Protein references (10
- Laminin subunit beta-4 O%=Homo sapiens GMN=LAMB4 PE=2 V=1 - [LAMB4 _HUMAN]

fequence: KIQDLMLSRQAK, Charge: +2, Moncisotopic mfz: 707.91999 Da (+508.07 mmu/+717.69 ppm), MH+ 141483271 Da, RT: 49,16 min, B
Identified writh: Mascot (v1.20); lonScore:52, Exp Value:1,5E-003, lons matched by search engine: 9/118
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NH; y; y-H:0; y-NH;

Fragment

Value Type: | Theo. Mass [Da] u

lon Series | Neutral Losses | Precursor ans |

il e b Sep. g v e
1 12310225 B9.00476 K 12
2 24218632 121.99680 I 1285.72233 B43.36480 11
3 370.24490 18262603 O 17263826 58682277 10
4 485.27185 24373956 D 104457968 52279348 9
) 598 36592 2939E8160 L 92955273 46528000 8
E 71239885 36670306 M B1E.4E86E 40873797 7
7 82048292 41324510 L 70242573 351.71660 B
8 51251435 45676111 5 AB9.34168 29617447 §
k) 1068 E1607 53481167 R A02.30963 25165845 4
10 1196 67465 59884088 O 34B.20851 17360789 3
11 1267 71177 B34.35952 A 21814993 10957860 2
12 K 147.11281 74.06004 1

Extracted fram: EnStockageiMachinesict-ltgvelos-NPROJETSI201 254 2UD004 ME-PP-Protea-827 (BE07)_2raw #16117 RT 4816
ITMS, CID@3T7 00, 2=+2, Mono miz=707 51838 Da, MH+=1414 83271 Da, Match Tol=0.6Da
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frotein references (1%

- Carnitine O-acetyltransferase O5=Homo sapiens GN=CRAT FPE=1 5V=5 - [CACFP_HUMAN]

Fra rt

atc

Eequence: QLVDEFQASGGVGER, Charge: +2, Monoisotopic m/z: 796.31999 Da (-69.27 mmu/-86.99 ppm), MH+ 159163271 Da, RT: 46.32 min,
Identified with: Mascot (v1.30}; lonScore:56, Exp Value:5.3E-004, lons matched by search engine: 8/160

Fragment match tolerance used for search; 0.5 Da
Fragments used for search: by b-H,0; b-NHs; y; y-HaO; y-NHs

Walue Type: | Theo, Mass [Da] B

lon Series | Neutial Losses | Precursor lons |

# b+ b+ | Seq. ‘ ¥* y ‘ # | 4
1 129.0R586 E503657 O 15
2 24214333 12157860 L 146371258 7I238993 14
3 341.21835 17111281 W 135062851 B75.81789 13
4 45624530 22862629 D 1251 56003 62628368 12
5 58528790 29314789 E 113653314 BB 7021 11
B 73238632 3EEEETE0 F 1007 49054 50424891 10
7 BE0.41430 43071103 © BED 42212 43071470 8
8 53145202 4BE 2295 & 732 36304 3EEERG41 B
El 1018 48405 GO0974566 5 BET 32642 331 1EERE 7
10 1076 0852 F3B26E40 G 57423439 287 EROB3 B
1 1132 62633 BEE7EFIZ G B17.27292 268140 6
12 1231 65641 BIEG0134 W 4E0 25145 23062936 4
13 1288 B1E88 B44B1208 G 36118303 181.09615 3

Extracted from: EAStockagetMachinesiclt-tgvelos-NPROJETSI201 2154 2UDO0431E-PP-Proten-929(GA33)_2 raw #13310 RT: 4632
TS, CIDE37 00, z=+2, Mono miz=T368 31339 Da, MH+=1531 63271 Da, Match Tol=05 Da
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FProtein references (5]
- Histone H3.1 O5=Homo sapiens GN=HISTIH3A PE=1 5V=2 - [H21_HUMAN]
- Histone H3.1t O5=Homo sapiens GMN=HIST3H3 FE=1 5¥=3 - [H31T_HUMAIN]

v
Fequence: STELLIE, Charge: +2, Moncisotopic m/fz: 41632169 Da (+71.3% mmu/+171.49 ppm), MH+ 83163603 Da, RT: 42.33 min, =)
Identified writh: Mascot (v1.30); lonScore:59, Exp Value3.6E-004, lons matched by search engine: 6/52 J
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; y; y-HeO; y-NH;

Fra

Value Type: [Theo. Mass[Da] =

lon Series | Neutral Losses | Precursor lons |

aow o [ses| s e
1 8803331 4452379 7
2 18908653 04713 T 744 46145 37273436 B
3 31812953 15956843 E B43 41377 32221062 &
4 431 21366 61047 L 51437117 257 68922 4
5 544 29773 27266250 L 40128710 20114719 3
B EBA7 38180 32919454 | 288 20303 14460516 2
7 R 17511836 BROE312 1

Extracted from: ElStockageMachinesicit-ltovelos-\PROJETSI01 54 ID004 NE-PP-Protec-826(6605).raw #11530 RT:42.33
ITMS, CID@37.00, 2=+2, Mono miz=416.32169 Da, MH+=83163609 Da, Match Tol=0.5Da
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Yalue Type: [Theo. Mass[Da]  ~

lon Saries | Neutal Losses | Precursar lons |

Protein referetices (1):
- Leukocyte elastase inhibitor O%=Homo sapiens GMN=5ERFINB1 PE=1 5¥=1 - [[LEU_HUMAIN]

al v | v [se. oy v e
1 11409138 5754931 L 1
2 17111282 8606005 G 1094 54771 547.77743 10
3 27018124 13653426 W 1037 52624 51926676 9
4 393 23982 19962355 0O 938 45782 46973255 8
5 51326677 25713702 D 810.39924 40570326 7
B B26. 35084 31367906 L B95.37229 34818978 B
7 7341526 3|37 F 582 28822 291B4776 &
8 BET7 46213 44423473 N 43521980 21811354 4
El 97443422 487.75076  § 321.17687 161.09207 3
10 106152625 B31.26676 S 23414484 11767606 2
Al K 14711281 74.06004 1

Kequence; LGVQDLFNSSK, Charge: +2, Monocisotopic mjz: 604.72000 Da (+400.8 mmuf662.79 ppm), MH+ 120843271 Da, RT: 5749 min,
Identified with: Mascot (v1.30); lonScorei4s, Exp Value:5.5E-003, Ions matched by search engine: 5/104

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,0; b-NHs; y; y-Ha0; y-NHz

Extracted from: E\StockageiMachinesici-ltgvelos-NPROJETS201 2184 D004 31E-PP-Proteo- 91 A(E538)_1 raw #18523 RT 67 453
TS, CIDE3T.00,7=+2, Mana miz=604 72000 Da, MH+=1208 43271 Da, Match Tol=0.5 Da
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FProtein references (1)

- 3-ketoacyl-CoA thiolase, mitochondrial O5=Homo sapiens GN=ACAAZ PE=1 5V=2 - [THIM_HUMAN]

Value Type: | Theo. Mass [Da]

lon Sevies | Neutral Losses | Precursor ans |

Sequence: VSFETVDSVIMGNVLQSSSDAIYLAR, M11-Oxidation (15.99492 Da)

Charge: +2, Monoisotopic m/z: 1384.91998 Da (+725.62 mmu/+523.94 ppm), MH+ 2768.83268 Da, RT: 73.24 min,
Identified with: Mascot (v1.20); lonScore:4?, Exp Value:4,2E-003, lons matched by search engine: 11/262

Fragment match tolerance used for search: 0.5 Da

nl v b Seq. ¥ v |
1 100.07570 50.54149 W 26
2 18710773 94.05750 5 2668.31356 133466042 29
3 284.16050 14258389 P 2581.28153 1291.144400 24
4 413.20310 207.10919 E 2484.22876 124261802 23
] 514.25078 257.62903 T 2395.18616 11780972 22
3 61331920 30716324 W 2254.13848 112757288 21
7 72834615 3IB4ETETT D 219507006 107803867 20
g 815.37818 40819273 5 204004311 102052519 19
El 914.44660 457.72694 W 195301108 977.00918 18
10 102753067 514.26897 | 185394266 927.47497 17
1 117456608 587.78668  M-Oxidation 1740.85859 87093293 16
12 123158755 B16.29741 G 159382317 79741522 15
13 134563048 67331888 H 153680170 7ES.90443 14

Extracted from: ExStockageiMachinesiclt-ltqvelos-PROJETS1201 54 2IDO0431E-PP-Proteo-927 (BA07)_1 raw #23730 RT 7324
ITMS, CID@E@37.00, z=+2, Mono miz=1384 81998 Da, MH+=2768 83268 Da, Match Tol=05 Da
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Protein references (13
- Adenylyl cyclase-associated protein 2 OZ=Homo sapiens GMN=CATFZ FE=]1 5¥=1 - [CAFZ_HUMAL]

Pepti Y
bequence‘ SALFAQLNQGEAITEK, Charge: +2, Monoisotopic mjz: 785.91999 Da {-7.99 mmu/-10.04 ppm), MH+ 1590.82271 Da, RT: 55.46 min,
Identified with: Mascot (v1.30); lonScore: 70, Exp Value:2, 5E-005, lons matched by search engine: 8/156

Fragment match tolerance used for search: 0.5 Da

Fragments used for search; b; b-H,0; b-NHs; y; 7-Ha0; y-NH;

Value Type: [Theo Mass[Da] =

lon Series | Neuial Losses | Freaursor lons |

il v | e se. v | g
1 BE03331 4452329 5 15
2 15307643 B004185 A 1503 61664 75241196 14
3 27216060 13658383 L 1432 77952 71663340 13
4 41322632 210118100 F 1319 63545 B60.35136 12
5 49026604 24563666 A 117262703 586.81715 11
13 61832462 30966595 0O 110158991 551.29859 10
7 73140863 36620798 L 97353133 487.26000 9
8 84545162 42322945 N 86044726 43072727 8
9 97351020 407.25674 0 74640433 37370680 7
10 1030.53167 51576947 G £18.34575 30967651 B
1 1159.57427 5B0.29077  E 561.32428 28116578 §
12 123061139 61580933 A 43228168 216.64448 4
13 134369546 BF239137 | 361.24456 189112532 3 _vl

Extracted from: EfStockageiMachinesiclt-ltgvelos-WPROJETS\201 AS4MID0043\E-PP-Proteo-327(RE07)_1 raw #17304 RT: 5546
ITME, CIDN@37.00,2=+2, Mono miz=785 81833 Da, MH+=1530 83271 Da, Match Tol=0.5 Da
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Protein references (13
- Proteasomal ATPase-associated factor 1 OS=Homo sapiens GN=FAAF] FPE=1 5V=2 - [FAAF]_HUMAN]

Sequence: APVOVIHR, Charge: +2, Monoisotopic mfz: 460.80000 Da (+523.31 mmu/+1135.65 ppm), MH+ 92059272 Da, RT:39.24 min, =
Identified with: Mascot (v1.30); lonScore:41, Exp Value:2.0E-002, lons matched by search engine: 5/66

Fragment match tolerance used for search: 0.5 Da &
Fragments used for search: b; b-NHs; y; y-MHs

Value Type: [Theo. Mass [Da]

lon Ssries | Neulral Losses | Precursor lons |

i v | e [se| v e
1 7204440 3652584 A E
2 169.09717 ga.08222 P 84851013 42475870 7
3 268.16559 13458643 W 751.45736 623232 6
4 396.22417 19861972 @ £52.38894 32663811 5
5 49529259 24814393 v 52433036 26266882 4
[ 608, 37666 30469197 | 425.26194 21373461 3
7 74543057 37322142 H Az2a7rer 19699257 2
8 R 175.1189%6 88.06312 1

Extracted from: EStockageiMachinesicit-ltovelns-NPROJETSIZ201 2184 2UD00431E-PP-Proten-926(6604)_1 raw #10666 RT: 39.24
ITMS, CIDE@37.00,2=+2, Mono m/z=460 80000 Da, MH+=920 59272 Da, Match Tol=0.8 Da
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Protein references (1):
- Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Homo sapiens GN=FCMTI1 FE=1 5¥=4 - [FIMT_HULAN]

bequence: ELVDDSVNINVE, Charge: +2, Moneisotopic m/z: £30.27999 Da (-35.01 mmu/-55.55 ppm), MH+ 1259.55271 Da, RT: 35.69 min, =

Identified with: Mascot (v1.20); lonScore:41, Exp Value:2.0E-002, lons matched by search engine: 6/96
Fragment match tolerance used for search: 0.5 Da b=
Fragments used for search: b; b-H;O; b-NH;; v; 3-H,0; y-NH;

Fragment

Value Type: [Thea Mass [Da]

lon Series | Neutal Losses | Precursor lons |

al w N o 1
1 13004388 BRE2858  E 1
2 24313395 12207061 L 113058008 5B5.79368 10
3 342 20237 17160482 W 1017 49601 509.25164 9
4 457 20932 2291830 D 918.42753 45971743 &
5 572 25627 286677 D 80340064, 40220396 7
3 B89 28830 33014779 § BB8.37369 344 B9048 B
7 750 38672 37968200 W BT 34166 30117447 &
8 872 39965, 43670246 M 50227324 251 B4026 4
9 986 44258 49372493 N 38823031 194 B1879 3
10 1085 51100 54325914 W 27418738 13789733 2
11 R 17511896 BB.0B312 1

Extracted from: ExStockageMaching siclt-ltoye 03-NPROJETIZ01 NS4UD004TE-PP-Proten-928(6633)_2raw #9295 RT 39.689
ITMS, CID@37.00, 2=+2, Mono miz=630.27999 Da, MH+=1259.55271 Da, Match Tol=0.8 Da
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Protein references (1)
- Heat shock protein beta-7 O5=Homo sapiens GIN=HSFB7 PE=1 5V=1 - [HEZPBY_HUMAN]

ﬁequer\ce: TLGDAYEFAVDVR, Charge: +2, Monoisotopic miz: 728.63993 Da (+280.8 munu/+385.37 ppm), MH+ 145627271 Da, RT: 53,53 min, =
Identified with: Mascot (v1.30); lonSeore:6Z, Exp Value:1 4E-004, lons matched by search engine: 9/116
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.0; y; y-H.O; y-INH;

Value Type: | Theo. Mass [Da]

Ion Series | Neural Losses | Precursor lons |

al w | w s| Sy
1 10205496 51832 T 13
2 21513903 1080735 L 1354 (6382 B77 B3555 12
3 27216080 13658389 G 1241 57975 62129351 11
4 38718745 19409736 D 1184 55828 53276278 10
5 458 22457 22961592 A 1069 53133 53526930 9
B £21.28789 3114788 ¥ 99849421 43375074 8
7 75033049 armeREEE E 83543089 4181908 7
8 897.39891 44520309 F 70638829 3[IEITE B
El 568 43603 48472166 A 56931987 28016357 &
10 10E7 G445 534 25586 W 488 28275 244 64501 4
1 1182 53140 Ha1 76934 D 38921433 19511080 3
12 1281 53382 E41.30366 W 27418738 13769733 2
13 R 17611836 BR0E312 1

Extracted from: EStockagetdachinesiclt-ltgvelos-"PROJETSI201 154 AIDO04NE-PP-Proten-924(8601)_1 raw #18509 RT 5955
ITMS, CID@3T 00, 2=+2, Mono mfz=728 83933 Da, MH+=1458 27271 Da, Match Tol=0.8 Da
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Protein references (1)
- Protein MNip&nap homelog 2 O%=Home sapiens GN=CBAS PE=1 V=1 - [NIFZZ2_HUMAN]

kequence;: SGENIYELR, Charge: +2, Monaisotopic mfz: 524.83000 Da (+105.35 mmu/+200.71 ppm), MH#: 1048.75272 Da, RT: 46.40 min, 5]
Identified with: Mascot (v1.30); lonScore:47, Exp Value:4.9E-003, [ons matched by search engine: 6/86
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.0; b-IHs; y; y-H0; y-INHs

Value Type: | Theo. Mass [Dal

lon Series | Newtal Losses | Precursor ons |

o b b seq| g v e
1 BB.03931 4452329 § E]
2 145.06078 7303403 G 961.51018 481.25873 8
3 24211368 121.56041 F 304.48872 45274800 7
4 356.15648 17858188 N 807 43655 40422161 B
A 4E3.24065 23512391 | £93.39302 347205 &
B E32.30387 31BEBOEY Y 580.30835 29065811 4
7 TE1.34647 38117687 E 41724563 20312645 3
8 87443064 437.718491 L 288.20303 14480616 2
El R 17611836 BBOE31Z 1

Estracted fram: E1StockagelMachinesici-lqvelos-\PROJETSI201 264 21D00431E-PP-Proten-923(6582)_1 raw #12328 RT: 46.40
ITMS, CID@37.00,2=+2, Mana miz=524.88000 Da, MH+=1048.75272 Da, Match Tl =0.6 Da
bs-IH;, ye#
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FProtein references (1);
- Cytochrome ¢ O5=Homo sapiens GN=CYCS FE=1 5W=2 - [CYC_HUMAN]

pick ary
bequence: TGFNLHGLFGR, Charge: +2, Monoisotopic m/z: 585.28000 Da (+465.65 mmu/+735.6 ppm), MH+ 116355272 Da, RT: 49.75 min,
Identified with: Mascot (v1.30); lonScore:d], Exp Value:2 0E-002, lons matched by search engine: 9/94

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHg; y; y-NH;

Yalus Type: | Theo. Mass [Da]

lon Series | Neural Losses | Precursor lons |

al v | o sy v e
1 102 06456 BEIMZ T 1
2 168.07643 8004185 B 10B7 57454 53429091 10
3 25612320 12856624 P 1010.55307 505768017 9
4 37017213 18558970 N 913.50030 457.25379 8
5 483.25620 2421374 L 79945737 40023232 7
3 62031511 31066113 H BB6 37330 34369029 6
7 £77 33658 33517193 G 543 31439 27516083 &
8 78042065 39571398 L 492 29792 24BEROTO 4
El 537 48907 4B5.24817  F 379 20885 15010806 3
10 554 51064 457 76891 G 23214043 11B67386 2
1 R 17511896 g80enz2 1

clrum

Extracted from; E\Stockageibachinesici-lyvelos-\PROJETSI201 540 D004NE-PP-Proten-929(6633)_2raw #14607 RT.49.75
TWS, CIDE3T.00,7=+2, Mono mfz=585 28000 Da, MH+=1183.55272 Da, Match Tol=0.8 Da
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FProtein references (1);
- Transmembrane protein 198 O5=Hotmo sapiens GIN=TMEMI1%s FE=1 5W=1 - [TM195_HUMAN]

Sequence: MPGTVATLE, Charge: +2, Monoisotopic mjz: 473.28000 Da (+17.04 mmu/+36.01 ppm),
Identified with: Mascot (v1.30); lonScore:43, Exp Value:1.3E-002, lons matched by search engine: 8/70

ulks

Walue Type: |Theo Mass[Da] ¥

Ion Sevies | Neutral Losses | Precursar lons |

giment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H.0; y; y-H.0; y-NH;

aw v |se| ¥ e
1 13204778 BEE2753 M El
2 22910085 11505391 P a14.47817 407.74272 8
3 28612202 14356465 G 717.42540 /A6 7
4 38716970 19406043 T BB0.40393 ABOT05E0 6
5 48623812 24362070 W 559 35625 26018176 5
B 557 27524 27914126 A 460 28763 23064755 4
7 B58.32292 32966510 T 38925071 19512893 3
El 771 40893 3|E20713 L 28820303 144 BOF15 2
9 R 17511896 BB.OB32 1

MH+ 945.55272 Da, RT: 40.87 min,

Extracted from: E:lStockagelMachinesiclt-fovelos-NPROJETSI201 2154 2UD 004 3\E-PP-Prateo-926(5603)_Zraw #10707 RT. 40087
TS, CID@37.00,2=+2, Mono m/z=473.28000 Da, MH+=94555272 Da, hiatch Tol=0.8 Da

2000
ye
66044
_ 1son
=
g
5
g
=
=
g 10009 ya-HO, ya-NH: .
E . 321,77 Ve ¥
£ yé-H0 : 0744 559,33 yo-NH;
mat yorNiE, o 73762
500 - 54292 i
e b 2 7761 o
1R 1972 ‘ ‘ J | 81441
L Mool | ‘ o I 1 Lol iy |
o T T T T T T
200 400 00 200 4000 1200 1400

miz

= Precursor, Precursor-H,0, Precursor-HyO-NHs, Precursor-NH; = 7y, §-H,O, y-INHz
—_— b, b-H0




FProtein references (1):
- Long-chain-fatty-acid--Co A ligase 1 O3=Homo sapiens GMN=ACSL1 PE=1 5W=1 - [AC5L1_HUMAN]

Peptide 5 oy
Sequence: [IVVMD AYGSELVER, M5-Oddation (1599492 Da) 2
Charge: +2, Monoisotopic m/z: 855.51999 Da (+77.43 mnuwA90.51 ppm), MH+ 1710.03270 Da, RT: 54.28 min,

Identified with: Mascot (v1.30); IonScore: 50, Exp Value:2 ZE-003, lons matched by search engine: 9/123

Fragment match tolerance used for search: 0.5 Da

Walue Type: | Theo Mass [Da]

lon Seres | Nevral Losses | Precursar fons |

" b ve | s | v || =
1 114.0913% 57.54931 I 15
2 22717942 114.09135 1 1596.79387 79890057 14
3 326.24384 163 62656 v 1483.70980 74230854 13
4 42531226 21316977 v 138464138 E32.82433 12
i 57234767 28B.E7747  M-Oxidation 1286.67298 B43.29012 11
B B87.37462 34419055 D 113863754 BES.77Z41 10
7 758.41174 379.70951 A 102351069 51225893 9
8 921.47506 461.24117 v 95247347 47674037 8
El 978.43653 483.75130 G 78341015 33520871 7
10 1065.52856 53326732 5 73238868 3666I7IE B
" 113457116 597.78922 E B45. 35665 32318196 5
12 1307.65523 £54.33125 L 516.31405 250.66066 4
13 1406.72365. 70366546 W 403.22338 20211863 3 j

um

Extracted from: E\StockageiMachinesiclt-tgvelos-WPROJETSI201 2154 D004 3E-PP-Proteo-927(GE07)_2raw #17050 RT 5428
ITMS, CID@E37.00,z=+2, Mono mfz=855 51990 Da, MH+=1710.03270 Da, Match Tal=08 Da

700 4 [M+2H-H, 0, [M+2H)=-MH;
846.75
500
¥r', ¥1a?-He O, e -IHz

500 4 739,59
z b
3 a0 ] 97564
= ye by v i .
2 30433 et ; ar

] 532,56 952,63 .
g : 133 : i 1aa e '
o ¥ o e O ; . 148390
200 J \aggas 40540 Faof 645,52 1023.74 by =
e 51637 | o - 119t a0 1354.83 bt
00 ] b : 1535.36
2 L il |
AT AR A 1T L Al | .
T T t r T T T
00 800 sa0 1000 1200 1400 1600
miz

= Precursor, Precursor-H,Q, Precursor-H,O-NHs, Precursor-NH; s vy, y-H,0, y-NH;
—— b, b-H,0




Protein references {1):
- Cytosolic 10-formyltetrahvdrofolate dehydrogenase O5=Homeo sapiens GN=ALDHIL1 PE=1 5V=2 - [ALIL1_HUMAN]

Eequence: FADGDLDAVLER, Charge: +2, Monoisotopic m/fz: 639,.83%99 Da (+20.11 mmuf+31.42 ppm), MH+ 127867271 Da, ET: 57.01 min,
Identified with: Mascot (v1.30); lonScore:48, Exp Value:4.0E-003, lons matched by search engine: 8/104

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search: by b-HzO; y; v-H:Q; y-INHz

Yalue Type: [Theo Mass [Da]

lon Seies | Heutal Losses | Preoursor ons |

al v | e s Y
1 14807570 7454143 F 12
21911282 11006005 A 1131 56411 5BE 28869 11
3 33413977 16757352 D 1060 52639 53076713 10
4 39116124 196.08426 G 545 50004 47325366 9
] B06 16819 28353773 D 868 47857 44474292 &
B E19.27226 31013977 L 7ra45162 3|T.22945 7
7 73420921 3E7EEI24 D BE0.36755 33068741 6
8 80533633 40317180 A 545, 34060 27317334 5
g 90440475 45270601 W 474.30348 23765538 4
10 1017.48862 509.24805 L 37523506 18812117 3
1 110452085 5276406 S 26215099 13157913 2
12 R 1751189 88.06312 1

Spectium

Extrarted from. EStorkageachinesiclk iqvelos-IPROJETSI201 215420004 JE-PP-Protes-323(8592)_1 raw #6027 RT.57.01
ITMS, CIDE37.00,2=+2, Mono m/z=639 83393 Da, MH+=1278.67271 Da, Match Tol=0.8 Da
[M-2H - H, O, [M+ZH - 1H;

000 4 63066

BO0 o
z
i
3 oo ] ¥7 o
z e T34 ber 1060.64
5 b 4re2n o 504.64
< a0 {21811 ¥a "\ bst -

g 33 We smer v
Lo . | M5ED byy'-HoO
» by by s 1017.53
200 262._16 33475 | 39038 10’846‘75
. \Il.‘ | ‘.M‘HIH‘I\ I‘ ‘\ |\H\ L. ‘
s 4000 1500
iz
—— Frecursor, Frecursor-H,0, Frecursor-H,0-MH;, Frecursor-MH, =y, 7-H,0, 7-HH;
—— b bHO




Protein references (1)
- Z-oxoglutarate dehydrogenase, mitochondrial O5=Homo sapiens GN=0GDH FE=1 V=3 - [ODO1_HUMAN]

ﬁequence: LLDTAFDLDVFK, Charge: +2, Monoisotopic m/z: 699.51999 Da (+648.86 mmu 927,57 ppm), MH+ 1398.03271 Da, RT: 73,88 min,
Identified with: Mascot (v1.30); lonScore:58, Exp Value:4.3E-004, lons matched by search engine: 8/100

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H:O; i 7-H:O; y-NHz

Value Type: [Theo. Mass [Da] =

lon Series | Neutral Losses | Frecursor lons |

Pl b b S| g v | n|
1 114.09135 57 543931 L 12
2 22717842 11409135 L 128365186 B4232957 11
3 34220237 17160482 D 117066773 58578753 10
4 443 26005 22212866 T 10855.54084 52827406 §
5 A14.28717 2B7B4722 A 954459316 477.76022 8
B BE1.365559 33118143 F BE3 45604 44223166 7
7 776.38254 38BE3431 D 736.38762 3EBEI74E B
8 BEI.4EEET 44573634 L B21.360E7 311.18337 §
El 1004.49356 hO27E042 D 508 Z7EED 25464194 4
10 110356758 55228463 W 393 24965 19712848 3
n 125063040 EZh81884 F 294.18123 14758425 2
12 K 14711281 7408004 1

Extracted frorm: EdStackagetMachinesiclt-ltoqvelos-PROJETSI201 154 2UD004 3\E-PP-Proteo-925(6604)_Zraw #23185 RT.73.88
ITMS, CID@37.00, 2=+2, Mono miz=639.51899 Da, MH+=1388.03271 Da, Match Tal=0.8 Da

.
1800 9 [MH+2H-H,0, [M+2ZH}-NH; 883,59
690,24
1400 o
1200 o
£ Yo'
3 "] 1170.77
E 800 - b’
2 b | Tl
2 52" Ha 5
= o ] bt 436.15 y8;6-5H2210 7o' Yur-H0
253,13 P . 954.68 126565
400 H 7 . by 5 b i
Loy G X0 : ¥ 110576 by
by 393.34 ! : ;
1 129423 : d 10855.77 1250.3%
S B Y A TR O Y
[ ‘ l ‘ |J 1y L ||J il ‘ i 14 bl | i P !
o
" 1 T !
500 1000 1500 2000
miz

= Precursor, Precursor-H; O, Precursor-H,Q-NH;, Precursor-NH: = v, y-H;O, y-NH;
m— b, b-H:0



Protein references (1):
- Serinefthreonine-protein phosphatase 24 55 kDa regulatory subunit B alpha isoform O5=Homo sapiens GMN=FPF2RZA PE=1 5W=1 - [ZABA_HUMAN]

Fequenca: NAAQFLLSTNDE, Charge: +2, Monoisotopic m/z: 661.79999 Da (+459.35 mmu/4694.09 ppm), MH+ 1322.59271 Da, RT: 52.02 min, B
Identified with: Mascot (v1.30); lonScore:4l, Exp Value:2.0E-002, lons matched by search engine: 7116

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search: b; b-H,0; b-NHs; y; y-H,0; y-NH;

Value Type: | Theo. Mass (Da] >

lon Series | Neutral Losses | Precursor ans |

41 bt b1+ ‘ Seq. ‘ v ¥ ‘ 2 ‘
1 11505021 5502874 N 12
2 18608733 P57 A 120763178 60431353 11
3 257.12445 12008586 A 113659466 568.80097 10
4 38518303 19309515 @ 1065.55754 53328241 9
5 53225145 26662936 F 037.49896 469.25312 8
3 64533552 32317140 L 79043054 3957189 7
7 756 41953 37371343 L 67734647 33917687 6
8 B46 45162 42322345 § BE4.26240 2B82R3484 B
k] 546 43330 47376323 T 47723037 23311882 4
10 10B0 54223 B30 77475 N 7618269 18863498 3
n 1175 66318 5BR 28823 D 26213976 13167362 2
12 K 14711281 7408004 1

Extracted from: EnStockageiMachingsicit-ltgvelos-NPROJETSIZ01 254 2UD004 IE-PP-Protea-827 (BE07)_1 raw #16111 RT 52.02
ITMS, CID@37.00, 2=+2, Mong miz=661.79999 Da, MH+=1322.59271 Da, Match Tol=0.8 Da

[M4+2H]-H,0, [M+2H P -NH;

2000 652.5¢

1500 |
=
5
B
2 oo | v
2 byt 937.72

257.14 o s by
- ! Vs 477.29 T8 845,11 7o T
1 g NH, 37614
ygle;i ; wes.re 112676
B ‘ul ‘ PRI ‘\I\IH\LI | \‘ X J “\ 1 |\‘ . i )
s00 1000 1500 2000

mfz

= Precursor, Precursor-H; O, Precursor-HO-NHz, Precursor-NH: = v, y-H,O, y-MH;
= b, b-H:0, b-NH;




Protein references (1)
- b05 ribosommal protein LE O=Homo sapiens GIN=RFLE FE=1 V=Y - [RLE_HUMAI]

Peplide Summary

ﬁequence: AVVGVWAGGGE, Charge: +2, Monoisotopic myz: 470.76000 Da (-520.58 mmu/-1105.82 ppm), MH+ 240.51272 Da, RT:31.58 min, =
Identified with: Mascot (v1.20}; lonScore:39, Exp Value:2. 5E-002, lons matched by search engine: 9/82

Fragment match tolerance used for search: 0.5 Da 124
Fragments used for search: b; y; y-NH;

Fragment h

Value Type: | Theo. Mass [Da]

lon Series | Neutal Losses | Freoursor lons |

| v | wr sy yr a2
1 7204440 3662584 A 11
2 17111282 8606005 W B70.51564 43576146 10
3 27018124 13559426 W 77144722 30622725 9
4 327.20271 16470499 G 672.37880 33669304 8
El 426.27113 21363920 W B15.35733 30818230 7
6 525.33955 26317341 W 516.28891 25864809 6
7 596, 37657 29969197 A 417.22043 20911388 8§
El 65339814 3272027 6 34618337 17359832 4
El 71041961 3EE71344 6B 283161490 14508459 3
10 767 44108 30422418 G 23214043 11657385 2
1 R 17511896 8806312 1

Extracted from: ExStockageitachines\cit-ltgvelos-\PROJETS\201 2154 WD 004 SE-PP-Prote-926(6605)_1.raw #7399 RT: 31.58
TS, CIDE3T.00, z=+2, Mono miz=470.76000 Da, MH+=940.51272 Da, Match Tol.=0.8 Da

7uan | [MAZH-H,0
46194

000

s |
B
2 o ]
=
Z b
£ aoon 4 [M+2H*-NHs-H.0 536,46

. e b 453,03 .
vz B, y2372Nl]9-13 N b372'73’3882 e i ye-NH; 52‘;538 b’
2000 - b 21530 X . 49943 - 7 ¥s' 76763
17118 v Lo g o ! #1646 6724 . .
1000 b f 34630 / by s I
Ly 23207 i’ : 38631 516,34 : s 058 ¥
175,13 i 22 5 / ;o emas " LS
o b { ) 1 HI W ||‘. ] | L | 4
: ; : . : : : :
20 a0 am a0 a0 w0 a0 amn
iz

—— Frecursor, Precursor-H,0, Precursor-H,O-NHs, Frecursor-NH: =—— v, y-NH;

—_—b




stein references (1)
- Peptidyl-prolyl cis-trans isomerase A O5=Homo sapiens GIN=FFlA PE=1 5V={ - [PPIA_HUMAN]

mary

Eequence: WNFTVFFDIAVDGEFPLGE, Charge: +2, Monoisotopic m/z: 974.07939 Da (+575.69 mmu,+591.01 ppm), MH+ 1947.15270 Da, ET: 77.35 min, =
Identified with: Mascot (v1.30); lonScore:62, Exp Value:1.5E-004, lons matched by search engine: 10/188
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-WHs; y; y-H.O; y-NHs

Value Type: | Theo. Mass [Da]

lon Seties | Neutial Losses | Precursor ons |

al w | w se| g w |
1 100.07570 5054149 W 18
2 21411863 10756295 N 184693343 92397038 17
3 31117140 15608934 P 1732 83056, 866 94892 16
4 41221908 20661318 T 163583779 1842253 15
5 511.28750 25614739 W 153479011 TR7 89863 14
3 BER.35592 32968160 F 1435 72163 71836448 13
7 B05.42434 40321881 F 1288 65327 £44.83027 12
& 92045129 46072928 D 1141.58465 57129606 11
El 1033 53536 172132 | 1026557490 51378253 10
10 1104 57248 55278988 A 913 47383 45724085 9
1 1203 64090 BO232409 W 842 43671 42172193 8
12 1318 BE78E BR9B3FEE D 743 36829 IFzerre 7
13 1376 685932 EBE 34830 B E28 34134 31467431 B _-I

Exfracted from: EXStockageimachinesicli-ltavelos-\PROJET 51201 2154 D004 HE-PP-Proteo-927(6607)_2 raw #25355 RT.77.33
ITMS, CID@37.00, 2=+2, Mono miz=874.07990 Da, MH+=1947.15270 D=, hatch Tol=0.8 Da

Pt
oo 4 86741

i
&0 3 913.63

700 4 ¥
44731 72 bad-H,0 [M+2ZH ' -HeO, [M+2H-NH; .
s00 4348 964,94 Y

- 1435.94
500 4 ¥e' B bt by

¥e 842.61 .
amn ] ber 678,43 1104.72 131505
by

by 511.36 : H by 1"-He0, yy-NH;
e 40343 o 120382y S 1601 65 T s
| by HG e . 12831 ¢ o .

