
Mass Error [ppm]:  0.37076
o PEP: e +0.06782 423.1987 4 D 4 |G48.3385 +0.020607 648 3385
T e +0.108367 536.2827 5 | 3 533.3116 +0.020728 533.3116
AminoAcids Coverag 35 +0.0712852 649 3608 0 I 2 4202275 =00002271 4202275
EEnEIELORTAge] 104 % +0.05746 80D.3074 7 1 307.1435 +0.027629 307.1435
Protein Localisation: 138 ... 145
= k ] 147 1128 +0 023570747 1128



Source:

2071 20508 _VWR_Bsu_TripleSILAZrep] _pTI L1 T2_FOR

Scannumber: 003
Protein: BsU4071 60; ywydH
Peptide Score:  102.74
Method: ITHS; CID; 2
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hass: 27648204 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 115.05020351 1 M 8
Eetentiontitme: System.Collections., + 00748088 -0.0a22433 20208223232 2 5 7 B71.4al088a5 -0.0442778
L 82420 +0.0500455 315 1662063 3 | 6 784 42005824 0006817
Mass Error [ppm]:  -0.50893
FEF- 00015294 420 20022375 4 M 5 B71.34485428 -0. 0577018
g Precursor Type: MLLTI 224125218 5 5 4 557 302086082 +0. 1005821
Annotation: 7 of g 629.32531614 & | 3 470.270035841 +0.1260187
AminoAcids Coverag 78 %
Intensity Coverage: 60 % Fl1a.35734455 7 5 2  357.18587443 +0.0183408
Protein Localisation: 32 ... 40 B531.38428758 8 O 1 270.15394602 +0.0452117
= K N 155 12700288
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Saurce: 201 20508_WER_B=u_TripleSILACrep] _pTILI T2_FO2

Scannurmber: 1963
Protein: bdbE; BSU21440; walk
Peptide Score:  99.92
Method: IThS; CID; 2
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m/z [amu]
Mass: 901.40406 D dalton mass seq L dalton nass
iz System.Collections,
Charge: Systerm.Collections. 125085853578 1 Q 4]
Retentiontime: Systermn.Collections. +0. 4078422 243 1087E1425 2 M 5 774352027876
St S ~0.036347 371.167358937 3 Q 4 660310000425
Mass Error [ppm]:  -0.18307
PEE- 0 An4al 42 SOB. 2262707959 g H 3 532.251422917 -0.0BE9332
Annotation: o of 7
T s -0, 14740650 a7 204684715 o o) 2 |385. 102511055
Intensity Coverage: 47 % -0 0F09FTF FFO.35B013254 =] by 1 296 124097138 +0.06715718
Protein Localisation: 142 ... 148 7 I o T8 neOTERE L0 OTF11284



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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Retentiontime: Systerm.Collections. +0.085134 301.12595 -0.034885 3071.1295 2 Y 71064 .43 -0.071114
atOte TR, 414.2136 +0.012371414.2136 3 | 6 GO01.3663 +0.025822
Mass Error [ppm].  -0.12927
PEF- Onns16es 543 2562 543 2562 4 E 5 FEEZ2822 +0.131187
g Precursar Type: |0 £d44. 3039 Bd44 3035 5 T 4  B59.2398 -0.0712255
ST £.07.3 +0.19128 400.7061 Z00.405 6 R 3 558.1919
AminoAcids Coverag 78 %
Intensity Coverage: 59% a01.4526 a0l 4526 i T 2 4020908 40085214
Protein Localisation: 120 .. 128 + 0. 008889 508.7434 1016.48 B D 1 301.0431
{E %, ] TEE 012



Saurce: 201 20508_WER_B=u_TripleSILACrepl _pTILI T2_F10

Scannumber; £agz
Protein: BSUT4EF0; vk whyA
Peptide Score: 189577
Method: ITWS; CID: 3
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iz Systerm.Collections,
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Eetentiontitme: Systerm.Collections. 22911828348 22911828348 2 | 11 (14559 7387128
Belbe: 15,2 B3 330.16596195 33016596195 3 T 10 1346 6546488
Mass Error [ppm]:.  0.096837
i T e 486.26707208 +0.0868600 48626707208 4 R O 12456060703
Precursor Type: MULTI a01.29407607 +0. 14597603 a01.2940716a0] ) O 8 1089 5058593 +0.0900425
F1R.32005905 +0Q. 0873051 F1R.32095905 6 ] 7874 478971625 +0.0644797
general information B289. 40502303 -0.0365538 B29. 40502303 F | b B59.451597322 +0.0452802
Annaotation: Qof 13 G444 43196606 +0.07147503 G444 43796608 8 ] 5 T46. 36790924
IR SOVEESg B X 1072 4005436 +0.0062826  1072.4505436 O Q 4 631.34006621 +0.0373207
Intensity Cowverage: 67 %
Protein Localication: 171 .. 183 +0.007715917 o0 77819877 +0.020455 1200.54971211 10 ) 3 |503.282388689 +0.1161088
1313.633 1851 +0.0749448 F3E 6331851 | Tl | 2 A¥5. 22381118 -0.13358064
1428, 6607281 +0. 1217323 1428.6601281 12 ] 1 262.13%97472 +0.1157154
143 4 ] 147 11280417



Source:
Scannumber:
Protein:
Peptide Score:
Method:

2071 20508 _VWR_Bsu_TripleSILAZrepl _pTIL1 T2_F12

2514

B5UQ4 260; mntH; vdak
22.29

[TMS; CIG; 3
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hass: 1101.57535 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 116.0342 1 D 9
Eetentiontitme: Systerm.Collections. +0. 102738 220 1183 2 | 8 G485 5724 OG5 5724
L De200ES +0.070077 330 166 3 T 7 882 4883 +0 087928 832 4883
Mass Error [ppm]. 0.4886
FEF- 00025702 4071.2031 4 fay B F81.4408 40212755 391.224 +0.2420582
Precursor Type: MLLTI -0.346797 5292617 5 ] 5 7104035 +0.715958 F10.4035
gl:lll:[d.l ITINLAT TR
ey & of 10 G5 293 T 3] 5 4 582 3449 +0.112341 582.3449
Arminofcids Coverag 60 % F13.3464 7 2 3 4853125 495 3129
IeH I e EAlEs oD 565 4476 & R 2 3082607 308,260
Protein Localisation: 5 ... 14
+0. 71215171 956.4755 = 5 1T 242.15% 242,159
1100 K ] %% 12F 15% F



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_F12
Scannumber: 2E34

Protein: BSUT 2250; vkl zosA
Peptide Score: 11117
Mzthod: ITHS; IO 3
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Eetentiontirme: System.Collections. 244 092709707 +0.0329512 244 0927a70] 2 ] a 245 51473441
SCore: 111.1672 357.17686000 35717686000 3 | 5 717.4555560 +0.]1953506
Mass Error [ppm]:.  0.010896
g PEP: S TECILE 513.27797202 +0.010207  513.27797202 4 R 4 60437140202 +0.1227698
e e 610.33073587 -0.1408555  610.33073587 5 g 3 44B8.27038180
AminoAcids Coverag 35 % TAQ 3TIE2897 =0.0272598 TAQ 37332897 B E 2 [351:2176l1804
EEnBe ROErage; {520 01317722  405.70B85061 +0.0712467 810.41044275 7 A 1 222.17502454 +0.0065600
Protein Localisation: <64 . 471
= I ffl 1571 13791115 +0 2516/



Saurce: 201 20508_VER_B=u_TripleSILACrepl _pTILI T2_F12

Scannumber: B350
Protein: B5UDAE40; whdY
Peptide Score:  190.53
Method: ITHS; CID; 2
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hass: 1457685860 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 138.06618833 1 H 1
Eetentiontitme: System.Collections. +0. 1188214 2ar7. 1o878143 2 E T 132568833774 +0.0937027 1325 8633774
L 12054 354 14080084 3 g O 110966207843 +0.0001864 S0B 8140304 -0 4666793
Mass Error [ppm]:.  -0.031783
FEF- 5 3E57E-45 -0 1110512 459 1ar775287 4 ] 8 (1109 5887559 11059 5887555
Precursor Type: MLLTI +0. 1148561 ST LB OE ]l 5 ]} Z 89894 55181288 +0.0382237 LG94 Sal81288
744 29474429 g F 6 BO0 50323537 +0.0029262 866 5032353T
general information
: -0.0331314 IR e R B 7 Q0 5 Y19.43482148 300221048598 -0. 1318766
Annotation: 100f 12
ArminoAcids Coverag 83 % +0. 117632 0F71.42173572| B W 4 5971 37624395 -0.3563465 5897.37624385
Intensity Coverage: S8 % +0.0848574 10854646532 O M 3 402 30783003 +0.0163887 492 30783003
Protein Localisation: 354 ... 365
+0 2054232 1198.5487271 10 I 2 3A7B.26490258 +0.0361228 378.26490258
+ 0. 0400593 1312.59165%48 11 M 1 285 1808386 +0. 1373377 B85 1808380
12 K ] 151 13791115 1571 1537971115



Source:

2071 20508 _VWR_Bsu_TripleSILAZrepl _pTIL1 T2_F14

Scannumber: 40038
Protein: B5U31ES0; mrpF; wufs
Peptide Score:  101.85
Method: ITHS; CID; 2
yer yu® y7*¥ ya— ya ¥s ¥z ¥i
_GIEII IIEINID HINH_
b= ba b- be
27 i
- __E
- - -
o | 515.2754 [
= vzt A
g 458.7324 i
1 vz | Fw
] | =
& ) 445.263 =]
L @ [ | i
g - vz—NHz | B
B o 4282364 | | -
3 o | . B
€ & bz [ b g
? 7 200.1554 ¥a S E.
2 9 5 674.2320 [
E i vz i ys—MNH= .
T - 359.15'::_-:- \Fs—"Ha 786.3488 vz—MHz i
N E E ES?.;UE?E E 90,423 :
A '-,rz—HHzi b2+ [:29 bz | : [ S
| 272.13538 i | be&* ags179s . ??1.;:515: Ein -9
=N x ' 328.6661 ' 579.7967 | 1041 496 E
175.1189 656.325 -
D_ ] T T ] I|I T I T ] ] ] ] T T T 1 ] 1 ] 1 T 1 T T I T T T ] T ] T ] T I ] T ] ] ] 1 T 1 T I T 1 T T T T ] ] T I T ] ] ] ] T T ] T I 1 ] 1 T 1 T 1 T 1 T T T I|I ] ||I II 1 || T ] ] 1 ] 1 T 1 T I I-_D
200 200 400 SO0 GO0 Fog o0 00 1000 1100
m/z [amu] )
=
hass: 1214.6 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. H8.02874 58.02874 1 i G
Fetentiontitme: System.Collections. 1870713 187 0713 2 E = 1158.588 579 7087 0255222
L Wil pdes 3001554 +0.018095 300 1554 3 | 7 1029.544 5152754 +0.048973
Mass Error [ppm]:. -0.29569
FEF- 00013278 47135 2305 4713 2395 4 | B 918.45405 458 7334 40274232
Precursor Type: =0 542 2821 Hd2. 2821 5 E Y |SE-SESS = e LY
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ey 9af 10 +0 478036 325 6681 -0.0308914 6568 325 3] M 4 a74. 3329 40008729 674 3329
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IeH I e bl 0 027,453 027.453 g R 2 445763 -0.000662 445 263
Protein Localisation: 85 ... 94
To471.4%96 -0.150626 10417.45968 = M 1T 28916812 40054248 289 1619
1100 R ] 175 114G +0 015030175 116




Saurce: 201 20508_VER_B=u_TripleSILACrep] _pTILI T2
Scannumber: 105391

_F21

Protein: B5UTE250; cheF; fli
Peptide Score: 16728
Method: IThS; CID; 2
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hass: 2316.04154 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 116.0342155 1 D 12
Eetentiontirme: System.Collections. 244, 0927897017 & ] 18 Z202.01965982 2202 015965982
atOte I Bl Bls 331.12482542 3 3 17 2073.9611207 2073.9611207
Mass Error [ppm].  0.9405
i T e 4442088804 4 | 16 10860250023 1086.020052 3
Precursor Type: %0 53124087781 5 5 1% 1873. 8450283 +0.1615635 1873 . 8450283
+0.0867118 BE0. Z2EIST09] 3] E T4 178681259999 +0. 1247442 HO93 9107138719 +0.047644
B23.340835944 7 by 13 164577704068 +0.09]12875 1657.7704068
+0.143167 951.405416%98 8 ) 12 1494 7070783 +0.1275164 14594 FOF0O7FES
+0. 1708747 1079 46350545 O i 11 130600485008 +0.2411477 13660.0485008
1166.496022%9 10 5 10 1238.5899233 -0.0325502 1238.58085233
general information + 008982077 1265 5644308 11 W G 1151.5578945 1151.55785945
R oarz 1352.5964552 12 5 g 1052.4894809 1052 4894800
AminoAcids Coverag 75 %
e 14581.63090583 13 E 7 06545745253 -0.0387514  D65.45745253
Protein Localisation: 19 ... 38 -0 1072525 1628. 7074722 14 F B B3i6.41485943 -0.0359532 B36.471485943
+0.3253741 g et AT e TLTE B N E 5 B89 34644551 B89 34644551
+0. 1374272 1871.7929528 14 M 4 5a0 30385242 +0.059751748 S00.30385242
-0, 182593595 1970 8614067 17 W 3 446 26092497 446 26082457
20471 8585205 18 A 2 347.19251105 +0.0818835 347.19251105%
217094711138 15 E 1: N2 T6 F55309F2F 2 h. 15539 2T
20 K ] 147 11280417 147 11280417
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Source:

2071 20508 _WR_Bsu_TripleSILACrepl _pTI L1 T2_F21

Apsuajuj

s

i

=

Scannumber: 12082
Protein: bbrnA; BSU34620; ywdF
Peptide Score: 12826
Method: ITHS; CID; 2
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m/z [amu]
hass: 1545.90082 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 116.034215455 1 D 17
Eetentiontirme: Systemn.Collections, 2713.08698335] 2 P 16 1843 855218715
L ta b anthd +0.1192275 328 113026383 3 O 15 1745 842454867
Mass Error [ppm]:.  0.066Z286
PEF- 4 ABE5E-11 -0.03176888 427 182340205 4 W T4 |1637.815511835
Precursor Type: MLLTI -0 0839103 541.225287748 5 M 13 1532.74706797185 -0, 1035054
+0. 0753035 B5e. 252210778 5] O 12 1418704170471 +0.246748%
+ 0. 0a70708 B03.32068245594 7 F 11 1303.877227435 +0. 18054171
Q50 38903587 ] F 1 3156808813523 +0. 2818115
1007 410502334 = o G 1009 540390807 +0. 108715876
general information +0.087076S 1064 431966058 10 G 8 052 5158935883 +0.1246798
Annotation: T4 of 18
Arrinoh s CoveragE 1179 45850905 11 ] 7 B95. 49747218 +0. 2028452
Intensity Coverage: 50 % -0 0005588 12592 54297307 12 | 6 FE0 470528128 +0. 09557059
Protein Localisation: 166 ... 183 +0.2076535 1420601550581 13 ] 5 G67.386455147
-0 0524577 1477 623014305 14 o 4 538 327887636 +0. 1688775
+0. 26909725 15090 7070758285 15 | 3 482.306423012
+0. 0585554 16858 7754592202 T1a W 2 389 22235480372 +0. 22857138
15804 8024352354 17 B 1 270.153946016
18 K ] 155 127002054



Saurce: 201 20508_VE_B=u_TripleSILACrep] _pTILI T2_F21

Scannumber; 2126
Protein: BSUZE420; wi kil
Peptide Score: 113229
Method: ITWS; CID: 3
¥ia Yis YWis ¥z ¥Wor Yaim ye ¥ ¥Ya ¥a ¥=
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hass: 0 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 116.0342 15455 1 D 16
Eetentiontirme: System.Collections. 244, 092789707 & ]} 15 15924 844693975
atOte [ 01228169 373.135350106 3 5 14 1796.786116467 +0.266862
Mass Error [ppm]:. -3.3026
e S rronn 0. 12307596 486.2 19454087 4 | 13 1667.743523371 +0.0664132
Precursor Type: FEAE. -0.1295%603 814.278031555 5 9] 12 1554.659455301] +0. 19661597
-0 1227932 a4 36035 3] Y 11T 1426 600881875 +0. 0738007
8592.368303165 7 O Tos [ F2e3:53755334] -0 0597701
G979 400331578 = 5 G 17148 510610305 +0.0451758
general information 1092 484395555 5 I 8 10581.478581895 +0.2372384
EvT—— 417 +0.1618706 1255.547724007 10 v 7 0483045179109
AminoAcids Coverag 52 % 1342 . 579752507 11 5 b FBL.I311893E +0, 1EBEZ 198
Intensity Coverage: 47 %
S ote lnralesan las 108 14771 622345603 12 E 5 B9E 299780971 -0.2101717F
+0.2368613 1558.654374013 13 5 4 569 256567874 +0.0175417
-0.4780114 1673 681317045 14 ] 3 482 2245359464
+0.1597734 1836. 744645553 15 b 2 287 197596437 +0.2442981
+0.1374551 1893.766109307 16 o 1 204.1542675894
17 K 1 R 1 7 e o e



Saurce: 201 2051 0_WER_B=u_TripleSILACrep] _T1L1 T2_QG_FOT

Scannumber; 2926
Protein: B5UZFE30; yrwD
Peptide Score: 104 .84
Method: ITWS; CID: 3
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hass: 2362.0218 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 129 06585358 129 06585398 1 ] 200
Retentiontime: System.Collections. 258 10844707 258 10844707 2 E 19 2238 9968687
atOte ed-0ass 373.13535077 373.13535011 3 D 18 2109.9542756
Mass Error [ppm]:. -0.53299
FEF- 15101E-12 474 18306858 +0.0707766 474 18306858 4 T 17 18594 9273326
Precursor Type: MULTI a11.24198044 -0, 0302455 Bl11.247198044 & H 16 1893 B79654]
724 32604442 724 372604442 & I 15 17568207423
FO5 30315821 FOhL 30315821 7 pu 14 1843 73060783 400892454
G100 390707124 +0.0744398 97039070724 8 O 13 1572.6995645 +0. 0675253
1038, 448078 1038 4480788 D ] 12 14576726215 +0.04604547
11359 4963572 11359.45963572 10 T 11T 1329614044 +0. 2583926
) . +0.2116403 027 . 7eL2EHEI0 -0. 0267182 1254 52323003 11 D 10 1228 56083655 400006517 1
general information
—— 1355 5709787 +0.0766043 1355 5709787 12 T B 1113.53594225 +0.0350404
Annotation: 1aof 21
Arminobcds Coverag 76 % 1483, 6205562 +0.3280854 1483 . 62095562 13 ] 8 1012.491744 -0.04441773
e R e 1598.6564993 1598.6564993 14 D 7 58443316648 +0.0020752
Protein Localisation: &5 ... 105
+0. 1773873 B35 35044477 16659 6593617131 15 fuf b 789 40822344
1756.72560415 1756.7250415% 16 5 5 B9H 30910966 -0 0603753
FHET T 62553 @2 tearE5s | L& fu 4 61133708125
1974 7981545 1974 7981545 18 Ml 3 540 29996746 +0.1120805
2087 BEZ2TES 2087 8BBZ22185 19 I 2 3583 26456823 +0.0458241
2216.9248116 2216.924811a 20 E 1 |20 18050425
21 4 TR 1 P B o) O e



Source:

201 205 10_WR_Bsu_TripleSILAZrep] _T1LT T2_OG_FO1

Scannumber: 94148
Protein: B5UT 7 2380; yhz
Peptide Score:  108.56
Method: ITHS; CID; 2
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hass: 1423.72455 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.05134045 1 | 12
Retentiontime: Systerm.Collections. +0.1237136 227.17540443 2 I 11 1317.6470587 +0.2405746 1317.6470587
L s _0.0370708  342.20234745 3 O 10 1204 5620047 +0.0241635 602 78513557 +0.0660762
Mass Error [ppm]:. 0.43965
PER- 000015696 430, 25571131 4 P O JOBED 536805716 +0.034505 R45 27166406 +0 3056043
Precursor Type: =0 LE8.20770441 5 E 8 902 48328779 +0.2071419 002.48328770
62531916813 6 o 7 |B63 4406947 |-0.05385395 863 4406047
general information 739.38209558 7 I b B06 471923007 -0.0453570 806.4719230087
Annotation: 10o0f 15 854 38003861 8 O 5 1692 37630352 Bo92 37630352
SIS LS COUERd g7 % +0.1416075 ©053.45745253 O ¥ 4 577.340936040 577 34936040
Intensity Cowverage: S50%
Protein Lacalizatioh: 54 66 +0. 0657915 1054, 505131 10 g 3 |478B.2B0S94658 -0.0150774 478. 28004658
1151.557858409 17 F 2 377.2332681 +0.0224082 377.233268]
=0.0670552 1280.6004879 12 E 1 [280.18050425 280.18050425
13 K [ G 2L e e s B Bl L # 0 I sl e



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TIL TZ2_OG_FOZ
Scannumber: 13263
Protein: B5UQOT40; dak; dck; yaaF
Peptide Score: 162,31
Method: ITHS; CID; 2
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hass: 1672.79286 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 102055 FR2 RS 1 T 13
Fetentiontitme: Systerm.Callections. 189 087 189 087 2 5 12 1572.754 1572, 754
L theahea 202 171 302 171 3 | 11 1485722 +0.233688 743 3646 +0.048142
Mass Error [ppm]: -0.93856
e TR 431.2136 +0.055126431.2136 4 E 10 1372.638 +0.062503 1372.638
Precursor Type: MLLTI Hen 2562 SR S 5 E G 1243.585 -0.020758 1243 585
059 3246 B559 3246 & i g5 1114.553 -0.018814 1114.553
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al inf at
Seotbhn bbbl 911.4105 +0.060783 911.4105 @& H 6 900.4574 +0.019353 000 4574
Annotation: 11 af 14
i e 1025.453 +0.043763 1025453 O N 5 763.3085 -0.000687 7633085
Intensity Coverage: 54 1122 506 1122506 10 F 4 649 3558 40029883 649 3556
il el Sl BRI 128557 +0.0532871 128557 11 y 3 552.3028 -0.023127 552.3028
1388.654 +0.132891713 1398.654 12 I 2 389.2385 -0.078925 389 2385
+0.005938 704, 3517 +0.093127 1527.698 13 1 278.155%4 +0.0689243 276.1554
14 k n 147 11278 147 T1EFE



