Supplementary Figure 1.
Protein band 4 (-Mn): PilC2

Variable modifications:
Cleavage by Trypsin:
Sequence Coverage: 22%
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Monoisotopic mass of neutra
Ions Score: 40 Expect: 1.8
Matches (Bold Red):

1 peptide Mr(cale):

940.4654

16/72 fragment ions using 42 most intense peaks

SDLSEEDVIS
LNXRSDGSGS
TRILGINIED
KGGKIVCPNG
ARNNRCESGK

cuts C-term side of KR unless next residue is P
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Monoisotopic mass of neutral peptide Mr(calc): 936.4916

Ions Score: 52 Expect: 0.02

Matches (Bold Red):

9

11/68 fragment ions using 18 most intense peaks

# b b B0 | B Seq| v | v | vt | v | 30 | O
1| 58.0287| 29.5180 G 9
2|129.0659| 65.0366 A |880.4775|440.7424(863.4509|432.2291 862 4669 |431.7371|8
3|292.1292|146.5682 Y [809.4403|405.2238|792.4138(396.7105|791.4298|396.2185|7
4|363.1663|182.0868 A |646.3770(323.6921|629.3505|315.1789|628.3665|314.6869 |6
5|476.2504|238.6288 L 3399|288.1736|558.3134|279.6603 |557.3293 (279.1683 |5
6|5 296.1423|573.2667|287.1370| D |462.2558|231.6316(445.2293|223.1183|444.2453|222.6263 |4
7|704.3614{352.6843|686.3508|343.6790| L |(347.2289(174.1181|330.2023|165.6048|329.2183|165.1128|3
8|791.3934|396.2003|773.3828|387.1951| S |234.1448|117.5761|217.1183|109.0628|216.1343|108.5708 |2
9 K |147.1128| 74.0600|130.0863| 65.5468 1
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Monoisotopic mass of neutral peptide Mr(calc): 272.5141
Ions Score: 50 Expect: 0.12
Matches (Bold Red): 13/62 fragment ions using 19 most intense peaks
# b b b* b= b° b [Seq.| ¥ v v v Y y |
1{114.0913 493 I 8
2|201.1234(101.0653 183.1128| 92.0600| S |860.4373(430.7223|843.4108(422.2090|842.4268(421.7170|7
3]314.2074|157.6074 296.1969|148.6021| L |773.4053|387.2063|756.3787|378.6930 6
4|371.2289(186.1181 353.2183|177.1128| G |660.3212(330.6643|643.2947(322.1510 5
5|485.2718|243.1395|468.2453|234.6263 |467.2613|234.1343| N |603.2998/302.1535|586.2732|293.6402 4
6|671.3511|336.1792|654.3246|327.6659|653.3406(327.1739| W |489.2568|245.1321 2303|236.6188 3
71799.4097|400.2085|782.3832|391.6952|781.3991/|391.2032 Q |303.1 152.0924/286.1510 2
8 R [175.1190| 88.0631|158.0924| 79.5498 1
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R R R Monoisotopic mass of neutral peptide Mr(calc): 1081.5557
Monoisotopic mass of neutral peptide Mr(calc): 1072.5764 Tons Score: 72 Expect: 0.00025
Ions Score: 3¢ Expect: 7.1 ) Matches (Bold Red): 13/72 fragment ions using 17 most intense peaks
Matches (Bold Red): 12/92 fragment ions using 27 most intense peaks
++ 0 0++ ++ £ ++ 0+
[ b b B0 B Seq.| v o - = 0 o [z #| b b b b Seq.| ¥ ¥ ¥ ¥ y° ¥ #
4071 25 '
1| 58.0287] 20.5180 G 11 1/164.0706] 82.5389 ¥
2[115.0502| 38.0287 G (10165623 |508.7848 999 5357(500.2715(998 5517[499.7795 10 2|221.0921]111.0497 G |919.4996|460.2534|902.4730|451.7402/901 4890
3[228.1343[114.5708 L | 959.5408[480.2740(942.5142[471.7608 |941.5302[471.2687 9 3|320.1605|160.5839 V_[862.4781|431.7427845.4516|423.2294|844.4676 -
4[315.1663[158.0868(297.1557(149.0815| S | 846.4367|423.7320(829.4302[415.2187 (328 4462 414.7267| 8 4]435.1874)218.0974/417.1769[209.0021] D |763.4097|382 2085|746.3832{373 6052|745 3991
5/402.1983(201.6028[384.1878(192.5075| S | 759.4247[380.2160(742.3981(371.7027(741.4141 3712107 7 5]492.2089|246.6081)474.1983|237.6028| G |648.3828|324.6950631.3562|316.1817
6[499.2511(250.1292(481.2405|241.1239 P | 672.3927(336.7000|655.3661328.1867|654.3821|327.6947| 6 6]549.2304|275.1188|531 2198|266.1135| G |591.3613|296.1843|574.3348|287.6710
7[600.2088(300.6530(552.2882(291.6477) T | 575.3399288.1736/558.3134|279.6603|557.3293[279.1683 5 7|696.2988|348.6530|678.2882|339.6477) F |534.3398|267.6736|517.3133/259.1603
8/713.3828(357.1951(695 3723(348.1898 | L | 474.2922(237.6498(437 2657|229 1365|436 2817|228 6445 4 8|795.3672|398.1872|777.3566|389.1819| V |387.2714]194.1394/370.2449/185.6261
9(812.4512|406.7293794.4407(397.7240| V | 361.2082|181.1077|344.1816(172.5944 343.1976|172.1024 3 9]908.4512/454.7293890.4407|445.7240| L |288.2030|144.6051|271.1765136.0919
10/927.4782(464.2427(909 4676|455.2374| D | 262.1397|131.5735245.1132|123.0602|244.1292{122 5682 2 10 R |175.1190] 88.0631|158.0924| 79.5498
11 K | 147.1128| 74.0600(130.0863| 655468 1
3 : CONE 58 % 7 ERR ‘ il
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[ 72 7, 7 ;
1(;0 j 20‘0 " 3(;0 j 4(;0 j 560 j 64;0 j 7(;0 ' 360 j 960 j 10‘00 Monoisotopic mass of neutral peptide Mr(calc): 1175.5306
Ions Score: 20 Expect: 0.00017
Matches (Bold Red): 14/106 fragment ions using 21 most intense peaks
Monoisotopic mass of neutral peptide Mr(calc): 1133.35029
Ions Score: 34 Expect: 6.7
Matches (Bold Red): 11/76 fragment ions using 14 most intense peaks # b b b* b b? b |Seq. ¥ yH' ¥* y*H' y° yo'H'
1| 116.0342| 585207 98.0237| 495155 D
#l b b L L b0 [Seq.| ¥ ¥ A I O S I i 2[ 229.1183115.0628 211.1077|106.0575| 1 |1061.5109|5312591|10444844(522.7458 1043 5004|522 2538
1/164.0706| 82.5389 Y 9 3| 358.1609(179.5841 340.1503|170.5788| E | 948.4269474.7171| 9314003 4662038 930.4163|465.7118| 9
2|327.1339|164.0706 Y [971.4469|486.2271|954.4203|477.7138953.4363|477.2218|8 4| 415.1823|208.0948 397.1718|199.0895| G | 819.3843410.1958| 802.3577|401.6825| 801.3737|401.1905 8
3|384.1554{192.5813 G 808.3836|404.6954/791.3570|396.1821|790.3730|395.6901|7 5| 5292253|265.1163| 512.1987|256.6030| 511.2147|256.1110) N | 762.3628|381.6850| 745.3363(373.1718| 744.3523(372.6798| 7
4]498.1983|249.6028|481.1718|241.0895 N |751.3621|376.1847|734.3355(367.6714|733.3515{367.1794|6 6| 644.2522(322.6297| 627.2257|314.1165| 626.2416/313.6245| D | 648.3199|324.6636| 631.2933|316.1503| 630.3093315.6583| 6
5/613.2253|307.1163 | 596.1987|298.6030(595.2147|298.1110| D |637.3192|319.1632|620.2926|310.6499|619.3086{310.1579|5 7| 731.2842(366.1458| 714.2577|357.6325| 713.2737(357.1405| S | 533.2930|267.1501| 516.2664 258 6368| 515.2824/258.1448| 5
6/728.2522|364.6297|711.2257|356.1165|710.2416|355.6245| D |522.2922|261.6498|505.2657 |253.1365 | 504.2817|252.6445 |4 8| 846.3112[423.6502| $20.2846(415.1460| $28.3006(414.6539 D | 446.2609(223 6341 420.2344(215.1208 428.2504[214.6288| 4
7(841.3363[421.1718[824 3007[412.6585(823 3257 [412.1665| T [407.2653|204 1363(390 2387[195 6230 3 9| 950.3952(480.2013| 942.3687(471.6880( 941.3847[471.1960 L | 331.2340166.1206| 3142074]157.6074 3
8(988.4047(494.7060(971.3781(486.1927(970.3941 [485.7007| F [294.1812[147.5942(277.1547[139.0810 2 101030 4324/515.7198 1013 4058507 20651012 4218[506 7145| A | 218.1499|109 5786 201.1234]101.0653 2
9 K |147.1128| 74.0600(130.0863| 653468 1 11 K | 147.1128] 74.0600| 130.0863| 655468 1
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Ions Score:
Matches (Bold Red):

Monoisotopic mass of neutral peptide Mr(calc):
6¢ Expect: 0.0067
17/94 fragment ions using 24 mOST intense peaks
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Ions Score:
Matches (Bold Red):

48

Monoisotopic mass of neutral peptide Mr(calc):
Expect: 0.28
8/92 fragment ions using 13 most intense peaks

1180.5764

# b 1 5ad b* b bo bO'H- Seq. Ead * at 0 #
1] 1000757 505415 :l : . : : . = 11 Bl b i L e I BT [Seq] ¥ il EA It O o I il
2| 187.1077| 94.0575 169.0972| 85.0522| S |1081.5160|541.2617|1064.4895|532.7484|1063.5055|532.2564|10 1| 1480757| 74.5415 F 10
3| 244.1202[122 5652 226.1186[113.5629| G | 994.4840(497.7436| 977.4575(489.2324 976.4734488.7404[ 9 2| 235.1077|118 0575 217.0972/109.0522] § |1034.5153|517.7613|1017.4888|509.2480]1016.5047| 5087560 9
4| 391.1976|196 1024 373.1870[187.0972| F | 937.4625(469.2349| 9204360[460.7216] 919.4520(4602296| 8 3| 382.1761]191 5917 364.1656|182.5864| F | 947.4833|474.2453| 930.4567|465.7320| 929.4727)465.2400| 8
5[ 5062245253 6159 488.2140(224.6106] D | 790.3941395.7007| 773 3676|387 1874] 772.3836|386.6954| 7 4/ 497.2031[249.1052 479.1925(240.0999| D | 800.4149(400.7111] 783.3883(392.1978| 782.4043(391.7058 7
6| 60727221304 1307 58926171295 1345 T | 675.3672]338 1872| 6583406/320.6740] 6573566/329.1819] 6 5| 6112460(306.1266| 5942195(297.6134| 593 2354[207 1214 N | 685.3879(343.1976 668 3614334.6843| 667.3774[334.1923 6
7] 6783003339 6583 6602088 330.6530] A | 574.3105(287 6634| 5572930279 1501| 55630891278 6581 5 6| 708.2988|354.6330| 691.2722(346.1397| 690.2882|343.6477) P | 571.3450|286.1761| 554.3184|277.6629| 553.3344|277.1709| 5
8| 807.3519/404.1796 789.3414/395.1743| E | 503.2824/252.1448| 486.2558(243.6316| 485.2718(243.1395| 4 7| 823.3257|412.1665| 806.2992(403.6532| 805.3151(403.1612| D .2922|237.6498| 457.2657/|229.1365| 456.2817(228.6445| 4
9| 920.4360/460.7216 902.4254/451.7164| L | 374.2398/187.6235| 357.2132/179.1103 3 8| 936.4098|468.7085| 919.3832|460.1953| 918.3992|459.7032| L | 359.2653|180.1363| 342.2387|171.6230 3
10(1034.4789(517.7431|1017.4524|509.2298|1016.4684|508.7378| N | 261.1557|131.0815| 244.1292|122.5682 2 9[1035.4782{518.2427(1018.4516|509.7295|1017.4676(509.2374| V | 246.1812|123.5942| 229.1547|115.0810 2
11 K | 147.1128| 74.0600| 130.0863| 65.5468 1 10 K | 147.1128| 74.0600| 130.0863| 65.5468 1
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Monoisotopic mass of neutral peptide Mr(calc): 1231.6237 Monoisotopic mass of neutral peptide Mr(calc): 1232.6765
Ions Score: 53 Expect: 0.084 Ions Score: 42 Expect: 0.24
Matches (Bold Red): 18/8& fragment ions using 48 most intense peaks Matches (Bold Red): 19/100 fragment ions using 37 most intense peaks
# b b b0 O Seq. ¥ yH' a y*H yo yo-H- # # b [ Sad b* bt »° o Segq. v yH v Y*H y“ ym+ #
1| 164.0706| 82.5389 Y 12 1| 114.0913| 57.5493 L 12
2| 23510 18.0375 A |1069.5 535.2875/1052.5411(526.7742|1051.5571|526.2822|11 2| 171.1128| 86.0600 G [1120.5997|560.8035(1103.5732552.2902|1102.5891|551.7982 |11
3| 306.1448(153.5761 A | 998.5306|499.7689| 981.5040|491.2556| 980.5200490.7636|10 3| 334.1761|167.5917 Y |1063.5782(532.2928|1046.5517|523.7795|1045.5677|523.2875|10
4| 453.2132(227.1103 F | 927.4934|464.2504| 910.4669|455.7371| 909.4829(455.2451| 9 4| 435.2238(218.1155 417.2132|209.1103| T | 900.5149|450.7611| 883.4884|442.2478| 882.5043|441.7558| 9
5| 566.2973/283.6523 L | 780.4250|390.7162| 763.3985(382.2029| 762.4145|381.7109| 8 5| 534.2922(267.6498 516.2817(258.6445| V | 799.4672(400.2373| 782.4407|391.7240| 781.4567|391.2320| 8
6| 637.3344/319.1709 A | 667.3410|334.1741| 650.3144/325.6608| 649.3304|325.1688| 7 6| 591.3137|296.1605 573.3031(287.1552| G | 700.3988(350.7030| 683.3723|342.1898| 682.3883|341.6978| 7
7| 724.3665|362.6869| 706.3559|353.6816| S | 596.3039|298.6556| 579.2773|290.1423| 578.2933|289.6503| 6 7| 692.3614/346.6843 674.3508|337.6790| T | 643.3774|322.1923| 626.3508|313.6790| 625.3668|313.1870| 6
8| 781.3879|391.1976| 763.3774|382.1923| G | 509.2718|255.1396| 492.2453|246.6263 5 8| 789.4141]395.2107 771.4036|386.2054| P | 542.3297|271.6685| 525.3031|263.1552 5
9| 944.4512|472.7293| 926.4407/463.7240| Y | 452.2504|226.6288| 435.2238/218.1155 4 9| 917.4727|459.2400| 900.4462|450.7267| 899.4621|450.2347| Q | 445.2769(223.1421| 428.2504/|214.6288 4
10(1015.4884(508.2478| 997.4778|499.2425| A | 289.1870|145.0972| 272.1605/136.5839 3 10(1030.5568|515.7820|1013.5302|507.2688|1012.5462|506.7767| I | 317.2183|159.1128| 300.1918|150.5995 3
11/1086.5255(543.7664|1068.5149|534.7611| A | 218.1499(109.5786| 201.1234|101.0653 2 11|1087.5782|544.2928|1070.5517|535.7795|1069.5677|535.2875| G | 204.1343/102.5708| 187.1077| 94.0575 2
12 K | 147.1128| 74.0600| 130.0863| 65.5468 1 12 K | 147.1128| 74.0600| 130.0863| 65.5468 1
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Monoisotopic mass of neutral peptide Mr(calc): 1374.6489
Ions Score: 61 Expect: 0.012
Matches (Bold Red): 10/96 fragment ions using 15 most intense peaks

Monoisotopic mass of neutral peptide Mr(calc): 1352.6360
Ions Score: 43 Expect: 0.8¢
Matches (Bold Red): 20/106 fragment ions using 47 most intense peaks

PIREY e b | b | b | b [Seq| v I I R L R £ b b b* | bt | B b% [Seq| ¥ S AR N R N ) N S O o
1| 187.0866| 94.0469 W 1| 130.0499| 65.5286 112.0393| 56.5233| E
2| 316.1292/158.5682 208.1186/149.5629| E |1167.5640/584.2857/1150.5375(575.7724/1149.5535 2| 231.0975|116.0524 213.0870|107.0471| T |1246.6136|623.8105|1229.5871|615.2972|1228.6031|614.8052
3| 203.1612|202.0802 385.1506/193.0790| S |1038.5214|519.7644|1021.4949|511.2511|1020.5109 9 3| 332.1452[166.5763 314.1347(157.5710| T [1145.5660573.2866|1128.5394/564.7733[1127.5554564.2813
4| 531.2198/266.1135| 514.1932(257.6003| 513.2092(257.1082| Q | 951.4894|476.2483| 934.4629|467.7351| 933.4789 8 4| 403.1823|202.0948 385.1718|193.0895| A |1044.5183|522.7628|1027.4917|514.2495 o
5| 694.2831|347.6452| 677.2566(339.1319| 676.2726/338.6399| Y | 823.4308|4122191| 806.4043|403.7058| 8054203|403.2138| 7 5| 534.2228|267.6151 516.2123|258.6098| M | 973.4812|487.2442] 956.4546|478.7309 8
6| 808.3260|404.6667| 7912995|396.1534| 790.3155/395.6614| N | 660.3675(330.6874| 643.3410(322.1741| 642.3569(321.6821| 6 6| 605.2599|303.1336 587.2494|294.1283| A | 842.4407|421.7240] 825.4141|413.2107 7
7| 936.3846[468 6939 919.3581(460.1827| 918.3741(439.6907| Q | 546.3246(273.6659| 529.2080/265.1327| 528 31402646606 3 7| 768.3233|384.6653 750.3127|375.6600| Y | 771.4036|386.2054| 754.3770|377.6921 6
8[1023.4167(512.2120(1006.3901(303.6987(1005.4061|503.2067| S | 418.2660|209.6366| 401.2395(201.1234 400.2554(200.6314 4 8] 931.3866[466.1969 913.3760]457.1917| V | 608.3402|304.6738| 591.3137|296.1605 &l
9[1094.4538[547.7305|1077.4272(339.2172[ 1076 4432[538.7252| A | 331.2340]166.1206| 314.2074[157.6074 3 9|1044.4707|522.7390 1026.4601|513.7337) L | 445.2769|223.1421| 428.2504|214.6288 4
1011207 5378 160427261190 5113|395 7593 | 1189 5273 |595.2673] L | 260.1969|130.6021| 243 1703 122.0888 2 10(1158.5136/579.7604[1141.4870|571.2472[1140.5030|570.7551| N | 332.1928|166.6001| 315.1663 |158.0868 3
T K | 147.1128] 72.0600| 130.0863| 655468 1 11(1229.5507|615.2790(1212.5242|606.7657(1211.5401|606.2737| A | 218.1499|109.5786| 201.1234(101.0653 2
12 K | 147.1128) 74.0600| 130.0863 655468 1
é # b p b* b »? b+ Seq. ¥ ¥ v g W0 e
3 g 1] 129.1022| 65.0548| 112.0757| 56.5415 K 20
g 3 2| 230.1499(115.5786| 213.1234[107.0653| 212.1394[106.5733| T [1857.8137(929.4105|1840.7872(920.89721839.8032(920.4052 19
3 i 5 3| 345.1769(173.0021| 328.1503[164.5788| 327.1663[164.0868| D |1756.7661(875.8867|1739.7395(870.3734|1738.7555|869.8814[18
% 3 : 2 4] 460.2038(230.6055| 443.1773(222.0023| 442.1932(221.6003| D |1641.7391(821.3732|1624.7126(812.85991623.7285(812.3679[17
3 : § 5 g 5| 607.2722[304.1397| 590.2457(295.6265| 589.2617(205.1345| F [1526.7122(763.8597|1509.6836|753 3464|1508.7016|754.8544|16
g Rt g = 2 6| 704.3250[352.6661| 637.2084[344.1529| 636.3144[343.6608| P [1379.6438(690.3255|1362.6172(681.8122|1361.6332|6813202[15
g! < g . f g 3 g 7| 803.3034[402.2003| 786.3668(393.6871| 785.3828[303.1051| V' [1282.5910(641.79911263.5644(633.2859|1264.5804|632.7938 14
Al R P e s 8[ 904.4411[452.7242| 887.4145[444.2109| 886.4305[443.7189| T [1183.5226(592.2649|1166.4960(583.75171165.5120|583.2596 13
3 Sosie g : 2 9| 975.4782[488.2427| 958.4516(479.7295( 957.4676[479.2375| A [1082.4749(541.7411(1065.4483533.2278|1064.4643[532.7358 12
i il i 10(1090.5051545.7562(1073.4786537.2429(1072.4946536.7509 | D [1011.4378[506.2225| 994.4112[497.7003| 993.4272[497.2172[11
200 400 £00 800 1000 1200 11/1147.5266|574.2669|1130.5000 |565.7537|1129.5160|565.2617| G | 896.4108|448.7091| $79.3843|440.1958| 878.4003|439.7038|10
Monotsotopic mass of neatral peptide e (cale): 1584.5008 12[1262.5535(631.7804|1245.5270[623.2671[1244.5430[622.7751| D | 839.3894(420.1983 822.3628[411.6851 821.3788(411.1930] 9
Tons Score: €2 Expect: 0.0084 13[1333.5907|667.2090| 1316.5641|638.7857|1315.5801(638.2037| A | 724.3624|362.6849| 707.3359[354.1716 706.3519(353.6796| 8
Matehes (Sold Red): 31/222 fragment 0ns using €9 most intense peaks 14/1390.6121(695.8097|1373.5856|687.2064|1372.6016[686.8044| G | 653.3253|327.1663 636.2988(318.6530| 635.3148[318.1610] 7
15(1447.6336(724.3204|1430.6070[ 715.8072[1429.6230( 715.3151| G | 596.3039|298.6556| 579.2773(290.1423 578.2933|289.6503 6
16[1534.6656|767.8364|1517.6391(759.3232(1516.6350(758.8312| 8 | 539.2824[270.1448| 522.2538(261.6316 521.2718|261.1396| 5
17/1591.6871(796.3472(1574.6603 |787.8339 1573.6763|787.3419 G | 452.2304[226.6288| 435.2238[218.1155| 434.2398[217.6235] 4
18(1692.7348(346.8710(1675.7082 (838 3577 1674.7242(837.8657| T | 395.2280[198.1181| 378.2023[189.6048| 377.2183[189.1128 3
19/1839.8032(920.4052(1822.7766(911.89191821.7926/911.3999| F | 294.1812[147.5942| 277.1547[139.0810 2
20 K | 147.1128] 74.0600| 130.0863| 63.5468 1




Protein band 6 (-Mn): Elongation Factor Tu

Variable modifications: Carbamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Score: 1327

M,: 42926

Sequenc

e Coverage:

60%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351

MAXEKFERSK
DNAPEEKARG
GAILVCSAAD
EMEIRDLLSS
PTPERAVDKP
TQRTTCTGVE
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VMPGENVTIT

PHVNVGTIGH
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YDFPGDDCPI
FLLPIEDVFS
MFREXLLDEGQ
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VDHGKTTLTA
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LLARQVGVPY
VOGSALKALE
ISGRGIVVIG
AGDNVGVLLR
TPEFANYRPQ
EGLRFAIREG

ALTTILARKF
DCPGHADYVK
IIVFMNRCDM
GDAAYEEKIF
RVERGIIHVG
GTIKREDVERG
EFYFRTTDVTG
GRIVGARGVVS
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40 Expect:

Monoisotopic mass of neutral peptide Mr(calc):
Ions Score:
Matches (Bold Red):

1.6

850.5025

10/48 fragment ions using 15 most intense peaks

GGRAKAYDQI
NMITGAAQMD
VDDAELLELV
ELATALDSYI
DEIEIVGLKE
QVLAKPGTIT
AVTLERGVEM
SVIA
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Expect:

Monoisotopic mass of neutral peptide Mr(calc):
Ions Score: 52
Matches (Bold Red):

0.11
9/66 fragment ions using 9 most intense peaks

907.5015

b
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72,0444

36.5258

201.0870

101.0471

183.0764
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52 Expect

fragment ions using 53

Monoisotopic mass of neutral peptide Mr(calc): 1316.7915
Ions Score: 0

Matches (Bold Red): 24

most intense peaks

b

b

b

o+

Seq. v

*

Yy

e

130.0499

65.5286

112.0393

56.5233

E

267.1088

134.0580

249.0982

H |722.4672

361.73

705.4406

353.2239

380.1928

190.6001

362.1823

181.5948

I |585.4083

293.2078

568.3817

284.6945

493.2769

247.1421

475.2663

238.1368

L |472.3242

236.6657

4552976

228.1525

| e W e =

606.3610

303.6841

588.3504

2946788

L |359.2401

180.1237

3422136

677.3981

339.2027

6593875

330.1974

A |246.1561

3/
1235817

229.1295

115.0684

o

R |175.1190

88.0631

158.0924

4
17161043
2
1

79.5498

b

b

Y

[\uad

w
£
-

¥

y

¥

y]l

102.0550

51.5311

34,0444

203.1026

102.0550

185.0921

93.0497

1216.7511

608.8792

1199.7246

600.3659

1198.7406

599.8739

316.1867

158.5970

298.1761

1495917

1115.7034

558.3554

1098.6769

5498421

1097.6929

549.3501

417.2344

209.1208

399.2238

200.1155

1002.6194

501.8133

985.5928

493.3001

984.6088

492.8080

4882715

2446394

470.2609

2356341

901.5

7(451.2895

884 5451

883.5611

4422842

559.3086

280.1579

541.2980

271.1527

830.5346

415.7709

813.5080

4427762
407.2577

812.5240

406.7656

672.3927

336.7000

327.6947

759.4975

380.2524

742.4709

371.7391

741.4869

371.2471

773.4403

387.2238

654.3821
7554208

646.4134

323.7103

629.3869

315.1971

628.4028

314.7051
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wloo|-a|on|m|a o]

