A GENE14128 (Transcript 63620_1), 416 amino acids Fig. $1

Versus Human Caspase 3: 45% Identity over 238 amino acids

14128 170 YKMDKTPRGVAVIINNKSFLPASGMHRYPRNGTDVDRDALDKVFQKLGFNTLVYNDQSVYEIQKIFKSLAARDYSKENALIVSILTHGEE 259
Casp3 37 YKMDYPEMGLCIIINNKNFHKSTGMT--SRSGTDVDAANLRETFRNLKYEVRNKNDLTREEIVELMRDVSKEDHSKRSSFVCVLLSHGEE 124

*hkkk | kg skkkkk Kk gak% Sk ok ok kK * g kgek s, *k 3 kK sass.33 JKykk, s skgkkk%
14128 260 GILYATDGTIQIRDMMRWFKG---TNLVGKPKIFIFQACQGHEYMDGVDATDAPPADKRVQ-IPVEADFLYAYSTVPGYYSWRNSVNGSW 345
Casp3 125 GIIFGTNGPVDLKKITNFFRGDRCRSLTGKPKLFIIQACRGTELDCGIETDSGVDDDMACHKIPVEADFLYAYSTAPGYYSWRNSKDGSW 214

*kgg Kek s333.3 .3kg¥ Sk kkkkgkkgkkk gk K * 33 .. * s KhkKhKAAA KK KKK Khkhkhkhhhkhkk ghkk
14128 346 FIQSIAEVFDKYAKTTDLLTMMTRVNALVAT-YQSRTNDPYSDRKKQIPSIVSMMRKDFYFYP 407
Casp3 215 FIQSLCAMLKQYADKLEFMHILTRVNRKVATEFESFSFDATFHAKKQIPCIVSMLTKELYFYH 277

*kkke ek %k e e e ekkkk *kk ook o * khdkkk *hkkkg dggkkk

Versus Human Caspase 7: 45% ldentity over 238 amino acids

14128 170 YKMDKTPRGVAVIINNKSFLPASGMHRYPRNGTDVDRDALDKVFQKLGFNTLVYNDQSVYEIQKIFKSLAARDYSKENALIVSILTHGEE 259
Casp7 60 YNMNFEKLGKCIIINNKNFDKVTGMG--VRNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMODLLKKASEEDHTNAACFACILLSHGEE 147

*gkg * L gkkkkk * Lskk kkkkk Kk gkk k kg Kkkkg gkkkk K* gek_gek, 3 k3 .t sk gkkkk

14128 260 GILYATDGTIQIRDMMRWFKG---TNLVGKPKIFIFQACQGHEYMDGVDATDAPP----ADKRVQIPVEADFLYAYSTVPGYYSWRNSVN 342

Casp7 148 NVIYGKDGVTPIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPINDTDANPRYKIPVEADFLFAYSTVPGYYSWRSPGR 237
:*..**. *:*: *:* ..*: ***:*::***:* * **::* ..* *: * :********:************..

14128 343 GSWFIQSIAEVFDKYAKTTDLLTMMTRVNALVA-TYQSRTNDPYSDRKKQIPSIVSMMRKDFYFYP 407
Casp7 238 GSWFVQALCSILEEHGKDLEIMQILTRVNDRVARHFESQSDDPHFHEKKQIPCVVSMLTKELYFSQ 303

kkhkkkokgs, 2222 * P sekkkk * % sekssok%yg cokhhhk okkkg kg ok%

Versus Human Caspase 9: 31% ldentity over 239 amino acids

14128 170 YKMDKTPRGVAVIINNKSFLPASGMHRYPRNGTDVDRDALDKVFQKLGFNTLVYNDQSVYEIQKIFKSLAARDYSKENALIVSILTHGEE 259
Casp9 153 YILSMEPCGHCLIINNVNFCRESGLR--TRTGSNIDCEKLRRRFSSPHFMVEVKGDLTAKKMVLALLELAQQODHGALDCCVVVILSHGCQ 240

