A

95
88
96
87
93
93
92
92
100
94

192
185
201
188
181
189
188
187
195

: 198

.
Pol3spdl - —--KPQEGNTVPGEWPWQASVRRQG---AHICSGSLVADTWVLTAAHCFEKAAATELNS---WSVVLGSLQREGLS-PGAEEVGVAALQLP-RAYNHYSQGSDLAL
Pol3spd2 = SLRTAGPQAGAPSPWPWEARLMHQGQLA---CGGALVSEEAVLTAAHCF------- IGRQAP-—————~ EEWSVGLGTRPEEWGLKQL ILH-GAYTHPEGGYDMAL
Pol2spdl - ——-1VGGSNAQPGTWPWQVSLHH-GG--GHICGGSL I APSWVLSAAHCFMTNGT-~-LEPAAEWSVLLGVHSQDG-PLDGAHTRAVAAIVVP-ANYSQVELGADLAL
Pol2spd2  : ------- KAPRPGAWPWEAQVMVPGSRP---CHGALVSESWVLAPASCF-------LDPNSSDSPPRDLDAWRVLLPSRPRAERVARLVQH-ENASWDNAS-DLAL
Pol2spd3 : —--LRLEAAPVGVLWPWLAEVHVAG---DRVCTGILLAPGWVLAATHCV- -LRPGSTTVPY IEVYLGRAGASSLPQGHQVSRLVISIRLPQHLGLRPPLAL
Pollspdl - —--1VGGMEASPGEFPWQASLRE-NK~--EHFCGAAT INARWLVSAAHCFNE--~--~ FQDPTKWVAYVGATYLSGSEASTVRAQ-VVQIVKH-PLYNADTADFDVAV
Pollspd2 : —--VVGGFGAASGEVPWQVSLKE-GS--RHFCGATVVGDRWLLSAAHCFNH----~ TKVEQVR-AHLGTASLLGLGGSPVKIG-LRRVVLH-PLYNPGILDFDLAV
Pol1spd3 - ——-1VGGSAAGRGEWPWQVSLWLRRR--EHRCGAVLVAERWLLSAAHCFDV--~--~ YGDPKQWAAFLG---TPFLSGAEGQLERVARIYKH-PFYNLYTLDYDVAL
Matriptase : ---VVGGTDADEGEWPWQVSLHALGQ--GHICGASL ISPNWLVSAAHCY IDDRGFRYSDPTQWTAFLGLHDQSQRSAPGVQERRLKR I ISH-PFFNDFTFDYDIAL
pB-Tryptase : ---1VGGQEAPRSKWPWQVSLRVHGPYWMHFCGGSL IHPQWVLTAAHC-~--~--~--~ VGPDVKDLAALRVQLREQHLYYQDQLLPVSRIIVH-PQFYTAQIGADIAL :
.

Pol3spdl = LQLAHPTTHT----PLCLPQPAHRFPFGASCWATGWDQ----DTSDAPGTLRNLRLRL ISRPTCNC I YNQLHQRHLSNP-ARPGMLCGGPQPGVQGPCQGDSGGPV
Pol3spd2 : LLLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPG-~~~- AGISSLQTVPVTLLGPRACSRLHA-APGGDGSP—1-LPGMVC-TSAVGELPSCEGLSGAPL
Pol2spdl = LRLASPASLGPAVWPVCLPRASHRFVHGTACWATGWGDVQEADPLPLPWVLQEVELRLLGEATCQCLYSQPGPFNLTLQIL-PGMLCAGYPEGRRDTCQGDSGGPL
Pol2spd2 - LQLRTPVNLSAASRPVCLPHPEHYFLPGSRCRLARWGRGE--~~-~ PALGPGALLEAELLGGWWCHCLYGRQGAAVPLPGDPPHALCPAYQEKEEVGSCWNDSRWSL
Pol2spd3 - LELSSRVEPSPSALP ICLHPAG-- IPPGASCWVLGWKEPQDRVPVAAA-~-———--! VSILTQRICDCLY---=--—---~ QGILPPGTLCVLYAEGQENRCEMTSAPPL
Pollspdl = LELTSPLPFGRHIQPVCLPAATHIFPPSKKCL ISGWGYLKE-DFLVKPEVLQKATVELLDQALCASLYG--~----~ HSLT-DRMVCAGYLDGKVDSCQGDSGGPL
Pollspd2 - LELASPLAFNKY IQPVCLPLAIQKFPVGRKCM I SGWGNTQE-GNATKPELLQKASVG I IDQKTCSVLYN--~-~~--~ FSLT-DRMICAGFLEGKVDSCQGDSGGPL
Pollspd3 - LELAGPVRRSRLVRP ICLPEPAPRPPDGTRCV I TGWGSVRE-G-GSMARQLQKAAVRLLSEQTCRRFYP- -VQIS-SRMLCAGFPQGGVDSCSGDAGGPL
Matriptase : LELEKPAEYSSMVRPICLPDASHVFPAGKAIWVTGWGHTQY-G-GTGALILQKGEIRVINQTTCENLLP---—-—-~ QQIT-PRMMCVGFLSGGVDSCQGDSGGPL
pB-Tryptase : LELEEPVNVSSHVHTVTLPPASETFPPGMPCWVTGWGDVDNDERLPPPFPLKQVKVP IMENHICDAKYHLGAYTGDDVRIVRDDMLCAG--NTRRDSCQGDSGGPL
Pol3spdl - LCLEPDGHWVQAGI I SFASSCAQEDAPVLLTNTAAHSSWLQARVQGAAFL --~ : 242
Pol3spd2 - VH-EVRGTWFLAGLHSFGDACQGPARPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC-—-=-====—=—-———me—— : 256
Pol2spdl - VCEE-GGRWFQAG I TSFGFGCGRRNRPGVFTAVATYEAWIREQVMGSEPGPAFP: : 254
Pol2spd2 - LC-QEEGTWFLAGIRDFPSGC---LRPRAFFPLQTHGPWISHVTRGAYLEDQLA © 238
Pol2spd3 : LCQMTEGSWILVGM------- AVQGSRELFAAIGPEEAWI SQTVGEANFLPPSGSPHWPTGGSNLCPPELAKASGSPHAVYFLLLLTLLIQS : 266
Pollspdl - VCEEPSGRFFLAGIVSWGIGCAEARRPGVYARVTRLRDWILE 231
Pollspd2 - ACEEAPGVFYLAGIVSWG IGCAQVKKPGVYTRITRLKGWILE : 230
Pollspd3 - ACREPSGRWVLTGVTSWGYGCGRPHFPGVYTRVAAVRGWIGQH I QE : 233
Matriptase : SSVEADGRIFQAGVVSWGDGCAQRNKPGVYTRLPLFRDWIKENTGV : 241
B-Tryptase : VC-KVNGTWLQAGVVSWGEGCAQPNRPGIYTRVTYYLDWIHHYVPKKP : 245
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