200 4 b byt 7 S7L41 bs i by-H.O bus', F1a'-Ho O, 745'-NHs
PR 41160 4%'30_" 658,56 1357.79 P 1711_3.27
286,56 345,42 ‘ ‘ | ‘ ‘ i 1524.90 H

. \ L gl b IR | ‘L 1l bl | Ly L] " [ ‘ YR
00 00 000 1200 1400 1600 800

mfz

b
1505.01

Intensity [counts]

100

= Precursor, Precursor-H,O, Precursor-H,O-NH;, Precursor-NH; == b, b-H,0, b-NH;
— 7, y-H:0, y-NH;




Protein references (1)
- 24-dienoyl-Co & reductase, mitochondrial O%=Hemoe sapiens GIN=DECEI FE=1 V=1 - [DECE_HUMAN]

ummary
Fequence: ATAEQISSQTGNK, Charge: +2, Monoisotopic m/z: 667,15999 Da (-671.5 mmuy-1006.51 ppm), MH+ 1333.31271 Da, RT: 2216 min, B
Identified with: Mascot (v1.30); lonScore:59, Exp Value:3 4E-004, lons matched by search engine: 8/128

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H;0; b-NH;; ¥; v-H,0; 3-NHs

Value Type: [Thea Mass [Dal

lon Series | Heutal Losses | Precusor lons |

i b b Sy v a2
1 204440 OREEZERE A 13
2 173.09208 B7O4%68 T 1263 61768 B3231243 12
3 24412920 12266824 A 1162 BE330 58178855 11
4 37317180 187.08954  E 1091 53278 54627003 10
) H01.23038 25111883 0 56245018 48174873 3
3] B14 31445 307 B60BE 1 B34 43160 417.71544 8
7 701 34648 35117688 5 721.34753 36117740 7
8 788 37851 33463283 S 63431550 31766139 B
3 91643709 45872218 0 54728347 27414537 5
10 1017.48477 o09.24e02 T 419.22489 21077608 4
n 107450624 53779676 G 3817721 15950224 3
12 1188.54917 o9477822 N 261.15574 13108151 2
13 K 14711281 74.06004 1

[M+ZHJ>-H,0, [M+ZH - NH;

658,74

Extracted from: ExStockageiMachinesicl-ltgrelos-PROJETS1201 254 MD0043E-PP-Proteo-024(AR01)_2 raw #4683 RT: 2216
ITME, CIDE@37.00, 2=+2, Mano miz=667 156393 Da, MH+=1333.31271 Da, Match Tol=0.8 Da

r, Precursor-HyO, Precursor-HO-NH;, Pr
— v, 7-H0, y-NH:
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_am
z
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= e
2 200 834.54 .
2 e
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I 41933 ber
100 o 76126 373.22 bag®-NH;, bs' 91663
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2 bl ] LA L |
B L TN \“ |J L h | |
s00 1000 1500
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2000



Protein references (10
- LYR motif-containing protein 2 O5=Homo sapiens GMN=LYEMZ PE=1 5V=1 - [LYRMZ_HUMAN]

Eequer\ce: YLKDWAR, Charge: +2, Monoisotopic m/z: 476,80000 Da (+544.58 minu/+1142.16 ppin), MH+ 952.59272 Da, RT: 45.54min,
Identified with: Mascot (v1.30); lonScore:40, Exp Value:2 4E-002, lons matched by search engine: 5/56

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: by b-H,0; b-NHz; y; y-H,05 y-NH;

Walue Type: [Thea Mass [Da]

lon Series | Meutral Losses | Precursor lons |

al w | e s v e
1 16407060 8253894 Y 7
2 277 15467 13908097 L 70044139 39472433 B
l 405, 24364 20312846 K B75.35732 3318230 5
4 52027653 2E0E4193 D 547.26235 27413481 4
[ 706.35591 IEIEEIDT W 432.23540 21662134 3
B TA739303 3920015 A 246.15608 12358168 2
7 R 1751189 88.06312 1

Spectum
Extracted from; ElStockagelachinesieltlvelos-IPROJETS\201 154 2UD004 IE-PP-Proeo-026(3614)_Lraw #13031 RT:45.54
ITMS, CIDR3T.00,2=+2, Mono miz=476.80000 Da, WH+=952.59272 Da, Match Tol=0.5 Da
[M+2ZHP*-H,0, [M+2HF-NH;
] 467.45
s
&
&
2.
g
=
a
g 44 . 2, 2., N
£ ¥2"-NH; ¥e*-Ha O, y42-NH; bs
729.14 385.44 - 7775
. s
2] LY 67542 be G
¥ 424615 by - 0644 e
17522 277,28 . 78B.63
N Lo | L i | L J i L . . i
200 00 500 800 1000 1200 1400
miz
—— FPrecursor, Frecursor-H,0, Precursor-H,0-NH;, Precursor-MH; =——— b, b-H:0, b-INH;
—— y, y-H,0, y-NH;




Protein references (10
- -arrestin O5=Homo sapiens GN=5A4G PE=2 5V=3 - [ARRS_HUMAI]

Eequence: AFATDSTDAEEDE, Charge: +2, Monoisotopic mfz: 70027399 Da (-16.67 mumuj-23.81 ppim), MH+ 1399,55271 Da, RT. 30.28 min,
Identified with: Mascot (v1.20); lonSeore:4Z, Exp Value:1.5E-002, Ions matched by search engine: 12/112

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,O; y; ¥-H:0; y-INH;

Walue Type! |Theo. Mass[Da]

len Seiies | Neutal Losses | Precursor lons |

" | b ‘ b ‘ Seq. ‘ ¥ v ‘ ) |
1 7204440 SEEZERE A 13
21811282 110.06006  F 1328 54891 BE4.77803 12
3 29014334 14657861 A 1181 48049 59124388 11
4 391159762 19610245 T 111044337 5557253210
5 506, 22457 25361592 D 1009,39563 50520148 9
3 503, 25660 2971319 § 094.36074 44768601 8
7 634.30428 4765578 T 807.33671 40417199 7
H i B VoA [ = AT
3 [ S TIL- Y i R E T
10 1003 41095 B05.20911  E 52022496 26061612 4
1 1138 45355 BR973041  E 35118236 19609482 3
12 1253 48060 B27.24383 D 26213976 13187352 2
13 K 14711281 7406004 1
Extracted from: E)Stockagelachinesiclk iqvelos-NPROJETS\201 2154 210004 AE-PP-Proteo- 81 9(3538_2raw #7478 RT.30.20
TS, CIDE@37.00, 2=+2, Mona miz=700. 27339 Da, MH+=1333.55271 Da, Match Tol=08 Da
[M+ZH-H, 0, [M+2H - MH;
69157
4000
by
bys-H,0 580,51
1820
T 2000 o 3
£
g
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& 20004 ¥s, by o | N T
£ . _ e
£ . 2912 ye-Ha 75" ba 1110.64 .
&' -HeO 50232 u : 100863 i b’-H0
244,26 o 556,01 : byy 1235.74
| I7 LA H,0 ; 1138.69 L
1a00 - ] 404,30 B Ha | Jue-NHs . b
PO by : 43124 ;| § 1253.71
L2271 90 s : : 77 -HaO, 37 -NH; 1093.75 | iz’
s ey ‘ ~ 1 ‘ 789,77 1328.74
o I L L, L . L 1NN . i .
: T ; : . T .
200 a0 s00 amn 4000 1200 1a00
miz
—— Precursor, Precursor-H,0, Precursor-Ho0-IHs, Precursor-NH, == y, y-H,O, y-NH;
—— b bHO




Protein references (1):
- DM A repair protein complementing XP-C cells O3=Hotno sapiens GN=XPC PE=1 5W=4 - [XPC_HUMAN]

Eequence: KWARVTVE, Charge: +2, Monoisotopic mfz: 43631082 Da (-483.73 mmuf-1122.57 ppm), MH+ 87161437 Da, RT: 21.59 min,
Identified with: Mascot (v1.20); lonScore:46, Exp Value:6.4E-003, lons matched by search engine: 7/70

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: by b-H,0; b-WHs; y; y-H.O; y-NHs

(BN R

Yalus Type:

lon Seties | Netial Losses | Precursor lans |

al b bt Seq. v e
1 129102253 62.09476 K g
2 22817067 11458897 W 74443784 7279256 7
3 299.20773 15010783 A 64542942 3232183 6
4 42730276 21418802 K 574.39230 287.69973 &
5 526.37118 26368923 W 44629733 22369230 4
3 62741886 31421307 T 34722891 17411803 3
7 72648728 367428 W 24618123 12359425 2
g K 147.11281 7406004 1

Edracted from: E:\StockageWMachinesicit-tgvelos-NPROJETSI201 21542UD 004 3\E-PP-Proteo-925(6604)_1.raw #4393 RT. 21.59
TS, CID@37.00, z=+2, Mono mfz=436.31082 Da, MH+=871.61437 Da, Match Tal=0.8 Da
000 -
by, [MH2HE-H,0
427,08
w00 ] t-Ha0, e
726,51
Z 0004 be', ye'-Ha0 !
£
2 627.40
= ;
%
g ;
£ 2000 g NH, o
13011 by-IH; B yHO
o 21107 : PRl br-H,0
: . . " .
j \ ¥z . [B2H - H-H,0 b . 708,50
e 147.12 L b 24617 > ez 526,32 150 beHLO
y5™-MHs -228 » 299,58 bye-NH; 555.85 609).46 Ve
#e15 L ‘ ‘ 505,63 - 645,42 |
. 11 o Ll Ll b N ISNE | .
200 300 400 &00 B00 700 800
iz
—— Precursor, Precursor-H,0, Precursor-Hy0-NH,, Precursor NH, —— 3, y-H.0, 7-NH;
—— b, b-H,0, b-NH;




Protein references (13
- Cytidine and dCMP deaminase domain-containing protein 1 O5=Homo sapiens GN=CDADCIL PE=2 sW=1 - [CDAC]_HUMAI]

lSequence: RTGLVWVK, Charge: +2, Monoisotopic mfz: 436.32000 Da (+30.19 mmu/+69.19 ppm), MH+ 87163272 Da, ET: 2124 min, 1
Identified with: Mascot (v1.30); lonScore:4Z, Exp Value:1.6E-00Z, lons matched by search engine: 570
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NH5; y; y-H,0; y-NH;

Value Type: |Theo. Mass [Dal ¥

lon Sevies | Neutral Losses | Precurser ans |

i v b [se g v e
1 157.10840 7a.0s784 R 8
2 258.15608 12958168 T 71947129 35823928 7
3 3817758 158.09241 G B14.42361 307.71544 B
4 428.26162 21483445 L BG7.40214 27920471 8§
) A27.33004 2BA1EBEE W 444 31807 222BB267 4
B 526.39846 3370287 W 34524965 17312846 3
7 725.46658 36323708 W 24618123 12353425 2
8 K 14711281 7406004 1

Extracted from: ElStockagemmachinesicit-ltovelns-PROJETS1201 2154 2UD004 IE-PP-Proted-929(6633)_1 raw #4172 RT 2124
ITMS, CIDEQ3T 00, 7=+2, Mana miz=436 32000 Da, MH+=871.63272 Da, Match Tol=0.8 Da

by
725.50
2000 H
= 1500 4 be*
< [M-2H - H, 0, yo-NH;, [M4ZH]E W H, by 626,34
2 T
=
2
2
g 1000 =
- 345.12
147.10 e .
Y obe 7' 313,81 s .
500 o Lo V-1 HL .
157.17 L e JoNH, 52729 o ik bor-IH,
i b 299.83 / y-MH; ; 70842
‘ | 215.08 / 540,85 [ :
0 | i ‘ [0 1L ! L - [ | ‘
200 a0 200 500 a0 o0 ann

= Precursor, Precursor-HpO, Precursor-HaO-NH;, Precursor-INH; =y, y-H.Q, y-IH;
= b, b-H;0, b-NH;



Protein references (1)
- Transzaldolazse O5=Homo sapiens GN=TALDO1 FE=1 V=2 - [TALDO_HUMAN]

Fequence‘ LLGELLQDNAK, Charge: +2, Monoisctopic m/fz: 60784000 Da (+487.4 mmu/+818.31 ppm), MH+ 121467271 Da, RT: 53.27 min,
fied with: Mascot (v1.30); lonScore:d3, Exp Value:1.3E-002, lons matched by search engine: 6/96

ent match tolerance used for search: 0.5 Da H
Fragments used for search: b; b-HaO; b-MNHs; y; y-HeO; y-INH;

Jptions

Value Type: [ Theo. Mass [Da]

lon Series | Neutal Losses | Preoursor lons |

al v | e sy v e
1 114.09135 5754331 L 1
2 22717542 11409135 L 1100.53467 550.80097 10
3 28413603 14260208 G 38751060 43425894 9
4 413.23949 20712338 E 30,4833 465.74820 8
5 52632356 26366542 L BI01 44653 40122690 7
B B39 40763 32020745 L EB2 36248 344 68487 6
7 TE7 48621 38423674 0O 576 27835 28814283 &
8 BE2 49316 44175022 D 447 21381 22411364 4
9 99653609 49877168 N 33219296 16660007 3
10 1067 57321 53429024 A 21814393 10357860 2
1 K 14711281 74.05004 1

Extracted from: E1StockageiMachineswit-ltyvelos-NPROJETS201 154 D004 NE-PP-Proteg-922(6585)_1 raw #15603 RT. 53.27
ITMS, CID@37.00,2=+2, Mano miz=607.84000 Da, MH+=1214.67271 Da, Match Tol=0.8 Da

] ¥
= 57,7
1500 [MH2H]-H, O, [M+2H R -MH,
= 53568 ¥s' ¥
£ b NHy, b 655,55 80163
2 536,44
2 1000 4 .
E .
= A |
bu*-NH
bor b A \ 10055
23138 g g by Y
s00 4 by : 1540 67,69 b - L b
2 padnp  FT be-HO sga7e 93082 '\ 1067.77
252y 235 30534 ‘
. i AR i il N ‘
200 400 H00 200 D00 1200

miz

t, Precursor-HyO, Precursor-H,O-NH,, Precursor-NH, —— b, b-H,0, b-NH;
— ¥, y-H0, y-NHs




Protein references (1)

- Importin subunit beta-1 O5=Hommo sapiens GIN=KFMNEL PE=1 5V=Z - [[MBI_HUMAL]

Value Type: [Theo. Mass Da]
lon Seris | Neuiral Losses | Precursar lons |

Al v | v =] » | = [o|
7 1408138 GATEEE 5
2 18512847 5306787 A 1432 8005 7AE503%6 18
3 256 16559 12858643 A 1421 76363 7138540 13
4 w1237 e 1 1350.72641 67596600 12
5 47125620 2617174 N 124967873 625,300 11
3 542 299 500 A 1135 63580 56832154 10
7 855 377 Lien L 1064 59868 53200208 9
8 78846148 s8a73437 L 351 51261 4782609 8
3 88260439 an 7583 N 83843054 PR
10 96253642 527185 S 724.38761 2674 B
11 108262049 sagies L 63735550 918143 5
1221186308 60539518 E 524.27151 26263939 4

bequence‘ LAATNALLNSLEFTK, Charge: +2, Monoisotopic mfz: 803.51999 Da (+74.04 mmu/+92.14 ppm), MH+ 1606.03271 Da, RT: 69.10 min,
Identified with: Mascot (v1.30}); lonScore:48, Exp Value:3.6E-003, lons matched by search engine: 3/152
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: by b-H,O; b-NHs; y; y-H,0; y-MNHs

Lo

Extracted from: ENStockagettachinesict tgvelos-\PROJETI2Z01 154 2UD0043\E-PP-Proteo-928(B614)_1.raw #21591 RT:69.10
ITMS, CID@37.00,2=+2, Mono m/z=803.51999 Da, MH+=1608.03271 Da, Match Tol=0.8 Da

= Precursot, Precursor-H,0, Precursor-H,O-NH;, Precursor-NH; === b, b-H,0, b-INH;

— v, ¥-HoO, y-INHz

1200 -
[MAZH ] - H,0, [M4ZH - MH;
794,50

000 o
7] Vo' bag-H,0
B 95161 py-MH,
z
= ¥s2-H: 0, 747, bs™-H0, yo-NH; ! 1065.77

o 8
£ 524,17 by NE, ;
g 952.66 i .
£ be-MEs 4 D v

a0 o be* 525.34-" / 1353R bur

38468 - ;
! i LSBT o
L L 19990 e/ 142007
200 b 39534 ) b 135;‘12@
L St bs mres |/
256,35 T : | 47113 1 ‘ ‘ ‘
o Ll SN | wily i 1 1\”1[1 L I Ll 1 [ | i
a0 1000 1800
miz

1
2000




Protein references (1):
- Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenasze complex, mitochondrial O5=Home sapiens GIN=DLAT PE=1 5V=3 - [ODPZ_HUMAN]

baquer\ce: GVETIANDVVSLATK, Charge: +2, Monoisotopic mjz: 75927999 Da (+365.7 minuA481.64 ppm), MH+ 151755271 Da, RT: 69.52 min, =
Identified with: Mascot (v1.30); lonScore:53, Exp Value:1.2E-003, lons matched by search engine: 9/150

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NHz; y; y-Ha0; y-NH;

Value Type: [Theo. Mass [Da]

lon Geries | Heutrl Losses | Precursor ons |

al w | e (s v e -
1 B8 02675 2951801 & 15
157.09717 7A05222 W 1489 80032 73040380 14
3 28613977 14357362 E 1360 73130 BB0BE95T 13
4 38718745 19409736 T 1231 68330 B16.34829 12
5 50027152 25063940 | 1130 64162 56562445 11
L} 571.30964 20615736 A 1017.55755 50928241 10
T £85.35157 34317942 N 346.52043 47376385 9
g 80037852 40063290 D 83247750 4674233 8
9 89944634 5022711 W 717.48055 [azeedl 7
10 99851536 49976132 W 61838213 30963470 6
" 1085.54733 54327733 5 5183137 26016043 5

12 1198.63146 59981937 L 43228168 21664448 4 _‘I

Extracted from: El\StockageiMachine siclt-ltavelos-"PROJETE1201 154 2UD0043\E-PP-Protec-925(8604)_1.raw #22016 RT.69.59
ITMS, CID@37.00,2=+2, Mono miz=759.27999 Da, MH+=1517.55271 Da, Match Tol.=0.8 Da

Yo"
1017.67
1500 |
s
_ 519.31 [M+2HJ-H, 0, [MH+2ZH]-NH;
E beH,O 749,38
2 1000 4 48228
= H
z i .
5 ¥ br’-H, 0, br*-MNH;
= N 946,66 1180.38
Y& be-HO
00 4 310:31 36933 v Fo'-Ha0 o bu-H:0, bu'-NHs
o Lee e 618.53 928,15 by 179199 1352.85
2 i - . Bt "
asay 1924 | 239 t . } 1085.94 1373%
o | J‘Hl‘lﬂ‘ ne I‘H|| H \IMJ"‘\ JJ HI | \l\l ‘\ “ il ; ,
&00 1000 1600 2000

miz

=  Precursor, Precursor-H, O, Precursor-H;O-MH;, Precursor-MH; = b, b-H,0, b-NH;
— v, 7-H.0, y-NH;



Protein references (1)
- Inter-alpha-trypein inhibitor heavy chain H1 O5=Hoto sapiens GN=ITIHL PE=1 5V¥=3 - [ITIHI_HUMAL]

Pepti:

Fequence: GSLVQASEANLQAAQDFVE, Charge: +2, Monoisctopic m/z: 1002.15999 Da [-351.12 mmuy/-350.37 ppm), MH# 200331270 Da, KT: 65.50 min, =
Identified with: Mascot (v1.20); lonScore 45, Exp Value: 7.6E-003, lons matched by search engine: 10,200
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NH; y; y-HO; y-NH;

Value Type! |Theo. Mass [Da] =

len Series | Neutral Losses | Precursor lans |

aw v sy v )
1 5802875 2951801 G 19
2 145.06078 7303403 § 194699312 97400020 18
3 25814485 12057606 L 1859.96109 93048418 17
4 w|r2eT gy v 1746.87702 87394215 16
5 485.27185 24313956 Q 1647.80260 82440734 15
B 556.30897 27865812 A 1519.75002 7B0.37865 14
7 643.34100 32217414 S 144871290 72486003 13
8 77238360 30669544 E 136168087 681.34407 12
9 843.42072 42221400 A 123263827 61682277 11
1o 957.46365 479.23546 N 116160115 581.30421 10
11 107054772 53577750 L 1047 55822 52428275 39
12 1136 A0630 53980673 O 93447415 46774071 B j

Extracted from: ExStockageimaching sicit-tovelos-NPROJETSI201 2154 VD004 NE-PP-Protec-928(6614)_1.raw #20328 RT 69.50
ITMS, CID@37.00, z=+2, Mono miz=1002.15989 Da, MH+=2003,.31 270 Da, Match Tal=0.8 Da

o [M+ZHP-MH-H:0
84,87
300 4 ¥
£06.60
£
g
E yar
=3
E 200 Des?, ' T 144888 b N
£ ¥ -HzO, yo**-NH; 735.55 ot b 173280 1‘513‘083
515.23 75 a5 04 1070.71 byr-NHs E
] 66434 . 8 118178 - ¥l b b
0 . *, s : . * e - bis-1TH: 1 1520.07 1
BoHO T b L brHO rmea | - .. gy | 134108 L5Ee09 1830.22
339.29 - [ ‘ ‘ ’ ; B ‘ )
. » ‘ Lo bl sdind Al HH\‘\H\ \'Hll_ , H fi 1 R ‘ ‘
400 00 00 4000 1200 1400 1600 800 2000

miz

—— Precursor, Precursor-H;0), Precursor-H;0-NH;, Precursor-MH; =—— b, b-H,0, b-NH;
— ¥, y-H0, y-NH;




FProtein references (2}

- Ubiquititi-conjugating enzyme EZ M O5=Homo sapiens GN=UBEZN FPE=1 5W=1 - [UBEZN_HUMAIN]

Eequence: TNEAQAIETAR, Charge: 2, Moncisotopic mfz: 602.32000 Da (+18.14 mmu/+30.12 ppm), MH#: 120363271 Da, RT: 3180 min,
Identified with: Mascot (v1.30); lonScore:46, Exp Value:7.2E-003, lons matched by search engine: 9/114
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,0; b-INHs; y; y-H.O; y-INHs

Value Type: | Theo. Mass [Da]

lon Series | Neutil Losses | Precursor lons |

n b b [se| v ||
1 102.05436 5183112 T m
2 21609789 10855268 N 110254878 B51.77803 10
3 34514049 17307388 E 98850585 43475656 9
4 41B.17761 20859244 A B59.46325 43023526 8
5 h44.23619 22E2173 0 78842613 39471670 7
B B15.27331 30814029 A BEO.36755 330E8741 B
7 728.365738 36468233 | HB9.33043 295168856 &
8 BG7.39338 42920383 E 47B.24638 238E2682 4
El 958.44766 47972747 T 347.20376 17410852 3
10 1029.48478 1024603 A 24B.15608 12368168 2
n R 175.11896 BBOB31Z 1

Extracted from: E\StockageMachinesiclt-ttgvelos-WPROJETSI201 AS4AD0043\E-PP-Proteo-927 (BROT)_1 raw #8324 RT 31 80

ITMS, CID@37 .00, z=+2, Mono miz=02 32000 Da, MH+=1203 63271 Da, Match Tol =0

8 Da

3000 o
2500 o
= 2000 ] [M+3H o -H, O, [M+7H - MH,
= 593,10
& 1500 ]
£ 372 -Hy0, yy2r-NH
= 385.46 i
1000 s e ¥t -HL0, yet-NH; . 514,48 ¥s'-H0 Jor-IH,
0900 237.34 52231 ! " ; v 54154 gl
. O 660.53 P )
o Ly | VSCNHs ; PrAE 5 o by L, )
VI yp0g 1 26733 ¢ | ; 85766 94180 % 98};67 bo*-MNH; i
e L Luud Lol Ly T s
L I IRV o ool o A i [
0 ¥ | T . .
200 200 500 500 1000 1200

v, Precursor-H,O, Precur

— 7, 70, y-NH;

r-H,0-NHs, Precursor-NH: —— b, b-H,0, b-NH;



Protein referenices (1):

- T-complex protein 1 subunit eta O%=Homo sapiens GN=CCT7 FE=1 5¥=2 - [TCFH_HUMAN]

Value Type: [ Theo. Mass [Da]

lon Series | Neutial Losses | Frecursor lons |

| w b Seq. v v a2
1 88.03331 4452329 8 22
2 21609783 108565258 0 21B5.09733 1083.06230 21
3 331.12484 1B6.0860E DO 2037 03875 1019.02301 20
4 40216196, 20168462 & 1922.01180 961.60954 19
5 531.20456 28610892 E 185097468 §25.93098 18
E B30.27298 31564013 W 1721.93208 BE1.4E968 17
7 BB7.29445 34415086 G 122 BE3EE B11.93547 16
8 80232140 40166434 D 1565.84219 78342473 15
9 859.34287 43017807 G 145081524 72591126 14
10 96039055 48063891 T 139373377 BI7 40052 13
Al 1061.43823 531.22275 T 129274609 64667668 12
12 114847026 574.73877 S 1191.69541 596.35284 11
13 1247 53868 624.27298 W 1104.66638 55283683 10
14 134858636 E7479682 T 100353736 50330262 9
15 146167043 73133885 L 904.55028 45277478 8
16 1574, 75450 787.80089 L 791.46621 39623674 7
17 164579162 8233995 A 67838214 3396%71 6
18 171682874 geagtem A £07.34502 30417615 §
19 18458713 923439311 E 536.30790 26865759 4
20 199293976 99697352 F 407.26530 20413629 3
21 210602383 105351995 L 26019688 13060208 2
22 K 14711281 7406004 1

Sequence: SQDAEVGDGTTSVTLLAAEFLE, Charge: +2, Monoisotopic m/z: 1126.83998 Da (+271. 7% mmu/+241.19 ppm), MH+ Z252.67269 Da, KT 79.72 min,
Identified with: Mascot (v1.30); lonScore:51, Exp Value:1.8E-003, lons matched by search engine: 12/244
Fragment match tolerance used for search: 0.5 Da

Fragiments used for search: by b-H;0; b-NHz; y; y-H0; y-NH;

Extracted frorm: EnStockageitaching slelt-ltgve|os-"PROJETS201 2154 2UD0043\E-PP-Proteo-920(6541)_1.raw #26127 RT:78.72
ITMS, CID@37.00, 2=+2, Mono miz=1126.83998 Da, MH+=2252.67269 Da, Match Tal=0.8 Da

— y, y-H.O wNH.

wn bay®
= be-HuO, be-NHz b2 H,0, by -NH, 105283 b
= 2 612,53 . ¥ii' . 17
E ¥ 773.60 . Vo . P by -NH:
z by-HH, 503,35 v b 1105.04 s Oy e i Fis'Ha0, g1t -NH;
% 20 aghal B 607,34 - 1005.58 . o Vi 1904.38
5 . Yr-H,0 ; e, FastHoO Vi : . ¥is i 17moe L
= ' b, by 518,01 73158 119194 5 1566.17 i Ve

- 402,34 | - 95200 ’ \ ‘ | : . ‘ 185135 |

o 1 \‘\ Lol |‘|| u \||‘|\|u| FNRIY| ‘I‘l Wl .\‘ l‘l || ‘] 1Ll 1o 1 ALl Ll T I L

amn a0 aon a0 1200 1200 1800 1o00 2000
miz
—— FPrecursor, Frecursor-H, 0, Precursor-H, O-MNH;, Precursor-MH; =—— b, b-H,0, b-MH;



Protein references (1)
- Pyruvate dehydrogenase E1 component subunit beta, mitochondrial O5=Homeo sapiens GN=FD'HE FE=1 5¥=3 - [ODFB_HUMAN]

Sequence; VFLLGEEVAQYDGAYK, Charge: +2, Monoisotopic mfz: 90155999 Da (+106.03 mmu~+117.61 ppm),  MH+ 1802.11270 Da, RT: 68.22 min, B
Identified with: Mascot (v1.30); lonScore:54, Exp Value:d 3E-004, lons matched by search engine: 11/144
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-HoO; b-NHg; 3 ¥-HoC; y-MHz

Value Type: [Theo. Mass [Da] =

lon Seiies | Neutial Losses | Precursor lons |

b | b Se| v a2
1 10007570 5054143V 16
2 718412 12407570 F 170283234 85191881 15
3 38022819 180B1773 L 1555 76332 77838560 14
4 47331226 275877 L 184267985 7218835 13
5 5033373 %EE050 G 132959578 GEEI0ET 12
& 55937633 Jisen E 127257431 63679079 11
7 78041093 AN E 14353171 57226348 10
8 837.487%5 442873 ¥ 101448511 774815 &
4 asa 2447 aamser A 81542088 sa2 8
10 iose A0 5379515 @ 544 30357 2208542 7
11 1249 64637 [ECRE Y 7ig 32400 BABEEI 6
120 Ba2i0d D 55326167 27747 5
13 a2ere 713103 G fc Pl 21952100 4
14 s gl TEBEIEY A 3131328 Ja1i10% 3
15 igss a2 D205 Y 3017613 SEEIT 2
15 3 147.11261 7406004 1
<
Extracted from: E¥Slockageliachinesiclt liqvelos-NPROJETSI201 2184 2UDDO4TNE-PP-Prolea-027(8B07)_1 raw 22033 RT 8822
ITMS, CID@37 00, z=+2, Mana miz=aD1 55898 Da, MH+=1802.11270 Da, Maleh Tol=0.8 Da
2000 o
Z 1500
2 [M+ZH]E-H,0, [MAZH - K Hs
= 892.33 .
i 2. 2. : .
g 100 yo-NH; ¥s b P HZS;Z; HHs Furr v bug* 124;‘71 yi-HO
£ Semon 8L 48032 - mE0 ¥ 91856 1086.73 " . 142391
; / y 7e 844.53 Yo' Vi bust
I Ssysin B Fleds | Y S ..123%,'80 LRy s o, 15559
31020 36039, 43834 - 659,58, Y H | i , 144292 | T~ 1:53:7379‘;- 5
. (I S wor il L o L ]
' : v ]
200 600 500 1000 1200 1600 1800
miz

—— Precursor, Precursor-H,O, Precursor-H,O-NHs, Precursor-NH: =——— b, b-H;0, b-INH;
—— 3, y-H:O, y-NH;




Protein references (1)
- Growth arrest-specific protein 8 O5=Homo sapiens GIN=GASE PE=1 5V=1 - [GAZS_HUMAN]

fequence: QILLCTKAR, Charge: +7, Monoisotopic miz: 523.80000 Da (+487.47 mmu/+330.65 ppm}, MH+ 1046.59272 Da, RT: 43.5 min, [~
Identified with: Mascot (w1.30); lonScore:42, Exp Value:1.9E-002, lons matched by search engine: 5/30 J
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,0; b-NHg; y; y-HoO; y-NH;

-]

Fragment Mat

Value Type: [Theo. Mass [Da]  ~

lon Series | Neviral Losses | Precursar lans |

i b v |Seq. g v e
1 129.06586 B5.03657 O El
2 24214333 121578600 | 91756013 45928370 8
3 355.23400 17812064 L 80447606 40274167 7
4 468.31807 23486267 L £91.39199 34619963 B
5 A71.32728 28816727 C 57830792 2895760 &
E B72.37434 33669111 T 475.29873 23815300 4
7 BO0.4E331 4007388 K 374.25108 18762916 3
8 B71.60703 436825716 A 24615608 12368168 2
9 R 17511896 BBOB31Z 1

Fragn um

Extracted from: ExStockageiMachinesich-iovelos-NPROJETE1201 2054 2UD00431E-PP-Proteo-929(8633)_1.raw #12103 RT. 43.56
ITMS, CIDE37.00, 2=+2, Mono m/z=523.80000 Da, MH+=1046 53272 Da, Match Tol =0.8 Da

100 4

[M+2ZH-H, 0, [M+2H]-HHs
@ 4 514.41

Intengity [counts] ¢ (%3
8
L

a0 ] ye'-MHs, by*-NH;
w ] b 338.25 by i
o ] 4227 s 800,54 299,69

e S et ye%stlsl, :;»NHE 57328 . Es‘ooifss by o
° 17510 .14 29014 27 | g72,51 99146 e B7LT0 91786
o " " . m 1l

210 200 am st om0 7m0 a0 a0 1000
miz

—— Frecursor, Frecursor-H,0, Precursor-HyO-NHs, Precursor-NH; =—— 7, y-H,0, y-NH;
h h-H.M h-TH. I




Protein references (13
- Proteasome subunit alpha type-6 O5=Homo sapiens GIN=FShAG PE=1 5VW=1 - [F5A6_HUMAN]

Peptide Summary

ﬁequer\ce: AINQGGLTSVAVE, Charge: +2, Monoisotopic mfz: 642.71399 Da (-645.32 mmu/-1004.05 ppm), MH+ 1254.43271 Da, RT: 4161 min, 2
Identified with: Mascot (v1.30); lonScore:38, Exp Walue:3.5E-002, lons matched by search engine: /118

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-HaO; b-NHs; y; y-Hs0; 7-NH;

Value Type: | Theo. Mass [Da]

lon Series | Heuial Losses | Freoursor lons |

w b bt seq| v a2
1 7204440 3652584 A 13
2 18512847 93.06787 | 1214.68522 B07.84625 12
3 293177140 15008934 N 1101.60115 551.30421 1
4 42722993 21411863 0 987.55822 43428275 10
5 48425145 2426293 G £59.43964 430.25346 9
B 54127292 27140100 G B02.47817 401.74272 &
7 £54.35639 32768213 L 745.45670 732Ny 7
] 75540467 37820897 T 63237263 31668395 6
El 842 43670 4N72193 8 A31.32495 ZEB1EE11 &
10 34150612 471.256200 W 44429292 22285010 4
n 101264224 BOB7747E A 345.22450 17311583 3
12 1111.61088 5BE.30897 W 27418738 13769733 2
13 R 175.11836 BB.OE31Z 1

Extracted from: EStockagemmachinesicit-tqvelos-NPROJETS1201 2154 AID0043E-PP-Proted-924(6601)_1 raw #11714 RT: 41 61
ITWS, CIDE@37.00,2=+2, Mono miz=642.71999 Da, MH+=1284.43271 Da, Match Tol.=0.8 Da

[WMHZHP-H,0, [M+2ZH-NH;
1400 634,47
1200 ] ¥t
_ 55130
£ o -
2
= w0 . s
2 bet o DsoHEs 25363 Dot NH.
£ eoo ] s 04 772 s .
= 243.23 53140 by HL0 1094.78
200 b . gr DRHRODL RO ’ 922,66 Vi b b
270,36 29;}3 a45ag 41232 VHEIZ Ly o by 98763 101271 1111.84 yur-NH;
200 ] ey ! ‘ 494,47 ‘ 294173 i 119782
B FRINTI T ‘ 1l Bl Lol Il‘ I i Ll I 1y )
t { Y 7 Y
200 400 600 000 1200

—— Precursor, Precursor-H,O, Precursor-H,O-NHs, Precursor-NH: =——— b, b-H,0, b-INH;
— y, y-H,0, y-NH;




FProtein references (11
- General wesicular transport factor plls O5=Homo sapiens GN=U501 PE=1 5W=2 - [U501_HUWMAI]

Sequence: SSQTSGTNEQSSAIVSAR, Charge: +2,  Monoisotopic mfz: 904.83999 Da (-592.68 mrnu/-655.01 pprm), MH+ 1808.67270 Da, RT: 29.03 min, =
Identified with: Mascot (v1.30); lonScore:74, Exp Value:1.0E-005, Ions matched by search engine: 11196
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHs; 75 7-HoO; 7-NHs

et Matches

Vaue Type: [Theo Mass[Da] =

lon Seties | Newral Losses | Precursor lons |

al v | e s v .
1 BRL03331 4452323 & 18
2 17607134 BRO3931 & 1722 B2536 BET.91632 17
3 30312932 15206860 O 163679333 B18.40030 18
4 40417760 20263244 T 1607 73475 76437101 15
] 431 209683 24610845 & 1408 BB707 70384717 14
B 54823110 ZM4E1919 G 1319 E5604 BEOZ31E 13
7 E49.27878 32614303 T 1262 B3357 E31.82042 12
8 TE3.32171 3B216449 M 1161 58583 GB1.29658 11
El 292 36431 44EERGTS E 1047 54256 52427512 10
10 102042289 51071508 O 1860036 45975382 9
1 1107 45492 55423110 § 79044178 39572453 8
12 1194 48695 59774711 & 703.40975 /220851 7
13 1265 52407 BI326567 A B1E.37772 30869250 B
14 1378 60814, BB9.80771 I 545 34060 27317394 &
15 1477 B7656. 73934192 W 432 25653 21663190 4
18 1564 70853 78285793 & 33318811 167.09769 3
17 163574571 81837643 A 24615608 12388168 2
18 R 17511896 8806312 1

Extracted from; EXStockageibachinesielt-ltove los-WPROJETEV2Z01 2154 2UD004 E-PP-Proteo-925(6604)_2.raw #8670 RT. 20.03
ITMS, CID@37.00, z=+2, Wono miz=904.83999 Da, MH+=1808.67270 Da, Match Tol.=0.8 Da
100 4
an 4
I
o bag?*-H,0, ¥, by -z yio DisHRO
T 3 545,34 1459.76
S wd W i ye , o' 140,54
2 309,13 39539 Vs" Vit 7a0.49 . . N H;
z® : 4244 61662 THE by Y T
g . L . - 1107.58 116169 1302.54
gy 0 ¥ : bu-H0, 715 -HaQ, b~ Hs, ys-NH
T4 : . 1864 bt 1617.99
20 ] ¢ : 1477.97 e
LR
, H \H LA b L H‘\H\ “ ‘ l | || H | | ‘\ ‘
500 1000 1500 2000
miz
= Precursor, Precursor-H,O, Prectirsor-H,O-NH;, Precursor-MH; == b, b-H,O, b-NH;
— v, y-H:0, y-NH:




Protein references (13
- Forkhead-associated domain-containing protein 1 O3=Homo sapiens GN=FHADI PE=2 5W=/ - [FHAD1_HUMAN]

Peplide Surmany
Sequence: ALLKEALER, Charge: +2, Monoisotopic myz: 521,16000 Da (-657.07 mrau/-1260.78 ppimn), MH+ 104131272 Da, RT: 3527 min, =
Identified with: Mascot (¥1.30); lonScore:4l, Exp Value:1.9E-002, lons matched by search engine: 8/20
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHg; y; y-Ho0; y-NH;

Value Type: [Theo. Mass [Dal

lon Series | Neutral Losses | Freoursor lons |

| v | ve sy v e
1 7204440 3662584 A E]
2 186.12847 9306787 L 971.58846 486.29787 8
3 298.21254 14360331 L B5B.50433 42975583 7
4 426.30751 21365739 K 745 42032 37321380 B
5 556.35011 27817869 E B17.32535 30976631 8§
E B2E.38723 313E9726 A 488 28275 24464501 4
7 735.47130 37023329 L 41724563 209712645 3
8 BE8.51330 43476059 E 304.16156 16268442 2
) R 17511836 8806312 1

roonipotin
Extracted from: EfStockageiMachinesici-ltgrelos-PROJETS201 2840004 1E-PP-Proteo-A27(6E07)_1 raw #3627 RT 3627
TMS, CIDE3T 00, z=+2, Mono miz=521 16000 Da, MH+=1041 31272 Da, Match Tol=08 Da

[M42H - W Hs-H,0
1o ] 505.08

Intensity [counts] (1023)
@

4 ¥:#-NH; N ¥s' ¥o-H0
20170 ¥s 617.30 54026
o', bet-Ho0 417,19 7o | ¥ -Ha0
s .
] X " 304,73 . ¥ 9ETE
? Lo o 4545 ' 55,60 -
175.09 - v e
{ | ‘ I ‘ g 7160
. [ el \.|.| I " bl L i ‘
200 400 &00 800 1000 4200 41400

miz
—— Precursor, Frecursor-H,0, Precursor-H,0-NH;, Precursor-NH; =——— b, b-H;0, b-NH;
— ¥, y-H.0, y-NH;




Protein references (1)
- GTP-binding nuclear protein Ran O5=Homo sapiens GN=REAN PE=1 5V=3 - [RAN_HUMAN]

anuancel FNVWDTAGQEE, Charge: +2, Monoisotopic myz: 647.75999 Da (-46.83 mmu/-72.3 ppm), MH+ 1294.51271 Da, RT: 49.82 min, ]
Identified with: Mascot (v1.30); lonScore:55, Exp Value:7.4E-004, lons matched by search engine: 8/108

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NH;; 3; y-Hz0; y-MH;

Value Type: [ Theo. Mass [Da]

len Series | Neutal Losses | Frecursor lons |

| v | be se. v |2
1 14807570 7454149 F n
2 26211863 13166295 N 1147 63768 67427258 10
3 36118705 181.0971E W 1033 43496 1725111 8
4 547 2BE37 27413682 W 934 426653 4E771690 B
) EBE2 29332 33166030 D 748 34721 AP4E7T2 7
B FE334100 38217414 T £33 32026 FTFIEITT B
7 B34.37812 A17EIZF0 A £32 27268 2FE 3993 B
8 B91.33953 44620243 B 461. 23548 2312137 4
El 1019 45817 51023272 @ 404 21385 20261063 3
10 1148 BO077 E7476402 E 27616641 13868134 2
11 K 147 11281 7406004 1

Extracted from: EAStockageiMachinesici-ltgrelos-PROJETE201 284 D004 1E-PP-Proteo-A26(FE04)_2 raw #14485 RT: 4883
ITMS, CIDE3ET 00, 2=+2, Mono miz=647 75098 Da, MH+=1204 51271 Da, Match Tal=08 Da

¥er
oo ] 334,62
[M+2H ]2 -H, 0, [MZHE*-HH;
2000 538,81
g
H
o, 1600 o
=3
2
g br el 76‘;531 bﬁ‘ 5
= oo ] : 89163 103373
100a 262,05 361,20 e s
46128 Sobe
5o | E3ael b
500 4 by'-INH;
517 | b e |7 : yo-Ha0 114870
| e i [ ‘ | l ‘ 101546
. vl 1l Jubdi ] | . ! b ol [yl Ll . .
&00 1000 4500
miz

—— Precursor, Precursor-H,0, Precursor-H;O-NH;, Precursor-NH; =—— b, b-Hz0, b-NH;

— ¥ y-H.0, y-NH;




Protein references (1):
- Isocitrate dehydrogenase [N AD] subunit alpha, mitechondrial O%=Home sapiens GN=IDH3A FE=1 5V=1 - [IDH3A_HUMAN]

ﬁequence: TPYTDVNIVTIR, Charge: +2, Monoisotopic mjz: £96.35999 Da (-20.14 menuw)/-28.91 ppem), MH+ 139171271 Da, RT: 53.18 min, ]
Identified with: Mascot (v1.30); lonSeore:49, Exp Value:2.8E-003, lons matched by search engine: 7/116
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHy; y; y-H.0; v-MH;

Walue Type: | Theo, Mass [Da]

lon Seties | Nevtral Losses | Precuisor lons |

" b b |G| v ||
1 102.05436 EREIRE. 12
19910773 100.05780 P 1230.70527 E45.85627 11
3 36217108 18168916 Y 1193 5250 59732983 10
4 4E3.21873 2321300 T 103058918 51679823 9
A 578.245E8 28962648 D 929.54150 4E27439 B
3 B77.31410 33316063 W B14.51455 40776091 7
7 791.35703 33618215 N 715.44613 3E.22670 B
g 90444110 45272419 | 601.40320 3020524 5
El 100350952 50225840 W 488.31913 24466320 4
10 1104.55720 59278224 T 389.25071 19512899 3
1 121764127 B09.32427 I 288.20303 14460515 2
12 R 17611836 BROEXZ 1

Extracted from: E\StockagelMachinesiclt-ltgvelos-NPROJETSI201 154 AIDO043E-PP-Proten-01 A(A538)_2raw #6485 RT 5318
TS, CID@37.00,2=+2, Mono miz=696.35999 Da, MH+=1381.71271 Da, Match Tol=0.8 Da

1800 [M+2ZHJ-He O, [M+2HJF-NH;
B87.33
1400 o
1200 ]
g
2 1000
3
g e § F1®*-Ha 0, yuo*-MHs
H 538,70
=
600 - T bay-MH:
o2 NH, - o 1168 93583 - 200,78
a0 ] B 39946 Bl | 00T i
. 5+~ HHs
20 be o F, P 8775 556,66 1087.50 1193.78
199,12 4 ‘ ‘ : : ;
o 14 b Wy b L o T L ) 1 Ll il " il ; i .
200 400 600 e00 1000 1200 1400

miz

= FPrecursor, Precursor-H, 0, Precursor-H,O-NH;, Precursor-NH; == b, b-H,0, b-NH;
—_— v wHa v NH;



FProtein references (10
- Fumarylacetoacetase O%=Homo sapiens GMN=FAH FPE=1 5V=I - [Fas A HUMAN]

Kequence: VFLQNLLSVSQAR, Charge: +2, Monoisctopic myz: 737.73999 Da (-122.58 mmu/-166.14 ppm), MH# 147459271 Da, RT: 6335 min,
Identified with: Mascot (v1.30); lonScore:42, Exp Value:1.5E-002, lons matched by search engine: 8/118

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-F,0; b-NH; y; y-Hz0; y-NH;