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TIL TZ2_OG_FOZ

Scannurmber: 15407
Protein: B5UZEEFO; ywnd
Peptide Score:  GE.BG
Method: IThS; CID; 2
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hass: 3502.81387 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 116.0342 116.0342 1 D 34
Retentiontime: Systermn.Collections. 245 0768 245 0768 2 E 33 [3792.821 3792 821
St SDtE 3591197 559.1197 3 M 32 3663.778 3663.778
Mass Error [ppm]:.  -0.40735
FEF- 4 6257E-07 488 1623 4E88. 1623 g E 31 |3549 735 1775371 -0.343496
Precursor Type: MLLTI a01.2464 +0.202272 a601.2464 o I 30 3420603 3420693
FI0.2ED 3N 2E9 =] E 289 3307 609 3307 609
Ba7. 3470 He7.3470 £ H 28 217856k 3178 5680
1004 407 1004 407 = H 27 |30471.507 3041 507
1118.45 1118.45 =) M 26 2904 448 2904 448
+0.073009 624 24095 1247 492 10 E 25 27890 405 2790 405
+0.042314 688.7711 F3E S5 11 E 24 Z2661.3263 1331.185 +0. 158841
1490 578 1490 578 12 M 23 253232 1266.664 -0.45474
sy T EG 13 & 22 (2418. 277 1200642 +0.375185
-0.094569 B45 8506 1690 6594 14 I 27 (231295 1166.126 +0. 132533
+0.390511 895 3848 17859 7@z 15 W 20 22718161 1105 584 +0.155428
1918.805 -0.001854 1918.805 16 E 15 2119.093 1060.05 +0.05777F1
2046 B4 2046 864 17 0 18 1990.05 1590.05
21758906 2175.806 18 E 17 1861.992 -0.244273 931.49594 +0.036945
general information 22760954 2270 5954 15 T 16 1732.5945 1732.945
Annotation: 19 of 35 +0. 172656 1174.495 2347.991] 20 ) 15. 11637 .801 1631.901
ARdIoAEins COUERdD S % 2445 044 2445044 21 P 14 1560864 -0 161077 7809357 +0 286612
Intensity Cowverage: 32%
Protein Localisation: 7 . 21 2544 112 2544 112 22 W 13 1483 811 -0.080096 1463 811
2607.134 2601.134 23 o 12 1364.743 1364.743
2729192 2729192 24 o] 11 |1307. 722 | LT
ZBEH IS e 2 AR 25 E 10 1179.663 11759.663
2045 2a7 2045 267 26 5 O 105062 -0.155660 1050 .62
3107.368 3101.368 27 E 8 963 5884 G563 58E4
3220.426 3220 426 28 Q FB07. 4873 BOY 4873
347 511 3342 511 20 I 6 Ba79. 4287 679 4287
3420 543 3420 543 a0 5 5 566.3446 SE0. 3446
S ENDEE 3500 58 31 i} 4 47937126 +0.132121 4759 3126
3eBT. 632 e e 32 5 3 408.2755 408.2755
3658 649 3658 6459 33 1} 2 321.2434 321.2434
L g e g E YA B 34 Ly 1 (2502063 2502063
a5 kK 2 EN TSRS 151 137G



Source:

2071 2051 0_WR_Bsu_TripleSILAlrep] _TILT T2_OG_FO2

Scannumber: 21008
Protein: B5U24290; wqgM
Peptide Score:  98.1E
Method: ITHS; CID; 2
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hass: 145272785 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 114.09134045 114.0597134045 1 I 11
Eetentiontitme: Systerm.Collections. 227.17540443 227.17540443 2 I 10 (134068514777
L 2 b 328 2230820 3282230820 3 T O 1227 5674137 +0. 1060482
Mass Error [ppm]:.  -0.26373
FEF- 0.0019s1a 457 28656876 457 285678 4 E 8 [1128.5187352
Precursor Type: =0 572.259261903 572.29261903 5 O F897.47714211 +0.2605288
T 2B A TI006 F2B. 39373008 8 E. B (B52.450719908 +0.1112633
general information
: B841.47779404 -0, 07102647 B841.47779404 7 I 5 F2B.34908805
Annotation: gof 1z
ArminoAcids Coverag 67 % 054 56185802 +0.02432386 G54 55185802 8 I 4 |Bl13.2a502407
Intensity Coverage: 48 % 10471.5538864 +0. 1542825  1041.5938864 O© 5 3 500.18096009 -0.0430072
Protein Localisation: 176 ... 187
1201.6245348 +0. 18406585 1201.6245345 10 iZ 2 413.14853 168 +0.25426866
+0. 46025173 BA4.850711251 +0.26212596 1348.69259485 11 F 1 253.11828348 -0.0486576
17 % ] 10/ 0488695/




Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TIL TZ2_OG_FOZ
Scannumber: 22311
Protein: B5UQT #30; sigW: wbbL
Peptide Score: 11512
Mzthod: ITHS; IO 3
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iz System.Collections,
Charge: Systern.Collections. 129 1022 § s i E 1 k. 14
Fetentiontitme: Systerm.Coallections. 1868.1237 186, 1257 2 Z 12 15659 743 15659 743
L 1131153 207.1506 3071506 3 O T T ey 1512 722
Mass Error [ppm]:.  -0.34805
i o 4252002 4202052 4 a 11 1397.605 1357.605
Precursor Type: MLLTI H44 2382 L4 2362 5 ] 10 1209.6836 1209 636
152733 +0.080784 6152733 & fa S 1154.609 1154 60%
+0.272109381.6745 +0.0785899 7Fo2. 3417 7 F 8 1083.572 +0.482721 1083.572
general information +0. 138989 417.193 +0.1 196066 833 3788 o fa Y936 5037 40047534 4658 7555 + 00589068
Annaotation: g of 15 +0.030547 474 7085 +0.20045 945 4058 = ] B BeS4en6 -0018112 Sa5. 46066
SN GRLNE RS 3 % +0.097218531.2485 +0.121879 1061.49 10 | 5 7504396 +0.274677 3757234 +0.300933
Intensity Coverage: 63X
e S S 1160.558 1160.558 11 W 4 B37.3556 +0.044044 637.3556
+0.052225638.2957 1275 585 12 ] 3 538.2871 400685888 538 2871
1388.665 1388. 6059 13 | S [ P ey e 5 s 423.2802
+0.232802 776.3695 1551.733 14 b 1 3101761 +0.027175 3101761
15 k ] | s B e £ Ll ) e



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TIL1 TZ2_OG_FO32
Scannumber: 12280
Protein: B5UT4310; ctaE
Peptide Score: 18577
Method: IThS; CID; 2
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hass: 1331.647 43 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 148.07560038 1 F 11
Eetentiontitme: System.Collections., +0.0482731 +0.0047817 240 12338888 2 T 10 1185 5877437
L 1854673 +0. 123607 320 16048264 3 A O 1084 5400653 -0.0200002
Mass Error [ppm]:. -1.0425
FEF- S EA43E-21 +0. 1857182 440G 20307574 4 E 8 (1073 50285715 +0.0426418
Precursor Type: =0 +0.0323875 s ] 1 T IR R 5 T 7 BE84.40035837 -0.0144355
+0. 0308495 B9y 319168813 & F B |(783.4126799 -0.00&6552
general information
: F94 37193198 7 F 5 BIn.344265588 +0.0451149
Annotation: 100f 12
ArminoAcids Coverag 83 % H5a5. 40904577 8 fay 4 (5392415021713 -0.1586288
Intensity Coverage: G64% +0.2040674 052 44107418 O 5 3 45825438834 +0.1400819
Protein Localisation: 7 ... 18
10459 4535838 10 F 2 |381.22235993 -0.0279324
+0.22833594 1z 5364311 | 1l E 1 284. 168959608 +0.0842 156
17 kK ] 155 12700284



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_0G_FO3

Scannumber; 13106
Protein: B5UOQTE10; wbal
Peptide Score: 106419
Method: ITWS; CID: 3
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H I =11 S I 21Dy P E{D§I F K _
h! h! hl h? h. hll hll
=
: Vio _;
o 1152.5686
- — L
=4] |:|_- I
L @ |
g 5
T - - §
= 1 =
& et B
< @ Ve |
E 1 7063861 =
o - Y11 s el
o 3 bz bz 1265.65 &
1 338.1823 bs-Hz0 -5*-3:53* b 02
: hi‘HiD ESLEIE:H bz-H:0 12?“@ i
= 33”-‘?”’% o '-,rn:h+ TEG.2519] V7 Ve | | viz s
4+ | o 3
1 bz v va 5:;?:353 EE;'_._E.!IEE E?]_.:‘r]ﬂ 3-:_-?_-_*5'3' - e 1;52:.532 I
{ 225.0082 365.2628 480.2908 [ : 1010458 1125485
D_IIIII|IIIIIII IIIIIIIIIIIIII|I"IIIIIIIIIIIIIII!|IIIIIII|IIIIIIII‘illlIIIIIIIII|I|IIIIIIIIIIllillllllllil!llllllll IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII_D
200 300 400 =00 GO0 o0 a00 00 1000 1100 1200 1300 1400 ﬂ
m/z [amu] )
5
hass: 145072003 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 138.06618833 1 H 12
Retentiontime: Systerm.Collections. +0.1496318 22500821674 2 5 11 1352 6823724 +0.2260749 1352 RBL5729
Belbe: 10p. A2 ~0.0212355 33818228072 3 | 10 1265650344 -0.0015403  633.32881023 -0.1457048
Mass Error [ppm]:  0.15079
FEF- 00011512 43523504457 4 F 8 |1152.56628 + 00070843 SFR.7EBETTEZ4 -0.0469711
Precursor Type: MULTI SOB 20837311 o b T B i o e 1055518 5162
BGE9 3354569 a] A 7 B9Z2 45018762 +0.0263749 B9S2 45018762
general information +0. 0535857 FE4. 30242503 7 D b B21.41307383 +0.2080278 B21.41307383
Annotation: 9of13 BE1.41519378 B F 5 F0R3881308 -0.0314555 F0R 3861308
TR SOVEESg 0 % +0.2080456 10104577860 O E 4 60033336604 600 33336604
Intensity Cowverage: 52 %
Protein Localisation: 183 . 195 +0. 0308957 1125 48472589 10 O 3 4EQ 29077385 -0.1460595 4E0. 29077385
+0.0272594 1238. 50687939 11 I 2 365 203HI0EZ +0. 106430 2685 20383082
L33 552 T 55| 12 1 |252.1797a6684 252, 17970684
13 K ] 155 12700205 LT P T B



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L] TZ2_OG_FO4
Scannumber: TEE94

Protein: B5UT FET10; =vIB; wacA
Peptide Score: 1054
Method: IThS; CID; 2
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hass: 0 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 148.0757 148 0757 1 F G
Fetentiontitme: System.Collections. 205 0072 205 0472 2 Z =5 1019.5a81 5102842 40034764
L W deS 3201241 +0.041674 3201241 3 O 7 0G2 5397 481 7735 +0.207022
Mass Error [ppm]:.  -0.45675
i LRI 457.183  -0.064607 457,183 4 H & B47.5127 +0.250883 424.26  +0.233408
Precursor Type: PEAE. 702671 -0.022078 5702671 5 | 5 7104538 +0.130473 F10.4538
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IeH I e EalEs 20 G11.4621 +0.095830017.4621 & | 2 369 2587 369 2587
Protein Localisation: 116 ... 125
Ta12:571 55 Sy = 1 2581747 +0.00171 250.1747
110 k ] %% 127 +0 173702 155 127



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L] TZ2_OG_FO4
Scannumber; 175049
Protein: B5UD4060; wesd; yosH
Peptide Score: 11325
Method: ITWS; CID: 3
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hass: 1583.753476 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, oB.02874015 1 G 14
Retentiontime: System.Collections. 171. 11280417 2 I 13 1527 7801836 154 7. 7B0TESE
atOte L1420 +0.1403567 308.17171603 3 H 12 1414.6961197 707.85169807 +0.2475451
Mass Error [ppm]:. 0.24395
FEF- 3 7413E-07 +0. 1324648 4271255780071 4 I 11 12776372078 +0. 1051018 277 asrdors
Precursor Type: |0 +0.07113443 Sabcaal el 5 D 10 1184.5531438 +0.095782 11604, 55371438
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Fh2. 35734455 7 5 8 S204830077 00022234 D20.483a077
general information +0. 04635833 Bao6. 400272 =] M F B33 45157929 +0. 2279251 B33 451579259
Annotation: 11o0f 15 On3. 45303585 O F 6 71940805784 +0.0312285 719 40805184
HEANGR L aeiag 5 % 1034 4501496 10 A 5 2235588799 622 35588790
Intensity Coverage: 47 %
Protein Localication: 255 269 +0. 3296702 10552 20824 1] A, 4 551.3187742 -0.2374143 551.3187742
+0. 22305688 1192 5592918 12 5 3 48028166047 +0.25197 4E0. 25816604 ]
129710277058 13 W 2 393 240532 +0. 1968707 303 2459632
+0.2476245 1435.6961187 14 F 1 294 181271809 +0.1250258 294 18121805
15 K 0 147 11280417 147 11280417



Source:
Scannumber:
Protein:
Peptide Score:
Method:

201 2051 0_WR_Bsu_TripleSILAZrep] _T1LT T2_OG_FO4
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Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L] TZ2_OG_FO4

Scannumber: 2Er13
Protein: B5U02290; psd
Peptide Score:  BOE
Method: ITHS; CID; 2
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hass: 291855126 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 1300498659585 130.0459885%58 1 E AF
Eetentiontitme: Systerm.Collections. 207.0580598335 2071.088858335 2 i} 28 2700 51485485
L b 430 338 14585521 338 14585521 3 H 25 2710477741
Mass Error [ppm]:. 037273
FEF- 00015926 400 153000 400 183000 4 i} 24 2582 41858202
Precursor Type: =0 0825142252 H08.257422592 5 kr 2y A1 A8 0154
By 31983083 07 . 31983883 & W 22 241233330715
94 35186524 094 357188524 7 5 21 2313.24488786
787 40462917 7971.4046291 o P 20 [2226.212859.2
B80.47304301 S90. 47304301 G W 19 2129 10005953
1005 499595865 1005 4599856 10 O 18 2030097168814
1062.5214458 -0, 1838033 1062.52144598 11 i 17 1915 0647384
Y16 ) 5898637 11al1.5898837 12 W 16 |[1858.0432748
1260 6582776 1Z2ad 6582 s 13 kr 15 1758.9748007 +0.2755055
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T 15 of 28 1588.8329475 +0 0895595 1588.83259475 18 W 12 (143080071908
AmminoAcids Coverag 54 % 1645 8544112 1645 854417112 17 i 11 1331.7317769 +0. 2148784
INLEN: L Lavetane: foae 1758.9584752 17589384752 18 | 10 1274.7103132
Protein Localisation: 81 ... 108
+0.38921987 035 51400783 +0 2826836868 1872, 02253592 19 I G 1181.62624592 +0.02080174
+0. 4442803 L L e A R 1986 . 0054088 20 M 8 (1048 5421852 +0.06837718
2083, 1182305 2083 1182305 21 P 7 834 49025776 +0. 1786587
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+0. 1452203 Y287 TR YER2 2 A e i s ol B F 32 494 2467371048
274 3835063 274 3835063 28 ik 2 (347 22889658 +0.1514745
00278187l 1387 2295083 277345189202 27 W 1 24818121805
2H K ] 147 11280417




Source:

Scannumber: 15712

Protein: B5UD22E60; wbfk
Peptide Score:  F1.24

Method: IThS; CID; 2
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201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR
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hass: 1658.85563 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: System.Caollections, 164.07086 1 i 15
Retentiontime: Systerm.Collections. +0.168634 -0.04a424 2351077 2 1} 14 153a8.802 FB8.9045 +0.105914
St flieduss +0.045107 306.1448 3 A 13 |1465.765 733.3859 +0.261739
Mass Error [ppm]: 1.1465
PEF- 0011645 435 1874 g E 12 (1394 727 097 8673 +0. 289208
Precursor Type: %0 S48.2715 5 I 11 1265685 633.34671 40077105
545 31592 5 T 10 (1152 5801 576804 +0.040158
F0B8.3408 7 o 5  1051.553 S26.2802 +0.0E93EE
AN R = 1) B 5945316 G54 5316
general Iormition 533.4789 O R 7 923.4945 +0.046814 923.4945
A tation: 9of 16
T 990.5003 10 g 6 767.3934 767.3034
Intensity Coverage: &3 % jE6 S e 11 A il FJ2 i el F10.37159
Protein Localisation: 168 .. 183 1190 58 17 E 4 £330 3348 630 3548
T2 AT 13 5 o E % o - i e e A P R B aren e il ol B e
1440, 675 14 Y 2 423 2802 4232602
Ta5d, 59 15 I 1 2a0. 15965 260.1969
1A K 0 147 1128 147 1128



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L1 TZ2_OG_FOR
Scannumber: 17408

Protein: B5UQ24E60; hxlA; yokG
Peptide Score: 118,23
Mzthod: ITHS; IO 3
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i
hass: 105560022 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 114.0913 1 ! &
Retentiontime: Systerm.Collections. -0.074565 G -0.084015 227.1754 2 I 7 947.523 +0.09605 474 2652 +0.050521
atOte Ll g +0.174639 326.2438 3 W 6 834.43% +0.009704 417.7231 +0.195885
Mass Error [ppm]:  0.37768
FEF- 0.00155a87 4471 2708 4 O 5 7353708 40031182 7353706
g Precursar Type: |0 SEE. 3062 o M 4 8203438 +0.020] 020.3436
ST £.07.3 5 +0.081028 701.3902 & | 3 473.3082 +0.202655473.3082
AminoAcids Coverag 78 %
Intensity Coverage: 60 % -0.006087 8154332 o M 2 3602241 -0.020483 3002247
Protein Localisation: 106 ... 114 : +0.047262 9714 50716 =] W 1 246 1812 +0.123042 246 1812
o K 0o 147 1128 147 1128



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L1 TZ2_OG_FOR
Scannumber: 19845
Protein: B5UT 2070; plsY; ynes
Peptide Score: 12007
Method: ITHS; CID; 2
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hass: 1141.67045 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. F2.0443580254 720443580254 ] A 11
Eetentiontitme: Systerm.Collections. 1259085353598 129 058585398 2 i 10 1071 .ad408368
L e 21600788230 +0.0317258 216.00788230 3 3 O 10746193720 +0. 1070065
Mass Error [ppm]: -0.17149
FEF- 4.0071E-26 215 1882983 -0.0908737 215 18025863 4 W 8 927 587344459 +0 1655852
Precursor Type: MLLTI 414.23471022 -0.0854182 414234710272 5 kr 7 B28.51893057 40018545
527 3187742 -0.0201902 St 18T T42 g I B 72945057688 +0.0200034
general information
: SO 35588799 +0 057135958 58958 355887989 7 A 5 Ble.3end4iZ2a? +0.0711416
Annotation: Qof 1z
ArninoAcids Coverag 75 % T e e o T e o] i 4 545 32933889 +0. 02583882
Intensity Coverage: 72% +0.4445745 38570578551 77040420474 0§ B 3 48830787516 +0.12114009
Protein Localisation: 52 ... 63
HE3. 45835872 B8583.48835872 10 I 2 3T 2B09F213
+0. 4400616 4895 78084959 +0 20275848 GG 5724227 11 I 1 280.19086815
17 kK ] 147 11280417
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Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L1 TZ2_OG_FOR

Scannumber; 20170
Protein: BSUQF 2E0; wkL
Peptide Score:  91.32
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 2346.18571 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 137.116a4 137.116a4 1 k. 20
Retentiontime: Systerm.Collections. 234 1692 234.1892 2 F 19 |2 T # i e T
atOte Fialiho 3352169 5352160 3 T 18 2130.059 1065533 +0.191797
Mass Error [ppm]:.  0.056087
PEF- 5 COSTE-N5 445 2598 445 2558 4 M) 17 |2029.012 20290712
Precursor Type: MULTI 5302918 53029718 5 i 16 19714.96% 1974 965
5833133 i e e 5] i 15 | 1B2E: 83T 827 937
F21.37159 F21.37159 7 o] 14 1770915 1T Ts
5459 4305 549 4305 = ] 13 16842 857 1642 857
878.473 B78.473 =) E 12 1514.798 1514. 7598
1065 505 TS SIS 10 5 11 1385755 +0.136612 693.3814 +0.127835
) . 1162 558 ez 55 11 F 10 1298.723 +0.129212 049.8654 +0.003717
general information
— 12al.62a +0.21236% 1261.626 12 W 9 (Y2016 71 12014671
Annotation: Tdaf 21
AminoAcids Coverag 67 % +0.062547 704, 851 1408. 695 il F g8 1102.002 +0.077538 1102 602
N R e e B -0.037963 761.393 +0.264847 1521.779 14 | 7 9555339 +0.24727 955.5339
Protein Localisation: 189 .. 209
-0.1393a65 804 904 1608 811 15 5 B B42. 4498 +0.124685 421.7285 -0.370045
+0. 309187 809 4303 1737 853 16 E 5 7554178 +0.065023 7554178
1834.905 1834 906 17 F 4 B/26.3752 +0.005931 626.3752
+0. 487578 567 45905 1933.975 18 W 3 525.3224 529 3224
2081.043 2081.043 15 F 2 430.254 -0.047574 430 254
+0.25138a 1105 054 2209 102 20 o] ¥ 283 1858 283.1855
21 k (2 ol 7 PR



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR

Scannumber; 240032
Protein: bezA; BSU32010; vuil
Peptide Score:  102.71
Method: ITWS; CID: 3
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iz Systerm.Collections,
Charge: System.Caollections, 115.05 115.05 1 M 18
Retentiontime: Systern.Collections, + 0. 159062 2289.093 +0.0%947429. 0593 2 M 1E: 20933, 2035
atOte 1B Al 357.152 +0.0315857.152 3 Q 16 1919.06 1919.06
Mass Error [ppm]:. 0.29502
PEF 1 3262E-16 454 204 454 204 4 F 15 (1791 17591
Precursor Type: MULTI LBaT.2ED SRy 2B & I 14 16593 95 1693.95
+0.14438847.169 +0.0297481.331 a] M 13 |1580.86 FO0.935 +0.2194°
+0.249473597 711 +0. 1107894 4710 7 I 12 14686 .82 F33.974 +0.2855¢
+0.30986454 253 +0.0952807 .5 =] I 11 |11353.74 BFT.ATE +0.3490°
102058 102058 O I 10 1240.65% 20,83 -0.3815
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e 10 0f 19 1162.66 11e2.66 11 A, 8. [105E:53 FO5h 53
Arminofcds Coverag 53 % 12159.88 121968 12 i 7 BE5 494 493 251 +0.0676
ALt DT 1248 72 134272 13 E 6 028473 028473
Protein Localisation: 211 ... 229
1467.81 14a1.817 14 I 5 79943 799 43
-0.4005 F95 5828 TR80.8B5 | 15 E 4 GEG. 346 aEa 346
1718.91 1718.91 1a i 3 [SE R0 aar Sl3
1855.97 185597 17 H 2 429245 429 245
1993 02 1993 02 18 H 1 [292.186 292 186
BRE] kK (= FERSETREE TESE



