Individual MS2 spectra for proteins identified with single unique peptide

Sequence: LQFACDLLQK, L1-Formyl (27.99492 Da), C5-Carbamidomethyl (57.02146 Da)

Charge: +2, Monoisotopic m/z: 632.32404 Da (+0.31 mmu/+0.48 ppm), MH+: 1263.64079

Da, RT:162.0007 min,

Identified with: Sequest HT (v1.17); XCorr:3.54, Percolator g-Value:0.000195, Percolator PEP:

0.000444, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp36671 cO _seq3 _m.252774

Seq39981_trypsin_QE2.raw #63261 RT: 162.0007 min
FTMS, 632.3238@hcd25.00, z=+2, Mono m/z=632.32404 Da, MH+=1263.64079 Da, Match Tol.=0.01 Da
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Sequence: SVSEPFAHHR, Charge: +2, Monoisotopic m/z: 583.79010 Da (+1.4 mmu/+2.39

ppm), MH+: 1166.57292 Da, RT: 17.4341 min,

Identified with: Sequest HT (v1.17); XCorr:3.25, Percolator g-Value:0, Percolator PEP:0.00175,

lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.5 Da

Accession:

cds.comp40672_c6_seq2_m.593234

Ryan_Venom_trypsin_22Jan2015_F2.raw #1710 RT:17.4341 min
ITMS, 583.7901@hcd30.00, z=+2, Mono m/z=583.79010 Da, MH+=1166.57292 Da, Match Tol.=0.5 Da
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Sequence: SFFDGVPNFNPYADK, Charge: +2, Monoisotopic m/z: 859.39771
Da (+1.24 mmu/+1.44 ppm), MH+: 1717.78813 Da, RT:30.6772 min,
Identified with: Sequest HT (v1.17); XCorr:4.52, Percolator g-Value:0,
Percolator PEP:6.7e-06, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp39451 c0 seql m.410466

Ryan_Venom_trypsin_22Jan2015_F5.raw #6287 RT:30.6772 min
ITMS, 859.9004@hcd30.00, z=+2, Mono m/z=859.39771 Da, MH+=1717.78813 Da, Match Tol.=0.5 Da
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Sequence: SLSFGSGDAPTSADSHDSPR, Charge: +3, Monoisotopic m/z: 664.29565
Da (-0.43 mmu/-0.65 ppm), MH+: 1990.87241 Da, RT:57.3645 min,
Identified with: Sequest HT (v1.17); XCorr:3.27, Percolator gq-Value:0.000122,
Percolator PEP:0.00028, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp38228 c0 seq2_m.325571

Seq39981_trypsin_QE1.raw #22242 RT:57.3645 min
FTMS, 664.6301@hcd25.00, z=+3, Mono m/z=664.29565 Da, MH+=1990.87241 Da, Match Tol.=0.01 Da

Intensity [counts] (1073)
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Sequence: AGLQFPVGR, Charge: +2, Monoisotopic m/z: 472.77054 Da (+1.29 mmu/+2.72
ppm), MH+: 944.53380 Da, RT: 24.7749 min,

Identified with: Sequest HT (v1.17); XCorr:3.22, Percolator g-Value:0.000888, Percolator PEP:
0.0181, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:

cds.comp41988 c0 _seql m.808489

Ryan_Venom_trypsin_22Jan2015_F6.raw #2366 RT:24.7749 min
ITMS, 472.7705@hcd30.00, z=+2, Mono m/z=472.77054 Da, MH+=944.53380 Da, Match Tol.=0.5 Da
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Sequence: AGLQFPVGR, Charge: +2, Monoisotopic m/z: 472.77054 Da
(+1.29 mmu/+2.72 ppm), MH+: 944.53380 Da, RT: 24.7749 min,
Identified with: Sequest HT (v1.17); XCorr:3.22, Percolator g-Value:
0.000888, Percolator PEP:0.0181, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp39051 cO0 _seq2 m.375858

