Supplemental Table 5 - Dix, M.M., Simon, G.M., Cravatt, B.F., 2008

Proteins identified as cleaved in apoptosis by PROTOMAP from Van Damme, P., et al, 2005

Total
IPI Number Description Spectral Peptograph
Counts
CSDA Isoform 1 of DNA-binding protein A ENSG00000060138 - ' e
1 50 100 150 11 250 00 350 Erd
uuerg seq. DNA-bindi ite & A A Y
IPI00031801 RN binding wati A s 131 [ | I |
Specific hits CSP_CDS
Superfanilies I- " !
MAP2K1 Dual specificity mitogen-activated protein kinase kinase 1 ENSG00000169032 T R R TR
1 50 100 150 200 250 s 350 393 X + + +
Query seq. cotalybic loop AL
activation Loop AL d
ATP binding pocket AL An A AL :
IP100219604 o substrate binding pocket & i S 59 ] g 1 | ——
Specific hits
Superfanilies S5_TKc superfamily =" -
Hulti-donains S_TKc

DNM2 98 kDa protein ENSG00000079805

1 125 375 S00

Query seq.
putative phosphoinositide binding site AR
hudrophobic core # ML S S Sdas
direr interface M A NN

E.,ll.,..u ol af

1 of3

IPI00794575 Specific hits 127 |oum 14 1.
Superfanilies [ DYNc superfamily ] H-1like superfamilyl éEn superfamily | :
[ Dynamin_M superfamily ]
Hulti-donains Dynamin_N
DKC1 H/ACA ribonucleoprotein complex subunit 4 ENSG00000130826
1 75 150 225 300 375 450 514 :
fuery seq. probable actine site S ry
Specific hits PseudoU_sunth_hDyskerin = " m———
IPIOOZI3H gupertanisics B —
Pseudol_synth superfamily
Hulti-donains PRKOQ4270
EIF4E2 Uncharacterized protein EIF4AE2 ENSG00000135930
1 S0 100 150 200 255
IPI00744211 Query seq, 37
Superfanilies ( IF4E superfamily ]
EIF4H;LOC653994 Isoform Long of Eukaryotic translation initiation factor 4H ENSG00000106682
1 S0 100 150 200 243
IPI00014263 Ouery seq. il bl s sl s v b s s ! 66
Superfanilies [ REREM_1 superfamily ]
GPKOW G patch domain and KOW motifs-containing protein ENSG00000068394
1 75 150 225 300 375 450 476
IPI00024255  Query seq, 51 |mmEmoEom
Superfanilies fE-patch supert I mmom —
s . L
[T TR —
GNL1 Isoform 1 of Guanine nucleotide-binding protein-like 1 ENSG00000204590
1 100 200 300 400 s00 607 .
Query seq.
GTP-HaZ+ binding si;: : M GTPAHaz+ binding sGi;.eb; : 55 box : .
o G5 box M GSIDOXA EZ.DOXA Irl I IF 1
IPI00396387 S e coton i 834 | L.
Specific hits HSR1_MMR1 4 p H . bk
Hulti-domains C0G1161
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HNRNPAO Heterogeneous nuclear ribonucleoprotein AO ENSG00000177733