* 3, Kk Kk gkkkk % *kgs LR Kkgsek 3ok g Kk, . Kk ok %k . s3 s Kk gk, s, 3k kkgkk

14128 260 ------- GILYATDGT-IQIRDMMRWFKGT---NLVGKPKIFIFQACQGHEYMDGVDATDAPPADKR-—=-——-————m e mm e 315

Casp9 241 ASHLQFPGAVYGTDGCPVSVEKIVNIFNGTSCPSLGGKPKLFFIQACGGEQKDHGFEVASTSPEDESPGSNPEPDATPFQEGLRTFDQLD 330
* gk kk%k g s, Kykk * kkkkgkgakkk * g *Ls.t.0.% kg

14128 316 --VQIPVEADFLYAYSTVPGYYSWRNSVNGSWFIQSIAEVFDKYAKTTDLLTMMTRVNALVATYQSRTNDPYSDRKKQIPSIVSMMRKDF 403

Casp9 331 AISSLPTPSDIFVSYSTFPGFVSWRDPKSGSWYVETLDDIFEQWAHSEDLQSLLLRVANAVSVKG-—--——--—— IYKQMPGCFNFLRKKL 411
gk, shgg gkEkh kdkg kdhkg, KEkkggser sekgssghss Kk oggg K% *2. *hek, L.38%% .

14128 404 YFYPE 408

Casp9 412 FFKTS 416

s %



B GENE23203 (Transcript 106327_1), 425 amino acids

Versus Human Caspase 3: 36% ldentity over 262 amino acids

23203 161
Casp3 37

23203 251
Casp3 127

23203 342
Casp3 190

YPMNRQPHGLCLIVNNATFEAESGLANRKGSHVDARNLQSLFLYLKYKVTVVENQRARVLKDTIMRFAKQODHSSYDSVIVCMLXHGLEGR 250
YKMDYPEMGLCIIINNKNFHKSTGMTSRSGTDVDAANLRETFRNLKYEVRNKNDLTREEIVELMRDVSKEDHSKRSSFVCVLLSHGEEGI 126

* kg *khkkokgkk % skgs Kk K kkk kke | X% *kk ook s . . . etk ekkhk R sk kk k%

IYGVDGGLVSINDLVSMFNGYNAKTLIGKPKLFFIQACRGGDFDRGITFERIDGLESSPLEEKPVEEVLEELYPSEEADSGFXAPQSLPS 340
IFGTNG-PVDLKKITNFFRGDRCRSLTGKPKLFIIQACRGTELDCGIETD--SGVDDD-~-——————— e e e MACHKIPV 189
ek ek *oss.tletF.h L o0k KEkkkkkohkkhhhkk gk k¥ T JFss.. * oz.e*
EADILIAYXTVPGFVSWRHSDKGSWFVQALVXVFRQHSVNEDVASMLIKINRKVALEFESS----—— DKKKOQMPAPXIMLTRKVFFFP 422
EADFLYAYSTAPGYYSWRNSKDGSWFIQSLCAMLKQYADKLEFMHILTRVNRKVATEFESFSFDATFHAKKQIPCIVSMLTKELYFYH 277
***:* * % *'**g ***:*"****g*g* :::*:: H . :* ::***** *kk %k . ***:*' ***::::*:

Versus Human Caspase 7: 36% Identity over 262 amino acids

23203 161
Casp7 60

23203 251
Casp7 150

23203 341
Casp7 216

YPMNRQPHGLCLIVNNATFEAESGLANRKGSHVDARNLOSLFLYLKYKVTVVENQRARVLKDTIMRFAKQDHSSYDSVIVCMLXHGLEGR 250
YNMNFEKLGKCIIINNKNFDKVTGMGVRNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMODLLKKASEEDHTNAACFACILLSHGEENV 149