Walue Type: | Theo Mass [Da] ¥

lon Seties | Nevtral Losses | Precursar lans |

al  w | e se| v e
i T00.07570 544V 3

24714412 1207570 F 1375 eaza SaageaE 12
3 36022813 1B0ETE L 1228 70085 1485407 11
i 466,28677 Mapi0: O 11561673 5831208 10
5 £02,32970 JEeE4S M 96755021 49428274 9
6 HE 41377 Foai0sz L a7is158 41 8
7 526,497684 44755 L 76043121 B9 7
8 15,5297 45826057 5 647.34714 2417721 6
9 1014.59929 sorAzTE 56031511 20066119 5
10 110169032 s131080 5 46124669 29269 4
11 122968890 §1534809 @ 7421466 18761097 3
12 1300.72602 GS08EEES A 246.15608 12250168 2

Exfracted from: E\StockageiMachinesicht-ltgvelos-NPROJETS1201 284 UD004 31E-PP-Proteo-825(6604)_2 raw #21272 RT-B8.35
ITMS, CIDE37.00,2=+2, Mono m/2=737.78508 Da, MH+=1474.53271 Da, Match Tol=0.8 Da
¥
4200 - 461,23
[M+2ZH]P-Ha0, [M+ZHP -1 H;
7367
1000 o
2 e
g be-H,0
= 59,76
2 so0 | .
g Fats bu?| by*-NH; Ly
£
z e by-HLO - 615,20 21160 4 1014.73 T Fua*-NHz, by ~HaO, by -NH;
aog | Fa¥-He . . | w
2.7 Vi e, | 49822 56060 _— \ 1581 1211:%
s 37429 450,44 & 3 . g
H 898.52 s by by
200 4 iy, by 2 4 110193 Va2
¥ by 122994
24637 28172 5 | H ‘ J ‘ 7 o 1375.5¢
o G N sl il Ly \” | [, | i I l.' 1 | |
T T T T T T T
200 aon 600 00 1000 1200 1400
miz
= Precursor, Frecursor-H,0, Precursor-H,0-NHs, Precursor-NH: == b, b-H.0, b-INH;
— v, 7-HO, y-NH;




Protein references (1)
- Cirhin O5=Homo sapiens GN=CIRH1A FE=1 5V=1 - [CIR1A_HUMAN]

ide Summary

fequence: FFPGHESR, Charge: +2, Monoisotopic m/z: 488.24000 Da (-495.4 mmu/-1015.78 ppm), MH+ 97547272 Da, RT: 3599 min, }
Identified with: Mascot (v1.30); lonScore:39, Exp Value:3.3E-002, lons matched by search engine: 5/58

Fragment match tolerance used for search: 0.5 Da B
Fragments used for search: b; b-H,0; y; y-HoO; y-NH;

Value Type: | Theo. Mass [Da]

lon Series | Neutrl Losses | Precursor ons |

al v | e s w e
1 14807570 7454143 F 8
2 29514412 14807570 F 829 39516 4152mz2 7
3 39219683 19660202 P 68232674 INEETD B
4 44321836 22511282 G 58527397 29314062 §
lg 58627727 293642271 H 52825250 26462989 4
L} 715.31987 35816357 E 39119353 19610043 3
7 80235190 01673 S 26215093 1353 2
8 R 175.118% 8806312 1

Extracted from: E1StockageiMachingsict-avelos-NPROJETSIZ01 1154 2UD004 NE-PP-Proten-020(6541)_1 raw #4730 RT: 3599
ITMS, CID@37.00, 2=+2, Mohd miz=488.24000 Da, MH+=975 47272 Da, Match Tol =0.8 Da

[MH+ZHP-H: 0, [M+2H]*-NHs
R 479.97
2000 4
2500 | bE X
z 39138 ¥s
g - 53528
2 2000
= 175,13
£ 1500 4
y2-NH; yor-H,0
1000 J 245.73 by 66445 P
{ 357.58 P . hds
i bt L s
yo -0/ N s as )
0 : 3 For-H,0
29431 }
=T : 51151
B B TR W NI 0 I Lo | I i ‘ .
200 00 500 00 1000 1200 1400
iz
—— Precursor, Precursor-H,0, Precursor-H,O-NHs, Precursor-NH; —— y, y-H,0, y-NH;

— b b-HO




Protein references (13
- Hydroxyacylglutathione hydrolase, mitochondrial O5=Homo sapiens GMN=HAGH FE=1 5W=2 - [GLOZ_HUMAI]

Peptid ,
Eequence‘ ALLEVLGR, Charge: +2, Monoisotopic m/z: 435.72000 Da (-54.08 mmu/-124.14 ppm), MH+ 87043272 Da, RT: 56.10 min, =
Identified with: Mascot (v1.30); lonScore:4d, Exp Value:2.3E-002, lons matched by search engine: 9/56

Fragment match tolerance used for eearch: 0.5 Da b=
Fragments used for search: b; b-H,0; y; 3-H,0; y-NH;

Walue Type: | Theo. Mass [Da]

lon Seris | eutal Losses | Precursorfons |

o b b [Se| v ||
1 7204440 5584 A 8
2 18612847 w@OTEr L 79850366 40025547 7
B 298, 71264 14960851 L £86.41959 4371343 6
4 427, 25514 N41NA E 572.33552 26717140 &
5 625 32366 JEIEEEAT W 44429292 2265010 4
& £38 40763 0020745 L 245.22450 17211568 3
7 E9E.42910 33871819 G 23214043 11667388 2
8 R 175.11896 BB0E:2 1

Eutracted from: ElStockageiMachinesiet-itqvelos-NPROJETSI201 2154 2UD004 ME-PP-Proted-923(B662)_1 raw #16718 RT: 6610
TMS, CIDE@37 00, 2=+2, Mana miz=436 72000 Da, MH+=870 43272 Da, Match Tol=0.8 Da

3800

3000

2500

—— b, b-HO

=
g
S 2000
S [M#+ZHP-Ho0, by, [M#2H]?-NHz, yo-NH;
g 42897
& 1500 4
£
i -1 H. . ¥e
o0 1w e v yoHO g 656,60
: o 28,55 v 555,50 573,29 ber
. . o .
o LD 4 29?23 343.94 b 639.43
yo-NH, 18504 b0 526,34 be-H:0 b
158,18 | ‘ 419 | | . 696,60
o | i | | L i
200 a00 a0 500 a0 70 s00
miz
=== Frecursor, Frecursor-H:0, Frecursor-H,O-NHs, Frecursor-IH: ===y, v-H,O, y-NH;



Protein references (1)
- 3-hydroxyisobutyrate dehydrogenase, mitochondrial O3=Homo sapiens GMN=HIBADH FE=1 5V=2 - [3HIDH_HUMAN]

(+27.08 mmuf433.77 ppm), MH+ 1602.91271 Da, RT: 54.36 min,
Identified with: Mascot (w1.30); lonScorei4l, Exp Value: 1.B8E-002, lons matched by search engine: 6/146

Fragment match tolerance used for search: 0.5 Da

Fragmente used for search: b; b-H,O; y; y-HaO; y-NHs

Value Type: [ Theo. Mass [Da]

lon Series | Neutal Losses | Frecursor ons |

i b b [Se| v ||
1 58.02878 29.51801 G 18
2 145.08078 7303403 8 1545.83710 77342219 15
3 25814485 12957606 L 145880807 72950617 14
4 371.22892 18611810 L 134572100 B7336414 13
5 484.31293 242 BB013. I 123263693 B1B82210 12
E 59933934 30017361 D 111955286 AEO.28007 11
7 B86.37197 34368962 S 100452591 50276659 10
8 77340400 38720564 S 917.49388 45925058 9
9 87445168 43772948 T 83046185 41573455 &
10 987.53575 434.27151 I 72941417 36821072 7
il 110256270 551.78433 D B16.33010 30866863 6
12 119961547 60031137 P 501.30315 25119921 &
13 1270.65259 63582933 A 404.25033 20262883 4
14 1369.72101 BE5.36414 W 33321326 16711027 3
18 145672304 7eame01e S 23414434 117.57606 2
16 K 147.11281 F4.06004 1

Extracted from: E\StockageiMachinesiclt-ltgvelos-PROJETSI201 2154 2UD004ME-PP-Proteo- 31 A(E538)_2raw #17126 RT 6486
ITMS, CID@37 .00, 2=+2, Mono miz=801 868938 Da, MH+=1602 81271 Da, Match Tal=0.8 Da

1200 -
1000 | R
s
- 111969
T e00 o
5
2 . bu-HaO e
2" §o%-Ha0, 75-NH: 502 bt e sEnes yu N B 12695
g Pt 2V Tl - 110269 g D
= oo ] b 7247 .ol T b HO gy 127102
4 ., bs-HO be-HeO [ be e - 118169 b’
bs?'-H,0, yy 343,27 46629 SEL43 | 636.47 B20.60 \ ] 145658
ELIS ISR . - | E /osma
I I R N Ta i A m||\ i |H|\ J L i j
; " : : : . :
400 GO0 200 1000 1200 1400 1600

miz

—— Precursor, Precursor-H;0, Precursor-H,0-NHs, Precursor-NH: =—— 3, y-H,0, y-NH;
—— b, b-HO



Protein references (11
- 3-formylglutathione hydrolase O5=Homo sapiens GN=EZD PE=1 5¥={ - [ESTD_HUMAN]

Fequer\ce: AFSGYLGTDOSE, Charge: +2, Monoisotopic myz: 637.27999 Da (-26.64 mmu/-4L8 ppm), MH+ 127355271 Da, RT: 4167 min, &
Identified with: Mascot (v1.30); lonScore:48, Exp Value:4.1E-003, lons matched by search engine: 7108

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search; b; b-H,0; b-NHg; i y-Ha 0 y-MH;

alue Type: | Theo. Hass [Da]

lon Series | Neutral Losses | Precurser lans |

Al v e [se g v
1 7204440 3652584 A 12
2 21911282 11006005 F 1202.56883 BO1.78805 M
3 306.14485 15357606 S 1055.50041 52825384 10
4 36316632 18208680 G 968 46838 48473783 9
5 A26.22964 2E3E184E Y 911.446591 456.22709 8
B B39.31371 32016043 L 74838353 374E3543 7
7 B96.33518 34867123 B B35.29952 31816340 B
8 797.38288 39919907 T 57827805 2B9B42E6 &
El 912.40981 45670854 D 477.23037 23911882 4
10 104045839 52073783 @ 36220342 18160535 3
n 112750042 564.25385 S 23414484 117.57606 2
12 K 14711281 74.06004 1

Extracted from: ExStockageiMachinesiclt-tgvelos-WPROJETSI201 215421 D004 3E-PP-Proten-327 (BE07)_1 raw #12036 RT: 41.67
ITMS, CID@37.00, z=+2, Mono mfz=F37 27333 Da, MH+=1273 55271 Da, Match Tol=08Da

2000 4
[M4ZH-H,0, [M+2H - NH;
7000 4 528,49
000 o
=
2 so00 4
3
2 4000 1
g Foir-Ha0, yob-NH; b b
o 1
RS I b 476.25 o - 104(_1“53 T
o0 {21011 20643 .. 456 I
E IS N 477,35 b Ve BE 10555 By,-1H:
000 734,20 ' 362,25 5 h ropra 91164 T105s
B t b 1““'\\1\ " L | T o .
00 1000 1500
miz

—— Precursor, Precursor-H,0, Precursor-H,0-NHs, Precursor-NH: —— b, b-Hz0, b-MH;

— ¥, y-H.0, y-MH;



FProtein references (10
- Cathepsin D' O%=Homo sapiens GIN=CTSD PE=1 5W=1 - [CATD_HUMALN]

kequence: VGFAEAAR, Charge: 47, Monoisotopic m/z: 41124000 Da (+521.38 mmu/+1267.83 ppm), MHt#: 82147272 Da, RT: 32,77 min, =
Identified with: Mascot (v1.30); lonScore:43, Exp Value:1.1E-002, lons matched by search engine: 6/56

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H.O; y; y-H.O; y-NHs

Value Type: [Theo, Mass [Da] ™

lon Seiies | Neural Losses | Precursor lons |

i v | e [se| v e
1 100.07570 054143 W E
2 1597.09717 7a.08222 G 721.36281 36118504 7
3 30416559 15258643 F 66434134 J267431 B
4 379.20271 18810493 A 51727292 25914010 &
1) 504.24531 28262629 E 446.23560 22362194 4
[ 575.26243 28814485 A 31713320 15910024 3
7 £46.31955 32366341 A 24615608 12358168 2
8 R 172.11896 88.06312 1

Extracted from: ExStockageMachine siclt-ltoye 03-NPROJETHI01 NS4 0D004TE-PP-Proten-923(6592)_2raw #7782 RT. 32.77
ITMS, CID@37.00, 2=+2, Mono miz=411.24000 Da, MH+=821.47272 D3, Match Tol=0.8 Da

2000 [M+ZHJ-H,O, [MAZH - N Hy
40236
1500
=
£
E
2
= oo - .
£ 303330 e A s
2 $e-HL0, i NHs : 33289 517.12 be: corar
00 215,04 e bs e by-H,0 ¥
by s 3}7‘__20 ber-H,0 503.96 v 721.45
157.08 259.24 : | ‘ ‘ 456,24
o Loy Lo TN L) | Ll ! ‘ ‘
100 200 200 400 &S00 600 700 200
miz

= Precursor, Precursor-H;O, Precursor-HyO-NH;, Precursor-NH: = v, y-H,0, y-INH;
m— b, b-H,0




Protein references (1):
- E51 protein homolog, mitochondrial O%=Homo sapiens GIN=C21orf33 PE=1 5V=3 - [EZ1_HUMALN]

Pl imary

VVEAHVDOK, Charge: 47, Monoisotopic m/z: 577.28000 Da (-16.07 mmu/-27.84 ppm), MH+ 115355272 Da, RT: 21.60 min, =

kequence: E

Identified with: Mascot (v1.30); lonScore:54, Exp Value:9.6E-004, lons matched by search engine: 8/88
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: by b-H;O; b-NHz; y; y-H:O; y-NH;

Walue Type: | Theo Mass [Da]

Ian Series | Meutral Losses | Precrsorlons |

Al w | e [se| v v e
1 130 04388 BEE2BRE  E 10
2 22911830 1160E279 W 1024 54223 E1277475 8
3 32816672 1B4 65700 W 525 47381 46324064 8
4 457 22932 22911830 E B2k 40533 41370633 7
El 52826644 26463686 A BO7.36279 34918503 6
B 66532535 33316631 H 62632567 31366647 &
7 76439377 /270052 W 489.26676 24513702 4
8 87942072 44021400 D 39019834 19560281 3
El 1007 47330 50424323 @ 27517133 13808933 2
10 K 14711281 7406004 1

Extracted from: ExStockaigelMachingsic -ltivelos-IPROJET 51201 2154 2UD0043\E-PP-Prote-827(660T)_1 raw #4717 RT 21.60
ITMS, CID@37.00, z=+2, Mono m/z=577.28000 Da, MH+=1153.55272 Da, Match Tol.=0.8 Da

[M+2H]*-H,Q, [M+2H -1 Hs
5000 - 568,21
a000
)
H
=™ b H,0
£ 2*-MH;
5 25817 b by-HO 86153 by NH;
£ 2000+ 328,32 439,36 Loby 490,70
Yoge 879,56
72 H Lyt o . -
woo 27522 % . 4 * ° byt ¥ - I H,
by-H,O Lv g 4 o', yo'-NH;
71108 | [ R 69750 7ea60 ‘ 9572 lors
. ey | : SR S NIRRT | l I | o i .
200 200 500 800 1000 1200 1a00 1600
miz

= Precursor, Precursor-H,O, Precursor-HO-NH;z, Precursor-NH; =—— b, b-H,0, b-NH;
— v, 7-H:0, y-NH;




Protein references (13:
- cAMP-dependent protein kinase type Il-alpha regulatory subunit O3=Homo sapiens GN=FPRKARZA FE=1 5V=2 - [KAFZ_HUMAN]

lSequence: AASAYAVGDVE, Charge: +2, Monoisotopic m/z: 526.76000 Da (+485.87 mmu/+922.38 ppm), MH+ 105251272 Da, RT: 33.22 min,
Identified with: Mascot (v1.30); lonScore:62, Exp Value:1.4E-004, lons matched by search engine: 7/92

Fragment match tolerance used for search: 0.5 Da Z
Fragments used for search: b; b-Hx0; y; v-HoO; y-NHz

‘alue Type: [Then. Mass [Da]
lon Series | Neutial Losses | Precursor lons |

al w | v [se| v v el
1 7204440 3652584 A 1
2 14308152 7204440 A 980 50478 43075603 10
3 23011355 11666041 & A03 46766 45523747 9
4 30118067 510797 A 62243563 47z 8
5 464.21399 2251063 Y 751, 39651 7620289 7
5 S5 %012919 A 596, 33519 29467129 6
7 63431953 31766340 ¥ 517.29907 25915267 5
8 B31.34100 34617414 G 418.22365 20961846 4
El 60636795 403668761 D 361.20818, 18110773 3
10 806 43637 46322182 W 24618123 12363426 2
n K 147 11281 7408004 1

Extracted from: ENStockagemachinesieit tivelos-NPROJETSIZ01 2154 2UD004NE-PP-Proten-928(6614)_1.raw #6258 RT: 33.22
ITMS, CIDE@37.00, z=+2, Mono rmiz=526.76000 Da, MH+=1052.51272 Da, Match Tol.=0.8 Da

s ] byt-Ho0, [M+ZH]Z -H,0, s, [MAZH -1 H,
517,51
<000
z
£
£
2 so00
=
2 b5 yo-MH; i -HO
E %7 229.93 by-Hs0 805.5  BAT.E0
i 783.25 5 y
1000 | 7y b T g .
) Vo
EU 36131 116 7 ghger (0963 gpp py
o ’ L \ B | I | b Y i ; ;
200 400 00 00 4000 1200 1400

—— Precursor, Precursor-H,O, Precursor-H;O-NHz, Precursor-MH; =—— §, y-Hz0, y-IH;
—— b, b-H,0

miz



Protein references (1)
- L-xylulose reductase O5=Homo sapiens GIN=DCXI FE=1 5V=2 - [DCXE_HUMATI]

bequence: GTVQALHATGAR, Charge: +2, Monoisotopic m/z: 59128000 Da (-42.98 mmiy/-F2.69 ppin), MH+ 118155271 Da, RT. 25.31 min, ]
Identified with: Mascot (v1.30); lonScore:38, Exp Value:3, 5E-002, lons matched by search engine: 8118

Fragment mateh tolerance used for search: 0.5 Da =
Fragments used for search: b; b-H,O; b-MNHs; v; y-HaO; y-NHs

Value Type: [Theo. Mass [Da]

lon Series | Newtial Losses | Precursorlons |

al w o || r
1 5802875 2951801 G 12
2 159.07643 a0.04188 T T24.61713 Se281z20 1
3 25814485 12357606 1023 56345 512268836 10
4 38620343 19260636 0O 524 HO103 46275415 8
8 457 240155, 22912381 A A6 44245 39872486 8
B G700 32462 28R EEE85 L 725 40533 3E3208300 7
7 70738353 35419540 H £12.32126 30666427 B
8 77842065 30971396 A 47526235 23313481 5
9 87946833 44023780 T 40422523 20261625 4
10 936.43980 46874854 G 0317755 15209241 3
n 1007 52632 50426710 A 24615608, 12358168 2
12 R 17611856 BROE312 1

Extracted fram: ExStockagetMachinesicit-ltqwelos-NPROJETEA201 AS4AID00431E-PP-Proten-928(6633)_1 raw #5442 RT: 26 31
ITMS, CID@37 .00, z=+2, Mono mfz=591 28000 Da, MH+=1181 55271 Da, Match Tol=0.8 Da

2000 - [M+ZHP-H0, [M+2H P -NH:
582.57
1500 o
=
£
g
21000 bt
2 b -NH; . hy
£ by 34638 yA-HLO, wa-NH, . Ve 93662
i ! PR v 79661 I
s00 N . 725,52 by oy er
¥3 o be-HO &79.63 i by Furr
190328 36835 ‘ l | / 100750 113481
o L IR F e i“ i L Ll 1 A . . .
200 400 00 800 1000 1200 1400 1600
miz

—— Precursor, Precursor-H,0, Precursor-H,0-NH;, Precursor-MH: =—— b, b-H,0, b-NH;

—— y, y-H0, p-NH;



FProtein references (2%
- Eukaryotic initiation factor 4A-1 O5=Homo sapiens GN=EIF4Al PE=1 5V=1 - [IF4A1 HUMAN]

fequence: GYDVIAQAQSGTGK, Charge: 42, Monoisotopic m/z: 69787398 Da (+30.83 mmuf+44.18 ppm), MH# 1354.75271 Da, ET:3.19min, E
Identified with: Mascot (v1.30); lonScore:48, Exp Value:3.7E-003, lons matched by search engine: 10/136

Fragment match tolerance used for search: 0.5 Da &
Fragmente used for search: b; b-H,0; b-INHs; y; y-H.0; y-INHs

Value Typer [Theo. Mass [Da] =

lon Series | Neutal Losses | Frecursor lons |

i b b [Se| v ||
1 58.02878 2951801 G 14
2 221.08207 111.04867 1337 BE3E2 BE9.33845 13
3 33611802 16BBE315 D 1174 80630 AB7.80678 12
4 43018744 21809738V 106957935 A30.29331 11
5 54827151 27463939 I 960.51093 480.75310 10
E B19.30863 31015795 A B47 42688 42421707 9
7 74736721 7418724 0@ 77638974 38869851 8
8 816840433 40970580 A 64833116 32466322 7
9 94646291 47373803 @ 577.29404 289150656 B
10 103343454 517.25111 5 44923545 22512137 §

" 1090.51641 54576184 G 362.20343 18160935 4

12 119156409 59628968 T 30518196 15309462 3

13 124853556 62479642 G 20413428 10287078 2

14 K 14711281 7406004 1

Extracted from: E\StockageWMachinesich-tgvelos-WPROJETS\201 28420004 3\E-PP-Proten-23(6532)_1 raw #8768 RT 35143
ITMS, CIDgR37.00, 2=+2, Mono m/z=637 87383 Da, MH+=1334 76271 Da, Match Tol=0.8 Da

200 4
[M#ZHP*-H, 0, [M+2HJ*-NH,

700 689,46

ooe by~ NH;
E o 509,43
2 b’
= 400 n . by bis?*-Ha0, by - Hs, g™ . 46,57 N
2 b-Ho D o msm 587.67 PRI : by -HO ¥ 7i-NH;
2 o0 enl. 210 3831 o5 BA7SL L 155 0997 1w

4 LoV bs* B y Yol : H
200 4 . ihet 49,32 by-F,0 1960.72 - i . P b
b gt TOTLO s agss I B L
100 9111 ,28L15 - ‘ ‘ | ‘ ‘ |ol2569 109081 125173
S I TR A POV I X A il ]\. ‘ Sl N ‘
200 400 600 00 1000 1200 1400

—— Precursor, Precursor-H,0, Precursor-H;0-NHs, Precursor-NH; =—— b, b-H,0, b-NH;
— ¥ y-H0, y-NH;




FProtein references (10
- Band 4.1-like protein 3 O%=Homo sapiens GMN=EPB41L3 PE=1 5V=2Z - [E41L3_HUMAIN]

ary

ﬁequenca: SS5SKLSE, Charge: +2, Monoisotopic mfz: 426.24000 Da (+7.28 munu/+17.11 ppm), MH+ 85147272 Da, RT: 32.74 min, -]
Identified with: Mascot (v1.30); lonScore:38, Exp Value:3.1E-00Z, [ons matched by search engine: 6/74
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-MHg; 73 y-H,0; y-NH;

Value Type: [Theo. Mass [Da] =

len Seiies | Neuhal Losses | Precursorlons |

al v | e |se| v |n
1 8803931 4452323 § 8
2 17507134 8803931 § Th4 42612 W|2FIEFD 7
3 26210337 13188532 & 67733403 339.20068 B
4 24913540 17507134 S 59036206 29568467 5
5 477.23037 2311882 K 503.33003 25216865 4
3 59031444 29566086 L 375.23506 18812117 3
7 B77.34647 33917687 5 26215039 11573 2
i R 17511836 agoenz 1

Extracted from: E\StockageiMachinesicht-ltgvelos-hPROJETS1201 2154 2U D004 E-PP-Proteo-324(AE01)_1.raw #8340 RT: 3274
IThE, CID@3T 00, z=+2, Mono miz=426.24000 Da, MH+=851 47272 Da, Match Tol=0.8 Da

[MH2H - H,O, [M+2ZHE-NH,
100 o 417.33

Intensity [counts] (1043
2

by -Ha0), 2 Hy 0, by - MH, y-NH, beHaD, 3o HyO
330,19 57236
o b, HL0, 7o HaO -
gor-NH, P27 ¥ by - 659.32 76445
2 4 by, by, g1 24512 2210 47717 sop e br v r-Ha0
17503 677.47 4657
0 : : - T T T L, : :
200 a0 am =m0 a0 70 a0
miz

—— Precursor, Frecursor-H,0, Frecursor-H,0-NHs, Frecursor-NHs == b, b-H,0, b-NH;
—— 3, 5-H0, y-NH;



FProtein references (1)
- Ubiquitin carboxyl-terminal hydrolase 14 OZ=Homo sapiens GMN=U5F14 PE=1 5V=3 - [UBF14_HUMAN]

Fequence; AQLFALTGVQPAR, Charge: +2, Monoisotopic mjz: 686.40027 Da (+9.45 mmuf+13.76 ppm), MH# 1371.79326 Da, RT: 57.42 min,
Identified with: Mascot (v1.30); lonScore:55, Exp Value:7.5E-004, lons matched by search engine: 9/118

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHg; v; y-FH,O; v-MH;

[ D

Fragmenl e

Value Type: [Theo Mass [Dal

lon Series | Neuial Losses | Freoursor lons |

i v | v sy vv a2
1 7204440 3652584 A 13
2 20010298 10055513 @ 130073726 Bo0.87227 12
3 31318705 15709716 L 1172.67868 58684298 11
4 460.25547 2306303 F 1059.59461 530.30094 10
5 531.29253 26614993 A 91252619 45676673 4
13 644, 37666 32269197 L 941,48907 421.24817 &
7 74542434 el B 72840500 36470614 7
g 00244581 401.72654 G 627.35732 31418230 &
9 a01.51423 451.26075 W 570.33585 20567156 §
10 1029.57281 515.29004 @ 471.26743 23613735 4
1 112662558 56391643 P 343.20885 17210806 3
12 1197.66270 53933433 A 246.15608 123568168 2
13 R 17511896 8806312 1

Extracted from: EfStockageiMachinesiclt-ltgwelos-WPROJETS1201 A5 42UD004 E-PP-Proteo-820(8541)_2raw #17872 RT 5742
ITME, CIDiE@37.00,z=+2, Mono miz=A86 40027 Da, MH+=1371.73326 Da, Match Tal=0.8 Da

1400 ¥
34322 by N, ¥
1200 627,39
_ [M+2HJ-H O, [M+2H]-NHs
£ ey . 67787
H Vs yut-NH;: - .
2 800 o 471,31 578,73 by by
= ! 1029.77
] . v 90160 bu
& so0 4 V2 Fi®-MNH; 5
= 246,19 41 g 84157 1197.75
2-H,0 PN +-HL0 :
00 g [ 570.38 vt . . 1
bs? 313327 3565.24 sas5z | 7 bu N 1059.80 i
2o J¥NHs oo 5 - o | 7288 won2en s 1172.83
22815 3 l ‘ ‘ . B ‘
B i | ik ful AL Ll I ”1‘1 . L JLILL L unl L |
200 400 00 200 1000 1200
miz

—— Precursor, Precursor-H,0, Precursor-H,0-NHs, Precursor-NH: =——— b, b-H,0, b-IHs
— v, 7-HO, y-NHz




Protein referenices (14):
- Histone HZEB type 1-K O5=Homo sapiens GMN=HISTIHZBE FPE=1 5V=5 - [HZB1EK_HUMAN]
- Histone HZB type 1-] O3=Homo sapiens GN=HIZT1HZE] PE=1 V=5 - [HZB1]_HUMAI]

Peplide Surmmary

Sequence: AMGIMNSFYNDIFER, M2-Oxidation (15.99492 Da) &l
Charge: +2, Monoisotopie mfz: 88047399 Da (+69.24 mmu/+78.64 ppm), MH+ 1759.95270 Da, ET: 78.54 min, s
Identified with: Mascot (v1.30); lonScore:69, Exp Value:2.8E-005, lons matched by search engine: 11/144

Fragment match tolerance used for search: 0.5 Da

Value Type: [Theo. Mass[Da] =

lon Series | Neutal Losses | Frecursor ons |

n b b Se. | v v ||
1 72.04440 36.52584 A 15
2 213.07381 110.04354  M-Oxidation 1688.77719 B44.89223 14
3 27610128 13855428 G 154174177 7137452 13
4 38918535 195.09631 I 1484.72030 74286373 12
5 520.22585 26061656 M 137163623 68632175 11
B 634.26878 317 63803 N 124053573 62080150 10
7 F21.30081 361.15404 5 112655280 56378004 9
8 86836923 434 68825 F 103352077 52026402 8
El 96743765 48422246 v 89245235 44672981 7
10 1081.48058 541.24393 N 79338333 39719560 B
n 1196.50753 538.75740 D B79.34100 34077414 §
12 130953160 £55.29344 I 564.31405 282 6EDEE 4
13 1456 66002 72883365 F 451.22338 22611863 3
14 158570262 79335495 E 304.16156 15258442 2
15 R 17511836 8806312 1

Extracted fram: E'\StackageiMachinesiclt-ltgvelos-PROJETEZ 01 AS4 D004 3E-PP-Proteo-A26(FE05)_1 raw #23647 RT: 754
ITMS, CID@3T 00, 2=+2, Monho r/z=880 47093 Da, MH+=1768.85270 Da, Match Tol=08 Da

[MH3H]-H,0, [M42He--NH,
2007 87143 o
137183
¥e
7 0 1039.61
3 ' -
H TE i
2 00 bt ¥ — ¥s" £ 124065
£ 317.32 45124 o ¥ 679,47
£ " s bar by i
w] e B g BT P osigs | 119664 | yu-NHs yi' 154190
361.33 397,35| 92025 ; 135485 148477
. Lol ‘.‘ Ll ||\‘H||\|”|‘|. i “ ‘ |.|I ] o | “I .
400 4000 500 2000
miz

—— Precursor, Precursor-H,(0, Precursor-Hy0-NH;, Precursor-NH; ——— b, b-Hz0, b-MH;

— ¥, y-H:0, y-NH;



Protein references (1)

- Superoxide dismutasze [Cu-Zn] Of=Homo sapiens GN=S0D1 FPE=1 V=2 - [S0ODC_HUMAIN]

FEquEr\cE: GDGPVQGIINFEQK, Charge: +2, Monoisotopic myz: 75145007 Da (+64.17 munu/+85.4 ppm), MH+ 150189257 Da, RT: 56.52 min,
Identified with: Mascot (v1.30); lonScore:49, Exp Value:2.8E-003, [ons matched by search engine: 8/140
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,O; b-NHs; i y-HaoO; 7-NH;

Value Type: [Theo. Mass [Dal

lon Seties | Heuial Losses | Frecusor lons |

i b b [se| v ||
1 58.02875 2951801 G 14
2 173.05570 8703143 D 144474314 72287921 13
3 23007717 11554222 G 1329.71619 BES.3E173 12
4 32712934 164.06867 P 127269472 63689700 1
5 42619836 21360282 ¥V 117564195 58832461 10
[ 554.25634 27763211 o 107657353 5387940 9
7 B11.27841 30614284 G 94851495 47476111 8
8 724.36248 36268488 | 891.49348 44625038 7
9 537.44655 419.22691 1 7840941 389.70834 B
10 95143348 476.24838 N 66532534 33316631 5
1 1098.55730. 54978203 F 551.28241 276.14484 4
12 122760050 61430383 E 404, 21333 20261063 3
13 1355.69308 678.33318 Q@ 27517133 138.08933 2
14 K 14711281 74.06004 1

Fragm clium

Extracted from: ENStockageidachinesici-liqvelos-IPROJETS1201 2154 21D 004 NE-PP-Protec-025(6604)_1.raw #17280 RT.56.52
ITMS, CID@37.00,2=+2, hono miz=751.45007 Da, MH+=1501.89287 Da, Match Tol=0.8 Da

— 7. 7-H:0, y-NH:

T T 94?%0
00 665.45 - !
778.56
= [M+2ZH-NHs/
€ 7330 .
H . ¥
= be N 89161 .
z K 537.07 ) ¥s X
5 7 bs ¥ ¥o* Vi | 1076.75 N by -NH;
2 327,22 Loy - Buz' 0 1238.78
E b : 20437 47442 L 637.25 4 bu-1H, .
y : L5543 BT garan 121073 :
soon | 22530 L paeHLOL b S : 93490 Y by
1 . R L 426,13 4 k b : o' L by
yoNH; 33037 ! = 1227.83 |
58,21 ] L ‘ ! l ‘ 614.96 I I | ‘ 17581 5553
o L T L‘lw. L il co il L W | L il ‘
200 a00 s00 500 1000 1200 1200
miz
——  Frecursor, Precursor-H;0, Frecursor-H,O-MHs, Precursor-IH: === b, b-H,0, b-lH;




Protein references (30

- Ig heavy chain V-1 region EU O5=Homeo sapiens FE=1 5V=1 - [HV101_HUMAN]
- Ta heawryr rhain VT racinn STF MS=Hamo aamndena PR=1 <WV=1 - THWINR HITR AR

Eequence: QVOLVQSGAEVI, Charge: +2, Monoisotopic myz: 643.31999 Da (-39.23 mmu/-60.97 ppm), MH+ 1285.63271 Da, RT: 37.08 min,
Identified with: Mascot (v1.30}; lonScore:48, Exp Walue:3,5E-003, lons matched by search engine: %116

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-Hy0; b-NHs; y; y-H,O; y-NH;

Walus Type: [Theo Mass Dal
lon Seties | Neutral Losses | Freoursor ons |
al v | v [seq| g v e
7 1230650 EIEE 0 72
ERET N P R tisreRzEs  er e N
3 sweiwms iTaEmn o insasadn s287asea 0
4 sazresy om0 L amEwE  4em7Eedn A
5 SRME®  cmETEN W BTAM5 4030043 B
& fSRATEI waTERD D) 7ia3a0s Re0iE 7
7 a4 R S SNTA5 290 B
& M43 4MTRE 6 sm2ee2 1M &
3 SidMEs  d4sz0s A wEZ0%5 223611 4
0 oesms somzl E a2 18NS 3
i smanee v el 125 2
12 K 14711280 7406004 1

Extracted from: ENStockageMachinesicit-itovelos-\PROJETS201 A4 2UD0043\E-PP-Proteo-927(6607)_2 raw #10428 RT: 37.08
TS, CID@37.00,2=+2, Mono miz=643.31999 Da, MH+=1285.63271 Da, Match Tol=0.8 Da

= Precursor, Precursor-H.O, Precursor-H,O-NH;, Precursor-NH: = y, y-H.O, y-NH;
= b, b-H:0, b-NH;

v
2000 718 46
7 5 [M+2H - Hy0, [MH2H N H;
] 535,03
2 0
= ys-H.0 ¥a*
g wono 357.25
E 223’3‘233 ! by Bes oo peNE
2 b NI ; 1-NH;
239031 696.94 069 104172 114059
s00 / by NH. .
2 7 =3 . ¥
- / mesl | 2N 058,38
24426 i ; i 794,59 o
L L Lol flldi, N R U D N TR I
400 1000 1800
miz




Protein references (1)
- Ig heavy chain V-III region GAL O%=Homo sapiens PE=1 5V=1 - [HV320_HUMAN]

Sequence; NSLYLOMMNSLRE, Charge: +2, Monoisotopic m/z: 669.95999 Da (+114.7 mmu/+171.2 ppm), MH+ 133891271 Da, RT: 55.43 min, =
Identified with: Mascot (v1.20); lonScore:dd, Exp Value:3 4E-003, lons matched by search engine: 8/114

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NHs; y; y-HaO; y-NHs

Value Type: | Thea. Mass [Da)

lon Geries | Neural Losses | Precursor lons |

al w e S| v v el
1 116.06021 GRO2E74 N hh
2 20208224 101.54476 S 1224.64056 612.82392 10
3 31516631 198.08679 L 1137.60853 569.30790 9
4 47822963 239E1845 Y 102452445 G12.76587 8
5 55131370 29616049 L 86146114 43123421 7
3 719.37228 36018978 @ 74837707 37469217 B
7 BA0.41278 42671003 M E20.31843 J0EE288 6
8 964 45571 48273143 N 48927733 24614263 4
k] 1051 48774 A2E24751 8§ 37523608 18812117 3
10 1164 57181 58278354 L 288 20303 14460515 2
1 R 175.118% 8e0e312 1

Extracted from: E\StockageiMachinesiclt-ltgrelos-NPROJETS1201 154 20D004 3E-PP-Proteo- 31 A(GA38)_1 raw #17741 RT: 5543
ITMS, CID@E37 00, z=+2, Mono miz=6609 95398 Da, MH+=1338 01271 Da, Match Tol =08 Da

G000 o
[M+2H]-H,0, [M+2H - NH;
661,55
5000
= 4000 | ¥
H 85153
2 so00 ]
] by-MH; v
< 833,36 102462 byor-NH;
2000 - by ¥e : 1147.78
315.24 483,22 ) N :
. . Fe §a : : 75
1000 4 b -MHz, 72 375,31 964,62 137.7
283,25 = ‘ ‘ ;
) Lol .‘ HL u \||l\ Ll | \‘ Ll 1
500 1000 1500 2000

miz

—— Precursor, Precursor-HyO, Precursor-HpO-WHs, Precursor-NH: —— 7, y-H,0, y-MHs
—— b, b-H,0, b-H;




FProtein references (1);
- Ig delta chain C region O5=Homo sapiens GN=IGHD FE=1 5V=2 - [[GHD_HUMAN]

Eequence: VPTGGVEEGLLER, Charge: +2, Monoisctopic m/fz: 67787999 Da (-482.3 mmuw/-711.49 ppm), MH+ 1354.75271 Da, RT: 47.73 min, =
Identified writh: Mascot (v1.30); lonScore:4d, Exp Value:8 5E-003, lons matched by search engine: 8/114

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search: b; b-H.0; y; y-H,0; y-NHs

Walug Type! | Theo. Mass [Da]

lon Series | Neulial Losses | Freoursar ons |

v | e [y v a2 2]
1 100.07570 5054143V 13

2 197.12847 99.06787 P 1256.64818 628.82773 12

3 29817615 14353171 T 1159.59541 580.30134 11

4 355.19762 17810245 G 105854773 523.77750 10

a 412.21909 20661318 G 1001.52628 A01.26877 9

B 51128751 2BE14738 W 344 50479 47275603 8

7 £40.33011 320.66BE3  E 84543637 42321182 7

8 769.37271 38518993 E 1639377 398.70052 &

El 826.39418 41370073 G 587.35117 29417922 &

10 939.47825 47024276 L 530.32970 26566049 4

Al 105256232 526.78480 L 41724563 20912645 3

12 1181.60432 531.30610° E 30416156 15255442 2

13 R 17611896 8808312 1 ;I

Extracted from: ENStockageiMachine s\icit-ovelos-\PROJETSI201 2154 20D 004 E-PP-Protec-919(6538)_2raw #14395 RT:47.73
ITHS, CID@37.00,2=+2, Mong m/z=677.87999 Da, MH+=1354.75271 Da, Match Tol=0.8 Da

== Precursor, Precursor-H;O, Frecursor-H,O-IMHs, Precursor-NH: ==y, y-H,0, y-INH;
—— b, b-H.O

[M4+2H]?-H,0, [M42H - NH;
o0 ] 669.36
F1e?" ;
62895 ;
_ 3000 !
&£ K
c I
E
z ;
z 2 2 !
i F1e?'-He O, y4s®-NHz
5 = 57189 ;
bs -F0 ¥ B i it Yo' -NH;
207.92 31185 b 72,71 s 26.52 1058.77 . 123998
1000 H 412.33 55735 g . 3 T
| Lo ek | 943’;51 T 1159.72
25618 ’ : | Ll s | 114163 125682
) ! . ! Ll bl | | \ Lot i [ : . i
200 400 00 200 000 1200
mfz




Protein referenices (17
- Alpha-2-HE-glycoprotein O5=Homo sapiens GN=AHSG PE=1 5V=1 - [FETUA_HUWMAN]

fide Summary

fequence: HTLNQIDEVK, Charge: 42, Monoisotopic mfz: 598.80000 Da (-17.17 mmu/-28.67 ppm), MH+: 1196.50271 Da, RT: 30,82 min, =}
Identified with: Mascot (w1.30); lonScore:55, Exp Value:6,9E-004, lons matched by search engine: 7/96

Fragtent match tolerance used for search: 0.5 Da B
Fragmente used for search: b; b-H,O; b-INHs; y; y-H.0; y-INHs

Value Type: [Theo. Mass [Da] =

lon Series | Neutral Losses | Frecursor ons |

i b b [Se| v ||
1 13806613 E3A3673 H 10
2 23911387 12008057 T 106956811 A30.28769 9
3 35219734 17660261 L 95852043 47976385 8
4 4BE. 24087 23362407 N B45.43638 42320182 7
5 53429345 2975338 O 731.39343 3BB.20035 B
E 707.38352 354.19540 I B03.33485 30217108 &
7 82241047 41170887 D 4390.25078 24562903 4
8 951.45307 476.23017 E 375.22383 18811555 3
9 105052149 52576438 W 24618123 12353425 2
10 K 14711281 7408004 1

Extracted from: E1Stockageidachinesicit-tovelos-WPROJETSIZ01 254 20D 004 31E-PP-Protec-926(6605)_2 raw #7134 RT. 30.82
ITMS, CID@37.00, 2=+2, Moho m/z=598.80000 Da, MH+=1196.59271 Da, Match Tol=0.8 Da

[M+2H]-H0, [M+2ZHP*-NH;
590.00

& 10
=
3
E s
z
=
@ e
£ by
E F2'-IHs bt 95168
4 72922 ¥4, ¥4 35422 byt -H,0 i by
: 246,18 i 204.55 B45.63 y ¥ 1050.78
: g -
2 Y by ¥t -Ha O, y3*-He O, - NH; 7o L 358,65 T
29.18 : 357.29 rilag 62258/ ; 1052.76
200 400 GO0 E00 1000 1z00 1400 1800 1800

= Precursor, Precursor-H,0, Precursor-H,O-NHs, Precursor-NH; == b, b-H,0, b-NH;
— 7, y-H.0, y-NH;



Protein references (1)
- Transthyretin O5=Homo sapiens GN=TTE FE=1 5V=1 - [TTHY_HUMAN]

1y >
baquer\ce: AADDTWEPFASGE, Charge: +2, Monoisotopic mjz: 697.83999 Da (+25.19 munu+36.1 ppim), MH+ 139467271 Da, RT: 52,75 min, =]
Identified with: Mascot (v1.30); lonScore:53, Exp Value:1.2E-003, lons matched by search engine: /112 J
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,0; 3; y-HaO; 3-NH;

-]

Value Type: [Theo. Mass [Da] =

lon Series | Neutal Losses | Frecursor lons |

al w | e [se] w | -
1 T2.04440 SER2GR4 A 13

2 143 08152 72044400 A 1323 HRG24. BE2 29626 12

3 25810847 12966787 D 1262 H4g12 E2E 777700 11

4 37313542 18707135 D 113762117 BE9 26422 10

5 474 18310 2375913 T 1022 43422 51175075 3

E EE0 26242 33063485 W 321 44654 46122691 8

7 789 30502 29615615 E T35 36722 3EB1BTHS T

8 806 35779 44368253 P BOE 32462 0366595 B

9 1033 42621 51721674 F 509 27185 2551396 5

10 110446333 BR2 73830 A 362 20343 18160535 4

1 119149536 B96 25132 § 29116631 14608679 3

12 1248 51683 2476205 G 20413428 10257078 2

13 K 14711281 7406004 1 ;‘

Fragment Spectum
Extracted from: E\StackageiMachinesiclt-ltgvelns-1PROJETSI201 254 2D0043E-PP-Proten-022(F585)_2 raw #15326 RT 5275
ITMS, CIDE3T .00, 2=+2, Mono mfz=837 83398 Da, MH+=1334 87271 Da, Match Tol=08 Da

1800 [M4ZH - H,0, [M+2H]2-MH;

688,71
1400 -

1200 |
1000 -|
a00 - A

92158 bet

'
103.3‘62 1252.74

H;

yi-N
800 bs by'-H, 0 455,36
25524 35533

Intensity [counts]

s
509.41
. by o i ;
2+ # . 5 s
v 47427 | be? ber-HO 1022.76 Vio"-HzO, ¥1o"-NH5
51666 ‘ ‘ { 567,55 i _luars
Lk

L ‘\\ I‘H; i by 1 |‘| 1 ‘ \H\ \| I‘I.