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR

Scannumber: 24407
Protein: B5U22060; yuilr
Peptide Score: 126.7E
Mzthod: ITHS; IO 3
Yiz ¥ Yim Yo ya® ya ya ¥x ¥z
_II"-.-"IIIDIFNHFI"-.-"ME.B-.H
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[ ] =
hass: 1563.54026 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 114.08173 114.0%13 1 | 12
Fetentiontitme: System.Collections. 2131598 2131598 2 i 11 1459 778 FA0 3028 400042587
L tEnAbs 326 2438 3262438 3 | 10 1360.71 GB0 8586 +0 335407
Mass Error [ppm]:.  -0.4213
i T 4412708 4412708 4 D O 1247.626 +0.120755624.3166 -0.01774
Precursor Type: MLLTI HE5.3392 HE8.33592 5 F g 1132.599 +0. 103597 S5a6 8031 +0.073002
T2 3821 T2 3821 & [ T |95 5305 GE5 5305
general information B58.45832 -0.002745 855 4832 7 E. B B71.4876 B71.4876
Annotation: 10af13 1005 552 1005 552 8 F 5 | ESEEES 358.1969 40211027
SIS LS COUERd g7 % _0.167174 552 8137 -0.026047 1104 62 o y 4 56E3181 +0.278680 5683181
Intensity Cowverage: 38 %
Protein Localication: 102 . 114 1218.6a63 +0.179682 1218.863 10 [ 3 489 2488 40051937 469 2495
+0.414882 674.3564 +0.031132 1347.7086 11 g 2 |3 aE0ar O ESSIgIE el e
1418.743 +0.0237193 1418.743 12 fa 1 2261841 400899311 226.1641
13 K ] b e P  Hleioneh Loy



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR

Scannumber: 24EEE
Protein: B5U23E30; secd; ywal
Peptide Score: 11E.826
Method: ITHS; CID; 2
Yia Wis Wiz ¥ Yim ¥ ¥u Y7 ¥a ¥a ¥=
= A G| SGI.ﬂ. [ SIGIGI.-E.IE IQII FIGI{
h.- b! h? bl bl! hl.- hl! bll
= — =
[ | - =
=1 $=
- '-,nu—ﬂlalz [
= 9?5.4?5?%.5 i
= ; i
Z 5o
_ 5o
@ = i
g & Yyiz s
o i 1177.621 3
= 1 |
= ' . 5
g T L b1+—MNHz [ [ =
! SN~
g 2 306.4 68 1169543 —= =
-1} i i i :C' o
'E = Y11 - @.
= i
= - bs-H:z0 ki Ve IIDEISEH | bis !
r 24 393.2::::% Gl bz B4 0 4455 H 1289 554 B
| bz-H:0 657.2566 ' b14-H20 : [
4 ¥z : | v 1168.55% Viz Via =
| 351.2027 SRR | be-H:0 ¥s 792,425 1224 643 {1321.675 bis =
= b | Yot ' SiBtE s b1z I b s I
& 3291319 [ , et | bis—Hz0 bi1s-H:0 :
| , E 592. ;45; \ 1281643 | 1428.712 | i
D_IIIIIIII|I| IIIII |l| | |||| ||| Illl I L IIII IIIIIIIIIIIIIIIIII rrrri T IIIIIIII|I|III‘I|I!IIII I!|II||IIII!II|IIII|IIIIIIIIIIIIIIIII-_
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m/z [amu]
hass: 1645.54155 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 88.039304876 1 5 L7
Eetentiontirme: Systemn.Collections, 158.07641868 2 A T1a (1562.8172574 1562.8172574
L 110:862] 21600788230 3 & 15 1457 7801836 1451 7801836
Mass Error [ppm]:. -0.043833
PEF- 2 FOCCE-1 2 +0.31286586 320181948637 4 I T4 11434 75871095 1434. 7587195
Precursor Type: MLLTI 4168.213597478 & 5 13 1321.6746559 +0.1128574 1321.6746555
473 2354385 5] o 12 12346426275 +0.21658695 1234 6426275
-0. 126159 544 27255229 7 A 11 11778211638 +0.1281038 117582138
+0.3754418 65735661627 8 I 10 1106 58405 +0. 05553836 1106 55405
744 3858684458 © 5 O 093 409985004 +0. 1419207 G903 4590558604
general information B01.4107054 10 o 8 908 456795763 +0.0343007 453 73781705 -0.4336005
Slae b, 12 arls 858.43157213 11 G 7 84044640301 -0.1234348 840 44649301
Aminofcids Coverag 72 %
Intensity Coverage: 44 % G20 48565591 12 fuy 6 792 42503018 4002805948 FO2 425030175
Protein Localisation: 27 ... 44 +0.1978274 1058511279 13 E S 721.3879164 402116319 721.3870164
1186 5695565 14 i 4 5892 3453233 +40.12698867 552 3453233
+0. 2233088 1286 6536205 15 I 3 464 286745705 464 28674579
+0. 26595648 1445 7223344 186 F 2 351.202688181 +0.00258236 35120268181
1503. 7437981 17 i 1 20413426785 204.134267859
18 K ] 147 11280417 i il e e




Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR

Scannumber; 29342
Protein: B5U40740; ywyd]
Peptide Score: 14207
Method: ITWS; CID: 3
¥ Yim ¥r ¥m ¥7 ¥a ¥Wa ¥a ¥z ¥z
_ I | | & I EfML{I Y I ElEFEAE ey K
b! hl- b! hl hl h' hll hll
& |
: Vs Yio _;
= E76.4282 1289.629 -
@ D_- :
[
5 -5 2
g - > &
= 1 =
& -
4L o I
@ S bs—NHs e
e be-MH:= 1034.518 V= W=
I bs 522.2299 ' 1102.565 C 5
E =] 527.2824 i Vs - - -
= | - 712.374B i
o ba-NHs o122 ; ba-NH: 989.5222 7 o
510.255 P ! BET.4508 i -
. P i vyt bie |
1 e L'E V"_"H;g 701.8802 1196.614 | I
o 201.1628 +65.2587 | |  595.3008 | | 5 =
] bz vz bis | | | be I:nu—h:IHa 5 s [
{ 2271754 3153.15"::3 413.2395 & 0. 2665 ‘ ”E]'S.EE; 1261 67E 5
D_IIIllll!llllllllllillllllIII ‘lll | I!I IIIIIII|II|||IIIII|I|I|I|IIIIIIIII rrrrrrrrri rrrrrrrria rrrrrruiriua IIIIIIIIIII IIIIIII.IIIIIIIIII-_
200 300 400 SEII:I EI:II:I o0 200 00 1000 1100 1200 1 3I:II:I 1400 1500 ﬂ
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hass: 150677564 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 114.05134045 1 | 1
Retentiontime: Systern.Collections, +0. 1176101 227.17540445 2 I 10 1402 7132786 FO7. 80027753 40471254586
atOte 1420682 284, 19686815 3 G O 12896292146 +0.0930754 1289.6292146
Mass Error [ppm]. -0.15214
FEF- S S7ESE-0& -0.0816243 413.23946125 4 E B 1232.0077508 +0.3008184 1232 0077500
Precursor Type: MULTI -0 1868076 S T R L M £ 1103.5851578 -0.013644 1 1 IRE SasT 0
+0. 2398095 640 36645267 6 I B 989 52223035 +0.0175035 |99 52223035
general information
. B03. 42978121 7 i o EB7/0.43810037 400185250 EBYo 43810037
Annotation: 10of 12
ArminoAcids Coverag 83 % G4 47745969 8 T 4 71337483783 +0.045084 T13. 37483783
Intensity Coverage: 52 % 1051.5458736 O F 3 612.32715935 +0.0107023 &12.32715035
Protein Localisation: &4 ... 95
+0. 1188668 11958.6142875 10 F 2 46525874544 -0.0552542 465 25874544
-0.323a122 i 1 e A 5 R | b T 378 Pe0a s 152 |F0:13 15374 31819033152
12 K 0 T 55 TR S T5% VAFO0798



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FO7

Scannumber: 13571
Protein: B5U3EF10; v lA
Peptide Score:  87.57
Method: IThS; CID; 2
¥im ¥ ¥u ¥r Y& ¥a ¥a ¥=x ¥z
= [ .|
A'"MIF DIV INJGPP Y |G K
bz b=z bs ba ba be
=N i

. [ =

] ¥o =
=3 996.4 785 [
= bs B

| SE0.24 16 i

. \nn;:z"' [ o

il ys  572.2608 _—§

R 521.271B i -

T - | L

3 ] -
= _| [ 3=}

E @ ¥s [ 3

] 525.3148 -2 Z

e 7 | yr :|:|

= ] - ":3?5 b 724 362 .

[T} .7"._.':' 4 | hB L

T 3 b | 481.1751 b e -

1 319_0_:93 bz | 594.2355 B48.410] 1011.424 .

| ; 266.14 B2 ¥4 | i ' [ -

: vz | i 4642504 ._E
= 2-34.1_44:; i [ [
D_Illlllll!l|lIIIIIIIllll|illllllllllllIII LI L IIIIIIIIIII L L L L L L L] IIIIII IIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII-_D

200 300 400 S00 GO0 oo a0a Q00 1000 1100 1200
m/z [amu] )
s
hass: 1213.54377 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 72.044350254 1 A 10
Retentiontime: Systern.Collections. -0 1020388 21907978548 2 M 5 1143.5135215 H72.20059901 +0. 1722013
St B4 20401 +0.0201037 366.1482034 3 F § DD6.47852232 -0.0353461 006 47852232
Mass Error [ppm]:.  0.010637
FEF- 00041242 -00121826 481.17574643 4 O 7 B49.4707084 +0.0178091 459 4101084
Precursor Type: %0 -Q022552 SE0.24356035 & W 6 F34.38316537 400047716 734 38316537
general information +0.155107a 6%4 28648779 & M 5 B3531475146 -0.0152519 B35.314757146
Annotation: Sofll i e HIGE Ly ) [ o 4  521.27182401 +0.1364402 221.27182401
Aminofcids Coverag 82 %
ntensity Coverage. 143 % 848.36071537 & F 3 464 25036028 +0. 10055919 464 25036028
Protein Localisation: 375 ... 385 +0.2346475 1011.42404359 O hd 2 36719750643 -0.0444507 36719750043
1068 4455076 10 o 1 204 13426789 +0.00359157 20413426780
11 K 0 147 11280417 147 11280417



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FO7

Scannumber: 18374
Protein: BSUQZ240; wegl
Peptide Score: 115.29
Method: ITHS; CID; 3
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hass: 140267727 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, oB.02874015 1 G 1
Eetentiontime: System.Collections., 159.0760418688 2 T 10 1350687 8073 075 84753880 +0.304017174
SEoie 115 edba 272 16048264 3 | O 12406401228 1240 6401228
Mass Error [ppm].  0.27378
FEF- 0000351945 -0.0275452 343.1975%9a843 4 A 8 113a8.5580588 -0.1280803 1 138. 5560588
Precursor Type: P LILTI 430 229624584 & 5 £ 10ae5 518945 -0.0177243 1065 51585945
-0.317445 559 27221794 8 E B S975.48697641 +0.000266 G758 458057681
general information
: F22.33554848 ¥ by 5 B49 44432351 +0.1724578 2548 44432351
Annotation: 10af 12
ArminoAcids Coverag 83 % +0.023067 B85, 39887502 8 M 4 6856.380994%7 686 38089447
Intensity Coverage: 23 % +0.0220357 1013.4574525 O ) 3 523.31768643 -0.0068144  523.31766643
Protein Localisation: 243 ... 269
+0. 16678548 1110.57021684 10 P 2 395 259085892 -0.0223945 395 25908892
+0.27927959 ST e S e MR | E 1 29820632507 -0.0400348 LOE 20T 2a0 Y
12 K ] i o L e 151 228115



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FO7

Scannumber: 20891
Protein: B5UQEF/30; perR; wgad
Peptide Score:  47.33
Method: IThS; CID; 2
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hass: 3533.50044 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 130.04005 130.04005 1 E 30
Retentiontime: Systermn.Collections. 231.0975 23 T.08¥5 2 T 28 3425763 3425 763
St cngie 288,119  -0.043084 288.119 3 G 28 3324.716 3324.716
Mass Error [ppm]: 0.47382
FEF- 8 442 1E-05 IBF. 1874 3B87. 1874 g W 27 (3267 .6594 3267 6594
Precursor Type: MLLTI 543 2HES 543 .2HES o F. 26 (316E.626 3168 6246
56 3T G G563 TG =] I 254 (§ON2 525 I0N2, 525
Far 4203 FoF 4203 £ T 24 2B00.44] 28590 441
854 473 B54. 473 = F 23 2798 393 2798 393
OB2.5316 bB2.53 16 =) ] il e R 2701.34
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1450813 1450 6513 13 I 18 2200085 2200 085
-02739719 FEO.9521 1.5F2. 807 14 I 17 2096 20965
+0.281322 B51.4734 17071.935 15 E 16 19825916 1982.916
-0.42F771 B33.005 RSO0 16 Y 15 |1853.874 927 44060 +0.28003
general information 1978 087 1978 087 17 | 14 169081 +0. 1589107 1690 81
Annotation: 15 of 31 +0.316669 1039 081 7 MR AT 18 W T35 | 3L E 4 1578
AminobAcids Coverag 48 %
Mtensitg Coverage: 176 % +0.2597648 1095 103 2191. 1598 15 M 12 1478 658 1478. 658
Protein Localisation: 15 ... 45 227F8.23 2278.23 20 5 11 1364.a15 1364.615
2425 286 2425 266 21 el i | Y& SRS F2F7. 583
+0. 140517 1248.655 2496 303 22 ) 9 1130.548 1130.548
+0. 133888 1317.184 2633 262 23 H 8 1055.511 5302589 -0.07355
2730414 2730.414 24 F Fo922.4516 -0.038431 922.4516
2831.462 2831.462 25 T B HB2539859 40266591 825 39859
2002 400 2002 400 26 b 5 |(724.3512 243512
01526 o B B 27 O 4 B853.3741 B653.3141
2182553 R 28 D d 5382871 +0.082428 538.2871
3245 @37 3245 637 20 I 2 423.2602 +0.030575 423 2602
+0. 142083 1704 854 3408.701 a0 Y 1 3101781 0000357 310.17&a]
a1 K 0o 147 1128 147 1128

k= 4



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TIL TZ2_OG_FOF
Scannumber; 24039
Protein: BSUO3220; wogl
Peptide Score: &5
Method: ITWS; CID: 3
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hass: 2164.08133 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 72.044350254 1 A 12
Eetentiontirme: System.Collections. 12906585398 2 o 18 Z098. 0865509 2085 08855059
Belbe: CHER S +0.0591721  243.10878143 3 I 17 2041.065087] 2041, 065087 ]
Mass Error [ppm]:.  0.021906
e TR +0.1115705  330.14080584 4 g 16 1927.0221597 064.01471808 +0.334464
Precursor Type: MULTI +0.00595717 44322487382 & I 15 1839.9901313 G20, 49870388 +0.0255271]
544 27255229 6 e 14 1726.9060673 HE3 95667189 -0 1966621
5735661027 | 7 I 13 1625.8583888 513.43283265 +0.4742718
754 4093801712 8 F 12 1512.77432459 Fha 900066 -0 170891
511.43084385 G o 11 1415721561 +0.18025845 1415721561
Q58 . 49925778 10 F 10 1358.700097F3 BY9 BLI36E6E8T +0.4303097
general information 7. 5833217 1] I 5 1211.6316834 BOE.319479592 +0.4542017
SEnETOh ek 12006259148 12 E 3 1098.5475194 1098.5476194
AminoAcids Coverag 50 %
Intensity Coverage: 27 % 1314.6688423 13 M 7 585 50502620 5059 505026205
Protein Localisation: 37 ... 106 1470 7699533 14 E. B BH5.46209554 B55 462009854
617 83836 f2| 15 F 5 B959 36088781 698 3608878
1674 8559831 16 i 4 552.2025730C 5228257305
1785 886774 17 ] 3 489527111017 405 27111017
1517.9453515 18 o] 2 380.24416714 +0.00568488 3580.24416714
2018.99303 15 T 1: 252 1BEE8953 252 185585963
20 K ] 157 13761115 157 1837GT1115



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TIL TZ2_OG_FOF

Scannumber; 258594
Protein: B5UZ23320; wtrmP
Peptide Score:  93.84
Method: ITWS; CID: 3
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m/z [amu] )
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hass: 1378.7828 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 13004595 130.04595 1 E 12
Retentiontime: Systerm.Collections. P L R T 2 F 11 1250.747 1250.747
Belbe: 2589500 340.1867 3401867 3 | 10 1153.694 1153 604
Mass Error [ppm]:.  0.56946
PEF- 000074555 454 2294 454 2250 4 M) 8 1040.a] 520 8088 +0.063314
Precursor Type: MULTI 551.2824 Shl2 g 5 F g8 920.560659 G260 56609
-0.361924 304 6556 B8 3039 5] i 7 82595142 +0.157024 4152607 +0.123305
general information 079, 341 +0.242347 679,341 7 A, b F72.4927 724927
Annotation: Fof 13 792 425 +0. 178058 792 .425 o] I 5 701.4558 +0.26919 [FYO1.4554
MRS SOVERag Sl % 0055001 +0.460388 0055091 O | 4 5883715 +0.082014 588.3715
Intensity Cowverage: 45%
Protein Localisation: 51 ... 63 5592 5411 552 5411 10 5 3 4752875 40214357 475.2875
LEE05 +0.07715068 1120.6 11 o] 2 3882554 -0 190077 388.2554
1233 . a084 1233 . 684 12 I 1 Z2a0. 19a% 260, 15969
14 kK (/Y B Y P e 147 1128



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L1 TZ2_OG_FOR
Scannumber: 14154

Protein: B5U20770; mintA; vitgh
Peptide Score:  110.2
Mzthod: ITHS; IO 3
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m/z [amu] )
5
hass: 0 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 100.0757 1 Y 14
Eetentiontirme: Systern.Collections. +0. 304759 +0. 1571472 207.1234 & T 135 |1 S50 5B FR5 EE4Y 40145954
atOte L1 | 2881554 3 5 12 1429.714 715.3608 +0.264940
Mass Error [ppm]:.  0.091146
PEF 1 5136E-12 4071.23595 4 | 1342 682 1342 . 682
Precursor Type: FEAK SdE.2 745 ) M 1229.5588 -0.1464160 6153028 -0.09582485
B05 28963 3] o G 1082.5%63 40175727 1082.563
02,3491 - F g 1025541 +0.090745 513.2744 -0.054518
general information T80 3 06 = o 5928 4887 +0.13588 928 4887
Annotation: 12 0f 15 +0. 2203360 858. 435 =] W B Br1l.4072 +0.235468 871.4672
HEANGR s E BRORg IR0 % ~0.021085 973.4659 10 D 5 7723988 +0.200877 772.3088
Intensity Coverage: 49X
s s Bt 1070.51% 11 P 4 B57.3719 +0.072341 657.3710
1207 578 12 H 3 (5603791 560.3191
0 i 13 | 2 423.2802 -0.086857 423 2602
1483.725 14 Y 1T 3101781 +0.066%726 310.1761
15 k 15 Y [ [ 147 1128



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR

Scannumber: 242048
Protein: BSU23540; LPIA; wxel
Peptide Score:  B3.27
Method: IThS; CID; 2
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400 GO0 a0a 1000 1200 1400 1600 1800 2000
m/z [amu] )
o
hass: 3641.75402 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 1080757 T E ST 1 o) 30
Retentiontime: Systermn.Collections. 263,135 A o 2 i 28 3543 721 3543 721
St Do i 378.166 +0.075585 378.166 3 D 28 3380.657 3380657
Mass Error [ppm].  0.6497
FEF- 3 S357E-06 492 2089 +0.7071352 492 2089 g M 27 328563 326563
Precursor Type: %0 6202675 +0.041432 6202675 o ] 26 (151587 215} SEy
TITa202 TR 202 =] F 25 |3023.529 1512.268 -0.366025
+0.476140 387 6745 +0.138460 774, 3417 £ o 24 |2D26.476 209260 476
B73.4101 B73.4101 = W 23 2869 455 2869 455
1020.446 1020.446 =) i 2 X B 1385697 +0.082609]
11217.493 1121.493 10 T 271 (2623351 2623357
2SS Bin F23 555 11 M 20 2522303 25247303
1322568 322568 12 5 19 240826 1204634 +0.48204
1419.621 1419.621] 13 F 18" 12521.228 1181.1178 +0.0B0085
1534 648 1534 648 14 O 17 | 2224175 2224175
+0. 428630 841 3018 B T 15 F 16 2109148 2109 148
1794 8 1794 8 16 I 15 1962.08 1962 .08
general information 1980 .88 1980 88 17 il 14 1E848.996 250078 +0.027904
Annotation: 14 0f 31 2117.930 2117.9309 18 H 13 |1862.917 B31.9619 +0.284662
AminobAcids Coverag 45 %
Mtensitg Coverage: |[16% A B [0 9 2 B RO 15 W T2 11525 BEE 525 858
Protein Localisation: 164 ... 194 2318.055 23 T8055 20 T 11 1426 7809 1426, 789
2432 098 2432 058 21 M 10 | V325 T42 1325.742
2545182 2545 182 22 I 9 1211.699 1211.699
2673 .24 2673 24 23 ] g 1098.615 1098.6715
2801.295 2801.259 24 o] 7 970.556 S70. 556
-0.183T11 1482 685 20604 362 25 b 6 B42.4974 421 7523 +0.494848
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33971.616 3391.614 20 E 2 408 2809 408 2809
J488 6600 J4BE 660 a0 F 1 (252.17598 252 1708
a1 K (0 A B (it [ S e [P



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FOR

Scannumber: aror
Protein: BsU32780; yusF
Peptide Score:  F3.89
Method: ITHS; CID; 2
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hass: 2043.57061 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 157. 1084 157. 1084 1 E. 15
Eetentiontirme: Systemn.Collections, 286.151 -0.005473 286,151 2 E 14 1B8B.876 1888.876
L £3 00003 4332194 +0210171433.2194 3 F 12 1755.833 1750.833
Mass Error [ppm]:. 0.43295
PEF- 0 000555851 547 2623 -0.02813 547.28623 4 M T2-11612.765 B08. 8861 +0.0800417
Precursor Type: MLLTI B760.304%9 +0.028093 676.3049 5 E 11 1498.722 1498, 722
747 .5342 747 342 5] fuy 10 1369 675 B55 3433 +0. 18738
QOF 3727 +0.12305 807 3727 7 iZ G 12588842 549 5248 40078054
+0. 432362 522.7194 1044 452 ] H g (1138612 1138672
general nrgrmaion ~0.22582 5792615 1157.516 O | 7 10071.553 +0.056257 1007,553
Annotation: 10af 16
Aminokcids Coverag 62 % 12594 575 12594 575 10 H 6 B85 46888 -0.11981 B85 46885
Intensity Coverage: <41 % 1293 643 1393 643 11 W 5 751.4007 40240815 751.4087
sl s SR 1508 67 1508 67 12 D 4 E52.3413 G52.3413
Taad. 771 1664, 771 13 E. 3 537.3144 537.3144
17358408 1735808 14 fuy 2 [3BY:ZFE2 IBT-TIIT
1808 871 15898 871 15 b 1 (3101761 37101761
16 kK ] &7 1928 = S R



Source:

201 2051 0_WR_Bsu_TripleSILAZrep] _TILT T2_OG_FO3

Scannumber: 17672
Protein: BSUQEZF0; ydjc
Peptide Score:  93.51
Method: ITHS; CID; 2
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hass: 2032.03507 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
 iarar Sretom dllechans, 148.043 148 043 1 M 17
Fetentiontitme: Systerm.Callections. +0.06753 247111 247111 2 i 1a 1886.01 188&6.01
L 2ol aen 362 138 362 138 3 O 15 178604 803 074 +0 2286
Mass Error [ppm]:  -1.0154
S ST 419,155 419,155 4 G 14 1671.91 1671.91
Precursor Type: MLLTI £532.244 532.244| 5 I 13 1614.89 1614.859
BEE8.345 BE5.345 ] F. R e s 15017.81
7TR.377 ZFS. 377 | 7 5 11 11345.71 =0.0066 1345.71
S5E8.4681 -0. 1188 885.4a1 o | I 2 5E 6T 258 m7
027,520 +0.1134 987.520 0§ W G 1145.59 1145.59
general information +0.26628551.29 +0.048071101.57 10 N 5 104652 +0. 10566523 765 -0.0353
Slae b, Lo arls +0.38409%07.832 +0.181111214.66 11 | 7 03248 -02967 466.743 +0 4056
Aminofcids Coverag 67 %
Intensity Coverage: 39% 1342.71 134271 12 ) B 819.3%8 -0.005 E19.3586
Protein Localisation: 50 .. 67 1456.76 1456.76 13 M S 691.337 -0.0314 345.172 -0.1031
15708 15708 14 [ 4 577.25894 57T 2594
1657 .83 1a57.83 15 5 3 483 251 40007111463 251
1785 80 178582 | 16 9] 2 1376.219 376.2109
1885 54 188694 17 T 1 2458 18 402900248 16
18 K ] T F -1 10% T4FE103



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _T1L1 TZ2_OG_FOA9
Scannumber: 15521
Protein: B5UDA730; whed
Peptide Score:  102.04
Method: ITHS; CID; 2
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hass: 2035.14164 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 157.1084 157. 1084 1 E. 18
Fetentiontitme: System.Collections. 2701925 +0. 15889580 2701925 2 I 17 1912.0a83 181712.063
L Lt 383 2765 383 2765 3 | 16 17098070 1798 G705
Mass Error [ppm]:.  -0.45733
FEF- 4. 8357E-12 454 3242 403145358 484 3242 4 T 15 |1885. 5495 16585 8465
Precursor Type: MLLTI 587 4083 +0.150458 5597 4083 5 | 14 1584.547 1584.5847
054 4207 -0.0471599 554 4267 3] i 13 [1471.763 +0.0568254 1471.763
F55.4774 7554774 7 T 12 1414.742 1414.742
B520.5145 B520.5145 o] A 11 [1313.694 1313.6594
H83.5360 +0.010714 853.536 = i 10 1242.857 4018082 1242.657
A : 985 62 -0 080798 995 62 10 | G (11858635 R
general information
e 14 0f 19 11059.704 110%9.704 11 | 8 1072 551 -0.0385824 536, 7793 404586887
AminoAcds Coverag 74 % 1224731 +0.004425 1224.731 12 ] 7858 4672 -0.04127 959 4672
inten=ly SoberRgE, 00 % 1311.763 1817763 |13 3 6 8444403 422 7238 -0.202117
Protein Localisation: 97 ... 115
-0, 140871 734 4357 1467 8604 14 E. 5 757.4083 F57.4083
+0.2089422 815096874 1630928 15 Y 4 @0l 3072 S 2072
-0. 165817 880 4887 17559 97 Ta E 3 438.2438 438.2438
1857.023 1857023 T P 2 3092012 -0.113889 3092012
-0.035758 957 5258 1914 . 044 18 i T 212.1485 -0.03604 212.1485%
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Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TILI TZ2_OG_F10
Scannumber: 20288
Protein: B5UT 1 E40; b
Peptide Score:  10G5.RE
Method: ITHS; CID; 2
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hass: 1526.55485 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
g System.Collections. 2055 TE 055 1 T 13
Fetentiontitme: Systern.Collections. +0.06953 215739 +0.7112171215.135 2 I 12 142685 142G.85
L o 328223 §28 223 | o | 11 1313.75 657 384 +0.0721;
Mass Error [ppm]:.  -0.36148
PEF 000021999 454 324 454 324 4 E 10 (1200 68 1200 68
Precursor Type: MLLTI SETRINEL T S pe 5 A 9 1044 58 1044 58
+0.21725%34.726 -0.0195 6658 445 & I 8 973 539 73 5305
-00721 3591.268 +0.208167581.529 7 I 7 Ba0 455 +021714H30.731 +0.4324!
al inf ab
Seotbhn bbbl _0.0112 455.79 +0.05187/10.572 8 E 6 (747.371 +0.17986747 371
Annotation: gof 14
Arinofcids Coverag 57 % 0571.2009 +0.1455 981,608 G A 5 Bl18.328 -0.0303 309 868 +0 1254%¢
Intensity Coverage: 51 % 1075.66 1078.66 10 F 4 547 297 +0.00733547 291
A3t HEe e Sl A S U 1135.68 1135.68 11 G 3 450238 450,238
123475 123475 12 W 2 B9 EIT INFT-ZI1T
1381.75 138179 13 & 1T 294 148 254 148
14 K n 147 113 5 s B



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TILI TZ2_OG_F10
Scannumber: 247134

Protein: B5UDA070; wheod
Peptide Score:  108.56
Mzthod: ITHS; IO 3
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hass: 152876241 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 148.0426756855 1 i 13
Fetentiontime: Systerm.Collections. -0 14710937 295 078074023 2 M 12 |11383.7340850705
Score: 108.5638 +0.1942505 366.115188711 3 ) 1236.698685851 +0.019542 1
Mass Error [ppm]:  0.13029
e T ETEE +0.0783430 423136652435 4 G 1165661572063 +0.0513576
Precursor Type: MLILTI +0. 05055 53e.220718415% 5 | O 1056840710534 +0. 05855987
-0.0827a687 049 304750395 B | =5 945 5558044355 +0.022935]
-0.0248058 Toe 373194312 7 F ¥ BEZ2.471980375 -0.071e2309
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itttk i ~0.3455514 503 425058164 3 P 6 735403566463 ~0 0087911
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i e 004 473636638 g T 5 38350802611 +0.1786774
Intensity Coverage: 51 % + 0. 1778088 T081. 5056065048 10 5 4 537.a303124136 00011832
CEtein L Bealizatian 47, oY 1138.527128771 11 G 3 450271005727
00205915 1285 595542087 12 F 2 393 249832003
+0.2070715] 1384 6632956504 13 W 1 248 181218087
14 K M 147 1128M4171



Saurce: 201 2051 0_VR_Bzu_TripleSILACrep] _TILI TZ2_OG_F10
Scannumber: 27486

Protein: B5U23490; LPAF; yxeN
Peptide Score:  90.932
Mzthod: ITHS; IO 3
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hass: 141782113 & dalton Frass SEQ & dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 148.0426756855 1 i 13
Fetentiontitme: Systern.Collections. +0.0a06T163 249 000354789 2 T 12 1271.7933714518
L 20 e +0.3305341 320, 1274670957 3 A 11 1170 745636044 +0.11591101
Mass Error [ppm]:  -0.17533
B ity 433.211531937 4 | 10 1099708522256 +0.1562238
Precursor Type: MLLTI 534.2592704171 5 T O G80.624458275 +0.2390671
005 290324799 0 fa B BES.57arFT7950] +0.077334
Bin.333437987 7 A 7 B14.53%986000174 +0. 0598213
al inf at
Seotbhn bbbl 780.417501967 3 | 6 |743.502552226 +0. 1869000
Annotation: 11 af 14
e 502.501565548 g | S 630.418488245 +0.0203643
Intensity Coverage: <6 % G50 523029071 10 o 4 |517.3344242a5 -0.0743559
EEREEI BEdlaHoES . e 1072 607093652 17 | 3 460312060541
+0 0818252 1159 6397122062 12 5 2 347 228896561 +0 0580257
-0, 42802 S R A P T S 13 | 1 2680 1968658151
14 K M 147 1128M4171



Saurce: 201 20510_WER_B=u_TripleSILACrep] _TILI T2_QG_F11
Scannumber: 28241

L
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|
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Protein: B5UQSE00; mhgF; wdfF
Peptide Score: 113262
Method: IThS; CID; 2
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hass: 1243.63544 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton
iz System.Collections,
Charge: System.Caollections, 114.0913 1 ! 10
Retentiontime: systern.Collections. -0.042785% -0.036707 261.1598 2 F 5 1131.562 -0.163633 66 2847 +0.109248
St g bes G +0.122249 318.1812 3 G § 0844038 +0.018062 954.4938
Mass Error [ppm]: -0.43291
FEF- 000085182 S =0.0471537 504 2605 4 il 7927 4723 40028908 927 4723
Precursor Type: MULTI +0.023228 651.3280 o F 6 741.393 +0.0434 741,393
general information FOE. 3504 3] o 5 584 3246 -0.015262 554 3246
Annotation: Sofll Fah 3710 o o 4 5373031 -0.034204 537.32031
Aminofcids Coverag 82 %
renerCateiage e +0. 184245 928 4352 =] by 3 |4B0O.2817 4E0. 2817
Protein Localisation: 25 ... 35 +0. 089722 D55 4567 8 o 2 (31 £2183 |F008 122933 152183
+0. 073651 1098 541 10 I 1 260 1965 260 1969
11 K 0 1147 1128 147 17128
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Saurce: 201 20510_WER_B=u_TripleSILACrep] _TILI T2_QG_F11

Scannumber: 28EEE
Protein: B5UZEE20; czcl; czcR; wrdl
Peptide Score:  87.6G
Method: ITHS; CID; 2
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hass: 2136.21552 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 114.08173 114.0%913 1 | 18
Fetentiontitme: System.Collections. 171.1128 171.1128 2 Z 17 12032 157 12718 582 -0.183181
L DEpdess 272 1605 272 1605 3 T 16 1975135 1675135
Mass Error [ppm].  0.035473
FEF- 1 7273E-07 A71.22809 A71.2289 4 W 15 |1874. 088 Q37.5475 4012133
Precursor Type: MLLTI SRR A S S R 5 E 14 1775015 HE8.0133 +0.259418
Bil.3792 B01.37192 3] T 13 |1645. 977 B523.492 + 0. 085463
FI FO0. 38768 7 W 12 1544.925 F72.9882 -0.050426
+0.221284 428.748 8550 45887 o] F. 11 [1445.8a1 1445 861
+0. 189326 48529 +0.023817 969 5728 = | 10 1288.76 12859.76
A : +0 33531 541.832 -0 .0ae3a7 1082.a57 10 | G |1179.675 |+0:3168141 1176675
general information
e 14 0f 19 A5 s R S 11 F 8  1083.5491 +0005917 532.2993 40057121
AminoAcds Coverag 74 % 1280 Z5F F2AB0F5F 12 T 7 985 5386 Go6a. 5386
Inten=ly SOMerRgE, 100 % 1303 841 1393.841 13 | 6 B65.49500 65,4009
Protein Localisation: 94 ... 112
1506925 1506.925 14 | 5 752.40869 400228521 752 4089
1577.963 1577.963 15 fa 4 /309 3228 +0.15254 /39 3228
+0. 234873 833 0005 1a604.9595 Ta 5 3  588.2857 +0.142046 568 2857
1828.058 1828 058 T Y 2 |48V 2537 451. 2537
18597.121 1991.121 18 bl T 318.1903 +0. 1805884 318.1903
15 K ] TERETRRE o




Saurce: 201 20510_WER_B=u_TripleSILACrep] _TILI T2_QG_F11
Scannumber; 29226
Protein: BSUTTT120; witT; vu=A
Peptide Score:  GE.BF
Method: ITWS; CID: 3
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hass: 2065.0963% Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. F2.044305 204435 1 A T
Retentiontirme: Systern.Collections, 2191128 +0.05%2967 2719 1128 2 F 16 1995 064 1995 064
atOte LR 3201605 +0.069580 320.1605 3 T 15 1847.995 624.5012 +0.258031
Mass Error [ppm]: 1.4136
FEF- 013509 434 2034 +0.063008 434 2034 4 M 14 1746.948 BY3.9774 -0.216604
Precursor Type: |0 odF 28V 4023578 L4728V o | 13 [Tea2 Bds H16.9559 40378163
B46. 3559 B46 3559 a] W 12 1519.821 TE04739 +0.357695
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BY5. 4621 BY 5. 4621 =] T 10 12592 694 1292 6594
LD 5008 Q7GR 5008 8 T 9 1191.6046 1191. 046
general information 1033.531 1033.531 10 &6 g 1090598 1090, 598
Annotation: 11of 18
Ehoh s Enveraale ] % 11468.615 1148.615 11 | Pl B e Bl 1033, 547
Intensity Coverage: <8 % 1293 684 1293 684 12 F B 9204927 000677 9204927
e g = 0T SRR B 1350.705 1350.705 |13 G 5 773.4243 773.4243
1497 774 1497.774 14 F 4 716.4028 F1a.4028
1644 542 1644 542 15 F 3 569 3344 569 3344
1800 943 1800, 943 16 F. 2 (422 266 +0. 126369 422 266
1933 063 1933 063 17 k. 1 2661849 +0.101686 2661645
18 M 0 134 0445 134 0448




Source:

201 20510_WR_Bsu_TripleSILAZrep] _TILT T2_OG_F11

Scannumber: 29536
Protein: B5UTE320; spol'S
Peptide Score: 40,84
Method: IThS; CID; 2
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hass: 3345.8147 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. HE. 03593 HE. 0393 1 5 a4
Retentiontime: System.Collections. FER DTS a0 33 2 5, ad: |F258 787 3259 787
atOte LGS 272.1241 Z72.1247 | 3 P 52 3172.755 5172.755
Mass Error [ppm]:  0.89719
PEF 000075552 38a. 167 386. 167 4 M 31 |30L5.: 702 FOF D0
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1665 903 1665 8903 17 F. 18 1838.024 1838.024
F 2 TS 1722.925 18 o 17 1a81.923 1681 923
general information 17593 962 17593 962 15 A la 1624.5802 1624 902
Annotation: 12 of 35 1864 995 1864 999 20 A 13- |V aSs Bad 1353865
ARIRoACins COUERdD; 3 % 1994 041 1994 041 21 E 14 1482 827 1482 827
Intensity Cowverage: 28 %
Protein Localisation: 10 . 44 2 [T &S 2VE 125 22 | 13 |1 asSrda | B A=t P SAT
2235 184 2235 184 23 i 12 1240.701 1240 7017
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3030 608 2030 608 32 ] 3 4452785 445 27659
3107.645 31017.6845 33 A & |FVLETRE |0 5490818 12 ES
3200713 W 34 W 1 246 1812 246 1812
a5 kK 0 EEITEAS 147 1128



Saurce: 201 2051 0_VER_B=u_TripleSILACrep] _TIL1 T2_OG_F1 20

Scannumber: 18EE2
Protein: BSUZE300; i
Peptide Score: 10252
Method: ITHS; CID; 2
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Mass Error [ppm]: -1.6103
PEF- 5 5357E-14 273.119348171 -0.000358886 273.11593481711 4 5 12 1338.75865405
Precursor Type: PEAE. 3860.2034100%9 -0 0077924 A86.20347100% 5§ I 11 12517245211
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st e e BT TS 721.351530589 8 5 8 890 52458475 -0.0475854
general nrgrmaion 702 38864468 702 38864468 O A 7 B0O3. 40233634 -0.0763817
Annotation: 11 aof 16
Aminofcids Coverag 69 % B91.4570588 -0.0248687 8591 4570586 10 W B 73245522255 -0.0261454
Intensity Coverage: 56 % 1019 5156361 +0.2375377 1018 51563687 | 1l ] 5 B33.38680803 -0.09859568
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1A K f] 15T =r Gg0:1%



Saurce: 201 2051 0_VER_B=u_TripleSILACrep] _TIL1 T2_OG_F1 20
Scannumber: 13300

Protein: BSUT 2050; whel
Peptide Score: 115.78
Mzthod: ITHS; IO 3
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m/z [amu] )
o
hass: 120466073 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: System.Caollections, 114.0913 1 ! 10
Retentiontirme: Systermn.Collections, -0 110575 +0.042797 213, 1598 2 W 9 1092 584 1092 584
St Ll anl +0.171439 341.2183 3 Q § 0935152 -0.048506 497.2613 +0.160127
Mass Error [ppm]:.  0.25114
PEF- 1 0225E-05 527 2976 g Iy 7 Ba5. 4567 -0.022827 B65. 4567
Precursor Type: %0 SE84.3797 5 o B 6793774 -0.0086599 340, 1923 40135353
general information E55. 3 52 3] A S5 B22.35509 -0 10308 62235559
Annotation: Sofll -0.0924594 726, 3933 7 i 4 551.3188 +0.092786 551.3188
Aminofcids Coverag 82 %
IFtencits Coverage: 142 % -0.061462 BES 4547 = b 3 4B0.2817 -0.100203 4802817
Protein Localisation: 51 ... 61 +0. 20608059 945 4781 5 o 2 |3V L2183 =00 1280243 | 72 183
-0.085264 1055 562 10 I 1 260 1565 280, 1969
11 K 0 1147 1128 147 17128



Source:

Scannurmber: 20333

Protein: BEEGE; BSUZIARED; v dK
Peptide Score:  97.73

Method: IThS; CID; 2
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=
hass: 0 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 148.0757 1 F 11
Fetentiontitme: Systern.Collections. +0.034072 +0.089055 27191128 2 fa 190 1107 .aal ¥ 0¥ aa)
L 28 _0.068206 332 1969 3 | O 1036624 +0.034256 S18.8157 4012494
Mass Error [ppm]:.  -0.39056
PEF 0000491 04 280 2183 4 o =5 923 .54 0004549 G923 54
Precursor Type: PEAE. +0. 138374 517.27609 5 ] S BBO 5185 +0.012342 433.7629 -0.0357360
B16.3453 3] W B 735.48 +0.070492 7358 46
general information
: el e o W 5 B39.3%916 -0.014557 039 35916
Annotation: 100f 12
AmmninoAcids Coverag 83 % B16.4614 = T 4 5403231 +0.00743 5403231
Intensity Coverage: 45 % G30.5043 O M 3 4302755 +0.170485 439 2755
Protein Localisation: 220 ... 231
1001.541 10 fay 2 13252325 -0 103808 3252325
+0.067394 1100.61 11 W 1T 254.195%4 +0.12017165 254.1954
12 K ] 155 127 15512



Saurce: 201 2051 0_VER_B=u_TripleSILACrep] _TIL1 T2_OG_F1 20

Scannumber: 21533
Protein: BSUT 6340; cheh; lid
Peptide Score:  52.02
Method: ITHS; CID; 2
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hass: 254734102 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. G5 08004 G5 0a004 1 F &2
Fetentiontitme: System.Collections. 245 1285 245 1285 2 F 21 2459 313 1230.18 -0.0707E84
L S 373,187 -0.03365 373 187 3 Q 70, (2312 245 1156626 -0.224444
Mass Error [ppm].  -1.3777
FEF- 000019953 530.2504 -0.113458 538.2504 4 ¥ 19 21584.188 2184 188
Precursor Type: MLLTI 353188 +0.141248 035.2188 5 W o Sl Pl 1071.085 403756594
784 3814 -0.135415 7Ya4 3614 3] E 1F- (1822055 G951.5309 40,2365
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1293 611 1293.611 12 5 11 (1350.794 1350.754
general information
. 13592 675 1392.679 13 W s S B e B3Z2. 3848 -0.202718
Annotation: 12 0f 23
ArninoAcids Coverag 52 % 1445 701 14459 701 14 i G 1164.694 1164 6594
Intensity Coverage: 44X VSET R S TS 15 i g [T F BTS2 TR BT
Protein L lisation: 106 ... 128
e AR sl 16097.802 1601.802 16 g 7 0706138 0796138
1847 903 1847.903 T E B  Ba5.5700 B65 5709
1834.936 15934.936 18 5 5 709 48598 709 40598
0017212 1024 513 2048 02 15 | 4 /22 4378 822 4378
g S TR B0 S W 20 i 3 509 3537 +0.1789495 509 3537
2280 182 22859 182 21 | 2 381.25851 35} 2595%]
2402 246 2402 248 2a | 1 |2&68:2111 oo
2G K n g L i |l e



Saurce: 201 2051 0_VER_B=u_TripleSILACrep] _TIL1 T2_OG_F1 20

Scannumber: 2E202
Protein: B5UZ23050; wpah
Peptide Score:  102.97
Method: ITHS; CID; 2
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hass: 1458.83512 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Targe o P | e e 102,055 102 055 1 T 13
Fetentiontitme: System.Collections. 173.0021 173.0021 2 fa 12 1396.811 Bo9E 9002 0453825
L S et 272 1605 +0.0626%2 272 1605 3 y 11 1325774 1325774
Mass Error [ppm]: 1.1354
e SR eThE 371.2280 -0.038955 3712285 4 W 10 1226706 +0.211057 613.8565 -0.056023
Precursor Type: MLLTI 442 266  +0.020367 442 266 5 A G [(1127.637 +0.008353 1127.637
499 25875 +0.073183 4599 2875 & o 5 1056.68 -0 123723 1056.6
6§12.3715 -0.079363 §12.3715 7 | 7 990 5787 -0.007593 004 57587
al inf at
Seotbhn bbbl 725.4556 7254556 @ 8 | 6 |886.4046 -007560 S86.4946
Annotation: 11 af 14
AmminoAcids Coverag 79 % 822.5084 822.5084 = F L 7734708 -0.045003 77341086
Intensity Coverage: 57 % -0.2424a8 485 292 G559 5768 10 F 4 |670. 3578 T e
3t el Sl A e R T 1083.62 1083.62 11 N 3 5202804 5292804
12306855 40270553 1230.855 12 i 2 415.2485 415 2465
1343.730 -0.081578 1343.7309 13 | 1T [268.2111 268.2111
14 k n 1559597 5% -TEF



Source:

20120514 _WR_Bsu_TriplesILACrep] _pL2ESLS_FO2

Scannumber: 13641
Protein: BSUZ2EE0; wsgh
Peptide Score:  822.91
Method: ITHS; CID; 2
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hass: 1542.00476 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 102055 PSS 1 T 1a
Eetentiontitme: System.Collections., 21808709 40 132588 218.05975 2 M 15 15845 9585 023 4984 40 157362
L Bafang 317.1456 317.1456 3 T 14 1731.047 BEE 4760 +0 254057
Mass Error [ppm].  -0.0009953
FEF- 00006652 454 214 4654 214 4 F 13 |16830.595 25159531 -0.0373586
Precursor Type: MLLTI L77.298 SF7.2598 5 | 12 1483.83 1483.583
Be0. 3821 690 35821 3] | 11 [1370.748 -0.033854 685 8768 +0.039127
519.4247 5194247 7 E 10 [1257.662 +0.18937 1257.662
8704462 8704452 o] i g |1128.62 -0 25522 584 8135 +0.23954
general information To05. 485 1005 4585 = E g 1071.598 1071.598
Annotation: 12 of 17 +0.3475971 571.7775 1142.548 10 H 7942 5557 +4+0.091735 942 5557
ArminoAdds Coverag 71 % 1255.632 1255632 |11 | 5 B05.4958 805 4055
Intensity Coverage: 49X
P TS e T L 13%54.F 1354.7 12 W 5 85824127 +0.1868188 092 4127
-0 088934 742 375 1483.743 13 E 4 583 3443 5893.3443
B Y512 785 14 E 3 484 3017 40037857 464 3017
eS8 822 T34 822 15 fa 2 13352591 3352507
17596.907 17596.907 Ta I 1 284222 204 222
17 K ] T TaFY 151 13749



