Supplemental data

Supplemental Table 1

Alphabetical list of all tri-deuteroacetylated, internal peptides that were only present in
the digested proteome of mouse caspase-3- and/or mouse caspase-7-treated mouse
Mf4/4 lysates. Sequence, number of identified spectra (spectra no.), m/z, z, error (Da),
threshold, highest Mascot ion score, A threshold and e value of the identified spectra

with highest Mascot ion score are given.

Supplemental Table 2

List of unique caspase-7 and -3 processing events identified in recombinant
caspase-7- or -3-treated macrophage lysates

The parent proteins are referred to by description (protein name), abbreviation (Abbr.),
UniProt database accession number (accession No.), subcellular localization (subcell.
local.) and molecular weight (M, protein). Furthermore, the P6-P5 amino acids
(cleavage site), the identified peptide, the molecular weight of the N- and C-terminal
fragments generated upon cleavage of the parent protein (M, fragments), the percentage
of homology of the parent protein with its human ortholog, and the preservation of the
cleavage site in the human ortholog are indicated. For known substrates, the reference
is given, and newly identified cleavage sites are indicated as “new”. More detailed
information on the human orthologous cleavage sites can be found in Supplemental

Table 4.

Supplemental Table 3



List of all the neo-N-termini identified in the digested proteome of caspase-7 and -
3

Peptides are classified according to the efficiency of their cleavage by caspase-7
compared to caspase-3, which is projected in the first column (statistically corrected
C7/C3 ratio). The parent proteins are referred to by protein name and UniProt database
accession number (Accession No.). Cleavage site, identified peptides and relevant
references (for known caspase substrates) are indicated. Newly identified cleavage sites

are indicated as “new.”

Supplemental Table 4

List of the 55 identified mouse caspase-7 and -3 cleavage sites and their
corresponding cleavage sites in the human substrate orthologs

Protein substrates (abbreviated protein name) are listed alphabetically. UniProt entry
name, cleavage sites (P1 residue is numbered) and the references for known substrates
are given. Newly identified cleavage sites are indicated as “new.” Orthologous sites were
extracted after performing a pairwise global alignment using the amino acid sequence of
the identified substrates (Needleman-Wunsch; gap opening: 10.0, gap extension: 0.5,

Blosum: 62 matrix).



Supplemental Table 1

Score of
Sequence Spectra no. m/z z Error (Da) Threshold gg:fnsé threﬁhol d © value
spectra

AcD3-AAEDYAKER 2 5747883 2 -0.0767 30 69 39 0.00001
A LAV VTEIPKEEKDPGH 1 10502289 4  -0.0415 20 2 6 001258
AcD3-AAVADPDEFER 1 632.774 2 -0.0476 31 32 1 0.03973
AcD3-AAVPTNIIAAKAAEVR 1 842.903 2 -0.1875 31 47 16 0.00126
AcD3-AEAAMDISEGR 4 608.815 2 -0.0085 30 107 77 0.00000
AcD3-AGMAMAGQSPVLR 3 683.3322 2 -0.0121 30 57 27 0.00010
AcD3-AKAEEEFNIEKGR 3 8314399 2 -0.0725 30 99 69 0.00000
AcD3-AMVKSVER 2 516.2888 2 -0.0728 31 58 27 0.00010
AcD3-ASSAVKVKR 3 5438462 2 -0.0735 30 71 41 0.00000
AcD3-AVTEGAMPAATGKDQPPSTGKKKR 1 889.932 3 0.3576 36 41 5 0.01583
AcD3-CLPGLAKQPSFR 5 735.4077 2 -0.073 30 52 22 0.00032
AcD3-EDLENQTLR 1 582.7749 2 -0.0033 31 70 39 0.00001
AcD3-FAVEYFTR 2 542.2842 2 -0.0697 30 57 27 0.00010
AcD3-FLEGDQKPVER 1 704.444 2 0.1422 31 49 18 0.00080
AcD3-FPLSPPKKKDLSLEEIQKKLEAAEER 2 1100.6226 3 -0.0871 29 39 10 0.00501
AcD3-FSLADAINTEFKNTR 2 908.9656 2 -0.0107 30 89 59 0.00000
AcD3-FSQLLNCPEFVPR 3 826.4189 2 -0.0035 32 68 36 0.00001
AcD3-GADCIMLSGETAKGDYPLEAVR 2 820.3886 3 -0.0186 30 71 41 0.00000
AcD3-GEALSTLVLNR 4 612.3579 2 -0.0707 30 62 32 0.00003
AcD3-GEEQAEKTKGKR 2 770.881 2 -0.0808 31 52 21 0.00040
AcD3-GGDGQAGPDEGEVDSCLR 3 935.4052 2 -0.0686 27 97 70 0.00000
AcD3-GIVPDIAVGTKR 1 658.358 2 -0.0763 31 51 20 0.00050
AcD3-GKGVVVVMKR 2 612.351 2 -0.0543 30 55 25 0.00016
AcD3-GKPSASPQER 1 573.8047 2 1E-04 31 40 9 0.00631
AcD3-GKTEQKGGDKKR 1 778968 2 0.0428 34 69 35 0.00002
AcD3-GKTLNDELEIEGMKFDR 1 755.7221 3 -0.087 30 50 20 0.00050
AcD3-GKVESIMKR 4 599.875 2 0.0617 30 63 33 0.00003
AcD3-GKVTYGQKR 1 586.338 2 -0.0093 30 44 14 0.00200
AcD3-GKYSQVLANGLDNKLR 1 956.019 2 -0.0337 31 55 24 0.00020
AcD3-GLAVTPTPVPVVGSQMTR 5 935.941 2 -0.1387 30 53 23 0.00025
AcD3-GLLSQGYSDFINR 1 760.866 2 -0.1295 31 39 8 0.00794
AcD3-GLNASQIR 1 455.2632 2 -0.076 31 54 23 0.00025
AcD3-GPEQMELEEGKAGSGLR 1 947.4578 2 -0.0046 31 77 46 0.00000
AcD3-GQPGAFTCYLDAGLAR 3 871426 2 0.0042 31 93 62 0.00000
AcD3-GQVITIGNER 6 569.8129 2 -0.0716 31 74 43 0.00000
AcD3-GTVEEDLGKSR 6 643.8311 2 -0.0915 30 62 32 0.00003
AcD3-GVMNGEYYQESNGPTDSYAAISEVDR 4 972.0705 3 -0.0428 23 98 75 0.00000
AcD3-IAVPKFKQR 1 611392 2 0.0103 34 49 15 0.00159
AcD3-LFAIAKDSQKKTQR 5 907525 2 -0.0133 31 70 39 0.00001
AcD3-LGGAVSLGDPLLLPAASESR 1 987.5508 2 -0.0761 31 59 28 0.00008
AcD3-MVNDGVEDLR 1 607.884 2 0.1087 31 54 23 0.00025