874.4880

3

856.4775
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545,

3.1865

528.3392

264.6732
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10| 987.5721

4942897

969.5615

485.2844

444.3180

2226627

4272915

214.1494

11/1100.6562

550.8317

1082.6456

541.8264
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166.1206

314.2074

157.6074

12{1171.6933
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1153.6827
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218.1499
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101.0653
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Tons Score:
Matches (Bold Red):

65 Expect: 0.005
15/98 fragment ions using 19 most intense peaks

8
P
¥
1
8 g
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Monoisotopic mass of neutral peptide Mr(calc): 1122.664%2

# b 15ad b* | Saad 0 [XUad Seq. ¥ y-H- > y.H- yo yo++ #
1| 148.0757| 74.5415 F 10
2 138.5890| 259.1441(130.0757 K [1036.6037(518.8055(1019.5772510.2922[1018 5932509 8002 9
3 174.1075| 330.1812165 5942 A | 908.5088[454 7580 8914822[446.2447| $904982[445 7527 8
4 2386288 459.2238(230.1155] 4582308(220.6235| E | 837.4716(419.2305| 8204451410 8194611 7
5 2881630| 5582922(279.6498| 557.3082(279.1577| V | 708.4201[354 7182| 691.4025(346 2049 6904185345 6
6| 738.3821|369.6947| 721.3556|361.1814| 720.3715|360.6894| Y | 609.3606|305.1840| 592.3341|296.6707| 591.3501/|296.1787| 5
7| 837 419.2289| 820.4240(410.7156| 819.4400|410.2236| V | 446.2973|223.6523| 429.2708|215.1390| 428.2867(214.6470| 4
8| 950.5346|475.7709| 933.5080|467.2577| 932.5240(466.7656| L | 347.2289|174.1181| 330.2023|165.6048| 329.2183|165.1128| 3
9[1037 5666|519 2869(1020 5401(510.7737(1019.5560(5102817| S | 234.1448117.5761 217.1183[109.0628 216.1343[108 5708 2
10 K | 147.1128] 74.0600| 130.0863] 655468 1
i
5
i >
hs g
3 £ 3
2 . g o
3 I >
g 8 nog S
3, 8 IS :
g . et It}
5 5! B 3
n - N !
' BOTos :
: e S ;
250 500 750 1000
Monoisotopic mass of neutral peptide Mr(calc): 1216.3217
Variable modifications:
c3 : Carbamidomethyl (C)
M8 : Oxidation (M), with neutral losses 0.0000(shown in table), 63.9983
Ions Score: 46 Expect: 0.45
Matches (Bold Red): 25/132 fragment ions using 49 most intense peaks
P b »? B [Seq.| ¥ vt ¥ L o [#
1| 1020550| 515311] 84.0444] 425258 T 10
2| 203.1026(102.0550( 185.0921| 93.0497| T [11164813(558.7443]1099 4547(550.2310(1098 4707|549.7390| 9
3 363.1333[182.0703( 345.1227[173.0650| C [1015.4336(508.2204| 998.4070(499.7072 997.4230[499.2151| 8
4| 464.1810(232.5941| 446.1704[223 5888| T | 855.4029(4282051| 838.3764(419.6918 837.3924[419.1998| 7
5] 521.2024(261.1049| 503.1919(252.0996| G | 754.3552(377.6813| 737.3287(369.1680 7363447(368.6760| 6
6| 6202708(310.6391| 6022603(301.6338| V | 697.3338(349.1703| 680.3072(340.6573| 679.3232(340.1652| 5
7| 740.3134[375.1604| 7313029(366.1551| E | 598.2654|200 6363 | 381.2388(201.1230] 580.2548(290.6310( 4
8| 896 3488[448.6781| 878.3383[439.6728| M | 469.2228(235.1150] 452.1962(226.6017 3
91043 4173[5222123(1025 40675132070 F | 322.1874[161.5973| 305.1608[153 0840 2
10 R | 175.1190| $8.0631] 158.0924| 79 5498 1

Tons Score:
Matches (Bold Red):

65 Expect: 0.005
20/9¢ fragment ions using 36 most intense peaks

8

- E @
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Monoisotopic mass of neutral peptide Mr(calc): 1194.5404

# b b »? b0 Seq. ¥ v 5 Eaiad yll }&H #
1 36.5258 A 11
2 93.0679 L [1124.5106|562.7589(1107.4841|554.2457|1106.5000|553.7537|10
3 157.5892| 296.1605(148.5839| E [1011.4265|506.2169| 994.4000|497.7036| 993.4160|497.2116| 9
4| 371.1925|186.0999| 353.1819|177.0946| G | 882.3840|441.6956| 865.3574|433.1823| 864.3734|432.6903| 8
5| 486.2195|243.6134| 468.2089(234.6081| D | 825.3625/413.1849| 808.3359|404.6716| 807.3519|404.1796 7
6| 557.2566|279.1319| 539.2460/270.1266| A | 710.3355|355.6714| 693.3090(347.1581| 692.3250|346.6661| 6
7| 6 314.6505| 610.2831(305.6452| A | 639.2984|320.1529| 622.2719|311.6396| 621.2879|311.1476| 5
8| 791.3570|396.1821| 773.3464|387.1769| Y | 568.2613|284.6343| 551.2348/|276.1210| 550.2508|275.6290| 4
9| 920.3996|460.7034| 902.3890(451.6982| E | 405.1980|203.1026| 388.1714|194.5894 | 387.1874|194.0974| 3
10|1049.4422{525.2247|1031.4316|516.2195| E | 276.1554|138.5813| 259.1288|130.0681| 258.1448(129.5761| 2
11 K 74.0600| 130.0863| 65.5468 1
~ - g s g
3 s @ E H 3
3l -t e
-4 el 2 3 7
S |
5 REN ¥ 3
' ~ I L -~ B
% T i
R O 4 P T N N A
250 500 750 1000
Monoisotopic mass of neutral peptide Mr(calc): 1233.6453
Ions Score: £1 Expect: 0.00014
Matches (Bold Red): 17/108 fragment ions using 24 most intense peaks
3 b ™ b0 b [Seq. v R v o 0 o (g
1] 1020550[ 5135311 84.0444| 425258| T 12
2[ 203.1026/102.0550| 185.0021] 93.0497| T [1133.6048(567 3061|1116 5783[538 7028|1115 5043[538 3008[11
3[ 318.1296159 5684| 300.1190(150.5631| D [1032.5572(516.7822[1015 5306|508 2689|1014 5466[507.7769[ 10
4[ 417.1980/200.1026| 399.1874200.0974| V| 917.5302[439 2638| 900.5037[430.7555| 899 5197[430 2635 9
5[ 518.2457(250.6265| 500.2351250.6212 T | 818.4618[409 7345| 801.4353[4012213] 800.4512[400 7203 8
6| 5752671288 1372| 557.2366(279.1310| G 1413592107 7003876350 6974 699 4036 3502054 7
7| 6463042(323.6558 6282037|314.6505| A | 660.3927(330.7000| 643 3661(322.1867| 6423821(3216947] 6
8| 74537273 3621|364 1847| v 205 1814| 5723200/286.6681| 3713450(286.1761| 5
9| 2464203 4147085 T 245.6472| 473.2606(237.1330| 472.2766(236.6419| 4
10| 9595044 9414938[4712506| L | 380.2305(105.1234| 3722120[186 6101 3712289[186 1181 3
11]1088 5470 1070.5364(535.7710| E | 276.1554|138 5813 259.1288(130.0681 258 1448[120 5761 2
12 K | 147.1128] 74.0600| 130.0863| 65 3468 1




Protein band 6 (-Mn): DnaJ

Variable modifications:
Cleavage by Trypsin:

Carbamidomethyl (C),Oxidation (M)
cuts C-term side of XR unless next residue is P

Sequence Coverage: 6%
Matched peptides shown in Bold Red
1 MSNQDFYATL GVARTATDDE IXKXAYRXLAM KYHPDRNPDN KEREEXFRKEV
51 QRXAYETLSDK EXRAMYDQYG HAAFEGGGQG GFGGFGGFGG AQGFDFGDIF
101 SQMFGGGSGR AQPDYQGEDV QVGIEITLEE ARKGVKKRIN IPTYEACDVC
151 NGSGAKPGIS PETCPTCKGS GIVHIQQAIF RMQQTCPICH GAGKHIKEPC
201 VECRGAGRNX AVXTVEVNIP AGIDDGQRIR LSGEGGPGMH GAPAGDLYVT
251 VRIRAHKIFQ RDGLDLHCEL PISFATAALG GELEVPTLDG KVKLIVPKET
301 QTGRRMRVKG KGVKSLRSSA TGDLYCHIVV ETPVNLTIDRQ KELLEEFERI
351 STGLENQTPR RXXSFLDKLRD LFD
s 8 '
A 3 8
g 3 30
g 7§ X g g
P : g; f i g ,:l:"a n?‘ 8:»:\
b g3 g
. ||||]|J| m l||||‘|li‘ “lellullli|]||l 1l il — |I i .=:| r ; ?[ ; ?I ,
250 500 750 1000
Monoisotopic mass of neutral peptide Mr(calc): 1214.6255
Ions Score: 27 Expect: 3.4e-05
Matches (Bold Red): 24/102 fragment ions using 42 most intense peaks
#b ik b* b B b Seq. ¥ ¥ ¥ ¥ ¥ Y|
1| 114.0913| 57.5493 I 11
2| 201.1234|101.0653 183.1128| 92.0600| S |1102.5487 1085.5222|543.2647|1084.5382|542.7727|10
3| 302.1710|151.5892 284.1605(142.5839| T |1015.5167 998.4902|499.7487| 997.5061(499.2567| 9
4| 359.1925|180.0999 341.1819(171.0946| G | 914.4690 45 897.4425/449.2249| 896.4585|448.7329| 8
5| 472.2766|236.6419 454.2660(227.6366| L | 857.4476|429. 840.4210(420.7141| 839.4370|420.2221| 7
6| 601.3192|301.1632 583.3086|292.1579| E | 744.3635|372.6854| 727.3369(364.1721| 726.3529|363.6801| 6
7| 715.3621|358.1847| 698.3355|349.6714| 697.3515|349.1794| N | 615.3209|308.1641| 598.2944|299.6508| 597.3103|299.1588| 5
8| 843.4207|422.2140| 826.3941|413.7007| 825.4101|413.2087| Q | 501.2780|251.1426| 484.2514|242.6293| 483.2674(242.1373| 4
9| 944.4684(472.7378| 927.4418|464.2245| 926.4578|463.7325| T | 373.2194|187.1133| 356.1928|178.6001| 355.2088(178.1081| 3
10/1041.5211|521.2642(1024.4946|512.7509|1023.5106|512.2589| P | 272.1717|136.5895| 255.1452(128.0762 2
11 R | 175.1190| 88.0631| 158.0924| 79.5498 1

Score: 127

M,: 40590

Ions Score: 40 Expect:
Matches (Bold Red):

1.6

)
EY
< 53 @
_ 23 . 4
g B A al N
: -
‘| 2 i 25 3 5
o .||_. B T B I B L
250 500 750 1000
Monoisotopic mass of neutral peptide Mr(calc): 1582.7951

12/154 fragment ions using 12 most intense peaks

2 b b b* b B0 O [Seq.| v v v o W0 o (2
1| 102.0550| 51.5311 84.0444| 425258 T 15
2| 201.1234|101.0653 183.1128| 92.0600| V |1482.7547|741.8810|1465.7281|733.3677|1464.7441(732.8757|14
3| 330.1660|165.5866 312.1554|156.5813| E |1383.6863|692.3468|1366.6597|683.8335|1365.6757(683.3415|13
4| 4292344|215.1208 411.2238|206.1155| V |1254.6437|627.8255{1237.6171(619.3122|1236.6331(618.8202{12
5| 5432773 526.2508|263.6290| 525.2667(263.1370| N [1155.5753|578.2913|1138.5487|569.7780|1137.5647|569.2860|11
6| 656.3614 639.3348/320.1710| 638.3508/|319.6790| I |1041.5324|521.2698|1024.5058|512.7565|1023.5218(512.2645|10
7| 7534141 736.3876|368.6974| 735.4036|368.2054| P | 928.4483|464.7278| 911.4217|456.2145| 910.4377|455.7225| 9
8| 8244512 807.4247|404.2160| 806.4407(403.7240 A | 831.3955/416.2014| 814.3690|407.6881| 813.3850|407.1961| 8
9| 8814727 864.4462|432.7267| 863.4621(432.2347| G | 760.3584)|380.6828| 743.3319|372.1696| 742.3478|371.6776| 7
10| 9945568 977.5302 976.5462 71 352.1721| 686.3104|343.6588| 685.3264(343.1668| 6
11{1109.5837 5(1092.5572|546.7822(1091.5732|546.2902| D 295.6301| 573.2263(287.1168 2423(286.6248| 5
12{1224.6107|612.8090{1207.5841|604.2957|1206.6001|603.8037| D 238.1166| 458.1994(229.6033| 457.2154(229.1113| 4
13/1281.6321|641.3197|1264.6056|632.8064|1263.6216|632.3144| G 180.6031| 343.1724|172.0899 3
14/1409.6907|705.3490(1392.6642|696.8357|1391.6801|696.3437| Q | 303.1775|152.0924| 286.1510(143.5791 2
15 R | 175.1190| 88.0631| 158.0924| 79.5498 1




Protein band 15 (+Mn): 50S ribosomal protein L3
Score: 164

Variable modifications: Carkamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 15%

Matched peptides shown in Bold Red

1 MTLGLVGRKV GMIRVFDEQG VSVPVIVLDM SANRVIQVKS XKDIDGYTAVQ
51 VIFGQXXANR VNXREAGHFA KAGVEAGRGL IEFALTEEKL RELXAGDEIT
101 VSMFEVGQLV DVTGTSKGKG FSGTIXKRHNF GAQRTSHGNS RSHRVPGSIG
151 MRQDPGRVEFP GRRMAGQYGN TXATVQXLEV VRVDAERQLL LVRGAVPGAV

M,: 22663

201 NSDVVVRPSV KVGAR 3
2
%
3
!
g
~ %
g %
O
b
3
¥ A
33
3 & 3
2 o ~ 5
; ES & ;
H ? 5
q ~
~ 2 S
e g S:\ :,’:
5 4 : :
i . —L
~ g 200 400 600 500 1000 1200 1400
~ 3 E)
8 2 >
= & ~ Monoisotopic mass of neutral peptide Mr(calc): 2392.1574
] E) ~ ® Variable modifications:
?' g:: - @ g ;\ M9 : Oxidation (M), with neutral losses 0.0000(shown in table), 63.9983
o g T = ~ Ions Score: 62 Expect: 0.001¢
o) [ T B3 e 3 Matches (Bold Red): 13/35¢ fragment ions using 17 most intense peaks
S " @ g El B
H||||||| |“ i |J||| |
— e e R R S R
250 500 750 1000 # b b b B B Seq.| v ¥ ¥ ¥ ¥ ¥ 4
1| 72.0444 A
Monoisotopic mass of neutral peptide Mr(calc): 1248.6601 2| 129.0659 G 751164.5674{2311.1010 2310.1170
Ions Score: 64 Expect: 0.0087 3| 244.0928 226.0822| 113.5448| D 1136.0567|2254.0795 2253.0955
Matches (Bold Red): 21/92 fragment ions using 37 most intense peaks 4| 373.1354] 187.071 3551248 178.0661| E [2156.07911078.5432|2139.05261070.0299|2138.0686 1069.5379|20
5| 436.2195| 243.6134 468.2089| 234.6081| I {2027.0363/1014.0219|2010.0100]1005.5086|2009.0260]1005.0166(19
# b b p? b+ |Seq. ¥ v ¥ y*it ¥° VI # 6| 587.2671| 294.1372 5692566 285.1319| T [1913.9523 957.4799|1896.9259| 948.9666(1895.9419] 948474618
- 55 7 325 X r (1812 560/1795.8782| 898.4428(1794.8942| 897.9508(17
1 3580287] 205180 G 1 7| 686.3355| 343.6714 6683230 334.6661| V [1812.9048| 906.9560(1795.8782| 898.4428(1794.8942| 897.9508(17
- = Py = p Py P 8| 773.3676| 387.1874 7553570 378.1821| S [1713.8364) 857.4218|1696.8098 848.9086|1695.8238| 848416316
2| 171.1128| 86.0600 L |1192.6460|596.8266|1175.6194]|588.3134|1174.6354|587.8213 |10 9| 920.4030| 460.7051 902.3924| 451.6998| M [1626.8044| 813.9058|1609.7778| 805.3925|1608.7938| 804.9005|15
3| 284.1969(142.6021 I |1079.5619|540.2846(1062.5354|531.7713|1061.5514|531.2793| 9 10(1067.4714| 534.2393 1049.4608| 525.2341| F (1479.7690 740.3881|1462.7424| 731.8748|1461.7584| 731.3828|14
4| 413.2395(207.1234| 395.2289(198.1181| E | 966.4779/483.7426| 949.4513(475.2203| 948.4673 3 11/1196.5140| 3987606 1178.5034| 389.7553| E [1332.7003] 666.8539|1315.6740| 638.3406|1314.6900| 657.8486/13
—— b0 e57el 225207371 e5n — FPwPy v - - e S 12]1295.5824| 6482048 1277.5718| 639.2896] V [1203.6579| 602.3326|1186.6314] 3938193 5933273[12
5| 560.3079|280.6576| 542.2973|271.6523| F | 837.4353|419.2213| 820.4087|410.7080| 819.4247|410.2160| 7 T31352.6039| 676.8056 5933 667.8003| G [1104.5895| 552.7984|1087 5630| 544 2851 579111
6| 631.3450(|316.1761| 613.3344|307.1709| A | 690.3668|345.6871| 673.3403|337.1738| 672.3563|336.6818| 6 14(1480.6624 3 19 Q |1047.5681) 5242877|1030.5415| 5157744102 5 4
7| 744.4291|372.7182| 726.4185|363.7129| L | 619.3297(310.1685| 602.3032|301.6552| 601.3192/301.1632| 5 15[1593.7465| 797.3769|1576.7200| 7888636 b L | 919.5095| 460.2584| 902.4829| 451.7451| 9014989 4 o
16/1692.8149| 846.9111/1675.7884| §38.39781674.8044 V | 806.4254] 403.7164| 789.3989| 395.2031| 788.4149| 394.7111] 8
247671423 242 27 2 2367 3 37125 265 2 245 2 235112 212
8| 845.4767]423.2420| 827.4662|414.2367| T | 506.2457(253.6265| 489.2191|245.1132) 488.2351)244.6212| 4 17/1807.8419| 904.4246/1790.8153| 895.9113]1789.8313 D | 707.3570| 354.1821| 690.3305 345.6689| 689.3464 345.1769| 7
9| 974.5193|487.7633| 956.5088|478.7580| E | 405.1980|203.1026| 388.1714|194.5894| 387.1874|194.0974| 3 18/1906.9103| 953.95851889.8837| 943 44551858 8997 v [ 592.3301 2066687 3 288.1554 3195] 287.6634 6
10|1103.5619(552.2846|1085.5514|543.2793| E | 276.1554|138.5813| 259.1288(130.0681| 258.1448|129.5761| 2 19|2007.9580|1004.4826|1990.9314| 995.9693|1989.9474 T | 493.2617| 247.1345 238.6212 11) 238.1292] S
- - - 20/2064.9794/1032.9933|2047.95291024.4801|2046.9689 G | 392.2140 196.6106 188.0974 2034| 187.6053] 4
11 K | 147.1128| 74.0600| 130.0863| 65.5468 1 <
21|2166.02711083.5172|2149.00051075.0039|2148.0165(1074.5119| T | 335.1925 168.0999 159.5366| 317.1819| 159.0946 3
22|2253.0591/1127.0332|2236.03261118.5199|2235.0486[1118.0279| S | 234.1448| 117.5761 109.0628| 216.1343| 108.5708| 2
23 K | 147.1128 74.0600| 130.0863| 655468 1




Protein band 15 (+Mn): 50S ribosomal protein S5
Score: 106 M,: 18231

Variable modifications: Carkbamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverace: 11%

Matched peptides shown in Bold Red

1 MAXHEIEERG DGLIERMVAV NRVIRKVVEKGG RIMAFSALTV VGDGDGRIGM
51 GXGXSKEVPV AVQRAMDOAR RSMIKVPLKN GTIHHEVIGR HGATRVFMQP
101 AREGSGVXAG GPMRLVFDEM GIHNISAXVH GSTNPYNIVR ATLDGLSKLH
151 TPADIARRXRG LTVEDILGVN HG

s
g
. T B
3 S 5] B k- MSMS spect
; ~ i B =
~ < I | 2
[5} o 2 ' S
B T P 2
: . )
+ = . @ Al
x 9 ' £ 2
H g P %
g 3 2 - : 3
s |8 \ s s 9 S e | 3 3 3
g | 28 : ' E | s 3
ARSI A O T S B “ | | 1 ||
190 200 300 400 500 600 700 I! Illu ilulll LIl |1|||!|| I| 1 ; . ,
200 400 600 800 1000 1200
Monoisotopic mass of neutral peptide Mr(calc): £35.4262
Variable modifications:
M3 : Oxidation (M), with neutral losses 0.0000(shown in table), 63.2283 Monoisotopic mass of neutral peptide Mr(calec): 1322.8230
Ions Score: 31 Expect: 12 Ions Score: 76 Expect: 0.00042
Matches (Bold Red): 11/6¢ fragment ions using 21 most intense peaks Matches (Bold Red): 16/102 fragment ions using 22 most intense peaks
8 b ++ b* *+  |Seq. ++ * g
b b eq. ¥ ¥ ¥ ¥ P b b o 0 B [Seq ¥ o o o 0 0
1/100.0757| 50.5415 A} 7 1 580287 205180 G
2|247.1441/124.0757 F |737.3651/369.1862720.3385/360.6729 6 2| 171.1128] 86.0600 L 12666638 633.8381|1249 6423 (623532481248 6583|624 8328
31394.1795/197.5934 M |590.2967|295.6520(573.2701|287.1387 |5 3| 272.1605|136.5839 254.1499 7 T |1153.5848/577.29601136.5582|568.7828 5.5742/568.2907
4/522.2381|261.6227505.2115/253.1094| Q 443.2613|222.1343426.2347|213.6210 4 4| 371.2289|186.1181 353.2183|177.1128| V |1052.5371|526.7722|1035.5106|518.25891034.526: 7.7669
5/619.2909/310.1491/602.2643 301.6358| P |315.2027/158.1050 /298.1761/149.5917 3 5| 500.2715|250.6394 482.2609241.6341 E | 953.4687 380| 936.4421 468.7247| 935.4581|468.2327| 9
61690.3280/345.6676/673.3014/337.1543| A [218.1499/109.5786/201.1234/101.0653[2 6| 615.2984|308.1529 597.2879/299.1476 D | 824.4261 412.7167 807.3995/404.2034| 806.4155 403.7114 8
7| 728.3825/364.694 710.3719|355. I | 709.3992/355.2032 2.3726346. 7
7 K [147.1128] 74.0600/130.0863| 6554631 313646949 103719|335 6896 355.2032] 69237261346 6399
8| 841.4666 421.2369 823.4560/412.2316| L | 596.3151 298.6612| 579.2885/290.1479 6
9| 898.4880 449.7477 880.4775/440.7424) G | 483.2310 242.1191 466.2045/233.6059 5
10| 997.5564/499.2819 979.5459/490.2766| V | 426.2096|213.6084| 409.1830 205.0951 4
11|1111.5994556.3033|1094.5728547.7900|1093.5888|547.2980| N | 327.1411164.0742| 310.1146|155.5609 3
12|1248.6583/624.8328|1231.6317616.3195|1230.6477|615.8275| H | 213.0982/107.0527 2
13 G 76.0393| 38.5233 1




Protein band 15 (+Mn): H.8 OMP (azurin-like protein, Laz)
Score: 65

Variable modifications: Carbamidomethyl (C),Oxidation (M)