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FOS

Scannumber: 26K
Protein: B5UZ22310; lrgh; w=bA
Peptide Score: 10924
Method: ITHS; CID; 2
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m/z [amu] )
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hass: 161577012 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 102055 FR2 RS 1 T 13
Eetentiontirme: System.Collections. 201.1234 2071.1234 2 W T2 e 553 o B
iﬂ“""f:E e ‘E‘%Sg:az 3251810 -0.063065 3201819 3 Q 11 1416661 1416661
ass Errar [ppm]; -0.
B e 416.214 416.214 4 g 10 1288.603 +0.00005 6448051 +0 086002
Precursor Type: =0 S B S N e 5 F G 1201.571 -0.081582 a0l1.28891 +0.253535
041.3253 0d41.3253 0 ] 85 1104 518 1104 518
oy o o Ao 7 M 7 8758.4505 +0.114028 976 4585
al inf at
Seotbhn bbbl 860.4112 8604112 8 y 6 |862.4166 +0.114171 862 4166
Annotation: 10 of 14
T 6834541 G83.4541 O M 5 748.3737 748.3737
Intensity Coverage: 38 % 1112.497  +0.7147198 1112.4%97 10 E 4 B34 3307 034 3307
EEREEIN: pedl saton] 152 - 190 1225581 1225581 11 | 3 5052881 -0.122127 5052881
1324 8649 400054594 1324 6459 12 W 2 392 20471 +0.702989 /392 20417
-0 117828 731.3577 -0.096753 14a1.708 13 H 1 283.135%7 -0.057987 293 1357
14 H M 15/ NTARE 15/ NTARE



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_FO49

Scannumber; Lasv
Protein: BSUZTE20; mrpl; wufy
Peptide Score:  136.93
Method: ITWS; CID: 3
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200 300 400 00 GO0 Yoo a00 ano0 1000 1100 1200 1300 1400 1500 1600
m/z [amu] )
i
hass: 1676613583 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Targe o P | e e 55.0353 55.0353 1 5 13
Eetentiontirme: System.Collections. 203 06862 203 0862 & ] 12 1590.5581 1590 551
Belbe: L Saed 318.0032 318.0932 3 D 11 1475.564 +0.37028 1475564
Mass Error [ppm]:  0.19706
S SR 440,1337 +0.177787 440.1337 4 M 10 1360.537 680.7721 +0.163357
Precursor Type: |0 54,1606 +0.035854 564 1606 5 O 5 1229498 +0.043665 1225 4565
B9z 2192 092 2192 3] ] B 1114.489 +0.131765 557.7384 +0.04544
B523.25587 523.2557 7 M 7 988.4109 +0.067235 453 7051 -0.24940058
al inf ab
Sk 075 3608 -0.041944 G70.3608 8 R & 8553704 +0.105522 8553704
Annotation: 11Tof14
AmminoAcids Coverag 79 % 1836 382 HI3e-382 5 i 5 8992093 +0.128874 999, 2693
Intensity Coverage: 46 X% 1150425 +0.066028 1150.425 10 M 4 642 2478 B42 2478
Epgiein pralpa i 1 00 o H 1265452 +0.014540 1265.452 11 D 3 5282040 528.2049
1393 511 -0.086875% 1393.511 12 ] 2 4131779 +0.170831 4131779
-0.041437 7a5. 7884 T3 0RT e H 1 2851193 +0.184456 285.1153
14 F n 148 nAEngd 148 MEngd



Source:

20120514 _WR_Bsu_TriplesSILACrep] _pLZESLS_F10

Scannumber: 12505
Protein: BSUZ22500; jojlr; wpjl
Peptide Score: 13581
Method: ITHS; CID; 2
Yis ¥z ¥or Yim ¥ ¥m ¥z ¥a— ¥Wa ¥s— ¥z
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200 400 ?l:ll:l a0 a0 1000 1100 1200 1300 1 4|:||:| 1500 1600 1700
mfz [amu] 7.
i
hass: 16580.54565 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 116.0342 116.0542 1 ] 13
Fetentiontitme: System.Collections. 2289 11835 229 1183 2 I 12 1570853 -0.071444 1570 853
L La3m bl 55 357 1760 357 1760 3 Q 11 1457 760 1457 760
Mass Error [ppm]:. -0.85799
i e 428214 -0.03578 428214 4 2 10 1329.71  +0.070706 6653586 -0.177514
Precursor Type: MLLTI 557.2580 +0.102014 557.2566 5 E G J258.673 +0.105022 1258.673
B568.325 +0.073028 656 325 & i 85 1129.683 +0.0686306 1129 63
TS de i B e W e 7 ] F1030.562 +0.081356 1030562
al inf at
Seotbhn bbbl 027.453 927.453 3 R 6 |915.5340 +0.225872 0155340
Annotation: 12of 14
s e 1000.516 +0.21679 1000516 O ¥ 5 7504338 7504338
Intensity Coverage: 37 % 1203.8 +0.0687071 1203.6 10 I 4 595 3704 586 3704
il el clod 6 R +0.403555630.8146 +0.200862 1260.622 11 G 3 483.2864 +0.070067 45832864
13858.88 +0.076488 13585.68 12 ] 2 426.2849 426 26459
1535.749 00075571 1535.74%9 13 F 1 288.20803 +0.19077 2598.2063
14 K M 151 1375 181 1375

k= 4



Source:

20120514 _WR_Bsu_TriplesSILACrep] _pLZESLS_F10

Scannurmber: 4317
Protein: BSUODZ330; wabA
Peptide Score: 14528
Method: IThS; CID; 2
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m/z [amu] ?
ot
hass: 134870851 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
EtaTaE System.Collections. 157. 10838745 157108387458 1 F. 10
Retentiontime: systern.Collections. 27019245148 27019245748 2 I 9 11946150302
St A xer o 385.2193945] +0.1535013 38521939451 3 D 8 1081.5309663
Mass Error [ppm]:. -0.26568
PEF S 0193E-10 S00. 24633754 -0.0176388 SO0 246833754 4 D F D6 50402323 +0.1539358
Precursor Type: %0 a01.29407601 +0.1581324  a01.294017601 o i b Bi1.4770B02 40 1502723
general information F02.347169449 +0 0976576 Y02 34769449 & T S FL0.425940173 400953175
Annotation: Sofll B830.400272 +0. 1753508 B30 400272 i ] 4 649 38172325
Aminofcids Coverag 82 %
er oo CoucTane. B 1% LG58 458845951 +0.0820816 0958 45884951 8 ] 3 1521.22374574
Protein Localisation: 51 .61 1071.5429735 +0.08526003 1071.24201735 B I 2 393 20456823 +0.3881417
-0.4936572 GO0 F9a39753 +0.0675606 1200 5855066 10 E 1 2E0. 18050425 -0.0484242
11 K 0 51T 137917115

=



Saurce: 20120514 _VE_Bzu_TripleSILACrep] _pL2ESLS_F12

Scannumber; 2745
Protein: B5U28150; ipa-39d; qoxC
Peptide Score:  97.57
Method: ITWS; CID: 3
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precursor information

Mass: 10735824 M dalton
iz Systerm.Collections,
Charge: Systerm.Callections.
Eetentiontirme: System.Callections, -0.0234364
Scare: 97.56525
Mass Error [ppm].  -0.46674
PEF: 0.00085617
Precursor Type: MLLTI
QeErerd irur rrdauuri

Annotation: Jof 10 +0.1111348
Aminohfcids Coverag 70 % +0.0007T625
Inten.sitl,r Cu:n.r.erage: 39 % _0 03644357
Protein Localisation: 165 ... 174
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430 2B 3RLm
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242 3803 s+ 0018704

155 12 P Qs

Mo dalton
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463.75528114 +0. 2861007

g89. 4816221

756.30775812
e 3200790
55829731579
430.23873828
329.1910598

24215805150
TS5 12700798



Saurce: 20120514 _VER_Bzu_TripleSILACrep] _pL2ESLS_F20

Scannurmber: #3113
Protein: B5U40740; yyaR.
Peptide Score:  228.73
Method: IThS; CID; 2
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m/z [amu] )
W
hass: 204975555 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 120.0650 129.06505 1 Q0 16
Retentiontime: Systermn.Collections. 2092 1292 282 1292 2 i 15. |1930.763 1930.763
St Sefiiden 4211718 -0.145164 421.1718 3 E 14 1767.699 +0.05194 1767.699
Mass Error [ppm]:.  -0.060873
FEF- 2 3161E-255 53601987 53601987 g D 13 1638.657 +0.186594 EHI19 832 -0.055493
Precursor Type: MLLTI 651.2257 +0.10344 a51.2257 o D T2 |V ads S +0.193864 1523.63
FRR 2526 -0.053325 FO0.2526 =] O 11 1408603 +0.045636 1408 603
g7 2031 HO7 2031 £ i 10 1293.576 +0.1580403 1203 576
£ B TaT2 32 = O 8 1162.%35 -0.041599 5581.7713 -0.456262
general information +0. 152603 3561970 +0.05064171 1111.388 =) Ly 8 1047508 -0.035286 1047 508
Annotation: 14 of 17 1198.42 +0.067562 1198.42 10 5 7948 44 +0.030564 545 44
ArminoAcids Coverag &2 % 1361.484 +0.151207 1361.484 11 e 5 B51.408 |+0.087739 851.408
Intensity Coverage: 83X
B il araleshe 4G . BE 1460 552 -0.044283 1460 552 12 W 5 B9E8. 3447 +0.007452 698 3447
1580 505 -0.078575 1585.505 13 E 4 50D 2762 +0.008358 5002762
1718637 -0.026808 1718.637 14 E 3 4702337 +0.046621 470.2337
1847 68 +0.1967102 1847 .68 15 E 2 341.1911 +0.135295341.19171
1904701 +0.232988 1904.701 16 o 1 212.1485 212.1485
17 kK 1 R I i i 207 M R



Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO1
Scannumber: 10653
Protein: B5UQL320; ydes
Peptide Score: 15648
Method: IThS; CID; 2
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ar DL I I l {s1aiciati!l {DLE IH
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200 300 400 a00 GO0 o0 a00 a00 1000 1100 ﬂ
m/z [amu] )
s
hass: 1171.60736 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 130.0495 1 E 10
Retentiontirme: Systermn.Collections, -0.0O7FF238 -0.00997 243 13359 2 | G T043. 573 522 2902 400700759
St il +0.104268 356.218 3 | 8§ 0304891 +0.106372 465.7482 +0.308032
Mass Error [ppm].  -0.94317
FEF- 1 5294F-11 413.23585 4 o 7 |B17.405% +0.08507 409 2087 +0.219204
Precursor Type: MULTI +0. 150122 484 .2 766 o A b JFa0.3836 +0.020738 7a0 3836
general information +0. 156063 541, 298 a] o 5 BE9. 3464 +0.031179 6589 3464
Annotation: Sofll 0Ea9 356060 o ] 4:  |BF2:3E5 +0. 130088 632, 325
Aminofcids Coverag 82 %
eneirCateiage 176 % FTEZ2 4407 =] | 3 5042664 +0.061049 504 2664
Protein Localisation: 105 ... 115 +0, 12095972 897 4676 8 D 2 301.1823 +0.00765% 351.1823
+0. 272865 1026.51 10 E 1 276.155%4 +0.160734 276.1554
11 K 0 1147 1128 147 17128



Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO1

Scannumber; 13782
Protein: B5UT4730; ylal
Peptide Score: 122.E9
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 134872412 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 114.0913 1 ! 11
Retentiontime: Systern.Collections, +0.033222 -0.07054% 243, 1335 g E 10 1237.648 -0.036377 6193266 +0. 13955
Belbe: l22.6004 +0.072783 3441816 3 T O 1108603 +0.054434 554 8053 -0.081646
Mass Error [ppm]:.  0.99263
FEF- 8 3994F-(07 457 2857 4 | B 1007.55%6 +0.128052 1007 556
Precursor Type: |0 +0. 1560172 572.2926 o D FooBR4. 4717 +0.058735 894 47177
BET.3196 a] O B 7794447 +0.09581 7F79 4447
general information
. H0Z2. 3485 o D 5 Bad4. 4178 bod. 4178
Annotation: 9of 12
AmninoAcids Coverag 75 % Q03,3042 = T 4 549 3908 +0.000531 5459 3908
Intensity Coverage: 343 +0.007741 1016.478 o | 3 4483432 40.048632 448.3432
Protein Localisation: 12 ... 23
+0. 10348 1129 562 10 I 2 [2352581 +0.111761E35259]
1200, 55959 11 puf 3 M <57 B -0, 1225947 222 175
12 Kk 0o NSsY 1EEFS sl BT



Source:

20120521 _WR_Bsu_TripleSILAZrep] _L2ESLS_QG_FOT

Apsuajuj

2

Scannumber; 1452E
Protein: B5U3T 250; yued
Peptide Score: 7RG
Method: ITWS; CID: 3
Yizr ¥is ¥is Wis Wiz Wir Yam ¥e ¥>r Y& ¥Wa ¥a
_ D IIF TISITIN.H-.EID SINIT [ .ﬂ..ﬂ.QISIH
h? h. hl. hll h|= hl.- hl: hl? hl.
ﬁ_ L
] Yio :
1 1034 511 bie—Hz0 - b
= {1076.452 -5
— | | O
] )
= I e T | =
S 21 5
m I
= - Vi bia -
3 _ . 1162554 1500.57 -
5 A brolNH: | =
@ 1 : A
- 519.4 543 1h?;,:;? ¥ bi11-MNHz h"‘_r?ng I
A 5 [ 116+ 480 L o -
2 i -.ﬂ?!-l':r P bis—-MNHz =
I E_ ¥s EEE.EHB? v-.-.—h Hg h'I-I-E—HID 15632 .681 _E
] 504.2776 haf - e b k] :
] Ve _ ssoasn biz—NH= ]nlhi yis bz N
1 422.2405 TIRAN i 1278.56 | -ikgk vra 1779802 i
= ; 1449.482 2o ; tn
™ ] v . E 1224597 7 1 N (35l | =
] §17.617 _134094 : | | 124B.624 : [l 9 h”_l'g'lzﬂ biz [
- ' I ‘ i | ‘ i ' | | 5 1761.798  1ges.Eas |
RNy Hn HH | 1 O N T O P O O 8
400 E 1000 1200 1400 1600 1 E":Il:l
m/z [amu]
hass: 2011.53368 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 116.0342155 1 D 18
Eetentiontirme: System.Collections. 22911828348 2 | 17 1897.9137766 1887 9137786
atOte 650002 376.1866974 3 F 16 1784.8207126 802 01849454 -0.417515
Mass Error [ppm].  0.11824
e TP 477.23437587 4 T 15 1637.7612087 1637.7612087
Precursor Type: |0 Sa4.266404258 5 5 14 1536.7136202 +0.0810575  1536.7136202
BE5. 31408275 6 e 13 1449 6815918 (+0.0352051 1445 65815918
+0.065231 F79.3570102 7 M 12 1345.6339133 +0.1562478 134586339133
+0. 1871748 B50.39472399 8 iy 11 1234.59095859 -0.0298287 1234 590498559
G709 43671708 5 E 10 1163.5538721 -0.08045834 1 12553872
A : 10594 4636601 10 ] G 1034511279 +0.0757571 1034 511275
general information
ot 1dof 19 1181.45568885 11 5 3 519484335958 -0.055747]1 5159 48433558
Arminobcids Coverag 74 % 285 5380106 12 M * B2 A52 30T ST B32 45230757
L DT 1306 5862044 13 T 6 71840038012 +0.1532410  718.40938012
Protein Localisation: 73 ... 91
+0. 0945562 1509 6703584 14 | 5 B17.36170165 +0. 1087573 B17.36170165
1580 7074722 15 o} 4 sS04 27Fe3I7a¥ -0.03899057 504 27703767
1651.744588 16 i} 3 43324052388 -0.0702355 433 24052388
-0 0095544 175598031635 17 ]} 2 3RZ2.20347100% 362.203470059
-0, 1724722 1856 .835191% 18 5 1 23414483258 234.14483258
159 kK ] 147 11280417 o7 7 S T o s



Source:

20120521 _WR_Bsu_TripleSILAZrep] _L2ESLS_QG_FOT

Scannumber: 201 85
Protein: B5U23200; ywez
Peptide Score:  109.23
Method: ITMWS; CID; 2
Yiy ¥Fia Wia YWes Wis Wiz W YWaim ¥ ¥W>r ¥a ¥a
DISSETIH‘II HISTDDI NDIWIIH_
bz bs be bs? bim b1s bz brs T bz
o
: o
= i
] b5+
. 996,92 65 i
= I e T I
& | -
g - yiatt j"r"iz-l:- e E
E g B62.925 8709628 @
= | | | | i =
= L}
< &- yatt !
E . B12.4012 =
5 i : yistt . =
m | 927 4463 ! i
i : biz-Hz0 B —
. E__ WH_ GF;;.E-"H ; : 1,::,3-::,:,9 1223 518 o
4542447 ; i vz I i o
I 5 VI g asds B07.4822 | yiatt b1 | i
- Bi-Han: | Pe-HIQ) s T M [rotedrs 136582 aa e
i 272.0877 i ' e | | Ll ' b1z—H:0 [
i | b2+ yiztt | ; ! bis ! i e g |
bz 108 6716 | 730.8695 | : ! ¥ | fed vii—-MNHz 1446602 bis-Hz0
: 202.0662 | i , ‘ ; ; ‘ | 112154. 5 131-::553? 133::-.55@1@ ; 1675.672 |
= Ii |Ili||I| .l ,||.||ill | |I ; . || ||I |. “ : | | '!'l'.l Ihil.l.ul "'-'| i. s '.'i'. : = =
200 400 500 500 1000 1200 1400 1600 1800
mfz [amu] 7.
€]
hass: 2137.54461 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: s st Collections. 116.0342 116.0342 ] D 17
Retentiontime: Systern.Caollections. 203 06862 +0.085836 203 0652 2 5 16 2027.945 1074 478 +0.280488
Score: 103.5343 200, 0583 2000083 @ 3 g 15 1940817 070.9623 +0.303643
Mass Error [ppm]:  0.28169
FER: 5 EEE-1] 419 1409 419 1409 4 E 14 1853 8385 527 4453 +0.431168
Precursor Type: MILTI 520, 1885 G20 1885 5 B 13 1724.843 862 925  +0.238659
653 2519 BE3. 2519 & ki 12 1623 .795 812 4012 +0.337205
-0, 468667 3598 6718 705 3355 7 | 11 1460.732 730 8655 40093357
G533 3949 G533 3949 g H 10 1347 648 +0.124489 674 3275 +0.2461086
1020427 1020.427 = g 8 1210.58% +0.037283 1210.589
general information 1121.475 40285206 1121.475 10 i3 & 1123.557 1123.557
Pt l2 0f 8 1236.502 +0.105431 1236.502 11 D 7 1022.509 +0.044053 1022.500
Aminofcids Coverag 53 %
Intensity Coverage: 42 % 1351.525 1351.528 12 D 6 G07.4822 +0.220105 454 2447 +0.0351417
e ] VUSRS 1464.613 1464613 13 | 5 7924552 +0.197671 792 4552
1578.655 1578.655 14 [ 4 B79.3712 +0.035763 6793712
1603 682 1693 682 15 D 3 5653282 565 3282
1879.762 1875.762 164 Wi 2  450.3013 450 3013
+0. 2092209 996 0265 1092 846 17 | 1 |[264.222 264 222
18 K g |151.1576 151 13746



Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO1
Scannumber: 3250

Protein: B5U23410; nupC
Peptide Score:  130.01
Mzthod: ITHS; IO 3
Yim ¥m L ¥a ¥z

E EID M IIH "-.-"IE EIE EIH

h! h? bl h. bll hll
D_ —_—
[ | I~ kJ
™ =
i e I
= 53B.2657 ey
=7 I bio b1 _§
: 1260.541 128,584 -
@ .:._- z G h1n—|‘-iH3 hn—MiHa s
E b’ "’T : 1:::::135455 S 1372.557 | =
= - 5E2.B0HE | | || :
- | b11+Hz0 - 5
= - | Lo i
&2 o ; yioPt b1o—Hz0 1271.572 | -,
E @ ] bett | E41.3183 142,501 | = 7
z ] walie | ba-Hz0 Re-hitte : - Z
@ ¥z 5 : OE4 4455 kil i
= 2B0.1805 | . ba—H20 v B
o _| | | | 5—riz i
T = | yz-NHs va—NHsz bz 5 112488 1166602 =
2 : 2381 : e i E I -
X CRRANE | bz-Hz0 o H":1 E=?H:HS 9224778 bs E i
2 | 256.1088 Al i 1121.4899 i -
=2 ‘ | | L | | L
D_I LI |I ] I| 1 I|I ] I‘I‘I I‘I T I‘I rri 1 ! LI I 1 rrrrrrri I LI rrrri I LI rrrrri I‘I ] I|I I‘I LI I‘I rrrrrrri I rrrirrrrnori I LI rrrrri I rrriri L LI I rrrrrrri I LI I| LI I-_D
200 300 400 oS00 GO0 oo o0 00 1000 1100 1200 1300 1400
m/z [amu] )
o
hass: 1538.7077 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 130, 0455 130.04595 1 E 11
Eetentiontime: System.Callections, 259.0825 250 0825 2 E 10 1410.872 1410.672
SEoie a0 0e 3741104 3741194 3 D o 1281629 6413183 +0.178965
Mass Error [ppm]:  0.31733
FEF- 00002665 505 1555 505 15959 4 M 25 11aa.ad2 40204804 583 8048 +0. 217278
Precursor Type: %0 B8 . 244 Bl18. 244 5 | £ | [T 52 1S S
F74.345] F74.3451 5] F. B 9224778 +0.251806 922 4778
general information
: 53,4135 +0.087980 8r3 4135 - W Il Il e P e T
Annotation: gof 12
ArminoAcids Coverag 67 % 1002.45a +0.098371 1002.456 o] E 4 8a7. 3083 667 . 3083
Intensity Coverage: 38 % +0.108662 566.253 +0.0320951 1131.459 o E 3 538.2657 +40.181392 538.2657
Protein Localisation: 219 ... 230
1260541 +0.03051% 1260.541 T E 2 4092231 409 2231
1389.584 40057262 1389584 11 £ 1T 2801805 40 16465 280 1805
12 K ] 151 TAFS 151 1379



Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FO2

Scannumber; 114432
Protein: BSUQESZ0; yeal: yesl; v, ywixD
Peptide Score: 182248
Method: ITWS; CID: 3
Y1 YWim ¥r ¥m ¥rF Wa ¥a ¥a ¥=x ¥z
T I (N I Hi{D{l Ti{G S} E Kk
h! b! hl h? bl h. hll hll hl!
ﬁ_ »
- bz-MNHz 5
| ¥= 5622804 .
=3 BE6.4 767 H ool -
e =
1 =
| yiott |
@ o 558.8135 .
S b Ve ba-Hz0 | -
g ] 551_25:?2 5;3_?:55? BGZ 4054 | |
. i | =3
< 2 vt br-Hz0 Tk ER-
a | 616,327 L5 1120.527 | o
- v51+ i ! F"E'I.ESI.. h1n—HzD 4 1 li'l
= _ bz 3 : 1006.459
@ 301.1143 i vzl b- yi1 -
2 o i 7514488 | 779.2682 1231.647
B bz-NH:z i t bs bii-Hz0 bz i
| 284.0877| i b 937.4374 ' i | b
| o, il ik 5 bis i 1118542 7" 1135 553 | 1266.598 -3
] ve | +80.2966 5*"'*:13.1' EEE;.EEH-E aissn T . i bt
= ‘IED'I.IEI':'I i bio ¥ro | s
i A II ¥s= E I‘Jg—i-Hzl:l 124 459 'I'I'IE:EEE i
H 293.2646 [ 91?_.-,,;53
D_IIIII|II||IIIIIIIIII|I|II|I|IIII|IIIIII LI IIIIII IIIIIIIIII 1 IIIIIIIII IIIIIIIIIII IIIIIIIII|I|IIIII|IIIIIIIIIII IIIIIII=IIILIIIII_D
200 300 400 00 GO0 oo a00 00 1000 1100 1200 1300 1400 ﬂ
m/z [amu] )
5
hass: 1415.71363 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, oB.02874015 1 G 12
Retentiontime: Systerm.Collections. T B2 R 2 i 11 1359.7052422 1359.7052422
atOte LG “0.0762358  301.11426073 3 D 10 1231.6466647 +0.0660583 61632609706 +0.125666]
Mass Error [ppm]:.  0.14212
PEF- 1 4842E-71 414.19832471 4 I 5 111848197217 +0.0240771 558 81349908 +0.342a855
Precursor Type: |0 +0.0374412 Shad hrdanne 5 H 8 1003.5356577 +0.03673 S02 271467058 +0.0566579
-0 0008544 0aa. 28417981 @ W 7  Ba0.47a74585 +0.031738 8060 47674585
general information +0.02890342 F7Y9.360824359 7 I B 751.44980282 +0.0128057  751.445980282
Annotation: 10of13 +0.0790755  880.471592208 8 T 5 (3836573884 -0.0071a0a64] B38. 36573884
it S ) +0.2665327 D037.43738579 O G 4 537.31806036 -0.0067811  537.31806036
Intensity Cowverage: 61 %
Praotein Localisation: 53 .. 65 +0. 08595458 1024 46594742 10 5 3 4802965596684 -0.071564 48029659664
+0. 1323128 ) B8 s AT i B o M I 2 393.20456823 +0.1312448 393 264560823
+0.08%2315 lT2a5: 5900713 12 E 1 28018050425 -0.058a17 280, 18050425
13 K ] 2L Il [ i T s § IR I el e



Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FO2

Scannumber: 1EFE3
Protein: B5UT2063; vizH
Peptide Score: 17477
Method: ITHS; CID; 2
¥ ¥Yim ¥r ¥m ¥=r ¥a ¥a ¥=
ar DL I Dy @]l | HiD Y I Ly I k.
b! h! hi- b! hl h? bl h. bll hll
=N i
: ¥s yr =i
=N F1.2132 BE7.4E14 o
] bs-MNHz !
- bs-MNH [
| 67,2207 ' bz-Hz0 11255.“35 : "
E & ba-Hz0 bz 1|:u:|9_+:?-+ -
= . 518.1882 Gy g 5 bs-Hz0 : =
E i | viott | 1124.5?:11 : =
3 - v-;i 54 3.5346 val 1|,f.::9 bii1-HNHz a m
< 2- 504.2544 5 995.5.{, 11224598 1359585 s .i'
M g : || E [ ha
= ¥z bs-Hz0 5 A _NH bs bie B
4 [ 2 Vo E | o =
E 1 e FEer n‘::ﬂr:g!_l:s foigEml | 1205.575 1:;;.150:42'3 [ 2
E T : . b= hlﬂ-"HEl E -
kK 4;‘_3—.:';2-'3 - br—Hz0 | 1027484, 1233.5135 Eh" -
T Loy gF24149 || | bio+Hz0 1476612 =at
- bz-Hz0 701.2481 Pt 11 1 -
" = P 12B7.564 | | i
= 290.1296 : Pt P i
® [ FTT.E414 [t H | :
7 bz [ ! P B
1 z45.0768 ‘ 5 ‘ -
D_ rrrrrrruria IIIIII||II|‘IIIIIIIII 1 IIIIIIII LI LI I|II|IIII|I|I|I|IIIII|II|IIIIIII IIIIIIIIIIIIIII rrrri IIIIIIIIIIIIIIIIIIIIIIIIII:i‘lllll-_D
200 300 400 S00 G000 yoa 300 00 1000 1100 1200 1300 1400 1500 ﬂ
m/z [amu] )
£
hass: 1521.70586 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 130.04586556 E 1
Eetentiontitme: System.Collections. +0.02718524 245 07881259 2 ] T 1407 88858548 F071.348085687 +0.1554744
L ke 408.140147113 3 v O 12866510117 G43 8345041 +0 0936806
Mass Error [ppm]. -0.073898
FEF- P R PLEE-76 53019871884 4 ] 8 1123.5085832 +0.0712168 1123 5085832
Precursor Type: MLLTI a4 25729676 5 ]} Z 885 54000568 +0. 08682 54 G955 54000568
+0 07585931 FFT7.34138074 6 I B Be7. 458142817 +0.0868081 B07. 48142817
general information
: +0. 0720838 B90 42542412 7 I 5 F54.359730418 754 39730418
Annotation: 100f 12
ArminoAcids Coverag 83 % +0. 1133203 1027 . 484336 o] H 4 541 3133002 40056893917 Bd471.3133002
Intensity Coverage: 67 % +0.141308% 1142.51127% O O 3 50425438834 +0.0415101 504.25438834
Protein Localisation: 20 ... 31
+0. 15634595 1305 5748075 10 i 2 389 22744531 +0.006880786 389, 22744531
+0. 2295873 A T U e N A 1 q@daled¥Ied s S2eleq 1l asT
12 K ] 155 127002498 155 127007284
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Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO2
Scannumber: |
Protein: B5U23230; =igd; wrl
Peptide Score: 147 .35
Method: IThS; CID; 2
yu? ya? ¥3 ¥s ¥z ¥z Wi
_ D AR I = | {D{E}I {F I (4
bz ba ba bz ba
=
] yatt . ¥s
E—- 508.2667 R 11 P e
% | Va 642.2225 |
i 544.3221 fo
] be+ bis
b B REAELY 543.2BES
= 1 ' '
m
=] 4
=
3 _ vz
E E__ 202.1954 4151_.:_195
s ' ’
= i
E - bz
T - vzt hs—th;: 787.2581 -
] 420.2262 641.2880 | bz-Hz0 004421
: : E§ 769.2475 ha—"l':la
= ¥i bz 6582155 MEEATH)
% ] 155.127 167.0713 5::2;:‘H3 ! = H ﬂ
i == g -z
1 ‘ be-Hz0 BB2.4216 |
A | B40.2040 i
D_IIIIIIIIIIIIIIII IIIIII LI L IIIIIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII L L
100 200 300 400 a00 GO0 Fon a0n 00
m/z [amu]
hass: 120062224 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass 5 dalton
iz Systerm.Collections,
Charge: System.Caollections, 116.054 116.034 1 D 9
Retentiontime: System.Collections. +0.05724 187.071 -0.0055 187.071 2 A B |1086.6 1086.6
St T a0 343.172 343.172 | 3 R 7 101557 508,287 +0.1861"
Mass Error [ppm]:. -0.63702
FEF- 000047358 430204 430204 4 5 B |B59. 465 430,238 +0.07175¢
Precursor Type: |0 543,289 40097517543 289 & I a5 T 2.433 Fi2. 433
gl:lll:[d.l AT LT FPRAULeri
ey 9af 10 -0.2937 3259681 +0.09586%58.315 6 O 4 559 349 +0.0684 659 345
Arminofcids Coverag 90 % FEBY.Z5E +0.01021787.358 7 E 3 544322 +0.036032544 322
e L e 0 900,442 +0.2231B00.442 8 | 2 415279 -0.0149 415.279
Protein Localisation; 30 .. 39
104751 1047 51 =] F 1 2302195 -0.0235 302.1595
10 K 0SS F2EA=0- L0019 [ 1T5%S5 127



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO2
Scannumber; 13312
Protein: B5U402390; yycH
Peptide Score:  107.09
Method: ITWS; CID: 3
Yiz ¥ Wim Yo ¥m ¥r ¥a
PLENN & I T I".-“-." [ P I EjD (& @ I_II_IS_I K
h.- b! h? bl hll hl! bl!
ﬁ_ L
: g _
o 1000.521 -
11— ot
. ~in
=4] |:|_- i
[
g | 5
3 =+
R 2
= - - 2
< 2 3
] L
@ 7 —
'E . bs i ;
i 5202769 b viz—MNH:z | El
[T i 11B2.573 yi1  13B.71S
T 54 | i i el
s bs-H:0 LE: ; 1290, 694 :
511.2662, B03.4782 b11-Hz0 : biz-NHz S
] ba L baz®+ vz | 1164568 | b1z 1265.669
T 416.1928 ‘P’Bz;’" : ERLRsTE  TEAIEE ve—-MHz b 1295.663 ' E
. | 0.7891 | i | - I P |
" bitio T T (L BN b HO it
A . iett ¥& | hz-Hz0 bz-Hz20 | ' 1165552 1277.682 125+ 6Bt -
. <K [ | 6594087 | . I | H— U TR
! 557.2111 po | rarany | B52.2885 | 5 |
D IIllllll=illliIIIIIII!IIIIIIIiIIIIIII|I!IIIIIiIIIIIIIIIIIIIIII| IIIIIiIIIIiIIIII‘IIIIIIIII rrrrrrriia IIIIIIIIIIII IIIIIIII IIIiIIlIIIIIII IlIIIIII‘III‘I IIIIIIIIIIIIIIII_D
200 300 400 a00 GO0 o0 Soo 00 1000 1100 1200 1300 1400 1500
mfz [amu] 7.
i
hass: 152779543 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 7204435 F2.044359 1 1) 13
Retentiontime: Systerm.Collections. 129.0855 129.0655 2 i 12 1457.763 1457.7a3
atOte 10cDa0 2301135 230.1135 3 T 11 1400.742 1400.742
Mass Error [ppm]:.  3.3514
PEF- 000037931 418.15928 -0.123632 416.1928 4 i 10 1299694 +0.167732 1299 0594
Precursor Type: MULTI S29.2769 +0.014045 52527659 5 I 8 11132.615% +0.083471 557.37111 +0.0765915
6263257 B20.3297 5] F 8 1000.5371 40067437 500.76591 +0.4652
e e B R 7 E 7 903.4782 +0.184471 903 4782
al inf: ati
Sk 8703992 8703992 8 D 6 7744356 +0.164198 774.4356
Annotation: 10of 14
Arinofcds Coverag 71 % 841.4363 841.4363 =) A, S B55.4087F 40208475 659 4087
Intensity Coverage: 63 % 1069 495 1069 4595 10 0] 4 588.3715 588.3F15
el sl e S 1182 579 +0.200051 1182.579 11 | 3 460.213 460.313
1295 863 +0.241512 1295.6863 12 I 2 347.228% 347 2289
+0. 1007996597 8512 1382.895 il 1 234.1448 234. 1448
14 K N TAF A8 T T TR



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO2

Scannumber; 1335¢
Protein: B5UDS270; wiik
Peptide Score:  179.81
Method: ITWS; CID: 3
Yo YWis Wis Yoz YWin Wim ¥u ¥r ¥a ¥a
o3 DIQIGIE Fla P "-.-"QF'III.E. TIII.E.IH _
h. h? h. bl. hll hl: hl.- hl: bl. hl?
[ Ry L.
iz [ cny
: yio i
= 1087.635 i
11— L
] i
@ D_- E
T C
5 b 5 B
Fa L
- 7732208 Da-NHz e E
= ; C
E =7 br—NHs 353.35:23 : E_
% @ ] ?gn,gm_i: hn—Hzﬂ E -
= bz-Hz0 & 7.3788 o via =
'.'F: i ?EB.EEDEE ".FBE | b 1155:594 B 1493:335 :—M E
T - b2+ ve| | 3.”_5.1,:,;_.; B75.2654 ‘I.F"—"':lHi 1295.622 h1: Briis -
1 S0D.28BZ  713ASPE Lo MM 1n4e657 b ""E':'E- i 1694675 -
- be-Hz0 || seaasrb| | ¥Yve—NHs ||| 1se.ses | il bise-NHz: bz :
] oty I A ' 141805 | yie-NHz (g 5 1765.912 [
= [ B yisth 11071511 | viz 11481.E e 2
¥s ¥ B13.946] | : 1 =g : bi1é-Hz0 biz-MNHz B
| ¥+  503.2188 5§3,2506 E N8 : 5 lig' 3 idaa g . - bis ierebe | 1ee.mes B
I Ay L] i ‘ I i ‘ ; i | 1sEL7m B 4 -
oA L 4 I I'lll' 11 S illl : |.| |I I|| : Ilh . ||| : | i | ! : 'i. . I | h. ! '.'i|"'. "i. "ll : " .:—':'
400 GO0 200 1000 1200 1400 1600 1300
m/z [amu] )
%<
hass: 1511.00203 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 5802874 SH.02874 1 i T
Eetentiontirme: System.Collections., ] o B [ e EEETFEE & | 16 1854 9595 1854. 9596
Belbe: e aie 2861397 2861397 3 D 15 1741.912 1741912
Mass Error [ppm]:.  -0.58912
e Ty 414.1083 414.1983 4 Q 14 1626.885 513.9461 +0.006385
Precursor Type: MULTI 471.21588 477.21598 ) i 13 14598.826 +0.216807 14598 826
ao0. 2624 B0 2624 3] E 12 1441.805 +0.129751 1441 805
F47. 3308 400745908 747 3308 - F 11 [1312Ffad: |F0h0s54 3 1 i
BY5. 3H94 +0.022309 8575 35594 = ] 10 11656594 +0.216343 583.3508 +0.019385
G72. 4421 72 4421 =] F G To37f.e3s +0.066303 1037.035
general information 1071.511 -0.021293 1071.511 10 W 5 9405826 940, 5826
AlE R, LG +0.020636 6002882 +0.021082 1195.560 11 Q 7 B41.5142 -0.007405 841.5142
Aminofcids Coverag 72 %
Intensity Coverage: S58% 1296 622 +0.369075 1296.622 12 P B F13.4556 +0. 159876 713.4556
e R e 1408706 1408.706 13 | 5 616.4028 616.4028
1480.743 +0.229342 1480.743 14 A 4 503 3188 -0.018908 503 3188
1581.791 +0.085228 1581.791 15 T 3 4322817 -0.130415 432 2817
1854 875 +0.02264%9 1694 875 1a I 2 331.234 331234
17655812 -0.111755 1765812 17 A 1 218.1495 218.1499
18 K O 147 1128 147 1128



Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FO2

Scannumber: 20423
Protein: BSUQE020; wddR.
Peptide Score: 951
Method: ITHS; CID; 2
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200 300 400 S00 GO0 g 200 q00 1000 1100 1200
m/z [amu] )
=
hass: 117362673 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: System.Caollections, 148.0757 1 F 9
Fetentiontitme: Systern.Collections. 0055953 00471773 261.1588 2 I =5 1033.55 +0.279872 1033.55
L 2203865 0236458 374 2438 3 | 7 0205050 +0 106367 520 5050
Mass Error [ppm]:. 0.6085
FEF- 00023702 -D.017832 489 2708 4 ] B BO7. 4219 400687567 807 42106
Precursor Type: MLLTI S 5 F 5 B52.35949 10042753 346.7011 +0.029915
gl:lll:[d.l ITINLAT TR
ey 4d0f 10 F17.364 3] M 4 585 3422 585 3422
Arminofcids Coverag 40 % H530. 4481 o | 3 484 3017 404 3017
ISH T e EAlEs a5 o0l 4852 & A 2 351.2178 351.2176
Protein Localisation: 20 ... 29
1030, 528 = E 1T 280 1805 A T
1100 K ] 151 1379 1571 1375



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO2

Scannumber: 21483218
Protein: B5U1 F160; pk=H
Peptide Score:  140.91
Method: ITHS; CID; 2
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- bs-H=z0 § | B9I.2436 bs-H:z0 | L Vviz |
] +B4.21'5 yait | |yt 9B6.4578 yo—MNH3 Yio 2 e 1496.708 d
: Lee | FO5.2427) | : 1n7rse| | y 1400/ 8 = Viz B=
=] 1532.2755 | | |1 - o U | 1222.645 I in
& bi-MNH= v | : et | a2t Ve vz | [ | | | | 1567.746 i
i Yz 357.1405 +E-4..3.;-:: | san ki E5E 4060 958 481 | VIu-HH: i h”-; B
1 wmisa | : L 4 ' || ‘ | | 1305618 1 154 9.699 é
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300 400 S00 (=1]H] Fao |00 a00 1000 1100 1200 1300 1400 1500 1600 1700 ﬂ
m/z [amu] )
£
hass: 169479662 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 125.06585358 1 8! 13
Eetentiontirme: System.Collections. 20010296777 2 iy 12 1567.7481063 +0.2515743 1567.7481063
L il U 287.13400618 3 g 11 1406 7080025 +0.0077702 748 8581345 +0.250630]
Mass Error [ppm]:.  -0.46545
B S EpE T 37416702450 4 g 10 140067606471 +0.0676648 705.3421203 +0.144635]
Precursor Type: =0 o RS S 5 ]} G 1322.6449357 +0. 1368026 1322.0449357
+0. 0678033 B31.205871957159 ) E B 1194 5803582 +0.0927189 11594 5863582
E AR A N0 F P 7 1oe5 5437651 400518159 53327552078 +0 3358073
al inf at
Seotbhn bbbl 341.40502303 8 | 6 06349100126 +0.1200540 484 74013886 +0.45514583
Annotation: 12of 14
e 10044683516 O y S 85540603728 +4 51E-05  |B5540603728
Intensity Coverage: 505 1119, 49525948 10 D 4 B892 34300874 +0.0484201 a92 34360874
3t e Sl L) 1232.5793586 11 | 3 577.31666571 +0.0045623 577.31666571
1418 6586715 12 Wy 2 454 23260173 -0.068606013 404 23260173
+0.0744054 1549 6997581 13 5| 1 27815328878 +0.1583028 Al T e T
14 K M 147 1128M417 1d47 -1 18407



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO2
Scannumber; 2445
Protein: BSUZ237E60; coak; wajs
Peptide Score:  1E9.41
Method: ITWS; CID: 3
¥r ¥m ¥r ¥a Y3 ¥a» ¥z ¥z
_ A I I | E{F I MDY} K _
bz bs bs ba ba b> bs be
ﬁ_ B
: - _
=N 75044432 be—NHz e
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E E_ i bz-MNHz B
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] bz bz $09.2445 | yalt 6874076 b= 9TE 5444
= [ vz ' L i [ | b= bs
2 | 154 222 379.2488 | i bz—MNH: 916.4775 | | 'bzs.562 2
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] 5 ‘ ‘ | : ‘ 5 ‘ 5 1108.655 [
D_IIIIIIIIIIIII|IIII|I|IIIIIIIIIIII!|||IIIIII|II|IIIIIIIIIIIIiIIIIIIIIIIIIIIIIII|IIilIIIII|III!III!III|IIII|IIIIII:IIIIIIIIIIIIIIIIII_
200 300 400 00 GO0 o0 a00 00 1000 1100 1200
mfz [amu] 7.
i
hass: 117465554 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 72.04435 1 A 9
Retentiontime: Systerm.Collections. 0000422 +0.08925844 185 1285 g | B 1108.855 40377548 554 8312 +0.178361
atOte 7k +0.010474 208.2125 3 | 7 905571 +0.146732 498.2801 -0.017522
Mass Error [ppm].  0.135894
FEF- 5 G7E6E-16 +0.246415 427 2551 4 E B BEHZ 4869 +0.095481 852 4865
Precursor Type: MULTI 5743235 o F S FL3.4443 +0.112317 753.4443
gl:lll:[d.l AT LT FPRAULeri
ey & of 10 +0.09943 687 4076 a] I 4 &B06.3759 +0. 104681 606 37559
Arminofcids Coverag 50 % +0.254734 BE01.4505 o M 3 493 2078 +0.065088 493 2918
s A L +O.300372 916.4775 8 D 2 3702480 +0.024977 3792480
Protein Localisation: 156 ... 165
+0.3045a5 10259 562 8 I 1 |[264.222 -0.043417 2604 222
110 Kk 0 151 15279 151 375



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FO2
Scannumber; 15273
Protein: BSUQF440; wimk
Peptide Score: Fr.B3
Method: ITWS; CID: 3
Yis YWz ¥u ¥> ¥s ¥a ¥a
a3 II_IF E F IQ YIM{I2ilELPF E I_I Ko
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- :
] bz T
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m ' 9174839 i o
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_IIIIIIIII!I|II|I !|I|III|II|I|IIIIIIII LI IIIIIIIIIIII IIIIIIIIIII IIIII”IIIII III IIIIIIIIIIIIIIIII|I|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII-_D
200 300 400 =00 GO0 oo a00 00 1000 1100 1200 1300 1400
m/z [amu] )
]
hass: 1785.90316 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. F2.044305 204435 1 A 14
Retentiontime: System.Collections. 155 0764 159.0764 2 5, 13 1723 B9% 1723 8959
atOte VSRR 272.1605 2721605 3 | 12 1636.867 818.9365 +0.477718
Mass Error [ppm]. -0.0624Z29
FEF- 000069607 387. 1874 3871874 4 O 11 |1523:782 FB2.3949 +0.29575]7
Precursor Type: MULTI o433 28BS 543 2885 o K. 10 1408.758 1408. 756
B90. 357 890 357 a] F 89 |1252.654 1252 654
-0.047218 4089 7114 -0.35608 HlE8.4155 o ] g8 |[TIe5:586 1105, 586
general information 517.4839 +0.04212 917 4839 =] W FOO9¥T.58274 +0.138492 9F7 5274
Annotation: 11o0f 15 +0, 13521 524.76509 +0.055407 1048 524 8 M b 878450 +0.075012 878.455
s U e S B 1176.583 +0.379276 1176.583 10 Q 5 747.4185 -0.012131 747.4185
Intensity Coverage: 49X
Protein Localication: 2 . 16 +0. 3806027 653, 2164 305520 11 £ 4 ©B8192.3599 4028283060159 3509
1402 678 1402 678 12 F 3 4903173 +0.138784 490.3173
e | | B e 13 E 2 393 Z2ode 203 . 204da
-0.00355%9 H22.9061 Ta44 505 14 I 1 264222 264222
15 k 0 151 1579 151 137G