2 of 3

1oy

1 50 100 150 200 250 305
IP100011913 | Query seq. L A 35
Superfanilies RRM_1I superfamily (RRM_1 superfamily ) - Hawm
-. .
- L]
MATR3 100 kDa protein ENSG00000015479 1
1 125 50 375 T 525 750 w95 : .i: - | : |.
g i .
IPI00789551 Superfanilies fe#-UL feF-UL 169 1 " .
Hulti-donains MDN1
(] ||
PTBP1 polypyrimidine tract-binding protein 1 isoform a ENSG00000011304
1 75 150 225 F00 375 4510 525 557 h i ||- 2.
IPI00183626 Auery seq,  mmsmmstmmslmlm! sl sl s s s s s 372 ‘ —_
SuperfaniLies A hp-—
i
PSMES3 Isoform 2 of Proteasome activator complex subunit 3 ENSG00000131467
1 S0 100 150 200 250 267
IPI00219445 Query seq, [t s ! b b s ! bt 223
Superfanilies ( PAZE_alpha superfamily ) [ PAZ8_beta superfamily ]
KIAA0174 KIAA0174 protein ENSG00000182149 §
1 S0 100 150 200 50 F00 350 366 ;
IPI00386516 | Ouery seq,  mmsmmkumms bl sl s s s s s s s 37 I Bhm = =
Superfanilies 1§ DUF292 superfamily ] |
1
SF3B2 splicing factor 3B subunit 2 ENSG00000087365 Crwr ap ah _—
1 125 280 375 sin 525 50 595 " _
IPI00221106 Query seq, bt s ol s s s s 59 :
Superfanilies [ DUF382 super-family ]fsp Super] LR ] -
LS
U2AF2 Uncharacterized protein U2AF2 ENSG00000063244
1 ] 150 225 300 375 450 477 [ -
IPI00746657 Query seq, st mmd sl s s o s s e s s s e | 166 — e
Superfanilies —
TRIM28 Isoform 1 of Transcription intermediary factor 1-beta ENSG00000130726 :
1 125 250 375 S0 625 750 335 lll- 1' || Il 'Ill
duery seq, \ |n. r " E
IPI00438229 ... . anar banding site &Sk 443 v alf
pecific hits q
Super fonilies o
URP2 Isoform 1 of Unc-112-related protein 2 ENSG00000149781 :
1 100 200 00 400 son B00 BET :
Query seq. ool s s s s s s s ] ey m e ——
IPI00397834 ¢ o i 1ies & PH-Like cors R T 343 fhoae o e &
& = =) . g
Hulti-domains R41 II Iq |||| r h..lu ] F
L g
VIM Vimentin ENSG00000026025 :
1 75 150 225 300 375 450 466 5
Query seq, il s s s s s s e s s b | ) :
IPI00418471 | guperfanilics 123 | TP W
Hulti-donains Filament




Supplemental Table 5 - Dix, M.M., Simon, G.M., Cravatt, B.F., 2008

CBX1 Chromobox protein homolog 1 ENSG00000108468 ey
1 25 50 ki 100 125 150 175 155
Query seq, L e
histone binding site Ad & & & &k dimerization interface & Y A A A
IP100010320 potential binding pit & & 18
Specific hits
Superfanilies CHROMO superfamily ChSh superfamily
- u - [——
- e —
EIF3J Eukaryotic translation initiation factor 3 subunit 1 ENSG00000104131
1 S0 100 150 200 258
IP100290461 | Query seq, 31
Superfanilies eIlF3_subunit superfamily = =1
SNW1 SNW domain-containing protein 1 ENSG00000100603
1 75 150 225 300 375 450 536 l
IPI00013830  8uery seq. 28 -
Superfanilies ( SKIP_SNW superfamily ]
TARDBP TDP43 ENSG00000120948
1 75 150 225 300 375 416
IPI00025815 | Auery seq. 37 [T TT] m-.
Superfanilies [ RRA_L superfamily FRA_L superfamil .
"
L]
HCLS1 Hematopoietic lineage cell-specific protein ENSG00000180353
1 75 150 225 300 375 4510 436 i
oo s e ———— moy g o
fuery seq. Froline—rich ligand binding site S & Far 1 I 1 "'I L
IP100026156 RTand nefrc loses Sk AL 85 1 =
Specific hits SH3
Superfanilies fisirer swfislrer surfisirer sup]
DDX1 ATP-dependent RNA helicase DDX1 ENSG00000079785
1 125 250 375 S0 625 740 II H I I lf
e s —————————— =
uuerg Seq.FlTP binding site putative Ha++ binding site hucleotide binding region Mk Y - IF ' |1r. ' ' 4
IP100293655 ATP-binding site A AN 312 :
Specific hits HELICc
Superfanilies EIBC_RTPase = [ SPRY superfamily ] REC_ATPase superfamily ]

3 0f3
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Proteins identified as not cleaved in apoptosis by PROTOMAP from Van Damme, P., et al, 2005

IPI Number Description

Total
Spectral Peptograph
Counts
PSMD3 26S proteasome non-ATPase regulatory subunit 3 ENSG00000108344 :
' 7 0 a ars +30 LR ¥ Y Ty —
IP100011603 | Query seq. L A e . 42 :
Superfanilies [ PCI superfamily ]EPHS_C superfamils]
L
ACIN1 Isoform 1 of Apoptotic chromatin condensation inducer in the nucleus ENSG00000100813 ! ! ! !I]ll TR i
1 250 750 1000 1250
IPI00007334 | Query seq. 74
Superfanilies