M,: 18516

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverace: 8%
Matched peptides shown in Bold Red
1 MEAYLALISE AVIGLRRCS(Q EPRLPRLELT PRLFLPLSER PRLELLPLDR
51 ARERPRLCGNCER ATVESNDNMQ EFNTXDIQVSX ACKEFTITLX HIGIQPEAZSM
101 GENLVIAXLE DMDGVFXDGV GALZDTDYVEXP DDARVVAHTX LIGGGEESSL
151 TLDPAKRLADG DYXFACTFPG HGARLMNGEVTI LVD
" b b B0 ‘ PO ‘seq_‘ - ¥ - v W0 O s
1 114.0913| 57.5493 L 16
2| 227.1754/114.0913 I |1473.7431737.3752|1456.7166 728.8619|1455.7326 728369915
. 3] 284.1969 1426021 G |1360.6591 680.8332 13436325 672.3199 13426485 671.8279|14
g MSATS 5 4] 3412183/171.1128 G |1303.6376/652.3224 1286 6111 643.8092 12856270 643.3172/13
r 5| 3982398/199 6235 G 12466161 623.8117 12295896 615.2984 1228 6056 614.8064 12
6 264.1448| 509.2718/255.1395| E |1189.5947|595.3010/1172.5681 586.7877 1171.5841 586 2957 11
7| 656.3250/328.6661| 638.3144(319.6608| E |1060.5521 530.7797 1043 5255 5222664 10425415 521.7744/10
g 8| 743.3570/372.1821| 725.3464363.1769| S | 931.5095 4662584 9144829 457.7451| 9134989 45723531 9
S 9| 830.3890|415.6982| 8123785406.6929 S | 844.4775/422.7424  827.4509 414.2291| 8264669 413.7371| 8
g R a 10| 943.4731|4722402| 9254625/4632349 L | 757.4454(379.2264 7404189 (370.7131  739.4349 3702211 7
> a I ) 2 g 11/1044.5208|522.7640/1026.5102|513.7587| T | 644.3614|322.6843 627.3348/314.1710 626.3508 313.6790 6
~ -4 Bl T T
| E) > | ' | | 12/1157.6048|579.3061|1139.5943|570.3008| L | 543.3137|272.1605 5262871 263.6472 5253031 263.1552 5
1 S i Luul H .|.| | ! : : 1 . 13/1272.6318|636.8195/1254.6212(627.8142| D | 430.2296|215.6185 4132031 207.1052| 4122191 2066132 4
200 400 600 800 1000 1200 1400 14/1369.6846 6853450 1351.6740 676.3406| P | 315.2027 158.1050 298.1761|149.5917 3
15/1440.7217|720.8645/1422.7111|711.8592| A | 218.1499/109.5786| 201.1234/101.0653 2
Monoisotopic mass of neutral peptide Mr(calc): 1585.2199 16 K | 147.1128 74.0600 130.0863  65.5468 1
Ions Score: &5 Expect: 0.0056
Matches (Bold Red): &8/134 fragment ions using 12 most intense peaks




Protein band 15 (+Mn): 50S ribosomal protein L4

Variable modifications: Carkbamidomethyl (C),Oxidation (M)

Cleavage by Trypsin:

Sequence Coverace: 6%

Matched peptide

3 shown in Bold Red

cuts C-term side of KR unless next residue is

P

Score: 64

M,: 23288

1 MELXVIDARG QVSGSLSVSD ALFAREYNEA LVHQLVNAYL ANARSGNRAQ
51 KXKTRAEVKHST RKEKPWRQXKGIG RARSGMTISSP LWRKGGRAFP NXPDENFTIQK
101 VNRRMYRAGM ATILSQLARD ERLFVIEALT AETPKIXVFA EQVRNLALE
151 VLEVIXRLDE NVYLASRNLP NVLVLEZQQOV DPYSLLRYXX VIITXDRVAQ
201 LEEQWV
a
‘5 4 b b 8y o+ Seq. y v = ¥y y(l y0H~ #
3 @ 1| 114.0913 57.5493 L 13
o I:\’ 2| 261.1598/131.0835 F |1318.7253/659.8663 1301.6987|651.3530/1300.7147|650.8610 12
' 3| 360.2282180.6177 V [1171.6569|586.3321/1154.6303 | 577.8188/1153.6463 577.3268 |11
E 4| 473.3122|237.1598 I |1072.5885|536.7979 1055.5619 528.2846/1054.5779527.7926 |10
' g @ 5 6023548 301.6811 584.3443 2026758 E | 959.5044 480.2558| 942.4779/471.7426 9414938 471.2506 9
- E — > 6 673.3919/337.1996| 655.3814/328.1943| A | 830.4618|415.7345| 813.4353|407.2213| 812.4512/406.7293| 8
33\ i §§ 2 o = 70 786.4760/393.7416| 768.4654/384.7364| L | 759.4247|380.2160| 742.3981|371.7027| 741.4141/371.2107| 7
E ;4 : I | \5‘ 5‘ é 8 887.5237444.2655) 869.5131/4352602 T | 646.3406/323.6740 629.3141|315.1607 | 628.3301/314.6687| 6
A . g g @5\ E o 9 958.5608/479.7840 940.5502 A | 545.2930/273.1501| 528.2664|264.6368 527.2824|264.1448] 5
= X > P | | 10/1087.6034|544.3053|1069.5928 E | 474.2558|237.6316| 457.2293|229.1183| 456.2453|228.6263| 4
T L. |. L || .'l Il |'.'" |‘ T i — T T T T I 1 11|1188.6511|594.8292|1170.6405 T | 345.2132|173.1103| 328.1867|164.5970| 327.2027|164.1050| 3
200 400 g0 800 1000 1200 12/1285.7038 643.3556 12676933 P | 244.1656(122.5864] 227.1390|114.0731 2
13 K | 147.1128 74.0600 130.0863| 65.5468 1
Monoisotopic mass of neuntral peptide Mr(calc): 1430.2021
Ions Score: &4 Expect: 0.0082
Matches (Bold Red): 14/108 fragment ions using 34 most intense peaks




Protein band 17 (+Mn): Bacterioferritin A

Variable modifications:
Cleavage by Trypsin:
Sequence Coveracge: 79%

Matched peptides shown in Bold Red

1
51
101
151

ETTHAEDFIR RILMLGGTPK MARSELNIGT
KXGIXLCEEA QDYVTRDLMV AQLKDTEEDH
QsQL

Carbamidomethyl (C),Oxidation
cuts C-term side of KR unless next residue is P

()

MOGNQAVVDY MNELLSGELA ARDQYFIHSR LYSEWGYTKL FERLNHEMEE

DVVSCLKADL QTEYEVRDAL
RHEWLEQQLRL IELIGEGNYY
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100
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200

1
700

le+02

Monoisotopic mass of neuntral peptide Mr(calc):
Ions Score: 23 Expect:
Matches (Bold Red):

916.5052

8/60 fragment ions using 21 most intense peaks

Score: 583

M;:

17962

Ions Score:
Matches (Bold Red):

47 Expect: 0.36
13/80 fragment ions using 18

g
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ES ES s g
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Monoisotopic mass of neutral peptide Mr(calc): 1064.5039

most intense peaks

b

bH

b*

bt

b0

poHt

y

yH

* =+t

116.0342

58.5207

98.0237

495155

244.0928

122.5500

227.0662

114.0368

226.0822

113.5448

9504843

475.7458

467.23

9324737

466.7405

407.1561

204.0817

390.1296

1955684

389.1456

195.0764

822.4257

411.7165

804.4151

402.7112

554.2245

277.6159

537.1980

269.1026

536.2140

268.6106

659.3624

330.1848

321.67

oy -] co

321.1795

e W g

667.3086

334.1579

650.2821

325.6447

649.2980

512.2940

256.6506

2
403.203
1

248.13

5
2
5/641.3518
3]494.2834

247.6453

8043675

402.6874

787.3410

3941741

786.3570

393.6821

399.2099

191.5953

381.1993

191.1033

-] o

891.3995

446.2034

8743730

437.6901

§73.3890

437.1981

Seq
D
Q
v
F
I
H
S

262.1510

200.1086382.
245

131.5791

123.0639

244.1404

)

175.1190

88.0631

79.5498

IS

2 b b b* b p? v v v s
1/116.0342| 58.5207 98.0237 8
2|229.1183|115.0628 211.1077 802.4855/401.7464|785.4590393.2331 7
3/360.1588/180.5830 342.1482 689.4015|345.2044|672.3749336.6911 |6
4/459.2272|230.1172 441.2166 558.3610|279.6841|541.3344/271.1709 5
5/530.2643|265.6358 512.2537|256.6305| A |459.2926230.1499|442.2660|221.6366 4
6/658.3229/329.6651|641.2963 321.1518|640.3123|320.6598| Q |388.2554/194.6314|371.2289|186.1181|3
7|771.4069|386.2071|754.3804377.6938|753.3964|377.2018| L |260.1969130.6021|243.1703|122.0888 2
8 K 147.1128| 74.0600|130.0863| 65.5468|1
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Monoisotopic mass of neutral peptide Mr(calc):

Ions Score: 62 Expect: 0.012

Matches (Bold Red):

1145.35393

13/7¢ fragment ions using 23 most intense peaks
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Ions Score: 62
Matches (Bold Red):

Expect:

0.012
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Monoisotopic mass of neutral peptide Mr(cale): 1222.3830

13/96 fragment ions using 15 most intense peaks

b b b*

b

b0

B

Seq. ¥

¥ ¥

et

yﬂ

72.0444) 36.5258

18

13| 94.0393

169.0608 | 85.0340

1152.5531

576.7802

1135.5266

568.2669

11345426

567.7749

300.1554150.5813

282.1448 1415761

1037.5262

519.2667

1020.4997

510.7535

1019.5156

510.2615

428.2140|214.6106| 411.1

874/206.09

74| 410.2034|205.6053

462.7247

907.4156

4542114

906.4316

453.7194

529.2617|265.

1345 512.2

2351/256.621

2| 511.251

1{256.1292

796.3836

398.6954

779.3570

390.1821

778.3730

389.6901

658.3042|329.6558| 641.2

2777|321.142;

5| 640.2937|320.6505

695.3359

348.1716

678.3093

339.6583

677.3253

339.1663

mliov alwlv

8213676411,

1874 804.3410/402.674

2| 803.3570/402.1821

566.2933

283.6503

5492667

275.1370

5482827

274.6450

9504102475

7087| 933.3.

836467.195.

4| 932.3996|466.7034
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Ions Sco
Matches

re: 72 Expect: 0.0011
(Bold Red): 22/14¢

fragment

Monoisotopic mass of neutral peptide Mr(calc):
Variable modifications:
: Carbamidomethyl (C)

ions using 47 most intense peaks
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Ions Score:
Matches (Bold Red):

: Carbamidomethyl (C)

77 Expect: 0.00026
18/104 fragment ions using 33 most intense peaks

Monoisotopic mass of neutral peptide Mr(calc): 1352.6136
Variable modifications:

b

b

b=

b

B

O+

7
2

y

¥*

v

y0++

88.0393

445233

70.0287

355180

109.0446

199.0713

100.0393

1447.7461

1430.7196

7158634

14297355

7153714

330.1660

165.5866

312.1554

156.5813

[l = R

1318.7035

1301.6770

651.3421

1300.6930

650.8501

#
1
2| 217.0819
3
4

444.2089

222.6081

427.1823

214.0948

426.1983

213.6028

Z

1205.6195

1188.5929

594.8001

1187.6089

5943081

7.2930

279.1501

540.2664

270.6368

5392824

270.1448

1091.5

o

546.2919

1074.5500

537.7786

1073.5660

537.2866

614.3144

307.6608

597.2879

299.1476

596.3039

2986556

978.4925

489.7499

9614659

481.2366

960.4819

480.7446

358.1847

698.3355

3496714

6973515

349.1794

921.4710

4612391

904 4445

452.7259

903 4604

452.2339

830.3890

415.6982

813.3625

407.1849

8123785

406.6929

820.4233

410.7153

803.3968

4022020

8024128

401.7100

6
7| 7153621
8
9

9294575

465.2324

912.4309

456.7191

911.4469

456.2271

705.3964

353.2018

688.3698

344.6886

687.3858

344.1965

514.7666

1011.4993

506.2533

1010.5153

505.7613

606.3280

303.6676

5893014

2951543

5883174

294.6623

10/1028.5259

1098.5313

549.7693

1097.5473

549.2773

596

254.1334

490.2330

2456201

489.2490

2451281

51638.2979

1258.5620

629.7846

1257.5780

629.2926

420.2275

210.6174

403.2010

202.1041

13/1388.6726

694.8399

1371.6461

686.3267

1370.6620

685.8347

260.1969

130.6021

243.1703

122.0888

AlElale 440 - =

147.1128

74.0600

130.0863

65.5468

# b b b* | Sad iy [ 4ad Seq. ¥ yH = y.-H- yo y0-H- #
1) 114.0913| 57.5493 L 11
2| 274.1220|137.5646 C |1270.5368|635.7721|1253.5103|627.2588|1252.5263|626.7668 |10
3| 403.1646|202.0859 385.1540|193.0806| E |1110.5062|555.7567|1093.4796|547.2435/1092.4956 546.7515| 9
4| 532.2072|266.6072 514.1966|257.6019| E | 981.4636|491.2354| 964.4371)482.7222| 963.4530 482.2302| 8
5| 603.2443|302.1258 585.2337|293.1205| A | 852.4210|426.7141| 835.3945/418.2009| 834.4104417.7089| 7
6| 731.3029|366.1551| 714.2763|357.6418| 713.2923|357.1498| Q | 781.3839|391.1956| 764.3573|382.6823| 763.3733|382.1903| 6
7| 846.3298|423.6685| 829.3033|415.1553| 828.3193/414.6633| D | 653.3253|327.1663| 636.2988|318.6530| 635.3148|318.1610| 5
8/1009.3931|505.2002| 992.3666|496.6869| 991.3826496.1949| Y | 538.2984|269.6528| 521.2718|261.1396| 520.2878|260.6475| 4
9/1108.4616|554.7344|1091.4350|546.2211|1090.4510|545.7291| V 2350(188.1212| 358.2085|179.6079| 357.2245|179.1159| 3
10/1209.5092|605.2583|1192.4827|596.7450|1191.4987 |596.2530| T 1666138.5870| 259.1401|130.0737 258.1561|129.5817| 2
11 R 1190 88.0631 158.0924| 79.5498 1
E
8 "
? Lo
8 6 % 3 3 3
1 5 3 7 % % g
|I I“|I||IIII| ||||| b | ||=|||l||[||1 . 'Ll . Iim —
250 500 750 1000
Monoisotopic mass of neutral peptide Mr(calc): 1738.8777
Ions Score: 21 Expect: 1.1le+02
Matches (Bold Red): 12/142 fragment ions using 25 most intense peaks
£ b b b* b b° BT Seq. ¥ ¥ v v ¥ ¥
1| 114.0913| 57.5493 L 15
2 114.0913 I |1626.8010|813.9041|1609.7744|805.3909|1608.7904 |804.8988 |14
3| 356.2180|178.6126 338.2074|169.6074| E |1513.7169|757.3621|1496.6904 748 8488 1495.7064|748.3568 13
4| 469.3021|235.1547 451.2915/226.1494| L |1384.6743692.8408|1367.6478|684.3275|1366.6638 683.835512
5| 582.3861|291.6967 564.3756|282.6914| I |1271.5903|636.2988|1254.5637|627.7855|1253.5797|627.2935|11
6| 639.4076|320.2074 621.3970|311.2022| G |1158.5062|579.7567|1141.4796|571.2435|1140.4956|570.7515 |10
7| 768.4502|384.7287 750.4396|375.7234| E |1101.4847551.2460|1084.4582|542.7327|1083.4742|542.2407| 9
8| 825.4716|413.2395 807.4611/404.2342) G | 9724421 486.7247| 955.4156 478.2114| 9544316 /477.7194| 8
9| 939.5146|470.2609| 922.4880|461.7477| 921.5040|461.2556| N | 915.4207|458.2140| 898.3941|449.7007 897.4101|449.2087| 7
10|1102.5 551.7926|1085.5514|543.2793|1084.5673|542.7873| Y | 801.3777|401.1925| 784.3512|392.6792| 783.3672|392.1872| 6
11|1265.6412/633.32431248.6147|624.8110|1247.6307 624.3190| Y | 638.3144/319.6608 621.2879|311.1476| 620.3039310.6556 5
12/1393.6998|697.3535/1376.6733 |688.8403 | 1375.6892/688.3483| Q | 475.2511|238.1292| 458.2245|229.6159| 457.2405|229.1239| 4
13/1480.7318|740.8696 | 1463.7053|732.3563 |1462.7213|731.8643| S | 347.1925/174.0999| 330.1660|165.5866| 329.1819|165.0946| 3
14/1608.7904 |804.8988|1591.7639|796.3856|1590.7799795.8936| Q | 260.1605/130.5839 243.1339|122.0706 2
15 L | 132.1019| 66.5546 1




r
100

LA
b3 £
: ;
AL
3
-
P
(33 '
: L
I It '
E ! '
N 1
o hd = '
< o > '
5 8 - .
i
SO | : . &
P h ot & Ty
~ o + ! I S 1
g 1 g % b3 . IR T
Y A ~ T H o3 < 1 AT ATk
T = © B A - omma s A A
~ 4 = | b4 4 R I B L
e = X! > > 223322 %
£ : lg: f I I - -
: ' Il
| | | II L1 I h
e e Ly, S S
200 300 400 500 600 700 300 900 1000

M5

Monoisotopic mass of neutral peptide Mr(calc): 2115.8187
Variable modifications:

: Oxidation (M), with neutral losses 0.0000(shown in table), 63.9983

Ions Score: 52 Expect: 0.034
Matches (Bold Red): 24/274 fragment ions using 44 most intense peaks

“y(?)

+
b4
] ©
% B @ vy
EY ~ I 2 T
8 ¢ = g
«© > ~ S
E i g %
3 > 2 hal =
5 @ M ! g
' b4 > '
% ) ' )
7 ' I
—L Iln.!lulnllj T l||lu||l L L
200 400 600 800 1000 1200
Monoisotopic mass of neutral peptide Mr(calc): 2424.1413

Variable modifications:

M11

Ions Score: 58

Matches (Bold Red):

: Oxidation (M),
Expect: 0.014
12/352 fragment ions using 11 most intense peaks

with neutral losses 0.0000(shown in table),

63.9983

# b b—H— b* b*‘H‘ bo I.O-H- seq' ¥ y-H- y"' yr)-(- yo YO'H- # # b b b= b b” b Seq. y ¥ ¥ YT ¥ VT #
1 114.0913| 575493 L 17 1] 1320478] 665275 A 2

2| 2601063 1305568 243.0798| 122.0435 Q |22941081|1147.5577|2277.0816 | 1139.0444 2276 0976|1138 552421
2| 228.1343[114.5708| 211.1077/106.0575 N |2003.8400 10024236 1986 8134|993 9103 1985 8294/993 4183 |16 33171278 1590675 | 3001013 G 121660496 1083 528412149.0230 | 1075.0151 12148 0390 1073 5231120
3| 365.1932/183.1002| 3481666174 5870 H 045.4022 18727705936 8889 18717865 936 396915 a 311707 216.0850| 4141442 ~ 12109.0221(1055.017712092.0016 1046 504220910175 1046.0124 |1
4| 494.2358|247.6215| 477.2092|239.1082 2/238.6162] E |1752.7381| 876.8727]1735.7116|868.3594 1734.7276|867.8674 14 5/ 5592293 280.1183| 542.2028| 271.6050 Q 11994.9852| 997.9962 536| 989.4830(1976.9746| 988.9909/18
5| 641.2712/321.1392| 624.2446/312.6260 3121339 M |1623.6955 812.35141606.6690|803.83811605.6850/803.3461|13 6 630.2664 3156368 6132399 307.1236 A 1866.9266| 933.9669 18499000 9254537/1848.9160| 924961717
6| 770.3138/385.6605 753.2872(377.1472 7523032/376.6552| E |1476.6601| 738.8337|1450.6336730.3204 1458 6496|729 8284 12 7| 7203348] 365.1711] 712.3083] 356.6578 v [1795.8895| 898 4484/1778 8629 $89.0351/1777.8789| $89.4431/16
7| 899.3564(450.1818 8823208 4416685 8813458/441.1765| E |1347.6175| 674.3124|1330.5910 6657991 13296070 6653071 11 8| 8284032 4147053| $113767| 406.1920 V |1696.8211| 8489142 45| 840.4009|1678.8105| 839.9089 15
811028.3990/514.7031/1011.3724 506.1898 1010.3884/505.6978| E 1218.5749  609.7911 1201.5484 601.2778/1200.5644 600.7858 10 9| 943.4302| 472.2187| 926.4036| 463.7055| 925.4196| 463.2135| D |1597.7527 799.3800|1580.7261| 790.8667 1579.7421| 790.3747|14
911129.4466|565.2270 11124201 536 7137 1111 4361 71T [1089.5324] 545.2698|1072.5058|536.7565 1071 5218 |536.2645 | 9 1011064935 553.7504/1089.4670| 5452371|1088.4830| 5447451 Y |1482.7257| 7418665|1465 6992 733.35321464.7151| 732.8612/13
10[1230.4943|615.7508 | 1213.4678 |607.2375 | 1212.4837 |606.7455| T | 988.4847| 494.7460 971.4581/486.2327 9704741 485.7407| 8 11|1253.5265| 627.26811236.5024 618 7545|1235, 5184) 618.2628] M |1315.6624) 660.3348|1302.63%6| 6518216|1301.6518) 6513295112
L1/ 1367 532 654 3503 13503267 737670 13495427 675750 H | $97.070 4442231 §T0.4104 557089 5694264 4352169 7 Iits6 516 45 s10[L17 o5 4o 29717 73 soe| 1o seet 520197 o s57[ 52 saefownsrs] sz07muet0
12/1438.5903|719.7988 1421.5638|711.2855|1420.5798|710.7935| A 375.6927| 733.3515/367.1794| 732.3675366.6874| 6 1416006085 80535201502 6720 796.8306 1501 6870 7963476 L 1652744 9125140 436.7611) 9115300 9
13)1567.6329|784.3201(1550.6064(775.80681549.6224|775.3148| E 340.1741| 662.3144/331.6608| 661.3304|331.1688) 5 15(1722.7826] $61.8949|1705.7560| §53.3817|1704.7720| §52.8896| L | 816.4574) 408.7323| 799.4308) 4002191| 7984468 399.7271| 8
14/1682.6599 841.8336|1665.6333 833.3203|1664.6493 832.8283| D | 550.2984 275.6528| 533.2718/267.1396| 532.2878|266.6475 4 16/1809.8146| 905.4109|1792.7881| 896.8977|1791.8040| 8964057 S | 703.3733| 352.1003| 6863468 343.6770 6853628 3431850 7
15]1829.7283|915.3678|1812.7017|906.8545|1811.7177/906.3625 | F | 435.2714| 218.1394| 418.2449|209.6261 3 17/1866.8361| 933.9217|1849.8095 | 925.4084 1848.8255  924.9164| G | 616.3413) 308.6743 599.3148 300.1610  598.3307| 299.6690| 6
16/1942.8124/971.9098| 1925 7838 963 3965|1924 8018 962.9045| I | 2882030/ 144.6051| 271.1765 136.0919 2 1811995 8787 998 4430/1078.8521| 989.9207(1077.8681| 9804377 E | 5503198| 280 1636| 5422033 2716503 5413003 2711583 5
17 R | 1751190 880631 158.0924| 795498 1 1921089627 1054 9850 2091 9362|1046 4717|2090 9522(1045.9797| L | 430.2772] 2156423 4132507 207.1290 4

2021799998 |1090.5036|2162.9733 10819903 21619893 10814983 A | 317.1932] 1591002 300.1666 1505870 3

21(2251.0370(1126.0221/2234.0104|1117.5088(2233.0264 1117.0168| A | 246.1361| 1235817| 220.1205| 115.0684 2

22 R | 175.1190] 880631 1580924 795498 1




Protein band 17 (+Mn): 50S ribosomal protein L9

Variable modifications: Carkamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 75%

Matched peptides shown in Bold Red
1 MOQITLLEKIG GLGNLGDIVT VENGYARNFL IPAGKAXRAT EANMREFEAR

51 RAELERXQAE ILADARARQE XLDGOTVTVA QKARAGVDGRLF GSVTNADIAA
101 AIVAAGIEAV KENVRLPNGP LEKAVGEYEVE VALHETDAVAK ITVAVIAAAR

Score: 572

M,: 15687

-y

T—-b2r-64

T—-yoc2>

“b(2),b(5)-64++,y(2)