1
500 1000 1500 2000
miz

400 L g
Yy - ¥a"

s
oo ] § 26114 230

RN N

= Precursor, Precursor-H;0, Precursor-H;0-NHz, Precursor-NH; ==y, y-H,O, y-NHz
—_— b, b-H0



Protein referenices (1)
- Cystatin-B O5=Homo sapiens GMN=C5TE FPE=1 5¥=2 - [CYTE_HUMAN]

(+103.8 mumu+156.33 ppem), MH+ 132691271 Da, RT: 50,14 min,
Identified with: Mascot (v1.20); lonSeore:41, Exp Value:1.8E-002, lons matched by search engine: 8/120

Fragment match tolerance used for search: 0.5 Da

Fragmente used for search: b; b-H,O; b-NHs; y; y-H.0; y-INH;

=
[
Jid]

Fiagment

Value Type! | Theo. Mass [Da]

Ian Series | Neutral Losses | Precursor lons |

al v e v el
1 8803931 44672329 8§ 12
2 21609783 10866258 0O 1239 67324 B20.34026 11
3 31616631 16B0BE7S W 1111 B1466 BBE.31037 10
4 41423473 207621000V 1012 5424 BOE 77676 9
8 48627185 24313956 A 51347782 46724256 8
B 54229332 271R5030 G B42 44070 42172333 7
7 64334100 32217414 T 78541923 39321325 6
8 757.38393 37919560 N £84.37155 34268941 &
9 92044725 460.72726 Y 57032062 28566795 4
10 106751567 534.20147  F 407.26530 20413629 3
1 1780.59974. 59080391 I 26019688 13060208 2
12 K 147.11281 7406004 1

Extracted from: E\Stockageidachinesiclt-ltgvelos-WPROJETS1201 AS42UD0043\E-PP-Proteo-9245(B604)_2raw #14613 RT:50.14
ITMS, CID@37 00, 2=+2, Mono miz=G6395933 Da, MH+=1326.91271 Da, Match Tol=0.8 Da

— 7. y-H.0, y-NH:

v
1400 J [M42H2-HO, [M+2H]»-NH; 842861
654,78
1200 o ¥
913.60
7 9] -
H 485,28
g a00 o y;'
‘:’i . 1012.75
h 31?34 be 7,33;6;;4 o
SR 41430 - ¥s'-HeO 1111.80
01 by b A 994,57 bir
216,01 542,24 ' o 1180.78
=01 "y 106765
. \u\ Ledal m.h“ \“i ||I|H|\M|J||||I L. t lil A ‘ X
s00 1000 1500 2000
miz
—_ P v, Frecursor-H,0, Precursor-Hy O-WHs, Precursor-NH: —— b, b-H, 0, b-NH;



Protein references (1)
- Histidine-rich glycoprotein O%=Homo sapiens GMN=HRG FE=1 5V=1 - [HREG_HUMAIN]

Sequence: DSPVLIDFFEDTER, Charge: +2, Monoisotopic mfz: 841.81999 Da (+20.92 mrauf+24.85 ppm), MH+ 1682.83270 Da, RT: 76.99 min,
Identified with: Mascot (v1.30); lonScore:40, Exp Value:2.3E-00Z, lons matched by search engine: 9128
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: by b-H0; y; 7-H,0; y-NH;

=
[
=

Value Type: [Theo. Mass [Da]

lon Series | Neural Losses | Freoursor lons |

b v seq v 2|
1 11603423 5852075 D 14
2 203.06626 10203677 § 1567.76334 78438561 13
3 30011903 19056315 P 148073191 74086959 12
4 39918745 20009736V 1383.67914 63234321 1
5 51227152 25663340 L 128461072 64280900 10
3 £25.35559 31318143 | 117152665 5B6.26636 9
7 74038254 37063431 D 1058.44258 52972433 8
8 BB7.45098 44422912 F 943 41563 47271145 7
k] 1034.51938 B1776333 F THB.34721 3987724 B
10 1163566198 8228463 E B43.27873 32614303 &
1 1278 68853 E353.79810 D 520.23613 2B0E2173 4
12 137963661 E30.32184 T 40620824 20310826 3
13 150867921 79484324 E 30416156 15258442 2
14 R 1721189 BB.0E31Z2 1

Extracted from: EAStockagelMachinesici-igvelos-PROJETS1201 254 2UD00431E-PP-Proteo-320(8541)_2 raw #24808 RT 7683
ITMS, CIDE37.00, 2=+2, Mono m/z=841.91339 Da, MH+=1882 83270 Da, Match Tol =0.8 Da

1600 4
1a00
be'r Y

1200 - 74106
E 1000 ]
< X
H by [M+2H]*-NHs-H0
= w0 o panothO 83544 524,79 by
5 520.20 L 103460 ¥
£ w0 ] O . ¥o' 4 by N 117172

i .302 1-6 A 5, " ) 796,53 | BBT.66 g 3 yo*-IH, bip-HO Vi
a00 ] & g B o ¥s | S eamen 115470 123;:34 136183 1480.90
e |0 399.27 O e0731 Bes43 ! - : : ’ by Y obe
2% B H ‘ ‘ | / ‘ ) | 1379.01 ", 1508.96
N [yl 1 b ALl m ”‘ IJ | L I | L L L .
400 00 200 000 1200 1400 AB00

miz

= Precursor, Precursor-H, O, Precursor-H,O-NHs, Precursor-NH: = y, y-H,O, y-NH;
—— b, b-H,O



FProtein references (10
- Ig mu heavy chain disease protein O%=Homo sapiens PE=1 5¥=1 - [MUCE_HUMAN]

Sequence; QVGSGVTTDEVEAEAK, Charge: +2, Monoisotopic myz: 810.39999 Da (+8.37 mmu/+10.33 ppm), MH+ 1619.79271 Da, RT: 30.64 min, =
Identified with: Mascot (v1.30); lonScore:43, Exp Value:1,1E-002, lons matched by search engine: 10/170

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.0; b-INH3; y; y-H.O; 7-NHs

Value Type: [Theo. Mass [Da] =

lon Seies | Newtal Losses | Precursor lans |

o b b [Se| v ||
1 129.06586 B5.03857 0 16
22813428 11457078 ¥V 1491.71739 74636233 15
3 28515575 143.08151 G 139264897 B96.82812 14
4 Irz2erre 18659793 S 1335.62750 BEB.31739 13
E 42920925 21270826 G 124859547 £248M37 12
3 528.27767 26464247 ¥V 1191.57400 596.29064 11
7 62932535 39.16631 T 1092.50558 54679643 10
8 73037303 LB T 99145790 49623299 9
El 84539398 42320383 D 89041022 44570875 8
10 974.44258 487.72493  E 7938327 38819527 T
Al 107351100 537.25914 ¥V B46.34067 32367397 B
12 120255360 B0.78044  E 547.27225 27413976 §
13 127359072 B37.29900 A 418.22965 20961846 4
14 140263332 782030 E 347.19253 17409390 3
15 147367044 7373386 A 21814993 10957860 2
16 K 14711281 74.06004 1

Estracted from: E\StockageMachinesicittovelos-\PROJETSI201 2154 20D004 3E-PP-Proten-913(6538)_2 raw #7615 RT: 30 64
ITMS, CID@37.00, z=+2, Mono m/z=810.39999 Da, MH+=1619.79271 Da, Match Tol=0.8 Da
2000
7000 4
& 5000
< [M+2HP-H,0, [M+ZH]-NH,
2 5000
; &0L.19
=R -
e by-NH; Du-HaO byt
Z 3000 v 61240 1055.71 1202.77 by -HoO, bys-NHs
20003 34734 ; _ 103;;10'% 125’5‘94
b b HaO bt HO by bt NE : ,,» yu V' bereH,0, b -NHs
Y e 43N0 5834 ‘ 109221 124753 139193 1455.93
a u ' L NI N l - L I s .
500 1000 1500 2000
miz
= Precursor, Precursor-Hy O, Precursor-HyO-NHs, Precursor-NH; =y, §-H,O, y-INHz
—— b, b-H:0, b-NH;




Protein reference -
2'-3'"-oligoadenylate synthase 2 OS=Homo sapiens GN=0AS? PE=1 5V=3

Sequence; GSGTAEVELK, Charge: +2, Monoisotopic mfz: 495.72009 Da (-38.72 mumu/-73.11 ppm), MH+ 990.43291 Da, RT: 292.94 min,
Identified with: Mascot (v1.30); lonScore:75, Exp Value:2 6E-005, lons matched by search engine: 8/84 -
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; y; y-Ha0; y-NH;‘

Yalue Type: | Theo. Mass [Da]

lon Seties | Nevral Losses | Precursorlans |

al e | b sy v e
1 58.02879 29.57801 G 10
2 145.06078 7303403 S 933 48880 467.24804 9
3 20208225 101.54476 G 54645677 42373202 8
4 30312993 15206860 T 78943530 39522129 7
5 3746705 187.598716 A 68838762 34469745 B
3 503.20965 25270846 E 617.35050 30917889 S
7 B02.27807 30164267V 488.30790 24465799 4
g 731.32067 36616397 E 389.23948 19912338 3
9 844.40474 42270601 L 26019688 13060208 2
10 K 14711281 74.06004 1

Extracted from: ExStockageachine siclt-ltoyve 0s-DPROJETIZ01 154 0DO04TE-PP-Protec-918(6538)_2-gh.raw #1 RT. 20.84
ITWS, CID@37.00,2=+2, Mona miz=495.72008 Da, MH+=090.43291 Da, Match Tol=0.8 Da
[M42H2-H,0, [M+2H - MH;
486,91
a0 4
=
2 a0 |
=
€
5
g
= 20
Z
£ by-H:O o by ¥o'-H: 0, v -NHs
= 33573 bs 39585 602.41 67115 by-H,0
10 4 374,26 Ve £26.50
. 2 ) ¥s' N .
v br-H0 v by by-HO Ly | e bHO g7l 63343 b H,O R 84?60
14715 18413 26007 30319 35523 age.zs 42391 554,34 71338 7BI.67 '
, 1 i i Ll - 1 P , i
o T T T T T T T T T
200 300 a0 500 600 700 800 00 1000
miz
—— Precursor, Precursor-H,Q, Precursor-H,O-NHs, Precursor-NHs =——— v, 7-H.0, y-INH;
—— b, b-H,0



Protein references (1}
- Calpain-1 catalytic subunit O5=Homeo sapiens GIHN=CAFN1 PE=1 V=1 - [CAN]1_HUMAN]

Fequence‘ TLOTDLDGWWTFDLFE, Charge: +2, Monoisotopic m/z: 90027999 Da (+321.02 mmu/+356.58 ppm), MH+ 1799.55270 Da, RT: 79.31 min, =
Identified with: Mascot (w1.30); lonScore:62, Bxp Value:1.4E-004, Tons matched by search engine: /144

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; v; y-H,0; y-NH;

Fragment b

Value Type: [Theo. Mass [Da] =

lon Seties | Neutral Lossss | Precursor lons |

il b ve seq| v v a2
1 10205496 FIREIRFEN 16
2 21513303 108.07315 L 169786333 84943530 15
3 33016598 16558663 D 1584.77926 79289327 14
4 431.21366 21611047 T 146375231 73537973 13
5 546.24061 27362394 D 136870463 £84.85595 12
3 £59.32468 33016598 L 125367768 62734248 11
7 77435163 38767945 D 114059361 57080044 10
8 B831.37310 41619018 G 102556666 51328697 9
k] 530.44152 48572440 W 968.54513 48477623 8
10 102950934 515.268E1 W BES.ATE?T 43524202 7
1 113055762 BED.7E2M4E T 770.40835 38670781 B
12 1277 62604 B39.316EE  F BE3.36067 33618397 &
13 139265299 B96.8313 D 522.29225 26164976 4
14 1505.73706 R3O L 407.26530 20413629 3
15 1652.80548 826.90638 F 29418123 14759425 2
16 K 147.11281 7406004 1

800 4

700 4

00 4

¥s"

86965

Intensity [counts]

500

400

300

200

770.55

9

bg'-H, O 1025.73

641,45

Lo

LB69.50  y 2
522.44 73561 | ba-Hy O
: 813,54

be*-H0, ys*
40735
¥e o

29435

Extracted from: EdStockageiMachinesiclt-igvelos-NPROJETS1201 154 D004 3E-PP-Proteo-28(F814)_2raw #24370 RT:-70.31
ITMS, CIDE37.00, 2=+2, Mono miz=800.27539 Da, MH+=1739 55270 Da, Match Tol=08 Da

Vi
1140.79

buy
1130.55

b
1278.00 Viz"
i 1269.07

. 1635.07

Vi ; .

126395 yi'-HeOf N
[ 1350.12

B 15"
165330

—— Precursor, Precursor-H,0, Precursor-H;O-NHs, Precursor-NH; =—— ¥, y-H O, 7-NH;
— b, b-H0

iz

d
2000



Protein references (1)
- Myosin light chain 3 O5=Home sapiens GN=MYL3 PE=1 V=3 - [MYL3_HUMAN]

Peptide 5

Eequence: ALGONPTQAEVLE, Charge: 42, Monoisotopic m/z: 698.45227 Da (-478.85 mmu/-614.02 ppm), MH+: 139583726 Da, RT: 40.28 min, =]
Identified writh: Mascot (v1.20); lonSecore: 70, Bxp Value:2.5E-005, lons matched by search engine: 7/120
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-HO; b-NHz; y; v-He0; 3-NH;

Value Type: [Theo. Mass[Da]  ~

lon Series | Neutral Losses | Preousor lons |

Wl v | b [seq| oy v a2
1 72.04440 3662684 A 13
2 18512847 9306787 L 132671725 EB3.36226 12
3 24214334 121.57861 G 121263318 E0B.B2023 11
4 370.20852 18560730 O 115561171 578.30343 10
5 484.25145 24262936 N 1027 55313 51428020 9
] 581.30422 29115578 P 91351020 457.25874 8
7 68235190 MEFIRI T B16.45743 40873235 7
g 810.41048 40570888 Q 71540975 398.20851 B
El 58144760 44122744 A 587.35117 29417922 §
10 1010.43020 0574874 E 516.31409 25866086 4
n 1109.59862 59528295 ¥V 387.27145 194133936 3
12 122264269 611.62498 L 268.20303 14460815 2
13 R 175.11836 280632 1

Extracted from: EStockagetdachinesiclt-ltgvelos-WPROJETSI201 154 AIDO04NE-PP-Proten-923(8633)_2 raw #10337 RT 4028
ITMS, CID@3T 00, 2=+2, Mono mfz=G98 45227 Da, MH+=1335 89726 Da, Match Tol=0.8 Da

[M+2H = -H,0, [M+2H]-NH;z v
539,69 91366
1500 4 5 :
= A [M+2H]-NH-H; 0
5 ¥s 68153
32 587.39 X
= 1000 by, ya'-MH; ber-WH; | i
z be2*-NH; 370,36 467,18 LY 1027.72 bi-H: 0, bia-MHz
2 283,19 Y Lo L 606,91 1204.82
= . S L bs - ; ,
X 3 3 o
s00 | 3 . 287.29 . 484.21 Bt s 7o~ NH, . 1
Ly . 516.29 Far-H,O “‘10?;67 : Pus 122260
283.25 p | 895,68 . 1109.78 ,
. 1 | [ e el o allll | A L i ‘
200 400 00 00 000 1200 1400

miz

= Precursor, Precursor-H,O, Prectursor-H; O-NH;, Precursor-NH; == b, b-H,0, b-NH;
— g, y-H0, y-NH;




Protein references (1)
- Protein S100- A6 O%=Homo sapiens GMN=51004A6 PE=1 5V=1 - [510A6_HUMAN]

:Sequence: LQDAEIAR, Charge: +2, Monotsotopic miz: 455.20000 Da (-43.43 mmuj-105.69 ppm),  MEH+ 915.29272 Da, RT: 2867 min,
Idemtified waith: Mascot (w1 i lom Seon S Vb3, 1E-D0F, Lo
Fragment match tolerance used for search: 0.5 Da

Fragments usd for ssarch: by b-HyOp b-MHy v; y-HaO; y-NH,

atchied by srrch engane: 772

Vahae Type. | 1heu. Mass [Da] 'I

lon Sesies | Mewtral Losses | Pancuesor lons |

fl b+ Sedq. ¥* yit 2
1 5754331 L | ]
2 1215760 0 A1TEM T
3 17008 D WETHE &
] B A MIBET 8
5 FNHE BN 4
& eI | Wz 3
7 WNBST A 1215068 2
8 R 1751185 BR0EN2 1

DI04 3E PP F
Da, Match Tol.=0.8 Da

Vraw PEIA1 HT PHED

Al frarn: EABIGRA grMAChine1L b Bqwelos- IPROUE TEG
SIDE37 .00, 22+ 2, Mono miz-458. 20000 Da, WH+= 915392

[M+ZH]? -
so00 A

o0

o0

ensity [counts!

000 byt

4211 .
e 55,35
A ‘ ;
N M | O F S Y S el L J . . .
o an i s o v

= TPrecursor, Precursor-H: O, Precurser-FHyO-NHy, Precursor-NH; =——— b, b-HD, b-NH;
— 7. y-H:O, y-HH,

Protein referenices (13
- Tyrosine-protein kinase JAK1 O%=Homo sapiens GIN=]JAFK1 PE=1 5V=2 - [JAK1 _HUMAI]



k,
[equen

Walue Type: [ Theo. Mass [Da]

len eties | Neutal Losses | Freoursor fons |

TDMNISFMLE, M7-Osxidation (1599492 Da)
Charge: +2, Monoisotopic m/fz: 54224969 Da (-521.62 mmu/-961.95 ppm), MH+ 108349211 Da, RT: 23.47 min,
Identified with: Mascot (v1.30); lonScore:38, Exp Value:3 3E-002, lons matched by search engine: 5/84

Fragment match tolerance used for search: 0.5 Da

al v | e | s | v 1
1 10205436 H1HINZ T El
2 21708191 109 044535 o 383 48670 459224699 8
3 33112484 166, OBG0E, N B6E 45375 43473351 7
4 444 20891 222 (0B0T. | 754 41662 37771205 B
5 531.24094 266.12411 s 641,33275 3211700 §
B B78.30936 339.65832 F 55430072 27765400 4
7 82534477 41317602 M-Oxidation 40723230 20411979 3
i 938.42884 469.71806 L 260.19688 13060208 2
El K 14711281 7406004 1

Exracted from: E\Stockagetdachinesic/t-ltgvelos-WPROJETS1201 A5 42UD004 3E-PP-Proteo-819(8538)_2raw #4098 RT 2347
ITMS, CID@3T.00, 2=+2, Mono miz=542 24863 Da, MH+=1083.48211 Da, Match Tol=0.8 Da

— ¥, y-H0, y-NH;

Protein references (1)
- Enoyl-CoA hydratase, mitochondrial O5=Home sapiens GWN=ECHSZ1 PE=1 5¥=4 - [ECHIM_HUMAN]

—— Precursor, Precursor-H; 0, Precursor-H,0-NHs, Precursor-NH; =——— b, b-H,0, b-MHs

o
- 434.7%
2 [M#2HP-H:0, [Ms2HP-1Hs
_ 534,31
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=15
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°
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< " be-Hs I e
287 41 38 75445 be
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] . 37173 ) o b BREL
¥ et HaD 377,95 by o R
L2 2507 ‘53022 44,27 h 623,45 825,45 97158
B _ | B ‘ L i | ‘ L | | ‘
200 a0 a0 500 w00 700 a0 a0 1000
miz
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1100



Peptid:

kequence:

aly

s

LAMEMVLTGDE, M4-Ostdation

(15,9492 Da), Mé-Oridation [15.59492 Da)

Charge: +2, Monoisotopic m/z: 677.59999 Da (-220.91 mmu/-326.02 ppm), MH+ 1354.19271 Da, RT: 39.51 min,
Identified writh: Mascot (w1.20); lonScore:4], Bxp Value: 1.8E-002, lons matched by search engine: 12/108
Fragiment match tolerance used for search: 0.5 Da

Value Type: [Theo. Mass [Da]

lon Series | Neutral Losses | Frecursor ons |

al v ow | s | v e
1 8803331 4452325 H 12
2 20112338 101 08533 L 1267 60217 E3430472 11
3 27218050 136 58383 & 1164 51810 57776269 10
4 41919591 21010159 M-Oxidation 1083 48038 54224413 9§

5 548 23851 274 62289 E 936 44557 46872642 8
3 69527393 34814060 M-Oxidation 807 40297 404 20812 7
7 79434235 397 67481 W B60.36755 33068741 6
8 307.42642 454.21685 L 561.29913 28118320 §
9 1008.47410 504.74063 T 448.21506 22461117 4

i

Extracted from: El\Stockageitachine gich-ltovelos-hPROJETS1201 254 2UD004 HE-PP-Protec-027(660T)_Zraw #11372 RT. 39.51
ITMS, CID@37.00, 2=+2, Mono miz=677.59994 Da, hH+=1354.19271 Da, Malch Tol=0.8 Da

[M+2H ] -H, 0, [M+2H]2*-MH,

669,06
1500
=
< ¥
3 1o A,
=
%
g N
E 7 2
347.33 54?;41 by
: 907.60
a0 | b-H,0 by
776,51 00865 vy
¥2-NH; 412‘;3 [ i 108,60 .
273.09 2 lisass 150,75
0 \”.‘u” \} I ] ‘ L ‘
00 1000 1800
miz

—— Precursor, Precursor-H;0), Precursor-H;0-N'Hs, Precur

e-NH: —— 7y, y-H;0, y-MNH;

2000




Protein references (1)
- Calsequestrin-1 O5=Homo sapiens GMN=CAZ()1 PE=1 5V=3 - [CAZ0Q]1_HUMAT]

Pej an
Identified writh: Mascot (v1.20); lonSecore:45, Bxp Value:5. 7E-003, lons matched by search engine: 115204

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H;0; y; y-H,0; y-NH;

Yalue Type: [Theo. Mass [Da]

lon aties | Neutal Losses | Precusor lons |

al v e v || v = i
1 72.04440 36.52584 2468632 A 22
21811282 11006005 737032 F 250813352 1254.57340 83kTIE02 21
3 34815542 17458135 167232 E 2361.07110 1181.03319 TeTEg522 20
4 46318237 23209482 15506564 D 223202850 111651783 744 68102 19
5 53421943 26761338 17674468 A 211700155 1053.00441 70633870 18
& 60525661 303131594 20242372 A 204596443 1023.48585 BA2E5966 17
7 73429321 367 65324 28543792 E 197492731 987 96729 E58930E2 16
8 8E3 34181 43217454 28845212 E 184588471 923 44533 E16.96642 16
El 101041023 506570875 33747433 F 171684211 858 92469 67296222 14
10 1147 46914 57423821 38318123 H 156877363 785.33048 62332341 13
1 124452191 E22 76459 M651215 P 143271478 T1B.86103 47824311 12
12 1407 68523 704.29625 4B986EES Y 133566201 BB 33464 44683213 11
13 152066930 ThB0.83829 S0756128 | 117253869 58680298 395377510
14 1817.72207 809.36467 5399221 P 102351462 530.26095 3384306 9
1% 1764.73049 952.89868 58893501 F 962.46185 481.73456 32149213 8
16 1911.85691 95643309 B37.95782 F 21533343 40820035 27246933 7
7 1982.89603 99195165 BE1.63636 A 66832501 33466614 22344652 6
18 2083 94371 1042 47543 B953842 T 537.28783 23314758 19376748 §
19 22310213 1116.00970 74434223 F 436.24021 24862374 16608492 4
20 2346.03308 117352318 78268454 D 34317173 175.08953 1706211 3
21 243307111 1217.03919 81163522 § 23414484 117 57606 7871980 2
22 K 14711281 7406004 4370912 1

Sequence: AFEDAAFEFHPYIFFFATFDSK, Charge: +3, Monoisotopic m/z: 860.79999 Da (+403.24 mmu/+463.45 ppm), MH+ 258038542 Da, RT: 79.53 min,

=
[ |
=

— b, b-H:0

== Precursor, Precursor-H,0, Precursor-H,O-IHz, Precursor-NH; ==y, y-H0, y-INH;

Extracted from: E\StockageiMachinesich-lovelos-NPROJETS1201 2034 2UD004 3\E-PP-Protec-922(6585)_2raw #24701 RT.79.53

ITMS, CID@ST 0D, 2=+3, Mono miz=860.79895 Da, WH+=2580.38542 Da, Match Tol=0.8 Da
_ 2om . . Var® )
£ bu*-Ha0, by Pt b RO b o2 T

2 s 534,20 ye g 0 B 956.79 1682 s
= " . . = .

2 1000 Ly 653.43 L e ¥is? 140735 by
2 0.46 yyw 3785.57 923.80 X . 152088
= am b b0 AR batr LT

463,20 597.44 - 1716.51 “1432.76
R - O Y TR N I A 1l . = L 1 X
s00 1000 1500 2000
miz




Protein referenices (1)
- Heat shock 70 kDa protein 4 O%=Homo sapiens GMN=HZPA4 PE=1 5V=4 - [HE74_HUMAN]

Sequence: EFSITDVVPYPISLR, Charge: +2, Monoisotopic mfz: 86843999 Da (-26.96 mumnu/-31.04 ppm), MH+ 173587270 Da, RT: 75.75 min, =
Identified with: Mascot (v1.30); lonScore:37, Exp Value:4.8E-002, lons matched by search engine: 8/136

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; y; y-Ha0; y-MHs

Value Type: | Theo. Mass [Da]

lon Series | Noural Losses | Preoursor lons |

a| v | e 5w,y v |2 4l
1 130.04988 6552858 E 19
2 277.11830 139.06279  F 1606.88338 80394563 14
3 364.15033 18257880 S 1459.81556 73041142 13
4 477.23440 23912084 | 1372.78393 68683540 12
5 578.28208 28964468 T 125969945 63035337 N
3 £33.30903 34715815 D 115865178 573682953 10
7 79237745 39669236V 1043 62483 52231605 9
8 BY1.44587 B 22657 W 344 55641 47278184 8
k] 988.43864 43475296 P 84548799 42324763 7
10 1151.566196 B7E.28462 Y 748.43622 37471125 B
n 124861473 6248100 P 585.37190 29378999 5
12 1367.69880 691.35304 | 48821913 24466320 4
13 144873083 F24.86905 S 375.23906 1ee12117 3 -
14 1561.81490 7a4109 L 288.20303 14460515 2
15 R 17511896 83.06312 1 ;I

Extracted from: EAStockageiMachinesicit-ltqrelos-\PROJETSI201 2184 D004 ME-PP-Proteo-324(6601)_2raw #24131 RT 7575
ITMS, CID@37 .00, 2=+2, Mono miz=868 43398 Da, MH+=1736. 87270 Da, Match Tal=0.8 Da

1600 -

1400 - 7
845,64

41200
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2 ! ‘ ‘ ‘ -
253,36 3‘75 27 ) ‘ 1043.82 11‘?8‘77 1343.96
ST | R A R A | Y L i \ L
a0 a0 100 2o
miz

a0

—— Precursor, Precursor-H;0, Precursor-H,O-MH;, Precursor-NH; =—— 3, 3-H,0, y-MH;
h h-H.N I




FProtein references (1):
- Electron transfer flavoprotein subunit beta O%=Homo sapiens GN=ETFB FE=1 5V=3 - [ETFE_HUMAN]

Fequence‘ EIDGGLETLR, Charge: +2, Monoisotopic m/z: 552.28000 Da (+489.83 mmu/+886.93 ppm), MH+ 110355272 Da, RT: 44.91 min, =
Identified with: Mascot (w1.30); lonScore:59, Exp Value:3.8E-004, lons matched by search engine: 9/86

Fragment match tolerance used for search: 0.5 Da b=
Fragments used for search: b; b-HO; y; y-H0; y-MNH;

Fragmen! Mal
Value Type: [Thea Hass [Dal
lon Series | Neuial Losses | Frecursorlons |
il w b Seq.  yr yr e
1 30,0495 e E i
2 10 1zl | TasIM aTaeml 9
3 Feloow 173509 D oAz a7z 8
4 qsizy meoM: o usany a0 7
5 g2 zeEEs 6 G Meroe b
6 58 20730 i L el e s
7 71433081 el 518,293 memn 4
8 iswaia amiary T 345 350171 1512880 3
3 gmasead T L dmo0wE l4demEs 2
10 R 176 16 sz 1

Extracted from: EfStockagemmachinesiclt-tgvelos-WPROJETSI201 54 D004 NE-PP-Proten-A28(6A33)_1 raw #12628 RT 4401
ITME, CIDN@37.00, z=+2, Mono miz=652 28000 Da, MH+=1103.66272 Da, Match Tol =0 8 Da

—— Precursor, Precursor-H,0, Precursor-H,0-NHz, Precursor-NH; =—— 3, y-H,0, y-MH;
— b b-HO

e [M4ZH]> -H,0, [M+2H ] -NHy
543,00
3000 -
=
H s
2 o] 339,31
Z by-H,0 X
z BeHO | gsazs br-tho
= z 696,42 bet -
o 340,24 - S
som0 | 17511 o - 55 56054
5
b RO oop 5y 5 be-H:0
2250 | l ‘ ‘ ‘ 910,34
N | w|\ TN Y i 1 ‘. | [ . . . .
200 400 =) 800 4000 4200 4400 ABOD
miz



Protein references (1)
- Afamin O%=Homo sapiens GMN=AFM PE=1 5W=1 - [AFAM _HUMAIN]

Sequence: [APQLSTEELVSLGEE, Charge: +2, Monoisotopic m/fz: 857.75999 Da (+293.03 mmu/+341.62 ppm), WH+ 1714.51270 Da, RT: 59.38 min,
Identified with: Mascot (v1.30); lonScore:46, Exp Value:6.6E-003, lons matched by search engine: 10/162

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.0; b-NHs; y; v-H:O; y-NH;s

Value Type: | Theo Mass [Da]

lon Seties | Neural Losses | Preoursor ons |

al w v sy oy v |n]
1 114.09135 5754931 I 16
2 18512647 9306787 A 1600 #4292 80092510 15
3 28218124 14153426 P 1523 B0580 765 40654 14
4 410.23982 20562355 @ 143275303 T16.88015 13
5 52332303 26216958 L 1304.69445 £52.85085 12
B 610355592 305EE1E0 S 1191.61038 59630883 11
7 711.40360 Je.20544 T 110457835 55279281 10
g B40 44620 42072674 E 1003 53067 502.26837 9
El SES 48RR0 48524804 E B74.48807 43774767 8
10 1082 67287 54174007 L 74644547 7322637 7
11 1181 E4129 B91.32428 W B32.36140 J1EEB434 B
12 1268 E7332. E3484030 5 H33. 292498 2671513 §
13 1381.765739 E9138233 L 44 26095 27363411 4
14 143877666 71989307 G 33317668 167.09208 3
15 1567 82146 784 41437 E 27615541 13858134 2
16 K 14711281 7406004 1

Extracted fram: ENStockagelMachines\cit-Itoqvelos-NPROJETSI201 2154200004 NE-PP-Proteo-920(6541)_2 raw #18588 RT 59.38
ITWS, CID@37.00,2=+2, Mong m/iz=857.75999 Da, MH+=1714.51270 Da, Match Tol.=0.8 Da
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—_—y, y-H:0, y-NHs



Protein references (1):
- Elongation factor Tu, mitochondrial O5=Home sapiens GN=TUFI PE=1 5%=2 - [EFTU_HUOMAN]

bequence: AEAGDNLGALVE, Charge: +2, Monoisotopic m/z: 59320000 Da {-114.89 mmu/-193.68 ppm), WMH+ 118539271 Da, RT: 46.82 min, =
Identified writh: Mascot (v1.30); lonScore:4l, Exp Value:2.0E-002, lons matched by search engine: 107106

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHs; y; y-HeO; y-NH;

Fragment M.