Ryan_Venom_trypsin_22Jan2015_F6.raw #2366 RT:24.7749 min
ITMS, 472.7705@hcd30.00, z=+2, Mono m/z=472.77054 Da, MH+=944 53380 Da, Match Tol.=0.5 Da
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Sequence: VVTPPIEDLTVVGTYIAR, Charge: +3, Monoisotopic m/z: 648.36383 Da
(-2.62 mmu/-4.05 ppm), MH+: 1943.07694 Da, RT: 160.2785 min,
Identified with: Sequest HT (v1.17); XCorr:2.83, Percolator g-Value:0.000195,

Percolator PEP:0.0006, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp39659 cO seql m.428627

Seq39981_trypsin_QE2.raw #62499 RT: 160.2785 min
FTMS, 648.3638@hcd25.00, z=+3, Mono m/z=648.36383 Da, MH+=1943.07694 Da, Match Tol.=0.01 Da
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Sequence: NSISGGVNPSGFLR, Charge: +2, Monoisotopic m/z: 702.86566 Da (+0.52 mmu/
+0.74 ppm), MH+: 1404.72405 Da, RT: 107.6904 min,

Identified with: Sequest HT (v1.17); XCorr:3.48, Percolator g-Value:0, Percolator PEP:
0.000109, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp41289 c0_seqlé _m.787878

Seq39981_trypsin_QE2.raw #38763 RT: 107.6904 min
FTMS, 702.8644@hcd25.00, z=+2, Mono m/z=702.86566 Da, MH+=1404.72405 Da, Match Tol.=0.01 Da

yu*
1090.56250

150
o ye
5 676.37653
g
S 100
g byt .
S, y7
2 by* 315.16565 790.41956 Vio*
b5 202.08189 1003.53021
= bs*-H,O

297.15524
y1+ \ b
50 - 175.11873 4" N
402.19827 413959 ‘;\1]?735 y7-H,0 yor
. ' b7*-H0 772.41296 ys* 946.51031
¥2 bs*-NH; | 597.29437 889.49011
288.20230 | |p9g.136a4 P¥THO . yuz'
= 384118668 i ys' y7*-NHs yn O |y e NH,  1203.65405
492.29297 579.32733 773.40009 1072.55481  |1073.54688
| —
0 T I T T T T T
200 400 600 800 1000 1200 1400
m/z

== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHjs, Precursor-NHs, Pre-H == vy, y-H,O, y-NHj3
— b, b-HzO, b-NH3




Sequence: VYPACCGGPVCR, C5-Carbamidomethyl (57.02146 Da), C6-Carbamidomethyl
(57.02146 Da), C11-Carbamidomethyl (57.02146 Da)

Charge: +3, Monoisotopic m/z: 465.87039 Da (0 mmu/0 ppm), MH+: 1395.59662 Da, RT:
66.5113 min,

Identified with: Sequest HT (v1.17); XCorr:3.51, Percolator g-Value:0, Percolator PEP:5.7e-05,
lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp41326 _c0_seql m.795841

Seq39981_trypsin_QE2.raw #19473 RT:66.5113 min
FTMS, 465.8703@hcd25.00, z=+3, Mono m/z=465.87039 Da, MH+=1395.59662 Da, Match Tol.=0.01 Da
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Sequence: IINEPTAAAIAYGLDKK, Charge: +3, Monoisotopic m/z: 596.66876 Da
(+0.52 mmu/+0.87 ppm), MH+: 1787.99173 Da, RT:112.1093 min,

Identified with: Sequest HT (v1.17); XCorr:5.74, Percolator g-Value:0,
Percolator PEP:3.32e-06, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp22923 cl1 seql _m.89577

Seq39981_trypsin_QE2.raw #40805 RT: 112.1093 min
FTMS, 596.6688@hcd25.00, z=+3, Mono m/z=596.66876 Da, MH+=1787.99173 Da, Match Tol.=0.01 Da
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Sequence: MKNVEIETK, Charge: +3, Monoisotopic m/z: 364.53009 Da (-0.27

mmu/-0.74 ppm), MH+: 1091.57572 Da, RT:51.5356 min, Accession:
Identified with: Sequest HT (v1.17); XCorr:2.89, Percolator g-Value:0.00108,
Percolator PEP:0.0134, lons matched by search engine: 0/0 cds.com p40852_c0_seq 1 1—m 641087