1

HSP90B1 Endoplasmin precursor ENSG00000166598

125 250

MDN1

500 625 750 I“rT r! r|| “IIII‘“II
Query seq, 11 :
IPI00027230 superranilies HSP90_superfaily ) 782 Y
Hulti-donains PRK05218
|
GARS Glycyl-tRNA synthetase ENSG00000106105
1 125 250 500 625 H
Query seq. +RNA binding site ALAAL AL retif 1 active rite M AA A, antizeden binding rite & Ak A U LA mr 'em
dimer interface dimer interface M M4 N * I F I F
IP100465260 ips s i s 325 !
Specific hits GlyRS5-1like core GlyRS_anticodon L |l: 3
Superfanilies m class_I1_aaRS-like_core superfamily voronhom
Hulti-donains GRS51
i Ll
GPATCHS8 G patch domain containing 8 ENSG00000186566
1 250 500 1000 1250
IPI00457284 | Query seq. 4
Hulti-donains SheC FRKBS826
KARS Lysyl-tRNA synthetase ENSG00000065427 o
1 100 200 400 500 G010 625
Query seq, : : : :
dimer interface A& & P active site & MLAL Ty & LN LI
ubative anticodon binding site M4 M A A4 mobif 1ML mobif 2 M motif 3 M i
IPI00307092 —— Putat ticodon bindina sit £if 1 £if 2 Lif 3 68 :
Superfanilies !Pnz_oar_ramilg superfamil class_II_aaR5-1like_core superfamily
Hulti-domains LusU
MYH9 Myosin-9 ENSG00000100345 ‘
1 280 00 750 1250 1500 1750 1360 1
Qvers seq, TH ||| | H'l]\'l i Iﬂ‘z
TP-binding gite A& & switch II ragion M SH1 halix i I " ‘:
switch I pegion & conuerter subdonmin 40 S 0 §
relay loop o
IP100019502 specific hits 2970 || “‘,‘4
Superfanilies Motor_domain superfamily . ;
Hulti-donains Myosin_tail_1 |
NACA 95 kDa protein ENSG00000196531 :
1 125 251 500 25 750 875 925 :
Query seq, I
IPI00797126 ' superfanili B :
per.‘ ani. .!.es g
Hulti-donains EGD2 F |
NASP nuclear autoantigenic sperm protein isoform 1 ENSG00000132780 T ——
1 125 280 s00 3 E-TI 1] R S
Query seq, [} .
TPR mobif A A A A A AN J H
binding surface AL S o i  minl b
IP100332499 specific hits TPR . !r ' ;
Superfanilies :
Hulti-donains
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NOLA2 H/ACA ribonucleoprotein complex subunit 2 ENSG00000145912

1 25 si 75 1in 125 153

Query seq. L

IP100041325 27
Superfanilies ( Ribosomal_L7Ae superfamily )
— -_—
NAP1L1 Nucleosome assembly protein 1-like 1 ENSG00000187109
1 50 100 150 200 250 300 350 391
IP100023860 | Query =eq. L e N 288
Superfanilies [ NAP superfamily ]
PABPN1 Isoform 1 of Polyadenylate-binding protein 2 ENSG00000100836
1 S0 100 150 200 250 306
IPI00005792 Ouery seq.  mbmmmsbmnt sl sl s s s s s s s s s b s 7 =
Superfanilies EEM_1 superfamily
- L] o I
FUS Fus-like protein (Fragment) ENSG00000089280
1 s 150 25 o0 375 450 525 I ' II
IPI00260715 Ouery seq. oottt s s s s s s s s s s st 30
Superfanilies
RBM17 Splicing factor 45 ENSG00000134453
1 50 100 150 200 2510 300 350 401
IP100176706  HQuery seq. 7 T ae 1!
Superfanilies [:—patch suPeM‘ami] [RRM_]_ superfamily ]
STX12 Syntaxin 12 ENSG00000117758 r———
1 50 i 150 zon 250 299
Query seq,
interdomain interaction site zero layer &
IPI0051 3853 nSecl interaction sites Linker region flarking leucine-zipper lauers & Ak 2
Specific hits
Superfanilies ( SunN superfamily ) t_SNARE superfanily - =
C90rf78 Uncharacterized protein C9orf78 ENSG00000136819 :
1 50 100 150 200 250 259
IP100550191 | Guery seq, 12 !
Superfanilies { Hep_59 superfamily ] - i E om o E——
SET Isoform 1 of Protein SET ENSG00000119335
1 50 100 150 200 250 290
IP100072377  HQuery seq, 90
Superfanilies [ NAP superfamily ] = B
m"
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