Value Type: [Theo. Mass [Da]

lon Series | Neutral Losses | Precursor lons |

i b b seq| v ye ||
1 72.04440 3652684 A 12
20108700 101.04714  E 111458518 B&7.79623 11
3 212412 13656570 A 985.54258 49377493 10
4 329.14559 16507643 G 91450546 45775637 9
5 44417254 22258331 D 85748393 42924563 8
3 5503.21547 2796137 N 742 45704 IMTR6 7
7 671.29994 315341 L 62341411 31471069 &
8 72832101 466414 G 51533004 25816866 &
9 79335813 400182700 A 458,30857 22965792 4
10 1244220 45672474 L 387.27145 19413936 3
11 1011.51062 50625835 W 27418738 13759733 2
12 R 17611856 88068312 1

Exracted from: EXStockageibachine siclt-fiqvelos-\PROJETEN20121542UD 004 31E-PP-Protec-927(GB07)_1.raw #14106 RT.46.82
ITMS, CID@37.00, 2=+2, Mono m/z=593.20000 Da, MH+=1185,39271 Da, Match Tol=0.8 Da

3500

ba2-H0
355.13
2000 4
2500 4 [M+2H-NH-H.O
0 575.39
3 2000 ]
z 75 ber-MH. Bar
kd . 515.40 s 4
5 1500 o 27);313 o 782,50 101173
£
= : by-NH, 4 H
1000 o ¥s* 6:54‘363 | 79220 - T
201.10 o 387,38 - B57.84 alagp PE98% |
00 427420 | 1 | :
o T i ‘ i \l‘ \IJ Ly U\| 1 | ‘ (! TN | J I‘| . ; ;
200 a0 sa0 00 1000 1200 1400 1800

miz

=== Frecursor, Precursor-H,O, Precursor-H,0-NH;, Frecursor-NH: === 1, b-H,O, b-NH;
— 7, ¥-HeO, y-NH;



Protein references (1)
- Succinyl-Coh:3-ketoacid coenzyme A transferase 1, mitochondrial O5=Homo sapiens GMN=0XCT1 PE=1 5V¥=1 - [SCOTI_HUMALN]

Eequence‘ GLTAVSNNAGVDNFGLGLLLR, Charge: +2, Monoisotopic m/z: 1051,11999 Da (+46.3 mmu/+44.05 ppm), WMH+ 210123269 Da, RT: 78.64 min, =
Identified with: Mascot (v1.30); lonScore:40, Exp Value:2.2E-002, lons matched by search engine: 10206
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NH;; y; y-H,0; y-NHz

Yalus Type: | Theo. Mass [Da]

lon Seties | Neutral Losses | Precursor lons |

al v o sy v e
1 58.02875 2951801 G 21
2 17111282 BEOBODS L 204411867 102256297 20
3 27216080 13668389 T 193103460 SEE02034 18
4 34315762 17210245 A 1829 98632 51645710 18
) 442 2BE04 271 B36EE W 176834380 B7a87854 17
B 529 29807 2E616267 8 1B64.88138 83044433 16
7 64334100 32217414 N 157284335 78692831 15
i 757.38393 37979560 N 145880642 72000685 14
a 82842105 41471416 A 1344.76349 E72.80538 13
10 885.44252 44322430 G 127372637 B37.36602 12
" 934.51034 49275911 W 1216.70430 60B.85603 11
12 1033 53763 BEN027256 D 1117 63648 55332188 10
13 1213 56082 BO7.23405 N 100260353 501.80840 9
14 1360 64324 68082826 F 888 56660 44478694 8
16 1417 67071 70933893 G 741 49818 37126273 7
18 1630 75478 FERBRI03 L EB4 47671 34274183 B
17 1687 77625 7439176 G 571 39264 2BE 1999 6
18 1700 86032 BA093380 L 1437117 267 BRAZZ 4
19 1813 34433 90747583 L 40126710 20114719 3
20 192702840 S64.01787 L 288.20303 14460515 2
21 R 17511896 88.0632 1

Extracted fram: E'\StockageiMachinesicht-Itgvel05-\PROJETSZ201 2184 D004 3\E-PP-Proten-820(6633)_2 raw #24747 RT: 7864
[TMS, CID@37.00,2=+2, Mono miz=1051.11999 Da, MH+=2101.232649 Da, Match Tol.=0.8 Da

a0
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g *° Vi by-HO 7 57937 Fio"
g ; by
T 015 55 e 7aLe? 1117.82 153108 Jis
2 o s [M+2H - NH; K0 i 166026 bar
2 bt by 1034.07 ar w PN ; . 1w
E e b #2504 g bt 82830 A 1216.93 10 AECL P
= 5, by H | ' - :
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an a0 a0 2000 1200 a0 w800 sat0 200
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—— Precursor, Precursor-H,0, Precursor-H;O-MHs, Precursor-NH; =—— b, b-H 0, b-NH;

— 7. y-H0, y-NH:



FProtein references (10
- Peptidyl-prolyl cis-trans isotnerase & O%=Homo sapiens GIN=FF1A FPE=1 5¥=Z - [FF1A_HUMAN]

ﬁequence: VNFTYFFDIAVDGEPLGE, Charge: +2, Monoisotopic m/fz: 974.07999 Da (+575.69 mmu/+591.01 ppm), MH+ 1947.15270 Da, RET: 77.35 min, =
Identified writh: Mascot {v1.20); lonScore:62, Exp Value:1.5E-004, lons matched by search engine: 10f188

Fragiment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H;O; b-NHy; y; y-H,0; v-NHs

Value Type: | Theo. Mass [Da]

lon Series | Neutal Losses | Preoursor lons |

o b se. oy v ez
1 100.07570 5054743V 18
2 21411863 107.96295 M 1846.93349 92397038 17
3 37140 19608934 P 173289056 86694892 16
4 412.21908 20661318 T 1635.83779 81842253 15
5 511.28750 29614739V 1534.79011 7E7.89869 14
4 £58.35592 32968160 F 1435.72163 718.36448 13
7 805.42434 40321581 F 1288.69327 64483027 12
g 920.45129 46072928 D 1141.58465 571.29606 11
3 1033.53536 72732 | 1026.55730 51378259 10
10 1104.572458 55278388 A 913.47383 457.24055 9
" 1203.64030 60232409 V. 842.43671 42172193 &
12 1318.66785 65983756 D 743.36829 ar2iera 7
13 1375.68932 688.34830 G 528.34134 31467431 B
14 1504.73192 7H28E980  E 571.31987 2BB1E357 &
15 1B01.78469 B01.39588 P 44227727 22184227 4
18 1714.86876 BB7.93802 L 34522450 17311589 3
17 1771.89023 BBE44876 G 232.14043 11667385 2
18 R 175.11896 BROE31Z 1

Extracted from: E'StockageiMachinesich-ltgvelos-WPROJETSN201 M54 2UD0043\E-PP-Proten-827 (RE07)_2 raw #263566 RT:77.35
ITMS, CID@D37 00,2=+2, Mono m/z=374 07383 Da, MH+=1847 16270 Da, Match Tol.=0 8 Da
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= Precursor, Precursor-H,0, Precursor-HyO-NH;, Precursor-NH; == b, b-H,0, b-NH;

— v, y-H.0, y-NHs




Protein references (10
- Four and a half LIM domains protein 3 O5=Homo sapiens GMN=FHL3 PE=1 S¥=4 - [FHL3_HUMAIN]

baquer\ce: TLTQGGYTYE, Charge: +2, Monoisotopic mfz: 548.24000 Da (-53.36 mnu/-97.32 ppm), MH+ 109547272 Da, RT: 32.35 min, [}
Identified with: Mascot (v1.30); lonScore:49, Exp Value:2.7E-003, lons matched by search engine: /98
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NHg; y; y-Ha0; 7-NHz

Value Type: | Theo. Mass [Da]

lon Sieties | Neual Losses | Precursor lons |

n b b [se| v ||
1 102.05496 5183112 T 10
2 21513303 10807315 L 93453169 497.76346 9
3 F16.18671 1985999 T BE1.44758 441.22743 8
4 44424529 22262628 0 78039990 390.70359 7
5 501. 26676 29113702 G 65234132 32667430 B
] 550.26823 27964775 G 53531985 298.163%6 &
7 657.35665 291% v 538.29830 26065283 4
g 750.40433 I9F0%e0 T 439.229% 22011862 3
9 921.46765 461.23746 Y 318220 169.59478 2
10 R 17511836 8a.0e312 1

pectium

Extracted from; EdStockageibachinestelt-tovelos-\PROJET 1201 054200004 ME-PP-Protec-026(6605)_1.raw #7882 RT.32.35
ITMS, CID@37.00, z=+2, hono miz=548,.24000 Da, MH+=1085.47272 Da, Match Tol=0.8 Da
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§ 2000]
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1000 289.%2 b 44130 v - . 231,71
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= Precursor, Precursor-H, 0, Precursor-H,O-NHs;, Precursor-NH; == b, b-H,0, b-NH;
— 7. 7-H:0, y-NH:




Protein references (1)
- Guanidinoacetate W-methyltransferase O5=Homo sapiens GN=GAMT PE=1 5¥=1 - [GAMT_HUMALN]

naty

Peptide ¢
Sequence: VLEVGFGMAIAASK, M8-Qxidation (1599492 Da) ]
Charge: +2, Monoisotopic m/z: 705.11999 Da (+241.25 mmu/+342.14 ppm), MH+ 1403.23271 Da, RT:54.70 min,
Identified with: Mascot (v1.30); lonScore:38, Exp Walue:3, FE-002, lons matched by search engine: /124

Fragment match tolerance used for search: 0.5 Da

Value Type: [Theo. Mass [Da] =

lon Series | Neutral Losses | Precursor ons |

al w e | s | v 2
1 10007570 50.541439 W 14
21318977 107.08352 L 1309.68214 B55.34471 13
3 34220237 171.60482 E 1196.59807 59380267 12
4 441.27079 221.13303 W 1067.55547 534.28137 11
5 498.29226 24364977 G 968.48705 484.74716 10
13 £45.36068 32318398 F 911.46558 45623643 9
7 70238215 351.69471 G 764.39716 |270222 8
8 84341756 42621242 M-Ozxidation 70737563 35419148 7
3 520 45468 46073038 A 56034027 28067377 6
10 1033 53RTE 5172730 | 48930315 24518621 &
n 1104 67687 562 73157 ) 37621508 1BBE1318 4
12 1175 61295 58831013 ) 30618136 16303462 3
13 1262 B4502 B31 82615 1 23414484 11767606 2
14 K 14711281 F40E004 1

Y~
Extracted from: EnStockageiMachinesicit-Itgvelos-NPROJETSIZ0 254 2UD004 NE-PP-Protea-823(6592)_T.raw #15235 RT. 54.70
ITMS, CID@37.00, 2=+2, Mong miz=70%.11999 Da, MH+=1409.23271 Da, Match Tol=0.8 Da

200

a00 ]

700 ]
F o0
Z
§ 500 byt -H O Y
= 633,77
2 a0 g bt yoo FNH: peno 968.71 bar
z s 37640 47259 £41.85 7o Fu' 1176.03
= a0 MWL e / ; | & | i 1067.71
S b b HO ) Jiz 1 76k36 91168 by
200 : 4229 Loy, w07 by b i iy
v g P o yo'-NH; 549,54 1033.78 1104.73 19680 bi
wod BT geag ‘ wlzs | ‘ M7 ‘ - 126259
PR SR il Ll Lt i L H“ 1 ] L I bl | I | L “ i .
0 a0 w00 am 1000 1200 1400

miz

= Precursor, Precursor-H, O, Precursor-H,O-NHs, Precursor-NHs = v, y-H:O, y-INHs
—— b, bH,O




Protein references (1)
- Poly(rC)-binding protein 1 O5=Homo sapiens GN=FCEBF1 PE=1 5V=2- [FCEF1_HUMAI]

bequer\ce: OTLTGPTNAIFK, Charge: +2, Monoisotopic m/fz: 694.87999 Da (-31.08 mumu/-44.74 ppm), MH+ 1388.75271 Da, RT: 62.96 min, =
Identified with: Mascot (v1.30); lonScore:4l, Exp Value:1.3E-002, lons matched by search engine: 6/114

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NHz; y; y-HeO; y-NH;

Value Type: | Theo, Mass [Da] B

lon Series | Nevral Losses | Precursor lons |

al w | e [se| ¢ w e
1 114.09135 5754931 I 13
2 22717542 11409135 | 1275 73077 E38.36302 12
3 32822310 1B4E1618 T 1162 B4670 FB1.82693 11
4 44130717 22116722 L 1081 53302 £31.30315 10
) F42.35485 2P1ERI0E T 948 51435 47476111 8
3] F99.37632 30019180 G B47 46727 42423727 B
7 69642303 34871818 P 79044580 39572654 7
8 9747677 9924202 T 693.39303 347205 &
9 911.51970 45626349 N 50234539 29667631 &
10 08255682 491.78205 A 478.30242 239.60485 4
" 1095.64029 54.32408 | 407.26530 20413629 3
12 124270331 621.85823 F 23418123 14753425 2
13 K 14711281 7406004 1

pectium

Extracted from: ExStockagetMachinesiclt-iqvelos-NPROJETS1201 154 D004 3E-PP-Proteo-925(B804)_1.raw #19642 RT: 6298
ITMS, CIDE37.00, 2=+2, Mono miz=f54 87599 Da, MH+=1388. 75271 Da, Match Tol=08 Da

s
2000 247,57
[M+2H-H,0, [M+2ZHP-WH; o
7 1500 686,47 ol
= : 948,69
H 780,52
k=3 bs-H:0  bgr-HoO, yug®
= .
2 1000 ¥ by 52436 581.65 . .
5™ ;424 32330 V7 % b bug' H 0, byg-NH; i
< 407, \ by 964,53 1162.77 o
; / . 54230 i 12
a0 ] b-H0! BOEO - o o 1242.90
be 131031 { 439 ¥ K 106172 by bz -H,0
47464 o1L78 ; 1095.77 g
22722 . | ‘ 109, 1224.85/
P LLI Bl N Ladige w0 o LI il R SO W i ‘
200 400 00 00 1000 1200 1400
mfz

—— Precursor, Precursor-H,O, Precursor-H,O-NHs, Precursor-NH: =——— b, b-H:0, b-NH;
— ¥, y-HO, y-INH;




Value Type: | Theo. Mass [Da]

lon Series | Neulral Lasses | Precusor lons |

Protein references (1)
- Muscle-related coiled-coil protein O%=Homo sapiens GN=MURC PE=1 5V=2 - [MURC_HUMAN]

nl S v e
1 10007570 5054149 W 13
2 17111282 8606005 A 1232.64816 B16.82772 12
3 25614485 12957606 S 116161104 58130916 11
4 371.22892 18611810 | 107457301 537.79314 10
5 47029734 23565231 W 96143494 481.25111 9
B 585.32429 29316578 D 862 42652 431.71690 &
7 B72.35632 33668180 S 747.33957 37420342 7
8 771.42474 38621601 W BB0.36754 33068741 B
El 899 48332 45024530 O 561.29912 281153200 &
10 57052044 48676386 A 43324054 21712391 4
n 1067 55247 52927987 § 362 20342 181.60536 3
12 118661106 59330916 O 275171338 13808933 2
13 K 147.11281 74.08004 1

Fequence: VASIVDSVQASQEK, Charge: +2, Moncisotopic m/z: 666.32654 Da [-35.42 mmu/-53.15 ppm), MH+ 1331.64580 Da, RT: 38.71 min, B
Identified weith: Mascot (v1.30); lonScored2, Exp Value:1.7E-002, lons matched by search engine: 8120
Fragment match tolerance used for search: 0.5 Da
Fragments used for search; b; b-H,0; b-NHs; ; y-Ha0; y-MH;

Extracted from: E\Stockageitachinesiclt-ltgvelos-WPROJETEN201 M5 42UD0043E-PP-Proteo-818(A538)_2raw #0752 RT: 3871
ITMS, CID@E@37 00, 2=+2, Mono miz=GB6 32654 Da, MH+=1331 64580 Da, Match Tol=0.8 Da

[M+7H 2 -H, 0, [M+7H 2 - H;
2000 657.06
i
7 ™ 862,59
2
5
2
Z 00 ] i but-H,0
z 1000 bg2r-H,0, by?-NH; 538.23 57-HalD, ¥5*-NHs ,;"52 6;
2 154 7354 Y10-NHs, by
i o 7o y7;;‘ by 4TS 1057.53
500 {  by-Hy f Ly ber 56129 4740 961,64 -
24008 ¥ 32,33 Fm - ; ®|oer o, VW pHLD, by-MH
275.04 : o | ‘ ‘ ‘ . l ‘ : ‘ <1074.59 116793
) ‘ P! \‘\ Imll\hl i (L L I [ ‘ bl L ‘ Ll L
200 400 00 00 1000 1200
mfz

—— Precursor, Precursor-H,O, Precursor-H,0-NH;, Precursor-MH: ——— b, b-H,0, b-NH;
— v, y-HoO, y-NH:




FProtein references (1)
- Glutathione S-transferase omega-1 O5=Homo sapiens GN=0G5TO1 PE=1 V=2 - [GETOL_HUMAN]

Summary

Peptide
Bequence; HEVININLK, Charge: +2, Monoisotopic mfz: 540.24000 Da (74,12 mmu/-137.19 ppm), MH+ 1079.47272 Da, RT: 42,50 min, B
Identified with: Mascot (v1.30); lonScore:d0, Bxp Value:2 4E-002, lons matched by search engine: 11,72
Fragment mateh tolerance used for search: 0.5 Da

Fragments used for search: b; b-F,0; b-NH; y; y-Hz0; y-NH;

Walue Type: | Theo, Mass [Da] B

lon Seties | Neutral Losses | Precursor lans |

n b v Sep| v
1 138.06619 6953673 H El
2 267.10879 13409803 E 94256190 471.78453 8
3 36617721 18359224 WV 81351920 407.26329 7
4 479.26128 24013428 | 714.45088 3772908 6
] 593.30421 297159574 M B01.36681 38704 5
B 706.38828 35363778 | 487.32388 244716558 4
7 B20.43121 41071924 N 374.23981 168762354 3
8 93351528 46726128 L 260.19688 13060208 2
El K 147.11281 7408004 1

Extracted from: ExStockageibaching sicit-lovel0s-NPROJETII201 2454 2UDO04 DE-PP-Proteo-924(6601)_L.raw #12089 RT: 42.50
ITMS, CID@37.00, z=+2, Mono miz=540.24000 Da, MH+=1079.47272 Da, Match Tol=0.8 Da

3600 - [M+2HP*-NHz-H, O P
523.13 ”
o0 ] 1364
2500 o
g =zom4 by
H 267.12 945;70
£ "7 byr-H,O/ by 15 -
B 243,18, 366,31 71455
1000 o ¢ ; Vs by
y4+-lHy beHOS e g by
o 234,95 gz YroNHs i o NH, [B058 o368
Lo BB ‘ ‘ 796,69 |
R T ol o] \ ‘ ‘ ‘ ‘
200 400 600 a00 1000 1200 1400 AGB00

miz

—— Precursor, Precursor-H;0, Precursor-H,0-NHs, Precursor-NH: =—— b, b-H,0, b-NH;

— ¥ y-H.0, y-NH;




Protein references (1):
- Ras-interacting protein 1 O%=Homo sapiens GN=RAZIP1 PE=1 5V=1 - [RAIN_HUMAN]

Fequence: ELVAEALER, Charge: +2, Monoisotopic m/z: 515.84000 Da (+558.12 mmu/41081.97 ppm), MH+ 103067272 Da, RT: 35.77 min, =
Identified with: Mascot (v1.20); lonScore:46, Exp Value:6.5E-003, [ons matched by search engine: 6/78

Fragtnent match tolerance used for search: 0.5 Da o]
Fragments used for search: b; b-H,0; y; y-H.0; v-NHs

Frag

Value Type: [Theo. Mass [Da] =

lon Series | Neutal Losses | Precursor lons |

1 bt b+ ‘ Seq. | ¥ ¥ | #2 |
1 13004388 BA G2858 E]

2 24313395 12207061 L 800 51436 45076112 8

3 34220237 17160482 W 787 43089 39421908 7

4 41323943 20712338 A B88 36247 34460487 B

5 542 28203 27164468 E £17 32535 0316631 8

6 BEEIER] W716324 A 495.26278 24464501 4

7 725 40328 ®IEE L 417.24563 20912645 3

g 855 44588 4 E 30416156 5256442 2

9 R 17511896 ae0e3z 1

Extracted from: ElStockagemachine sict-ltgvelos-NPROJETSI201 2154 2UD004 NE-PP-Protec-926(6605)_1.raw #0868 RT. 3577
ITMS, CIDgg37.00, z=+2, Mono miz=515.84000 Da, MH+=1030.67272 Da, Match Tol=0.8 Da

s000 7
45836
¥
ao00 ber 617.45
= s 542,58
Z 417,34 :
S 3000 ]
H oo
H 309.41
2 !
£ 2000 ; .
= i 5 3
302223 B i 668,55 Y;7'UN72H=
P . T zeas _ v
. ] .
LT l ‘ I | ‘
. (IO | Y IR) RITOLN RINIAN bddi gl i . ‘ ‘
200 400 600 200 1000 1200 1400

miz

= Precursor, Precursor-HzO, Precursor-H,O-MH;, Precursor-MH; ==y, 3-H,0, y-NHz
—_— b, b-H,0



Protein referenices (1):

- Fatty-acid amide hydrolase 2 Of=Homo sapiens GN=FAAHZ PE=Z 5W=] - [FAAHZ_HUMAN]

Sequence: AVEESLRK, Charge: +2, Monoisotopic m/fz: 466.28000 Da (+15.99 mmu/+34.3 ppm), MH+ 93155272 Da,
Identified with: Mascot (v1.30); lonScore:d?, Exp Value:3.9E-003, lons matched by search engine: 762

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b, b-H,0; b-NHy; y; y-HzO; y-NH;

RT: 27.49 min,

Fiagm

Value Type: [ Theo. Mass [Da]

lon Seties | Neural Losses | Freoursor lons |

i b b s v v ||
1 7204440 3652584 A El

2 17111282 86.06003 W 86048365 43074546 7

3 300.15542 18058135 E 761.41823 36121125 6

4 42919802 21510265 E 63237263 31668935 §

5 516.23005 25861866 S 50333003 25216865 4

B 529.31412 31516070 L 41629800 20865264 3

7 7865.41524 33321126 R 30321393 16211080 2

8 K 14711281 7408004 1

—

Extracted from: ElStockageivachinesiclt-ltavelos-\PROJETSI201 2154 D004 NE-PP-Prote-025(6604)_Zraw #6144 RT27.49
ITMS, CID@3T .00, 2=+2, Mono miz=468 28000 Da, MH+=931 55272 Da, Match Tol=0.8 Da

2000 4

1500 o
= ye-Hy 0, 3 -1H; ye
5 37241 76148
2 Vs
& 10004 by . 632,42
% 742*-H: O, y42*-NH; 0027 315’75 w v
= - NH; 243_21 f 503.34 .
] : 75 . . 5
wo ] MRSy K o 416,35 ye-HiE, 76-HaO) 725 50
17107 b -Ha0 55550 ¢ yo-HO b 615.36 43,56 ¥
: 249,43 § 48538 | 51637 | 860,36
) L ‘ Ly L I, RN | |
i t t { T T T T
200 200 400 &S00 00 700 200 Qoo
miz
= Precursor, Precursor-H, 0, Precursor-H,O-NHs, Precursor-NH; = b, b-H,0, b-NH;

—— 5, 7-H;0, -NH;




FProtein references (1);
- Desmoglein-4 O5=Homo sapiens GN=D534 PE=1 5V=1 - [D&34_HUMAN]

Kequence: TGEIQFSR, Charge: +2, Monoisotopic mfz: 469.72000 Da (+479.97 mmu/+1021.82 ppm), MH+ 93843272 Da, RT: 35.76 min,
Identified with: Mascot (v1.30); lonScore:59, Exp Value:2.7E-004, lons matched by search engine: 774

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NH;; v; y-H0; y-NH;

=
[
-]

Value Type: [Theo. Mass [Da] =

len Seties | Nevtial Losses | Precursor ons |

al v v s g v al
1 102.05498 BLEINZ T E
2 18907643 8004185 G 83642613 41871670 7
3 288.11303 14456316 E 77940466 390.20597 B
4 401.20310 20110518, | E50. 36206 32568467 B
A H29.26168 26013448 0 B37.27799 2B9.14263 4
B B7E.33010 338 BEBES. F 408.21341 20811334 3
7 7E336213 38218470 8 26215099 131.57913 2
8 R 17611856 BROE3Z 1

Extracted from: ElStockageiMachinesicit-tovelos-NPROJETSI201 2154 2UD004 31E-PP-Protea-926(5609)_1.raw #8063 RT. 35.76
TS, CID@37.00, z=+2, Mono m/z=469.72000 Da, MH+=938.43272 Da, Match Tal=0.8 Da
2000
= e
£ 1500 537.36
ye ¥ g O ¥
= 175.10 by 409.29 650,45
5 1000 ; 288,22
2 ; 2y 1,0 o
E b . ye*', y3'-Ha . . &
a0 ] 1sp127 srn 90.55 522521 6725 - 6 gy
; - . g 836.70
o | | " L L I Li ik i f) 8 ‘ . i . . .
200 a0 800 1000 1200 1a00
miz
—— Precursor, Precursor-H, O, Precursor-HyO-MH,, Precursor NH: —— b, b-Ho0, b-NH;
—— ¥, y-H:0, y-NH;




Protein references (1)
- Spartin O%=Homo sapiens GN=5FG20 FE=1 5V=1 - [5FG20_HUOMAN]

Sequence: ELFEDLLR, Charge: +2, Monoisctopic m/z: 517.27649 Da (-503.51 mmu/-973.39 ppm), MH+ 1033.54570 Da, RT: 49.04 min, =
Identified with: Mascot (v1.30); lonScore:d0, Exp Value:2 5E-002, lons matched by search engine: 564

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search: b; b-H,0; y; y-HoO; y-NH;z

Walue Type: [Theo. Mass [Da]

lon Seties | Newtal Losses | Precursor lons |

al v | v se] Y
1 13004388 BER2BER  E 8
2 24313395 12207061 L 506 60914 45326821 7
3 38020237 19660482 F 792 42507 39ETIET7 B
4 H19.24497 2E012612 E EB46 35EES 32318196 &
] E34.27192 1763960 D 516.31405 258 GEOEE. 4
B 74735599 a7418163 L 401 28710 20114719 3
7 BED. 44006 43072367 L 288 20303 14460616 2
8 R 17611856 280832 1

Extracted from: EdStockageiMachinesicht-ltgvelos-WPROJETSI201 284 NID0043E-PP-Proteo-824(BB01)_2 raw #14608 RT 45.04
TMS, CID@E37.00,z=+2, Mono miz=5617 27643 Da, MH+=1033.545670 Da, Match Tol =0.8 Da
000 V'
792.53
= o
™ 505,70
H
< 3000 bs?-H.0 et bsy-H.O ¥
2 126.17 b 318,20 37273 397.10 -
£ 20 4313 | B / Pur-FD e FAT. 74
weol ; L et g 0043 84537 o b
1ooa w12 RO e g WIIE 4fnis bs-H0 be-H,0 ¥ -FRO 4
omam 830 333,22 T o t 616,38 g P4 859.65
. Li ( L - | | L S Vo | | ‘
200 a0 a0 =00 500 o0 a0 a0 1000
miz
—— Frecursor, Precursor-H,0, Precursor-H,O-MH;, Precursor-NH; —— y, y-H;0, y-NH;
— b bHO




FProtein references (1);
- Protein 5ME O5=Homo sapiens GN=5MGE PE=]1 5V=1 - [SMGE_HUMAN]

Sequence: SAVVMGREGE, M5-Oxidation (15.9949Z Da)
Charge: +2, Monoisotopic m/z: 474.72000 Da (-35.89 mmu/-F5.61 ppm), MH+ 94843272 Da, RT: 44.58 min,
Identified with: Maseot (v1.30); lonScore:45, Exp Value:7.6E-003, lons matched by search engine: 568
Fragment match tolerance used for search: 0.5 Da

Value Type: [Theo. Mass [Da]

lon Geries | Heutral Losses | Frecursor ons |

al w | e | s | v v |n]
1 8803931 44 52329 S 9
2 15307643 8004195 A 86147240 43123984 8
3 25814485 12057606 W Ta0.43528 amrzee 7
4 35721327 17811027 W £31.36606 4618707 B
5 504, 24868 25262798 M-Oxidation 50229844 29665286 5
13 561.27015 28113871 G 44526302 22313515 4
7 73N 35318927 R 36824155 19462441 3
8 77438274 38770001 G 23274043 11667386 2
k] R 17611856 BROE31Z 1

um

Exfracted from: El\Stockageibachinesich-iqvelos-NPROJETS2012154 D004 3\E-PP-Proteo-022(6585)_2raw #12259 RT. 44.58
ITMS, CID@3T7.00, 2=+2, hono miz=474.72000 Da, MH+=948.43272 Da, Watch Tol=0.8 Da
20004
[M+2H-Ha 0, [M+2H ] -NH,

20004

7000 ]
7 000
£
S
S o004
=
]
€ anon 4
5

ano0 by B ELO o be-H,0 -

2003 159,13 244,13 , e v 542,31 69143 v

oy ¥ENE: e S0 -, T0.66
4000 4 17516 L 288,29 - ye'-NH;z ¥7-NHz I
‘ E:ed 359,31 | | (il 7720 i
0 l P L 1l o 1
T T T T T T T T
200 200 00 s00 600 700 800 200
miz
= Precursor, Precursor-H,0, Precursor-HyO-NHs, Precursor-NH; == b, b-H,0, b-NH;
— v, y-NH;



Protein references (2
- Olfactory receptor T2 OF=Homo sapiens GN=0RZTZ PE=2 5V=1 - [OFZTZ_HUMAN]
- Olfactory receptor 2T3h OF=Homo sapiens GN=0RZT33 FE=2 V=1 - [0ZT35_HUMAT]

aty

Sequence: VATVIRKG, Charge: +2, Monoisotopic myz: 421, 78632 Da (-488.46 munu/-1158.08 ppm), MH+ 842.56536 Da, RT: 40.86 min, =
Identified with: Mascot (v1.30); lonScore:42, Exp Value:1.5E-002, lons matched by search engine: 4/58

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-F,0; b-NH; ; y-HzO; y-NH;z

Value Type: | Theo. Mass [Da]
lon Sevies | Neutral Losses | Precursar lans |
i v e [se g vz
1 10007570 5054743 ¥ E
2 1711282 8606005 A 74447269 2T T
3 27216050 13658383 T 67343557 337242 B
4 371.22892 18611810 W 57238789 2B6E9758 &
) 484.31299 242 BE013 | 473315947 23716337 4
E B40.41411 32071088 R 36023540 180E2134 3
7 TEB.H0308 38475818 K 20413428 10257078 2
8 G 76.03931 3852329 1

Exracted from: EXStockageibachine siclt-ovelos-\PROJETEN201 2154 2UD 004 31E-PP-Protec-924 (GB01)_2raw #11457 RT. 40,86
ITMS, CID@37.00, 2=+2, hono miz=421.78632 Da, MH+=842.56536 Da, hatch Tol=0.8 Da
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3 o
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miz

—— Precursor, Precursor-H,0, Precursor-H;O-MH;, Precursor-MH; =—— b, b-Hz0, b-MH;

— v, y-H0, y-NH;



Protein references (1):
- Leucine-rich repeat-containing protein 15 O5=Homo sapiens GIN=LEEC1S FE=1 5VW=Z - [LRC15_HUMAN]

ﬁequence: NSLTHISFR, Charge: +2, Monoisotopic mfz: 51276000 Da (-20.39 mmu/-39.76 ppm), MH+ 102451272 Da, RT:29.05min, =
Identified with: Mascot (v1.30}; lonScore:53, Exp Value:1.0E-003, lons matched by search engine: 8/50

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-Ho0; b-MNH;; y; y-HaD; y-INHs

Walue Type: |Theo. Mass[Da] =

In Series | Neutal Losses | Precursar lons |

al w | w s| e
1 11508021 ER02874 M El
2 20208224 10154476 & 1051052 45575890 8
3 31516631 18808679 L 02347843 41224288 7
4 41621393 20861063 T 71033442 35570085 6
5 553 27290 27714003 H 60934674 306517701 5§
B BB 356597 a33eanz | 472287683 20664785 4
7 75338900 7719ms 5 38920376 18010852 3
8 B50 44177 42572452 P 2721173 13688950 2
El R 7R 11896 BBOE32 1

Extracted from: E1StockageiMachinesict-itgvelos-IPROJETE201 184 D004 3E-PP-Protec-A26(GR05)_1 raw #6627 RT 28.05
ITMS, CIDEG37.00, 2=+2, Mona miz=512 7R000 Da, MH+=1024 51272 Da, Match Tol=0.8 Da

ano | [M4ZHE-H, O, [M+ZH - 1H;
50446
a0 |
7
2
5
2
fz‘ 2000 o i e
2 y5#+-NH;, by-HO e v 104
297,23 7 Wer-NHs, ye® €09.41
; 455,91 by
1000 | by-H,0, by -NH; R 359.26 | 665,47 byt N
i by : 8
2021 EEE I FIEE ' be-NEL T PR . g
‘ i | | 649,94 506z 91062
B L 11 ol L | I 1l N
. . ‘ : : . : . T
200 00 400 400 GO0 T00 00 oo 000

miz

= Precursor, Precursor-H;O, Precursor-H;O-NH;, Precursor-NH: = v, y-H;Q, y-INHz
m— b, b-H,0, b-NH;



Protein references (13

- Programmed cell death &-interacting protein O5=Homo sapiens GN=FDCD&IF FE=1 5W=1 - [FDC&]_HUMAN]

Value Type: | Theo. Mass [Da]

lon Series | Neural Losses | Precursor lons |

| v | b s L
1 148.07570 7454149 F 23
2 261.18977 131.08352 L 2357.21958 117911343 22
3 362.20745 18160736 T 224413551 112257133 21
4 43324457 21712532 A 2143.08783 1072.04755 20
5 H46.32864 273BE79E L 2072.05071 103652899 18
E B17.36576 30918652 A 1968 9BEE4 §79.98656 18
7 745.42434 373.21581 a 188792952 544 46840 17
8 BEO.45128 43072928 D 176987054 BB0.43911 16
9 91747276 459.24002 G 1644.84339 82292563 15
10 101654118 508.77423 WV 1587.82252 794.41430 14
1 112362525 6ER.31626 | 1488.79410 74488089 13
12 124366818 £622.33773 N 1375.67003 68833885 12
13 137271078 E96.85303 E 126162710 631.31719 1
14 1501.75338 751.38033  E 113258450 566.73589 10
15 1572 759050 78E.89889 A 100354130 502.27459 9
1B 16850.87457 84344082 L 932 50478 4B6.75603 8
17 1772 S08E0 B8E.95634  § 815.42071 410.21388 7
18 1871.97502 83649115V 73238868 3B6.69798 B
19 197302270 957.01439 T 63332026 NFIEIT 5
20 210206530 105153629 E 532.27258 266.63993 4
21 221514937 1oeorEz L 40322938 20211863 3
2 233017632 116559180 D 290.14531 14557689 2
23 R 17511896 83.06312 1

Sequence: FLTALAQDGVINEEALSVTELDR, Charge: +2, Monoisotopic myz: 125267933 Da (+32.35 mmu/+25.83 ppm), MH+ 250435269 Da, RT: 73.67 min,
Identified with: Mascot (v1.30); lonScore:67, Exp Value:3.6E-005, lons matched by search engine: 15/246
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: by b-H,0; b-NH; y; y-HO; y-NH;

Extracted from: E\StockageiMachinesiclt-ltqvelos-\PROJETS1201 2154 MIDO04ME-PP-Proteo-928(8614)_1.raw #23104 RT 7367
ITMS, CID@37 00, 2=+2, Mono miz=12562 67998 Da, MH+=2404 35268 Da, Match Tol =0 8 Da

— ¥, y-HoO, y-NHz

= Precursor, Precursor-H; O, Precursor-H;O-IMNH;, Precursor-MHy == b, b-H,0, b-NH;

0 buNEs B o .
) bg'-Hz0 yi;-NHs belL,o | #9972 101667 [M+ZHP"-NH;-He 0 .y Vi’ 1888.35
£ LE A . : ; 122536 1455.98 it 1760.21 i
] . L g Yo i 164501, ;
£ . v 7280 Yoy lomed 1275 boin | FireNHs - e b H; .
z Ve 3352 | pg L 7 036 i 4r'-H i 1686.09 e
- 532.35 2657 532,82 3 ‘ | 135397 : 1588.14 ‘ . U0 1959.22

N . 1 | i L | l| L T il by | ‘. | I L1l 1

400 00 200 1000 1200 1400 AB00 1800 2000
miz




Protein references (1)
- Cullin-5 O5=Homo sapiens GN=CULS PE=1 5V=4 - [CUL5_HUMAR]

Eequence‘ RGKINLIGR, Charge: +2, Monoisotopic mfz: 513.24000 Da (-590.7% mmu/-1151.09 ppm), MH+ 102547272 Da, RT: 47.31 min, =
Identified with: Mascot (v1.30); lonScore:4l, Exp Value:1.9E-002, lons matched by search engine: 6/82
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-NHs; y; y-INHs

Yalue Type: [Theo. Mass [Da] =

lon Seties | Nevtal Losses | Precursor ans |

al v | e se. v e
1 15710840 79.05784 R 9
2 21412987 107.96857 G 87055201 435.77964 8
3 3M2.22454 17161606 K 81353054 407.26891 7
4 45530891 228159803 | 68543557 34322142 B
5 569.39184 28517956 N 57235150 28667333 5
3 682.43591 172159 L 45830857 22965792 4
7 79551398 396.26363 | 34522450 17311583 3
g 85254145 42677436 G 23214043 1657385 2
9 R 17511896 28.06312 1

Eatracted from: EaStockageiMachine siclt-ltgvelos-NPROJETSI201 AS40D0043\E-PP-Proted-918(R538)_2 raw #14187 RT: 4731
TMS, CIDE37.00,z=+2, Mono miz=513.24000 Da, MH+=1025.47272 Da, Match Tol=0.8 Da

7000 [M+2H]2-NHs-H O
g izzz e #9583 e -MH; B’y go'-INHz
2 by e be, by 0719 ys 668,31 852,73
T o] 15698 2921 342,27 . by 57245
£ 2000 Fo o ye-NHs . be-NH, Vs 426.26 ] ¥ b NH; e "
= oo 17508 1513 / i 345,07 o 685,57 7746 B13.59 570,43

o . ; ¢ ; il S || J I ; L P ;

200 300 400 500 600 700 200 [00 1000
miz

= PDrecursor, Precursor-H, O, Precursor-HaO-NHs, Precursor-NH: = v, y-NH;
= b, b-NH;




Protein references (1):
- Class E basic helix-loop-helix protein 41 O5=Homo sapiens GMN=BHLHE41 FE=2 5V=1 - [BHE41_HUMAN]

Eequence‘ GTGAPSAAGSAAAPCLER, Charge: +3, Monoisotopic mfz: 529.76000 Da (+168.95 mmu/+318.92 ppm), MH+ 1587.26544 Da, RT: 35.35 min, =
Identified with: Mascot (v1.30); lonScore:44, Exp Value:9.3E-003, lons matched by search engine: 77166

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,(; ¥; y-HaO; y-NH;

Yalue Type: | Theo. Mass [Da]

lon Series | Neutil Losses | Frecursor ons |

al o i v s v = > el
1 58.02875 29.51801 2001443 G 18
159.07643 80.04185 53.69699 T 1529.73776 7E5.37252 51058410 17
3 216.09790 108.55259 7270415 G 1428.63008 714.84868 47690154 16
4 26713802 14407115 9638319 A 1371.66861 £86.3379. 45789439 15
5 36418779 192.59753 12873411 P 1300.63149 £50.61338 43421535 14
3 471.21382 23611355 159774473 § 120357672 £02.29300 401.86442 13
7 542.25694 271.63211 16142383 A 111654669 55877638 7288375 12
g £13.29406 307.15067 20810287 A 104550957 523.25042 43917471 1
El 670.31553 335.66140 22411003 G 974.47245 487.73986 32549567 10
10 757.34756 37317742 25312070 S 917 45098 45322913 305.48851 9
Al 828.38468 414.63598 27673974 A 83041895 41571311 27747783 8
12 £33.42180 450.21454 30047878 A 75338183 38013455 25379873 7
13 970.45832 485.73310 32415782 A BE3.34471 34467539 23011975 &
14 1067 51169 534.25548 3E6EDETE P 517.30753 30915743 205.44071 5
15 117052088 58576408 39084514 C 520.25482 26063105 17408979 4
16 128360495 542.30611 42853983 L 41724563 20912645 13975339 3
17 1412 64755 70B.8270 47155403 E 304.16156 152 58442 10205870 2
18 R 175118596 BE.0E312 59.04450 1

s000

Extracted from: E\StockageiMachinesiclt-gvelos-MPROJETS\201 254 M0 004 ME-PP-Proteo-31 3(B538)_1 raw
TMS, CID@E@3T 00, 2=+3, Mono m/z=528 76000 Da, MH+=1687 26544 Da, Match Tol=08 Da

#4782 RT: 3635

— Precur

t, Frecur

—— b, b-HO

r-H. 0, Precursor-H,O-NHs, Pr

ur

r-NH; =y, y-H:0, y-NH;

miz

goaen] 0 v CHO g
E 7 30924 488,30 |y -HO, yur-NHy 772 ye-NHy
8 w00 18119 286:21 p e H50.37 FALLS 81376 by, ye-HaO, ya-MHs
2 } i i 417.28 e b § 899.66
2 27 Y, b0 : e R bust
H ] 4B TS ! ) ¥ - by
. [y Ll sl iy l T T B L . . X
om0 am s sa00 1200 1a00 1600




Protein references (13
- MNuclear speckle splicing regulatory protein 1 O3=Homo sapiens GN=MN3EF1 FE=1 V=1 - [N5RF1_HUMAN]

ﬁequence‘ EASHREDSHWE, Charge: +2, Moenoisotopic m/z: 627.35999 Da (+565.91 mmw/+902.05 ppm}, MH+ 1253.71271 Da, RET:47.03 min, =
Identified writh: Mascot (v1.30); lonScore:40, Exp Value:2.5E-002, lons matched by search engine: 6/94

Fragment match tolerance used for search: 0.5 Da e
Fragments used for search: b; b-H,O; b-NH;; y; y-H0; y-NH;

Value Type: [Theo. Mass[Da] =

ln Series | Neutral Losses | Precursor ons |

21 bt b+ ‘ Seq. ‘ v ¥ | 2 ‘
1 13004388 EG 52868 E 10
2 201 08700 10104714 & 112363920 BE2 27324 8
3 28811503 14456315 8§ 1062 60208 526 75468 B
4 42517734 21309261 H 365 47005 48323866 7
) BT 275308 25114317 R 828 41114 41470921 B
B EBSE 30601 34BEGEE4 D E72.31002 3 EHAEL B
7 7B3.33804 35217266 8 B57 28307 27314517 4
8 920 33635 46070211 H 470 25104 2/EE 3
El 1108 47627 BEI 74177 W 33319113 1E7.09970 2
10 K 147 11281 7406004 1

Exfracted from: EXStockageiMachinesiclt-Rovel0s-\PROJETE1201 254200004 ME-PP-Proteo-919(6538)_1.raw #14458 RT. 47.03
ITHE, CIDE@3T 00, 2=+2, Mono miz=627 35398 Da, MH+=1253.71271 Da, Match Tal=08 Da

& 10
g
)
N yi& b [M+2H]-H.O, [M+2ZHP-MH;  be
£, 279.05 34845 618.20 696,58 Ve
S . .
% . ! \ b N, 82762
g by 1b om0 T 67224 |b-HO H by by', yo'-MHz
£ 24 w108 B gy ‘ 765,05 i 43100 1106.77
] 1 — ——— bdbus alll A T T T T T
200 a0 50 sa0 1000 1200 1400 1600 1800

miz

—— Precursor, Frecursor-H,0, Precursor-H,O-NHs, Precursor-NH; =—— b, b-H,0, b-NH;
—— ¥, y-H:0, y-NH;




Protein references (1)
- Myosin light chain kinase 2, skeletalfeardiac muscle O5=Hotno sapiens GN=MYLFZ PE=1 5V=3 - [MYLEZ_HUMAN]

ﬁequer\ce: TGHVSSEFSMNSE, MI10-Oxidation (15.99492 Da) =
Charge: +2, Monoisotopic mfz: 702.31999 Da (+10.96 mmu/+15.61 ppm]), MH+ 140363271 Da, RT: 36.05 min,

Identified with: Mascot (w1.30); lonScore:38, Exp Value:4.1E-002, lons matched by search engine: 8/138

