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Supplemental Figure 2

A. IP100231678 (100%), 112,664.0 Da
Poly [ADP-ribose] polymerase 1
13 unique peptides, 15 unique spectra, 15 total spectra, 197/1014 amino acids (19% coverage)

MAEATERLYR VEYAKSGRAS CKKCSESIPK DSLRMAIMvQ SPMFDGKVPH
WYHFSCFWKV GHSIRQPDTE VDGFSELRWD DQQKVKKTAE AGGVAGKGQH
GGGGKAEKTL GDFAAEYAKS NRSTCKGCME KIEKGQMRLS KKMLDPEKPAQ
LGMIDRWYHP TCFVKNRDEL GFRPEYSASQ LKGFSLLSAE DKEALKKQLP
AVKSEGKRKIE DEVDGIDEVA KKKSKKGKDK ESSKLEKALK AQNELVWNIK
DELKKACSTN DLKELLIFNQ QQVPSGESAI LDRVADGMAF GALLPCKECS
GQLVFKSDAY YCTGDVTAWT KCMVKTQNPS RKEWVTPKEF REISYLKKLK
IKKQDRLFPP ESSAPAPPAP PVSITSAPTA VNSSAPADKP LSNMKILTLG
KLSQNKDEAK AMIEKLGGKL TGSANKASLC I STKKEVEKM SKKMEEVKAA
NVRVVEEDFL QDVSASAKSL QELLSAHSLS SWGAEVKVEP GEVVVPKGKS
AAPSKKSKGA VKEEGVNKSE KRMKLTLKGG AAVDPDSGLE HSAHVLEKGG
KVFSATLGLY DIVKGTNSYY KLQLLESDKE SRYWIFRSWG RVGTVIGSNK
B.
‘6o SEAQUEST SEAQUEST Xilandem Modifications identified Observed Actual peptide
Sequence Id;zg:;?ltilt;n )S(CC;: d:clt)arin Isoc?-,(: NTT by spectrum m/z m:ssp Charge AAMU APPM Start Stop
(K)YVDRDSEEAEVIRK(Y) 95% 3.65 0.27 2 549.21 1,644.60 3 0.75 450 803 816
(K)LQLLESDKESR(Y) 95% 2,85 0.25 2 659.58 1,317.15 2 0.45 340 572 582
(K)YFSATLGLYDIVK(G) 95% 3.43 0.30 2.60 2 681.50 1,360.98 2 0.19 140 552 564
(R)TTNFAGILSQGLR(I) 95% 4.44 0.44 4.64 2 689.49 1,376.96 2 0.22 160 866 878
(R)KCDEYDGIDEVAK(K) 95% 3.32 0.31 1.68 2 Carbamidomethyl (+57) 739.60 1,477.18 2 0.50 340 209 221
(R)MAIMVQSPMFDGK(Y) 95% 2.87 0.08 2.40 2 Oxidation (+16), Oxidation (+16), Oxidation (+16) 751.96 1,501.91 2 0.25 170 35 47
(K)KPPLLNNTDSYQAK(Y) 95% 3.08 0.27 1.07 2 762.93 1,523.85 2 0.017 11 748 761
(R)VVCEDFLQDYSASAK(S) 95% 4.61 0.42 6.11 2 Carbamidomethyl (+57) 834.62 1,667.22 2 0.44 260 454 468
(R)GGSDDSSKDPIDYNYEK(L) 95% 3.33 0.28 3.01 2 913.60 1,825.18 2 0.38 210 780 796
(K)ALVEYEIDLQKMPLGK{(L) 95% 2,99 0.18 3.38 2 Oxidation (+16) 932.25 1,862.48 2 0.49 260 685 700
(K)GGAAYDPDSGLEHSAHYLEK(G) 95% 3.38 0.42 5.21 2 994.98 1,987.95 2 -0.0080 -4.0 529 548
{(K)VEMLDNLLDIEVAYSLLR(G) 95% 3.22 0.35 3.16 2 Oxidation (+16) 1,061.54 2,121.06 2 -0.043 -20 762 779
(K)ELLIFNQQQYPSGESAILDR(Y) 95% 3.51 0.20 1.66 2 1,129.11 2,256.20 2 0.029 13 264 283
(K)VFSATLGLYDIVK(G) 90% 1.85 0.06 2.46 2 1,361.53 1,360.52 1 -0.27 -200 552 564
(R)VYCEDFLQDVSASAK(S) 92% 2.92 2 Carbamidomethyl (+57) 1,667.38 1,666.38 1 -0.41 -250 454 468




C. IP100210090 (100%), 87,749.4 Da
SP120
5 unique peptides, 5 unique spectra, 5 total spectra, 95/798 amino acids (12% coverage)

MSSSPVNVKK LKVSELKEEL KKRRLSDKGL KADLMDRLQA ALDNEAGGRP
AMEPGNGSLD LGGDAAGRSG AGLEQEAAAG AEDDEEEEGI SALDGDQMEL
GEENGAAGAA DAGAMEEEEA ASEDENGDDQ GFQEGEDELG DEEEGAGDEN
GHGEQQSQPP AAAQQASQQR GPGKEAAGKS SGPTSLFAVT VAPPGARQGAQ
QQAGGDGKTE QKAGDKKRGVY KRPREDHGRG YFEYIEENKY SRAKSPQPPYV
EEEDEHFDDT VVCLDTYNCD LHFKISRDRL SASSLTMESF AFLWAGGRAS
YGVSKGKVCF EMKVTEKIPV RHLYTKDIDI HEVRIGWSLT TSGMLLGEEE
FSYGYSLKGI KTCNCETEDY GEKFDENDVI TCFANFETDE VELSYAKNGAQ
DLGVAFKISK EVLADRPLFP HVLCHNCAVE FNFGQKEKPY FPIPEDCTFII
QNVPLEDRVR GPKGPEEKKD CWEVVMMIGLP GAGKTTWVTK HAAENPGKYN
ILGTNT IMDK MMVAGFKKQM ADTGKLNTLL QRAPQCLGKF IEIAARKKRN
FILDQTNVSA AAQRRKMCLF AGFQRKAVVV CPKDEDYKQR TQKKAEVEGK
D.
: 4 SEAQUEST SEAQUEST X! Tandem
Identification XCor deltaCn log(e) Modifications identified Observed  Actual peptide
Sequence probability score score score NTT by spectrum m/z mass Charge  AAMU APPM Start
(K)KAEVEGKDLPEHAVLK(M) 95% 3.78 0.28 2 588.47 1,762.40 3 0.44 250 594
(K)QMADTGKLNTLLQR(A) 95% 241 0.29 3.10 2 Oxidation (+16) 803.09 1,604.17 2 0.34 210 519
(K)SSGPTSLFAYTVAPPGAR(Q) 95% 2.57 0.27 2.89 2 858.15 1,714.29 2 0.38 220 180
(K)KDCEVWMMIGLPGAGK(T) 95% 3.07 0.29 2.55 2 Carbamidomethyl (+57), Oxidation (+16), Oxidation (+16) 868.94 1,735.86 2 0.025 14 469
(R)LQAALDNEAGGRPAMEPGNGSLDL 95% 3.01 0.25 1.09 2 Oxidation (+16) 1,499.00 2,995.98 4 0.58 190 38