—-h(3)-64
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151 Monoisotopic mass of neutral peptide Mr(calc): 1002.5783
Variable modifications:
M1 : Oxidation (M), with neutral losses 0.0000(shown in table), 63.9983
Ions Score: 40 Expect: 2.2
Matches (Bold Red): 16/96 fragment ions using 17 most intense peaks
2 b b-H- b* ll*H l.(l b(){-'- seq ¥ y'H' y-\- yi-‘H- yﬂ yD'H- 2
1/148.0427| 74.5250 M 8
5] 2/276.1013|138.5543|259.0747|130.0410 Q 856.5502|428.7788|839.5237|420.2655|838.5397 7
=
ﬁ‘ 3/389.1853/195.0963|372.1588186.5830 I 728.4917|364.7495 711.4651|356.2362|710.4811 6
X 4/502.2694|251.6383 485.2428 243.1251 I |615.4076|308.21 598.3810/299.6942|597.3970 5
g @ 5 308.1804598.3269|299.6671 L |502.3235|251.6654 485.2970/243.1521 484.3130242.6601 |4
B d
;’J §il 67 5/364.7224|711.4110/356.2091 L |389.2395|195.1234/372.2129|186.6101|371.2289186.1181|3
i: H 7 429.2437|840.4536|420.7304|839.4695|420.2384| E |276.1554|138.5813|259.1288/130.0681|258.1448|129.5761|2
El 8 4 2 H 8 K 147.1128| 74.0600130.0863| 65.5468 1
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Monoisotopic mass of neutral peptide Mr(calc): 285.51%82
Ions Score: 62 Expect: 0.0026
Matches (Bold Red): fragment ions using 28 most intense peaks N
IO TR S - g
# b b b* e b0 b Seq. v ¥ v it yo yo'H # H g % g" E i §
1/129.0659| 65.0366/112.0393| 56.5233 Q 9 Em : %1 % g g8 a8 g‘
2/200.1030{100.5551|183.0764| 92.0418 A [|858.4680(429.7376/841.4414421.2243/840.4574/420.7323 |8 | h | | I| || I‘ ll M || i\ ‘|| | :% I" 5 E
1 1 Ll 1 M 1l AW 11| 1 L
3/329.1456|165.0764|312.1190|156.5631|311.1350|156.0711| E |787.4308|394.2191|770.4043|385.7058|769.4203|385.2138|7 T e T s T T T T T 000
4/442.2296|221.6185|425.2031|213.1052|424.2191|212.6132| I |658.3883 71321.1845640.37 6925 |6
5.3137|278.1605|538.2871|269.6472 537.3031 269.1552| L |545.3042 76/264.6425527.2936|264.1504|5 Monoisotopic mass of nemtral peptide Mr(eale): 1152.62:3
Ions Score: S8 Expect: 3.1e-05
6/626.3508|313.6790|609.3243|305.1658|608.3402|304.6738| A |432.2201|216.6137|415.1936|208.1004|414.2096|207.6084 |4 Matches (Bold Red): 20/10¢ fragment ions using 33 most intense peaks
7|741.3777|371.1925|724.3512|362.6792|723.3672|362.1872| D |361.1830|181.0951|344.1565|172.5819|343.1724|172.0899 3 o - o 0 s o Z o s
* *
8|812.4149|406.7111|795.3883|3 397.7058| A |246.1561|123.5817|229.1295|115.0684 2 & D b B b b b Set; Bl B Bl B ¥ B 2
3| 57.5493
9 R [175.1190 $8.0631/158.0924| 79,5498 1 1] 114.0913| 57.5493 L
2| 229.1183|115.0628 7/1106.0575| D 5]1029.5211|5 1028.5371
3| 286.1397)143.5735 1345682 G | 931.5207 914.4942 913.5102 719
4| 414.1983|207.6028397.1718|199.0895|396.1878|198.5975| Q | 874.4993 429.2400| 856.4887|428.7480 8
5| 515.2460|258.1266 498.2195|249.6134 497.2354|249.1214| T | 746.4407 365.2107| 728.4301|364.7187| 7
6| 614.3144|307.6608597.2879|299.1476 596.3039|298.6556 V | 645.3930 314.6869 627.3824|314.1949 6
7| 7153621|358.1847698.3355|349.6714 697.3515|349.1794| T | 546.3246 2! 265.1527| 528.3140/264.6607 5
8| 814.4305|407.7189|797.4040|399.2056 | 796.4199|398.7136| V | 445.2769|223.1421| 42 214.6288 4
9| 885.4676|443.2375/868.4411|434.7242|867.4571|434.2322| A | 346.2085|173.6079| 329.1819165.0946 3
10{1013.5262|507.2667 |996.4997 498.7535|995.5156 |498.2615| Q | 275.1714|138.0893| 258.1448|129.5761 2
11 K | 147.1128| 74.0600| 130.0863| 65.5468 1
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Monoisotopic mass of neutral peptide Mr(calc):
105 Expect:

Ions Score:
Matches (Bold Red):

1354.7820
5.4e-07
21/126 fragment ions using 31 most intense peaks
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Monoisotopic mass of neutral peptide Mr(calc): 1411.6401
Variable modifications:
M6 : Oxidation (M), with neutral losses 0.0000(shown in table), 63.99

Ions Score:

Matches (Bold Red):

51 Expect: 0.11

17/184 fragment ions using 23 most intense peaks

83

228.1343

114.5708

1185.6838|593.3455|1168.65

I

584.3402|1

3412183

171.1128

1128.6623564.83481111.6358

584.8322 732
556.3215|1110.6517

205111

ARSI

398.2398

199.6235

1015.5782|508.2928| 998.5517

499.2875/10

5122827

256.6450

495.2562|248.1317

958.5568(479.7820| 941.5302

499.7795| 997.5677
471.2688| 940.5462

470.7767

IR

625.3668

313.1870

608.3402304.6738

844.5138/422.7606| 827.4873

414.2473| 826.5033

413.7553

682.3883

341.6978

665.3617333.1845

731.4298(366.2185| 714.4032

357.7053| 713.4192

357.2132

v w0

797.4152

399.21

12| 780.3886|390.6980

779.4046/390.2060 674.4083|337.7078| 657.3818

s

329.1945| 656.3978

o -w v

328.7025

910.4993

455.7533

893.472

k)
559.3814|280.1943| 5423548

892.4887|446.7480

271.6811| 541.3708

0

271.1890

1009.5677

505.2875

992.5411

991.5571/496.2822 446.2973|223.6523| 429.2708

215.1390| 428.2867

214.6470

1110.6154

555.8113{1093.5888

1092.6048|546.8060 347.2289(174.1181| 330.2023

165.6048| 329.2183

165.1128

1209.6838

547.2!
605.3455{1192.6572|596.8322

1191.6732|596.3402 246.1812(123.5942| 229.1547

115.0810
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147.1128| 74.0600| 130.0863

65.5468
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Monoisotopic mass of nemtral peptide Mr(calc):
Tons Score: 10¢
Matches (Bold Red):

2200.2108
Expect: ¢.7e-07
16/240 fragment ions using 21 most intense

peaks

b

b s

g =

b B ¥ ¥

e

= F

114.0913

575493

2611598
318.1812

131.0835
1595942

1941.0631| 971.0362 19

24.0336

2088.13351044.5704/2071.1070|1036.05712070.1230| 1035.5651 22
962.5229|1923.0546

962.0309|21

4052132

203.1103

387.2027| 194.1050 1884.0437| 942.525518

67.0171

934.0122 1866.0331

933.5202|20

504.2817

252.6445

486.2711| 243.6392

1797.0116.

899.0095/17°

79.9851

§90.4962|1779.0011

890.0042(19

605.3203
719.3723

303.1683
360.1898

587.3188]
7013617

2941630,
351.1845

1697.9432

§49.4753 16

7023457 3516765 798.9514 /15

50.9167
79.8690

540.9620 1679.9327
790.4381|1578.8850

840.4700|18;
789.9461(17

790.4094

395.7083

773.3828| 387.1951) 7723988 386.7030] 741.9299 | 14¢

65,8261

7334167 1464.8421

732.9247|16

wlo| o m]e e mw®

905.4363

4532218

$88.4098 | 444.7085| 887.4258| 4442163 1411.8155| 706.4114/13

94.7890

697.8981 13938049

697.4061 |15

10/1018.5204
11/1089.5575

509.7638|1001.4938
545.2824/1072.5310

1296.7886
1183.71

501.2506 1000.5098
536.7691 1071.5469

500.7585
5362771

643.8979 12
5923559 11

79.7620
66.6730

640.3846/1278.7780
583.8426/1165.6939

639.8926/14
583.3506/13

12/1160.5946

580.8009|1143.5681

77/1142.5840| 5717957 1112.6674] 556.8373]10¢

195.6408

548.3241|1094.6568

547.832012

13/1231.6317

6163195 1214.6052

607.8062|1213.6212| 6073142 1041.6303| 521.318810:

24.6037

512.8055/1023.6197

512313511

14/1344.7158
15/1443.7842

672.86151327.6892

664.34831326.7052
713.8825(1425.7736

663.8563
713.3905

185.8002 9:

1426.7577 4292582 8

53.5666
404825

4772869
420,749

952.5826]
839.4985

4767949 10
4202529

16/1514.8213

748.9090

9143/1497.7948| 749.4010/1496.8108 40| 7

414141 2107

740.4301

18

17/1585.8584

793.4329/1568.8319

784.9196 1567.8479| 784.4276 687.4036] 344.2054] 6°

70.3770| 335.6921

669.3930,

18/1642.8799
191755.9640

821.9436
878.4856

1625.8533
1738.9374

8134303 1624.8693
$69.97231737.9534

8129383
869.4803

616.3665 308.6869 5
559.3450| 280.1761

993399
3184

598.3559)
3344

2996816

9

8

335.2001| 7
6

1708 5

120/1885.0066

943.0069|1867.9800

934.4936|1866.9960| 934.0016 446.2609| 223.6341 4

29,2344 215.1208

4282504

214.6288

21/1956.0437

978.52551939.0171

970.0122/1938.0331| 969.5202 317.2183| 159.1128] 3

00.1918| 150.5995

2212055 112111028 059712038 08551010 34642037 10151010 0544

123 5042) 2

29 1547/ 1150810

5

I P P A P S S I I AT

2 110000 130002 ezie

a b b b* b ‘ b0 ‘ B [Seq. v ¥ v v 0 g
1) 72.0444] 365258 A 12
2| 173.0921| 87.0407 155.0815 78.0444| T |13416103)671.2088 1324 5838/662.7935)1323 5098|662.3035 11
3] 302.1347|151.3710 2841241 1425657 E |1240.3627 1223 5361 12225521 611.
4] 373.1718/187.0895 355.1612/178.0842 A |1111.5201 711094 4935/547.7504/1093 5005 |547.2584| 9
5| 4872147|244.1110] 470.1882(235.5977| 4692041 |235.1057| N 10404830 1023 4564 51223181022 4724/511.7308 | 8
6 6342501|317.6287| 617.2236/309.1154| 6162395 3086234 M | 9264400 9094135 4552104 908 4205(454 7184 7
70 7623431|3816762 7453185(373.16 3726709 K | 779.4046 3902060 7623781 3816927 7613941/3812007 6
8| 8913877|446.1975 8743611 4371022 E | 651.3097|326.1383| 6342831 /317.6452) 6332991(317.1532] 5
911038 4561|519.7317/1021 4295|511 2184|1020 4455 |510.7264| F | 522.2671|2616372| 5052405 |253.1239| 5042565 2526319 4
10/1167 4987 5842530 1150 47215757307 1149 4881 5752477 E | 3751987 1881030 338.1721/179.5897| 357.1881/179.0977| 3
11/1238.5358/619.7715|1221.5092|611.25831220.5252/610.7662| A | 246.1561|123.5817| 229.1295|115.0684 2
12 R | 175.1190| 88.0631| 158.0924| 79.5498 1
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Monoisotopic mass of neutral peptide Mr(calc):
55 Expect: 0.041

Tons Score:
Matches (Bold Red):

1892.9578

25/156 fragment ions using 51 most intense peaks

# b b b? b Seq. ¥ ¥ ¥ v e 8
1| 72.0444] 365258 A 18
2| 171.1128] 86.0600 V' [1829.9280/915.4676|1812.9014|906.9543 | 1811.9174/906.4623 17
3 228.1343114.5708 G [1730.8396 863.9334|1713.8330/857.4201 | 1712.8490 836.9281 16
4| 357.1769 179.0921| 339.1663 170.0868| E |1673.8381/837.4227 1656.8115/828.9094 1655.8275/828 417415
520.2402(260.6237 502.2296(231.6185| Y |1544.7935 772.9014|1527.7690 7643881 1526.7849|763.8961 14
6| 649.2828)325.1450| 631.2722/316.1397| E |1381.7322(691.3697 | 1364.7056/682.8564 1363.7216/682.3644 13
7| 7483512(374.6792] 730.3406/365.6740) V |1252.6896 626.8484|1235.6630 6183352 1234.6790/617.8431 12
8| §77.3938 439.2005| 859.3832430.1953| E |1153.6212|577.3142|1136.5946|568.8009 1135.6106 568.3089 11
9| 976.4622 488.7347| 938.4516/479.7205| V [1024.3786/512.7929 1007.5520|504.2796 1006.5680 503.7876
10/1047.4993|524.2533|1029.4888|515.2480| A | 925.5102|463.2587 908.4836 454.7454| 907.4996 454 9
11/1160.5834/380.7953|1142.5728(571.7900| L | 854.4730/427.7402 837.4465 419.2269| 836.4623 4187349 8
12/1297.6423|649.32481279.6317|640.3195 H | 741.3890 371.1981 724.3624 362.6849 723.3784/362.1928| 7
13/1398.6900 699.8486|1380.6794(690.8433| T | 604.3301 302.6687 587.3035294.1554| 586.3195 293.6634| 6
14/1513.7169 7573621/ 1495.7064|748.3568| D | 503.2824/232.1448 4862558 2436316 4852718 2431396 3
15/1584.7540 792.8807|1566.7435|783.8754 | A | 388.2554/194.6314 371.2289/186.1181 4
16/1683.8224 8424149/ 1665.8119(833.4096| V | 317.2183/159.1128 | 300.1918|150.5995 3
17/1754.8596 1736.8490868.9281| A | 218.1499109.5786| 201.1234/101.0653 2
18 K | 147.1128] 74.0600] 130.0863 65.5468 1




Protein band 17 (+Mn): 30S ribosomal protein S9 Score: 200 M.: 14363
Variable modifications: Carbamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverage: 40%

Matched peptides shown in Bold Red

1 MNGKYYYGTG RREXSSVARVE LTXGIGQIIV NGRPVDEFFA RETSRMVVRQY
51 PLVLTENAES LDIRKVNVVGG GETGQSGAIR HGITRALIDF DAALKPALSQ
101 AGFVTRDARE VERKKXPGLRX ARRRXKQFSKR
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S 3
ot 5
Ei: +: - Monoisotopic mass of neutral peptide Mr(calc): 1662.2934
- f‘{: 5 - ~ PR g Ions Score: 72 Expect: 0.00087
a:\ g‘ é:: @ g % '% ?‘ i g 2 Matches (Bold Red): 16/154 fragment ions using 28 most intense peaks
? : 3 : | E
Il il .|||.|| il i [ [
: ; : : : : : : : : )
200 400 600 800 1000 1200
) b bt b b BT Seq ¥ Ll ) I N I s
Monoisotopic mass of nentral peptide Mr(calc): 1422.7632 1| 129.0659| 65.0366| 112.0393| 56.5233 Q 15
Tons Score: 67 Expect: 0.0034 . 2| 226.1186/113.5629] 209.0921/105.0497 P [1541.8421 247/1524.8156/762.9114/1523 8316/ 762.4194[14
Matehes (Sold Red): 15/136 fzagment lons using 28 most intense peaks 3] 339.2027170.1050, 322.1761|161.5917 L |1444.7894|722.8983 | 1427.7628|714.3850|1426.7788
4] 438.2711(219.6302] 421.2445(211.1259 V [1331.7053 (6663563 | 1314.6787657.8430|1313.6947 657
= = 5 o = = 5 e 5| 5513552(276.1812] 534.3286/267.6679 L [1232.6369616.8221|1215.6103 608 3088 1214.6263 6078168 |11
- = - 5
il I E 15 B 15 bET [Seq| v ¥ y ¥ ¥ ¥ w 6 6524028/3267051] 635.3763(318.1918| 634.3923(317.6998| T |1119.5528/56028001102.5263|551.7668 1101 5422|551 2748[10
1] 100.0757| 50.5415 v 16 7| 7814454|3912264| 764.4189382.7131| 763.4349(3822211| E |1018.5051|509.7562|1001.4786 5012429 1000.4946|500.7509| 9
2| 214.1186]107.5629| 197.0921] 99.0497 N |1401.7081|701 3577]1384 6815|692 8444|1383.6975|692.3524)15 8| 895.4884(448 2475 | §784618(430.7345| §7747784392425| N | 8894624452349 §724360(4367216| §714520436.2296 8
3| 313.1870(157.0972| 2961605 148 5839 V12876652 644 3362]1270.6386 635 8229|1269 6546 6353309 14 ol 966.5255/483.7664 948.5149|4727611] A | 775.4196]388 2134| 758.3931[379.7002 379.2082] 7
4| 412.2554|206.6314) 395.2289(198 1181 v [1188.5967 594.8020 2586.2887|1170.5862 585.7967|13 1011095 5681154828771 1078 5415|539 7744|107 5302824 E | 704.3825(352.6045| 6873550(344.1816 343.6896] 6
5| 469.2769|235.1421| 452.2504|226.6288 G |1089.5283|545.2678 536.7545|1071.5178|536.2625|12 11/1182.6001(591.8037|1163.5735|583.2904|1164.5895(582.7984/ S 3399 288.1736| 558.3134|279.6603 279.1683 5
6| 526.2984|263.6528| 509.2718255.1396 G |1032.5069]516.7 508.2438/1014.4963|507.7518 |11 12(1205.6842 648.34571278.6576/639.8324|1277.6736 639.3404| L | 488.3079|244.6576] 471.2813 236.1443 2356523 4
7| 583.31981292.1636| 566.2933)283.6503 G | 975.4854|488.2463| 958.4589479.7331| 957.4748/479.2411 10 13/1410.7111705.8592 1393 6846|697.3459|1392.7005 696.8539| D | 375.2238|188.1155| 358.1973179.6023 179.1103| 3
8| 712.3624(336.6849| 695.3350(348.1716| 694.3519(347.6796 E | 918.4639|459.7356 901.4374|4512223| 900.4534(450.7303 9 1411523 7952 762 4012 1506.7686 753 8870 | 1505 7846 7533950 T | 260.1969 1306021 2431703 1220888 2
9| 813.4101407.2087| 796.3836|398.6954| 795.3995/398.2034| T | 789.4213|395.2143 386.7010| 771.4108|386.2090 8 15 K | 147.1128| 74.0600| 130.0863| 65.5468 1
10| 870.4316/435.7194| 853.4050(4272062| 8524210(4267141| G | 688.3737|344.6905 336.1772| 670.3631/335.6852| 7
11] 998.4902(499 7487| 981.4636/4912354| 980.4796/490.7434| Q | 6313522(316.1797 7/307.6665 61334163
12/1085 5222|543 2647|1068 4956 1067.5116/5342594 S | 503.2936|252.1504  4862671|2436372 48528312
13/1142.5436/571.7755 11255171 1124.5331/562.7702) G | 416.2616|208.6344 399.2350(200.1212
14/1213 5808|607 2940|1196 5542 711195.5702(508 2887 A | 359.2401|180.1237 3422136/171.6104
15/1326.6648663.8360|1309.6383 43654.8308| I | 288.2030(144.6051| 271.1765/136.0919
16 R | 175.1190| 880631 158.0924| 79,5408




Ions

Score:

61 Expect: 0.0087
25/214 fragment ions using 47 most intense peaks

Matches (Bold Red):
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Monoisotopic mass of neutral peptide Mr(calc): 2203.2001

# b b b* b=t b o+ Seq. v y-H- v Y*H yO yo<+ #
1) 72.0444| 365258 A 21
2| 1851285 93.0679 L |2133.1703|1067.0888|2116.1437|1058.5755|2115.1597 |1058.0835 20
3| 298.2125| 149.6099 I |2020.0862|1010.5467|2003.05971002.0335|2002.0756|1001.5415/19
4 4132395 207.1234 198.1181) D |1907.0021| 954.0047 1889.9756| 945.4914/1888.9916| 944999418
5| 560.3079| 280.6576 271.6523| F |1791.9752| 896.4912|1774.9486| 887.9780|1773.9646 887.4860|17
6 6753348 338.1710 329.1658| D |1644.9068| 822.9570|1627.8802| 814.4438|1626.8962| 813.9517|16
7| 746.3719| 373.6896 364.6843| A |1529.8798| 765.44361512.8533| 756.9303|1511.8693| 756.4383|15
8 817.4090 409.2082 400.2029| A |1458.8427| 729.9250|1441.8162| 721.4117|1440.8322| 720.9197|14
9| 930.4931| 465.7502 456.7449| L 1387.8056| 694.4064 1370.7791| 685.8932|1369.7950| 685.4012|13
10/1058.5881| 529.7977|1041.5615| 521.2844 520.7924| K |1274.7215| 637.8644|1257.6950| 629.3511|1256.7110| 628.8591|12
11/1155.6408| 578.3241|1138.6143| 569.8108/1137.6303| 5693188 P |1146.6266, 573.8169|1129.6000| 565.3037|1128.6160| 564.8116|11
12/1226.6780| 613.8426|1209.6514| 605.3293|1208.6674| 604.8373| A |1049.5738| 525.2905|1032.5473| 516. 1031.5633| 516.2853|10
13/1339.7620| 670.3846|1322.7355 661.8714|1321.7514| 661.3794| L | 978.5367  489.7720| 961.5102| 481.2587| 960.5261| 480.7667| 9
14/1426.7940| 713.9007|1409.7675| 705.3874|1408.7835 704.8954 S | 865.4526| 433.2300| 8484261 4247167 8474421 4242247 8
15/1554.8526| 777.9299|1537.8261 | 769.4167|1536.8421| 768.9247| Q | 778.4206 | 389.7139| 761.3941 381.2007| 760.4101| 380.7087| 7
16/1625.8897| 813.4485/1608.8632| 804.9352|1607.8792| 804.4432) A | 650.3620| 325.6847| 633.3355| 317.1714| 6323515 316.6794 6
17/1682.9112| 841.9592|1665.8847 | 833.4460|1664.9006| 832.9540| G | 579.3249| 290.1661| 562.2984 281.6528| 561.3144| 281.1608| 5
18/1829.9796| 915.4934|1812.9531| 906.9802|1811.9690| 906.4882 F | 522.3035| 261.6554| 505.2769| 253.1421 5042929 2526501 4
19/1929.0480| 965.0277|1912.0215| 956.5144|1911.0375| 956.0224| V | 3752350 188.1212| 358.2085| 179.6079| 357.2245| 179.1159| 3
20/2030.0957|1015.5515|2013.0692/1007.0382|2012.0851|1006.5462| T | 276.1666| 138.5870| 259.1401| 130.0737| 258.1561| 129.5817| 2
21 R | 1751190, 88.0631| 158.0924  79.5498 1




Protein band 17 (+Mn): 50S ribosomal protein L20
Score: 178

Variable modifications: Carbamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 21%

Matched peptides shown in Bold Red
1 MPRVERGVIA RARHQXIFAL RXCGYRGRREN VYRVRXQRVM XAGQYRYRDR

51 RQRXRQFRQL WIVRINAGTIR ENGLSYSKFM NGLXRASIEI DREVLADLAV
101 FDRAAFAQLV ERAXZRLLZ

M,: 13664

2 El g
g g ? S
1 I.I I P O Y I I R e S Isso 7|60 S s e
100 200 300 400 500 600 700 800 200
Monoisotopic mass of neutral peptide Mr(calc): 975.3329 Monoisotopic mass of neutral peptide Mr(calc): 1082.6070
Ions Score: 62 Expect: 0.013 . o Ions Seore: 77 Expecl:: ?'OOM N - .
Matches (Bold Red): 16/72 fragment ions using 27 most intense peaks Matches (Bold Red): 12/82 fragment ions using 21 most intense peaks
Ao O T N %) B B e L R Y #) b b B BT Seq. ¥ AL D S It S I i
11 72.0844| 36,5258 \ 0 1/100.0757| 50.5415 v 10
2(143.0815 72.0444 A |905.5001 |453.2582 388 4823 |444.7440 887 4985 444 25298 2[213.15981107.0835 L _[991.5459]496.2766)|974.5193|487.7633[973.5353487.2713| 9
312901499 1255786  [334.4720 14177396 517 2254|409 2264 162612 12087323 7 3/284.1969142.6021 A [878.4618[439.7345(861.4353(431.2213(860.4512[430.7293 | 8
23611570 1810972 o 687.4036322.20521670.3770(335.6921 69,3930 (335 20016 4[399.2238200.1155(3812132(191.1103| D [807.4247(404 2160 790.3981 (395 7027|789 4141|395 2107| 7
5[489.2456 245.1264|472.2191|236 6132 Q |616.3665308.6869599.3399/300.1736/598.3559 299.6816|5 5/512.3079/256.6576/494.2973247.6523| L 692.3978/346.7025 675.3712/338.1892/674.3872|337.6972| 6
5602.3297 1301 6685 585.3031 1293 1552 L 14853079244 65761471 2813|236, 1443 |470.2973 12356523 |4 6/583.3450292.1761565.3344283.1709| A |579.3137|290.1605|562.2871|281.6472|561.3031|281.1552 5
217013981 13512027 l682 3715 1522, 6804 v 137522381188 11551358 1973 1179.6023 1357 215211791103 3 7(682.4134(341.7103664.4028332.7051| V |508.2766254.6419491.2500 246.1287 490.2660 245.6366| 4
8(830.4407 415.7240 (813 4141|407 2107 812.4301 406.7187| E |276.1554|138.5813|259.1288 130.0681|238.1448|129.5761 2 8829.4818/415.2445/811.4713|406.2393| F |409.2082|205.1077|392.1816|196.5944|391.1976|196.1024 3
ol ‘ K |147.1128| 72.06001130.0863| 655468 1 9(044 5088 472.7580/926 4982|463 7527| D |262.1397|131.5735245.1132(123.0602 244.1202| 122 5682 2
10 K |147.1128| 74.0600/130.0863| 65.5468 1