Fragment match tolerance used for search: 0.5 Da

Value Type: [ Theo. Mass [Da]

lon Series | Neuial Losses | Freoursor lons |

v | b | s |y v x|
1 102.05496 515312 T 13
2 159.07643 80.04185 G 130256312 65178520 12
3 2731336 137.06332 N 124554165 B23.274456 11
4 37218778 186.53753 W 1131.43872 56625300 10
5 459.21981 230.11354. E 1032 43030 51671879 9
B 54B.25184 273.62956 5 945.39827 47320277 8
7 E75.29444 338.1508E. E B58.36624 42988676 7
8 822 36288 411.68507 F 72932364 3E6.16D4E B
El 909.39489 455.20108, 5 582.259522 29163128 §
10 1056.43030 528.71879 M-Oxidation 495.22319 24811523 4
n 117047323 58574025, N 34818777 17459752 3
12 1257.50526 £29.25627 S 23414484 11757606 2
13 K 14711281 7406004 1

Extracted from: EAStockageiMachinesiclt-igvelos-IPROJETSI201 HS42UD0043\E-PP-Proteo-hix LT2 raw #8438 RT 38.05
ITMS, CIDE37.00, z=+2, Mono m/z=702.31898 Da, MH+=1403 63271 Da, Match Tol =0.8 Da

[M+ZHP*-NHs-HO

400
z Ve Vs byy2-MNH; 684,46 bs-IHs
g 0] % 382 b-NH 577,65 by sm.43 - by
= 20 e 2,33 sy 8248 1y mam UL py
5 ke u, b -NH; 36230 beoNH, P i 94549 Fa 125768 g,
£ 100 . By217 52920 : | 505,50 | 5847 | ‘ 113163 130055
o Ll N ISR Y YA R A R I . ,
&S00 1000 1500 2000
miz

—— Precursor, Precursor-H,O, Precursor-H,O-NHs, Precursor-NH; =——— b, b-H,0, b-NH;
— ¥, 7-H,0, y-NH;




Protein references (1):
- Armadillo repeat-containing protein ¥ O3=Homo sapiens GN=ARMCY PE=1 5¥W=1 - [ARMC?_HUMAN]

Kequence: QVAEARSR, Charge: +2, Monoisotopic mfz: 458.20000 Da (-552.22 mmu/-1205.2 ppm), MH+ 91539272 Da, RT: 34,15 min,
Identified with: Mascot (v1.20); lonScore:43, Exp Value:1.2E-002, lons matched by search engine: 6/76 J
-]

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,O; b-NH;; v; y-H0; y-NH;

Value Type: [Theo. Mass [Da] =

lon Seiies | Newial Losses | Precursor lons |

# b+ b+ ‘ Seq. ‘ v ¥ ‘ 2 ‘
1 129 DE5RE EG03667 O E
2 22813428 11467078 W 78R 43737 39472232 7
3 29917140 16008934 & ER9 36855 34518811 B
4 42821400 214E10E4  E E18.33183 30966956 6
) 48926112 2R012920 & 489 28923 24514825 4
B BER 36224 32817976 R 418 26211 20962969 3
7 74238427 37169577 8 26216035 131657913 2
8 R 17611856 BROE312 1

Exracted from: E\StockageiMachinesiclt-ltqvelos-NPROJETSI201 2184 2UD00431E-PP-Proten-823(6532)_1 raw #8032 RT 3415
TS, CIDE@3T 00, z=+2, Mono mfz=4568 20000 Da, MH+=815 38272 Da, Match Tol=08 Da
F000 o &
o 659,43
26221

G000 o

S000 o
z
Ei
g 4000 -|
< [M-2H - H,0
i 4239
g
£ 3000 4

s
yo O byr-H,0, by-NH; 61836
2000 20013 039
. R i .
ool Fr bs 48940 B
175.22 29973 e 63833
o L I | 1 L L ‘ I ‘ ; il ’ i i
20 200 oo a0 1000 1200
miz
—— Precursor, Precursor-H, 0, Precursor-H,O-NH,, Precursor-NH: == v, y-Hz0, y-NH:
h h-H.M h-KNH- I




FProtein references (17
- HEEW-E_16p3.3 provirus ancestral Env polyprotein OS=Homo sapiens PE=Z 5V=2 - [ENK14_HUMAN]

Feplide Summ:

Sequence; LAAALSGIK, Charge: +2, Monoisotopic m/z: 422.24000 Da (-28.61 mrau/-67.77 ppm), DMH+ 843.47272 Da, RT: 2858 min, B
Identified with: Mascot (¥1.30); [onScore:38, Exp Value:4.5E-002, Ions matched by search engine: 4/64
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; 73 y-H,O; y-NH;

Theo. Mass [Da] =

len Seiies | Neutial Losses | Precursor lons |

Value Type:

al v | v s v v |
1 11409135 5754931 L El
2 18512847 9306787 A 730 44581 3B 72654 B
3 25616553 12858643 A 65940869 33020798 7
4 32720271 16410433 A 58837157 29468342 B
5 440 26676 22064703 L 517.33445 25917086 &
B 527 31881 26416304 5 404 25030 20262883 4
7 58434026 29267378 G 3721835 15911281 3
8 6742435 4921581 1 26013688 13060208 2
El K 14711281 7406004 1

ot Spoctin
Extracted from: E\Stockageachinesiclt-ltgvelos-WPROJETS\Z01 AS4AID00431E-PP-Proteo-020(6541)_1 raw #6940 RT 2868
ITMS, CIDE3T 00, z=+2, Mono miz=422 24000 Da, MH+=843 47272 Da, Match Tol=0.8 Da

S000 o
[M+2HP-H, 0, [M+2H]"-MH; v
413,50 659.42
o0
z
£
3 30004
=
2
5
2 by
= 2000 o .
y o170 58;541
1000 by b ) ye©
1 b 2522 32737 be
129,17 L s res
o " ‘ \Ih\hil‘ | kuble ; . .
200 a00 ao0 s00 1000 1200

miz

= Precursor, Precursor-H; O, Precursor-H;O-NHz, Precursor-NH: =y, y-H;O, y-IHz
= b, b-H:0




Protein references (17
- Inactive phosphaolipase C-like protein 2 O5=Homo sapiens GN=FLCLZ FE=1 5V=2 - [FPLCLZ_HUMAT]

Sequence: ESKPGGLFR, Charge: +2, Monoisotopic m/z: 470.72000 Da (-44.24 mmu/-93.99 ppm), MH+ 94043272 Da, RT:29.35 min,
Identified with: Mascot (v1.30); lonScore:49, Exp Value:2.6E-003, lons matched by search engine: 8/78
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,O; b-NH;; v; 3-H,0; y-NH;

Value Type! | Theo. Mass [Da]

Ien Series | Neutal Losses | Precursor lons |

al w | ow |se| ¥ v 2
1 13004988 BEE2858 E El
2 217.08191 10904455 & a11.47851 40624289 8
3 34517688 17309208 K 724 84648 36272688 7
4 442 22965 22161846 P B96.35151 29867939 B
5 499 25112 25012920 G 49929874 25018301 5§
B 566 27253 27863993 G 44227727 22164227 4
7 EBE9 35EEE 33/ES7 L 386 25580 19313154 3
8 7EE 40343 38370835 P 272173 13668950 2
El R 175118596 BBOE32 1

Fragmer trum.

Extracted from: E1StockageiMachinesicit-legvelos-NPROJETS1201 154 2IDO04 NE-PP-Proten-A28(GF14)_2 raw #6933 RT 2035
ITMS, CID@37.00, 2=+2, Mono miz=470.72000 Da, MH+=340.43272 Da, Match Tol=08 Da

— y, y-H:0, y-NHs

= Precursor, Precursor-H; O, Precursor-H;O-IMH;, Precursor-NH; == b, b-H;O, b-NH;

miz

10 y{
596,44

&g
=
= ¥
T P [M+2HP-NH-H: 0
5 51 453,49 W
= - 7
=
5. by 569,41
£ 345,31
= . - byr-LlH;

. - s ¥ bet, s 65237 e

175.15 298.97 38536 499.43 - F2467
a L | I ‘ | : - ‘ ;
200 200 400 &S00 00 T00 00 Qoo



FProtein references (1)

- Cofilin-1 O3=Homo sapiens GN=CFL1 PE=1 5V=5 - [COF]1_HUMAN]

Value Type: | Theo. Mass [Da]

Ion Series | Meutal Losses | Precrsorlons |

al v v sea| v |n
1 11409135 B7h4531 L 14
2 17111282 BEOBOOS G 1227 B3440 B14.36024 13
3 22813425 11467078 B 117067293 GBAB40T0 12
4 31516632 15808680 S 111365146 55732937 1
El 366.20344 19360536 A 102661943 51381335 10
B 485.27186 24373957 W 9555827 47820479 9
7 598.35503 20068160 | 895651369 42876058 8
8 68538706 4319762 5 74342982 37221855 7
9 79847203 3907395 L 65633773 32870253 6B
10 927 51463 464 26035 E 54331372 27216080 5
1 984 53610 49277169 6 41427112 20763920 4
12 111263107 55681917 K 357 24965 17912846 3
13 1209 EB384. BOG.34556 P 22915468 11608098 2
14 L 1321041 EE 66469 1

ﬁequer\ce: LGGEAVISLEGKPL, Charge: +2, Monoisotopic m/z: 670.83999 Da (-52.92 rau/-78.89 ppm), MH+ 134067271 Da, RT: 57.59 min,
Identified with: Mascot (v1.30}; lonScore:37, Exp Value:4.4E-002, lons matched by search engine: 9/116
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H.O; b-NHs; y; y-HaO; y-NHs

Extracted from: E1Stockageimachinesiclt-tgvelos-WPROJETSI201 2154 D004 31E-PP-Proten- 427 (BB07)_2 raw #18230 RT 57.53
ITMS, CIDED37 00, 2=+2, Mano miz=A70 83339 Da, MH+=1340 67271 Da, Match Tol=0.8 Da

— 7, 7-HO, y-NH;

b
1112.75
1000
[MH+ZHP-H, 0, [M+ZHP-NH;
_so0 662,14
&
£
]
2
g 600 o YSA'NHS
2 840.00 by’
E 0] v but-Ha 0, byt NH: it 954,55
29508 75 596,54 U by
414.45 . 836,75 93767 . .
200 2 - . % P Y Vi2
ba-11.0 1102643 170,62
42 oLl b Lo s
o sl gl by ‘.Illl.H y MHI\‘ L .
s00 1000 1500
miz
—— Frecursor, Precursor-H,0, Frecursor-H,O-NHs, Frecursor-NH: =—— b, b-H,0, b-NHs

1
2000




Protein references (40
- Hec70-interacting protein O5=Homo sapiens GIN=5T13 FPE=1 5V=Z - [F104]1 HUMAI]

Peplide Summary

Eequence: VAAIEALNDGELQE, Charge: +2, Moncisctopic mjz: 735.91999 Da (+26.4] mmu/435.38 ppm), MH#: 147083271 Da, RT: 48,65 min, =
Identified with: Mascot (v1.27); lonScore:75, Bxp Value:2.7E-005, lons matched by search engine: 16/128 J
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H;0; b-NHy; y; y-H,0; v-NH;

Value Type: | Theo. Mass [Da]

len Series | Neural Losses | Precusor lons |

Wl b b Sy v ez
1 100.07570 A064143 W 14
2 171.11282 BEOBODS A 1371.71151 BBE.35939 13
3 24214334 12157861 A 130067439 B50.84083 12
4 3559.23401 17812064 | 1229.63727 61532227 11
5 48427661 24264134 E 111655320 558.78024 10
] 555.31373 27816050 A 98751060 49425894 9
7 66839780 33470294 L 916.47348 45874038 8
g 78244073 39172400 N 80338941 40219834 7
9 89746768 44923748 D £89.34648 517688 &
10 954.48915 47774821 G 57431953 20766340 &
" 108353175 542.26951 E 517.23806 28915267 4
12 119661552 59381155 L 388 25546 19463137 3
13 132467440 GE284084 @ 27517133 13808933 2
14 K 14711281 7408004 1

Extracted from: E\Stockage\MachinesicltItcvelos-NDYPT2012UD004 3-LCPROGEMESISIE-PP-Prote-929(6633)_1.raw #14057 RT: 45.65
ITWS, CID@37.00,2=+2, Mono m/z=735.91999 Da, MH+=1470.83271 Da, Match Tol=0.8 Da

¥
1800 bt 803,50
7 668,41
H 51,0, 7o MH. ! ¥5
2 24231 I e n ' edg.45 STBET 916,57 r ! - 132485
E 275,22 3 " § a Y . . »
. Lo b 35?26 b 51733 sanze ber-1H; " by o 1033.76 11967
2 NH;, . ’ 765.52 97,63 = -
iossa0/ 35519 BLE2 . 5.7 yi-MH;
258.10, ‘ ‘ ' ‘ 122975 1354.74
P I Ll elol il uudl o m | Lhodd, Ly Ll "
200 00 w00 a0 1000 1200 1400
miz

[Z] Multiconsersus from 43 Reports-1peptide.xls:

I»H;D—NH;, Frecursor-NH; —— b, b-H0, b-NH;



Protein references (20
- BUD13 homelog O5=Home sapiens GIN=BUD13 PE=1 V=1 - [BUD13_HUMAN]

Sequence; QAKSHFGDE, Charge: +2, Monoisotopic m/z: 509.20000 Da (-59.33 mmu/-116.52 ppm), WH+ 1017.39272 Da, RT: 44.65 min, =
Identified with: Mascot (v1.27); lonScore:42, Exp Value:5.3E-002, lons matched by search engine: 7/88

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-WHz; 7; 7-Hy0; y-MH;

Value Type: [Theo Mass [Da] =

lon Sities | Newral Losses | Precursarlans |

i b bt Seq. gt v e
1 129.065686 65.03657 0 9
2 20010293 10055513 & 8909.45268 44522938 8
3 32819735 16460261 K £18.41556 40971142 7
4 41522398 20811863 S £90.32053 34566393 B
5 55228859 27664808 H B03.28856 30214792 5§
3 £99.35731 3/018229 F 4B6.22365 23361846 4
7 756.37878 37869303 G 31916123 16008425 3
8 B871.40573 43620850 D 2B213978 131657382 2
k] K 147.11281 7408004 1

Extracted from: EAStockagemachingsich-tovelos-DYPTI201 210004 3-L CPROGENESISIE-PP-Proted-926(6605)_1 raw #12135 RT 44.65
ITMS, CID@37.00,2=+2, Mono miz=509.20000 Da, MH+=1017.39272 Da, Match Tol=0.8 Da

= 7
e
(S
=z
< be-HaO, be-HH;
R 68153
= ;
z . b T
ER ¥ e 552,40 N 817,66
26169 ' 466,17 ;
2 ] | 319,36 ;
' bs-HaCi by, o' -He O, yor-MHz
4 147.17 . byr-NHz 534,44/ ¥s© 87169
S L 310,72 503,73
B : il L] ! iy | L
{ . 1 T T T
200 400 00 200 1000 1200 1400

mfz

= Precursor, Precursor-H,O, Precursor-H; O-IH;, Precursor-NH; = ¥, y-H.0, y-NH;
= b, b-H0, b-NH;




Protein references (2):

- Dermeidin O5=Home sapiens GN=DCD PE=]1 5V=2 - [DCD_HUMAIN]

Py mary.

Fragment match tolerance used for search; 0.5 Da
Fragments used for search: b; b-H;0; b-NHs; 3; 7-HoO; y-MHs

Value Type: [ Theo. Mass D]~

len Seties | Hetral Losses | Frecursor lons |

al w v [se| v ey
1 130.04388 E5.52858 E 1
2 244 09281 12255004 N 99948546 50024637 10
3 31612593 16806860 A BEA 44263 44322430 8
4 37215140 18657934 G 14 40541 40770634 8
5 501.13400 25110064 E 757.38334. 319 7
[ £16.2209 3086141 D B28.34134 346743 B
7 1327372 357140500 P 51331433 25716083 5
8 77029519 W|EEG12E B 4126162 208 E3445 4
El 88337926 44219327 L 359.24015 18012371 3
10 95441638 477718 A 246.15608 12358168 2
1 R 17511836 88.06312 1

bequence‘ ENAGEDPGLAR, Charge: +2, Monoisotopic m/z: 564.89240 Da (+124.84 mmu/A4220.99 ppm), MH+ 1128.77751 Da, RT: 26.57 min,
Identified with: Mascot {v1.27); lonScore:47, Exp Walue:1.8E-002, lons matched by search engine: 10/108

s

00

400

Intensity [counts]

bs?-H, 00, b~ NHs L
300 24223 3132 4;

S & b
¥ pelH0, be-NH,
100 246.36 297,35

N i [ T

200 ]

[M+ZH]?-H,0, [M+ZH - NHs

555,61

Ve
62844

Esxtracted from: EdStockageiMachinesicit-igvelos-hOVPTI201 2UD0043- L CPROGENESIS\E-PP-Proteo-330(B633)_1 raw #6467 RT: 26.57
ITMS, CID@E37.00, 2=+2, Mono miz=664 83240 Da, MH+=1128.77751 Da, Match Tal =0 8 Da

yo-H:0

-H, 0, yp-INH:
Frr-HeU, ¥ = o

739,61 by -HaO, byg*-MH;
93666
b ¥ sings TR BN
712,50 (75765 865.69

200 300 400 s00

= Precursor, Precursor-H,O, Precursor-HoO-NH;, Prectrsor-NH; —
— ¥ 710 y-NH:

miz
B, b-H.0, b-NH;

700 800 200 1000 1100



Protein referetices (2):
- Transmembrane protein 198 O5=Homo sapiens GN=TMEMI1%E FPE=Z 5W=1 - [TM195_HUMAN]

Sequence: MPGTVATLE, Charge: +2, Monoisotepic m/fz: 47328000 Da (+17.04 mmu/+36.01 ppm), MH+ 94555272 Da, RT: 40.87 min,
Identified writh: Mascot (v1.27); lonScore:43, Exp Value:4.3E-002, lons matched by search engine: 8/70

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: by b-HaO; y; w-HoO; -1 Hz

Value Type: | Theo. Mass [Da]

lon Series | Neutral Losses | Frecusor lons |

al v | w [sa] ¥ v |
1 13204778 BB.527E3 M g
2 22810055 11508331 P 1447817 407.74272 8
3 28612202 14356465 G 717 42540 35921634 7
4 38716970 19408849 T EBED 40353 33070560 B
) 48623812 24362270 W 559 35625 28018176 &
B 557.27524 21N A 46028783 23064755 4
7 B5B.32202 32065100 T 38925071 19512893 3
8 771.40633 38620713 L 288 20303 14460515 2
) R 17611856, BREOE31Z 1

Extracted from: E\Stockagetbachinesiclt-fovelos-NDYPT2Z01 2UD0043-LCPROGENESISIE-PP-Proten-926(6605)_2.raw #10707  RT. 40.87
ITMS, CID@37.00,z=+2, Mono miz=473.28000 Da, MH+=945.55272 Da, Match Tol=0.8 Da

ano
00 ya*-Hz0, y57-MNHs .
32177 P ¥s
700 w744 559.33
E om0
5
3
i 500
z ys'-INH; I
T 400
£ sz 71761 y5'-NH;
300 bz 797.62
= /
200 e v
17511 81464
100 \ o
° ; |J A ‘\ L PRI A | LM ) H . . .
200 400 500 00 000 1200 1400

= Precursor, Precursor-H.O, Precursor-H,O-NHs, Precursor-NH; =y, y-H,0, y-NH;
m— b, b-H.O




Protein references (1)
- Telomeric repeat-binding factor 2 {Fragment) O5=Homo sapiens GN=TERFZ FE=4 5V=2 - [H3BE37_HUMAN]

Fragment M

Walue Type: | Theo, Mass [Da]

lon Series | Heutral Losses | Frosursor lons |

Bequence: XAERGAGEAR, X1-MappingF (147.06842 Da)
Charge: 2, Monoisotopic m/z: 531.72000 Da (-548.16 mmu,-1030.92 pprm),
Identified with: Mascot (v1.27); lonScore:43, Exp Value:4.8E-002, lons matched by search engine: 9/94
Fragment match tolerance used for search: 0.5 Da

MH+: 1062.43272 Da, RT: 41.03 min,

41 ‘ b b2 Seq. ¥ v | 2 |
1 14807570 TEAAS RF 70
2 21911282 11006005 A 516 45958 456873343 §
3 34815542 174 58135 E 045 42246 42321487 8
4 504.25654 ®igHs R 16.37986 eI 7
) BE1.27801 28114264 ] BR0 27874 2B0EB4301 B
E E32.31513 1B 6120 S B03 25727 25213227 §
7 669.33650 M7 43222015 FE R
8 8168.37320 409 63324 E 37513868 16610238 3
k] B8R4 41632 446 21180 A 246 15608 12368168 2
10 A 175.11836 9005312 1

Fragment Speclium

000

000

7000

Extracted from: Vipfalliens-OrdiRaw- D1D-0043UD0043-LCPROGENESISIE-PP-Protea-819(6538)_2raw #11667 RT. 41.03
ITMS, CID@37.00,2=+2, Maha miz=631.72000 Da, MH+=1062.43272 Da, Match Tol=0.8 Da

[M+ZHP-H.0

bt
637.40

— 3, y-H:0, 5-NH;

miz

= Precursor, Precursor-H, O, Precursor-H;O-MH;, Precursor-NH; == b, b-H.0, b-NH;

v .
52293 ¥s
7 0] 716.23 845.53
g i
E 5000 -
= . i
& s i
5 432.12 ;
= o0 ] by-H,0 be 1 yeNH,
b B2 -WH, by s by-NHz 67149 818.69 899,77
2000 . 21910 27335 urm ¥ 422 487.32 | br | g
baer, i » S - 7o betLO Leam T byt M H, RN
o] 175,20 s ‘ PrA ‘ 6025 (1430 5 801.59 e
o | 1 L | W} I Ll L [l K i | 1 : .
200 300 400 A00 B00 700 00 fluls) 4000



Protein references (4

- Ferritin heawy chain O%=Homo sapiens GN=FTHI FE=1 5V=2 - [FRIH_HUMAI]

Sequence: NVNOSLLELHE, Charge: +2, e &

Meongisotopee nznesf31.7 ppm), MHe: D, RT: 4255 min,
Identified wi

Fragenent
Fragenents wsed o search: b b

by swarch engine: 8106

Vioha Type: | Theo Mooz [Da] =
Torv S | Mool Lovcons | Pomcasten lons |
n L LLd
L0 HETe
aen 107 S
164502
2Eam
aen
e

R
HATIEN
506 77710
674 BESE

Exdrached from. 0 047 L ENESISE-PP-Prob {B369)_lraw #12290 RT. 42355
ITHS, CIDZAT.00, = " He=1284 56271 O, Walch Tol=0.5 Da

Intensy frou




FProtein referenices (50
- Decorin O%=Homo sapiens GN=DCM FE=1 5V=1 - [PG52_HUMAN]

Da (-1.14 mmuf-2.51 pp). M
9E-D0Z, Jors matched by search enging: 764

074972 Da, RT: 2187 min, a

Vo Ty [Thoos Macs [ =

TorsSevmt | MausralLossat | Pracursee ton |

n b e Saq ¥ yi* ”
1 W v ]
2 " ]
3 [ 7
4 & [
5 L
] A
T 14
] H
L] 3

ractid from:
ITHE, CIDE:

36 D, Mateh Tol =05 Da

12011

miz



FProtein references (4);

- 14-3-3 protein betafalpha OS=Homo sapiens GN=YWHAB FE=1 V=3 - [1435B_HUMAN]

with: Maseot (v, :
Fragment mateh tolerance used for peare
Fragments used for saarch: b; =M bl

7AY ppenl,  MH+ 1600.19271 Da, BT 2450 oun,
43

=Hs ik =M Hy

Valoe Type: [Thea M =
o Sevet | Weural Lovses | Precursorbons |

n L4

y
1 7240
2 73R 1507 TS
3 e R
4 1R
5 1"
§ 7
7
2
]
0
il
12
13 I
" 1751109
Extaclid from

TI201 D004 3-Ls
+=1600.1927T1 Da,

-PP-Protec-0J0(663%)_2raw #4006 RT. 2450
TS, CID@IT 00, 2

=nnaity [c sasis]
2




Protein references (1)
- Complement component C9 O%=Homeo sapiens GN=C9 FE=1 5V= - [CO2_HUMAN]

Sequence: AIEDYIN
Identified v
Fragement ma
used for search: by b-HLOy

9.5 mmal-32.01 pp
by search engine:

3271 Da, RT: 63.01 min,

N

Value Type: [Theo Msss [Da] =

o Sesiss | Mewseal Losses | Poscussosfora |

L’ b | Seq.
1 WESM A
2 3 0RTET 1
3 1wEmr E
' 810 D
5 MEEMN Y
3 BEAITRM 1
7 4015 N
] menam E B
4 f ‘
0 5 3
" v 2 i 2
12 R 1TSS SROENZ 1
3 r E 1 " i 4 IE PP-Pro X M) _2raw ®ITHE AT HIM
2. Mono Da
o
o
0
w0
H 85455
)
= .
= 50826
fan
0
w0
100
o




Protein references (11
- Complement C5 O5%=Homo sapiens GIN=C5 PE=1 5¥=4 - [CO5_HUMKMAN]

Sequencs ALYEGYDQI
Iddentabied Mascot (v1.27) K

Menwisctopee mfz: F20.51995 Dha (539,53 maraf+586.47 ppen,
2 00, Jorss matched by search engane:

MH:

13400527 Da, RT:

1

¥-MH,

Mok Type: [Thos Moz [Da] %
erSeret | WeusealLosins | Poocuston ors |
£ bi* Seq. 5* yi* 2 =
i mEmE A i3
2 nosne L 176 B 15
] v =] wWrawW
4 E TR ES 13
5 nama 12
& o e 11
7 SRS 10
(] S8 9
] SIS B
10 57 TGS 7
n ETE LT
12 IS 5
12 1603 4
" RN 3
15 10600 2 =
[t ————————————————— )
g @ 3 - ALAPTIZ01 NCV043-LCPROGINESISE- PP-Probeo-230(669)_2 raw #20000 RT.72.01
CID@IT.00, =+ 2, M : L 4, MH+=1040.0270 Da, Walch Tol=0.5 Ca

Intens sy jrounts]




FProtein references (1)
- Alcohol dehvdrogenase 1B O5=Homeo sapiens GMN=ADHIE PE=1 5V=2 - [ADHIE_HUMAI]

Sequence: A AVLWEVE, Charge +2
Ientified Maseet (vL.27); b
tederance used for searc!

: 45524000 D (-25.61 manuf62. 44 ppm),  MHe: 91547272 Du,  RT: 54.29 mn, ]
e by search engine: 11/5%

i b B Saq. ¥ i ”
1 £ A ]
2 T2 A a4 00 z 7
] s v T ]
4 I L 5
5 s W 4
6 EEE E w3
7 maen v 18N 2
] K THORM 1

a0

Intensa frounts]

g

a0 a0 000 w0




Protein referenices (20
- Talin-1 O5=Homo sapiens GHN=TLN1 PE=1 5V=3 - [TLN1_HUMAN]

47271 Da, KT: 75.42 min,

Walse Type: | Thea. Mass (D4

o Sevet. | Meural Lovses | Precursonions |

£ Seq.
1 T
2 L
3 A
4 E
ol 5
13 A
T L
2 o
L L
1 L
1 v
13 T
13 A
4 3

FELProlbo BI0MEEIN_ 2w #2000 AT 7542

4 o EASIOERAREMEthing SIE-Ravel0s NOVFTIEM D004 3 LEPRO
2 2 =761 430

®




FProtein references (1);
- Thyroglobulin (Fragment) O%=Homo sapiens GN=TG FE=4 5V=1 - [HOYB4Z_HUMAN]

I

e XS AGASALLE, ¥1-MappingE (12904260 Du)

, RT: 2866 min,
BIED 2

o
Meritified with: ) watchid by search eng

Fragment match tolerance us

5 6.
Value Typer |Theo Hasi [ =

o Seies | bieunal Lonser | Precursos fons |

a b Seq. y* o 7
1 WSS WE 10
ks VIR D4455 5 5 SETH k]
3 153NS A TR 2 @8
4 rES L B = 2
5 2R SRS A Lk iy 2 6
& 25210085 5 |
7 wemE A 4
[ 344 1R508 L 3
4 s 20 20303 )
1w R 1hNEs 1

I PR Probio SEEER1)_)raw FEE1T KT 2066
Da

2500

Inlensiy [counts|

miz



FProtein references (13
- M-glycosylaze/DI A lyase (Fragment) O5=Homo sapiens GIN=0GZ1 PE=4 5V=1 - [HFC0A1_HUMAN]

E x;

Tdenitifind writh: Mascot (w1 27); lonScara:43, Bxp Valus:4 38007, lons matched by search engine: 4/5%
Fragment match tolerance used for mearch: 0.5 Da
Fragments used for search: b; b, y; y-Ha

Ve Type: [Theo Mans 0] =

Ton Sermes | Betsal Losses | Prexuasos fors |

fl b bi= Soq.
1 10 L
2 1 OGS A
3 12957606 1
4 196 11090 I

1 TP
6 ZmuEm €
7 TETE P
1]

A B T s NV

aw FITEN BT 4515

curts|

¥
67248
o

Intensy |

28495

7
52560

- NHy ‘




Protein references (1)
- Isoform 2 of Tudor domain-containing protein 10 O%=Homo sapiens GN=TDRD10 - [TDEI0_HUMAN]

Fragment match tolerance used for search: 0.5 Da

Walue Type: [Theo. Mass [Da]

lon Series | Netial Losses | Precursor lons |

bequer\ce: GKITGALMNSALHILK, Charge: +2, Monoisotopic mfz: 768.43993 Da (-27.09 mmu/-35.26 ppm), MH+ 153587271 Da, RT: 69.26 min,
Identified with: Mascot (v1.27); lonScore:38, Exp Value:1.2E-00L, lons matched by search engine: 8/148

Fragments used for search: b; b-HoO; b-NHz; v; y-HoO; yv-NHz

i b | b (S| v ||
1 AB.02875 2951801 G 158
1B8B.12372 93566560 K 147890533 73995633 14
3 299.20779 15010753 | 1350.81042 E75.90885 13
4 400, 25547 20061F T 123772635 £19.36681 12
1) 457.27634 22914211 G 1136.67867 5EG.84297 11
B 528.31406 26466067 A 1073.65720 54033224 10
7 B41.39813 3zo2vo L 100862008 504.81368 9
8 755.44106 7822417 N B95.53601 44877164 8
9 842.47309 421.74018 § 781.43308 33128018 7
10 913.51021 45725874 A £34.46105 4773416 B
m 1026.99428 51380078 L 623.42333 3221560 5
12 116365319 58233023 H A10.33986 250 E7307 4
13 127673726 B38.87227 | 373.28055 187.14411 3
14 1389.82133 B95.414300 L 260.19688 13060208 2

pectum

Extracted fram: E\StockagetMachinesiclt-ltgrelos-nOWPTI201 2UD0043-LCPROGENESISE-PP-Proten-328(B33)_1 raw #21635 RT 6326
ITMS, CIDE@37.00,z=+2, Mona miz=768 43393 Da, MH+=1535 87271 Da, Match Tol.=0.8 Da

=— y, y-H.0, y-NHs

2800 4
[M42H]-H,0, [M+ZH - NH,
755,60
2000 H
buo-H20, s
= 295.55
E 1800
c
2 byet-HaO, 35 Fu'
o 1wt -He0,
z by HaO, 1008.75 1079.75
2 20
£ 1000 510,33 - by -NH;
E brNH b 1372.84
78215 33198 Du’. b by ar X
C by 45738 64141 1237.82 5o
500 G . Fur-HO sy
29881 ¢ \ 1117.92 byy-NH, 280
. | I o 1259.82 ‘
N L] N RN AR R 1 1 Lot s I 1 | : i .
&00 1000 1600
miz

=== Precursor, Precursor-H,O, Frecursor-H,O-NHs, Precursor-NH: === b, b-H,0, b-INHs

1
2000




Protein references (1)
- Lysine-specific demethylase 4D O5=Homo sapiens GN=KDM4D FE=1 V=3 - [KDM4D_HUMAR]

bequ&r\ca: HLANSK, Charge: +1, Monoisotopic mjz: 67011999 Da (+752.12 mmuf+1122.37 ppm), MH+ 670.11999 Da, RT. 18.98 tnin,
Identified with: Mascot (v1.27); lonScore:40, Exp Value:5.4E-002, lons matched by search engine: 4/22

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-Ho0; b-NHs; v; v-H:O; y-NH;

Walue Type: |Theo. Mass [Da]

lon Series | Neutial Losses | Presursorlons |

o v s v x|
1 138066719 H 6

2 25115026 L 5323089 §

3 32218738 A 41322489 4

4 43823031 N 34818777 3
5 52326234 § 238714484 2
[} K 14711281 1

Fragment Spectium

Extracted from: YipfpiLiens-OrditRaw-IDUD-0043UD0043- L CPROGENESIS\E-PP-Proten-818(6538)_2 raw #3666 RT:- 1898
TME, CIDED3T 00, z=+1, Mono miz=670.11333 Da, MH+=67011853 Da, Match Tol =0 8 Da

[M+1H]-H,0

R b 65144

426,30

1900 bs*
523.29
1200
bs*
1000 322.26

so0

Intensity [counts]

so0

a0 by Vs

T T .

s00 1000 1500 2000
miz

—— Precursor, Precursor-H,0, Precursor-H;0-NH, Precursor-NH: —— b, b-H,0, b-NH;

—— 3, y-H:0, y-NH,




Protein references (2):

- Flastin-Z O5=Homo sapiens GMN=LCF1 FE=1 V=6 - [FLEL_HUMAN]

Value Type: | Theo. Mass [Da]

lon Series | Hevral Losses | Frecursorlons |

al w | o [se] v ||
1 10007570 5054143 W 14
26373902 13207315 ¥ 1486 77885 74389306 13
3 33417614 1B763171 A 1323 71563 BE23E140 12
4 447.26021 22413374 L 1252, 67841 62684284 11
5 544.31208 27266013 P 1133.59434 57030081 10
3 B73.35568 33718143 E 1042 54157 52177442 8
7 7BA.38253 39463430 D 913 43897 45775312 8
8 90146660 451.23654 L 79847202 39973965 7
El 100053502 S007715 W 68538795 34319761 B
10 112867762 BER 29245 E b6 315963 293FR340 B
11 1228 B4B04 E1482666 W 457 27693 22914210 4
12 134269897 E71.84812 N 35820851 17960783 3
13 143374174 72037451 P 24416558 12258643 2
14 K 14711281 7406004 1

lSEquEncE: VYALPEDLVEVNPE, Charge: +2, Monoisotopic mjz: 79347999 Da (+52.75 mmuf+66.48 ppm), MH+ 1585.95271 Da, RT: 59.87 min,
Identified with: Mascot (v1.27); lonScore:39, Exp Value:3.5E-00Z, lons matched by search engine: 16/116
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H;O; b-IHg; v; v-H:0; y-NHz

Extracted fram: ENStockageiMachingsic-ltyvelos-DYVPTI201 200004 3-LCPROGEMNESISIE-PP-Proted-930(6639)_2 raw #16190 RT:59.87

ITMS, CIDE@37.00,2=+2, Mano m/z=733 47839 Da, MH+=1685.85271 Da, Match Tol=0.8 Da

miz

= Precursor, Precursot-H,0, Precursor-H, O-NH;, Precursor-WH; == b, b-H,O, b-NH;
— y, y-H.0, y-NH,

10"
= 113977
1400 4
1200 5
=
5 1000 ]
g
Z ap ]
g - [M2H - H,0, [M2HE-NH;
= 2
RIS . e geNHs e 734,58 by He0 Yar
: . . } 1252.94
] bryeEo yen, b o3 56952 . [MeZHP-NHrHO 121080 :
334,24 T30 ! Doy 775,85 b T baeHED
: NS T - L oy ¢ 1323.96 b
oo . L : - 100057 |1228.90 ‘ i
¢ \ w0133 0 ! | 104283 o 1439.90
N s | 1 . T AATT N L1 | o | .
w00 w0 a0 1000 1200 1200

1
1800



Protein references (3):

- Lysyl-bradykinin O5=Homo sapiens GN=KNG1 PE=4 5v=1 - [COJEX1_HUMAN]

bequence: TVGSDTFYSFK, Charge: +2, Monoisotopic mjz: 626,95999 Da (+662.27 minu/+1056.32 ppm), MH+ 125291271 Da, RT: 51.59 min,
Identified with: Mascot (v1.27); lonScore:35, Exp Value:2, 3E-001, lons matched by search engine: 8/96

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; v, y-HoO; y-NHz

Value Type: | Theo. Mass [Da]

Ion Series | Neutral Losses | Precursor lons |

| b b Seq| v e
1 102.05456 AE3Z T 1
2 20112338 101.06833 W 1150.54155 57577441 10
3 25814485 12957606 G 1051.47313 526.240200 9
4 34517688 17309208 § 934 45166 48772347 8
A 480.20383 23060555 D 907 41963 45421345 7
3 561.25151 2012939 T 792.39268 39669398 6
7 708.31993 39466360 F £91.34500 34617614 5
8 B71.38325 43619826 ¥ 54427668 272EM93 4
El 958.41528 47971128 § 38121326 19111027 3
10 1105.48370 55324543 F 29418123 14759425 2
1 K 14711281 7406004 1

Extracted frorn: Yapfpiliens-OrdilRaw-101D-004 3UD0043-LCPROGENESISIE-PP-Protec-919(6538)_2raw #15870 RT.51.59
ITME, CID@37.00,2=+2, Mano miz=626 85393 Da, MH+=1262.91271 Da, Match Tol =08 Da

G000 o yg‘
1051.59
5000 - [M+ZH]-H,0, [M+ZH[-NH;
617.53

— 4000 o
)
£
g
= =000
2
£ y5'-Ha0, 751 H; yor-Hy0 ber

2000 4 363.72 T B2 E71.59

b L .
{7 -He0, o - H; Ve o
toog  20L07 51728 7251 ¥ -NHs ggyeq by
; e : 105,70 | 719
29424 i “ I ‘ 890, 1150.57
o | PSSR A1 I IR TR HH‘ L Loy Ll ‘. | . i i ;
200 400 600 ) 4000 1200 1400 AG00 1800
miz

= Precursor, Precursor-H, O, Precursor-H;O-NHs, Precursor-NH: = v, y-H:0, y-NH;
— b, b-H:0




FProtein references (10
- Tetranectin O%=Homo sapiens GN=CLEC3E PE=4 V=1 - [E9FPHED_HUMA]

Eequer\ce: FEELKSR, Charge: +2, Monoisotopic mfz: 454.30283 Da (-443.13 mnuf-975.41 ppi), MH+ 90759838 Da, RT: 43.42 min,
Identified with: Mascot (v1.27); lonScore:37, Bxp Value:1.4E-001, Ions matched by search engine: 5/60

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NHg ¥ ¥-HoO; y-NHz

Value Type: [ Theo. Mass [Da]

len Seties | Neutral Losses | Precusor lons |

al b seq| v 2
1 148.07570 7454149 F 7
2 27711830 139.08278 E TE1.41523 381.21125 6
3 406.16090 20353409 E BI237263 JEEEIS 5
4 519.24497 4012612 L 503.33003 25216365 4
5 B47.333594 32417361 K 390.24536 195.62662 3
E 73437197 3E7 BBIE2 8 262.15033 131.57913 2
7 R 17511836 BB0E312 1

Extracted fram: E\StockageiMachinesicit-igvelos-hOVPTIZ01 20D0043-L CPROGEMESISIE-PP-Proteo-326(BR0G)_1 raw #11674 RT 4342

TME, CIDE@37.00,2=+2, Mono miz=454 30283 Da, MH+=807 53838 Da, Match Tol.=0.8 Da

¥s'
632.40
120
&
g
5 100 - bz
5 27712 [M+2HF-Ho O, [M+2ZHJ*-INH;
&) 445.75
E=
@ .
3 ¥ b .
2,1 17511 007 » o Bet10
ot 30027 716,40
iys*-Hy - " be ¥e
186,13 ¥ v 76L59
. / | 615,43 443 -
o ! T L T . T . L T ‘ T » T b 1 | T T
200 300 00 500 500 700 a00 00

miz

—— Precursor, Precursor-H.0, Precursor-H;0-NHz, Precursor-NH; =—— b, b-Ha0, b-NH;
— 3, y-H;0, y-NH;