* okk g ok kgkgkk kg sk, Kekp, Rk, ok %k gk kg . R A .. HE

IYGVDGGLVSINDLVSMFNGYNAKTLIGKPKLFFIQACRGGDFDRGITFERIDGLESSPLEEKPVEEVLEELYPSEEADSGFXAPQSLPS 340
IYGKDG-VTPIKDLTAHFRGDRCKTLLEKPKLFFIQOACRGTELDDGIQAD——~——— SGPIN--——=———mmm e DTDANPRYKIPV 215
kkk kk g, kekk 3 Kk Kk _ kkkg kkkkkkkkkkkk gk Kk g *, kg *e. . e
EADILIAYXTVPGFVSWRHSDKGSWFVQALVXVFROHSVNEDVASMLIKINRKVALEFESSD-—--——— KKKOMPAPXIMLTRKVFFFP 422
EADFLFAYSTVPGYYSWRSPGRGSWFVQALCSILEEHGKDLEIMQILTRVNDRVARHFESQSDDPHFHEKKQIPCVVSMLTKELYFSQ 303
khkkgkgkk kkkkg Kkhkk _ _ gkkkkkkkk  gs_ sk, 3 33 .ok g2k gkk _kkk,_ skkKk gk, *kkgggek

Versus Human Caspase 9: 37% Identity over 263 amino acids

23203 161
Casp9 153

23203 247
Casp9 241

23203 334
Casp9 329

YPMNRQPHGLCLIVNNATFEAESGLANRKGSHVDARNLOSLFLYLKYKVTVVENQRARVLKDTIMRFAKQDHSSYDSVIVCMLXHG-~--- 246
YILSMEPCGHCLIINNVNFCRESGLRTRTGSNIDCEKLRRRFSSPHFMVEVKGDLTAKKMVLALLELAQODHGALDCCVVVILSHGCQAS 242

* g sk Kk kkkgkk, ok  kkkk Kk kkgok

t. B HE S 2k T T

skegkkk o K I

---LEGRIYGVDGGLVSINDLVSMFNGYNAKTLIGKPKLFFIQACRGGDFDRGITFERIDGLESSPLEEKPVEEVLEELYPSEEADSGFX 333
HLOQFPGAVYGTDGCPVSVEKIVNIFNGTSCPSLGGKPKLFFIQACGGEQKDHGFEVASTSPEDESPGSNP--EPDATPFQEGLRTFDQLD 328

s *k gkk k% *k e FEE ek kkkkkhkhkkkkk Kk o kgkg e k% . * . . .

APQSLPSEADILIAYXTVPGFVSWRHSDKGSWFVQALVXVFRQHSVNEDVASMLIKINRKVALEFESSDKKKOMPAPXIMLTRKVFFFPK 423
AISSLPTPSDIFVSYSTFPGFVSWRDPKSGSWYVETLDDIFEQWAHSEDLQSLLLRVANAVSVKG----IYKOMPGCFNFLRKKLFFKTS 416

Kk  kkkgy skkgsak Kk Kkkkkkkk

HEH cee FHIgH ok gk kg Kk kgkpo: L, Frod Fhkk, HE R R

Fig. S1



C GENE25497 (Transcript 54104_1), = 436 amino acids Flg $1

Versus Human Caspase 3: 32% ldentity over 247 amino acids

25497 235 YPSNKRPRGICLIFNNKTFNODRSLHLPRRDGTEKDVENLKLLWEKLHFXVIVKPDLTAHEMYDTARDYSRLDHSNYDCFVCCILSHGVQ 324
Casp3 37 YKMDYPEMGLCIIINNKNFHKSTGMTS--RSGTDVDAANLRETFRNLKYEVRNKNDLTREEIVELMRDVSKEDHSKRSSFVCVLLSHGEE 124

* . kekokogkhk Koo * k% * *% g cekss % * kk%x kg . *%k kg *kkg JEEX skkk% o

25497 325 GGIYGSDGEIIELGQITSQFKGTACXSLANKPKLFFVQACRGTDFDPGVQADAVXNSDEEAMRHSAEPNEGHFLLGYATPPGYVSWRSTQ 414
Casp3 125 GIIFGTNG-PVDLKKITNFFRGDRCRSLTGKPKLFIIQACRGTELDCGIETDSG---VDDDMACHKIPVEADFLYAYSTAPGYYSWRNSK 210