Protein band 17 (+Mn): 50S ribosomal protein L11 Score: 143 M,: 14942

Variabkle modifications: Carkbamidomethyl (C),Oxidation (M) <
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 21%
3
Matched peptides shown in Bold Red N a .
g g
5 N g 53 8
3 o EN- o S
1 MARXKXIIGYIX LQIPAGHKZNP SPPVGPALGQ RGLNIMEFCKX AFNAZTQGME > I |7 v
1 1 1 1 1
51 SGLPIPVVIT AFADXKSFTFV MRTPPASILL RXKAAGLQXGS SNPLTNRVGK 100 200 300 400 500 600 700 800
101 LTRAQLEEIA KTREPDLTAA DLDAAVRTIA GSARSMGLDV EGVV ) ) )
- Monoisotopic mass of neutral peptide Mr(calc): 200.4216
Ions Score: 41 Expect: 1.7
Matches (Bold Red): 10/70 fragment ions using 15 most intense peaks
- m b b b* b »? pOH Seq. ¥ ¥ v* o yo y0-0+ #
8 1| 72.0444| 36.5258 A 8
9 " 2(200.1030100.5551(183.0764| 92.0418 Q 8304618 5/813.4353[407.2213(812.4512406.7293|7
£ 4 N 3(313.1870 157.0972|296.1605 | 148 5839 L [702.4032 685.3767|343.1920 684 3927(342.7000 |6
5 g‘ § 4]4422296221.6185(425.2031(213.1052 (424 21912126132 E |589.3192 572.2926 286 6499 3713086/286.1579|5
g g 53 286.1397|554 2437 |277.6265 353 2617 277.1343| E |460.2766 2306419 443 2300 442.2660(221.6366 4
Bl [ 6 3426818 6673297 334.1685 666 3457 333.6765 1 |331.2340 166.1206/314.2074 157.6074 3
g gk B 7|7 378.2003 7383668 |369.6871|737.3828 369.1951| A |218.1499 109.5786/201.1234/101.0653 2
1is éW R 8 K |147.1128 74.0600)130.0863] 635468 1
250 500 750 1000
Monoisotopic mass of neutral peptide Mr(calc): 1624.2632
Ions Score: 62 Expect: 0.0026
Matches (Bold Red): 26/170 fragment ions using 42 most intense peaks
E
4 b b b bt bo bl)-H' Seq ¥ y-H- v ya.H- y0 y0-H- #
1 1020550 515311 84.0444| 425258 T 16 ~
2| 230.1499|115.5786 213.1234/107.0653| 212.1394/106.5733| K |1584.8228/792.9150 1567.7962|784 4018 1566 8122 783.9097 15 3 4
3| 359.1925/180.0999| 342.1660|171.5866| 341.1819/171.0946| E |1436.7278|728.8675 1439.7013 7203543 72|719.8623 14 18
4| 436.2453(228.6263| 439.2187|220.1130| 438.2347|219.6210| P |1327.6852|664.3462 1310.6587|655.8330 1309.6747|655.3410 13 g gl
5| 571.2722|286.1397| 534.2457|277.6263| 533.2617|277.1345| D |1230.6323|615.8199 1213.6059|607.3066 1212.6219|606.8146 12 ; sl A
6 684.3563342.6818| 667.3297|334.1685| 666.3457|333.6765| L |1115.6055 5583064 1098.5790/549.7931/1097.5949|549 3011 11 ) ||||| I A STl |, | 1 7
7| 785.4040(3932036| 768.3774|384.6923| 767.3934/3842003| T |1002.5215|501.7644  985.4949/493 2511 9845109 4927591 10 10 20 | 30 ado | se | e
8| 836.4411|428.7242| 839.4145/4202109| 838.4305/419.7189| A | 901.4738|4512405| 8844472|4427272| 883.4632/4422352| 9 _ ) _
9| 927.4782(4642427| 910.4516|455.7295| 9094676 /4552375 A | 830.4367|415.7220) 8134101 407.2087 812.4261 406.7167| 8 s uonrray pepride Mr(eate): 2e2.8220
10 1042.5051 |521.7562 1025 4786|513 2429 1024 4946|512.7509| D | 759.3995|380.2034 7423730(371.6901 7413890(371.1981 7 Matches (Bold Red): /52 fragment icms using 27 mOST intense peaks
11 11555892 /5782982 1138 5626 |569.7850 1137.5786|569.2930 L | 644.3726|322.6899| 627.3461|314.1767 6263620 3136847 6
1212706161 635.8117 1253.5896|627.2984 1252.6056|626.8064 D | 531.2885|266.1479 5142620 |257.6346, 5132780 257.1426 5 g p b b0 b Seq. ¥ i v v ¥0 VO
1313416533 |671.3303 1324.6267|662.8170 1323.6427 6623250 A | 416.2616 208.6344 399.2350(200.1212 4 1 $8.0393| 443233 700287 355180 S -
2 706. 395. 3333/1394.6798|697.8435 | 5.2245/173.115 11979 164.602 v poyet Py < PP Py Py <
14/1412.6904|706.8488 | 1395.6638|698.3355 1394.6798 |697.8435 A | 345.2245(173.1159 328.1979|164.6026 3 21235.10771118.0575|217.0972|109.0522] F |772.40621386.7067 17553797 |378.1935 752 3936 osle
1515117588 |756.3830 1494.7322|747.8698 | 1493 7482|747 V | 274.1874/137.5973| 257.1608 129.0840 2 almc1sselice seslsinadaeliso el T le2sasrelsis 1ot leon s1zlo0neso3le0r 30 o504 16515
B &kl D N 3957 337 1725 B Z 63 13272 67312
16 R $8.0631| 1580924 795498 1 2 2 . 2 2
4/483.2238|242.1155(465.2132(233.1103| F |524.2901|262.6487|507.2636|254.1354] 4
5/582.2922/291 6498 |564.2817|282.6445| V |377.2217189.1145/360.1952 180.6012 3
6|713.3327|357.1700|695.3221|348.1647 | M |278.1533|139.5803|261.1267|131.0670| 2
7 K |147.1128] 74.0600 130.0863| 65.5468| 1




Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

Protein band 31 (+Mn): Porin IB

35%

Carbamidomethyl
cuts C-term side of KR unless next residue is P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

DVTLYGAIKR
NGLEAVWQLE
KDNVNAWESG
KDNSGSNGES
SPSLEVERLQ
VAATAAYRFG
SALVSAGWLQ

GVQITYRSVEH
QGASVAGINT
KFTGNVLEIS
YHVGLNYQNS
VHRLVGGYDN
NVIPRVSYAH
EGKGADKIVS

TDGRVSKVET
GWGNKQSEVG
GMAKREHRYL
GEFRQYRGLE
NALYVSVAAQ
GFXGTVDSAD
TASAVVLRHK

(C) ,Oxidation

GSEIADFGSK
LXGGFGTIRA
SVRYDSPEFL
QRYGEGTXKI
QODARLYGER
HDNTYDQVVV
F

Y@

y(5)

(M)

IGFRGQEDLG
GSLNSPLKNT
GEFSGSVQYAP
EYEHQVYSIP
RANSHNSQTE
GAEYDFSKRT

I5]
%
2
3
2
S
'

W FROR TN T T T
| B

1200 1600

T T T T 1
0 400 800 2000 2400 2800 3200 3600

Monoisotopic mass of neutral peptide Mr(calc): £85.4%20
Ions Score: 43 Expect: 1.1

Matches (Bold Red): 11/78 fragment ions using 69 most intense peaks

b Seq. v ¥ v* y**H- yo yo-H-
72.0444

#
1
2{129.0659| 6
3
4
5

%

b* b B0 B

U
2
w

)

[
S|Ea|n|[ Do

G |815.4621(408.2347|798.4356|399.7214|797.4516399.2294
198.0873| 99.5473| S |758.4407|379.7240|741.4141(371.2107|740.4301/|370.7187

311.1714|156.0893| L |671.4087|336.2080|654.3821|327.6947|653.3981|327.2027
028|425.2143|213.1108| N |558.3246|279.6659|541.2980(271.1527|540.3140|270.6606
188|512.2463|256.6268 444.2817(222.6445|427.2551|214.1312|426.2711|213.6392
357.2496(179.1285|340.2231|170.6152
260.1969|130.6021|243.1703|122.0888
147.1128| 74.0600{130.0863| 65.5468

AR
(AR
|

216.097910:
329.1819|16

946
61/426.1983
1513.2304 S
85|610.2831|305.6452|609.2991|305.1532| P
005{723.3672(362.1872|722.3832|361.6952| L

K

IR

443.2249

[

13.

(RN

2
6(530.2569 2
7(627.3097|3
8|740.3937|3
9

o
U

>

I = =)

IS

Score: 438 M :

-y(s)

T T T T T J
0 1200 1600 2000 2400 2800 3200

Ions Score: 32
Matches (Bold Red):

Monoisotopic mass of neutral peptide Mr(calc): 278.
Expect: 12

5386

11/6% fragment ions using 26 mOST intense peaks

37174

P b= | B0 | b [Seq| AR I O ok S S I i
1/116.0342| 58.5207| 98.0237| 49.5155| D 9
2(215.1026{108.0550{197.0921| 99.0497| V |864.5189|432.7 847.4924|424.2498|846.5084 8
3|316.1503|158.5788(298.1397|149.5735| T |76 53 748.4240(374.7156|747.4400 7
4(429.2344|215.1208(411.2238/206.1155| L |664.4028|3 647.3763|324.1918 6
5/592.2977|296.6525|574.2871|287.6472| Y |551.3188|276.1630|534.2922|267.6498 5
6/649.3192|325.1632(631.3086|316.1579| G |388.2554(194.6314|371.2289|186.1181 4
7/720.3563|360.6818|702.3457|351.6765| A |331.2340(166.1206/314.2074|157.6074 3
8/833.4403|417.2238(815.4298408.2185| I |260.1969(130.6021|243.1703|122.0888 2
9 K |147.1128| 74.0600|130.0863| 65.5468 1
o 8 8 %
$9% 5
1
! ! 20'00 j " 30'00 ! ! " '
Monoisotopic mass of neutral peptide Mr(calec): 1022.5081
Ions Score: 51 Expect: 0.2
Matches (Bold Red): 19/90 fragment ions using 40 most intense peaks
# b [ 5ad b [Sad »? O |Seq. ¥ y++ > y.H yn yo-H- #
1| 58.0287| 29.5180 G 10
2|186.0873| 93.5473(169.0608| 85.0340 Q [973.4949|487.2511/956.4684 478 955.4843|478.2458| 9
3(315.1299(158.0686|298.1034|149.5553(297.1193(149.0633| E |845.4363|423.2218/828.4098|414.7085|827.4258|414.2165| 8
4/430.1569|215.5821|413.1303|207.0688(412.1463|206.5768| D |716.3937|358.7005|699.3672|350.1872|698.3832|349.6952| 7
5/543.2409 2 241|526.2144/263.6108|525.2304|263.1188| L |601.3668|301.1870|584.3402(292.6738 6
6|600.2624|300.6348|583.2358(292.1216|582.2518/|291.6295| G |488.2827|244.6450(47 236.1317 5
71714.3053|357.6563|697.2788|349.1430(696.2947|348.6510| N [431.2613|216.1343|414.2347|207.6210 4
8|771.3268/|386.1670|754.3002(377.6538|753.3162|377.1617| G |317.2183|159.1128|300.1918|150.5995 3
9|884.4108442.7091|867.3843|434.1958|866.4003 |433.7038| L |260.1969|130.6021|243.1703|122.0888 2
10 K |147.1128| 74.0600/130.0863| 65.5468 1




=YOUTL bOLB) - y(7)
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1200 1600
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2000 24
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Monoisotopic mass of neutral peptide Mr(calc): 111
Ions Score: 73 Expect: 0.00032

Matches (Bold Red):

4.6710

21/86 fragment ions using 42 most intense peaks

R
e
‘g’zf:}-tsx WP

R

CBOGIFE o

1600

2000

2400

2800

Monoisotopic mass of neutral peptide Mr(calc):
Variable modifications:
M11 : Oxidation (M),
Ions Score: 62 Expect:
Matches (Bold Red):

0.01

1381.6911

with neutral losses 63.9983(shown in table), 0.0000

49/196 fragment ions using 93 most intense peaks

4 b b B | b [Seq. ¥ ¥ Ll I il S S I s
1[114.0013 575403 I 11
2(213.1598(107.0835 v [1002.5942{501 8007|985 5677 (493 2875(984.5837[492 795510
3[300.1918[150 5095 (282.1812[141.5042| S | 903.5258(452.2665 (886 4993 443 7533 885.5152[443 2613 9
4/401.2395(201.1234[383.2289(192.1181| T | 816.4938[408 7505|799 4672[400.2373(798.4832 (309 7452 8
5(472.2766(236.6419[4542660(227.6366| A | 715.4461(358 2267698 4196(349.7134[697.4355 (349 2214 7
6/359.3086(280.1579(5412980(271.1527| S | 644.4090(322.7081627.3824(314.1949[626 3984313 7028 6
7/630.3457(315.6765/612.3352[306.6712| A 0/279.1921(540.3504|270.6788 5
8(720.4141(365.2107|711.4036 356 2054 V | 486.3398(243 6736469 3133|235.1603 4
9328 4825(414.7449(810.4720(405.7396| V | 387.2714[194.1394(370.2440]185 6261 3
10(941.5666(471 2869923 5560(462.2817| L | 2882030144 .6051[271.1765|136.0919 2
11 R | 175.1190| 88.0631158.0924| 79 5498 1
8 8 ~
- 2 g
i B
g -
i 7
g
X
P
g7
0 400 800 1200 1600 2000 2400
Monoisotopic mass of neutral peptide Mr(calc): 1485.8515
Ions Score: 52 Expect: 0.021
Matches (Bold Red): 14/148 fragment ions using 53 most intense peaks
8 b b b b b0 bO  [Seq. ¥ ¥ v - ¥ e
1| 580287 205180 G 15
2| 129.0659| 650366 A [1429.8373(715.4223[1412.8108[ 706.9090[ 1411 8267|706 4170[ 14
3| 244.0928(122 5500 226.0822[113 5448 D [1358.8002(679.9037(1341.7736 671 3005 |1340.7896 670 8985 13
4 3721878186 5975 355 1612[178.0842| 354.1772[177.5922| K [1243.7732[622.3903[1226 7467[613.8770[ 1225 7627613 3850[ 12
5[ 4852718243 1306| 4682453(234.6263 467.2613(2341343 T 11156783558 34281008 6517(540.8205(1097.6677|549.3375[11
6| 584.3402|292.6738| 567.3137|284.1605| 566.3297(283.6685| V |1002.5942|501.8007| 985.5677|493.2875| 984.5837|492.7955|10
7| 671.3723(336.1398| 6543457(327.6765 6533617(327.1845| S | 903.5258(4522663 $864993(443 7533 8855152[4432613] 9
8| 7724199(386.7136| 7553934378 2003 7544094[377.7083| T | 816.4938[208 7505| 799.4672(400.2373| 798 4832(309.7452 8
9| $434571(4222322 8264305(413.7189| 8254465(4132260| A | 715.4461(358 2267| 6984196[349 7134| 6974355[340 2214] 7
10] 9304891465 7482 913.4625(457.2349| 912.4785(456.7420| S | 644.4000(322.7081| 627.3824[314.1949| 626 3084[313 7028 6
11[1001 5262501 2667 984 499 0835156(4922615 A | 55 279.1921| 5403504(270.6788 5
12[1100 5946 550 8009|1083 568 17957| V| 436.3398(243.6736| 469.3133[235.1603 4
13[1199.6630/600.33521182.6365(391 8219(1181.6525(5913200| v | 387.2714[194.1304| 370.2449[185 6261 3
14[1312.7471/656 87721295 7205648 363912047365 (6478710 L | 2882030(144.6051| 271.1765(136.0919 2
15 R | 175.1190| 88.0631| 158.0924] 79,5498 1

# b 1Nad b= b+ b0 PO+ Seq. ¥ y++ v y.++ yo yo++ #
1| 148.0757| 74.5415 F 13
2| 249.1234|125.0653 231.1128|116.0600| T |1171.6317 1154.6052 577.3142|12
3| 306.1448|153.5761 288.1343|144.5708| G (1070.5840 7/11053.; 526.7904 |11
4| 420.1878(210.5975| 403.1612|202.0842| 402.1772|201.5922| N |1013.5626|507.. 996.5360 |4 498.2796 |10
5| 519.2562|260.1317| 502.2296|251.6185| 501.2456(251.1264| V | 899.5197|450.2635| 882.4931 4 B 441.2582| 9
6| 632.3402|316.6738| 615.3137|308.1605| 614.3297|307.6685| L | 800.4512|400.7293| 783.4247|392.2160| 782.4407|391.7240| 8
7| 761.3828|381.1951| 744.3563|372.6818| 743.3723|372.1898| E | 687.3672|344.1872| 670.3406|335.6740| 669.3566(335.1819| 7
8| 874.4669(437.7371| 857.4403|429.2238| 8564563 I | 558.3246|279.6659| 541.2980(271.1527| 540.3140|270.6606| 6
9| 961.4989(481.2531| 944.4724|472.7398| 943.4884(472.2478| S | 445.2405|223.1239| 428.2140|214.6106| 427.2300|214.1186| 5
10/1018.5204|509.7638|1001.4938|501.2506|1000.5098|500.7585| G | 358.2085/179.6079| 341.1819|171.0946 4
11/1101.5575|551.2824|1084.5310|542.7691{1083.5469 M | 301.1870(|151.0972| 284.1605|142.5839 3
12|1172.5946|586.8009|1155.5681|578.2877|1154.5840 A | 218.1499(109.5786| 201.1234|101.0653 2
13 K | 147.1128| 74.0600| 130.0863| 65.5468 1
g
4
a
B
£
§
=Y
P
&
g
kS
1P | .
0 400 800 1200 1600 2000 2400 2800 3200
Monoisotopic mass of neutral peptide Mr(calc): 1652.8257
Ions Score: 25 Expect: 42
Matches (Bold Red): 22/172 fragment ions using 84 most intense peaks
# b b b* b= b? b [Seq. ¥ v bl i ¥ ¥ #
1 50.5415 v 16
2 94.0575 169.0972| 85.0522| S |1554.7646|777.8859|1537.7380|769.3727|1536.7540|768.8807|15
3| 315.2027|158.1050| 298.1761|149.5917| 297.1921|149.0997| K [1467.7326|734.3699|1450.7060|725.8566|1449.7220|725.3646|14
4| 414.2711/207.6392| 397.2445|199.1259| 396.2605|198.6339| V |1339.6376|670.3224|1322.6111|661.8092|1321.6270(661.3172|13
5| 543.3137(272.1605| 526.2871(263.6472| 525.3031|263.1552| E |1240.5692|620.7882|1223.5426|612.2750(1222.5586|611.7829(12
6| 644.3614/322.6843| 627.3348|314.1710| 626.3508|313.6790| T |[1111.5266|556.2669|1094.5000|547.7537|1093.5160(547.2617|11
7| 701.3828/351.1951| 684.3563|342.6818| 683.3723|342.1898| G [1010.4789(505.7431| 993.4524|497.2298| 992.4684|496.7378|10
8| 788.4149|394.7111| 771.3883|386.1978| 770.4043|385.7058| S | 953.4575|477.2324| 936.4309|468.7191| 935.4469 468.2271| 9
9| 917 5[459.2324| 900.4309(450.7191| 899.4469(450.2271| E | 866.4254|433.7164| 849.3989|425.2031| 848.4149|424.7111| 8
10/1030.5415(515.7744|1013.5150|507.2611|1012.5310|506.7691| I | 737.3828|369.1951| 720.3563|360.6818| 719.3723|360.1898| 7
11/1101.5786|551.2930|1084.5521|542.7797|1083.5681|542.2877| A | 624.2988|312.6530| 607.2722|304.1397| 606.2882|303.6477| 6
12{1216.6056|608.8064|1199.5790{600.2932|1198.5950|599.8011| D | 553.261 1345| 536.2351(268.6212| 535.2511(268.1292| 5
13|1363.6740(682.3406|1346.6474|673.8274|1345.6634|673.3353| F | 438.2347|219.6210| 421.2082|211.1077| 420.2241|210.6157| 4
14/1420.6955|710.8514/1403.6689|702.3381|1402.6849|701.8461| G | 291.1663|146.0868| 274.1397|137.5735| 273.1557|137.0815| 3
5 275|754.3674|1490.7009|745.8541(1489.7169|745.3621| S | 234.1448|117.5761| 217.1183|109.0628| 216.1343|108.5708| 2
16 K | 147.1128| 74.0600| 130.0863| 655468 1
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Monoisotopic mass of neuntral peptide Mr(calc):

Ions Score: 37
Matches (Bold Re

Expect: 2.6
d) =

1945.9354

22/190 fragment ions using 81 most intense peaks

Ions Score:

45 Expect: 0

Matches (Bold Red):

.36
37/226 fragment ions using 115 most intense peaks
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Monoisotopic mass of neutral peptide Mr(calc): 2323.1444

b b

b

b

b?

O+

w
2

v

yllH-

114.0913| 57.5493

213.1598| 107.0835

2211.0677

1106.0375

2194.0411

1097.5242

2193.0571

1097.0322

270.1812| 135.5942

2111.9992

1056.5033

2094.9727

1047.9900

2093.9887

1047.4980

327.2027| 164.1050

2054.977

1027.9925

2037.9512

1019.4793

2036.9672

1018.9872

e |

490.2660| 245.6366

1997.9563

999.4818

1980.9298

990.9685

1979.9457

990.4765

605.2930( 303.1501

294.1448

gl=ola|4le

1834.8930

917.9501

1817.8664

909.4369

1816.8824

908.9448

719.3359| 360.1716

702.3093

351.6583

701.3253

351.1663

P

1719.8660

860.4367

1702.8395

8519234

1701

8514314

833.3788| 417.1930

816.3523

408.6798

8153682

408.1878

1605.8231

803.4152

1588.7966

794.9019

1587.8125

794.4099

904.4159| 452.7116

887.3894

444.1983

886.4054

443.7063

1491.7802

746.3937

1474.7536

737.8805

1473.7696

737.3884

1017.5000| 509.2536

1000.4734

999 4894

500.2483

1420.7431

710.8752

1403.7165

702.3619

1402.7325

701.8699

1180.5633| 590.7853

1163.5368

5822720

1162.5527

581.7800

1307.6590

6543331

1290.6325

6458199

1289.6484

6453279

1279.6317| 640.3195

1262.6052

631.8062

12616212

6313142

1144.5957

572.8015

1127.5691

564.2882

1126.5851

563.7962

1366.6638| 683.8355

1349.6372

675.3222

1348.6532

674.8302

1045.5273

523.2673

1028.5007

514.7540

1027.5167

514.2620

1465.7322| 733.3697

1448.7056

7248564

1447.7216

7243644

958.4952

479.7513

9414687

471.2380

940.4847

470.7460

1536.7693| 768.8883

1519.7427

760.3750

1518.7587

759.8830

859.4268

430.2170

842.4003

421.7038

8414163

4212118

1607.8064| 804.4068

1590.7799

795.8936

1589.7958

7954016

394.6985

771.3632

386.1852

770.3791

385.6932

1735.8650| 8684361

1718.8384

859.9229

1717.8544

859.4308

359.1799

700.3260

350.6667

699.3420

350.1747

% b b b B0 O [Seq.| v — v ¥t W0 o (2
1| 157.1084 140.0818| 70.5446 R 18
2| 228.1455 211.1190|106.0631 A |1790.8416|895.9244 887.4112 886.9192|17
3| 342.1884|171.5979| 325.1619|163.0846 N |1719.8045|860.4059 851.8926 851.4006|16
4| 429.2205|215.1139| 412.1939|206.6006| 411.2099(206.1086| S |1605.7616|803.3844|1588.7350|794.8712 794379115
5| 566.2794|283.6433| 549.2528/|275.1300| 548.2688|274.6380| H |151 95|759.8684|1501.7030|751.3551 750.8631|14
6| 680.3223|340.6648| 663.2957|332.1515| 662.3117|331.6595| N |1381.6706|691.3390|1364.6441|682.8257|1363.6601|682.3337|13
7|7 543|384.1808| 750.3278|375.6675| 749.3438(375.1755| S |1267.6. 634.3175/1250.6012|625.8042|1249.6171|625.3122{12
8| 895.4129|448.2101| 878.3864|439.6968| 877.4023(439.2048| Q |1180.5957|590.8015|1163.5691|582.2882|1162.5851|581.7962|11
9| 996.4606|498.7339| 979.4340(|490.2207| 978.4500(489.7286| T |1052.5371|526.7722|1035.5106|518.2589|1034.5265|517.7669|10

10|1125.5032|563.2552|1108.4766|554.7419|1107.4926|554.2499| E | 951.4894|476.2483| 934.4629|467.7351| 933.4789(467.2431| 9

11{1224.5716(612.7894|1207.5450{604.2762|1206.5610|603.7841| V | 822.4468|411.7271| 805.4203|403.2138| 804.4363(402.7218| 8

12|1295.6087(648.3080|1278.5822{639.7947 |12 981(639.3027| A | 723.3784|362.1928| 706.3519(353.6796| 705.3679|353.1876| 7

13|1366.6458|683.8265|1349.6193 1348.6352|674.8213| A | 652.3413|326.6743| 635.3148/|318.1610| 634.3307|317.6690| 6

14/1467.6935|734.3504|1450.6669 14496829 3451| T | 581.3042|291.1557| 564.2776|282.6425| 563.2936|282.1504| 5

15/1538.7306|769.8689 0.8637| A | 480.2565|240.6319| 463.2300(232.1186 4

16/1609.7677|805.3875 2/796.8742 796.3822| A | 409.2194|205.1133| 392.1928|196.6001 3

17|1772.8311|886.9192 878.4059|1754.8205|877.9139| Y | 338.1823|169.5948| 321.1557|161.0815 2

18 R |1 190| 88.0631| 158.0924 5498 1

1863.9236| 9324654

1846.8970

923.9521

18459130

923 4601

589.2940

295.1506

572.2675

286.6374

571.2835

286.1454

1991.9821( 996.4947

1974.9556

987.9814

1973.9716

987.4894

461.2354

231.1214

444.2089

222.6081

443.2249

222.1161

2107.0091{1054.0082

2089.9825

1045.4949

2088.9985

1045.0029

333.1769

167.0921

316.1503

1585788

315.1663

158.0868

2178.0462(1089.5267

2161.0196

1081.0135

2160.0356

1080.5215

218.1499

109.5786

201.1234

101.0653

147.1128

74.0600

130.0863

65.5468




Protein band 39 (+Mn): Iron-superoxide dismutase
Score: 72 M,: 17395

Variable modifications: Carkamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 22%

Matched peptides shown in Bold Red
1 YHHGKHHQTY ITNLNNQIKG TEFENLPLEE IVRKKSSGGVE NNARAQTWNHT

51 FYWLGEFTPXG QGKPAGELAA AIDAKWGSFE KFQEARFNACR AGTFGSGWAW
101 LVXTPVGGLD LISTSNAATP LTITENTPLLT CDVWEHAYY
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Monoisotopic mass of neutral peptide Mr(calc): 1744.2247
Ions Score: 22 Expect: 20

