R
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ATGAAGTGGTGCTGGGGCCCAGTGCTGCTCATCGCGGGTGCCACAGTCCTCATGGAGGGT 841 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG
M KWCWGZPVLLIAGATVLMEG 281 S PETPEMSDETDSTCVACGSTLTR
CTTCAAGCCGCTCAGCGTGCCTGTGGACAGCGTGGCCCCGGCCCCCCCAAGCCTCAGGAG 901 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC
L Q AAQRACGAOQRGPGPZPKUPAQE 301 T AGPQAGAPSPWPWEARTLMH
GGCAACACAGTCCCTGGCGAGTGGCCCTGGCAGGCCAGTGTGAGGAGGCAAGGAGCCCAC 961 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC
G NTVPGEWPWQASVRRIQGAH 321 Q GQL ACGGALV SEEAVLTAA
ATCTGCAGCGGCTCCCTGGTGGCAGACACCTGGGTCCTCACTGCTGCCCACTGCTTTGAA 1021 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG
I CS GS LV ADTWVLTAAHTCEFE 341 HCF 1 GRQAPEEWSVGLGTRP

. .
AAGGCAGCAGCAACAGAACTGAATTCCTGGTCAGTGGTCCTGGGTTCTCTGCAGCGTGAG 1081 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC
K AAATELNSWSV VLGS LQRE 361 EEWGLKOQL I LHGAYTHUPEGSG
GGACTCAGCCCTGGGGCCGAAGAGGTGGGGGTGGCTGCCCTGCAGTTGCCCAGGGCCTAT 1141 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC
G L SPGAEEV GV AALQLPRAY 381 Y DM AL LLLAQPVTLSGASTLTR RTFP

.
AACCACTACAGCCAGGGCTCAGACCTGGCCCTGCTGCAGCTCGCCCACCCCACGACCCAC 1201 CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA
NHY SQGSDLALULZQLAHPTTH 401 L CL PYPDHUHLUPDGEURGWV LG
.

ACACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCC 1261 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG
T PLCLPQPAHREFEFPFGASTCWA 421 R ARPGAGISSLQTUVPVTLLSG
ACTGGCTGGGATCAGGACACCAGTGATGCTCCTGGGACCCTACGCAATCTGCGCCTGCGT 1321 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG
T GWDQDTSDAPGTLRNLIRILR 441 P RACSRLHAAPGSGDGSU®P 1 L P
CTCATCAGTCGCCCCACATGTAACTGTATCTACAACCAGCTGCACCAGCGACACCTGTCC 1381 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA
L1 S RPTICNZT CIYNU QLHOQRHTLS 461 GMV CTSAV GELUPSCEGL S GA
AACCCGGCCCGGCCTGGGATGCTATGTGGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGT 1441 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT
NP ARPGMLTCGGPQPGV QGPC 481 PLVHEVRGTWEFTLAGLUHSTFGTD
CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 1501 GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG
Q GDbDSGGP VL CLEZPDGHWVQA 501 A CQGPARPAVEFTALUPAYETDW

.
GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 1561 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT
G I I S FASSC CAQEDAPVLILTN 521 VS S L DWQV Y FAEEUPEUPEAEFP
ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 1621 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGA
T A AHSSWILQARVQGAAFLANQQ 541 G S CLANISQPTSC*

Signal
peptide
¢ <«— Serine protease domain 1 ¢ Serine protease domain2 —
HN| [ TH D S ' H D S |coow
S 5 s s
[ ] [ ]
Hs GVQGPCQGDSGGPVLCLEPD.......cccoovviivvriivrriinsrirssiirns GELPSCEGLSGAPLVHEVR
Pt GVQGPCQGDSGGPVLCLEPD.........ccovivvriinriririvsiiniinnins GELPSCEGLSGAPLVHEVR
Mm GEQGPCQGDSGGPVMCREPD........c.coovviivvriivnriivsrirssrirns GEPPHCEGLSGAPLVHEIR
Rt GVQGPCQGDSGGPVMCRERPD........ccovviviiniriiriisririnsiers GEPPHCEGLSGAPLVHEVR
Bt GMQGPCQGDSGGPVLCREPD ..GEPPSCEGLSGAPLVHEVR
CF GVQGPCQGDSGGPVLCREPD..........covivvriivririerivsiiniinnins GEPPHCEGLSGTPLVHEVR
Spdl Spd2