Fragment match tolerance used for search: 0.02 Da

Seq39981_trypsin_QE2.raw #12226 RT:51.5356 min
FTMS, 364.5301@hcd25.00, z=+3, Mono m/z=364.53009 Da, MH+=1091.57572 Da, Match Tol.=0.01 Da
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Sequence: ITEALMSVK, Charge: +2, Monoisotopic m/z: 496.27814 Da (-0.12
mmu/-0.25 ppm), MH+: 991.54900 Da, RT: 86.0348 min,

Identified with: Sequest HT (v1.17); XCorr:2.70, Percolator g-Value:0.000616,

Percolator PEP:0.00268, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp39265 c3 seg4 _m.392968

Seq39981_trypsin_QE2.raw #28758 RT: 86.0348 min
FTMS, 496.2784@hcd25.00, z=+2, Mono m/z=496.27814 Da, MH+=991.54900 Da, Match Tol.=0.01 Da
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Sequence: ESEHAPLVLFSGQFLNPEQ, Charge: +2, Monoisotopic m/z: 1071.52832 Da (-0.42
mmu/-0.39 ppm), MH+: 2142.04936 Da, RT: 154.5200 min,

Identified with: Sequest HT (v1.17); XCorr:5.28, Percolator g-Value:0, Percolator PEP: Accession:
2.49e-05, lons matched by search engine: 0/0 CdS comp40289 ca seq 11 m.508802
Fragment match tolerance used for search: 0.02 Da ) - - -

Seq39981_trypsin_QE2.raw #59950 RT: 154.5200 min

FTMS, 1072.0300@hcd25.00, z=+2, Mono m/z=1071.52832 Da, MH+=2142.04936 Da, Match Tol.=0.01 Da
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Sequence: SMFHQFPSMAF, M2-Oxidation (15.99492 Da), M9-Oxidation (15.99492 Da)
Charge: +2, Monoisotopic m/z: 681.28577 Da (-0.52 mmu/-0.77 ppm), MH+: 1361.56426

Da, RT:
Identified with: Sequest HT (v1.17); XCorr:3.06, Percolator g-Value:0.000195, Percolator PEP:

100.8341 min,

0.00051, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp39451 c0_seq2_m.410525

Intensity [counts] (1076)

Seq39981 _trypsin_QE2.raw #35764 RT: 100.8341 min
FTMS, 681.2858@hcd25.00, z=+2, Mono m/z=681.28577 Da, MH+=1361.56426 Da, Match Tol.=0.01 Da
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Sequence: RTLDSVHLR, R1-Formyl (27.99492 Da)

Charge: +3, Monoisotopic m/z: 375.54065 Da (-3.23 mmu/-8.61 ppm), .

MH+: 1124.60739 Da, RT: 85.7404 min, Accession:

Identified with: Sequest HT (v1.17); XCorr:2.38, Percolator g-Value:0.00126, cds.com p6644 cO seq 1 m.19135
Percolator PEP:0.0199, lons matched by search engine: 0/0 - - -

Fragment match tolerance used for search: 0.02 Da

Seq39981_trypsin_QE1.raw #35320 RT: 85.7404 min
FTMS, 375.5406@hcd25.00, z=+3, Mono m/z=375.54065 Da, MH+=1124.60739 Da, Match Tol.=0.01 Da

Intensity [counts] (1073)
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Sequence: NSNKECVKPEDC, C6-Carbamidomethyl (57.02146 Da), C12-
Carbamidomethyl (57.02146 Da)

Charge: +3, Monoisotopic m/z: 493.87909 Da (+0.82 mmu/+1.66 ppm), MH+:
1479.62271 Da, RT:42.2865 min,

Identified with: Sequest HT (v1.17); XCorr:4.37, Percolator g-Value:0.000616,
Percolator PEP:0.00302, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp40590 c4 _seqll m.572803