Ions Score: 51 Expect: 0.12 Matches (Bold Red): 15/14% fragment ions using 36 most intense peaks
Matches (Bold Red): 14/160 fragment ions using 16 most intense peaks

Monoisotopic mass of neutral peptide Mr(cale): 1485.799%4

FI v | b | b [ B B e N N #1 ssbms- 7::80 L 0 0 S:l- S I 2ot I o il I N O :‘_
0287 290 ]
1| 580287 293180 . — — 16 2| 159.0764 200418 141.0639| 71.0366] T |1688.9105(844.9589|1671 8840|836 4436|1670.9000|835.9536| 14
2] 186.0873 93.5473] 169.0608) 85.0340 120.3963|1422.7587)711.8830| 14217747711, 3910/15 3] 288.1190(144.5631 270.1084[135.5579| E |1587.8629(794.43511570.8363|785.9218|1569.8523
3] 243.1088[122.0580| 226.0822[113 5448 7267(636.3670|1294.7001 |647.8537| 12937161 6473617 | 14 Fisisahis oot T 5 200 00311 B 1158 5203 1725 9138 1431 7537 1721 1005 1330 5097
4| 371.2037|186.1055) 354.1772|177.5922 627.8563|1237.6787|619.3430|1236.6947)618 8510/13 5| 564.2300[282.6136 516.2195(273.6134| E |1311.7518]656.3796|1204.7253 |647.8663 | 1293.7413|647.3743 |11
5] 468.2565)234.6319) 451.2300/226.1186 363.8088|1109.5837)555.29551108.5997|554.8035|12 6| 678.2729(339.6401| 661.2464[331.1268| 660.2624(330.6348] N |1152.7093|591.8583|1163.6827|583.34301164.6987|582.8530| 10
6| 339.2936/270.1504| 522.2671|261 6372 515.2824/1012.5310/506.7691|1011.3469|506.2771 |11 7[ 791.3570(396.1821| 774.3305(387.6689| 773.3464|387.1769| L |1068.6663|534.8368| 10516398526 3235|1050.6558|525.8315| 9
7| 396.3151|298.6612] 579.2885|250.1479 G | 958.5204]479.7638| 941.4938|471 2506 940.5098|470.7585|10 8| 888.4098[444.7085| 871.3832(436.1953| §70.3992[435.7032| P | 935.3823(478.2948| 938.5557469.7815| 937.5717|469.2893| 8
8 7|363.1825| 708.3311354.6692| 707.3471 E | 9014989]4512531] 884.4724|4427398| 8834884 4 9(1001.4938[501.2506| 984.4673(492.7373| 983.4833(492.2453| L | 858.5295(429.7684| 8415029421251 840.5189[420.7631| 7
° 7[419.7245| 8214152|4112112| 82043124 L | 772.4563|386.7318| 7554298|378 2185| 7544458 8 10[1130.5364|363.7719[1113.5099|557.2586[1112.5259(556.7666| E | 745.4454|373.2264| 728.4189(364.7131| 727.4349(3642211| 6
10| 909.4789[455.2431| 892.4523[446.7298| 891.4683[446.2378| A | 639.3723330.1898| 642.3457(321.6765| 641.3617321.1845| 7 111259 5790630 2932 217799 121 s6a3l6212870| E | 616.40281308.7051] 3993763 300 1915 398 3923 1295 608 | 3
11| 980.5160(490.7616| 963.4894[482.2483| 962.5054[481.7563| A | 588.3352(204.6712| 571.3086/286.1579| 570.3246|285.6659| 6 12(15372.6631 62,8352 583219 1352 6251677 5295 T | 357 360212031838 | 4703337 12356705 3
12[1051.5531|526.2802|1034.5265[517.7669| 1033 54255 A | 517.2980[250.1527| 5002715[250.6394| 4992875[250.1474] 5 13(1471.7315 736 3604 227856111453 7200727 3641 v 1576317 357 24961179 1285 3
13[1164.63 1147.6106|574.3089|1146.6266 T | 446.2609(223.6341| 429.2344(215.1208| 4282504 214.6288| 4 14115998265 1300.4169 | 1582.7999 7919036 15818159 1701 4116 K 381075 258 1812/ 129 5902 3
14[1279.6641|640.3357|1262.6375|631.8224| 1261.6535|6313304| D | 333.1769|167.0921| 316.1503|158.5788| 315.1663|158.0868| 3 15 K ~1.0600| 130.0863| 653468 1
15[1350.7012[675.8542[1333.6747|667.3410[ 1332.6906666.8490| A | 218.1499(109.5786| 201.1234/101.0653 2
16 K | 147.1128 74.0600] 130.0863 65.5468 1




Protein band 42 (-Mn): Pilin

Variakle modifications: Carkamidomethyl (C),Oxidation

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coveracge: 8%

Matched peptides shown in Bold Red

()

Score: 62

1 MNTLQXGFTL IELMIVIAIV GILARLZVALPR YQDYTARAQV SEAILLAEGD
51 KSAVTEYYLN HGIWPENNGZ AGVASPASDI XGXKYVQSVIV ANGVVIAQMK
101 SDGVNREIXN KXLSLWARRE AGSVEWFCGQ PVIRDXKAVID DAVXDVIGND
151 XIETXHLPST CRDNFDAS
g
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Monoisotopic mass of neutral peptide Mr(calc): 1455.7233
Ions Score: 63 Expect: 0.0073
Matches (Bold Red): 11/142 fragment ions using 14 most intense peaks
# b b b* b bO bO-H' Seq. ¥ y+9- v* ya.H yo yOH #
1| 72.0444] 36.5258 A 14
2| 200.1030|100.5551| 183.0764| 92.0418 Q |1385.7635|693.3854(1368.7369|684.8721|1367.7529|684.3801|13
3| 299.1714|150.0893| 282.1448|141.5761 V' [1257.7049|629.3561|1240.6783|620.8428|1239.6943|620.3508 |12
4| 386.2034|193.6053| 369.1769|185.0921| 368.1928|184.6001| S |1158.6365|579.8219|1141.6099(571.3086|1140.6259|570.8166|11
5| 515.2460|258.1266| 498.2195|249.6134| 497.2354|249.1214| E |1071.6045|536.3059|1054.577 1053.5939|527.3006|10
6| 586.2831|293.6452| 569.2566|285.1319| 568.2726|284.6399| A | 942.5619(471.7846| 925.5353 924.5513|462.7793| 9
7| 699.3672|350.1872| 682.3406(341.6740| 681.3566|341.1819| I | 871.5247|436.2660| 8544982 853.5142|427.2607| 8
8| 812.4512]406.7293| 795.4247|398.2160| 794.4407|3 240 L | 758.4407 .7240| 7414141 740.4301|370.7187| 7
9| 925.5353|463.2713| 908.5088|454.7580| 907.5247|454.2660| L | 645.3566|323.1819| 628.3301 627.3461|314.1767| 6
10| 996.5724|498.7898| 979.5459(490.2766| 978.5619(489.7846| A | 532.2726|266.6399| 5152460 514.2620|257.6346| 5
11|1125.6150|563.3111|1108.5885|554.7979(1107.6045|554.3059| E | 461.2354|231.1214| 444.2089 443.2249|222.1161| 4
12{1182.6365|591.8219|1165.6099|583.3086|1164.6259|582.8166| G | 332.1928|166.6001| 315.1663 3
13|1310.6951|655.8512|1293.6685(647.3379(1292.6845|646.8459| Q | 275.1714|138.0893| 258.1448 2
14 K | 147.1128| 74.0600| 130.0863 1

M,: 18087



Protein band 61 (+Mn): pilO protein

Variakle modifications:

Cleavage by Trypsin:

Sequence Coverace:

15%

Carbamidomethyl
cuts C-term side of XR unless next residue is P

Matched peptides shown in Bold Red

(C),Oxidation

GLFXSQMESL
MLKQLPTDAE
SITGNYEQIS
RILTTYQRES

()

1 MASKSSKTNL DLNNLHLLNL PARLFIALLZ VAAVLGLGYA
51 EEYERKETEL ENTYXQXSID AASLNNLRDE LASIRSAFDI
101 IPNLVQELHQ AGSSNGLRLD SVMPQPPVDD GPIXKRLPYSI
151 QFTRDVGESLS RIITLESLKI AQSPENGGNP DGKSSILNLS
201 VEELRRERRQ NREQX
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Monoisotopic mass of neutral peptide Mr(calc): 1957.0228
Ions Score: &€ Expect: 2.%9e+03
Matches (Bold Red): 15/186 fragment ions using 24 most intense peaks
# b bt b* bt bo b0++ Seq. ¥ y++ y* y*++ yo y0++ #
1| 88.0393| 445233 70.0287| 35.5180| S 18
2| 201.1234/101.0653 183.1128| 92.0600| I 936.0027|1853.9716|927.4894|1852.9875|926.9974 |17
3| 316.1503|158.5788 298.1397(149.5735| D |17 879.4607|1740.8875|870.9474|1739.9035|870.4554 |16
4| 387.1874/194.0974 369.1769|185.0921| A |1642.8871|821.9472|1625.8606|813.4339|1624.8765|812.9419|15
5| 458.2245|229.6159 440.2140|220.6106| A |1571.8500|786.4286|1554.8234|777.9154|1553.8394|777.4234|14
6| 545.2566|273.1319 527.2460(264.1266| S [1500.8129|750.9101|1483.7863|742.3968|1482.8023|741.9048 |13
7| 658.3406|329.6740 640.3301|320.6687| L |1413.7809|707.3941|1396.7543|698.8808|1395.7703 |698.3888|12
8| 772.3836|386.6954| 755.3570(378.1821| 754.3730(377.6901| N [1300.6968|650.8520|1283.6702|642.3388|1282.6862|641.8467|11
9| 886.4265|443.7169| 869.3999|435.2036| 868.4159(434.7116| N |1186.6539|593.8306|1169.6273|585.3173|1168.6433|584.8253|10
10| 999.5105|500.2589| 982.4840|491.7456| 981.5000(491.2536| L |1072.6109|536.8091|1055.5844528.2958|1054.6004|527.8038| 9
11|1155.6117|578.3095|1138.5851|569.7962(1137.6011|569.3042| R | 959.5269|480.2671| 942.5003 |47 8| 941.5163|471.2618| 8
12(1270.6386|635.8229|1253.6121|627.3097(1252.6280(626.8177| D | 803.4258|402.2165| 786.3992|393.7032| 785.4152(393.2112| 7
13|1399.6812(700.3442|1382.6546|691.8310(1381.6706/691.3390| E | 688.3988|344.7030| 671.3723|336.1898| 670.3882|335.6978| 6
14|1512.7653|756.8863|1495.7387|748.3730(1494.7547|747.8810| L | 559.3562|280.1817| 542.3297|271.6685| 541.3457|271.1765| 5
15/1583.8024|792.4048|1566.7758|783.8916|1565.7918|783.3995| A | 446 223.6397| 429.2456|215.1264| 428.2616|214.6344| 4
16|1670.8344(835.9208|1653.8079|827.4076|1652.8238(826.9156| S | 375.2350(188.1212| 358.2085|179.6079| 357.2245|179.1159| 3
17(1783.9185|892.4629|1766.8919|883.9496|1765.9079|883.4576| I 144.6051| 271.1765|136.0919 2
18 R 88.0631| 158.0924| 79.5498 1

Score: 73

M,: 23301
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Monoisotopic mass of neutral peptide Mr(calc): 215.5641

Ions Score: 36 Expect: 5.2
Matches (Bold Red):

10/62 fragment ions using 23 most intense peaks

2 b [ Sad »? b |Seq. ¥ y-H- v* y*H yo yo-H- 2
1/114.0913| 57.5493 I 8
2(227.1754|114.0913 I |803.4873|402.2473|786.4607|393.7340|7 7(393.2420|7
3|328.2231|164.6152{310.2125|155.6099| T |690.4032|345.7053|673.3767|337.1920|672.3927|336.7000 |6
4(441.3071|221.1572{423.2966|212.1519| L |589.3556|295.1814|572.3290|286.6681|571.3450(286.1761|5
5|570.3497|285.6785|552.3392(276.6732| E |47 238.6394|459.2449|230.1261(458.2609|229.6341|4
6(657.3818|329.1945|639.3712|320.1892| S (347.2289|174.1181|330.2023|165.6048|329.2183|165.1128|3
7|770.4658|385.7366|752.4553|376.7313| L (260.1969|130.6021(243.1703|122.0888 2
8 K |147.1128| 74.0600|130.0863| 65.5468 1




Protein band 73 (+Mn): 50S ribosomal protein L9

Variakle modifications: Carkamidomethyl (C),Oxidation (M) SCOI'G' 237 M . 15687
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P r
Sequence Coverace: 28%

Matched peptides shown in Bold Red

1 MQIILLEXIG GLGNLGDIVT VENGYARNFL IPAGKAXRAT EANMKXEFEAZR
51 RAFELERXQOAE ILADARARQE XLDGQTVTVA QKAGVDGRHEN GSVINADIAR
101 ARIVARLGIELZV XANVRLPNGP LEAVGEYEVE VALHETDAVAY ITVAVIRLLE
151

3
g 5
i s - ~
: L %
E 8l g o Q
8 ! £1% ¢ g
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FAE I g:g % P
g | 7 ' CE
“ull.,][‘l“l ol .l' O i I
0 200 400 600 800 1000 1200 1400 1600 1000 1500
Monoisotopic mass of neutral peptide Mr(calc): 252.4263 Monoisotopic mass of neuntral peptide Mr(calc): 985.5192
Ions Score: 32 Expect: 14 Ions Score: 53 Expect: 0.11
Matches (Bold Red): 9/56 fragment ions using 36 most intense peaks Matches (Bold Red): 17/88 fragment ions using 292 most intense peaks
£ b bt | bt | b Seq.| ¥ LA I # b b7 bt b | b | BT [Seq ¥ AN IR I ot I s I
1]115.0502| 58.0287| 98.0237| 495155 N 8 1]125.0659| 65.0366112.0393| 56.5233 Q
212621186 1131.5620245.00211123.0497| F |745.46071373 2340|728 43411364 720717 2|200.1030|100.5551|183.0764| 92.0418 A |858.4680(429.7376 (841 4414 421.2243(840.4574|420.7323
3(375.20271188.10501358.17611179.5917| L 1598.3923|299 6998|581.3657|201.1865|6 3|329.1456/165.0764312.1190|156.5631|311.1350|156.0711| E |787.4308|394.2191|770.4043385.7058 |769.4203 |385.2138
41288 2867(244.6470(471 2602/236 1337 I |485.3082 /243 1577|468 2817 |234.6445|5 4|442.2296(221.6185(425.2031(213.1052|424.2191|212.6132| I |658.3883|329.6978|641.3617|321.1845|640.3777(320.6925
515853395293 1734|568 31301284 6601| P |372.22411186.6157|355.1976|178 1024 4 5/555.3137|278.1605|538.2871|269.6472537.3031|269.1552| L |545.3042273.1557|528.2776|264.6425527.2936|264.1504
61656 37661328 6919(639 35011320.1787| A |275.1714/138.0893|258 1448|129 5761 |3 6/626.3508|313.6790|609.3243|305.1658|608.3402|304.6738| A |432.2201|216.6137|415.1936|208.1004|414.2096(207.6084
7[713.3981(357 2027696 3715|348 6394| G |204.1343]102.5708/187.1077| 94.0575|2 7|741.3777|371.1925|724.3512|362.6792|723.3672|362.1872| D |361.1830(181.0951(344.1565(172.5819(343.1724(172.0899
3 K 1147.1128] 74.0600/130.0863| 65.54638/1 8|812.4149(406.7111|795.3883|398.1978|794.4043|397.7058| A |246.1561|123.5817|229.1295|115.0684
9 R |175.1190| 88.0631|158.0924| 79.5498
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Ions Score:
Matches (Bold Red):

51

Monoisotopic mass of neutral peptide Mr(calc):
Expect: 0.14
9/104 fragment ions using 17 most intense peaks

1158.6245
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Ions Score:
Matches (Bold Red):

1.2e-
20/126 fragment ions using 28 most intense peaks

06

Monoisotopic mass of neutral peptide Mr(calc):
101 Expect:

1354.7820

[ b b | b | bt | B0 | B [Seq| ¥ ¥ Ll I ol Ratiil s # b b bt b | B | B [Seq ¥ ¥ Ll I i I S I i
1| 114.0913| 57.5493 L 1 1] 114.0913| 57.5493 I 14

2| 229.1183(115.0628 211.1077(106.0575| D |1046.5477(523.7775/1029.5211|515.2642|1028.5371|514.7722|10 2| 171.1128| 86.0600 G 1242.7052(621.8563/1225.6787/613.3430(1224.6947/612.8510/13

3| 286.1397(143.5735 268.1292|134.5682| G | 931.5207|466.2640| 914.4942|457.7507| 913.5102|457.2587| 9 3| 228.1343[114.5708 G [1185.6838/593.3455(1168.6572/584.8322/1167.6732/584.3402(12

4| 414.1983|207.6028|397.1718/199.0895|396.1878|198.5975| Q | 874.4993|437.7533| 857.4727/429.2400| 856.4887|428.7480| 8 4| 341.2183(171.1128 L [1128.6623|564.8348|1111.6358|556.3215(1110.6517|555.8295|11

5| 515.2460|258.1266|498.2195|249.6134|497.2354|249.1214| T | 746.4407|373.7240| 729.4141|365.2107| 728.4301|364.7187| 7 5| 398.2398/199.6235 G 508.2928| 998.5517|499.7795| 997.5677(499.2875|10

6| 614.3144|307.6608|597.2879|299.1476|596.3039(298.6556| V | 645.3930|323.2001| 628.3665|314.6869| 627.3824|314.1949| 6 6| 512.2827|256.6450| 495.2562(248.1317 N 479.7820| 941.5302|471.2688| 940.5462(470.7767| 9

7| 715.3621|358.1847|698.3355|349.6714|697.3515(349.1794| T | 546.3246|273.6659| 529.2980|265.1527| 528.3140|264.6607| 5 7| 625.3668|313.1870| 608.3402(304.6738 L | 844.5138|422.7606| 827.4873|414.2473| 826.5033|413.7553| 8

8| 814.4305|407.7189|797.4040|399.2056|796.4199(398.7136| V | 445.2769|223.1421| 428.2504)214.6288 4 8| 682.3883/341.6978| 665.3617|333.1845 G | 731.4298|366.2185| 714.4032|357.7053| 713.4192(357.2132| 7

9| 885.4676|443.2375|868.4411|434.7242|867.4571|434.2322| A | 346.2085/173.6079| 329.1819165.0946 3 9| 797.4152|399.2112| 780.3886|390.6980| 779.4046(390.2060| D | 674.4083|337.7078| 657.3818|329.1945| 656.3978|328.7025| 6

10(1013.5262|507.2667|996.4997 [498.7535(995.5156|498.2615| Q | 275.1714|138.0893| 258.1448|129.5761 2 10| 910.4993|455.7533| 893.4727|447.2400| 892.4887|446.7480| I | 559.3814|280.1943| 542.3548/|271.6811| 541.3708|271.1890| 5
11 K | 147.1128| 74.0600| 130.0863| 65.5468 1 11/1009.5677|505.2875| 992.5411(496.7742| 991.5571(496.2822| V | 446.2973|223.6523| 429.2708|215.1390| 428.2867|214.6470| 4
12|1110.6154|555.8113|1093.5888|547.2980(1092.6048|546.8060| T | 347.2289(174.1181| 330.2023|165.6048| 329.2183|165.1128| 3

13|1209.6838|605.3455|1192.6572|596.8322|1191.6732|596.3402| V | 246.1812|123.5942| 229.1547|115.0810 2

14 K | 147.1128| 74.0600| 130.0863| 65.5468 1




Protein band 73 (+Mn): 50S ribosomal protein L20

Variable modifications: Carkbamidomethyl (C),Oxidation
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverace: 15%

Matched peptides shown in Bold Red

1 MPRVERGVTA RARHQXIFAL ARXGYRGRREN VYRVAXQRVM HKLGQYAYRDR
51 RQREXRQFRQL WIVRINAGIR ENGLSYSKFM NGLXRASIEI DRXVLADLAV

101 FDKAAFAQLYV EKAXARLILL

Y

E-yd

m
T T 1 T T T T
800 1000 1200 1400 1600

Monoisotopic mass of neutral peptide Mr(calc): 975.538%
Ions Score: 44 Expect: 0.77
Matches (Bold Red): 14/72 fragment ions using 51 most intense peaks

(M)

2 b ptt b* p*tt »? [\as Seq. ¥ y-H- v* y*H' yo y()-H- 2
1| 72.0444| 36.5258 A 9
2|143.0815| 72.0444 A |905.5091 888.4825|444.7440|887.4985 44425298
3/290.1499 F |834.4720 817.4454|409.2264|816.4614|408.7343|7
4|361.1870|181.0972 A [687.4036|344.2054|670.3770(335.6921(669.3930(335.2001 |6
5/489.2456|245.1264|472.2191|236.6132 Q |616.3665|308.6869(599.3399|300.1736|598.3559|299.6816 |5
6/602.3297(301.6685|585.3031{293.1552 L |488.3079|244.6576|471.2813|236.1443|470.2973|235.6523 |4
7|701.3981|351.2027|684.3715|342.6894 V |375.2238|188.1155|358.1973|179.6023|357.2132{179.1103 |3
8/830.4407|415.7240(813.4141|407.2107|812.4301|406.7187| E |276.1554|138.5813|259.1288|130.0681|258.1448|129.57612
9 K |147.1128| 74.0600|130.0863| 65.5468 1

Score: 112

M,: 13664
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Monoisotopic mass of neutral peptide Mr(calc): 1082.6070

Ions Score:
Matches (Bold Red):

62 Expect:

0.003

10/82 fragment ions using 25 most intense peaks

b

bH

b0

o+

y

yH

*

y

e

100.0757

50.5415

[
=)

213.1598

107.0835

991.5459

496.2766

974.5193

487.7633

487.2713

284.1969

1426021

878.4618

439.7345

861.4353

431.2213

430.7293

399.2238

200.1155

381.2132

191.1103

807.4247

404.2160

790.3981

395.7

3952107

o aa | | o | |

512.3079

256.6576

4942973

247.6523

692.3978

346.7025

6753712

338.1892

6743872

337.6972

583.3450

292.1761

5653344

283.1709

579.3137

290.1605

562.2871

281.6472

561.3031

281.1552

1| oy

6824134

341.7103

664.4028

332.7051

508.2766

2546419

491.2500

246.1287

490.2660

245.6366

8294818

4152445

8114713

406.2393

409.2082

205.1077

77|392.1816

196.5944

391.1976

196.1024

o |

9445088

926.4982

463.7527

262.1397

131.5735

2451132

123.0602

2441292

122.5682

—
=)

147.1128

74.0600

130.0863

65.5468

oW s o]l w




Protein band 73 (+Mn): 30S ribosomal protein S9

Variable modifications: Carbamidomethyl

(C) ,Oxidation

(M)

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverace: 12%

Matched peptides shown in Bold Red

1 MNGKYYYGIG RRKSSVARVE LIXKGIGQIIV NGRPVDEFFA RETSRMVVRQ
51 PLVLTENAES FDIXVNVVGG GETGQSGAIR HGITRALIDE DARLXPALSQ
101 AGEVIRDARE VERKXPGLRE ARRREQFSER

Ions Score: 63 Expect: 0.0071
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Monoisotopic mass of neutral peptide Mr(calc): 14928.76%92

Matches (Bold Red): 14/156 fragment ions using 37 most intense peaks

# b [5ad b* b b o+ Seq. ¥ y-H- v* y*-H- yo yo-H- #
1| 100.0757| 50.5415 AY 16
2| 214.1186|107.5629| 197.0921| 99.0497 N |1401.7081|701.3577|1384.6815/692.8444|1383.6975|692.3524 15
3| 313.1870|157.0972| 296.1605|148.5839 V |1287.6652|644.3362|1270.6386|635.8229|1269.6546|635.3309|14
4| 412.2554|206.6314| 395.2289/198.1181 V |1188.5967(594.8020|1171.5702|586.2887(1170.5862|585.7967|13
5| 469.2769|235.1421| 452.2504/226.6288 G |1089.5283|545.2678(1072.5018/536.7545|1071.5178|536.2625 |12
6| 526.2984/|263.6528| 509.2718|255.1396 G |1032.5069|516.7571|1015.4803|508.2438|1014.4963 |507.7518|11
7| 583.3198(292.1636| 566.2933|283.6503 G | 975.4854|488.2463| 958.4589|479.7331| 957.4748|479.241110
8| 712.3624|356.6849| 695.3359|348.1716| 694.3519|347.6796| E | 918.4639|459.7356| 901.4374|451.2223| 900.4534|450.7303| 9
9| 813.4101|407.2087| 796.3836|398.6954| 795.3995(398.2034| T | 789.4213|395.2143| 772.3948|386.7010| 771.4108|386.2090| 8
10| 870.4316|435.7194| 853.4050(427.2062| 852.4210|426.7141| G | 688.3737|344.6905| 671.3471|336.1772| 670.3631|335.6852| 7
11| 998.4902|499.7487| 981.4636|491.2354| 980.4796|490.7434| Q | 631.3522|316.1797| 614.3257|307.6665| 613.3416/307.1745| 6
12|1085.5222543.2647|1068.4956|534.7515/1067.5116|534.2594| S | 503.2936|252.1504| 486.2671|243.6372| 485.2831/|243.1452| 5
13|1142.5436|571.7755|1125.5171|563.2622|1124.5331|562.7702| G | 416.2616|208.6344| 399.2350|200.1212 4
14/1213.5808|607.2940|1196.5542|598.7807|1195.5702|598.2887| A | 359.2401|180.1237| 342.2136|171.6104 3
15|1326.6648|663.8360|1309.6383 |655.3228|1308.6543|654.8308| I | 288.2030(144.6051| 271.1765|136.0919 2
16 R | 175.1190| 88.0631| 158.0924| 79.5498 1

Score: 63

M,: 14363



Protein band 78 (-Mn): Transferrin-binding protein A

Sequence Coverage

1 MOQQHLFRFN
51 RDNEVIGLGK
101 IRGMDKNRVA
151 VEISKGSNSV
201 RGLTQSIALA
251 DASTWAYFIV

501 GYDRFGSDLR
551 IGGGNVVIGQ
601 GLRYDYRSTH
651 PSFREMYGWR
701 RDLIVRGYEV
751 GWYSTFAR

Variable modifications:
Cleavage by Trypsin:

: 3%

Carbamidomethyl

Matched peptides shown in Bold Red

ILCLSLMTAL PRYAENVQAG QAQEXQLDTI
RYDPGIAVVE
TRTAGSSGRI

LVKTADILSK E
LIVDGLAQIQ
EQGSGRLAGS
GRIGGAEALL
EEECKNRDYE
SWLFRPGFRF
GSIRGYGKYA

ICFFGNNTYT
SDDGSVSTIGT
SGDX \VKI

LEMKF

YVYTNADKDT WADYARLSYD RQGIGLDNHF
PSSYYXSDRV IYGES pe
HQDYYYQHAN RA!