Protein references (1)

- Centrosomal protein of 192 kDa (Fragment) O5=Homo sapiens GIN=CEP192 PE=4 5W=1 - [HOY9P3_HUMALRN]

mmar

ﬁaquenca: HMNALSK, X1-MappingH (137.05891 Da)

Charge: +1, Monoisotopic m/z: 669.47999 Da (+112,12 mmu/+167.48 ppm), MH+ 669.47999 Da, RT: 19.04 min,
Identified with: Mascot (v1.27); lonScore:40, Exp Value:5.3E-002, lons matched by search engine: 4/24
Fragment match tolerance used for search: 0.5 Da

Fragment Mat

Value Type: [Theo. Mass[Da]  ~

lon Series | Newtral Losses | Precrsor lons |

i b

s |y @
1 138.06619 HH B
2 26210912 N F32308% &
3 32314624 ) 41826603 4
4 43623031 L 34722891 3
5 523.26234 S 23414484 2
[ K RETARF B

Extracted fram: E1Stockagemachinesic/titowelos-NDYPTI201 2000043-LCPROGENESISIE-PP-Proten-824(BR01)_1 raw #3731

RT: 15.04
ITMS, CID@37 00, z=+1, Mono m/z=B68 470098 Da, MH+=E69 47538 Da, Match Tol=0.8 Da
w000 by’ ] -H0
52335 65152
1400 by
436,37

1200 b
§ 1000 323,32
2
£ g0
Z
z
£
= om0

bs-INH;
o ] 30532 -
34743
w0 ] ¥ ,
234,18 i
o L ! T T T 1
500 1000 1500 2000
miz
——— Precursor, Precursor-H, 0, Precursor-HyO-NHs, Precursor-MH, ——— b, b-H,0, b-NH;

— 7, 7-HoO, y-NH;




Frotein references (9):

- Myosin-1 O5=Homo sapiens GN=MYH1 PE=1 5V=3 - [MYH1_HUMAN]

Value Type:

Theo. Mass [Da]

lon Series | Heual Losses | Precursorlons |

i b b ser| g ye e
1 11409135 5754931 L 13
2 185.12847 9306787 A 1352.69444 676.85086 12
3 27216050 13658389 § 1281.69732 B41.33230 1
4 34319762 17210245 A 1194.62529 597 81628 10
5 45822457 22961592 D 112358817 BE2.29772 9
[ 571.30864 28615736 | 100856122 50478425 &
7 700.35124 35067926 E 895.47715 44824221 T
8 801.39892 4m.zozo T TEE.43455 38372091 B
9 9654.46224 48273476 Y B65.38687 33319707 5
10 107754631 539.27679 L 502.32355 25166541 4
11 119063038 h95.81883 L 38923348 19612338 3
12 1319.67298 BE0.34013 E 27615541 13858134 2
13 K 14711281 7406004 1

bequénce: LASADIETYLLEK, Charge: +2, Monoisotopic m/fz: 73395999 Da (+367.49 mmiy+773.19 ppin), MH+ 1466.91271 Da, RT: 63.49 min,
Identified writh: Mascot (v1.27); IonSeore:d4, Exp Value:2.2E-002, lons matched by search engine: 10/114
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-HoO; y; y-H.O; v-IHz

Extracted from: EXStockageiachinesicit-itgvelos-NDVFTI201 20D004 3-LCPROGENESISIE-FP-Froten-824(6601)_1 raw #1833 RT: 6349
ITWE, CIDE3T 00, 2=+2, Mono m/z=733.85988 Da, MH+=1466.81271 Da, Match Tol=0.8 Da
[M+2ZH ] -H, O, [M+2H - N H;
7463
4000 o
£ z000 ¥
g 89571
2 o by
2z 1 - 9" -Hy 1077.83 -
2™ Lo Far-Ha0 2 MH,, by H,0 be o T e - o
258,25 374,07 440.27 a7l : o 115004 Far 1353.04
P | H ; 8" 128150
] ¥ - NH bl 10me 1123.77 b ¢
tooo - 502,38 g 4 Fut-H0 1320.00
Y ‘389,38 | - ‘ 1263.52 ‘ "
o L L l“ L \“ i\ 1l ILHM|| , III " ‘| |‘ Ll L \J I .
200 400 00 200 1000 1200 1400
miz
= Precursor, Precursor-HyO, Precursor-H,O-WHs, Precursor-NH; =y, 7-H0, y7-NH;
— b, b-H.O



Protein referenices (2):
- Alpha-l-acid glycoprotein 1 O%=Home sapiens GN=0RMI1 PE=1 5V=1 - [A1lA Gl HUMAN]

Baquenc : TEDTIFLE, Charge: +2, Monoisotopic m/z: 497.84659 Da (+82.82 minu/+166.35 pprm), MH+ 994.68590 Da, RT: 50.07 tnin,
Identified with: Mascot (¥1.27); lonScore:33, Exp Value:1.1E-001, lons matched by search engine: 562

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.0; y; y-HaO; y-INHs

Walue Type: [Theo. Mass [Da]

lon Sevies | Neutral Losses | Precursor lons |

i b b (S| v v ez
1 10206458 ALE3NZ T E
2 231.09756 11605242 E 89347275 M7 200 T
3 34612451 17356583 D 764.43015 W\ 6
4 44717219 2408973 T 64340320 325.20824 5
5 560, 25626 28063177 1 54835552 27468140 4
E 707 32468 35416088 F 43627145 21813936 3
7 B20.40875 410.708071 L 28820303 14480515 2
8 R 17511836 88.06312 1

Extracted from: E\StockagetMachinestelt-ltgvelos-WDWPTI201 2ID0043-LCPROGENESISIE-PP-Proten-330(AE39)_2 raw #12952 RT: 5007
ITMS, CID@37.00, 2=+2, Mono miz=497 84659 Da, MH+=394.63530 Da, Match Tol=0.8 Da

—— Precursor, Frecursor-H,0, Frecursor-H;0-NH, Frecursor-NH: =—— y, 7-Hz0, y-NH;
—— b, b-H,0

3000 - Ve
76458
[M+3H]-H,0, [M+ZH ] -WH,

2500 - 438,95
E 2000 o
£
<
g
= 1500 ]
2
2
g b H,0 ysr-1H,
H X - w1 H;

1000 R el L 0n 533,12

b opgg 32518 ; X byt
23100 ; ; 5 : e e 520.71
a0 ] . Ly oy % L b 836 164955 by-H,O g IH. by H,0
e [ s i o -H0 g B ; o -NH;
17515 288,30 HO. ‘ ‘ ‘ 3949 747,56 802,56 657
o . ] . cgileaily L. | 1 1 i [
200 200 400 &S00 800 700 200 ) 1000
miz




Protein references (2):
- Ig heavy chain V-III region BRO OS%=Homeo sapiens PE=1 5W=1 - [HV305_HUMAIN]

Sequence: EVQLVESGGGLYVOPGGSLR, Charge: +2, Monoisotopic m/fz: 941.51993 Da (+14.87 mmu+15.8 ppm), MH+: 188203270 Da, RT: 52.47 min,
Identified with: Mascot (v1.30); lonScore:113, Exp Value:1.2E-009, lons matched by search engine: 16/208
Fragment match tolerance used for search; 0.5 Da
Fragments used for search: b; b-H0; b-WNH;; y; y-HaO; y-NHs

F
i
-

Value Type: [Theo. Mass D]~

lon Series | Neutral Losses | Precursor fons |

n b b [seq| v ||
1 130.04988 65,5288 E 19
2 229711830 1506279 ¥ 175296037 87698382 18
3 35717688 179.09208 @ 165389195 B27.44961 17
4 470.26095 235.63411 L 152583337 7E3.42032 16
5 569.32937 28516832 W 141274930 70687829 15
] B98.37197 34968962 E 131368088 B57.34408 14
7 785.40400 393205984 S 1184.63828 9282278 13
g 54242547 42171637 B 1097.60625 54930676 12
El 599.44694 450.22711 G 1040.58478 52079603 11

10 95646841 47873784 B 993.56331 49228529 10

n 1069.55248 53527988 L 92654184 46377456 9

12 1168.62090 58481409 W 81345777 407.23252 8

13 129667948 64884338 O 71438935 39769831 7

14 139373225 B97.36976 P 586.33077 29366302 6B

15 145079372 72n8e050 6 489.27800 24514264 &

16 1507.77519 79439123 B 432.25653 21663190 4

17 1594.80722 79TV S 375.23506 18812117 3

18 170789129 85444928 L 288.20303 14460575 2

19 R 17511896 gelenz 1

Extracted from: EStackageiMachinesicit-ltovelos-PROJETEIZ01 284 2UD00431E-PP-Proten-318(F638)_1 raw #1650 RT 52.47
ITMS, CID@E@3T .00, 2=+2, Mono r/z=941 51999 Da, MH+=1882.03270 Da, Match Tol=0.8 Da

&
s
=
s
=
i
Z

b
71446 bi’ ¥1a'-NHs, byt
bio®-Ha O, byo-NHs, by 116367 1296.76
- 470.79 - 892%46 b bug bt bya'-1THs
288.22 S 313,54 oy 1069.65 - 1393.97 145094 1691.02
beHO b0 3 ST Ll be ' ogsg0 94 118471 9 i by Lob
339,24 452,27 [ 696.42 7550 |mazas ¢ 1412.91 1526.08 159499 9708.17
; ; Ll i R el ‘. i | ] “ I - . i
400 00 200 1000 1200 1400 AG00 1800
miz

= Precursor, Precursor-H,O, Precursor-H,O-NH;, Precursor-MH; == b, b-H,O, b-NH;
— y, y-H:0, y-IH;




Protein references (17
- Desmoplakin O%=Homo sapiens GN=DZF FE=1 5V=3 - [DESF_HUMAN]

Pepide 5

kequence: ALLQAILQTEDMLE, M12-Oxidation (1599492 Da) =
Charge: +2, Monoisotopic m/fz: 802.03399 Da (+97.81 mmuA+121.95 ppm), MH+ 1602.07271 Da, ET: 74.58 min,
Identified with: Mascot (v1.30); lonScore:44, Exp Value:8.9E-003, lons matched by search engine; 117128
Fragiment match tolerance used for search: 0.5 Da

Value Type: | Theo, Mass [Da]

lon Series | Neutal Losses | Precursar lons |

al w oo | seq |y _—Y
1 204440 36 2684 k) 14
2 18512847 306787 L 163184003 TEE 42388 13
3 298 21264 14560391 L 1418 75602 038165 12
4 426 27112 21363920 ] 1306 67195 ER3 33361 11
5 437 30624 24315776 L) 1177 61337 58331032 10
13 £10.39231 30569979 | 110657625 SR3FNTE 9
7 72347638 36224183 L 99349218 497.24973 8
8 85153496 42627112 Q 88040811 44070763 7
9 95258264 47673436 T 752.34953 37667840 B
10 1081.62524 541 31626 E £51.30185 32615456 §
1 119665213 F48 82973 s} 52225925 26163326 4
12 1343 BB760 B72 34744 M-Ouidation 40723230 0411979 3
13 1486 77167 728 88947 L 26019688 13060208 2
14 K 14711281 7406004 1

Extracted from: EAStockageiMachinesiclt-ltgvelos-PROJETE201 184 MID0043NE-PP-Proten-326(RE05)_12102300235 2 rawe #22260 RT: 74 48
ITME, CIDE@37.00,2=+2, Monno m/2=802.03033 Da, MH+=1603.07271 Da, Match Tol=0.8 Da

— v, 7-H0, y-NH;

—— Precursor, Precursor-H, O, Precursor-H,O-NHs, Precursor-NH; =——— b, b-H,O, b-INH;

o0 .
Ve
993,68
500 [M+2H]2-Ha0, [M+2H]-NHg
732,70
@ 400 bs
E i 61034 b-NHs e
=t 52233 706,71 :
£ . bet, by : by-MH; b
2 [
£ 32637 2.7 v 935,79 108165 byt bt
= 2] ¥ : 65135 g . = b
i | -H,O .
2022 . L - ) y;ﬁ;} Vi 1343.95 1456.99
! 2o o . ] Cars, .
P R s s : o Wy by O, bt NH,
emar S f ‘ ‘ ‘ A ‘ i I 130585 143901
T T N A Lol il sl i | ST ‘
400 G600 200 4000 1200 1400 600
mfz




FProtein referenices (1):
- chlafen family member 14 O%=Hommo sapiens GIMN=5LFMN14 PE=2 5=2 - [SLIN14_HUMAN]

mmary

Sequence: VMKEEMI, M2-Osidation (1599492 Da) =
Charge: +2, Monoisotopic mjz: 45580000 Da (+77. 79 mumuf+170.66 ppin), MH+ 91059272 Da, RT: 49.80 min,
Identified with: Mascot (v1.30); lonScore:45, Exp Value:6.3E-003, lons matehed by search engine: 658

Fragment match tolerance used for search: 0.5 Da

Walue Type: [ Theo. Mass [Da]

lon Seies | Heutal Losses | Precursor lons |

al w | ow | s | T
1 100.07570 B0 64149 W 7
2 2447111 12406919 M-Oxidation B11.36850 40618809 6
E 375.20608 18810668 K B64.33348 33267038 5
4 504.24868 25262738 E 53623051 260.62289 4
5 £3329128 31714928 E 40719551 20410153 3
B TE4.33178 382 BES53 ] 27816331 13568029 2
7 K 14711281 7408004 1

Extracted from: EnStockageiMachingsicit-ltivelos-\PROJETSIZ01 154 D004 3\E-PP-Proteo-929(8633)_Z.raw #14628 RT 49.80
IThiS, CIDE3T 00, 2=+2, Mono miz=455 80000 Da, MH+=31053272 Da, Maich Tol=0.8 Da

124
s
664.44

12
=10
7
b= ]
Bl
=
2 s
5
E [M+2ZHP*-H,0, [M+2HJ*-NH;

by 447.48
* 247.16 ; .
74 .
536.27 o b e
2 w0 7 H 63;49 Te457 O
147.17 278.17 l ’ ‘ ‘
o I . l [ .' | 1 ) I i i
200 400 500 00 1000 1200
miz

——— Precursor, Precursor-H,0, Precursor-H,O-NH;, Precursor-NH; =——— b, b-HO, b-INH;
— ¥, y-H.0, y-NH;s




Protein references (1)

- Adenvylosuccinate lyvase O5=Homeo sapiens GMN=ADEL PE=1 5V={ - [PURE_HUMAN]

Value Type: | Theo. Mass [Da]

Ion Series | Neural Losses | Precursorlons |

Sequence: AFIITGOTYTR, Charge: +2, Monoisotopic m/z: 636.31999 Da (#477.21 mmu/+749.95 ppm), MH+ 127163271 Da,
Identified writh: Mascot (v1.30); lonScore:37, Exp Value:4.6E-002, lons matched by search engine: 5/98

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: by b-H.O; b-NHs; v; y-H.Q; y-NH;

a v v s oy v |n
1 7204440 3652504 A 1
2 21911262 11006005 F 119964193 60032460 10
3 33219689 1BEBO208 | 1052 57351 52679039 9
4 445 28098 22314412 | 939 48944, 47024836 8
8 biaf 32864 27IEEFRE T B2E 40537 41370832 7
B E03.36011 30217869 B 26 35769 36318248 B
7 731 401863 SEE 20798 @ BER 33622 334E7175 6
8 832 45637 41673182 T 540 27764 2P0E4246 4
El 935 51969 436826348 Y 43322396 22011862 3
10 109656737 54878732 T 27616664 1385069 2
1 R 17511896 88.0e32 1

RT: 49.23 min,

Extracted frorn: ENStockageiachines\cit-tavelos-\PROJETSI201 154 2UDO04TE-PP-Protec-825(6604)_1 raw #14537 RT: 49.23
ITMS, CID@37.00,z=+2, Mono miz=536.31999 Da, MH+=1271.63271 Da, Match Tol=0.8 Da

— v, 7-H:0, y-NH;

= Precursor, Precursor-H,0, Precursor-H;O-MH;, Precursor-NH; == b, b-H;C, b-NHz

3500 -
3000
2500
g
£
2 20004
= ¥
= . 826.40
2 1500 i bs "
E b-H,O  ¥3 v 6.5 ¥s 735,51 .
35645 932 4971 668,53 by 93065
1000 by : ¥ e NH i by py-lH, 23178 ’
3217 by, [ 52706 Fuo® =20 LTe-H0 mim ggy .
500 by ¥ L EAR P 592,45 707,48 ! by-H.0 v
219,13 27624 ¢ o J R Sl 7765 1052.75
. . ! i “‘u e bbdl !\l il ol i L ‘
200 400 800 &00 1000 1200
miz




Protein references (1):
- Serpin B5 O5=Homo sapiens GN=SERFINES PE=1 5V=2 - [SPB5_HUMAN]

Fequer\ce: [LVVNAAYFVGE, Charge: +2, Monoisotopic m/z: 647.43999 Da (+58.11 munu/+89.75 pprm), MH+ 1293.87271 Da, RT: 63.56 min, =
Identified with: Mascot (v1.30); lonScore:44, Exp Value:d.1E-003, lons matched by search engine: 7104

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search: b; b-NHs; y; 7-INHz

Value Type: | Theo Mass [Da]

lon Series | Neural Losses | Freoursorlons |

| v | be seq v v a2
1 114.09135 57 543931 | 12
2 22717542 11409136 L 118067252 59083330 11
3 326.24384 16362556 W 1087 58845 534.29786 10
4 42531228 21318877 W 968.52003 484.76368 9
5 53935519 7018123 N BE9.45161 43022544 8
E E10.39231 30663973 & 755.40868 37820798 7
7 E81.42343 341.21838 A E84.37158 34268342 B
8 B844.49275 42278001 Y E13.33444 30717086 &
k] 391 56117 49628422 F 45027112 22hE3520 4
10 103062955 54081843 W 303.20270 16210439 3
1 1147 B5108 7432917 6B 20413428 102567078 2
12 K 147.11281 FA.0B004 1

Extracted from: EAStockageiMachinesich-tgvelos-NPROJETSI201 2154 D004 31E-PP-Proten-A26(E05)_1 raw #18925 RT 6356

ITMS, CIDE37.00,2=+2, Mono miz=G47 43999 Da, MH+=1293 87271 Da, Match Tol=0.8 Da

100 - .
ve Ve
269,54
455
i 10
1000 - : 1067.69
z [MAZHP-HoO, [MAZHP-NH; ¥ yar-NHs
§ s00 638,23 j 968,71 1050.86
= by>-NH; o :
2 0 | .
£ oo by 332.25 w5032 byl Hs
£ 2 .
= 2717 YSQSNHE by - | bur
400 - 326300 i by’ ¥o'-NH; R 1090.78
s ; / | e 780 i BTl L3 99}?91 i
LEONS 496,17 N ‘. by’ -
200 o \ H Ful
3534 - ‘ | | | \ ! 114719 11en g
. ; . Ll L1 i | P
. | | ‘ TSI I H. Al | mir! il ; .
200 400 800 00 1000 1200
miz
= Precursor, Precursor-H,0, Precursor-HyO-MH;, Precursor-NH; == b, b-NMHz

— 7. ¥-NH:




Protein references (13
- Myomesin-1 O5=Home sapiens GMN=IMYOMI1 FE=1 5¥=2 - [MYOM]1_HUMAN]

Sequence: AVNAAGLSEYSQDSEAIEVE, Charge: +2, Monoisotopic m/z: 1040.99999 Da (-5.36 mumuf-5.15 ppm), MH+ 2080.99263 Da, RT. 43.79 min, =
Identified with: Mascot (v1.30); lonScore:44, Exp Value:7.9E-003, lons matched by search engine: 7/206
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.O; b-NHs; y; 7-Ha0; y-NHs

Value Type: [Theo. Mass [Da]

lon Series | Neural Losses | Freoursor lons |

i v v seq| g yir a2
1 7204440 36.52584 A 20
2 17282 BE.0E00S ¥ 200995629 1005.48678 19
3 28515575 143.08191 N 1910.89787 99595257 18
4 35619267 178.60007 A 179665494 298.93111 17
5 427.22993 21411863 A 172581782 96341255 16
3 484.25145 24262937 G 1654.78070 82783339 15
7 597.33553 23317140 L 159775923 79338325 14
8 E84.36756 34268742 S 148467516 74284122 13
k] 81341018 407.20872 E 1357 64313 £95.32520 12
10 97E.47348 488.74038 Y 126860053 E34.80330 11
1 1083 50551 532.25639 8 110653721 55327224 10
12 1191.56408 596.28568 0O 101850618 B08.75623 9
13 130659104 E53.79916 D B90.44660 44572694 8
14 139362307 B97.31517 & 779.41969 3\2134E T
15 1522 66567 761.83647 E 688.38762 34489745 B
16 159370279 797.35503 A 559.34502 28017615 &
17 1706.78685 853.89707 | 488.30730 24455753 4
18 1835.82945 918.41837 E 375.22383 18811555 3
19 1934.89738 967.95258 W 24518123 12353425 2
20 K 147.11281 7408004 1

Extracted from: ExStockagetMachinesiclt-iqvelos-NPROJETS201 184 AD004ME-PP-Prote-920(B541)_1raw #15178 RT 4075
ITME, CID@E37.00, z=+2, Mono m/z=1040.33393 Da, MH+=2080.89269 Da, Match Tol =0.8 Da

200 Vir®-HaO, 1™ -INHs, ys* o i b
o} by b -Ha0 yuz._H;Sé Zé,z'-NHg 3061 10583y oy 148499 is' 1836.27
R B 479,25 ’ b;;SHéU ; 119191 126538 WSBA2 B0, e NEs
= i b0, e ] 170818
w 100 1 . ¢ bt 18 2Ly ¥e H byst b — - : .
< o ¥e ¥a'r Do 687.83 H bis ; bis
2, 375,40 433,39 : 1203 68 1523.02 1594.03 / 1935.46
. i o i, ‘l\ P TR ‘ “U ( AT N ‘ L ‘ ! ,
400 a0 a0 1000 ra00 1400 1e0 +e00 2000
miz

—— Frecursor, Frecursor-H,0, Precursor-HpO-WHs, Precursor-NH; ——— b, b-H, 0, b-NH;

— 5, 7-H0, y-NH;




Value Type: [Theo Mass[Da] =

lon Series | Heutial Losses | Freoursorlons |

Protein referenices (1);
- Copper-transporting ATPase 1 O5=Homo sapiens GN=ATF?A FPE=1 5V=3 - [ATF7A_HUMAN]

il w b Seq. 3 v |2
1 130.04388 6552858 E 7

2 231.09756 1ne0s242 T 77251522 38676125 B

3 33016598 16298663 W 671.46754 w2705

4 458,26095 22963411 K 57239912 28670320 4

5 £14.36207 30768467 R 44430415 22265571 3

] 72744614 364.22671 | 288.20303 14460515 2

7 R 175,189 28.06312 1

Sequence: ETVKRIR, Charge: +2, Monoisotopic m/fz: 450.80000 Da (-483.09 mmu/-1071.63 ppm), MH+ 90059272 Da, RT:42.45 min,
Identified with: Mascot (w1.30); IonScore:28, Exp Value:3.8E-002, lons matched by search engine: 556
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,0; b-NHs; ¥; y-H,O; y-NH;

Extracted from: E1StockageiMachinesiclt-tgvelos-MPROJETSI201 2154 D004 31E-PP-Proten-A28(BA05)_2 raw #11272 RT. 4245
ITMS, CIDE37.00,2=+2, Mona miz=450 80000 Da, MH+=800 55272 Da, Match Tol=0.8 Da

2500 o y3~
444,48
2000
o)
H
£ 1500
z
]
2 bs
c .. .
g yéNH,  be c1n 0 bﬁ-H;g;:;-NHg
o771 330.29 g )
o 336,28 v H
s00 Vit 2 2 572,89 v V6"
B2t 8% .46 s .
17516 D¢ . 77260
e 336,54 ) s |
. . ; W T T Y
200 200 500 800 1000 1200
miz
—— Frecursor, Precursor-H,0, Precursor-H,O-NHs, Frecursor-NH: =—— b, b-H,0, b-NHs

— v, 7-H:0, y-NH;



Protein references (1)
- Tyrosine-protein phosphatase non-receptor type 13 O3=Homo sapiens GMN=FTFMN13 PE=1 5V=2 - [FTN13_HUMAN]

ﬁequenca: SMGFLEIK, Charge: +2, Monoisotopic m/z: 441.24000 Da (-501.91 mmuw/-1137.51 ppm), MH+ 38147272 Da, RT: 28,95 min, z
Identified with: Mascot (v1.30); lonScore:41, Exp Value:1.6E-002, Ions matched by search engine: 566

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H0; ¥; y-H,0; y-NH;

Fragment b

Vialue Type: | Theo. Mass [Da]

Ion Series | Neural Losses | Precursor lons |

al w | o [sa| v 1
1 BR03331 4452329 & E
2 213.07981 11004364 M 75644337 39822632 7
3 2761028 13855428 G 66440287 33270507 B
4 42316970 21200849 F B07.38140 0419434 &
5 536.25377 26863052 L 46031238 2306013 4
B £23 268580 31214654 § 34722891 17411803 3
7 736 36967 36868057 | 26019688 13060208 2
8 K 14711281 7408004 1

Exdracted from: ExStockageiMachinesicht-ltgvelos-PROJETSIZ01 2154 2ID004 3\1E-FP-Proten-024(6601)_2raw #7026 RT 2805
ITME, CID@37.00, z=+2, Mono m/z=441.24000 Da, MH+=881.47272 Da, Match Tol=0.8 Da
Vs

2500 -| Bo4.46

2000 -
= [M42H*-H, 0, [M+2H -MH;
s 432.83
2 1500 | i
=
z
5
£ oo ye

1 by ¥o-IH; 607.45
219.19 330,15 bs* g bs*
' b 5o 536,78 e NH 736.40
00 ] 7o 276328 by L ¥e'-PHs
14706 : 33093 ‘ 164742
o 1 S A ||“ |\|i||\ L ‘H | . . i
200 00 600 200 1000 1200
miz
—— Precursor, Precursor-H,O, Precursor-H,O-NHs, Precursor-NH: =——— y, y-H.0, y-NHs
—— b, b-H,O




[Protein references (1)
- Midasin O5=Homo sapiens GN=MDIN1 FE=1 V=% - [MDIN1_HUMARN]

Sequence: SYWLVESWCK, Charge: +2, Monoisotopic m/z: 563.79047 Da (-3.83 mmu/6.8 ppm), MH+: 1126.57366 Da, RT: 39.12 min,
Identified writh: Mascot (v1.30); lonScore:40, Exp Value:2,1E-002, lons matched by search engine: 654

Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-H,O; v; y-H,0; y-NH;

Value Type: |Theo Mass [Da]

len Series | Neutal Losses | Precursor lons |

aow o [sea] ¥ v |n
1 8803331 4452323 5 10
2 251.10263 12605495 ¥ 1039.54928 52027828 9
3 35017105 17558916 W 876.48036 43374662 8
4 46325512 2321320 L 77741754 3/I21241 7
5 562 32354 20166541 W £64.33347 3267037 B
B B51 36614 34E1BEF1 E 565 26505 2B313ETE 6§
7 77839817 38970272 & 43622245 21BET48E 4
8 B77 4BER9 439236593 W 34915042 17609886 3
a 980.47578 43074153 C 25012200 12556464 2
10 K 147.11281 74.06004 1

Extracted from: ENStockageiMachines\cit-ovelos-NPROJETSI201 2154 2D 004 \E-PP-Protec-820(6541)_1raw #10760 RT 3912
ITHS, CID@37.00,2=+2, Mona m/z=563.79047 Da, MH+=1126.97366 Da, Match Tol=0.8 Da
¥o'
87661

a0
g
2 bar
T 25116 ¥
s FI7AT

20
E o ye-H:0
=3 2 546,94
@ 350,31 B
g L
E S M+2HP-NHs-H.0

10 2

br-H0 . 546,13
22322 43%;37 ' by
) | i 691,52
o — : ; : — T . T T T T .
200 300 a00 500 00 700 200 00 1000 1100
miz
== Precursor, Precursor-H,O, Frecursor-H,0-MNHs, Precursor-MH; ===y, y-H,0, y-NH;
—— b, b-H,O




Protein references (1)
- Polymerase | and transcript release factor O5=Homo sapiens GN=FTRF FE=1 V=1 - [FTRF_HUMAIN]

SDQVNGVLVLSLLDK, Charge: +2, Monoisotopic mfz: 800.19999 Da (-251.45 mmu/-314.24 ppim),
Identified with: Mascot (v1.30); lonScore:68, Exp Value:3.9E-005, lons matched by search engine: 9/162
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-Ho0; b-NHg; v; y-Hz0; y-NH;

MH+: 1599.39271 Da,

RT: 74.23 min,

Yalue Type: | Theo. Mass [Da]

lon Series | Newtial Losses | Precursor lons |

| v | b sa. v ||
1 BE.03531 4452329 5 18
2 20306626 10203677 D 151286326 7HE93527 14
3 331.12484 166.0BB0E O 1357.83631 E93.42179 13
4 430.19326 218B0027 W 12B9.77773 E36.39260 12
A H44.23619 7262173 N 117070931 58685829 11
B BO1.25766 313247 G 1056.BEE38 52883683 10
7 700.32608 360.BEEER W 399 644591 50032609 9
8 81341015 407.20871 L 30067649 45079188 8
El 912.47857 45674292 W 787 49242 39424388 7
10 102656264 51328438 L E88.42400 34471564 B
1 1112 53467 5BE.80037 8 57633353 28817380 &
12 122567874 B1334301 L 488.30730 2445758 4
13 1338 76281 BE3.88504 L 37622383 18811866 3
14 1453 78978 72733882 D 26213976 13167362 2
18 K 14711281 74.08004 1

so0

Extracted from: ExStockageibdachinesicli-ltgvelos-PROJETEI201 154 2UD004 HE-PP-Proteo-920(6541)_2raw #23980 RT.74.23
ITMS, CID@37 .00, 2=+2, Mono miz=800.18983 Da, MH+=1598.38271 Da, Match Tol=0.8 Da

v, Precursor-H,O, Precursor-H;O-NHs, Pr

— 5, y-HO, y-NH;

ursor-NH; =—— b, b-H;0, b-IH;

v
20070
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= . e v
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= 1170.86
z ye-HO by
‘ . ¥a* 47029 544.21 » b
Faed TE o au;m ; ber ys | 105690 "
= w215 P - g sa8.21 1453.01
: iy 813,61 : .
: S . - Va2 .
; agnag R s i’ 1msse 0
R ’ ‘ 111200 0 b,
| 33048 ‘ ‘ ‘ | | | | ‘ ‘ 1436.96
R Y O 1 A RO Al fubuly | ‘ i ‘
500 1000 1500 200
miz



FProtein references (1);
- Annexin A3 O%=Homo sapiens GIN=ANXA3 PE=1 5V=3 - [ANXA3S HUMAN]

ﬁequence‘ GAGTNEDALIEILTTE, Charge: +2, Monoisotopic m/z: 838.03999 Da (+601.44 mmu/+717.68 ppm), MH+ 1675.07270 Da, ET: 73.21 min,
Identified with: Mascot (v1.30); lonScore:43, Exp Value:1.2E-002, Ions matched by search engine: 11/164
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: by b-H,0; b-INHs; y; y-HaO; y-NHs

Value Type: | Theo. Mass [Da]

lon Series | Neutil Losses | Precursor lons |

n b b [Se| ye |2
1 5802875 29.51801 G 16
2 129.08587 BB.03E57 A 1616.84307 BOBS2817 15
3 186.08734 53.54731 G 1545.81195 77340361 14
4 287.13802 14407116 T 1488.79048 74489888 13
5 401.17795 20109261 N 138774280 B34.37504 12
B A30.22085 26061391 E 127369987 B37.368357 11
7 B45.24750 32312738 D 1144 85727 A72.83227 10
8 716.28462 358E4585 A 102963032 51531880 9
El B29.36869 41518788 L 958.559320 47980024 8
10 942 45276 47173002 1 B45.60913 42326820 7
n 1071.49536 A36.25132  E 73242508 3BB.71E17 B
12 118457943 59279335 | B03.38245 30219487 &
13 1297 66350 64933539 L 490.29839 24565283 4 j

Extracted from: EnStockageiMachingsici-ltogvelos-PROJETSI201 2154 UD004 NE-PP-Proten-024(6601)_2 raw #23314 RT: 7321
ITMS, CIDE@37.00, 7=+2, Mono miz=838.03999 Da, MH+=1675.07270 Da, Match Tal=0.8 Da

[M42HP -H,0, g7 W Hs, [M42HF-1THs, by
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‘ ¥ ;
- e 50332 101174 118484 . .
w0 ] b L 498,28 ; ; 114484 115 Ty yu' by -Ha0, by~ NH;
o \377.29 < ) K l J 127375 138786 148193
R o / ||\ IJI‘I Ll adl by | ‘ L Lo | i 4 |
400 000 a0 1000 1200 1300 1000
miz
—— Frecursor, Precursor-H,0, Frecursor-Hy0-NH;, Precursor-NH; —— b, b-H,0, b-1TH;

—— 5, 5-H,0, y-NH;



FProtein references (1)
- Annexin A4 O%=Homo sapiens GHN=ANXA4 PE=1 5V=4 - [ANXA4 HUMAN]

ﬁequence‘ GLGTDEDAIISVLAYR, Charge: +2, Monoisotopic m/z: 847.11999 Da (+176.27 mmu+208.08 ppm), MH+ 1693.23270 Da, RT: 74.65 min,
Identified with: Mascot (v1.30); lonScore:df, Exp Value:6.0E-003, lons matched by search engine: 9/134

Fragient match tolerance used for search: 0.5 Da 2
Fragments used for search: b, b-H,0; y; y-H,0; 3-NH;

Value Type: | Theo. bass [Da]

lon Series | Neural Losses | Precurser lons |

al w | w [se] Y B
1 BB 02875 2951801 G 16
2 17111282 BEOEODG L 1636 85830 818433039 15
3 22813429 11467078 G 1622 77483 7E1BA106 14
4 32918197 1EG.09462 T 1465 7H336 73338032 13
8 44420832 22260810 D 1364 70568 EB2 BRE4E 12
B B73. 25152 28712340 E 1243 E7873 E25.34300 11
7 EBR. 27847 34464287 D 1120 E3613 BE0.82170 10
8 7HA 31559 3016143 A 1005 B0918 H0330823 9
El 872 39966, 43670347 | 434 57206 467 78967 B
10 386 48373 49324560 | 821 48793 41124763 7
11 1072 51676 H3676162  § 708 40392 35470660 B
12 1171 58418 58629573V 621.37163 311838 5
13 1264 BEB2S B4283776 L 522 30347 26165537 4
14 135570537 B78.39632 A 403.21340 20511334 3 —
15 1518, 76569 7H9.88798 Y 33818228 169.59478 2
18 R 17511896 280632 1 _‘I

Extracted from: EAStockageiMachinesicit-ltqvelos-WPROJETSI201 284 D004 ME-PP-Proten-828(AA33)_2 raw #23428 RT. 74 66
ITME, CIDE@37.00, z=+2, Mono miz=847 11898 Da, MH+=1653 23270 Da, Match Tal=0.8 Da

o ] [M42H]er-H,0, [M4ZH]E-NH,
838,16
200
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=
H
g 200 4 br-H.0
s % 670,42 b fur by N
g™ ’ 85,61 Fuo' 104935 123476 fro
- 7 e Ve . 1w i . 0.
1 323.35 ye2 | bu 62143 M L Yz Lobt
409.32 100583 b Ha 136496 )
! 22"~ Hat 151916
o ] 4836 50657 ‘ e
. ‘ L 0l i it AL [T ; ‘
a0 1000 1800 2000
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v, Frecursor-H,0, Precursor-HyO-MHs, Precursor-MH; =—— 3, y-Hy0, y-NHs




Frotein references (1)
- Hydroxysteroid dehydrogenase-like protein 2 O5=Homo sapiens GN=HS5DLZ PE=1 5V=1 - [H5DLZ_HUWMAN]

(+86.52 munuf+94.24 ppm), MH+ 183515270 Da, RT: 73.59 min,
Identified with: Mascot (v1.30); lonScore:53, Exp Value:1.4E-003, lons matched by search engine: 9/154

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-HzO; y; y-H;O; y-NH;

Yalue Type: [ Theo. Mass [Da]

lon Seties | Neutil Losses | Precursor lons |

il v | b S| v ||
1 11409135 57.543931 L 18
2 22717542 114091358 L 172189569 86145148 17
3 284.19689 14260208 G 1B0B.81162 80490945 1B
4 385.24457 19312592 T 155179015 77639871 15
5 433.32864 249 66796 | 1450.74247 T2587487 14
[ B61.39196 3Nk ¥ 1337.65840 66333284 13
7 TE2.43964 WTIME T 1174.59508 ne7.e018 12
8 83347676 1724202 A 107354740 537274 1
9 904.51388 452 76058 A 100251028 501.75878 10
10 103355648 51728188 E 931.47316 46624022 9
11 116253308 58180318 E BOZ.4306E 40171892 8
12 127568315 E38.34521 | B73.3879E 33719762 7
13 140472575 02 BEEST E AE0.30389 ZB0EE558 B
14 147576287 730307 A 431.26129 21613428 5
15 157483129 AT W 360.22417 18061572 4
16 163185276 91643002 G 26115575 1309151 3
17 168687423 84424075 G 204.13428 10257078 2
18 K 147.11281 7406004 1

oy K
Extracted fram: EAStockageiMachinesiclt-ltgvelos-NPROJETSI201 2154 D004 3E-PP-Prote0- 927 (BB07)_1 raw #23841 RT 7353
ITMS, CID@E37 00, z=+2, Mono m/z=918.07939 Da, MH+=1835 15270 Da, Match Tal=0.8 Da

[M-ZHPH,0, (MAZHP-NH;
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261.17 i 495,79 156024 - 1275.93 H 1557.1¢f Vie bt
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—— Precursor, Precursor-H,0, Precursor-H,0-MH;, Precursor-NH: =—— v, y-H,0, y-lH;
— b b-HO0




Protein references (1}
- Protein-L-iscaspartate(D-aspartate) O-methyltransferase O5=Homo sapiens GN=FCMTI1 PE=1 V=4 - [PIMT_HUMAN]

Peptide Summary
Eequer\ce: ELVDDSVNNVE, Charge: +2, Monoisotopic m/fz: 630.27993 Da (-35.01 mrau/-55.55 ppm), MH+ 1259.55271 Da, RT. 35.69 min, |~
Identified with: Mascot (v1.30); lonScore:41, Exp Value:2 0E-002, lons matched by search engine: 6/96

Fragment match tolerance used for search; 0.5 Da

Fragments used for search: b; b-H,0; b-NH;; y; y-H.0; y-INHs

Walue Type: [Theo. Mass [Da] ¥

len Series | Neural Losses | Precursor lons |

al oo |sq| v e
1 130 04388 BREZEEE  E 1
2 24313395 12207061 L 1130 5R008. BBA 79368 10
3 34220237 17160482 W 1017 43601 F0926164 9
4 457 22932 22911830 D 91642759 45371743 8
5 57225627 28663177 D 80340064 40220396 7
3 659.28830 33014779 § 688.37369 34460048 &
7 75839672 7968200 W B01.34166 30117447 5
8 97233965 43B703E6 N 502.27324 251.64026 4
El 986.44258 49372433 N 38023031 19461873 3
10 108551100 54328914 W 27418738 13753733 2
11 R 17511896 8806312 1

Exfracted from; E\Storkageiachinesiclit-liovelos-\PROJETSI201 2154 21D004 3E: Proteo-929(6633)_2raw #9205 RT 35.69
ITMS, CID@@37 00, 2=+2, Mono miz=A30.27999 Da, MH+=1253.55271 Da, Match Tol.=0 8 Da

a0 . by Hi O, by NH.
. by-H,0 50" -He O, by 5
& a0 bar-H,0 7 . 7 -Ha )
2w PO S a5 ainer e
2 oo 26 40160 & . . i
= 80 Vo e o yor
g o0 ¥ ys beHO [s0a21 68348 80356 . 101775
2 %00 3b-H.0 27426 38834 | 439.27 . 872657
£ 20 )
2513 !
100 -
o L ST A T | Y A Ll [l [ . ‘ L1
200 a0 om0 om0 1000 1200 1a00 a0 Ja0
miz

—— Precursor, Frecursor-HzO, Precursor-HpO-NH;, Precursor-NH; = b, b-H0, b-NH;
— ¥ y-H0, y-NH;