Supplemental Table 1 (continued)

Score of
Sequence Spectra no. m/z z Error (Da) Threshold 2::%??:5 threﬁhol d © value
spectra
AcD3-NGSGMCKAGFAGDDAPR 5 912.3651 2 -0.1335 25 91 66 0.00000
AcD3-NTEEKKSGLSVR 1 741888 2 -0.0421 31 67 36 0.00001
AcD3-SFLAAAETLKER 1 716.45 2 0.0208 31 46 15 0.00159
AcD3-SGPPAKKIR 2 547.8477 2 -0.0756 30 71 41 0.00000
AcD3-
SGQGPPAEEEEGEEEAAKEEAEAQGVR 1 1455.012 2 -0.3629 31 43 12 0.00316
AcD3-SLKEALTYDGALLGDR 3 906418 2 -0.1369 31 67 36 0.00001
AcD3-SLVCKAGIIASAR 1 721.433 2 -0.0486 31 39 8 0.00794
AcD3-SQGPTPVCTPTFLER 1 867.945 2 0.0268 31 32 1 0.03973
AcD3-SSPDSKPKTR 1 619.3387 2 -0.0032 31 32 1 0.03973
AcD3-STAAQQELR 3 5247723 2 -0.0088 31 65 34 0.00002
AcD3-STLAVQQYIQQNIR 2 856.912 2 -0.1961 31 60 29 0.00006
AcD3-TPAKNAQKSNQNGKDLKPSTPR 1 869.4599 3 -0.0349 30 69 39 0.00001
AcD3-VDGTVEEDLGKSR 2 750.771 2 -0.3071 31 45 14 0.00200
AcD3-YAKGFGGQYGIQKDR 1 911.911 2 -0.1285 31 85 54 0.00000
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Supplemental Table 3

Cr;ﬁ? Protein name Abbr. Acc:l?.swn Cleavage site Identified peptide Status
4.5/1  Coiled-coil domain-containing protein 137 CCDC137 Q8ROK4  KGEEPD;pg 1AVPK 1AVPKFKQR New
4.0/1  Kinesin-associated protein 3 Kifap3 P70188 KKKAVD,,4,0EDLEN  EDLENQTLR New
3.8/1  WW domain-hinding protein 11 Whp1l 0923D5 EDSERD,o;NTEEK  NTEEKKSGLSVR New
321 ﬁgg:u';‘;?gggmeroge“e‘)us nuclear Hompu 088568  QQAGGD.sGKTEQ — GKTEQKGGDKKR 4

. AAGVASLLTTAEAVVTEIPKEEKD
2.711  Heat shock protein 60 Hsp60 P63038 RTALLDs3;AAGVA PGMGAMGGMGGGMGGGME (2,3,5)
1.9/1  60S ribosomal protein L5 Rpl5 P47962 NVESID;35GQPGA  GQPGAFTCYLDAGLAR New
1.9/1  Vacuolar ATP synthase subunit H VATH Q8BVE3  IRGAVD;;AAVPT AAVPTNI IAAKAAEVR New
1.9/1  Hypothetical RNA-binding protein Lupus Lal Larpl 062Q58 DYSQTD47,FSQLL  FSQLLNCPEFVPR New
1.6/1  Serine/arginine repetitive matrix protein 2 Srrm2 Q8BTI8 ERSESD;5;6SSPDS  SSPDSKPKTR New
1.2/1  Pyruvate kinase isozymes M1/M2 Pkm2 P52480  ANAVLD354GADCI GADCIMLSGETAKGDYPLEAVR New
1.2/1  ATP-dependent RNA helicase DDX1 Ddx1 Q91VR5  PVDEFDggsGKVTY  GKVTYGQKR (2)
1.2/1  Cytosolic phospholipase A2 CPLA2 P47713  FDDELDs,;AAVAD  AAVADPDEFER (4-8)
1.1/1  Craniofacial development protein 1 Cfdpl 088271  KEDEVD4oGEEQA GEEQAEKTKGKR New
1.1/1  Clathrin light chain A Clta 008585  GPDAVD75GVMNG GVMNGEYYQESNGPTDSYAAISEVDR New
1/1.1  26S protease regulatory subunit 8 PRS8 P62196  XXMALD,GPEQM GPEQMELEEGKAGSGLR New
1/1.1  Actin, aortic smooth muscle Acta2 P62737  SYELPD,46GQVIT  GQVITIGNER (5,9, 10)
1/1.1  Protein FAM21 Fam21 Q6PGL7 DDDEVDgesLFAIA LFATAKDSQKKTQR New
1/1.1  Polypyrimidine tract-binding protein 1 Ptbpl P17225  XxXxXXMD,GI1VPD GIVPDIAVGTKR (2,11)
1/1.2 TAR DNA-binding protein 43 Tardbp Q921F2  KMDETDgoASSAV ASSAVKVKR (2,4)
1/1.3  Splicing factor U2AF 65 kDa subunit U2af2 P26369 PTMTPD;,gGLAVT  GLAVTPTPVPVVGSQMTR (2,4)
1/1.3  Serine/arginine repetitive matrix protein 2 Srrm2 Q8BTI8  SSQELD;50,GKPSA  GKPSASPQER New
1/1.6  Heat shock protein 60 Hsp60 P63038  VITVKD,03GKTLN  GKTLNDELE I IEGMKFDR (2,3,5)
1/2.1  Polypyrimidine tract-binding protein 1 Ptbhpl P17225  SAAAVD;,;AGMAM  AGMAMAGQSPVLR (2,3,11)
1/2.2  Vimentin Vim P20152  LQDSVDgsFSLAD FSLADAINTEFKNTR (2-4)
1/2.6  Protein FAM136A Fam136a Q9CR98  VQEAVD;,AMVKS AMVKSVER New
1/2.7  Myosin-9 Myh9 Q8VDD5 LEDTLD;;53STAAQ STAAQQELR (2,4,12,13)
1/2.7  Lysosomal protective protein Ppgh P16675 DQDEID3,CLPGL CLPGLAKQPSFR New
1/2.8  Vacuolar ATP synthase subunit E 1 Atp6vlel P50518 KAEEID3,AKAEE AKAEEEFNIEKGR New
1/2.9  Eukaryotic translation initiation factor 4H Eif4h Q9WUK2 EFDEVDg,SLKEA SLKEALTYDGALLGDR (2,3,5)
1/2.9  Vacuolar ATP synthase catalytic subunit A Atpbvla P50516  LTMEVD,9oGKVES  GKVESIMKR New
1/3.3  Aspartyl-tRNA synthetase, cytoplasmic Dars Q922B2  PREIVD;oAAEDY AAEDYAKER New
131 ggfjgggébgfgt' o rgph“phate synthetase-  pocap Q8RS74 1 1DDVD,eSFLAA  SFLAAAETLKER New
1/3.7  HS1 binding protein 3 Hs1bp3 Q3TC93 LFDDPD,74LGGAV ~ LGGAVSLGDPLLLPAASESR New
1/4.0  Actin-related protein 2/3 complex subunit 5 Arpch Q9CPW4 FVDEED,9GGDGQ GGDGQAGPDEGEVDSCLR New
1/4.8  Hematopoietic lineage cell-specific protein Hclsl P49710 HESQRD;g9YAKGF  YAKGFGGQYGIQKDR (2)
1/4.8  Actin, cytoplasmic 1 Acth P60710  AALVVD;;NGSGM NGSGMCKAGFAGDDAPR (5,9,10)
1/5.0 _ Endoplasmin Hsp90h1 P08113  DEVDVD,gGTVEE GTVEEDLGKSR (2,4
1/5.6  Heat shock protein 60 Hsp60 P63038 1AEDVD,,oGEALS  GEALSTLVLNR (2,3,5)
1/5.6  Preimplantation protein 3 MobklI3 Q6PEB6 SFDEMD3,STLAV STLAVQQYIQQONIR New
159 gﬁ“ﬁ;rggﬂfaqgf;tsﬁgﬁ't” kinase type II- Prkarza  P12367 PPDLVDsFAVEY  FAVEYFTR New
1/6.3  Stathmin Stmnl P54227  KESVPD3,FPLSP FPLSPPKKKDLSLEE IQKKLEAAEER New
1/6.7  Endoplasmin Hsp90bl P08113  EAIQLDsgGLNAS GLNASQIR (2)
1/7.7  ATP-dependent RNA helicase DDX1 Ddx1 Q91VR5 VLDEAD3,3GLLSQ  GLLSQGYSDFINR ()
1/9.1  Ubiquitin carboxyl-terminal hydrolase 5 Usp5 P56399 HIDDLD,s;AEAAM  AEAAMDISEGR New
1/11.1  Endoplasmin Hsp90b1 P08113  ADDEVD,sVDGTV VDGTVEEDLGKSR (2,4,5)
1/12.5  Elongation factor 2 Eef2 P58252  KSTLTD37SLVCK SLVCKAGI TASAR New