Seq39981_trypsin_QE2.raw #7676 RT:42.2865 min
FTMS, 493.8791@hcd25.00, z=+3, Mono m/z=493.87909 Da, MH+=1479.62271 Da, Match Tol.=0.01 Da
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— b, b-HzO, b—NH3




Sequence: NNPIPSTVGEWSVHSVIK, Charge: +3, Monoisotopic m/z: 655.34503
Da (-1.02 mmu/-1.56 ppm), MH+: 1964.02054 Da, RT: 119.9207 min,
Identified with: Sequest HT (v1.17); XCorr:4.64, Percolator g-Value:0, Percolator
PEP:5.28e-06, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp41312 c0_seg2_m.793188

Seq39981_trypsin_QE2.raw #44363 RT: 119.9207 min

FTMS, 655.3450@hcd25.00, z=+3, Mono m/z=655.34503 Da, MH+=1964.02054 Da, Match Tol.=0.01 Da
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== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHjs, Precursor-NH;, Pre-H ===y, y-H,O, y-NH;

= D, b-H,O, b-NH;




Sequence: VNPCQEAAEHKPCK, C4-Carbamidomethyl (57.02146 Da), C13-Carbamidomethyl
(57.02146 Da)

Charge: +4, Monoisotopic m/z: 417.69809 Da (+1.93 mmu/+4.61 ppm), MH+: 1667.77053 Da, Accession:
RT: 50.8911 min,

Identified with: Sequest HT (v1.17); XCorr:3.30, Percolator g-Value:0.000122, Percolator PEP: cds.com p40932 cO0 seql m.668431
0.000126, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Seq39981_trypsin_QE2.raw #11934 RT:50.8911 min
FTMS, 417.9463@hcd25.00, z=+4, Mono m/z=417.69809 Da, MH+=1667.77053 Da, Match Tol.=0.01 Da
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= Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHj;, Precursor-NH;, Pre-H
— vy, y-H2O, y-NH3
— b, b-HzO, b-NH3




Sequence: ATALLVHR, Al-Formyl (27.99492 Da)
Charge: +3, Monoisotopic m/z: 303.51489 Da (-0.37

mmu/-1.21 ppm), MH+: 908.53012 Da, RT: 54.7395 min,
Identified with: Sequest HT (v1.17); XCorr:2.49, Percolator g-

Value:0.00108, Percolator PEP:0.0143, lons matched by

search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp40336_c0_seq3_m.520364

Seq39981_trypsin_QE2.raw #13813 RT:54.7395 min

FTMS, 303.5150@hcd25.00, z=+3, Mono m/z=303.51489 Da, MH+=908.53012 Da, Match Tol.=0.01 Da
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=== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHj;, Precursor-NHs, Pre-H === vy v-H,0, y-NH;

= b, b-H,O




Sequence: NNPIPSTVGEWSVHSVIK, Charge: +3, Monoisotopic m/z: 655.34503
Da (-1.02 mmu/-1.56 ppm), MH+: 1964.02054 Da, RT: 119.9207 min,

Identified with: Sequest HT (v1.17); XCorr:4.64, Percolator g-Value:0, Percolator

PEP:5.28e-06, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp41312 c0_seqb6_m.793343

Seq39981_trypsin_QE2.raw #44363 RT: 119.9207 min
FTMS, 655.3450@hcd25.00, z=+3, Mono m/z=655.34503 Da, MH+=1964.02054 Da, Match Tol.=0.01 Da
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=== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHj, Precursor-NHs, Pre-H ===y, y-H,O, y-NH,;

== D, b-H;O, b-NH;




Sequence: YNTVVADAMIK, Charge: +2, Monoisotopic m/z: 612.81836 Da (+0.08
mmu/+0.13 ppm), MH+: 1224.62944 Da, RT: 95.2762 min,

Identified with: Sequest HT (v1.17); XCorr:2.84, Percolator q-Value:0.000122,

Percolator PEP:0.000168, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp39577 _c0_seq3_m.422174