LQ RA SEDIR
Q NG TIPPN
SYYRRVRDNV
VLXPADWLDL
GIVFRGDFGN

GDPAYLNAQS ARITGINILG
XRADRIDIQS HLFDAIQPSR

NSRNTKATAR

NHRYVIWENV RQTRRGAVNQ

(C),Oxidation (M)
cuts C-term side of KR unless next residue

QVRAKKQKTR
QGRGASSGYS
NEIEYENVKA
QSKTIAYSGKN
QSENRLAPVD
TRDYTGPNRF
RDMIVPAFLT
EYGTGVFYDE
QQTHCSADGS
K SVNL
YWVS
RLGRWADVGAR
TYRTSTGFRL
LEASWENNRY
DWNGVWDK
YVVGSGYDQP
RIRPWYIVDV
HXKNVGVYNRY

WD ez

y(5)

b(7)

1000

1500

2000

Ions Score: 22

Monoisotopic mass of neutral peptide Mr(calc): 1011.6077
Expect: 2.2e-05
Matches (Bold Red): 16/72 fragment ions using 27 most intense peaks

is P

b 5

b? | Saas

¥ v

y* yﬁH

114.0913| 57.5493

10

171.1128| 86.0600

899.5309(450.2691 |882.5043 |441.7558

881.5203

4412638

228.1343|114.5708

842.5094|421.7584(825.4829|413.2451

824.4989

412.7531

0

|| W

299.1714|150.0893

785.4880(393.2476|768.4614|384.7343

7674774

3842423

h

428.2140|214.6106|410.2034|205.6053

714.4509|357.7291|697.4243|349.2158

696.4403

348.7238

499.2511|250.1292(481.2405(241.1239

585.4083(293.2078|568.3817|284.6945

RN

612.3352|306.6712|594.3246|297.6659

514.3711|257.6892|497.3446|249.1759

725.4192

.2132{707.4087 |354.2080

o || -a|o

363
838.5033|419.

820.4927|410.7500

401.2871|201.1472|384.2605|192.6339
2

288.2030|144.6051

.1765{136.0919

1

.1190| 88.0631(158.0924

79.5498

| W e

Score: 140  M.: 101940
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——u®

e

Ml

0 500

1000 1500 2000

Monoisotopic mass of neut
Ions Score: 12 Expect: 3
Matches (Bold Red): 5/7¢

ral peptide Mr(calc): 1016.5502
.5e+02
fragment ions using 10 most intense peaks

b b b’

b [Seq.| ¥ ¥ = gt 0 SO

130.0499

65.5286(112.0393

56.5233

888.5149|444.7611|871.4884(436.2478 5043|435.7558

344.1816|172.5944(326.171

IR

0]163.5892 5.4308388.2191|758.4043|379.7058|757.4203|379.2138

473.22:

1574552136

228.1105 74.3832|337.6952(657.3566|329.1819|656.3726(328.6899

586.3083|293.6578|568.29

#
1
2(243.1339(122.0706|225.1234(113.0653
3
4
5

o | o

545.3406|273.1739|528.3140|264 6606 3300|264.1686

699.3923(350.1998|681.3818(341.1945

432.2565|216.6319|415.2300|208.1186|414.2459|207.6266

756.4138

738.4032(369.7053

319.1724{160.0899{302.1459|151.5766(301.1619|151.0846

825.

3531413.2213

262.1510{131.5791(245.1244|123.0659(244.1404(122.5738

6
7
8|843.4458 4
9

E
I
T
E
284.6525| L
L
G
S
R

=W e

175.1190| 88.0631|158.0924| 79.5498
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Ions Score: 35 Expect: 5.2

Monoisotopic mass of neutral peptide Mr(calc): 1085.6193

Matches (Bold Red): 9/98 fragment ions using 13 most intense peaks

b b b*

b B0 O [Seq.| v = = = 0 =

58.0287| 29.5180

171.1128| 86.0600

1029.6051|515.3062{1012.5786|506.7929|1011.5946|506.3009

10

272.1605|136.5839

254.1499(127.5786 916.5211(458.7642| 899.4945|450.2509| 898.5105|449.7589

400.2191/200.6132{383.1925

815.4734|408.2403| 798.4468|399.7271 628(399.2350

192.0999|382.2085|191.6079

AN

487.2511|244.1292|470.2245

235.6159(469.2405)|235.1239 687.4148(344.2110| 670.3883|335.6978| 669.4042|335.2058

e o

600.3352(300.6712|583.3086

600.3828|300.6950| 583.3562|292.1817

o

671.3723|336.1898|654.3457

327.6765(653.3617|327.1845 487.2987(244.1530| 470.2722|235.6397

| o

784.4563(392.7318|767.4298

384.2185|766.4458|383.7265 416.2616|208.6344| 399.2350/|200.1212

v |

855.4934|428.2504|838.4669

303.1 152.0924| 286.1510|143.5791

419.7371(837.4829|419.2451

=}
>

912.5149(456.7611|895 4884

448.2478|894.5043|447.7558 232.1404(116.5738| 215.1139|108.0606

=
=

G
L
T
Q
S
292.1579|582.3246|291.6659| I
A
L
A
G
R

175.1190| 88.0631| 158.0924| 79.5498

AR S




Protein band 82 (-Mn): PilQ Score: 467 M : 77943

Variable modifications: Carbamidomethyl (C),Oxidation (M)

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 19%
Matched peptides shown in Bold Red
1 MNTXLTKIIS GLEFVATAAFQ TASAGNITDI XVSSLENKQK IVKVSFDKEI
51 VNPTGFVISS PARIALDFEQ TGISMDQQVL EYADPLLSKI SAAQNSSRAR 3
101 LVLNLNXPGQ YNTEVRGNXV WIFINESDDT VSAPARPAVK AAPARPARQQ 7
151 ARAPFTESVV SVSAPFSPAX QQRAASARXQT NIDFRXKDGKN AGIIELRALG - 5 %
201 FAGQPDISQQ HDHIIVILXN HTLPTALQRS LDVADFRTIPV QKVTLKRLNN H R
251 DTQLIITTTG NWELVNKSAA PGYFTFQVLP RXQNLESGGV NNAPKTFIGR 5 “ 1% % s
301 XISLDFQDVE IRTILQILAR ESGMNIVASD SVSGRMTLSL XDVPWDQALD N1 T O . . . . ,
351 LVMQARNLDM RQQGNIVNIA PRDELLAXDX AFLQAEXDIA DLGALYSQNF o 400 80 120 1600 200
401 QLXYXNVEEF RSILRLDNAD TTGNRNTLVS GRGSVLIDPAZ TNTLIVIDIR Jonot sotopic mass of newtral peptide Mr(eale): 222,535
451 SVIEXFRKLI DELDVPAQQV MIEARIVEAA DGFSRDLGVK FGATGRKKLX Ions Score: 2¢ Expect: 71
_ ~ Matches (Bold Red): £/64¢ fragment ions using 21 most intense peaks
501 NETSAFGWGV NSGFGGGDKW EAQTXKINLPYV AAAANSISLYV RAISSGALNL
551 ELSASESLSK TKXTLANPRVL TQNRXEAKIE SGYEIPFIVI TASGGGNSIN P v | b [ o | 50 | b [Sea| ¥ [ R g
601 TELXKKAVLGL TVTPNITPDG QIIMTVRINK DSPAQCASGN NTILCISTXS 110205%0] 515311 sa0844| 425258] T s
651 LNTQAMVENG GILIVGGIYE ENNGNTLTXV PLLGDIPVIG NLFXTRGKKT 2[215.1390[108.0731 197.1285] 99.0679| 1 |798.5448[399.7760|781.5182[3912627|7
701 DRRELLIFIT PRIIDTAGNS LRY 3[3282231[164.6152 310.2125(155.6009| L |685.4607|343.2340/668.4341|334.7207|6,
4[456.2817(228.6445439.2551(220.1312[438.2711[219.6392| Q [572.3766|286.6920(555.3501[278.17875
5569.3657(285.1863(552.3392(276.6732(551.3552(276.1812| T [444.3180(222.6627(427.2915[214.1494[4
6/682.4498|341.7285|665.4232(333.2153|664.4392(332.7233| L |331.2340|166.1206|314.2074|157.6074|3
7|753.4869|377.2471|736.4604|368.7338|735.4763|368.2418| A |218.1499(109.5786|201.1234|101.0653|2
8 K |147.1128| 74.0600|130.0863| 65.5468|1
]
3
EN
-
@ - >
e g ~ LB
e 53 a . 5%
ol sne 37 g g 7
di s ol g i Te
III.IHIHuJ.!nllI:L'I‘%IH ‘ g‘
0 500 1000 1500 2000 a E H 3 3
T H .
Monoisotopic mass of neutral peptide Mr(calc): £93.4424 | ; .
Ions Score: 46 Expect: 0.46 HJ wlh ”[ 1 ‘l ) . L
Matches (Bold Red): 13/66 fragment ions using 38 most intense peaks ° T T 500 M T T T 10'00 T T T T 15'00 T T T
# b b b0 b Seq. A y'H' ¥* y*'H' f’ yOH # Monoisotopic mass of neutral peptide Mr(calc): 932.4675
1] 88.0393] 44.5233| 70.0287| 35.5180] § 8 Uatehos. (Bola Red): 15/64 fragment ions using 30 most incense pesks
2(201.1234]101.0653[183.1128[ 92.0600] L [807.4247(404.2160|790.3981(395.7027|789.4141 395 21077
3|316.1503|158.5788298.1397|149.5735| D |694.3406|347.6740|677.3141|339.1607|676.3301 |338.6687 |6 # b b b b b° BT [Seq. ¥ ¥y v v ¥ Ll
4(415.2187|208.1130397.2082(199.1077| V |579.3137(290.1605 |562.2871 281.6472|561.3031|281.1552|5 1/114.0913| 57.5493
5[436.2558(243.6316[468.2453[234.6263| A [480.2453[240.6263[463.2187(232.1130[462.2347[231.6210[4 2|201.1234]101.0653 183.1128] 92.0600] S |820.3908|410.6990|803.3642|402.1857]302.3802
6/601.2828[301.1450(583.2722292.1307| D [409.2082|205.1077|392.1816196.5944[301.1976|196.1024 3 3|272.1605]136 5839 254.1499|127.5786| A |733.3587|367.1830|716 3322|358 6697 715.3482
2]748.3512[374.6792/730.3406|365.6740| F |294.1812|147.5942/277.1547|139.0810 2 4(343.1976(172.1024 325.1870(163.0972| A |662.3216|331.6645|645.2951|323.1512|644.3111
s K 171128 72,0800 130.0883 | 653268 1 5[47123562(236.1317 (4542206227 6185[453 2456(227.1264| Q |591.2845|296.1439(574.2580(287.6326573.2739
65852991293 1532|568 2726(284 6399(567.2885 (2841479 N [463.2259(232.1166(446.1994 223 6033|445 2154 4
7]672.3311[336 6692 655 3046|328 15359654 3206 S [349.1830(175.0051(332 1565166 5819(331.1724|166.0899 3
3/759.3632(380.1852(742.3366(371.6719741 3526[371.1799| S [262.1510[131.5791/245 1244(123 0659|244 1404|122 57382
9 R [175.1190| 88.0631(158.0024 79,5498 1
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0 1000 1500 2000 j ! ! ! 15b0 ! ! j ! 20'00
Monoisotopic mass of neutral peptide Mr(calc): 1058.5720 Monoisotopic mass of neutral peptide Mr(calc): 1075.4294
Ions Score: 60 Expect: 0.022 Ions Score: 30 Expect: 12
Matches (Bold Red): 17/88 fragment ions using 36 most intense peaks Matches (Bold Red): 7/96 fragment ions using 13 most intense peaks
4 b b b BY | b™T [Seq ¥ v Ll I ki I S I ot 4 4 b b b* | bt | b | B [Seq.| ¥ ¥ vt | 0| |
1/114.0913 1 10 1/114.0913| 57.5493 L 10
2(227.1754 T |946.4952|473.7513|929.4687|465.2380|928.4847|464.7460| 9 2(229.1183|115.0628 211.1077|106.0575| D |963.4126|482.2100(946.3861(473.6967 |945.4021|473.2047| 9
3|342.2023 324.1918|162.5995| D |833.4112|417.2092816.3846|408 6959|815.4006|408.2039| 8 3(343.1612|172.0842(326.1347|163.5710|325.1506|163.0790| N |848.3857|424.6965|831.3591 |416.1832(830.3751|415.6912| 8
4/443.2500{2 4252395|213.1234| T |718.3842|359.6958|701.3577|351.1825|700.3737|350.6905| 7 4]414.1983|207.6028397.1718|199.0895|396.1878|198.5975| A |734.3428|367.6750|717.3162(359.1617|716.3322|358.6697| 7
5(514.2871|2: 496.2766|248.6419| A |617.3365/309.1719|600.3100|300.6586|599.3260|300.1666| 6 5(529.2253|265.1163|512.1987|256.6030|511.2147|256.1110| D |663.3056(332.1565|646.2791|323.6432|645.2951|323.1512| 6
6/571.3086 553.2080|277.1527| G |546.2994|273.6534|529.2729|265.1401|528.2889|264.6481) 5 6/630.2729(315.6401|613.2464 307.1268 |612.2624/306.6348| T |548.2787|274.6430|531.2522|266.1297|530.2681|265.6377| 5
71685.3515(343.1794|668.3250 334.6661|667.3410(334.1741| N |489.2780(245.1426 472.2514|236.6293 |471.2674 236.1373| 4 717313206 366.1640|714 2041|357 713.3101(357.1587| T |447.2310/224.1191|430 2045|215 6050 |42 2151139] 4
8772.3836/386.6954|755.3570/378.1821|754.3730(377.6901| S |375.2350|188.1212358.2085|179.6079|357.2245(179.1159| 3 8|788.3421 /394, 71.3155|386.1614|770.3315|385.6604| G |346.1833|173.5053|329.1568|165.0820 3
9|885.4676|443.2374|868 4411|434 7242|867.4571|434 2322 | L |288.2030|144.6051|271.1765|136.0919 2 9(002.3830451.6961 885 3385(443.1829|884 3743(442.6900| N |289.1619|145.0846(272.1353|136 5713 2
10 R [175.1190| 88.0631(158.0924] 79.5498 1 10 R |175.1190 88.0631|158.0924| 795498 1
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500 1000 1500 2000 o 400 500 1200 1600 2000
LI‘Z;:i;z;:‘;jc‘j:as:);:c:?‘l;f:i peptide Mr(cale): 1063.5232 Monoisotopic 1:1355 of neutral peptide Mr(calc): 1100.65%4
Matches (Bold Red): 21/84 fragment ions using 62 most intense peaks Ions Score: 37 Expect: 3.8 R . N
Matches (Bold Red): 7/76 fragment ions using 14 most intense peaks
il AL L L I .. O IO o I 0 I B o O st . #b | BT | B0 | B Seq| ¥y | ¥ | v | g | 0| 0
2l &7 s1a2
1]114.0913| 57.5493 ! 10 1/130.0499| 63.5286|112.0393| 56.3233| E
2(213.1598/|107.0835 V |951.4530(476.2302|934.4265|467.7169(933.4425|467.2249| 9
- - - - " 2/243.1339|122.0706(225.1234|113.0653| L |972.6241|486.8157|955.5975|478.3024|954.6135|477.8104
3/342.2023|171.6048|324.1918|162.5995| E |852.3846|426.6959|835.3581|418.1827|834.3741|417.6907| 8 13562180/ 178.61261338.2074 11696074 | L 1559.54001230 27361842 5135 |121.7604 8415294 |42 1 2684
36.2 78. .207 607 59.5 . 42.5135|421.7604|841.5294|421.2
4/413.2395|207.1234|395.2289(198.1181| A |723.3420(362.1747|706.3155|353.6614|705.3315|353.1694| 7 n 02 I& 1711512915226 1294 - — =29.42941365.2 7284254136272
5|484.2766(242.6419|466.2660 233 6366| A [652.3049|326.6561|635.2784|318.1428|634.2944(317.6508| 6 4]469.3021|233.1347|451.2913]226.1454] I |746.4539|373.7316729.4294]365. 2183|728 4434 |364.7263
5 705 50835992 7 7 5 7 5 3
6/599.3035|300.1554|581.2930(291.1501| D |381.2678|291.1375|364.2413|282.6243|563.2572(282.1323| 5 51616 3705|308 6889|398 3599|299.6836] F |633.3719|317.1896|616.3453|308 6763|615 3613|308 1843
72 365.2309|7 356.225 5243 276923 2 2929/23
7|656.3250|328.6661|638.3144|319.6608| G |466.2409|233.6241|449.2143|225.1108|448.2303|224.6188| 4 6]729.4545|365.2309]711 4440|356 2256| I |486.3035|243.6554|469.2769|235.1421]468 2929|234 6501
8/803.3934/402.2003 | 785.3828(393.1951| F |409.2194|205.1133|392.1928|196.6001|391.2088|196.1081| 3 7]830.5022|415.7547|812.4917]406.7495] T |373.2194|187.1133356.1928|178.6001|355.2088178 1081
9(390.4254(445.7163(872.4149(436.7111| S |262.1510(131.5791|243.1244|123.0659|244.1404[122.5738| 2 8 464.2811|909.5444|455.2758| P |272.1717|136.5895)255.1452]128 0762
10 R [175.1190] $8.0631|158.0924] 79.5498 1 9 R |175.1190] 88.0631]158.0924] 79.5498
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Monoisotopic mass of neutral peptide Mr(calc): 1333.6272
Ions Score: 31 Expect: 0.14
Matches (Bold Red): 15/104 fragment ions using 25 most intense peaks

Monoisotopic mass of neutral peptide Mr(calc): 1202.6626
Ions Score: 42 Expect: 1.1
Matches (Bold Red): 23/80 fragment ions using 51 most intense peaks

P b b b* bt [Seq| ¥ ¥ - | 2 b b b e B0 B [Seq.| v ¥ = = W0 o (2
1| 129.0659| 65.0366| 112.0393 56.5233] Q 11 1| 114.0913] 57.5493 1 11
2[ 257.1244(129.0659 240.0979]120.5526] Q [1081.6113|541.3093|1064.5847[532.7960[10 2| 201.1234|101.0653 183.1128| 92.0600| S [1221.6110/611.30911204.5844|602.7959|1203.6004|602.3039|10
3| 314.1459(157.5766| 297.1193(149.0633| G | 953.5527|477.2800| 936.5261468.7667| 9 3| 314.2074|157.6074 296.1969(148.6021| L [1134.5790(567.7931|1117.5524[559.2798[1116.5684/558.7878| 9
4| 428.1888214.5980] 411.1623|206.0848| N | 896.5312|445.7693| §79.5047|440.2560 8 4] 4202344[215.1208 411.2238[206.1155 D [1021.4949(511.2511[1004.4684[502.7378[1003.4843[502.2458 8
5[ 541.2720(271.1401| 524.2463|262.6268| 1 | 782.4883[391.7478| 765.4617(383.2345| 7 5| 576.3028/288.6550 558.2922(279.6498| F [ 906.4680(453.7376| §89.4414[445.2243] 888.4574[444.7323[ 7
6| 640.3413[320.6743| 623.3148(312.1610| V [ 669.4042[335.2058| 652.3777[326.6925| 6 6| 7043614352.6843| 687.3348(344.1710[ 636.3508[343.6790| Q | 759.3995(380.2034| 742.3730[371.6901| 7413890[371.1981] 6
7| 754.3842[377.6938| 737.3577[369.1825| N [ 570.3358|285.6715| 553.3093[277.1583] 5 7| 819.3383[410.1978| 802.3618401.6845| §013777/401.1925| D | 631.3410(316.1741| 6143144/307.6608 | 613.3304|307.1688 5
8| $67.4683(434.2378| 850.4417|425.7245| I | 456.2929|228.6501 439.2663(220.1368| 4 8| 918.4567(459.7320| 901.4302(451.2187| 900.4462/450.7267| V | 516.3140/258.6606| 499.2875(250.1474| 498.3035|249.6554] 4
9| 938.5054/469.7563 921.4789|461.2431| A | 343.2088|172.1081| 326.1823|163.5948| 3 9]1047.4993(524.2533[1030.4728515.7400(1029.4888 [515.2480| E | 417.2456/209.1264| 400.2191|200.6132] 399.2350|200.1212] 3
10(1035.5582|518.2827|1018.5316|509.7694| P | 272.1717|136.5895| 255.1452(128.0762| 2 10{1160.5834|580.7953|1143.5568|572.2821|1142.5728|571.7900| I | 288.2030|144.6051| 271.1765|136.0919 2
11 R | 175.1190| 85.0631| 158.0924| 79.5498| 1 1 R | 175.1190| 88.0631| 158.0924| 79.5498 1
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Monoisotopic mass of neutral peptide Mr(calc): 1607.9359
Ions Score: 30 Expect: 16
Matches (Bold Red): 14/152 fragment ions using 52 most intense peaks

Monoisotopic mass of neutral peptide Mr(calc): 1524.7977
Ions Score: 52 Expect: 0.021

Matches (Bold Red): 15/126 fragment ions using 31 most intense peaks
# b b b* b B0 b Seq. ¥ y-H- v y*H- y“ yo-H- # # b b b* b+ iy B [Seq. ¥ yH- v y.,-H yo yo4+ #
1| 88.0393| 44.5233 70.0287| 35.5180| S 14 1| 114.0913| 57.5493 1 16
2| 159.0764| 80.0418 141.0659| 71.0366| A 9|719.8901(1421.7464|711.3768|1420.7624|710.8848|13 2| 228.1343|114.5708| 211.1077|106.0575 N |1495.8591|748.4332|1478.8326|739.9199(1477.8485|739.4279|15
3| 230.1135|115.5604 212.1030/106.5551| A 684.3715|1350.7093 |675.8583|1349.7252|675.3663 |12 3| 341.2183|171.1128| 324.1918|162.5995 L |1381.8162|691.4117|1364.7896|682.8985|1363.8056|682.4064 |14
4| 327.1663|164.0868 55.0815| P |1296.6987|648.8530|1279.6721|640.3397|1278.6881|639.8477(11 4| 4382711(219.6392| 421.2445|211.1259 P |1268.7321|634.8697|1251.7056|626.3564|1250.7215|625.8644|13
5| 384.1878{192.5975 183.5922| G [1199.6459|600.3266(1182.6194|591.8133|1181.6354|591.3213|10 5| 537.3395|269.1734| 520.3130|260.6601 V |1171.6793|586.3433|1154.6528|577.8300(1153.6688|577.3380|12
6 274.1292 265.1239| Y |1142.6245|571.8159|1125.5979|563.3026|1124.6139|562.8106| 9 6| 608.3766(304.6919| 591.3501|296.1787 A [1072.6109|536.8091|1055.5844 2958{1054.6004(527.8038|11
7| 694.3195|347.6634 338.6581| F | 979.5611|490.2842| 962.5346|481.7709| 961.5506|481.2789| 8 7| 679.4137(340.2105| 662.3872(331.6972 A |1001.5738(501.2905| 984.5473|492.7773| 983.5633|492.2853|10
8| 795.3672{398.1872 389.1819| T | 832.4927|416.7500| 815.4662|408.2367| 814.4822|407.7447| 7 8| 750.4509 733.4243|367.2158 A | 930.5367(465.7720| 913.5102|457.2587| 912.5261|456.7667| 9
9| 942.4356|471.7214 462.7162| F | 731.4450|366.2262| 714.4185 6 9| 821.4880|411.2476| 804.4614|402.7343 A | 859.4996(430.2534| 842.4730(421.7402| 841.4890(421.2482| 8
10/1070.4942|535.7507 |1053.4676|527.2375|1052.4836|526.7454| Q | 584.3766|292.6920| 567.3501|284.1787 5 10| 935.5309|468.2691| 918.5043|459.7558 N | 788.4625(394.7349| 771.4359(386.2216| 770.4519|385.7296| 7
11|1169.5626|585.2849|1152.5360|576.7717|1151.5520|576.2796| V | 456.3180|228.6627| 439.2915|220.1494 4 1022.5629|511.7851|1005.5364|503.2718|1004.5524(502.7798| S | 674.4195|337.7134| 657.3930{329.2001| 656.4090|328.7081| 6
12|1282.6467|641.8270|1265.6201|633.3137|1264.6361|632.8217| L 179.1285| 340.2231{170.6152 3 568.3271|1118.6204|559.8139|1117.6364|559.3218| I 294.1974| 570.3610|285.6841| 569.3770|285.1921| 5
13]1379.6994|690.3533|1362.6729|681.8401|1361.6889|681.3481| P 122.5864| 227.1390(114.0731 2 611.843112 5|603.3299|1204.6684|602.8379| S 237.6554| 457.2769|229.1421| 456.2929|228.6501| 4
14 K | 147.1128| 74.0600| 130.0863| 65.5468 1 14|1335.7631|668.3852|1318.7365|659.8719|1317.7525|659.3799| L 194.1394| 370.2449185.6261 3
15/1434.8315|717.9194|1417.8049|709.4061|1416.8209|708.9141| V | 274.1874(137.5973| 257.1608|129.0840 2
16 R | 175.1190| 88.0631| 158.0924| 79.5498 1
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Monoisotopic mass of neuntral peptide Mr(calc):