Supplemental Table 4

Protein Uniprot ID Cleavage site P1 Status
Acta2 ACTA_MOUSE SLEKSYELPD,46GQVITIGNER D (5)
ACTA_HUMAN SLEKSYELPD,46GQVITIGNER D
Acth ACTB_MOUSE DDDIAALVVD,;NGSGMCKAGF D (5)
ACTB_HUMAN DDDIAALVVD;;NGSGMCKAGF D
Arpcs ARPC5_MOUSE DENKFVDEED,9GGDGQAGPDE D New
ARPC5_HUMAN DENKFVDEED,9GGDGQAGPDE D
Atpévia VATA MOUSE DFPELTMEVD,99GKVES IMKRT D New
VATA_HUMAN DFPELTMEVD,99GKVES IMKRT D
Atpéviel VATE1_MOUSE EANEKAEE 1D3;AKAEEEFNIE D New
VATE1_HUMAN EANEKAEE 1D3;AKAEEEFNIE D
cepela7  CC137_MOUSE EKEAKGEEPD;0g 1 AVPKFKQRK D New
CC137_HUMAN EKEAKGEEPD ;05 1 AVPKFKQRK D
Cldpl CFDP1_MOUSE NELVKEDEVD4,GEEQAEKTKG D New
CFDP1_HUMAN NELVKEDEVD,,GEEQTQKTQG D
Clta CLCA_MOUSE RAGGGPDAVD75GVMNGEYYQE D New
CLCA HUMAN EPPGGPDAVD;sGVMNGEYYQE D
oPLA2 PA24A MOUSE QDSFDD-ELDs,;AAVADPDEFE D (5)
PA24A_HUMAN QDSFDDDELDs,,AAVADPDEFE D 4
Dars SYDC_MOUSE GQEKPRE1VD;,AAEDYAKERY D New
SYDC_HUMAN SQEKPREIMD;,AAEDYAKERY D
DDX1_MOUSE DIKVPVDEFDggsGKVTYGQKRA D New
DXL DDX1 HUMAN DIKVPVDEFDggsGKVTYGQKRA D 2
DDX1_MOUSE VRFLVLDEAD373GLLSQGYSDF D New
DDX1 HUMAN VRFLVLDEAD3,3GLLSQGYSDF D
Ebp2 EBP2_MOUSE YQKGFSDKLD2;,FLEGDQKPV- D New
EBP2_HUMAN YQKGFSDKLD,1,FLEGDQKPLA D
Eefo EF2_MOUSE VDHGKSTLTD3,SLVCKAGITA D New
EF2_HUMAN VDHGKSTLTD3,SLVCKAGI IA D
Eifah IF4H_MOUSE FCYVEFDEVDg,SLKEALTYDG D (5)
IFAH_HUMAN FCYVEFDEVDg3SLKEALTYDG D (2,3)
Fam21 FAM21_MOUSE FEDDDDDEVDgggLFATAKDSQK D New
FAM21_HUMAN SLFEEDKEDDgg4LFATAKDSQK D
Famizea F136A_MOUSE QQLRVQEAVD;1,AMVKSVEREN D New
F136A_HUMAN QQLRVQEAVE,,SMVKSLEREN E
Gspr  GSTPLMOUSE  KNQREAAQNDs;MVNDGVEDLR D New
GSTP1 HUMAN KDQQEAALVDg;MVNDGVEDLR D
hosy  HCLSLMOUSE  ETEKHESQRD;geYAKGFGGQYG D New
HCLS1 _HUMAN ETEKHESQRD;59YAKGFGGQYG D (2
Hdgt HDGF_MOUSE EKNSTPSEPD,05sSGQGPPAEEE D New
HDGF_HUMAN EKNSTPSEPG,05sSGRGPPQEEE G
Hnrmpu 088568 MOUSE RQGQQQAGGD,06GKTEQKGGDK D New
HNRPU_HUMAN GGRPGAPAGD,3,GKTEQKGGDK D (4)
Hs1bp3 H1BP3_MOUSE DSLKLFDDPD,74LGGAVSLGDP D New
H1BP3 HUMAN DPLKLFDDPD,7oLGGAIPLGDS D
CH60_MOUSE GRKGV I TVKD,3GKTLNDELE D New
CH60_HUMAN GRKGV ITVKD,p3GKTLNDELEI D
Hsp60 CH60_MOUSE PLV I 1AEDVD,79GEALSTLVLN D New
CH60 HUMAN PLV I 1AEDVD,79GEALSTLVLN D
CH60_MOUSE TKVVRTALLDs3;AAGVASLLTT D New
CH60_HUMAN TKVVRTALLDs3;AAGVASLLTT D