Seq39981_trypsin_QE2.raw #33120 RT:95.2762 min
FTMS, 612.8184@hcd25.00, z=+2, Mono m/z=612.81836 Da, MH+=1224.62944 Da, Match Tol.=0.01 Da
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== DPre+H, Precursor, Precursor-H,O, Precursor-H,O-NHjs, Precursor-NHs, Pre-H == vy, y-H,0, y-NH;

= b, b-H,O, b-NH;3




Sequence: MQSGICSTVK, C6-Carbamidomethyl (57.02146 Da)

Charge: +2, Monoisotopic m/z: 555.76746 Da (-0.28 mmu/-0.5 ppm), MH+: .

1110.52764 Da, RT:59.1203 min, Accession:

Identified with: Sequest HT (v1.17); XCorr:2.37, Percolator q-Value:0.000195, cds.com p36801 c3 seq 1 m.263582
Percolator PEP:0.000642, lons matched by search engine: 0/0 - - -

Fragment match tolerance used for search: 0.02 Da

Seq39981_trypsin_QE2.raw #15868 RT:59.1203 min
FTMS, 555.7675@hcd25.00, z=+2, Mono m/z=555.76746 Da, MH+=1110.52764 Da, Match Tol.=0.01 Da

Intensity [counts] (1076)
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=== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHj3, Precursor-NH;, Pre-H === vy, y-H,0O, y-NH;3

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




Sequence: NLDTAMNR, Charge: +2, Monoisotopic m/z: 467.72406 Da
(-0.12 mmu/-0.26 ppm), MH+: 934.44084 Da, RT:56.5103 min,
Identified with: Sequest HT (v1.17); XCorr:2.07, Percolator g-Value:
0.00599, Percolator PEP:0.108, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp39265 c3 seq2_m.392916

Seq39981_trypsin_QE2.raw #14651 RT:56.5103 min
FTMS, 467.7241@hcd25.00, z=+2, Mono m/z=467.72406 Da, MH+=934.44084 Da, Match Tol.=0.01 Da
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Sequence: FLYFPLSNTCHEAYR, C10-Carbamidomethyl (57.02146 Da)
Charge: +3, Monoisotopic m/z: 639.96820 Da (-1.73 mmu/-2.7 ppm),
MH+: 1917.89005 Da, RT: 123.0561 min,

Identified with: Sequest HT (v1.17); XCorr:3.68, Percolator g-Value:0,
Percolator PEP:4.23e-05, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp41976_cO0_seql m.808306

Seq39981_trypsin_QE2.raw #45806 RT: 123.0561 min
FTMS, 640.3027 @hcd25.00, z=+3, Mono m/z=639.96820 Da, MH+=1917.89005 Da, Match Tol.=0.01 Da
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Sequence: AVYGFEIPNTLVGGTR, Charge: +2, Monoisotopic m/z: 847.44714 Da (-1.89

mmu/-2.23 ppm), MH+: 1693.88701 Da, RT: 138.2741 min,

Identified with: Sequest HT (v1.17); XCorr:3.84, Percolator g-Value:0, Percolator PEP: .
2.12e-05, lons matched by search engine: 0/0 Accession:

Fragment match tolerance used for search: 0.02 Da Cds.comp37241 cO 5eq3 m.288938

Seq39981_trypsin_QE2.raw #52713 RT: 138.2741 min
FTMS, 847.4471@hcd25.00, z=+2, Mono m/z=847.44714 Da, MH+=1693.88701 Da, Match Tol.=0.01 Da

Intensity [counts] (1073)
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— b, b-HzO, b-NH3




Sequence: NLDTAMNR, Charge: +2, Monoisotopic m/z: 467.72406 Da
(-0.12 mmu/-0.26 ppm), MH+: 934.44084 Da, RT: 56.5103 min,
Identified with: Sequest HT (v1.17); XCorr:2.07, Percolator g-Value:
0.00599, Percolator PEP:0.108, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp39265_c3 seq3 _m.392937

