S1
1.51 1.58
62 RYYFIFTRLDLIWSLNYFALLFLNFFEQP----—--—- LWCE
430 PNFGYAISFILIINFIAVVVETTLDIE-—--—--—=--=--—=--—
30 SFFTKFIIYLIVLNGITMGLETSKTFM-----—--—-—--—-
12 RIFQFTVVSIIILNAVLIG-ATTYELD---—--—--—-—=---
189 KILAIISIMFIVLSTIALSLNTLPELQ---—--—-—=--- SLD
163 RIIAIVSVMVILISIVSFCLETLPIFRDENEDMHGSGVTFHT
227 RVVAIISVEVILLYIVIFCLETLPEFK---~HYK----VENT
116 LGMRVFGVFLIFLDIILMIIDLSLPGK------—--=--—---
147 KPIHVAIIVLVVLDSFLVVGELLIDLK---—--—-—--- VII
42 HRFQVIIICLVVLDALLVLAELLLDLK------------ IIE
95 HRFQVIIICLVVLDALLVLAELLLDLK-—--—-—=--—-- IIE
99 HRFOVIIICLVVLDALLVLAELILDLK------=--=-- IIQ
S2
2.43 2.50 2.57
95 KNPKPSCKDRDYYYLGELPYLTNAESIIYEVITLAILLVHTF
457 ———-—--—-—- ESSAQKPWQVAIFVFGWIYVLEMALKIYT -~
57 ——-——-—--—-- QSFGVYTTLENQIVITIFTISIILRIY---
38 ——m——-—-——-- PLFLETIHLLDYGITIFFVIENILIRFIG--
219 EFG-------- QSTDNPQLAHVEAVCIAWFTMEYLLRFLS -~
205 YSN-STIGYQQSTSFTDPFFIVITLCIIWFSFIFLVRFFA--
261 TINGTKIEEDEVPDITDPFFLILTLCINWETE. LTVRFLA--
143 ——--—--—-—- SESSQSFYDGMALALSCYFMLDLGLRIFA--
177 VPH-—------ GNPAPEILHGFSLSILSIFMVIIALKIIA--
72  PDE-—------ QDYAVTAFHYMSFAILVFFMLDLGLRIFA--
125 PDE-------- ODYAVTAFHYMSFAILVFFMLEIFFKIFV--
129 PDK-------- NNYAAMVFHYMSITILVEEMM:IIFKLEV--
S3
3.50 3.61
137 FPISYEGSRIFWTSRLNLVKVACVVILFVDVLVDFLYLS---
486 ----YG-FENYWREGANRFDFLVTWVIVIGETATFITP----
84 --—--- VHRISFFKDPWSLFDFFVVA-—-ISLVPTS-—--—--
66 --—--EKQKADFFKSGWNIFDTVIVA---ISLIPIPNN-----
251 ----SPKKWKFFKGPLNAIDLLAILPYYVTIFLTESNK----
244 ----CPSKAGFFTNIMNIIDIVAIIPYFITLGTELAEK--—-
301 ----CPNKLNFCRDVMNVIDIIAIIPYFITLATVVAEEEDTL
172 ----YGP-KNFFTNPWEVADGLIIVVTFVVTIFYTVLDEY--
209 ----DH--RHFIHHKVEVLDAVVVVISFGVDIALIFVG----
104 ----YGP-KNFFTNPWEVADGLIVVVSFVLDLVLLFK-----
157 ----FR--LEFFHHKFEILDAFVVVVSFVLDLVLLFK-----
161 ----FR--LEFFHHKFETLDAVVVVVSFILDIVLLFQ-----
S4
443 447 4.50 4.53 4.56

176 ——--—- PLAFDFLP--FRIAPYVRVIIFILSIRELRDTLV
519 --—--- DENTFFSNGEWIRYLLLARMLRLIRLLMNVORYRA
111 ——=-—mmmmmmm oo SGFEILRVLRVLRLFRLVTAVPQ
96 —m—mmmm————— - SSFLVLRLLRIFRVLRLISVIPE
285 ---—- SVLQFQ-—--—- NVRRVVQIFRIMRILRILKLARH
278 ----- PEDAQQ--GQQAMSLAILRVIRLVRVFRIFKLSRH
339 NLPKAPVSPQDKSSNOAMSLAILEWNIRLVRVEXIFKLSRH
207 ----VQETGADGL---GRLVVLARLLRVVRLARIFYSHQQ
241 —---- ESEALAAI----GLLVILRLWRVFRIINGIIVTVK
136 --—-—- SHHFEAL----GLLILLRLWRVARIINGIIISRM
188 -—---- SHHFEAL----GLLILLRLWRVARIINGIIISVK
192

—————— EHQFEAL----GLLILLEILWRVARIINGIIISVK
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