Supplemental Table 4 (continued)

Protein Uniprot ID Cleavage site P1 Status
ENPL_MOUSE GFVRADDEVD,.VDGTVEEDLG D )
ENPL_HUMAN GSVRADDEVD,.VDGTVEEDLG D (4)

Hspoobl  ENPL_MOUSE VRADDEVDVD,sGTVEEDLGKS D New
ENPL_HUMAN VRADDEVDVD,sGTVEEDLGKS D (2,4
ENPL_MOUSE QREEEAIQLDsgGLNASQIREL D New
ENPL_HUMAN QREEEAIQLDsgGLNASQIREL D

Kifap3 KIFA3_MOUSE ELSKKKKAVD,49EDLENQTLRK D New
KIFA3 HUMAN ELSKKKKAVD,40EDPENQTLRK D

Larpl LARP1_MOUSE PP1VDYSQTD,72FSQLLNCPEF D New
LARP1_HUMAN PP 1VDYSQTD.,e5FSQLLNCPEF D

Miiszip  MK67I_MOUSE RSRRKKSSVD,5,SQGPTPVCTP D New
MK671_ HUMAN -T-PEK-TVD,»SQGPTPVCTP D

Mobki3 ~ MOBL3_MOUSE WPDESFDEMD3,STLAVQQY1Q D New
MOBL3_HUMAN WPDESFDEMD3,STLAVQQY1Q D

Mybbpla MBB1A MOUSE PEKNAASQQD120:AVTEGAMPAA D New
MBB1A HUMAN P-——-A--EDj;9,———-GT-PAA D

Myh MYH9_MOUSE LKTELEDTLD1353STAAQQELRS D New
MYH9 HUMAN LKTELEDTLD,;55STAAQQELRS D (2,4

Npmi NPM_MOUSE KVPVKKSVRD;5, TPAKNAQKSN D New
NPM_HUMAN KAPVKKS IRD;55 TPAKNAQKSN D

Nucksy  NUCKS_MOUSE DDADEDYGRD,3SGPPAKKIRS D New
NUCKS HUMAN DDADEDYGRD,5SGPPTKKIRS D 2,3)

- KPYM_MOUSE GSDVANAVLD35,GADC IMLSGE D New
KPYM_HUMAN GSDVANAVLD35,GADC IMLSGE D

Pogh PPGB_MOUSE EAAPDQDE ID3;CLPGLAKQPS D New
PPGB_HUMAN EAAPDQDE I Q35RLPGLAKQPS 0

Prkarsa  KAP2_MOUSE -GQQPPDLVD3oFAVEYFTRLR D New
KAP2_HUMAN LRQQPPDLVE;,FAVEYFTRLR D

Prpsap? KPRB_MOUSE 1VDD I 1DDVD,7¢SFLAAAETLK D New
KPRB_HUMAN 1VDD I 1DDVD,7SFLAAAETLK D

PRS8 PRS8_MOUSE XXXXXXMALD,4GPEQMELEEG D New
PRS8 HUMAN XXXXXXMALD,GPEQMELEEG D
PTBP1_MOUSE XXXXXXXXMD,GIVPDIAVGT D New

Ptbp1 PTBP1_HUMAN XXXXXXXXMD,G IVPDIAVGT D 2
PTBP1_MOUSE ALAASAAAVD;7;AGMAMAGQSP D New
PTBP1 HUMAN ALAASAAAVD,;,AGMAMAGQSP D (2,3)

Rpl5 RL5_MOUSE NGGEYNVES1D,3sDGQPGAFTCY D New
RL5_HUMAN TGDEYNVES 1D, 35DGQPGAFTCY D

Rpl28 RL28_MOUSE KTVGVEPAADssGKGVVVVMKR D New
RL28 HUMAN KTVGVEPAADssGKGVVVVIKR D

Rpsig  RS18 MOUSE FLNRQKDVKDg,GKYSQVLANG D New
RS18_HUMAN FLNRQKDVKDg,GKYSQVLANG D
SRRM2_MOUSE SRSGSSQELD;150,GKPSASPQER D New

Srm2 SRRM2_HUMAN SRSGSSQELD;546VKPSASPQER D
SRRM2 MOUSE ASPQERSESD;5,6SSPDSKPKTR D New
SRRM2_HUMAN ASPQERSESD;560SSPDSKAKTR D

stmny STMN1_MOUSE SPRSKESVPD3,FPLSPPKKKD D New
STMN1 HUMAN SPRSKESVPE 3,FPLSPPKKKD E

Tardbp TADBP_MOUSE DNKRKMDETDgoASSAVKVKRA D New
TADBP_HUMAN DNKRKMDETDgsASSAVKVKRA D (2,4




Supplemental Table 4 (continued)

Protein Uniprot ID Cleavage site P1 Status
U2af2 U2AF2_MOUSE TALLPTMTPD,,6GLAVTPTPVP D New
U2AF2_HUMAN TALLPTMTPD;,gGLAVTPTPVP D (2,4)
UspS UBP5_MOUSE WIFSHIDDLD,¢;AEAAMD I SEG D New
UBP5_HUMAN WIFSHIDDLD,s;AEAAMD I SEG D
VATH_MOUSE TKMDIRGAVD1;AAVPTNIT TAA D New
VATH VATH HUMAN TKMDIRGAVD;;AAVPTNI TAA D
vim VIME_MOUSE GVRLLQDSVDgsFSLADAINTE D New
VIME_HUMAN GVRLLQDSVDgsFSLADAINTE D (2-4)
Wbpi1 WBP11_MOUSE FGHREDSERD,g,NTEEKKSGLS D New
WBP11_HUMAN FVHRDNGERD,97,NNEEKKSGLS D
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Supplemental Figure 1