Seq39981_trypsin_QE2.raw #14651 RT:56.5103 min
FTMS, 467.7241@hcd25.00, z=+2, Mono m/z=467.72406 Da, MH+=934.44084 Da, Match Tol.=0.01 Da
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=== b, b-H,O, b-NH;




Sequence: TATENIADAMGLK, Charge: +2, Monoisotopic m/z: 667.83453 Da
(-0.13 mmu/-0.19 ppm), MH+: 1334.66179 Da, RT: 109.6585 min, A . .
Identified with: Sequest HT (v1.17); XCorr:3.49, Percolator g-Value:0, ccession:

Percolator PEP:4.8e-05, lons matched by search engine: 0/0 cds.com p40901 c2 seq 13 m.657554
Fragment match tolerance used for search: 0.02 Da - -

Seq39981_trypsin_QE2.raw #39667 RT: 109.6585 min
FTMS, 667.8345@hcd25.00, z=+2, Mono m/z=667.83453 Da, MH+=1334.66179 Da, Match Tol.=0.01 Da
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Sequence: DMYPNVFAVGK, Charge: +2, Monoisotopic m/z: 620.80774 Da (+2.57
mmu/+4.14 ppm), MH+: 1240.60820 Da, RT: 121.7277 min,

Identified with: Sequest HT (v1.17); XCorr:1.94, Percolator g-Value:0.000713, Accession:
Percolator PEP:0.0048, lons matched by search engine: 0/0 cds.com p40233 cO seql m .500469
Fragment match tolerance used for search: 0.02 Da - -

Seq39981_trypsin_QE2.raw #45188 RT: 121.7277 min
FTMS, 620.8077@hcd25.00, z=+2, Mono m/z=620.80774 Da, MH+=1240.60820 Da, Match Tol.=0.01 Da
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=== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHj;, Precursor-NH;, Pre-H ===y, y-NHj3

== b, b-HO, b-NH;




Sequence: TSGTCINIR, C5-Carbamidomethyl (57.02146 Da)
Charge: +2, Monoisotopic m/z: 511.25833 Da (-0.06 mmu/-0.12 ppm), MH+:

1021.50939 Da, RT: 45.0705 min, ACCESSIOH
Identified with: Sequest HT (v1.17); XCorr:2.23, Percolator g-Value:0.000195, cds comp41004 cO seq7 m.687978
Percolator PEP:0.000621, lons matched by search engine: 0/0 ) - = -

Fragment match tolerance used for search: 0.02 Da

Seq39981_trypsin_QE1.raw #16594 RT:45.0705 min
FTMS, 511.2583@hcd25.00, z=+2, Mono m/z=511.25833 Da, MH+=1021.50939 Da, Match Tol.=0.01 Da
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=== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NH3, Precursor-NHj;, Pre-H == v v-H,0, y-NHj3
= b, b-H,O, b-NH,




Sequence: AGLQFPVGR, Charge: +2, Monoisotopic m/z: 472.77014 Da (+0.89
mmu/+1.88 ppm), MH+: 944.53301 Da, RT: 25.0314 min,
Identified with: Sequest HT (v1.17); XCorr:2.74, Percolator g-Value:0.00675, Accession:

Percolator PEP:0.186, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.5 Da cds.com p3905 1—CO—Seq2—m .375858

Ryan_none_22Jan2015_F4.raw #3407 RT:25.0314 min
ITMS, 472.7701@hcd30.00, z=+2, Mono m/z=472.77014 Da, MH+=944.53301 Da, Match Tol.=0.5 Da
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== Pre+H, Precursor, Precursor-H,O, Precursor-H,O-NHj, Precursor-NHj;, Pre-H ===y, y-NH;
= b, b-NH;




Sequence: FRQYNQFDGLPGRLQ, Charge: +2, Monoisotopic m/z: 919.97235 Da
(+3.89 mmu/+4.23 ppm), MH+: 1838.93743 Da, RT: 25.6925 min,
Identified with: Sequest HT (v1.17); XCorr:4.26, Percolator g-Value:0.00867,
Percolator PEP:0.217, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp22974 cO _seql _m.90268