Source:

Scannumber:

Protein:

20120521 _WR_Bsu_TriplesSILAZrep] _L2ESLS_OG_FO4

12018

ESUE3410; yrgd

Peptide Score:  210.64
Method: ITHS; CID; 2
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200 300 400 S00 a0 Fao a0 a00 1000 1100 1200 1300 1400 ﬂ
m/z [amu] )
£
hass: 1454663135 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 115.05020351 1 M 12
Fetentiontitme: Systern.Collections. +0.0203342 228.1342a789 2 | 11 1371.834042 BEE 32085825 +0. 1508984
L eikode) _0.0173234 37516066712 3 K 10 1258 540078 +0.1331275 620 77862724 +0.0530378
Mass Error [ppm]. -0.34277
B vT ooy +0.0275460 50421226022 4 E G 1111.5145788 +0.0750074 1111.5145788
Precursor Type: =0 +0.03579174 581.24425863 5 i 3 952.47198565% +0.098458465 G52.471985659
67827831704 & 5 ¥ B95 43995728 +0.0541223 B85 43985728
general information +0.2185625 825 34473095 7 F b HBO8. 40792887 +0.0400081 BO8. 40792887
Annotation: 11af13 +0.0561739 OE5.40805949 0 5 g 5 B61.339571495 +0.0507438 Be1.339514595
SR LS LOUERdY 05 % +0.1451353 10504451733 O A 4 40827618642 -0.018496 408 27618642
Intensity Cowverage: 65
Protein Localication: 78 90 +0. 26168595 1146 4772077 1@ 5 3 427.23907263 -0.0151348 427 239072863
+0. 12885851 1203. 49866054 11 o 2 34020704422 +0.0325798 340 20704422
+0.20472 1331.5572429 12 ] 1 2E83.1855805% 40140805 2B83-TESSBO5
13 K [ 155 12700208 § L e T B



Saurce: 201 20521 _WR_Bzu_TripleSILACrep] _L2ESLS_OG_FO4
Scannumber: 13782

Protein: B5UT5130; mraZ; wlIB
Peptide Score:  191.79
Mzthod: ITHS; IO 3
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200 300 400 =00 GO0 oo Soo ann 1000 1100 1200 1300 1400
mfz [amu] 7.
]
hass: 0 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 132.0478 1 i 12
Eetentiontirme: Systern.Collections. +0.005128 -0, 1387598 279 1162 & £ 11 1447 .a77 F24.3419 40310174
atOte Rk, 410.1567 3 M 10 1300.608 +0.060051 650.8077 +0.126546
Mass Error [ppm]:.  -0.40656
e R o +0.163246 4671781 4 G O 1169.568 +0.015697 5852875 -0.00232
Precursor Type: FEAK SOB. 2207 ) E g8 1112.%40 +0.04241 5567767 +0.42223
759 284 3] Y 7 9E3. 5036 +0.044353 983 5036
general information +0.073332 BEY 3426 o ] a BZ20.4403 +0. 164872 820.4403
Annotation: 11of13 +0.066239 1024402 = H 5 B92.381F7 +0.063781 692 3817
IURBRENS k0% +0.088010 1125445 © T 4 55523228 +0.108716 5553228
Intensity Cowverage: S50%
Protein Localisation: 1 ... 13 +0.043017 1238.533 10 | 3 4542751 -0.042153 4542751
+0.0711191 1353.56 11 ] 2 341.15911 -0.000805 341.1911
+0.087603 1424 597 12 A 1T 226.1641 -0.004205 226.1641
14 kK [/ B L [ | ELem e e B



Saurce: 201 20521 _WR_Bzu_TripleSILACrep] _L2ESLS_OG_FO4

Scannumber: 1E4452
Protein: BSUQF 320; vkl
Peptide Score: 9664
Method: ITHS; CID; 2
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200 400 400 S00 E00 yon a0 a0 1000 1100 1200 1300
m/z [amu] )
=
hass: 1354.70063 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: Systern.Collections. 102055 FR2 RS 1 T 11
Eetentiontitme: Systerm.Collections. 155 0764 159.0764 2 i 10 |1254.86 1254 886
L bl 3151071 +0.185719 3191071 3 C O 1197630 +0 167785 500323  -0.023565
Mass Error [ppm].  0.035534
FEF- 00017223 445 1407 445 1497 4 E 8 1T037.808 4009858 1037 808
Precursor Type: =0 I R i A T 5 ] F o B0B. 5855 +0.121336 908.5655
B89 2923 0589 2923 3] | B FE0.5069 40134504 Y80 5089
general information
: H02. 3784 +0.024208 502 3764 o | 5 Bar7f 4229 oy 4229
Annotation: Qof 1z
ArninoAcids Coverag 75 % B573.4135 +0.108653 873.4135 o] A 4 554 3388 +0.086243 554 3388
Intensity Coverage: 48 % 0061048 480.7264 +0.316089 9504455  © 5 3 483.3017 +0.075707 483 3017
Protein Localisation: 141 ... 152
+0. 154976 537 2654 TRFES 53 10 | 2 39026898 401768584 396 265985
1201.588 +0. 183213 1201.588 11 ]} 1 283.185%a +0.051663 283.1856
12 K ] 155 127 e e



Saurce: 201 20521 _WR_Bzu_TripleSILACrep] _L2ESLS_OG_FO4
Scannumber: 1E2EE
Protein: BsU39340; hutP
Peptide Score: 14591
Method: ITHS; CID; 2
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200 300 400 S00 E00 yoa o0 00 1000 1100 1200 1300 1400 1500
mfz [amu B
: ! ]
hass: 0 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. 58.02874 55.02874 1 i 13
Eetentiontirme: Systemn.Collections, 171.1128 171.1128 2 | 12 11485.743 1465 743
L T35 3001554 3001554 3 E 11 1352 655 1352 G50
Mass Error [ppm]. 2.2852
PEF- 1 9488E-63 437 2143 +0.200852 437.2143 4 H 10 11223.617 +0.1109146172.312 +0. 177002
Precursor Type: PEAE. SeR. 2589 +0. 108332 506.2569 5 E G 1088.558 40, 120500 1085 558
a7 3048 +0.217636 667.3048 5] T 8 9575152 40097124 957 5152
2514.373 +0.002270 814.373 7 F 7 BSe d4e7e +0.0890718 856 46746
al inf ab
Seotbhn bbbl 871.3945 871.3945 8 G 6 700.3001 +0.004808 709 390]
Annotation: 10 of 14
Arinofcds Coverag 71 % Q7048259 +0. 137280 870, 45259 = W o |85&8LTE T3 B
Intensity Coverage: 50 1027.4584 -0.0740558 1027 454 10 o 4 553 3093 400685823 553 3083
EEREEIn: ppdl saton ] 150 190 1140.568 +0.125326 1140.568 11 | 3 4062878 496.2678
1254611 +0.133057 1254.611 12 & 2 383 2037 4024285 3832037
+0. 16881 895 3388 1391.67 13 H 1 289 1808 4011378 269 1808
14 | n 132 1M1G 132 1M1G



Source:

20120521 _WR_Bsu_TriplesSILAZrep] _L2ESLS_OG_FO4

Scannumber: 16647
Protein: BSUZE0F0; wwrnd
Peptide Score:  22E.29
Method: ITHS; CID; 2
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200 300 400 SO0 GO0 yoa a00 q00 1000 1100 1200 1300 1400 ﬂ
m/z [amu] )
£
hass: 141465764 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 72.044350254 1 A 1
Eetentiontitme: System.Collections., 185. 12845425 2 I T 1344 667301 B72 83733375 +0.2199783
L S din i _0.0818363 3221873661 3 H O 1231.583327] +0.0623028 61620530176 +0, 1303206
Mass Error [ppm]:.  0.29122
FEF- 1 0945E-74 Q0027142 423 23504457 4 T 8 1094 52447152 +0.03353241 1054 5244152
Precursor Type: =0 +0. 0208027 570.30345849 5 F F 8893 47673672 +0.0550626 L93 47073072
B57.33545659 3] 5 B B840 4083228 400703749 B840 4083228
general information
: +0.08659705% Fr2.an242993 7 O 5 79370259439 400363033 F50 370294305
Annotation: 100f 12
ArminoAcids Coverag 83 % +0. 1056552 919 43084385 8 F 4 544 34935738 +0. 08258998 bd4 34935136
Intensity Coverage: 353 % +0.088574 1032. 5140078 O | 3 407 28003744 +0.1149366 457 28003744
Protein Localisation: 113 ... 124
+0 0329782 1147.54185089 10 O 2 38419687348 -0.0140121 384.196873486
+0. 0098262 1261.5847783 11 M 1 289 168993043 -0.060433596 209 18993043
12 K ] 155 127002488 155 127007284



Saurce: 201 20521 _WR_Bzu_TripleSILACrep] _L2ESLS_OG_FO4

Scannumber: 211E1
Protein: B5UZE3200; wqal
Peptide Score:  BE.29
Method: ITHS; CID; 2
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300 400 S00 B0 Fao a0 00 1000 1100 1200 1300 1400 1500 1600 1700 ﬂ
m/z [amu] )
£
hass: 1757787353 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 148.04267588 1 M 13
Eetentiontirme: System.Collections. 2471110859617 2 W 12 1al11.7584023 1611.7584023
L ERth +0.1123695 376.15368271 3 E 11 1512 6800884 1512 GEGO8E4
Mass Error [ppm]:  0.58555
B e +0.1105798  450.19661015 4 N 10 1383.6473953 +0.0238608 602.3273350 -0.0266157
Precursor Type: MLLTI +0. 0453037 58724937401 5 P G 12090044579 +0.071593714 12859 0044575
T34 28477323 ) i B (1172.551704 |+0.043877 1172 551704
oA TR L B ) T W £ | RS 13048 1025 5163048
al inf at
Seotbhn bbbl 046.43725113 8 | 6 02644789080 G26.44780080
Annotation: Qof 14
s _0.2249296 1060.4801786 O M S 81336382601 40718555160 +0.2124891
Intensity Coverage: 25 1174 523108 10 M 4  B£99 320589947 ao9% 32089947
it et sl ey 1360602419 17 W 3 585.27797202 585 27797202
14597 aal3i3os 12 H 2 1399 198659086 390 7198659086
+0. 0518354 el a2 o3| 13 O 1 202.1397472 202. 13597472
14 K M 147 1128M417 1d47 -1 18407



Source:

20120521 _WR_Bsu_TriplesSILAZrep] _L2ESLS_OG_FO4

Scannumber; 22726
Protein: B5UT4820; ctaB2
Peptide Score: 17865
Method: ITWS; CID: 3
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100 1500 200 2500 300 350 4010 4500 S0 S50 g0 B500 o0 TE0 a0 a50
mfZ [amu )
! ] ]
hass: §34.45341 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 1160342155 1 D G
Retentiontirme: Systern.Collections, -0.0541757 < -0.0860734 26310263347 2 F 572449054542 -0 2066708
atOte 15 G0k ~0.000235  376.1866974 3 | 4 577.42213151 +0.0347166
Mass Error [ppm]:  0.36679
PER- 1 PEGAF-14 +0. 1518186 463 21872581 4 5 3 464 F3E06752 +0.0206361
Annotation: o of 7
Al L T L T +0.1527156 SFB. 30278970 & I d 37720803072 -0.0274532
Intensity Coverage: 79 % +0.0593132 BESQ JEBEEL3ITFY B I 1 264 22197513 -0.1741541
Protein Localisation: 24 ... 30 7 K oI i N i T Tl o B = B e e



Saurce: 201 20521 _WR_Bzu_TripleSILACrep] _L2ESLS_OG_FO4

Scannumber: 2E2E3
Protein: BSUZF530; yahC
Peptide Score:  211.35
Method: ITHS; CID; 2
¥u ¥7¥ ¥Ya ¥3 ¥s+ ¥z ¥z
_ Fls 1aiqgl FlaP]I [ _
bz b= bs bas ba b7 bs be
ﬁ_ =
i bz-NHz p; -
E—- be-Hz0 790.4134 | BO744 e
B bs 661.3708
532.213 i -
- i Vs i
LE: ' gt | be
A 5, bhs—H 617.3657 | |
3 o ;42.2;:3.« 51:.3'::2-::@0 | 5!5'9.?;31-: |
§ e bt -
= 470.2972 509.292 ' | | -~ O
B ||l | i)
< 2- | 3
S ba—Hz0 =
-~ T 2320.1B12 i
5 | e | bs i
o 3 bz ' sl bz—Hz0 1017.577 I
1 261.1598 b | (| - TE94IH | | | b
1 | | « H | |
| vz | 5 419.2288 ' E b= hB_Hz;D i
& 245.184 | - i | Ve s 999.5662 |
4] || vz z+§ 730.4498 | ' 2
' 401.2471 ' e
- F-1 BEE.5188 |
D_ T T LI T I T 1 I.I ] IIIII T I ] LI | L LI I T LI LI L L ||I ] L L LI L L I LI | L LI T I | L LI | L | L I LI ] ] II ] III III LI ] LI Ill T II I T T ] III ] ] ] T III ] II II III T LI I_D
200 300 400 SO0 E00 g 200 a0 1000 1100 1200
m/z [amu] )
=
hass: 11476632 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
Charge: System.Caollections, 114.051 114.051 1 | 9
Fetentiontitme: Systern.Collections. +0. 14409 2al1.18 +o0.0d482481.18 2 F = 1035.59 183558
L el 348 102 348 102 3 3 7 888510 +0 3000CEE 510
Mass Error [ppm]:  -0.81517
FEF- = 5115E-dd 47159 2209 +0. 1579419228 4 A 6 B01.487 401.247 -0.0792
Precursor Type: =0 532.313 +0.06863532.313 5 I 5 73045 400518 730.45
gl:lll:lll:l.l ITINLAT TR
ey & of 10 79 381 +0.0831479.381 3] F 4 @/l7.3680 +0.0503%17.366
AminoAcids Coverag 30 % B07. 44 40, 12627807.44 7 o] 3 4702097 +0. 05830207
IeH I e EAlEs 1085 _0.1279 452.75 +0.20522004 403 & P 2 347 730 +0.02E50E42 230
Protein Localisation: 210 ... 219
+0.03854508 292 +0.145881017.58 4 I 1T 245 188 +0.0526245. 186
110 | ] 132 102 132 102



Source:

20120521 _WR_Bsu_TriplesSILAZrep] _L2ESLS_OG_FO4

Scannumber; 9934
Protein: B5UQ2270; pss; psshA
Peptide Scare: 173271
Method: ITWS; CID: 3
¥ Yim ¥r ¥u ¥7 ¥Ya Y3 ¥a ¥z
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m/z [amu] )
i
hass: 1382.63142 &odalton frass & dalton Fnass SEQ] Ao dalton Fnass
iz Systerm.Collections,
Charge: Systern.Collections. 138.086018833 138 06618833 H 11
Eetentiontime: System.Collections., 208 103302172 -0.0440065 20510330252 | 2 A 10 1246 5810895 +0.13058
Belbe: 1797058 250.1404155 280.1404159 3 A G 1175.5439761 +0.1257016
Mass Error [ppm]:. -0.9419
FEF- 5 EEa4F-[9 408 1830058 -0.0028332 405 183005 4 E B 1104 50886823 +0.05824531
Precursor Type: %0 S23.225936045 +0.2145543 S gead3nds| o5 Ml £ BYS4pd42a924 +0. 105616
B30 31000043 +0. 142205 B30.31000043 & I B BE1.42134179 +0.085933594
general information
: FR5. 35259352 +0.134050] EEa 32 0RE5E | £ 5 FABE33FZCE] +0.0423605
Annotation: 10af 12
ArminoAcids Coverag 83 % 852 38462103 Bhe. 38462193 8 5 4 /159294658472 +0.0133597
Intensity Coverage: 36 % SO0, 40608566 GO0 40808566 O G 3 532.26265631 4+0.161418
Protein Localisation: 166 ... 177
+0. 2620505 533257 23658 1065 50718967 10 F. 2 475241159258
+0.2600945 7 BZ60 29689305 1251.5865088 11 i 1 31914008155
17 M 0 133 nady7asa



Source:

20120521 _WR_Bsu_TripleSILAlrep] _L2ESLS_OG_FOE

Scannumber: 13318
Protein: B5UZ27280; yrzB
Peptide Score: 158.79
Method: IThS; CID; 2
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200 300 400 SO0 GO0 oo a00 00 1000 1100 1200 1300
mfz [amu B
! ] | ]
hass: 136065162 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
Charge: Systern.Collections. gE.0353 88.0303 1 5 10
Retentiontime: Systermn.Collections. 00486 2571.103 |-0.0543 [251.703 | -2 b 8 1274.67 1274 67
St LI 350,171 -0.0186 350.171 3 W 8 1111.6 +0.2594 556.305 +0.1011¢
Mass Error [ppm]:  0.11035
FEF- S 1064E-12 463 255 +0.03163463.255 4 I 7 10712.53 +0.0820%9101712 .53
Precursor Type: MLLTI 626,318 4004026626318 & by 6 HB99.45] +0.033148300.45]
general information FEOQ IEZ +0.04322F89.382 6 b 5 F36.388 +0.036086736. 2388
Annotation: Sofll BED. 435 +0.23602E86.435 7 F 4 573.324 +0.06521573.324
Aminofcids Coverag 82 %
tencitrCateiage 172 % G99 519 +0. 16359695 57159 & I 3 476271 470.271
Protein Localisation: 34 .. 44 1128.56 +0.2251591128.586 5 E 2 383187 £ T
+0.0625508.3 +0. 1920681215.559 10 & 1 234.745 +0.0459 234 145
11 K o 47 1713 T47 113



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS O G_FOE
Scannumber: 11644
Protein: BSUQS200; wdel
Peptide Score: 121.E
Method: ITHS; CID; 3
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200 300 400 S00 G000 yoa 300 00 1000 1100
m/z [amu] ,
¥
hass: 117764583 ; Lodalton frass Ao dalton FMass & dalton Frass SE] & dalton FMass
iz Systerm.Collections, 138 0662 138 0662 . ¥ 5
Charge: Systerm.Callections. : -
Eetentiontime: System.Collections., -0.159183 251.1503 -0.0889934 251.1503 2 I 5 1049 808 +0.112618
euie talalis 352 1075 -0.054803 3521975 3 T 7 036524 4003557
Mass Error [ppm].  0.27917
FEF- 000050336 4068.2409 4011931 488 2408 4 M b6 8354783 -0.025842
Precursor Type: P LILTI 579.3249 579 3245 5 I 5 F21.4334 +0.085383
gl:lll:ld.l ITINLAT TR
ey & of 10 FOB. 3675 -0.062462 708 3675 5] E 4 608 34594 +0097017
Arminofcids Coverag 50 % d221.45768 +0. 108723 821.4516 i I 3 4759 3088 0048524
INEERSRY Cvetage: 66 % +0.148645 468 2500 +0.032776 9354545 8 M 2 366.2227 -0.047706
Protein Localisation: 172 ... 181
1032.547 1032.547 = P 1 252.17598 -0.164371
10 K ] 15% F



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS O G_FOE
Scannumber: 133038

Protein: B5U23380; web T
Peptide Score: 13022
Mzthod: ITHS; IO 3
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100 150 200 250 300 350 400 450 S00 S5 GO0 ] oo 7o ﬂ
m/z [amu] )
s
hass: 245.22747 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, 72.044350254 1 7
Retentiontime: Systern.Collections. +0. 12068585 20013935327 2 4 B 87549819513 430 7527358 +0.266185]1
St FEliieos 313.22341725| 3 | 5 750.40323217 375.70525429 +0,1926339
Mass Error [ppm]. -0.592
g PEP: 0001971 +0.054a073 442.26001035 4 E 4 B37.31916813 +0.2067094 ©37.31916813
o e Zaf B +0.0804557 557 20205338 & D 3 S0B.Z2VaL57504 +0.0BE4762 SO0B. 276857504
ArninoAcids Coverag 55 % +0.1331395 7F04.3613673 5] F 2 3593 249632 +0. 0812811 383 249632
Intensity Coverage: 56X
Pratein Localisation: 296 303 803.42078121 7 W 1 246 18121809 +0.0067855% 246 18121805
= K 0 147 11280417 =00 0336111 147 11280417



Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS O G_FOE
Scannumber; 2004 2
Protein: B5UT 7 260; wrnz A
Peptide Score: 14923
Method: ITWS; CID: 3
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m/z [amu] )
i
hass: 145586655 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz System.Collections,
Charge: Systern.Collections. 1300455 130.0455 1 E 12
Eetentiontirme: System.Collections. 243. 1335 243, 1339 & | 11T 1335 845 gaE. 4261 +0.070768
Belbe: Tesadnd 356.218 356,218 3 | 10 1222 761 1222 761
Mass Error [ppm]:. 061272
FEF- S GASEE-12 512.3181 -0.044654 512.3191 4 F. G 1109.a77 555.3421 -0.361098
Precursor Type: MULTI a41.36017 b41.3617 ) E 8 853 5757 +0.01597598 953 5757
F12.3988 F12.3988 5] A 7 Bz24.5331 B24.5331
general information SO0 4308 +0.05280 F9O 4308 o 5 B 753.4596 53,4596
Annotation: 100f13 +0.030716884568.7611 +0.043015512.514%9 o] | 5 G66.464 B66a. 464
AIMIRGREGS BOvErag 77 % 1025.500 +0.048855 1025.500 O | 4 5533700 +0.099691 553.3700
Intensity Cowverage: 45%
Protein Localisation: 32 . 44 +0.116%45 563 . 827 +0.049028 1126.647 10 T 3 4402959 +0.136575 440 2555
1187. 684 40045606 1197 6084 11 A 2 3392482 -0.018552 339 2482
1310.768 +0.077387 1310.768 12 | 1 268.2111 -0.083198 268.2111
14 kK [/ B L [ | ELem e e B



Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FOR

Scannumber: 214988
Protein: B5U40010; 5140; y=al
Peptide Score:  97.5G
Method: ITHS; CID; 2
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200 300 SEII:I yod 00 Ell:ll:l 1000 1 EIEI 1 EEIEI 1 3|:I|:I 1 4|:I|:I 1 EIII 1 EEIEI 1 ?I:Il:l
m/z [amu] )
=
hass: 1658593304 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
g System.Collections. 114.057 114.0%] 1 I 15
Eetentiontirme: Systern.Collections. +0. 08569 2297118 +0.0335429 17118 2 O 14 [1573.85 77 431 +0.4008¢:
L Feaalds 342 202 -0.0252 342 202 3 | 13 145883 720017 +0.2207"
Mass Error [ppm]: 1.0924
PEF- 6 4852E-07 420 234 +0.226931429.234 4 5 12 1345.74 1345.74
Precursor Type: MLLTI SR S b B T 5 T 1 125871 629 859 4+0.2176:
a43. 366 643 3686 & I 13 Y5766 579 335 +0 40408
Fa0.398 Fan 3y 7 5 G 1044 58 522.793 +0.0482:
-0.4735 443 753 B556.459 8 E. 8 957 548 479 277 +0.01168
general nrgrmaion L 000858507783 1071456 0 0 7 801,445 501, 446
Annotation: 13 aof 16
Aminofcids Coverag gl % 1085.59 1085559 10 fuy 6 B73 3588 +0.2173/M73 388
Intensity Coverage: &0 % 11568.63 sE:83 | 14 A 5 802351 +0.0485%02 351
st s 1 R 1227 &7 1227 67 12 A 4 531.314 +00067531.314
33075 - b1 22- 11384025 | 13 I 3 40 277 400 277
14659 8 1465 8 14 E 2 347.193 347.1583
1540.83 1540.83 | 15 fif 1 218,15 -0.0037 218.15
1/ K ] TFE S ] 2 i (. [



Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FOR

Scannumber: 23303
Protein: B5U40430; ywych
Peptide Score:  59.59
Method: ITHS; CID; 3
¥Yzm Yim ¥iz ¥ia Yia Yis Yo Yim Yol ¥Ya® ya ya yx
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| 580.2017 | ey
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i f R ‘ ‘ ‘ ‘ 1626.67 17089 i
- : |||| ||I |||l|| : || ; | ; : | : ; ; | : I”l ; l II |!|| || Illl Il |IIII :I - |Ii| : ||II L II -_I:i
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m/z [amu] )
£
hass: 240413215 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, oB.02874015 1 G 22
Fetentiontitme: Systerm.Callections. 145 0807688 2 5 21 2358132580048 2358 132895945
euie 25 o8 e] 21600788230 3 A 20 22659 1008712 2260 1008712
Mass Error [ppm]:.  -0.29085
e T +0.1305525  330.14080584 4 N 19 2198.0637574 10099.5355160 +0.4672507
Precursor Type: P LILTI TET 6Tl 5 5 18 20840208205 1042 5140532 +0.2004575
444 18373728 6 o 17 2026.9993662 2026 99938652
REB.226668473 7 I 16 1969 9770025 G5 492580458 -0.0452018
TO5. 26208398 8 i 15 1855.934975 G285 4711257a +0. 0639685
S52.330477587 O F 14 17088905758 +0.1575531 554 05342674 +0.1630285
G389 3625068258 10 5 13 1561.8311a15 15678315159
102635945347 11 5 12 14747997335 73700320408 +0.348443
11554371278 12 E 11 1387.7a67105]1 138 raal a5
general information
. 1254 5055417 13 W 10 1258.724512 020 56580422 +0.3178385
Annotation: 15 aof 23
ArminohAcds Coverag 65 % 1369 5324847 14 O 9 1159 6560981 580 33168727 +0.366738
Intensity Coverage: 36 % 1456.5645131 15 5 5 1044 829755 22 B1E21575 +0.315954085
Protein L lisation: 548 ... 570
SRR 1513.5859760 16 G 7 |057.50712662 957 59712662
+0.3954408 1826 6700409 17 | B SO0 5756520 Qo0 5758620
1730.75470458 15 I 5 F7B7. 407558472 384 24043760 +0.2642342
1826 78681332 19 5 4 674 40753494 +0. 145904485 G744 407534594
1680 540945758 20 Y 3 BBT.A7S50653 +0.07113343 BT 37550655
21029335258 21 | 2 424 31217799 +0 1223923 424 31217799
2250 034583658 22 1T 311.228117401 311.22811401
R n TERE 127NN 08 TEE 12FNN2AAE




Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FOR

Scannumber; 24865
Protein: B5U20070; apul; wtfil
Peptide Score: 152.09
Method: ITWS; CID: 3
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I T~ | ba g7o404 | 9665255 | - e
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. 422.2453 s7eazey | Cooie ¥= 1 ys | Db mis i
& ne.1812 bs | bs Ih BRE i | (@ o | in
: ba | 396.2241 | 509.3082 5555_;02 | | ‘ 107,757 | 1284778 bie -
| 282.1401 | [ ] | {4 ‘ ‘ | I ; 5 5 1479.505 I
D_Illlllilll:illlllllllIIIIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIII II|I|III|III|III IIIIII|IIIIII|IIIIII|I|I|IIIIIIIIIIIIIIIIII‘IIIIlIIIIiIIIIIIIIIIIIIIIlIIIIIIIIiIIIIIIIIIIIIIII_
300 400 00 GO0 o0 coo 00 1000 1100 1200 1300 1400 1500 1600
m/z [amu]
hass: 1624.90333 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz Systerm.Collections,
Charge: System.Caollections, oB.02874015 1 G 16
Retentiontime: System.Collections. 129.065853588 2 A 15 1568 8893997 1568 8893957
atOte TR0 A0 22611861783 3 P 14 1457.852286 740425781271 +0.211149
Mass Error [ppm]:. -0.15576
FEF- 1 0535E-149 +0. 1494082 283, 14008155 4 o 13 1400 7995221 1400.789522 1
Precursor Type: MULTI -0.0976952 206 22474553 & I 12 1343.7780584 -0,0092 596 1343, 77E05E4
-0.0171325 509 308208951 6 I 11T 123069359944 +0. 17124021 1230.65939544
+0.0457599] SDn 34023792 7 5 10 11176099304 400772034 1117. 6099304
+0 0353875 @GE3I. 37226633 B 5 8 1030577902 +0.1354769 1030 577902
general information FE4.47994457 O T 8 043 3458730 +0.03335 043 5458736
Annotation: 14 of 17 +0. 09383068  B9Y 50400879 10 I 7 B42 49819513 +0.10958981 B42 495819513
AminoAdds Coverag 82 % +0.1144755 084 53650372 11 5 5 72041413115 +0.0524826 720.41413115
Intensity Coverage: 65X
Protein Localication: 161 . 177 +0. 07170335 10E 58880 Y| 12 F 5 64238210274 +0.0378802 042 38210274
+0. 06855603 1194 672865 13 I 4 545 32033880 H45 32033880
+0. 09435893 1307.756925 14 I 3 432 24527491 |+0.2126719 432 245274581
+0.0834047 Tagd. TEEIE2T| 15 o 2 31918127093 +0.16947165 319.76121053
+0.04061715% 1479 8053358 16 O 1 262.1397472 262 1397472
17 K 0 147 112804717 T4 11280417
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Source:

20120521 _WR_Bsu_TriplkeSILAZrep] _L2ESLS_OG_FOR

Scannumber: 9261
Protein: BSUQSE4D; wdgd
Peptide Score: 9552
Method: ITHS; CID; 2
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100 200 300 400 S00 GO0 yoa 00 a0 1000 1100
msZ [amu |
[ ] =
hass: 1308.71363 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
Charge: Systern.Collections. 138. 066 138. 086 1 H 10
Fetentiontitme: Systern.Collections. -0.0al4 251.15 -0.0574 251.15 2 I o 11768.89 SEE.H4E +0.3617:
IIEDIEE e i?;?gg 338 182 g88 102 | = 3 g 106835 532 306 +0.2601
ass Error [ppm]: :
PEF 0000S2=45 404 253 404 253 4 E Tt (5 TR Ore.5r2
Precursor Type: MLLTI LA R AR e 5 E B B20.471 +0.35045520.471
general information +0. 10401376, 196 51,385 6 ] 5 691.429 +0.3155309171.42%
Annotation: Sof 11 +0.450984717.714 H22.422 7 A 4. 156337 oS
Arninofcids Coverag 32 %
Intensity Coverage: : a0 % -0.274 489 228 +0.2226B37 449 8 ] 3 492 333 492 333
Protein Localisation: 35 ... 45 -0 1292 52577 +0.144931050 .53 = I 2 377.308 -0.0093 377.306
+0.4587 582312 Tlas. 621 10 I 1 264 222 +0.139572804 222
11 K ] 151 138 -0 08G54 151 138



Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FOF
Scannurmber: 15013
Protein: B5UT15E0; wibl
Peptide Score: 111.8F
Method: IThS; CID; 2
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o
hass: 1473.78254 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
Charge: System.Caollections, 98.06004 1 P 12
Retentiontime: Systermn.Collections, -0.057138] -0.00%4 2171.1441 2 | 11 [T385.F51 693 3794 4011685
iﬂ“""f:E e 1&‘}-?31523 +0.032538 358.2125 3 F 10 1272.667 +0.363240 6368373 +0.291930
ass Error [ppm]: -0,
FEF- 000075642 455 2653 g F 8 1125.599 40276023 563 3031 +0.163609
Precursor Type: MLLTI 242 2073 o & 8 10Z28.546 +0.150841 514.7767 +0.171802
657 3243 =] O Fo941.5742 +0.28201595417.5742
general information +0.0961590 770 4083 £ I b BZ20.4872 +0.221804 413.7473 -0.120367
Annotation: 100f13 B71.458 = T 5 7134032 +0.74931712 357 2052 +0.077549
i’:;':;i‘{ﬁif:;fg fe +0.349067 1000.495 O E 4 612.3555 13555
Protein Localisation: 36 ... 458 1101.546 10 T 3 4583 3125 4583.3129
Y a8s 11 b, 2 382.265%2 +0.197207 382.2652
1328.684 12 F. 1. (311:2281 [+0.15860513771.2281
T4 K [ A B it | e L



Source:

Scannumber:  TEF1E

Protein: B5UT2730; quel; ykok
Peptide Score:  140.74

Method: IThS; CID; 2

20120521 _WR_Bsu_TriplkeSILAlrep] _L2ESLS_OG_FOF
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=
hass: 230%.1107% Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz Systerm.Collections,
Targe o P | e e 145.043 1458.043 1 M 18
Eetentiontirme: Systern.Collections. -0, 1342 201, 127 {-0,1432 1261.127F | -2 I 1 @ECE] 1086.05 +0.3133!
SEoie Tl 348.150 +0 03184348 150 3 g 16 205802 1025 51 +0.2506!
Mass Error [ppm].  -1.8386
e Ty 476.217 +0.1310876.217 4 Q 15 1970.95 085,006 +0.1526'
Precursor Type: MULTI BE5.30T1T +0.1680385859.301 5 I 14 1842.593 G527.967 +0.0436¢
7 o2 365 ¥ R ] by 13 1725984 -0.1315 8565425 +0.2477.
-0.0219 425212 =459.418 7 P 12 1566.78 -0.02 783,893 +0.20308
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Iehisity overage, 1000 1573.75 157575 | 13 v 6 00Z 46 008, 46
Protein Localisation: 1 ...19
1660.78 1aad.78 14 1 5 745 397 745 397
FE07.85 18085 135 F 4. 1658:365 B58.365
1536 85 1536.8% 1§ E 3 I5V)267 S11.287
20459 97 2045997 17 | 2 382.254 +0. 1220482.254
2164 .02 2168402 185 M 1 26917 265917
15 K ] TRRENRER TES-TE



Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FOF

Scannumber; 13330
Protein: bfcB; BSUZ22550; qorB
Peptide Score:  161.82
Method: ITWS; CID: 3
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M I: [ I a1l |&JELA]T P | | G| T}@ I b I K
h! hl- h! hl h? hl h. hll hl! bl! hll- hl! bll
=3 E
1 biz-H:z0 I
: 1186.692 Y1z .
o] {1227.604 R,
2 NH: ’ i
1 1010.588 viz-NHz i
. ; 1210.668 .
o D_- ol i‘l"“ -—§
g ] 955.5;??5 1?‘3:_".'515 | =]
S ' ¥ | j
S . e b1a-H:0 L 5
E o ¥s N:H 1346.768 —§ o
a i £32.3089 b Y- : 2 5 | -
> | 7 1138.631 | Vi R @.
e 1 ! 711.4036 & ! Fe i
=2 bs ! ; Vie e 1240.778 B
E =g ba 511.;;;25: e §19.9749 e . _§
| 393-2:393 hs—Mi-Iai 645.353 bx b | bis I
A h‘_"IHg +9+.29?3§ be | | 7824407 10935525 ‘,ru—”Ha 1591.905 |
" . ;ELE].;E: i 562.361 | hr—Hzﬂ bs bi1-+Hz0 1;3;.?_5255 bi1s-Hz0 [ n
&4 vz—MNHz ".H_j i - bl | BB3.4884 I st ||| Ex| 1573.69% e
L HERER) ] ATRINRY T ' , ' v O bz bis—Hz0 _ I
1 270812 R (N : ‘ ‘ | : H ; ‘ ‘ L r2ez 1474.526 i ;
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m/z [amu] )
5
hass: 173700347 &odalton frass =1 Lodalton Frass Ao dalton Fnass
iz System.Collections,
Charge: System.Caollections, 10007560038 1 Y 16
Retentiontime: Systerm.Collections. a8y 5411 & i 15 1638.9424598 B19 97488721 -0.2118257
Belbe: teliged] +0.0287425 270.18121809 3 | 14 1581.9210342 1581.9210342
Mass Error [ppm].  -0.093087
FEF- 7 CES3E-76 -0.004260% 398.2397956 4 ] 13 1468 8369702 1468 8309702
Precursor Type: MULTI +0. 1310965 Sl SR aENE| o I 12 1340, 77830927 +0.2220055 1340, 7783927
+ 0 0800056 582 36097337 6 A 11 1227 6943288 +0.0723949 1227 6943288
+0.203354 F11.4035060480 7 E 10 | FESe 6525 [£00626337F 115685,215
+0. 1340878 TEZ 44065025 & A 8 M027.67146219 +0.0651877 1027 61462159
general information +0. 0738385 HEZ 4B8EILEFZ D T 8 9L L77L0808 +0.05058602 G50 57750808
Annotation: 14 of 17 GED. 54172258 10 F 7 |BS5 52982941 B55 529829461
AminoAcids Coverag 82 X +0.1398281  1093.6251866 11 | 5§ 75847706575 75E.47706576
Intensity Coverage: 538X
T e T LY ) +0. 2072534 12067092505 12 I 5 64539300178 +0.0057409 645 39300178
+0.226317 B arn g M i ) B o 4 532 A0BLIVE 400808752 232, 3080378
1364 7783927 14 iR 3 47528747407 +0.1531082 475 28747407
14592 85369702 15 i 2 3742397956 374 2397956
+0. 10471373 1597.9053842 16 W 1 246 181218059 240 18121809
17 K ] 147 11280417 52 e R 3



Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_QG_FOF
Scannumber; 2500
Protein: BsUQ2240; catE; wfiE
Peptide Score:  102.9
Method: ITWS; CID: 3
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_OG_FO2

Scannumber; 23798
Protein: BSUZ22040; wsxA
Peptide Score:  £9.93
Method: ITWS; CID: 3
Yir Wim W17 ¥ia Yia Y¥is ¥r ¥m ¥7 ¥a ¥3 ¥a ¥z Yar—
"-.-"GI.E.IE NII .ﬂ.IN HIE IIII.ﬂ. [ IIIIHITIGITH_
ba ba? be? b bis bia
ﬁ_ i —
=) -2
] yistt W7 | O
o | B27.501 792.524 ;
S — :
. vn I [mn]
7 . 805,608 =
_ yiatt | 5
E = 791.9825 i R
= J
m -
- -2 5
= i o =
¥es i =+
E iy 6794399 g
-1 4 | [ B 0
Fa E : Vo ;
5] ! it frams V19T - &
@ _ ] o bs-MHz | moont || TRUAM -9
or F- 208.2071 SE7.277 LIAE +E Bi"' i
- i e B1.q545] YIE
[ | | 1005586 i
. bet e 1':5 s 5| bz
1 202.6546 s s o 1322691 R
=1 | {: g [ ]
= b by bi11-NMNH:z =
] ¥z=—NHz | 235?.1;59 |453.725 ‘ 1131.543 b1z-HH: Biis [
| 2as.158 || i | | ‘ ‘ ‘ i 1215.664) 1445.775 o
S ,IIIHJI, 0 T T O 0
200 400 GO0 200 1000 1200 1400 1600 1800
m/z [amu] )
=
hass: 2236.25046 Lodalton frass Ao dalton FMass SEQ A dalton Frass & dalton FMass
iz Systerm.Collections,
g System.Collections. YOG ST T TS T 1 W 20
Eetentiontime: Systerm.Callections. 1570872 157.0872 2 o 19 [&1T38. 223 2138 823
Belbe: s Sk T 2281343 2281343 3 A 18 2081.202 1047.104 +0.47580]
Mass Error [ppm].  -1.6388
PEF- 0005459 3571769 -0.0858558 357.17a6%9 4 E 17 2010.1a4 1005 588 -0.080858
Precursor Type: %0 471.21598 471.2188 5 M g7 |[Teag ). Fdd 841.08045 -0.195486
-0.444017 252.6558 584.3039 5] I 15 |1767.075 B584.0431 +0.036203
0855341 655341 o A 14 1653.995% B27.501 +0.347541
FR9 3839 TB9. 3839 o] M 13 |1582.958 F91.9825 +0.016103
+0.332759453. 725 Q06 4428 =] H 12 | 1488:815 14658.915
1035 485 1035.485 10 E 111 (1331 .B56 133 7. 850
) ) 1148.56% 1145.56% 11 | I B R T 12028713
general information
s & of 31 1281.654 1261.654 12 | 8 |1089.7259 10858.729
Arminofcids Coverag 76 % 1332.081 +0.074252 1332.69] 13 A 8 97068451 +0.211358 976.645]7
Intensity Coverage: 40 % 1445775 +0.328445 1445775 14 | 7 805608 +0.111936 905 608
Protein Localisation: 26 .. 46
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_OG_FO2

Scannurmber:  ESE0

Protein: B5UQLZ2F0; wdzF
Peptide Score: 13829

Method: IThS; CID; 2
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS_OG_FO2

Scannumber: Fr41a

Protein: blItR; bror2R; brntR; BSUZESE0
Peptide Score:  100.28

Method: IThS; CID; 2
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12659 55970743 11 E. 2 408 28087786 408. 280877860
1306.8498382 12 F 1 |252.17976a684 -Q0.0337707 252. 178970684
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Source:

20120521 _WR_Bsu_TripleSILAZrep] _L2ESLS_OG_FOA

Scannumber; 11188
Protein: B5U34360; ywaF
Peptide Score:  10G5.RE
Method: ITWS; CID: 3
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Source:

20120521 _WR_Bsu_TripleSILAZrep] _L2ESLS_QG_F10

Scannumber: 10145
Protein: BSUZE0ED; wabM: BSUT 2EED; =kdM
Peptide Score: 9219
Method: ITHS; CID; 2
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS QG _F10
Scannumber: 12623

Protein: B5UTEEF0; wrntl
Peptide Score: 84 .61
Mzthod: ITHS; IO 3
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Source:

Scannumber: 18438
Protein: BSUZ2E20; w=l
Peptide Score:  138.98
Method: IThS; CID; 2
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS QG _F10
Scannumber: 13004

Protein: BSUOES900; cot]B
Peptide Score: 13251
Method: ITHS; CID; 2
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS QG F11

Scannumber; 18774
Protein: B5UQOT 60; waaH
Peptide Score: 13586
Method: ITWS; CID: 3
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Saurce: 20120521 _WE_Bzu_TripleSILACrep] _L2ESLS QG F11

Scannumber: 21842
Protein: B5SUZ20E20; woql
Peptide Score: F2.62
Method: ITHS; CID; 2
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Source:

Scannumber:

Protein:

Peptide Score:

Method:
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Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS QDG _F12
Scannumber:  1EOOE

Protein: B5UOQT 7 20; wbbE
Peptide Score: 111.8F
Mzthod: ITHS; IO 3
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Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS QDG _F12
Scannumber: 203215
Protein: atpB; BSU3EEF0
Peptide Score: 1441
Method: ITHS; CID; 2
Y1 Y¥im Yo ¥ ¥Wa ¥a ¥a ¥=
I o o
I e £ B R 'P I I P LFE M PomM oK
bz b= ba ba b2 be be bin bz
=8 :
: yii<t ™
= 6B4 . BEB4 7
D_ -
] ¥s I
& o 659.2346
Q@ ' |
= - yrot b1+ =
E i 4522315 5 S =
g i [ Vi nz"'i i =
& b2+ 62B.3427 | bis _—
4 @ i e | 744 4039 g
E 1 Ve hs—leQ i N,
'ﬁ . vz 52?.;2:}9 E
_ 379.0875 bs Va 624 8259 | 1135.56 "
1 : 38z HﬂE' 512.2092 |hef* o
4 i I:“;z'i' | 568.2829 E qan3 4558 hB—H:;D 5
= || hﬂ“’ ' : 1117.55 |
o i TDS:P-: 454, ?EEE b= b -
i ¥s 9EE.5251 P
[ : Yo bio
| ‘ ‘ H T 1098.57F | 1248.545 i
D_IIIIIIIIIIIIIIIIII|IIIIIIII|IIIIIII|IIII IIIIIIIIIIIIII IIIIIIIIIIIIIIIIIII rTrrrrrriri rrrrrrrrori IIIIIIIIIIII‘III;II;IIIIII IIIIlIIIII IIIIIIIIIIIII_D
200 300 400 00 GO0 Fon a0 900 1000 1100 1 EDD 1 3|:I|:I 1400
m/z [amu] )
=
hass: 163783035 Hodalton mass Aodalton mass A dalton Fnass =1 fodalton mass A dalton mass
iz System.Collections,
Charge: Systern.Collections. 1160.054 11a.034 1 ] 12
Eetentiontitme: System.Collections. 00232 2790958 +0 11797279.008 2 b Bl [y s 135185
L T 1103 302 182 +0.0748602 182 3 | 10 136875 684 BBS +0 26008
Mass Error [ppm].  -0.34722
FEF- 5 37E2E-0& 545 2583 545 283 4 E. g 125588 B28. 343 +0.31750¢
Precursor Type: MLLTI 045 335 Bd5 335 5 P g 1099 58 -0.3576 10898 58
+0.258971 372.708 +0.16165%44 404 & W T o 52 1002 .52
general information +0. 1852742 17.232 H541.457 7 F B 903 4565 +0.13587/452.232 +0.0227:
Annatation: 110f13 +0.3045814594 768 -0 2981 958 525 8 F 5 808 403 -0.247 B06.403
SIINBA LS LOUERdY 05 % +0.06762568.284 -0.1012 113556 O M 4 655,335 +0.09033650.335
Intensity Cowverage: 59%
Protein Localisation: 142 .. 155 +0.3931 %24 820 +0. 25038124884 10 I 3 512.299 +0 33004512 299
1345.7 1345.7 11 ¢ 2 39921715 4002427559215
-0.40071 748 87 1492.73 12 M RO L L T Fa 2. 162
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Saurce: 201 20521 _WE_Bzu_TripleSILACrep] _L2ESLS QDG _F12
Scannumber: Fo40
Protein: B5U3EEA0; we o
Peptide Score: 9412
Method: ITHS; CID; 2
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Source:

Scannumber:

Protein:

Peptide Score:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO3
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154 .36

Method: ITHS; CID; 2
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Source:

207120521 2_VE_B=su_TripleSILACrep] _pL2ESLS_FO4

Scannumber: 2C2E
Protein: BsU3a700; ES3G; idh; iald
Peptide Score: 134 .56
Method: ITHS; CID; 2
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