List of identified high scoring MS/MS spectra (n=55)
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instrument: Bruker Esquire HCT
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AcD3-MMox)VNDGVEDLR(C13*)-CO0OH
precursor mass: 607.8840 Da (charge: +2) protein: P19157 (91-100)
score (threshold): 54.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-FSQLINC{Cmm*)PEFVPR-COOH
precursor mass: 826.4189 Da (charge: +2) protein: Q3UU34 (298-310)
score (threshold): 68.0 (32.0)
instrument: Waters Q-TOF Premier
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AcD3-FSLADAINTEFK{ACDIK*)NTR-COOH
precursor mass: 908.9656 Da (charge: +2) protein: P20152 (86-100)
score (threshold): 89.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-FPLSPPK{AcCDIK*)K(AcDIK*)K(AcDIK* )DL SLEEIQK (AcDIK*)K(AcDIK*)LEAAFER(C13*)-COOH
precursor mass: 1100.6226 Da (charge: +3) protein: P54227 (35-60)
score {threshold): 39.0 (29.0)
instrument: Waters Q-TOF Premier
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AcD3I-AAGVASLL TTAEAVVTEIPK{AcCDIK®)EEK (AcD3K")DP GM{Mooc* ) GAM{WM o )G GM{Mox* ) GGGM{Mox* )G GGM{Wox* ) F-CO0OH
precursor mass: 1050.2289 Da (charge: +4) protein: P63038 (532-573)
score (threshold): 26.0 (20.0)
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AcD3-l FAIAK(AcDIK*)DS QK{AcDIK®)K{AcD3K*)TQR-COOH
precursor mass: 907.5250 Da (charge: +2) protein: Q6PGL7 (669-682)
score (threshold): 70.0 (31.0)
instrument: Waters Q-TOF Premier
(37T 2285
b3

-

(3061917
b2

Int

1847.52 1
1642.51 1

1437 .19 7

-
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

(480.3141)
4

fn

1231 56 - (1080.5914]

'

1026.57 1
(1324.74451)

e

(404 229
3

(96557 34)
(1 EDiEEEJJ VT

-
1
1
1
1
1

g21.25 1 ak1.3503)
b

(27 R.3514)
ird

fa9.1224) '

615.94 1 (750.4718) | E
! (12536956
i

-
1
1
1

-

R i

410.63

A

205,31 iz Y

FO.0GO3
=i

1437 8506
I[E?'E.EED?E]I l i i )
Al

I:II:”:I vl | ||I ||I].J|-J.I .Ilil I .J.JI-|I||.a.l Ll a L Il..ll. e | . ..I. ' II .
0.00 163.50 227.00 490.449 b53.94 217.44 4a0.4949 114448 1307.498 1471.48




Int

811.97 1

721,76

631.94 4

541.321

451,101

36055

27066

180,444

90,22

(F2.0895)
I

E 3

q1znna

(130

o7 e

{?miﬁﬂgiﬁf
i

AcD3-FAVEYFTR(C13*)-COOH
precursor mass: 542.2842 Da (charge: +2) protein: P12367 (31-38)

score (threshold): 57.0 (30.0)

instrument: Waters Q-TOF Premier
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AcD3 GGAVSLGDPLLIPAASESR(C13%)-COOH
precursor mass: 987.5508 Da (charge: +2) protein: Q8C910 (36-55)
score (threshold): 59.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-C{Cmm* ) PGLAK{AcD3IK*)QPSFR{C13*)-CO0OH
precursor mass: f35.4077 Da (charge: +2) protein: P16675 (32-43)
score (threshold): 52.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-GEAI STIVINR(C13*)-CO0OH
precursor mass: 612.3579 Da (charge: +2) protein: P63038 (280-290)
score (threshold): 62.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-GK{AcD3IK*)TLNDEL ENE GM{Moc )K(AcDZK*)FDR(C13*)-CO0OH
precursor mass: 755.7221 Da (charge: +3) protein: P63038 (204-221)
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AcD3-GADC{Crmm*M{Mox*)L S GE TAK({AcD3K*)GDYPLEAVR-COOH
precursor mass: 820.3886 Da (charge: +3) protein: P52480 (355-376)
score (threshold): 71.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-GK{ACDIK*)VTYGOK(AcDZK*)R-COOH

precursor mass: 586.3380 Da (charge: +2) protein: Q91VR5 (686-694)
score (threshold): 44.0 (30.0)

instrument: Waters Q-TOF Premier
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AcD3-SGPPAK(ACDIK*)K(AcDIK*)}R(C13%)-CO0OH
precursor mass: 547.8477 Da (charge: +2) protein: Q80XU3 (30-38)
score (threshold): 71.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-TPAK(ACDIK®)NAQK[ACDIK")SNONDam)GK{AcD3IK")DLK(AcDIK*)PSTPR-COOH
precursor mass: 869.4599 Da (charge: +3) protein: Q61937 (198-219)

score (threshold): 69.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-AK{AcCD3IK*)AEEEFNIEK{ACD3IK")GR{C13*)-CO0OH

precursor mass: 831.4399 Da (charge: +2) protein: P50518 (32-44)
score (threshold): 99.0 (30.0)

instrument: Waters Q-TOF Premier
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AcD3-ASSAVK(ACDIK*)VK(AcD3IK*)R(C13*)-COOH
precursor mass: 543.8462 Da (charge: +2) protein: Q92 1F2 (90-98)
score (threshold): 71.0 (30.0)
instrument: Waters Q-TOF Premier
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AcDI-AGM{Moc)AMMoc)AGQSPVLR-COOH
precursor mass: 683.3322 Da (charge: +2) protein: P17225 (172-184)
score (threshold): 57.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-GLNASQIR(C13*)-COOH
precursor mass: 455.2632 Da (charge: +2) protein: P08113 (60-67)
score (threshold): 54.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-GOVITIGN({Dam)ER(C13*)-CO0OH
precursor mass: 569.8129 Da (charge: +2) protein: P62737 (247-256)
score (threshold): 74.0 (31.0)
instrument: Waters Q-TOF Premier

(231 A 1038 018613
b2 2

(181.1434)

¥l

104 R3E9E)

{ ID“I?J ;
(1017078
i

-+

{?z{fb%@ﬁ 7) l
i
T |. L I |J'

-
1
1
1
1
1
1
1
1

-
1
1
1
1
1
1
1

0.00
0.00

(330.1889)
b3
; (695.3667)
; B
; i (809,447
: : W7
(482.2369) ;
vd
' (595.3241)
(e
i ;
%ﬁﬁgﬁ%ﬁ . (908.4923)
- B
L1 |l 1 |.I.ill l | 'Ii\ i M I.li 1 ' 1 ' N i- . } mlfz
104.91 209.83 31474 419.66 52457 F29.49 734.40 839.31 94423