Variable modifications:

M19
Ions Score:
Matches (Bold Red):

2298.2712

: Oxidation (M), with neutral losses 0.0000(shown in tabkle),
5 Expect: 3.8e+03
15/346 fragment ions using 51 most intense peaks

63.9983

b

b++

b*

b

o+

ot

y

yo

y!M-+

72.0444

36.5258

171.1128

86.0600

—_

1113.6243

2209.2148

1105.1111

2208.2308

1104.6191

284.1969

1426021

22262414
2

o

1064.0901

2110.1464

1055.5769

2109.1624

1055.0848

341.2183

171.1128

2
127.1730
014.0889

Wl

1007.5481

1997.0624

999.0348

1996.0783

998.5428

AN

4543024

227.6548

1957.0674

979.0374

1940.0409

970.5241

1939.0569

970.0321

o

5553501

537.3395

269.1734

L]

1843.9834

922.4953

1826.9568

913.9821

18259728

913.4900

~1

654 4185

636.4079

318.7076

<

17429357

8719715

17259092

863.4582

1724.9251

862.9662

0

7554662

737.4556

369.2314

1643.8673

8224373

1626.8407

813.9240

16258567

813.4320

852.5189

834.5084

417.7578

15428196

7719134

15257931

763.4002

1524.8090

762.9082

10

966.5619

483.7846

9495353

948.5513

4747793

PRI

14457668

723.3871

1428.7403

714.8738

1427.7563

7143818

11

1079.6459

540.3266

1062.6194

.2
531.8133

1061.6354

531.3213

1331.7239

666.3656

1314.6974

657.8523

1313.7134

657.3603

12

1180.6936

590.8504

1163.6671

582.3372

1162.6830

581.8452

1218.6399

609.8236

1201.6133

601.3103

1200.6293

600.8183

13

1277.7464

6393768

1260.7198

630.8635

1259.7358

6303715

1117.5922

559.2997

1100.5656

550.7865

1099.5816

550.2944

14

1392.7733

696.8903

1375.7468

688.377

1374.7627

687.8850

1020.5394

510.7733

1003.5129

502.2601

1002.5288

501.7681

—
N

1449.7948

7254010

1432.7682

716.8878

1431.7842

716.3957

905.5125

453.2599

888.4859

1447466

887.5019

4442546

16

1577.8534

789.4303

1560.8268

780.9170

1559.8428

780.4250

848.4910

4247491

831.4645

416.2359

830.4804

4157439

17

1690.9374

8459723

1673.9109

837.4591

1672.9268

836.9671

720.4324

360.7199

703.4059

352.2066

702.4219

351.7146

18

1804.0215

902.5144

1786.9949

894.0011

1786.0109

893.5091

= O Q||| |-

607.3484

304.1778

5903218

295.6645

5893378

295.1725

m|ov|-1|oo| o

19

1951.0569

976.0321

1934.0303

967.5188

1933.0463

967.0268

M

494.2643

2476358

477.2378

239.1225

476.2537

238.6305

20

2052.1046

1026.5559

2035.0780

1018.0426

2034.0940

1017.5506

347.2289

174.1181

330.2023

165.6048

3292183

165.1128

21

2151.1730

1076.0901

2134.1464

1067.5769

2133.1624

1067.0848

246.1812

123.5942

229.1547

115.0810

22

147.1128

74.0600

130.0863

65.5468

ILAEAES




Protein band 89 (+Mn): MafA adhesin

Variable modifications: Carbamidomethyl (C),Oxidation
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P

Sequence Coverage: 15%

Matched peptides shown in Bold Red

1 MRARLLIPIL FSVFILSACG TLTIGIPSHGG
51 DMDLOQALHGR XVALYIATMG DQGSGSLIGG
101 DYTYPRYETT ARETTSGGLTIG LTITSLSTLNA
151 IGGMGDYRNE TLTTINPRDTA FLSHLVQIVFE
201 IDVFGTIRNR TEMHLYNAET LEXAQTKLEYF
251 AYKENYALWM GPYRVSKGIK PTEGLMVDES

301 SHEGYGYSDE AVRQHRQGQP

GERFAVEQEL
RYSIDALIRG
PALSRTQSDG
FLRGIDVVSP
AVDRTNEKKLL
DIQPYGNHIG

SYR(2)++

-h(2)

“y(L)
-y(4)

-y(?

r T T T T T
100 200 300 400 500

@ [-y(5

00

T T 1
700 800

Monoisotopic mass of neutral peptide Mr(calc):
Ions Score: 36 Expect: 4.4

949.5233

Matches (Bold Red): 6/60 fragment ions using 7 most intense peaks

()

VAASARRRAVEK
EYINSPAVRT
SGSRSSLGLN
ANADIDVEIN
IXPXTNAFEA
NSARPSVERDN

I b 0 B0 (Seq.| ¥ v v i ¥
1]164.0706| 82.5389 Y

2(251.1026(126.0550(233.0921(117.0497| s [787.4672[394.2373|770.4407|385.7240 769 4367 |385.2320|7
3[364.1867(182.5970[346.1761(173.5917| I |700.4352(350.7212/683.4087 342.2080/682.4246 341.7160|6
4[479.2136(240.1105[461.2031(231.1052| D |587.3511294.1792/570.3246 285.6659 569.3406 |285.1739 5
5[550.2508(275.6200(532.2402(266.6237| A |472.3242236.6657|455.2076228.1525 4
6[663.3348[332.1710(645.3243(323.1638| L |401.2871|201.1472[384.2605|192.6339 3
7(776.4189(388.7131(758.2083(379.7078| 1 |285.2030|144.6051|271.1765(136.0919 2
8 R |175.1190| $8.0631|158.0924] 79.5498 1

Score: 202

M,: 34738
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Monoisotopic mass of neutral peptide Mr(calc): 1011.5025

Ions Score: 25 Expect: 45

Matches (Bold Red):

7/66 fragment ions using 15 most intense peaks

b

B

Seq. v ¥

A+

*

y

.

y

yl)

yo-H-

114.0913

243.1339

225.1234|113.0653

899.4258(450.2165

8823992

441.7032

881.4152|441.2112

406.1973|203.6023

388.1867|194.5970

770.3832|385.6952

753.3566

377.1819

752.3726|376.6899

NI

553.2657(277.1365

535.2551

268.1312

607.3198|304.1636

590.2933

295.6503

589.3093|295.1583

PRI

o

624.3028|312.6550

606.2922

303.6498

443.2249

2221161

221.6241

723.3712|362.1892

705.3606

353.1840

7 [389.2143|195.1108

72.1878

186.5975

186.1055

Y

838.3981(419.7027

820.3876

410.6974

290.1459(145.5766

273.1193

137.0633

136.5713

=)

L
E
Y
F
A ]460.2514/230.6293
A}
D
R

175.1190| 88.0631

158.0924

79.5498
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Monoisotopic mass of neutral peptide Mr(calc):
ns Score: 34 Expect:
Matches (Bold Red):

Io:

7.6
10/26 fragment ions using 14 most intense peaks

1013.4818

b b

b*

b

b° bt

y

v

y*-H- yo

yo++

102.0550| 51.5311

84.0444| 425258

216.0979|108.5526

199.0713

100.0393
5

198.0873| 99.5473

9134414

457.2243

896.4149

448.7111(895.4308

4482191

287.1350(144.0711

270.1084

135.5579

269.1244|135.0659

799.3985

400.2029

7823719

391.6896|781.3879

391.1976

IR

434.2034/|217.6053

417.1769

209.0921

416.1928|208.6001

7283614

364.6843

711.3348

356.1710{710.3508

355.6790

o

o s w e =]

563.2460|282.1266

546.2195

273.6134

5452354|273.1214

581.2930

291.1501

564.2664

282.6368|563.2824

282.1448

o

634.2831{317.6452

617.2566

309.1319

616. 308.6399

452.2504

226.6288

4352238

218.1155

Y

705.3202{353.1638

688.2937

3446505

687.3097|344.1585

381.2132

191.1103

364.1867

182.5970

o | e

868.3836434.6954

851.3570

426.1821

850.3730|425.6901

310.1761

1555917

293.1496

147.0784

147.1128

74.0600

130.0863

65.5468

oW e
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Monoisotopic mass of neutral peptide Mr(calc): 1104.5564
Ions Score: 22 Expect: 22 Monoisotopic mass of neutral peptide Mr(calc): 1388.7252
Matches (Bold Red): £/90 fragment ions using 11 most intense peaks Ions Score: 7% Expect: 0.00022
Matches (Bold Red): 20/126 fragment ions using 30 most intense peaks
# b b‘H‘ b* biH b“ bw Soq. v yH y‘ y*# y“ YO'H' #
# b S+ b* - 0 0+ Seq. ++ 3 . 0
1] 58.0287| 295180 G 10 T iasorsy _:’5“: L L L :" t ) e 2/ i talld
2(187.0713] 940393 169.0608| §5.0340) E 1048 5422(524 7747|1031 5156|516 2615|1030 5316|515 7694 9 ) 219‘11/22; ]1/0'060('; N YT\ T YT T TSEX Y FPEr Y ToY, (e
3[350.1347[175 5710 332.1241(166 5657| Y | 919.4996|460 2534 9024730(431.7402| 9014890(451.2482| 8 Fasashssson = 1;;'6770 5;;‘;171 ];“'60;4 ‘7;'3;;9 1;:43124 v;';]s
4[4632187[232.1130 4452082(223.1077| T | 7564363378 7218| 739.4097|370.2085| 738 4257[369.7165| 7 e 115 o3 351031 Tio7s ss86l537 3835 1056.5320 25 2606 1055 5150 528 2776
1. 24.1135 - 2. /3.2 237.282 36.5 228.7 .04 D28,
5[5772617|289 1345560 2351|280 62123 2801202 N | 643.3522[322.1797| 6263256313 6665| 6253416|313.1745| 6 S rsnihsiin S5as T 1el s52715107s 1396 sitsisohirireisl orsssslisiaiss sassoshcrseal s
6(6642937|332.6505(647 2671|324 1372(646 2831|323.6452| S | 520.3003|265 1583| 5122827 256 6450| 511.2987|256.1530] 5 R e ;;4‘109 P g ilios _;;’4308 B e e
7|7613464[381 1769|744 3199 372.6636|743 3350[372.1716| P | 442.2772[2216423| 4252507|213 1290 4 ; s;1"40;0 o5 2052 5003525 100 6019 759-2585 300 2025 L 344‘2/110 ;_0’3883 o ;59-4042 33;;0‘/8 &
2 L3825 X s D .2 = B =X E 5.205
8(5323836(416.6954[815 3570 408 1521(814 3730(407.6901| A | 345 2245(173 1159| 328 1979|164 6026 3 . 91;'4__< 511 595 1509 50 2351 ;98 el e — onln 1<;' P
9(9314520(466 2206(914 4254 (457 7163 (013 4414(457 2243 V | 274.1874[137 5973|257 1608(129.0840 2 . 98_‘51/4’; 4;4.7/5;9 Soass0lisssa7 5653010 43517,;5/5 s e 45;2 P ;;9'6;1 5/ s ;2’9'129L -
1012 5030/785 2556 2 s 358(220.6215| 4572 2050 5
10 R | 175.1190| §8.0631| 158.0924| 795408 1 - : ! i s > !
10[1058 5517529 7795|1041 5251|521 26621040 5411|520 7742 A | 404.2252|202 6162| 387 1987|194 1030| 3862146/193 6110 4
11[1145 5837573 2055|1128 5572[564.7822(1127.5732(564 2002 S | 333.1881|167.0977| 316.1615|158 5844| 3151775 158.0924 3
12[1216.6208 608 8141[1199.3943[600.3008 | 1198.6103|599.8088| A | 246.1561|123.5817| 229.1205 115.0684 2
13 R | 175.1190] $8.0631| 1580924 795498 1




Protein band 93 (+Mn): Outer membrane protein PIII

Variabkle modifications: Carbamidomethyl (C),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverace: 36%

Matched peptides shown in Bold Red

1 MTXQLKLSAL FVALLASGTA VAGEASVQGY TVSGQSNEIV RNNYGECWEN
51 RAYFDXASQGR VECGDAVAVP EPEPARPVAVV EQRPQYVDET ISLSAXTLFG
101 FDRDSLRAEA QDNLKVLAQR L3SRTNVQSVR VEGHTIDFMGS EXYNQALSER
151 RAYVVANNLV SNGVPASRIS AVGLGESQAQ MTQVCQOAEVA KLGAXASKAX
201 XREALIACIE PDRRVDVKIR SIVIRQVVPA RNHHQH

“b(2)
“y(@)

y(s)

y(3)

yet)

r T T T t T 3 T

T
100 200 300 400 500 600 7

‘ ‘ e

%

i ”Jﬂ by 1 . i
00

Monoisotopic mass of neutral peptide Mr(calc): £02.4227
Ions Score: 55 Expect: 0.075
Matches (Bold Red): 6/66 fragment ions using 6 most intense peaks

4 b b b= | b bY | % (Seq| ¥ ¥ LAl I it O o O i
1/102.0550| 51.5311 84.0444] 42.5258| T 7
2(216.0979(108.5526|199.0713[100.0393 [198.0873 | 99.5473| N [702.3893[351.6983 |685.3628[343.1850|684.3787|342.69306
3]315.1663[158.0868|298.1307[149.5735(207.1557 1490815 V' [588.3464 204.6763571.3198(286.1636[570.3358|285.6715(5
4]443.2249(222.1161|426.1983 213.6028 425.2143[213.1108 | Q [489.2780(245.1426472.2514[236.6293[471.2674|236.1373 |4
5/530.2569(265.6321|513.2304[257.1188512.2463[256.6263| S [361.2194/181.1133[344.1928[172.6001|343.2088[172.1081 3
6[620.3253(315.1663|612.2088[306.6530(611.3148306.1610] V' [274.1874/137.5973257.1608129.0840 2
7 R 88.0631|158.0924| 79.5498 1

Score: 249 M.:
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Monoisotopic mass of neutral peptide Mr(calec): 1285.6336
Variable modifications:
c6 : Carbamidomethyl (C)
Ions Score: 3% Expect: 3
Matches (Bold Red): 7/98 fragment ions using 10 most intense peaks
4 b b b° b (Seq. ¥ ¥ ¥ v Y ¥ |#
1| 130.0499| 65.5286| 112.0393| 56.5233| E 11
2| 201.0870(101.0471| 183.0764| 92.0418| A 579.3028/1140.5718 1139.587:
3| 314.1710|157.5892| 296.1605(148.5839| L 43.7842/1069.534 1068.5506 9
4| 427.2551|214.1312| 409.2445|205.1259| I | 973.47714 422| 956.4506 955.4666(478.2369| 8
5| 498 249.6498| 480.2817|240.6445| A | 860.3931(430.7002| 843.3665 .1869| 842.3825(421.6949| 7
6| 658.3229|329.6651| 640.3123(320.6598| C | 789.3560|395.1816| 772.3294/386.6683 1.3454|386.1763| 6
7| 771.4069(386.2071| 753.3964|377.2018| I | 629.3253|315.1663| 612.2988|306.6530| 611.3148/|306.1610| 5
8| 900.4495|450.7284| 882.4390(441.7231| E | 516.2413|258.6243| 499.2147|250.1110| 498.2307/|249.6190| 4
9| 997.5023(499.2548| 979.4917(490.2495| P | 387.1987|194.1030| 370.1721|185.5897| 369.1881|185.0977| 3
10(1112.5292|556.7683|1094.5187|547.7630| D | 290.1459(145.5766| 273.1193|137.0633| 272.1353|136.5713| 2
11 R | 175.1190| 88.0631| 158.0924| 79.5498 1
s
>
g 5 9 g % g
‘ g g 5 53 g
A —
200 300 400 500 600
Monoisotopic mass of neutral peptide Mr(calc): 1297.6667
Ions Score: 32 Expect: 2.3
Matches (Bold Red): 5/104 fragment ions using 11 most intense peaks
2 b b b b B0 b [Seq. ¥ e = v W0 W[4
1| 102.0550| 51.5311 84.0444| 425258| T 11
2| 215.1390(108.0731 197.1285| 99.0679| L 590.8035(1179.6157|590.3115(10
3| 362.2074(181.6074 344.1969(172.6021| F 534.2615/1066.5316|533.7694| 9
4| 419. 210.1181 401.2183|201.1128| G | 937.4738469. 5 2]460.7272| 919.4632|460.2352| 8
5| 566.. 283.6523 548.2867|274.6470| F | 880.4523440.7298 432.2165| 862.4417(431.7245| 7
6| 681.3243|341.1658 663.3137|332.1605| D | 733.3839367.1956| 716.3573|358.6823| 715.3733|358.1903| 6.
7| 809.4192|405.2132| 792.3927|396.7000| 791.4087|396.2080| K | 618.3569|309.6821| 601.3304|301.1688| 600.3464300.6768 5
8| 924.4462|462.7267| 9074196 906.4356(453.7214| D | 490.2620(245.6346| 473.2354|237.1214| 472.2514|236.6293| 4
9101 82|506.2427| 994.4516 | 993.4676|497.2374| S | 375.2350/188.1212| 358.2085|179.6079| 357.2245|179.1159| 3.
10|1124.5623|562.7848|1107.5357 511106.5517|553.7795| L | 288.2030{144.6051| 271.1765|136.0919 2
11 R | 175.1190| 88.0631| 158.0924| 79.5498 1




Ions Score:
Matches (Bold Red):

33 Expect: 7

a
> ~
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Monoisotopic mass of neatral peptide Mr(calc): 1729.9111

13/162 fragment ions using 25 moSt intense peaks

ycy

b(2),yx(2)

S--b(3)

-ho¢3)

-b0(5)

-y

1

g
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T
600

T
700

7
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c17
Ions Score:
Matches (Bold Red):

Monoisotopic mass of neutral peptide Mr(calc):
Variable modifications:
M3

2420.1676

: Oxidation (M), with neutral losses 0.0000(shown in table), 63.9983
: Carbamidomethyl (C)

13 Expect:

1.5e+02
9/370 fragment ions

using 15 most intense peaks

# b b b* b+ »? [ \Uad Seq. ¥ yH' ¥ yi"-l' y° y“"'" #
1| 72.0444| 36.5258 A 17
2| 235.1077|118.0575 Y |1659.8813|830.4443|1642.8547|821.9310|1641.8707|821.4390|16
3| 334.1761|167.5917 V |1496.8180|748.9126|1479.7914|740.3993|1478 8074|739.9073 |15
4| 433.2445|217.1259 V |1397.7496|699.3784|1380.7230|690.8651|1379.7390|690.3731|14
5| 504.2817|252.6445 A |1298.6811|649.8442|1281.6546|641.3309|1280.6706|640.8389(13
6| 618.3246|309.6659| 601.2980|301.1527 N |1227.6440(614.3256|1210.6175|605.8124|1209.6335|605.3204 |12
7| 732.3675|366.6874| 715.3410|358.1741 N |1113.6011|557.3042|1096.5745|548.7909|1095.5905|548.2989 |11
8| 845.4516|423.2204| 828.4250|414.7162 L | 999.5582|500.2827| 982.5316|491.7694| 981.5476|491.2774|10
9| 944.5200/472.7636| 927.4934|464.2504 V | 886.4741|443.7407| 869.4476|435.2274| 868.4635|434.7354| 9
10/1031.5520(516.2796|1014.5255|507.7664|1013.5415|507.2744| S | 787.4057|394.2065| 770.3791|385.6932| 769.3951|385.2012| 8
11|1145.5949|573.3011|1128 5684 |564.7878|1127.5844|564.2958| N | 700.3737(350.6905| 683.3471|342.1772| 682.3631|341.6852| 7
12/1202.6164|601.8118|1185.5899|593.2986|1184.6058|592.8066| G | 586.3307|293.6690| 569.3042|285.1557| 568.3202|284.6637| 6
13|1301.6848|651.3461|1284 6583 |642.8328|1283.6743|642.3408| V | 529.3093|265.1583| 512.2827|256.6450| 5112987 256.1530| 5
14/1398.7376|699.8724|1381.7110|691.3592|1380.7270|690.8672| P | 430.2409|215.6241| 413.2143|207.1108| 412.2303|206.6188| 4
15/1469.7747|735.3910|1452.7482|726.8777|1451.7641|726.3857| A | 333.1881|167.0977| 316.1615|158.5844| 315.1775/158.0924| 3
16/1556.8067|778.9070|1539.7802|770.3937(1538.7962|769.9017| S | 262.1510|131.5791| 245.1244|123.0659| 244.1404|122.5738| 2
17 R | 175.1190| 88.0631| 158.0924| 79.5498 1

# b b b* b b° b [Seq.| ¥y ¥y v* ¥ ¥0 v
1| 114.0913| 57.5493 1 23
2| 201.1234| 101.0653 183.1128| 92.0600| S |2308.0908|1154.5490|2291.0642|1146.0358|2290.0802|1145.5437 22
3| 272.1605| 136.5839 254.1499| 127.5786) A [2221.0588|1111.0330|2204.0322|1102.5197|2203.04821102.0277|21
4| 371.2289| 186.1181 3532183 177.1128] V |2150.0216/1075.5145|2132.9951|1067.00122132.0111|1066.5092 20,
5| 428.2504| 214.6288 4102398 205.6235| G |2050.9532(1025.9803|2033.9267|1017.4670 2032.9427|1016.9750 19
6| 541.3344| 271.1709 5233239 262.1656| L |1993.9318| 997.4695|1976.9052| 988.95621975.9212| 988.4642|18
7| 5983559| 299.6816 580.3453| 290.6763| G |1880.8477| 940.9275|1863.8212| 932.4142(1862.8371| 931.9222(17
8| 727.3985| 364.2029 709.3879| 355.1976| E |1823.8262| 912.4168|1806.7997| 903.90351805.8157| 903.4115|16
9| 814.4305| 407.7189 796.4199| 398.7136| S |1694.7836| $47.8955|1677.7571| 839.38221676.7731| §38.890215
10| 942.4891| 471.7482| 925.4625| 463.2349| 924.4785 462.7429| Q |1607.7516] 804.3794|1590.7251| 795.86621589.7411| 795.3742|14
11|1013.5262| 507.2667| 996.4997| 498.7535| 995.5156| 498.2615| A |1479.6930| 740.3502|1462.6665| 731.8369 1461.6825| 731.3449|13
12|1141.5848 | 571.2960|1124.5582| 562.7828|1123.5742 562.2907| Q |1408.6559| 704.8316|1391.6294| 696.3183/1390.6454| 695.8263 |12
13/1288.6202| 644.8137|1271.5936| 636.3005|1270.6096| 635.8084| M |1280.5973| 640.8023|1263.5708 632.2890|1262.5868| 631.7970|11
14/1389.6679| 695.3376|1372.6413| 686.8243|1371.6573| 686.3323| T |1133.5619| 567.2846|1116.5354| 558.7713|1115.5514| 558.279310
15(1517.7264| 759.3669|1500.6999| 750.8536|1499.7159| 750.3616| Q |1032.5143| 516.7608|1015.4877| 508.2475/1014.5037| 507.7555| 9
16/1616.7949| 808.9011]1599.7683| 800.3878|1598.7843| 799.8958| V | 904.4557| 452.7315| 887.4291| 444.2182| 886.4451| 443.7262| 8
17|1776.8255| 888.9164]1759.7990| $80.4031|1758.8149| 879.9111| C | 805.3873| 403.1973| 788.3607| 394.6840 787.3767| 394.1920| 7
18|1904.8841| 952.9457|1887.8575| 944.4324/1886.8735| 943.9404| Q | 645.3566| 323.1819| 628.3301| 314.6687| 627.3461| 314.1767 6
19|1975.9212| 988.4642|1958.8947| 979.9510/1957.9106| 979.4590| A | 517.2980| 259.1527| 5002715 2350.6394| 499.2875| 250.1474| 5
20(2104.9638|1052.98552087.9372|1044.4723|2086.9532(1043.9803| E | 446.2609| 223.6341| 429.2344| 215.1208| 428.2504| 214.6288| 4
21(2204.03221102.5197|2187.0057|1094.0065 |2186.0216/1093.5145| V | 317.2183| 159.1128| 300.1918 150.5995 3
22|2275.0693|1138.0383|2258.0428|1129.5250|2257.05881129.0330| A | 218.1499( 109.5786| 201.1234| 101.06353 2
23 K | 147.1128] 74.0600| 130.0863| 65.5468 1




Protein band 146 (-Mn): Opa protein

Variable modifications:
Cleavage by Trypsin:

Sequence Coverace: 3%

Carbamidomethyl
cuts C-term side of KR unless next residue is P

Matched peptides shown in Bold Red
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Ions Score:

Monoisotopic mass of neutral peptide Mr(calc):
70 Expect: 0.0019
Matches (Bold Red): 10/72
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Score: 70

M,: 28339