Ryan_none_22Jan2015_F4.raw #3765 RT: 25.6925 min
ITMS, 920.4724@hcd30.00, z=+2, Mono m/z=919.97235 Da, MH+=1838.93743 Da, Match Tol.=0.5 Da
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== b, b-H,O, b-NHj3




Sequence: IVEPEAESERSGA, Charge: +2, Monoisotopic m/z: 687.33374 Da
(+2.95 mmu/+4.29 ppm), MH+: 1373.66020 Da, RT: 17.1480 min,

Identified with: Sequest HT (v1.17); XCorr:3.08, Percolator g-Value:0.00134,

Percolator PEP:0.0874, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp40863 cl1 seq3 _m.644115

Ryan_none_22Jan2015_F1.raw #1274 RT:17.1480 min
ITMS, 687.3337@hcd30.00, z=+2, Mono m/z=687.33374 Da, MH+=1373.66020 Da, Match Tol.=0.5 Da
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Sequence: NFPEIDDSSIAIVR, Charge: +2, Monoisotopic m/z: 788.40723 Da

(+2.93 mmu/+3.72 ppm), MH+: 1575.80718 Da, RT:29.0599 min,
Identified with: Sequest HT (v1.17); XCorr:3.24, Percolator g-Value:0,
Percolator PEP:0.0139, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp23050 cO0_seql m.91136

Ryan_none_22Jan2015_F3.raw #4348 RT:29.0599 min
ITMS, 788.4072@hcd30.00, z=+2, Mono m/z=788.40723 Da, MH+=1575.80718 Da, Match Tol.=0.5 Da
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Sequence: SRTYADDVSADETEIQPR, Charge: +3, Monoisotopic m/z: 684.98914 Da (+2 mmu/
+2.92 ppm), MH+: 2052.95285 Da, RT: 21.3851 min, A . .
Identified with: Sequest HT (v1.17); XCorr:4.26, Percolator g-Value:0, Percolator PEP:0.0111, ccession:

lons matched by search engine: 0/0 cds.comp22398_c 1 seql_m.81361
Fragment match tolerance used for search: 0.5 Da

Ryan_none_22Jan2015_F1.raw #2821 RT:21.3851 min
ITMS, 684.9891@hcd30.00, z=+3, Mono m/z=684.98914 Da, MH+=2052.95285 Da, Match Tol.=0.5 Da
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Sequence: YNHDNVPNLPEASTL, Charge: +2, Monoisotopic m/z: 842.40668
Da (+4.4 mmu/+5.22 ppm), MH+: 1683.80608 Da, RT: 25.9580 min,
Identified with: Sequest HT (v1.17); XCorr:4.09, Percolator g-Value:0.00867,
Percolator PEP:0.212, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp6738 cO seql _m.22462

Ryan_none_22Jan2015_F2.raw #4044 RT:25.9580 min

ITMS, 842.4067 @hcd30.00, z=+2, Mono m/z=842.40668 Da, MH+=1683.80608 Da, Match Tol.=0.5 Da
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Sequence: DDLKLEQVNVVFRHGD, Charge: +3, Monoisotopic m/z: 628.65790 Da
(-0.62 mmu/-0.99 ppm), MH+: 1883.95914 Da, RT: 70.6879 min, Accession:
Identified with: Sequest HT (v1.17); XCorr:5.36, Percolator g-Value:0, Percolator )

PEP:0.000174, lons matched by search engine: 0/0 cds.com p6732_c0_seq 1_m.22296
Fragment match tolerance used for search: 0.02 Da

Seq39982_noprotease_QE2.raw #21698 RT:70.6879 min
FTMS, 628.6579@hcd25.00, z=+3, Mono m/z=628.65790 Da, MH+=1883.95914 Da, Match Tol.=0.01 Da
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Sequence: PDGNVKNGELYEIKTES, Charge: +3, Monoisotopic m/z: 631.64777
Da (+1.71 mmu/+2.71 ppm), MH+: 1892.92875 Da, RT:59.1664 min,
Identified with: Sequest HT (v1.17); XCorr:2.84, Percolator g-Value:0,
Percolator PEP:0.0648, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:
cds.comp22615 _cO _seq2_m.84037