AcD3-GPEQM(Mox*)ELEEGK{ACDIK*)AGSGLR-COOH
precursor mass: 947.4578 Da (charge: +2) protein: P62196 (5-21)

score (threshold): 77.0 (31.0)

instrument: Waters Q-TOF Premier
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AcD3-GVIM{Mox*)N{Dam)GEYYQESNGPTDSYAAISEVDR-COOH
precursor mass: 972.0705 Da (charge: +3) protein: 008585 (76-101)

score (threshold): 98.0 (26.0)
instrument: Waters Q-TOF Premier
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AcD3-AM{Moxc*)WK{AcDIK*)SVER(C13%)-CO0OH
precursor mass: 516.2888 Da (charge: +2) protein: Q9CR98 (15-22)
score {threshold): 58.0 (32.0)
instrument: Waters Q-TOF Premier
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AcD3-GTVEEDI GK{AcD3K*)SR(C13*)-COOH
precursor mass: 643.8311 Da (charge: +2) protein: P08113 (29-39)
score (threshold): 62.0 (30.0)

instrument: Waters Q-TOF Premier
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AcD3-N{Dam)GS GM{Mox*)C(Cmm*)K{AcD3IK*)AGFAGDDAPR(C13%)-COOH
precursor mass: 912.3651 Da (charge: +2) protein: P60710 (12-28)
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AcD3-GK(AcD3IK*)PSASPQER-COOH
precursor mass: 573.8047 Da (charge: +2) protein: Q8BTIS (1503-1512)
score (threshold): 40.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-SSPDSK(AcD3IK*)PK(AcD3K*)TR-COOH
precursor mass: 619.3387 Da (charge: +2) protein: Q8BTI8 (1517-1526)
score {threshold): 32.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-GGDGRAGPDEGEVDSC{Cmm*)LR(C13*)-CO0OH
precursor mass: 935.4052 Da (charge: +2) protein: Q9CPWH4 (30-47)
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AcD3-STAAQQELR-COOH

precursor mass: 524.7723 Da (charge: +2) protein: Q8VDD5 (1154-1162)
score (threshold): 65.0 (31.0)

instrument: Waters Q-TOF Premier
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AcD3-AAFDYAK(ACD3IK*)ER({C13%)-COOH
precursor mass: 574.7883 Da (charge: +2) protein: Q92282 (20-28)
score {threshold): 69.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-EDLEN{Dam)Q{Dam)TLR-CO0OH
precursor mass: 582.7749 Da (charge: +2) protein: P70188 (250-258)
score (threshold): 70.0 (31.0)

instrument: Waters Q-TOF Premier
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Supplemental Figure 2

List of identified low scoring MS/MS spectra (n=65)



AcD3-FSQLI NC(Cmm*)PEFVPR-COOH
precursor mass: 826.2790 Da (charge: +2) protein: IPI00185919.3 (496-508)

score (threshold): 48.0 (35.0)
instrument: Bruker Esquire HCT
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AcD3-C{Crmm* ) PGLAK(AcD3K*)QPSFR-COOH
precursor mass: 732.3520 Da (charge: +2) protein: P16675 (32-43)
score (threshold): 50.0 (31.0)
instrument; Bruker Esquire HCT
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AcD3-C{Cmm*)LPGLAK(AcDIK*)QPSFR(C13*)-CO0OH
precursor mass: 735.3890 Da (charge: +2) protein: P16675 (32-43)
score (threshold): 40.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GOQPGAFTC(Cmm*)YLDAGLAR-COOH
precursor mass: 871.4720 Da (charge: +2) protein: P47962 (136-151)
score {threshold): 56.0 (31.0)

instrument: Bruker Esquire HCT
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AcD3-SIK({AcD3IK")EAL TYDGALL GDR(C137)-COOH

precursor mass: 909.5150 Da (charge: +2) protein: Q9WUK?2 (93-108)

score {threshold): 46.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GLAVTPTPVPVVGSOMMox)TR(C13*)-COOH
precursor mass: 939.0150 Da (charge: +2) protein: P26369 (129-146)
score (threshold): 31.0 (31.0)
instrument; Bruker Esquire HCT
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AcD3-GLAVTPTPVPVVGSQM{Mox) TR-COOH
precursor mass: 935.9680 Da (charge: +2) protein: P26369 (129-146)
score {threshold): 37.0 (31.0)
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AcD3-C{Crmm* ) PGLAK(AcD3K*)QPSFR-COOH
precursor mass: r32.4140 Da (charge: +2) protein: P16675 (32-43)
score (threshold): 42.0 (31.0)
instrument; Bruker Esquire HCT
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AcD3-GEAL STLVINR-COOH

precursor mass: 609.2780 Da (charge: +2) protein: P63038 (280-290)

score (threshold): 47.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GEAL STIVINR(C13*)-CO0OH
precursor mass: 612.3460 Da (charge: +2) protein: P63038 (280-290)

score (threshold): 62.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-C{Cmm* )} PGLAK{AcD3K*)QPSFR-COOH
precursor mass: 732.3780 Da (charge: +2) protein: P16675 (32-43)
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AcD3-GEAL STIVINR(C13*)-CO0OH
precursor mass: 612.2870 Da (charge: +2) protein: P63038 (280-290)

score (threshold): 41.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3 - FAIAK(AcDIK*)DS QK (AcDIK*)K(AcD3IK*)TQR-COOH
precursor mass: 907.5300 Da (charge: +2) protein: IPI00456853.3 (665-678)

score (threshold): 42.0 (35.0)
instrument: Bruker Esquire HCT
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AcD3-STLAVQQYIQONIR(C13%)-COOH
precursor mass: 856.9080 Da (charge: +2) protein: Q6PEBG (35-48)
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score (threshold): 36.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3 - FAIAK(AcDIK*)DS QK (AcDIK*)K(AcD3IK*)TQR-COOH
precursor mass: 907.4660 Da (charge: +2) protein: IPI00456853.3 (665-678)
score (threshold): 69.0 (35.0)
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AcD3-L FAIAK(AcDIK*)D S QK(AcDIK*)K(AcD3IK*)TQR-COOH
precursor mass: 907.4930 Da (charge: +2) protein: IPI00456853.3 (665-678)
score (threshold): 64.0 (35.0)
instrument: Bruker Esquire HCT
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AcD3-FAVEYFTR(C13*)-COOH
precursor mass: 542.2640 Da (charge: +2) protein: P12367 (30-37)
score (threshold): 47.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GOQPGAFTC(Cmm*)YLDAGLAR-COOH
precursor mass: 871.3510 Da (charge: +2) protein: P47962 (136-151)
score (threshold): 71.0 (31.0)