* kekgokx sekx gkk | kex * kkg khkkkkgokhkhkhkhhgek kg s * * ok k% kek kkk kkk e

25497 415 HGSWYISHLCDVFHTYCERFDIMSMMVMVNGKVSEAYTKKGYKQCPAPVSPVNCLDSQEEETKSLYK 481
Casp3 211 DGSWFIQSLCAMLKQYADKLEFMHILTRVNRKVATEFESFSFDATFHAKKQIPCIVSMLTKELYFYH 277

KR K gk  kk s Kk _ 222 * e *%k k% H

HEE : H

Versus Human Caspase 7: 33% ldentity over 249 amino acids

25497 235 YPSNKRPRGICLIFNNKTFNODRSLHLPRRDGTEKDVENLKLLWEKLHFXVIVKPDLTAHEMYDTARDYSRLDHSNYDCFVCCILSHGVQ 324
Casp7 60 YNMNFEKLGKCIIINNKNFDKVTGMGV--RNGTDKDAEALFKCFRSLGFDVIVYNDCSCAKMODLLKKASEEDHTNAACFACILLSHGEE 147

* ok, Kk Kkgkgkkk kg * ok kkk K *, kkgk  kk Kk gkkkk

s FEE T R

HES R HS

25497 325 GGIYGSDGEIIELGQITSQFKGTACXSLANKPKLFFVQACRGTDFDPGVQADAVXNSDEEAMRHSAEPNEGHFLLGYATPPGYVSWRSTQ 414

Casp7 148 NVIYGKDG-VTPIKDLTAHFRGDRCKTLLEKPKLFFIQACRGTELDDGIQADSGPINDTDANPRYKIPVEADFLFAYSTVPGYYSWRSPG 236
*kk k% o : seksskk * gk skkkkkhkohkhkhkhkkkgek Kgkkkg oK ek . * k  kkg kek khkk kkkk

25497 415 HGSWYISHLCDVFHTYCERFDIMSMMVMVNGKVSEAYTKKGYKQCPAPVSPVNCLDSQEEETKSLYKDP 483
Casp7 237 RGSWFVQALCSILEEHGKDLEIMQILTRVNDRVARHFESQSDDPHFHEKKQIPCVVS--MLTKELYFSQ 303

ckkkgg kk oo . . sekk s *k ok . . s k3 % *%k k%

Versus Human Caspase 9: 37% ldentity over 249 amino acids

25497 235 YPSNKRPRGICLIFNNKTFNODRSLHLPRRDGTEKDVENLKLLWEKLHFXVIVKPDLTAHEMYDTARDYSRLDHSNYDCFVCCILSHGVQ 324
Casp9 153 YILSMEPCGHCLIINNVNFCRESGLRT--RTGSNIDCEKLRRRFSSPHFMVEVKGDLTAKKMVLALLELAQQODHGALDCCVVVILSHGCQ 240

* . Lk ok kkkgkk Kk g3 kg * kgg k kgkg s.. Kk Kk kk kkkkgok g s s kk,  kk ok kkkkk K
25497 325 G------- GIYGSDGEIIELGQITSQFKGTACXSLANKPKLFFVQACRGTDFDPGVQADAVXNSDEEAMRHSAEPNEGHFLLGYAT---- 403
Casp9 241 ASHLQFPGAVYGTDGCPVSVEKIVNIFNGTSCPSLGGKPKLFFIQACGGEQKDHGFEVAST-SPEDESPGSNPEPDATPFQEGLRTFDQL 329
Jakkgkk g3 sk, Kkekkgk kk, kkkkkkgkkk Kk 3 *k *k_ 3. 1. ..33%s Lok kg * ok *
25497 404 --—--—-- e PGYVSWRSTQHGSWYISHLCDVFHTYCERFDIMSMMVMVNGKVSEAYTKKGYKQCPAPVSPVNCLDSQEEE 475
Casp9 330 DAISSLPTPSDIFVSYSTFPGFVSWRDPKSGSWYVETLDDIFEQWAHSEDLQSLLLRVANAVS---VKGIYKQMPG-~-—-—— CFNFLR-- 408
* kkgkkkk 3 Kkkkkg, *k kgk, .. kg kgg3 * , k* Lk kkk Kk, *gs

25497 476 TKSLYKDP 483
Casp9 409 KKLFFKTS 416
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