Seq39982_noprotease_QE2.raw #16586 RT:59.1664 min
FTMS, 631.6478@hcd25.00, z=+3, Mono m/z=631.64777 Da, MH+=1892.92875 Da, Match Tol.=0.01 Da
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Sequence: ISDLESGELKQDNLLN, Charge: +2, Monoisotopic m/z: 894.45758

Da (+2.87 mmu/+3.21 ppm), MH+: 1787.90788 Da, RT: 25.5063 min,
Identified with: Sequest HT (v1.17); XCorr:5.03, Percolator g-Value:0,
Percolator PEP:0.0599, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:
cds.comp41324 c0_seql m.795776

Ryan_none_22Jan2015_F2.raw #3863 RT:25.5063 min
ITMS, 894.4576@hcd30.00, z=+2, Mono m/z=894.45758 Da, MH+=1787.90788 Da, Match Tol.=0.5 Da
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Sequence: NAAVELAAAKMPNA, M11-Oxidation (15.99492 Da)
Charge: +2, Monoisotopic m/z: 693.85944 Da (+3.51 mmu/+5.06
ppm), MH+:1386.71160 Da, RT: 20.1942 min,

Identified with: Sequest HT (v1.17); XCorr:2.79, Percolator g-Value:0,
Percolator PEP:0.00848, lons matched by search engine: 0/0
Fragment match tolerance used for search: 0.5 Da

Accession:

cds.comp41328 c2 seql_m.795896

Ryan_none_22Jan2015_F2.raw #1789 RT:20.1942 min
ITMS, 693.8594@hcd30.00, z=+2, Mono m/z=693.85944 Da, MH+=1386.71160 Da, Match Tol.=0.5 Da
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Sequence: FISYEEFSGPKHDEL, Charge: +3, Monoisotopic m/z: 599.94995 Da (+0.77
mmu/+1.28 ppm), MH+: 1797.83530 Da, RT: 70.7485 min,

Identified with: Sequest HT (v1.17); XCorr:2.77, Percolator g-Value:0, Percolator
PEP:0.0113, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.02 Da

Accession:

cds.comp6736_cO _seql _m.22350

Seq39982_noprotease_QE2.raw #21724 RT:70.7485 min
FTMS, 600.2856@hcd25.00, z=+3, Mono m/z=599.94995 Da, MH+=1797.83530 Da, Match Tol.=0.01 Da
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Sequence: YRPGTVALR, Charge: +3, Monoisotopic m/z: 344.87018 Da
(+0.36 mmu/+1.06 ppm), MH+: 1032.59598 Da, RT: 18.5691 min,
Identified with: Sequest HT (v1.17); XCorr:2.62, Percolator g-Value:0,
Percolator PEP:0.0416, lons matched by search engine: 0/0

Fragment match tolerance used for search: 0.5 Da

Accession:

cds.comp40326_c5 seq2_m.518076

Ryan_none_22Jan2015_F4.raw #943 RT: 18.5691 min
ITMS, 344.8702@hcd30.00, z=+3, Mono m/z=344.87018 Da, MH+=1032.59598 Da, Match Tol.=0.5 Da
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Sequence: HSLPARFSDTALFPR, Charge: +3, Monoisotopic m/z: 572.30621 Da
(+0.58 mmu/+1 ppm), MH+: 1714.90409 Da, RT: 67.9199 min, Accession:
Identified with: Sequest HT (v1.17); XCorr:3.56, Percolator g-Value:0, '

Percolator PEP:0.000939, lons matched by search engine: 0/0 cds.com p36819_c0_seq5_m264920
Fragment match tolerance used for search: 0.02 Da

Seq39982_noprotease_QE2.raw #20487 RT:67.9199 min
FTMS, 572.6408@hcd25.00, z=+3, Mono m/z=572.30621 Da, MH+=1714.90409 Da, Match Tol.=0.01 Da
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