FProtein references (13
- Cytosolic 5-nuclectidase 3 O5=Homo sapiens GN=NT5C3 PE=1 V=3 - [SNTo_HUMAN]

bequence: VVSNFMDFDETGVLE, M6-Oxidation (1599492 Da) [
Charge: +2, Monoisotopic mjz: 858.91999 Da (+8.85 mmuf+10.21 ppm), MH+ 171682270 Da, RT: 57.12 min,

Identified with: Mascot (v1.30); lonScore:46, Exp Value:5.4E-003, lons matched by search engine: 11/150

Fragment match tolerance used for search: 0.5 Da

Value Type: | Theo. Mass [Da]

lon Series | Neutral Losses | Frecursor ons |

i b bt | Seq |y v ez
1 100.07570 B0.64145 W 18
2 19314412 100.07570 W 1E17.74659 BO9.37693 14
3 2BB.17E15 14355171 5 151867817 75984272 13
4 400.21908, 20061318 N 143164614 71632671 12
5 547.28750 274.14733 F 1317.60321 65330524 11
3 £34.32291 347 66509 M-Dwidation 117053479 58577103 10
7 §09.34986 40517857 1] 1023.43337 51228332 9
8 956.41828 47871278 F 90847242 45473985 8
9 107144523 53622625 1] 761.40400 381.20864 7
10 1200.48783 B00.74755 E B46.37705 32369216 6
11 1301.53551 B51.27139 T 517.33445 25977086 §
12 1358.55658 B79.78213 G 416.28677 20864702 4
13 1457 62640 72431634 W 359.26530 18013628 3
14 157070347 78586837 L 2B0.19688 13060208 2
18 K 14711281 7408004 1

Extracted fraom: EfStockageiMachinesicit-ltqvelos-iPROJETSI201 2154 2UD004 ME-PP-Proteo-929(BB33)_2raw #17332 RT 6712

ITMS, CID@E37 00, 2=+2, Mono miz=858 91998 Da, MH+=1716.83270 Da, Match Tal=0.8 Da

1200
E 100 by bs* yu-MH;
3 a0 ba-H,0 40532 WA e o bye-Ha 0, by NE
= w0 338,24 / 646,47 R Loy U T
= . L st e R L 1170.73 i
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< e {20029 4635 45438 e ‘ 93776 s 1317.82 143714
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400 00 200 4000 1200 1400
miz

—— Precursor, Precursor-H,0, Precursor-HyO-NHy, Precursor-NH; —— b, b-H,0, b-NH;
— ¥, y-H0, y-NH;




Protein references (1)
- Uncharacterized protein Chorf4? Of=Homo sapiens GMN=ChorfdZ FPE=]1 5V=4 - [CE04Z_HUMAN]

MH+ 1690.70544 Da, RT: 16.33 min, a

Sequence: CPFPKLDLVLSKSSR, Charge: +3, Monoisotopic m/z: 564.24000 Da (+256.85 mimu/+455.26 ppm),
Identified with: Mascot (v1.30); lonScore:38, Exp Value:3 5E-002, lons matched by search engine: 9/146
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: by b-Hay0; b-NHz; v, y-HoO; y-NH;

Value Type: [Theo. Mass[Da] =

lon Seties | Neural Losses | Precursor ons |

al w | e | v sl v = v |
1 10401647 5251187 8/3437 C 12
201.08924 101.03826 E7.63460 P 1586.92653 793.96890 529.64703 14
3 34813766 174.57247 Te7I740 F 1489.87376 T45.44052 497.23610 13
4 44519043 223.09885 149.06833 P 1342.80534 671.90831 448.27330 12
ly 57328540 28714634 19176685 K 1245.75257 62337932 4592237 1
L} B86.36947 34368837 22946134 L 1117.65760 559.33244 37322405 10
7 801.39642 40120185 26700366 D 1004.57353 50273040 33552936 9
g 914.48049 45774338 054383/ L 98954658 44527693 29718704 8
9 1013.54891 50727803 3!E215 W 77646251 38873433 25949235 7
10 112663238 563.82013 7621584 L 67733409 33920068 22646985 B
" 1213.66501 60733614 40522652 5 564.31002 28265965 18877486 §
12 1341.75398 67138363 44702484 K 47727793 23914263 159.76418 4
13 1428.79201 71489964 4760352 5 34918302 175.09515 706586 3
14 1515.82404 75841566 G05.094620 S 26215093 13157913 8805518 2
15 R 175.118% 88.06312 59.04450 1

Extracted from; E\Stockageiachinesiclt-iqvelos-NPROJETEI201 154 WD 004 HE-PP-Proteo-926(BE0S)_Zraw #3091 RT. 1633
ITMS, CID@37.00, 2=+3, Mono miz=564 24000 Da, MH+=183070544 Da, Match Tol=0.8 Da

150
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g 100 4
= s -] H;
2 b 547.12 b, Fu
% b,i’;gz—ﬁNHg bt 401,09 67150
&0 - ; 320 Bz |bst-NHz b
. b 556,18 i bt
bs? iy 507,90 ! ; e .
R P : | 71459 by, yrHaO e
188.98 : ’ : 758,16 88938
ol b bl \ ‘ ‘ ‘ ‘
200 00 500 00 1000 1200 1400 1800
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—— Precursor, Precursor-H,0, Precursor-HyO-NHs, Precursor-NH; =—— b, b-H,0, b-IH;

— 7. y-H0, y-NH;




Protein references (13
- Glyoralase domain-containing protein 4 O%=Homo sapiens GN=GLOD4 PE=1 5¥V=1 - [GLOD4_HUMAN]

Sequence: LGNDFMGITLASSQAVENAR, Charge: +2, Monoisotopic m/z: 1026.87999 Da (+367.54 mmu/+357.92 ppim), MH+ 2052.75270 Da, RT: 64.30 min, =
Identified with: Mascot (v1.30); lonScore:42, Exp Value:1.5E-002, lons matched by search engine: 8212

Fragment match tolerance used for search: 0.5 Da =
Fragments used for search: b; b-H,O; b-NHs; y; 3-H,0; y-NH;

Value Type: [Theo. Mass [Da]

Ien Series | Neutal Losses | Precursor lons |

al w | w |se| ¥ v e
1 11409138 5754331 L 20
2 17111282 BEORO0S G 193893390 96397059 13
3 28518575 14308151 M 1881.91243 941 45985 18
4 40018270 20053433 D 1767 8R950 064 43839 17
5 547 25112 27412920 F 1652 84255 82692491 16
B 67829162 33964945 M 160677413 75339070 15
7 735.31309 3EBIEME G 1374.73363 BB7.87045 14
8 84339716 470222 | 13771216 65035972 13
9 34344434 47522608 T 1204.62809 60281768 12
10 1062.52891 53176809 L 110258041 55229384 11
1 1133.56603 56728665 A 39043634 49575181 10
12 1220.59308 E10B0267 & 919.45922 46023325 9
13 1307.63009 E5431868 G 83242713 4BTI723 8
14 1435.68067 TI837T Q 74539516 a0z 7
15 150672579 7386603 A B17.33658 30917193 B
16 160579421 803.40074 ¥ 54629946 27365337 §
17 169282624 84691676 § 447.23104 22471916 4
18 18068617 039322 N 360.199M 18060314 3
19 187790629 93945678 A 24615608 12358168 2
20 R 17511896 88.06312 1

I -
Extracted fraom: E'\StockageiMachinesiclt-ovelos-NPROJETSIZ201 218420004 31E-PP-Proten-820(65641)_2raw #20405 RT: 6430
ITMS, CID@3T7 00, 2=+2, Mona rmfz=1026 87383 Da, MH+=2062 75270 Da, Match Tal=0.8 Da
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= Frecursor, Precursor-H,0, Precursor-H,O-NHs, Precursor-NH; == b, b-H:0, b-NH;
— ¥, y-HoO, y-NH;




Frotein references (1):
- GTF AMP phesphotransferase AKS, mitochondrial O5=Homeo sapiens GN=AKS2 PE=1 5V=4 - [KAD3 HUMAN]

Sequence: NLTQYSWLLDGFFR, Charge: +2, Monoisotopic m/z: 855.27999 Da (-156.06 mmu/-182.47 ppm), MH+ 1709.55270 Da, RT: 78.28 min, =
Identified with: Mascot (v1.20); lonScore:48, Exp Value:3.7E-003, lons matched by search engine: 9/144
Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,O; b-NH;; y; y-H,0; y-NH;

Value Type: [Theo. Mass [Da] =

lon Seiies | Newial Losses | Frecursor lons |

# b+ bi ‘ Seq. ‘ v ¥ ‘ 2 ‘
1 116.06021 hB.02874 N 14
2 22813428 11467078 L 165682171 79841449 13
3 32918196 1B6 03462 T 1482 73764 74187246 12
4 457 24054 22912391 @ 1381 BBIAE EA1.34862 11
) EB20 30386 310EEEG? Y 1263 E3138 B27.31333 10
B 70733589 36417168 8 1080 BER0E G4 78767 8
7 853 41521 44721124 W 1003 63603 BO227166 &
8 1006 43328 60376328 L 817 45671 40923193 7
El 111968335 BE0 29531 L 704 37264 OE2ERY9E B
10 1234 61030 E1780873 D £31 28857 2914792 &
1 1291 63177 B4R31HE2 B 476 26162 23863445 4
12 143870013 71986373 F 413245 21012371 3
13 153575296 7eB38012 P 2721773 13658350 2
14 R 17511636 BROB312 1

Extracted from: EAStockagetMachinesiclt-tgvelos-WPROJETSI201 15 42UD004 ME-PP-Proteo-320(6541)_1 raw #26636 RT 7828
TMS, CID@37 .00, z=+2, Mono miz=845 27383 Da, MH+=1703.66270 Da, Match Tal=0.8 Da
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—— b, b-H,0, b-MH;



Protein references (1)
- ADPFATP translocase 1 O5=Homo sapiens GIN=5LC2544 PE=1 5V=4 - [ADT]1_HUMAN]

Peptide :
Eequence: DFLAGGVAAAVSK, Charge: +2, Monoisotopic myz: 603.28000 Da (-49.96 mumuf-82.81 pprm), MH+ 1205.55271 Da, RT: 53.86 min, =
Identified with: Mascot (v1.30); lonScore:59, Exp Value:3.0E-004, Ions matched by search engine: 9118
Fragment match tolerance used for search; 0.5 Da

Fragments used for search: b; b-H.O; y; y-H.O; y-INH;

Valuz Type: [Theo. bass [Da]

lon Seties | Neutal Losses | Precursar lons |

al v | w |sm| ¥ i
i 1603423 852075 D 13
2 26310265 13206495 F 103062559 54581643 12
3 37618672 18859700 L 4317 47228222 11
4 47,2238 2011556 A 83047310 41574019 10
5 50424531 226529 G 753.43599 38022163 9
§ 561.26678 611703 G 024451 17089 6
7 560.33520 JEN2 v §45.39304 232006 7
8 ek 61630 A 545, 32462 27366555 6
] 80240944 40170035 A 475.20750 23014738 5
10 87344556 437,092 A 40425038 2025265 4
11 47251498 BT v P36 6711027 3
12 iosa Tl 53027714 & 23414484 17,5706 2
13 3 147.11261 7406004 1

um

Exracted from: EStockagelMachinesiclt-iqvelos-PROJETS1201 154 D004 3E-PP-Proten-923(6592)_2 raw #15080 RT: 5386
TMS, CIDEAT 00, 2=+2, Mono mfz=E03 28000 Da, MH+=1205 55271 Da, Match Tol=08 Da

[M+2H] -H, O, [M+ZH - NH;
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= Precursor, Precursor-H, O, Precursor-HaO-NHs, Precursor-NH: =y, y-H,O, y-NH;
—— b, bH,0




Protein referenices (13
- b-phosphofructokinase, liver type O5=Homo sapiens GN=FFKL FPE=1 5W=6 - [K6PL_HUWAN]

maiy

Sequence; IMEVIDAITTTAQSHQR, Charge: +2, Monoisotopic mfz: 95747999 Da (-11.17 mmu/-11.66 ppm), MH+ 1913.95270 Da, RT: 58.32 min,

Identified with: Mascot (v1.30); lonScore: 104, Bxp Value:®.6E-009, lons matched by search engine: 11/158
Fragment mateh tolerance used for search: 0.5 Da
Fragments used for search: b; b-FH,0; b-NH; y; y-H;O; y-NH;

Walue Type: | Theo Mass [Da]

lon Seties | Nevtal Losses | Precursor lans |

nl b bt Seq.| gt v e
1 114.09133 5754931 | 17
2 245131853 12306996 M 180089093 900.94311 16
3 7417445 187.599086 E 1663.85045 83542886 15
4 473.24287 23712507 v 1540.80785 Fr0.90796 14
] 5B6.32694 29366711 | 1441.73943 F21.3733% 13
3 701.35389 3911808 D 132865536 BE4.83132 12
7 772390 3TEEIITS A 121362841 60731784 11
8 BB85.47508 44324118 | 114259129 57179328 10
El 9B86.52276 49376502 T 1029.50722 51525725 9
10 1087 57044 4428886 T 328 45954 46473341 8
1 118861812 A8ag1270 T 827 41186 4142087 7
12 1269 65524 B30.33126 A FZEB.36418 3E3EBO73 B
13 1387.71382 B34.38068 O E55.3270E 32816717 B
14 147474585 73787606 & 527 26848 26413788 4
158 1611.80476 BOB.40E02 H 440.23645 22082186 3
18 1739.86334 B70.43531 Q 30317754 15209241 2
17 R 17611836 BBOE31Z 1

Extracted fram: EAStockageiMachinesiclt-iqvelos-NPROJETS201 WE4 D004 3\E-PP-Proteo-918(6538)_2 raw #18433 RT 6832
ITMS, CIDE@37.00,7=+2, Mono miz=357 475030 Da, MH+=1313 056270 Da, Match Tol =0 & Da
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Protein referenices (1):

- Myosin light chain 1/3, skeletal muscle isoform O5=Hotme sapiens GN=KYL1 FE=1 5V=3 - [MYL1_HUMAN]

Peptic

mmary

Sequence: ITLSQWVGDVLE, Charge: +2, Monoisotopic mjz: 600.28000 Da (-571.48 mrmiy/~252.03 ppim), MH+ 119955271 Da, RT: 59.26 min,
Identified with: Mascot (v1.20); lonSeore:63, Exp Value:1.3E-004, lons matched by search engine: 77104
Fragment match tolerance used for search: 0.5 Da
Fragments used for search: b; b-F,O; b-NHs; y; y-H.0; y-IHs

(RIS B

Value Type! | Theo. Mass [Da]

len Series | Neutal Losses | Precunsor lons |

al v N 1
1 11409135 f7 54331 I 1
2 21513903 10807315 T 1087 61065 H44.30896 10
3 328.22310 16461919 L 986.56297 49378512 9
4 415.25513 20813120 S 873.47890 43724309 8
El 543.31371 27216043 Q 706.44687 39372707 7
3 £42.38213 32169470 W £58.38829 32989778 6
7 £33 40360 35020544 G 553.31387 26016357 5
El 814 43055 40771891 D 502 29840 25165284 4
El 513 43897 45725312 W 387 27145 19413936 3
10 1026 58304 BI379516 L 288.20303 144 BO515 2
1 R 17611896 BROE312 1

>
Extracted from: E1StockagelMachinesiclt ltqvelos-\PROJETSI201 21542UD0043\E-PP-Proten-926(5605)raw #17603 RT: 50.26
ITWS, CID@37.00,z=+2, Mana miz=600.28000 Da, MH+=1199.55271 Da, Mateh Tol=0.8 Da
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2 2000 ]
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5 . 49366 s )
£ + NH ” 658.51 REt Vo' -NHz
ye'-INHs 39417 1070.83
1000 | R I o Vot be" by
By - N y;a; 922 544,51 642% 699,77 B Bag -
s00 { g5 28834 '@_87.‘_14 z ] | ‘ 913,70 102683 1087.38
) | T M iHh AR il L i | . | ‘ ‘ ‘ ‘
200 400 00 00 1000 1200 1400 1600 800

—— Precursor, Precursor-H,0, Precursor-H,0-NHs, Precursor-MH: ——— b, b-H,0, b-NH;
— v, y-H0, y-NH:




Protein references (1)
- Transgelin O5=Homo sapiens GN=TAGLN FE=1 5¥=4 - [TAGL_HUMAN]

Sequence: LVEWIIVQCGPDVGRPDR, C9-Carbamidomethyl (57.02146 Da) =
Charge: +3, Monoisotopic m/z: 703.79999 Da (+98.21 mmu/+133.54 ppm), MH+ 2109.38543 Da, RT:60.63 min,

Identified with: Mascot (v1.30}; lonScore:65, Exp Value:7 6E-005, lons matched by search engine: 10/184

Fragment match tolerance used for search: 0.5 Da

Walue Type: [Theo. Mass [Da]

lon Seties | Neutral Losses | Freoursorlon |

al v | v | e | v v v el
1 114.09139 57.54931 3|T0197 L 18
2 213719977 107.08352 7172477 v 1996.00702 998.50715 BEEOO71S 17
3 34220237 171.60482 114.73897 E 189693860 94897294 63298438 16
4 52825169 26464448 176.76541 W 176783600 G54 45164 58957018 15
5 541.36576. 321.18652 21446010 I 1581 81668 791.41198 52754374 14
B 75444983 37772855 25215479 1 146873261 734.86994 49024305 13
7 85361825 427 26276 285.17760 v 135664854 B78.32791 45266438 12
8 581.57683 491.25205 327.86373 a 1256.58012 B28. 73370 419563156 11
El 1141 60748 B71.30738 381.20734 C-Carbami. 112852154 B64. 76441 37684536 10
10 119862895 59381811 400.21450 G 968 49088 48474908 3z23smer 9
1 129568172 54834450 43256542 P 91146341 456.23834 30443465 8§
12 141070867 70585797 A470.90774 D §14.41664 407.71196 27214373 7
13 1809.77709 75539218 503.93055 v 53338969 35019848 23380141 6
14 1566.73856 78390292 52293770 G 60032127 30066427 20077861 §
15 172289968 B61.95348 57497141 R 54329980 27215354 181.77145 4
18 181995245 91047386 BO7.32233 P 387.198E8 194.10298 12973774 3
17 193497340 9B7.99334 E45.EE4E5 D 290.14591 14557653 9738682 2
18 R 17511896 BB.0B312 B3.04450 1

Extracted from: E\StockageiMachinesiclt-ltovelos-NPROJETS1201 254 20D0043E-PP-Proten-322(6585)_1 raw #18313 RT: 8063
TWE, CIDE3T 00,7=+3, Mono miz=703 73988 Da, MH+=2103 38543 Da, Match Tol =08 Da
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— 7. y-H.0, y-NH;




Protein references (10
- Flawin reductase (MWADFPH) O5=Homo sapiens GN=BLVEE PE=1 V=3 - [BLWVRB_HUMAN]

fequence: TVAGQDAVIVLLGTR, Charge: +2, Monoisotopic m/z: 757.03999 Da (+99.17 mmu+131 ppm), MH+ 1513.07271 Da, ET: 67,18 min, B
Identified writh: Mascot (v1.20); lonScore:101, Exp Value:1.7E-008, [ons matched by search engine: 11158
Fragment match tolerance used for search: 0.5 Da

Fragmente used for search: b; b-H,0; b-INHs; y; y-H.O; y-INHs

Value Type: [Theo. Mass [Da]

lon Series | Neutal Losses | Frecursor ons |

al w | e se| v |
1 102.05436 15312 T 15
2 201.12338 101.06533 v 1411.82682 T06.41705 14
3 27216050 13658389 A 131275340 65688284 13
4 32018197 16509462 G 124172128 62136428 12
) 467 24055 22912391 0 1184 63381 HH285354 11
E 572 26750 2BEE3F3I3 D 1066 64123 62882425 10
7 B43 30462 32216635 A 941 E1428 47131078 9
8 74237304 371E9ME W BI057716 43579222 &
9 85545711 42823219 | 771 50874 36625801 7
10 954.52553 47776640V E8.42467 32971597 6
1 106760360 53430844 L 55935625 28018176 5
12 118069367 5085047 L 446.27218 22383973 4
13 1237 71514 61936121 G 33318811 167.09763 3
14 1338 76282 BEABEE0S T 27616664 13868696 2
15 R 17611896 BROE3T2 1

Extracted frorm: EnStockageiMachingsicit-Itgvelns-PROJETSI201 2154 2UD004 NE-PP-Protea-22(6585)_1 raw #20639 RT 67.18
ITMS, CID@3T7 00, 2=+2, Mono miz=757 03838 Da, MH+=1613.07271 Da, Match Tal=0.8 Da

s000 [M+2H - H, 0, [M42H -1 H;
74826

4000 5"
% 559,38 55?45 by*-HzO, buo-NH;
2 so00 X 936,71
R S S v - ’
] 27224 3327 . . .
£ oo 446.30 bt 87073 94y1981" 1055’:83 Vi ¥z
£ 3 - . 124187

; by'-H,0 1213.07
00 bs'-H0 yoolH, | 57229 A 1162.81
43926 542.32 ‘ ‘ i
. L - L o Ll | ALl LI ‘ ‘
00 400 600 00 1000 1200 1400

miz

—— Precursor, Precursor-H,0, Precursor-HyO-NHy, Precursor-NH; —— b, b-H,0, b-NH;
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Protein references (13:
- Acylamino-acid-releasing enzyme O%=Homo sapiens GN=AFEH FE=1 V=4 - [ACPH_HUMAN]

Peptide §

Eequence: ALDVSASDDEIAR, Charge: +2, Monoisotopic m/z: 681.27999 Da (-50.88 mnu/-74.68 ppim), MH+ 136155271 Da, RT: 39.81 min, =
Identified with: Mascot (v1.30); lonScore:62, Exp Value:1.5E-004, Ions matched by search engine: 14/110
Fragment match tolerance used for search; 0.5 Da

Fragments used for search: b; b-H.O; y; y-H.O; y-INH;

Walue Type: |Theo, Mass[Da] =

lon Seties | Neutal Losses | Precursar lons |

al v | e |se| v e
1 7204440 SER2GRE A 13
2 18612847 S30E787 L 1290 61727 E45.81227 12
3 30015542 16068135 D 1177 53320 b83.27024 11
4 39922384 20011866 W 1062 G0EZE5 53176676 10
5 48625587 24363157 § 96343783 48222255 9
B 557.29299 279153 A 876.40580 43870604 &
7 B44.32502 32266615 & 805, 36568 40318798 7
i 75335197 #|017%z D 71833665 JIEFI% B
El 87437332 4376330 D 60330970 30215843 &
10 1003.42152 G0221440 E 480.28275 24464501 4
1 1116 50559 EEG 75643 | 353.24015 18012371 3
12 1187 54271 F9427433 A 24615608 12358168 2
13 R 17511896 8806312 1

Extracted from: EnStockagelMachines\cit-tovelos-NPROJETS201 2154 0D004 ME-PP-Proteo-928(6614)_Zraw #10830 RT: 39.81

TM, CID@37.00, 2=+2, Mone miz=b81.27998 Da, MH#=1361.55271 Dia, Maich Tal =0.8 Da
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—— b, bH,0




FProtein references (1)
- Hemoglobin subunit gamma-1 O%=Home sapiens GIN=HEBEGL PE=1 5V=2 - [HBGI_HUMAN]

b quence: MVTAVASALSSR, Charge: +2, Monoisotopic myz: 596.80000 Da (-21.41 mmu/-35.88 ppm), MH+ 1192.59271 Da, RT: 45.70 min, =
Identified with: Mascot (v1.30); lonScore:49, Exp Value:3.0E-003, lons matched by search engine; 8/104

Fragment match tolerance uged for search: 0.5 Da =
Fragments used for search: b; b-H;0; y; y-HaO; y-NH;

Yalue Type: | Theo. Mass [Da]

lon Seties | Neutral Losses | Precursar lons |

al v | ow sm| 1
1 13204778 BEEZTEI M 12
231 11620 TIE0E174 W 06T 53500 63130114 11
3 332 16388 168568 T 562 H2E5S 48176693 10
4 403 20100 20210414 A BE1.47850 43124309 §
5 502 26342 25163835V 79044178 39572453 8
B 57330654 28719691 A B91.37336 34619032 7
7 66033857 33067292 S 62033624 J067176 B
8 731.37563 3615148 A 53330421 26715574 5
El 844 45976 42273382 L 462 26703 23163718 4
10 931 49179 46624953 § 34318302 17609515 3
1 1018 52382 B09.76555  § 26215099 13187913 2
12 R 17611896 BROE312 1

Extracted from: E'StockageiMachinesicl-tgvelos-NPROJETSI201 2154 D004 31E-PP-Proteo-326(BA05)_121023002352 raw #12680 RT 4570
ITMS, CID@37.00, 2=+2, Mono miz=596.80000 Da, MH+=1192.59271 Da, Match Tol.=0.8 Da
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—_— h hHN |




Protein references (1)
- Alpha-1B-glycoprotein O%=Homo sapiens GMN=A1BG PE=1 5W=4 - [AIBG_HUMAN]

Sequence; SGLSTGWTQLSK, Charge: +2, Monoisotopic mfz: 633.31999 Da (+490.13 mmu/+773.9 ppm), MH+ 126563271 Da, RT: 50.57 min,
Identified with: Mascot {v127}; lonScorei68, Bxp Value:1.2E-004, lons matched by search engine: 9/114

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H,0; b-NHs; y; y-HeO; y-MHs

Walue Type: | Theo, Mass [Da]

lon Series | el Losses | Frosursor lons |

al v | e sy v ||
1 8803331 4452323 5 12
14506078 7303403 G 77 B2121 58331424 11
3 258.14485 12957606 L 1120.53974 560.80351 10
4 34517608 17309208 S 1007.51567 S04.26147 9
) 446 22456 22361592 T 520 48364 46074548 8
[} 503.24503 25212665 G 1943596 41022162 7
7 £89.32525 516631 W 76241443 38171088 6B
8 74037303 39663016 T B7E 33517 28867122 5§
9 918.43161 45971544 0O 475 28749 23814738 4
10 1031.51568 Sie.26148 L 347 22891 17411808 3
n 1118 54771 BEA77743 & 23414484 11757606 2
12 K 14711281 7406004 1

Extracted from: EAStockageiMachinesiclt-ltigvelos-hDYPTI201 AID0043-L CPROGENESISIE-PP-Proten-930(B639)_2raw #13119 RT 5057
ITMS, CID@37.00,2=+2, Wono miz=633.31999 Da, MH+=1265.63271 Da, Match Tol=0.8 Da
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— 7, y-HeO, y-NHz




Protein references (6):
- Ubiquitin carboxyl-terminal hydrolase 14 O5=Homo sapiens GMN=U5F14 PE=1 5%¥=3 - [UEF14_HUMAIN]

Peptide Su

fequence: AQLFALTGVQFAR, Charge: +2, Monoisotopic mfz: 68643999 Da (+49.2 mmuy+71.68 ppm), MH#: 1371.87271 Da, RT: 57.75 min,
Identified with: Mascot (v1.27); lonScore:54, Exp Value:2.0E-003, lons matched by search engine: 8/118

Fragment match tolerance used for search; 0.5 Da
Fragments used for search: b; b-H;0; b-NHs; 3 y-H,0; 7-NHs

Value Type: [Theo. Mass [Da]

lon Seres | Heutal Lasses | Precursarlans |

0 b b seq| v ez
1 7204440 3652584 A 13
2 20010298 10085513 @ 1300.73726 £50.87227 12
3 31318708 15709716 L 1172 67868 58684298 11
4 4B0.25547. 230B3137 F 105953461 53030034 10
5 531.29253 26614393 A 91252613 45676673 9
6 644.37666 32269197 L £41.49907 421.24817 8
7 74542434 37321681 T 72840500 36470674 7
8 802 44581 472664 G E27.35732 31418230 6
3 90151423 451.26075 W 57033585 28567156 5
10 1029.57281 515.29004 @ 471.26743 23613735 4
1 1126 62658 G6381643 P 34320885 17210808 3
12 1197 88270 59933439 A 24615608 12358168 2
13 R 17511896 20631z 1

Extracted from: EaStockageimachinesic-ltavelos-\DVPTI201 20D004 3-LCPROGENESISIE-PP-Protec-928(661 43 _1.raw #17532 RT:57.73
ITWS, CID@3T 00, 7=+2, Mono miz=686 43989 Da, MH+=1371.87271 Da, Match Tol=08 Da

miz

= Precursor, Precursot-HyO, Precursor-H,O-NH;, Precursor-IH; == b, b-H.O, b-MH;

— y y-HO, N,

1800 ¥ bg-MNHz, e
343,13 627,45
1400 o
by
b 745,53 ba
o) ber 1029.74
S 1000 4 2
g v 901,72
g . )
Z 500 4 by -He
g 7L e 754.60
2 be TS ; )
£ o 4 by 53151 57040 : 5o bus
313,22 . | saLes - 119754
400 4 H Y;. . :
| 106001 Y
by -H; ; 912,71 . ;
200 ] 72164 ys* - 117281
: |421.17 } : ‘ | ‘ J ‘ ‘
. PRI i I 11 | i | PR ‘ ‘
500 1000 1800 2000



Protein references (3):

- Obg-like ATFPase 1 OS=Homo sapiens GN=0LA1 FPE=1 5V=2 - [OLAI_HUMAIN]

Saquence: NYIVEDGH
\dentifiad with: Massot (v1.3

71 Dm, T 66,14 min,

Fragment match tolerance ussd for search: 0.5 Da
used for saarch: b beHy;

Fragmen

Vahse Tree

ort e | Meunal Lesims | Prcussan lons |

n b Se|

1 mrEe N

2 3 A 458 AT
3 I 129 60025
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s -
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T G

. s
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1] 1

n F

7?2 F

3 K uwrnan

Traw #H0MG AT 6614

-
3964
20
-
N i | | 1 ‘| || L
w0




Protein references (21
- Protein TAMNC] O5=Home sapiens GIN=TANCI1 FE=1 5¥=3 - [TANC1_HUMAN]

Sequence: LVCLLTE, Charge: +1, Monoisotopic mjz: 789.43999 Da (-50.32 mmuw/-63.74 ppm), MH+ 789.43999 Da, RT: 26.75 min,
Identified with: Mascot (v1.27); lonScore:33, Exp Value:1.2E-00L, lons matched by search engine: 7/24

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H.0y; y; ¥-H.0; y-NHs

Walue Type: | Theo. Mass [Da]

lon Series | Neutral Losses | Frecusor lons |

al v [se] v |o
1 11409135 L 7
2 21315977 ¥ 67640624 &
3 FE16RIE C B77.33782 &
4 42925303 L 47432063 4
5 54233710 L 36124456 3
3 64338478 T 24816043 2
7 K 14711281 1

Extracted from: E1Stockagemdachine sicit-ltoprelog-nOVPTI201 20D0043-LCPROGENESISIE-PP-Proteg-930(6639)_1.raw #8475 RT. 36.75
TME, CIDE@37 00, 2=+1, Mano m/2=785 43093 Da, MH+=789 43508 Da, Match Tol=0.8 Da

[M+1H]-H,0
77158
2000
¥
. 577,35
E by
g 643,49
= }
§ o b beﬂzﬁfzq
£ 7 42930 by ]
¥z 361.29 542,39 i
248,17
a0 -| o -
5 s
316,28 676.43
o Ll il ‘ il \ i ‘
&00 4000 4800 2000

miz

= Precursor, Precursor-H,O, Precursor-H,O-NHs, Precursor-NH: = v, y-H,0, y-NH;
— b, b-H.O




Protein referenices (27
- Exozsome component 10 O%=Homeo sapiens GN=EXOZC10 PE=1 5V=2 - [EXOZX_HUMAN]

b quence: C1AAKE, Cl-Carbamidomethyl (57.02146 Da)

Charge: +1, Monoisotopic m/z: 639.39993 Da (-996.75 mmu/-1445.83 ppm), MH+ 68339993 Da, KT 34.62 min,
Identified with: Mascot (v1.27); lonScore:40, Exp Valued.7E-002, Ions matched by search engine: 4/22

Fragment match tolerance used for search: 0.5 Da

Value Type: | Theo Mass [Da]
lon Series | Newtal Losses | Frecusor lons |
nl v se. |y ||
1 1E1.03753 C-Carbami. E
2 27412200 | 53036609 B
3 EAECERY 72002 4
4 41613624 L 34624430 3
L) 544 29121 K 276520778 2
3 3 EEARE R

Extracted fram: E\StockageiWachinesicit-igvelos-WDVPTI201 2UD0043- CPROGENESIS\E-PP-Proten-S30(B639)_2 raw #7762 RT: 3462
ITMS, CID@E37 .00, 2=+1, Mano mfz=689.33939 Da, MH+=H83.38353 Da, Match Tol.=0.8 Da

by
2000+ 345,23 [M+HT-H,0
67247
1500 4
z
£
2
=
@ 1000 - by by
E 27417 416,98
bs
so0 - yo*-NHz SAD
258,18
o ! T T T 1
00 1000 1500 2000
miz
———  Precursor, Frecursor-H,0, Precursor-H,(O-NHs, Precursor-MH: =——— b, b-NH;




FProtein references (24}
- Putative zinc finger protein LOCY30110 OS=Home sapiens PE=5 5W=3 - [YIOLY_HUMAT]

ﬁequance: WNVMLENYR, M3-Oxidation (15,3492 Da)
Charge: +2, Monoisotopic m/fz: 52733990 Da (-413.45 mmu/-784.03 ppm), MH#+ 1053.67253 Da, RT: 5761 min,
Identified with: Mascot (v1.27); lonScore:38, Exp Value:1.1E-001, Ions matched by search engine: 7/70

Fragment match tolerance used for search: 0.5 Da

Velue Type: | Theo. Mass [Da]
lon Seiies | Hevral Losses | Precursor lons |

n w b Se. | v ye a2
1 115.06021 AB.02874 N E
2 214.11883 107 56295 v 34045572 47073180 7
3 iS00 i90606s MOddaion 861370 4211w729 6
4 474.23811 237 62263 L £34.35188 34767358 5
) BO3.28071 30214393 E 581.26781 291137654 4
3 71732364 35916546 ] 452 22521 22661624 3
7 nes  Muerz v Jmiae leasare 2
8 R 17611896 BROE31Z 1

Fragment Spectium

Extracted fram: ENStockageiMachinesicit-ltowelns-DYPN2012UD0043-L CPROGENESISIE-PP-Prote0-923(6592)_1 raw #16235 RT 4761
ITMS, CIDGD37 00,2=+2, Moho miz=627 33390 Da, MH+=1053 67263 Da, Match Tal=08 Da

= b, b-H,O, b-NH;

¥e'

7000 4 841.50

6000
% 5000
E
E
2
< 000 ]
=
£ - P ys'-H,0, ys'-NH;

&
2 ] 469.95 676.58
E =000 ot H,0, o NH, 421,43 X Do
. 282,07 e lean
2o ] by 125 o 5L 1694.40 b0y NHy
214.14 2, yei-H,0 v [ 517]9; 2 . : be  Fo-HaO, po-NH, | 362,38 93366
oo ¥ be# - NH, 3822 ye-NHz | 45213 ' 6025 45 716.56 82381 Dyt ¥
175‘1% 229.17 § 41317 ' ¢ - 220,53 24067
a 1 : i - . i ||{ ! il | | N . . .
200 300 a0 &00 600 700 200 00 1000
iz
= Precursor, Precursor-H,O, Precursor-H,O-NHz, Precursor-IH; = ¥, ¥-HoO, y-MHz



Protein references (3):
- 3-mercaptopyruvate sulfurtransferase OS=Homo sapiens GMN=MFS5T PE=1 V=3 - [THTM_HUMAN]

Peplide
fequence; ALVSAQWVAEALR, Charge: +2, Monoisotopic mfz: 707.51999 Da (+123.97 mmuy+175.21 ppm), MH+ 141403271 Da, RT: 7124 min,
Identified with: Mascot (v1.27); lonScore:4l, Exp Value:6, 3E-002, lons matched by search engine: 8/122

Fragment match tolerance used for search: 0.5 Da

Fragments used for search: b; b-H;0; b-NHs; y; 7-HoO; y-MH;

alue Type: | Theo. Mass [Da]

Ion Seties | Hevtal Losses | Freoursor lans |

Al w b Seq v ||
1 72.04440 52584 A 13
2 18612847 H306787 L 1342 74783 E71.87765 12
3 28419689 14260208 W 122966376 B1533552 11
4 37122892 18611810 & 113059534 56580131 10
) 442 26604 22163666 A 1043 56331 62228529 8
B 57032462 285EE535 O 97252619 4BE7EETS 8
7 75640334 37BT05E1 W 844.46761 42273744 7
g 85547236 42623382 ¥ 65836629 32963778 B
El 32650948 46276838 A 55431987 28016367 &
10 1055.55208 52827968 E 48828275 24484501 4
1 1126.58920 GE373824 A 399.24015 18012371 3
12 1239 67327 E2034027 L 28820303 144E0516 2
13 R 17511896 BROEIZ 1

Spectum

Eutracted from: ExStockapeiMachinesiclt-Rovelos-hDVPTI201 20D004 3-LCPROGENESISIE-PP-Proten-928(6614) _T.raw #22313 RT. 71.24
ITHS, CID@E3T.00, Z=+2, Mono miz=707 510889 Da, MH+=1414.03271 Da, Match Tol=0.8 Da

—— Precursor, Precursor-H,0, Precursor-HzO-NH;, Precursor-MHz =—— b, b-H,O, b-MH;
— 5, 5-H,0, y-lH;

[M+2H]>-H,0, [M+2ZH*-NH;
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— 500 4
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] .
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359.27 . 523’;17 by | bur-NHs
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w0 ype : 105557 | 1222.77
289,29 442,39 H : Ll 1341,99
245.13 : "” { |
. 2l L e LA A |1 T ! ! ‘ ‘
&00 1000 4500 2000
iz



Protein references (1)
- Cofilin-1 O5=Homo sapiens GN=CFL1 PE=1 V=3 - [COF1_HUMAN]

ﬁequance: LGGSAVISLEGKPL, Charge: +2, Monoisotopic m/z: 670.83999 Da (-52.92 mmu/-78.89 ppm), MH+ 134067271 Da, RT: 57.59 min,
Identified with: Mascot (v1.30); lonScore:37, Exp Value:4.4E-002, [ons matched by search engine: 9/116

Fragment match tolerance used for search: 0.5 Da b
Fragments used for search: b; b-HaO; b-NHg; ; y-H.O; y-IMHz

Value Type: [Theo. Mass [Da]

Ien Seiies | Nevtial Losses | Precursor lons |

al v | e |se| v |n B
1 11409135 5754931 L 14
2 171112682 BEOBODS G 1227 B3840 E14.35084 13
3 22813429 11457078 G 117067233 585 84010 12
4 1516632 15808680 & 111365146, BE7 32937 11
5 30620344, 19360536 A 1026 61343 51381335 10
3 48527186 24313957 W 95558231 47329479 9
7 53335503 29968160 | 95651303 42876058
8 68538756 4319762 S 74342982 Jr221855 7
El 79847203 3997395 L £56.39773 32870253 B
1o 927.51463 46426095 E 54331372 27216050 §
11 98453610 49277169 G 4142712 207.63920 4
12 1263107 SoR81917 K 35724365 17912846 3 —
13 120365384 60534556 P 22915468 11508098 2
14 L 1321mal BEEG453 1

chum

Extracted fram: EAStockageiMachinesiclt-iqvelos-NPROJETS201 WS40 0043\E-PP-Proteo-927 (BE07)_2 raw #8280 RT 6750
ITMS, CIDE@37.00,7=+2, Mono miz=670 83530 Da, MH+=1340 67271 Da, Match Tol =0 & Da

by
1112.75
1000
[MH2ZHP-H 0, [M+ZHP'-NHs
a0+ 662,14
£
H
£ oo |
2 Far-MH;
H 540,00
~ 400 4 - bys?-Hy O, bys?-MH; L
299,08 v 596,54 Y by
o 414,45 e 856,75
o | b0 | : 5276 Tur o we
=z B ‘ H ‘ 1026.48 11m062 1227.86
o 1 ﬁwu|\|‘l|h|3|l|l”” i ‘ ‘ |\|H‘J| L ’ . ,
s 1000 4800 2000
miz

—— Precursor, Precursor-H,0, Precursor-HoO-NH,, Precursor-NH: —— b, b-H;0, b-NH;
— 7 7-H:0, y-NH;