instrument: Bruker Esquire HCT
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AcD3-SLK(AcD3K*)EAL TYDGALI GDR(C13*)-CO0OH
precursor mass: 909.4680 Da (charge: +2) protein: Q9WUK2 (93-108)
score {threshold): 58.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GK{AcDIK*)WE SIMMo)K(AcDIK*)R(C13*)-CO0OH
precursor mass: 602.8250 Da (charge: +2) protein: IPI00007682.2 (300-308)
score (threshold): 55.0 (34.0)
instrument; Bruker Esquire HCT
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AcD3I-VDGTVEEDI GK{AcD3K*)SR(C13*)-CO0OH
precursor mass: 750.9060 Da (charge: +2) protein: P08113 (27-39)
score (threshold): 41.0 (31.0)

instrument; Bruker Esquire HCT
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AcDI-ASSAVK(AcCDIK*WK(AcDZK*)R-COOH
precursor mass: 540.7580 Da (charge: +2) protein: Q921F2 (90-98)
score {threshold): 55.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-AGM{Max) AM{Mo)AGQSPVLR(C13*)-COOH

precursor mass: 686.2960 Da (charge: +2) protein: P17225 (172-184)
score (threshold): 34.0 (31.0)
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AcDI-GOVITIGN({Dam)ER-COOH

precursor mass: 566.8560 Da (charge: +2) protein: P62737 (247-256)
score (threshold): 63.0 (34.0)

instrument: Bruker Esquire HCT
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AcDI-GOVITIGN({Dam)ER-COOH
precursor mass: 566.6960 Da (charge: +2) protein: P62737 (247-256)
score (threshold): 64.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GVIM{Mox)N{Dam)GEYYQESNGPTDSYAAISEVDR-COOH
precursor mass: 972.1120 Da (charge: +3) protein: 008585 (76-101)
score (threshold): 71.0 (36.0)
instrument: Bruker Esquire HCT
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AcD3-SGPPAK(ACDIK*)K(AcDIK*}R(C13%)-CO0OH
precursor mass: 547.7510 Da (charge: +2) protein: Q80XU3 (30-38)
score {threshold): 48.0 (31.0)
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AcD3-GK{AcDIK*)WE SIMMo)K(AcDIK*)R(C13*)-CO0OH
precursor mass: 602.9130 Da (charge: +2) protein: IPI00007682.2 (300-308)
score (threshold): 51.0 (34.0)
instrument; Bruker Esquire HCT
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AcDI-GOVITIGN({Dam)ER-COOH
precursor mass: 566.7920 Da (charge: +2) protein: P62737 (247-256)
score (threshold): 69.0 (34.0)
instrument: Bruker Esquire HCT
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AcD3-AK(AcD3IK*)AEEEFNIEK(AcD3IK®)GR-COOH
precursor mass: 828.3610 Da (charge: +2) protein: P50518 (33-45)
score (threshold): 82.0 (31.0)
instrument; Bruker Esquire HCT
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AcD3-GOVITIGNER-COOH

precursor mass: 566.4000 Da (charge: +2) protein: P62737 (247-256)
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score (threshold): 71.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GADC({Cmm* M {WTox) 5§ GE TAK(AcD3IK*)GDYPLEAVR-COOH
precursor mass: 1229.9920 Da (charge: +2) protein: P52480 (354-375)
score (threshold): 35.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-N{Dam)GS5 GM{Wox)C(Cmm* K (AcDIK*)JAGFAGDDAPR(C13*)-CO0OH
precursor mass: 912.3840 Da (charge: +2) protein: P60710 (12-28)
score (threshold): 49.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-N{Dam)GS5 GM{Wox)C(Cmm* K (AcDIK*)JAGFAGDDAPR(C13*)-CO0OH
precursor mass: 912.3630 Da (charge: +2) protein: P60710 (12-28)
score (threshold): 31.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GTVEEDI GK{AcD3K*)SR(C13*)-COOH
precursor mass: 643.8590 Da (charge: +2) protein: P08113 (29-39)
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AcD3-GTVEEDI GK{AcD3IK*)SR-COOH
precursor mass: 640.7600 Da (charge: +2) protein: P08113 (29-39)
score (threshold): 50.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GTVEEDI GK{AcD3IK*)SR-COOH
precursor mass: 640.7970 Da (charge: +2) protein: P08113 (29-39)
score (threshold): 36.0 (31.0)
instrument: Bruker Esquire HCT

Int

%
L

(262.057)

-
P2

gove .47 1

7174 .64 1

B277.81 1

538096 - (492 119)
yd {?E%.%I 443

4434 .15 1 Ly

F587 .52 1

L (978.373)
. W

' (E05.353)
y"ﬁ F20.31H
269049 1 ; 218

-
1
1
1
1
1
1
1

]
—1

1795 66 (
(43218 v

b4 :' -
595 55 - :

IO 1 | \1 i1 ‘

b

N 265 86 50410 F42.33 q950.57 1218.81 1457.04 16495.25 1955.592 217176



AcD3-GTVEEDI GK({AcD3K*)SR({C13*)-CO0OH
precursor mass: 643.7950 Da (charge: +2) protein: P08113 (29-39)
score {threshold): 54.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3I-NGSGM{Mox)C{Cmm*)K(AcD3K*)AGFAGDDAPR(C13%)-CO0OH
precursor mass: 911.8890 Da (charge: +2) protein: P60710 (12-28)
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AcD3-5TAAQQELR(C13*)-COOH

precursor mass: 527.7860 Da (charge: +2) protein: Q8VDD5 (1153-1161)
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AcD3-GGDGQAGPDEGEVDSC{Cmm*)LR(C13*)-CO0OH
precursor mass: 935.4020 Da (charge: +2) protein: Q9CPW4 (29-46)
score (threshold): 58.0 (36.0)
instrument: Bruker Esquire HCT
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AcD3-GEE QAEK(AcD3K*)TK(AcDIK*)GK(AcD3K*)R-COOH

precursor mass: 770.9520 Da (charge: +2) protein: 088271 (41-52)
score (threshold): 49.0 (31.0)

instrument: Bruker Esquire HCT
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AcD3-AK(AcD3IK*)AEEEFNIEK(AcD3IK®)GR-COOH
precursor mass: 828.4880 Da (charge: +2) protein: P50518 (33-45)
score (threshold): 38.0 (31.0)
instrument; Bruker Esquire HCT
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AcD3-AF AAMMox)NISEGR(C13%)-CO0OH
precursor mass: 608.7880 Da (charge: +2) protein: P56399 (768-778)
score (threshold): 78.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-GGDGQAGPDEGEVDSC{Cmm*)LR(C13*)-CO0OH
precursor mass: 935.3860 Da (charge: +2) protein: Q9CPW4 (29-46)
score (threshold): 58.0 (31.0)
instrument: Bruker Esquire HCT
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AcD3-FSQLINC{Cmm*)PEFVPR(C13*)-CO0OH
precursor mass: 829.4267 Da (charge: +2) protein: Q3UU34 (298-310)
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score (threshold): 59.0 (32.0)
instrument: Waters Q-TOF Premier
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AcD3-FPLSPPK{ACDIK*)K(AcDIK*)K(AcDIK* )DL SLEEIQK (AcDIK*)K(AcDIK*)LEAAFER(C13*)-COOH
precursor mass: 1100.6194 Da (charge: +3) protein: P54227 (35-60)
score {threshold): 37.0 (29.0)
instrument: Waters Q-TOF Premier
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AcD3-FSLADAINTEFK({AcDIK*)INTR(C13%)-COOH
precursor mass: 911.9753 Da (charge: +2) protein: P20152 (86-100)
score {threshold): 64.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-L FAIAK(AcDIK*)DS QK{ACDIK* ) K{AcDIK*)TQR(C 13%)-CO0OH
precursor mass: 910.5367 Da (charge: +2) protein: Q6PGL7 (669-682)
score (threshold): 69.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-GLAVTPTPVPVVGS QMMox*)TR-COOH
precursor mass: 936.0070 Da (charge: +2) protein: P26369 (129-146)
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instrument: Waters Q-TOF Premier
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AcD3-GLAVTPTPVPVVGS QMMox*)TR-COOH
precursor mass: 936.0104 Da (charge: +2) protein: P26369 (129-146)
score {threshold): 41.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-GK{ACDIK*)GVVVVM Mo K (AcDIK*)R-CO0OH
precursor mass: 612.3773 Da (charge: +2) protein: P41105 (57-66)
score (threshold): 34.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-GK({AcD3K*)VE SIM{Moax*)K(AcD3K*)R(C13*)-COOH

precursor mass: 602.8497 Da (charge: +2) protein: P50516 (300-308)
score (threshold): 35.0 (30.0)
instrument: Waters Q-TOF Premier
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AcD3-GVM{Mox*)N{Dam)GEYYQESNGPTDSYAAISEVDR-COOH
precursor mass: 972.0778 Da (charge: +3) protein: 008585 (76-101)
score (threshold): 77.0 (27.0)
instrument: Waters Q-TOF Premier
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AcD3-ASSAVK(AcCDIK*)WK(AcDIK*)R-COOH
precursor mass: 540.8302 Da (charge: +2) protein: Q921F2 (90-98)
score {threshold): 71.0 (30.0)
instrument: Waters Q-TOF Premier
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AcDI-AGM{MWMaox* ) AMMoc)AGASPVLR(C13*)-CO0OH
precursor mass: 686.3521 Da (charge: +2) protein: P17225 (172-184)
score (threshold): 54.0 (30.0)
instrument: Waters Q-TOF Premier
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AcDI-GOVITIGN({Dam)ER-COOH

precursor mass: 566.8011 Da (charge: +2) protein: P62737 (247-256)
score (threshold): 68.0 (31.0)

instrument: Waters Q-TOF Premier
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AcD3-GVMMo )INDam)GEYYQESNGPTDSYAAISEVDR(C13%)-CO0OH
precursor mass: 974.0873 Da (charge: +3) protein: 008585 (76-101)
score (threshold): 69.0 (23.0)
instrument: Waters Q-TOF Premier
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AcD2-AM{Moc)VK(AcD3IK*)SVER-COOH
precursor mass: 513.2813 Da (charge: +2) protein: Q9CR98 (15-22)
score (threshold): 58.0 (31.0)
instrument: Waters Q-TOF Premier

Int

135,261

120,231

105204

90.17 4

79,144

G012

45.09

20064

16.03

(7641156
h2

-
1
1
1
1
1
1
1

{1?5.*]1213]1

l!III"'

a04.1723)

vz
R
v = iﬁ

-
- 1
1

(49&%5?5}

(553.%395}

l!III"' l!III"'

{TEE.%M!}

l!IIl"'

(9095074
Wy

-

| | .
L

gyl

0.00

0.00

44.49 1498.97 2495 46 a47.494

447 .43

S496.91 BHE.40

FH5.85 94537



477 B8
424 61 1
a71.534
318.451
265,381
212304
159,231
106.151

5308
(G0,

0.00

(741
|

|

-

E

94]1&553}
BN

E37)
:

(72.0896)
|

(17

(30317617

b3

-

{EEI#t.]“I}%‘EI e

-
1
1
1
1
1
1
1
1
1
1

al

5.1222)
]

0.00

118.16

(4322217
b4

||.|,\.

AcD3-GTVEEDI GK{AcD3K*)SR-COOH
precursor mass: 640.8316 Da (charge: +2) protein: P08113 (29-39)
score (threshold): 61.0 (31.0)

instrument: Waters Q-TOF Premier
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AcD3-N{Dam)GS GM{ox*)C(Cmm*)K{AcD3K*)AGFAGDDAPR-COOH
precursor mass: 909.3747 Da (charge: +2) protein: P60710 (12-28)
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score (threshold): 84.0 (29.0)

instrument: Waters Q-TOF Premier
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AcD3-AFAAMMox*)DISEGR(C13*)-CO0H

precursor mass: 608.7858 Da (charge: +2) protein: P56399 (768-778)
score (threshold): 60.0 (30.0)

instrument: Waters Q-TOF Premier
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AcD3-AFAAM{Moxc* )DISEGR-COOH

precursor mass: 605.7739 Da (charge: +2) protein: P56399 (768-778)
score (threshold): 60.0 (31.0)

instrument: Waters Q-TOF Premier
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AcD3-STAAQQELR(C13%)-COOH
precursor mass: 527.7872 Da (charge: +2) protein: Q8VDD5 (1154-1162)
score (threshold): 55.0 (31.0)
instrument: Waters Q-TOF Premier
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AcD3-AAEDYAK(ACD3IK")ER-COOH

precursor mass: 571.7811 Da (charge: +2) protein: Q92282 (20-28)
score (threshold): 69.0 (30.0)
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instrument: Waters Q-TOF Premier
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