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429 548
TSVDLMSTSEHQQLATFNDTAHPYPRDVL IHQL 1EQQAAQRPDACAVRGDSGPLLTYAELNQQANQLAHRL IELDVEPDTRVAVSLRRGAEMVVALLG ILKAGGAYVP IDPDLPSARQAY
TSVDLMSTSEHQQLATFNDTAHPYPRDVL IHQL 1EQQAAQRPDACAVRGDSGPLLTYAELNQQANQLAHRL IELDVEPDTRVAVSLRRGAEMVVALLG ILKAGGAYVP IDPDLPSARQAY
TSVDLMSTSEHQQLATFNDTAHPYPRDVL IHQL 1EQQAAQRPDACAVRGDSGPLLTYAELNQQANQLAHRL IELGVEPDTRVAVSLRRGAEMVVALLG ILKAGGAYVP IDPDLPSARQAY
549 668
MLEDSSPQAVLTTRDLSDNLPASDLPVLVLDGHDDRAQLARQQSVNPDAKALGLQPNHLAYVLYTSGSTGTPKGVMNEHLGVVNRLLWARDAYQVNSQDRVLQKTPFGFDVSVWEFFLPL
MLEDSSPQAVLTTRDLSDNLPASDLPVLVLDGHDDRAQLARQQSVNPDAKALGLQPNHLAYVLYTSGSTGTPKGVMNEHLGVVNRLLWARDAYQVNSQDRVLQKTPFGFDVSVWEFFLPL
MLEDSSPQAVLTTRDLSDNLPASDLPVLVLDGHDDRAQLARQQSVNPDAKALGLQPNHLAYVLYTSGSTGTPKGVMNEHLGVVNRLLWARDAYQVNSQDRVLQKTPFGFDVSVWEFFLPL
669 788
LAGAELVMAPPGGHQDPDYLAQVMSDAG I TLLHFVPSMLDVFLEHRSTRDFPQLRRVLCSGEALPRALQRRFEQQLKGVELHNLYGPTEAAIDVTAWECRPTDPGDSVPIGRPIANIQIH
LAGAELVMALPGGHQDPDYLAQVMSDAG I TLLHFVPSMLDVFLEHRSTRDFPQLRRVLCSGEALPRALQRRFEQQLKGVELHNLYGPTEAAIDVTAWECRPTDPGDSVPIGRPIANIQIH
LTGAELVMAPPGGHQDPDYLAQVMSDAG I TLLHFVPSMLDVFLEHRSTRDFPQLRRVLCSGEALPRALQRRFEQQLKGVELHNLYGPTEAAIDVTAWECRPTDPGDSVP IGRP 1AN1QMH
789 908
VLDALGQLQPMGVAGELHIGGIGVARGYLNQPQLSAERF IADPFSNDPQARLYKTGDVGRWLANGALEYLGRNDFQVKIRGLRIEIGEIEAALAKHPAVHEAVVTARED IPGDKRLVAYY
VLDALGQLQPMGVAGELHIGGIGVARGYLNQPQLSAERFIADPFSNDPQARLYKTGDVGRWLANGALEYLGRNDFQVKIRGLRIEIGE IEAALAKHPAVHEAVVTARED IPGDKRLVAYY
VLDALGQLQPMGVAGELHIGGIGVARGYLNQPQLSAERFIADPFSNDPQARLYKTGDVGRWLANGALEYLGRNDFQVKIRGLRIEIGE IEAALAKHPAVHEAVVTARED IPGDKRLVAYY
909

TQSAEHTAVDLEALRSHLQQVLPEYMVPAIYVLLEAMPLTSNGKLDRKALPA

TQSAEHTAVDLEALRSHLQQVLPEYMVPAIYVLLEAMPLTSNGKLDRKALPA

TQSAEHTAVDLEALRSHLQQVLPEYMVPAIYVLLEAMPLTSNGKLDRKALPA

120
MAHHHHHHVGTMLLQSMTSDPARNSDLVSLFREVAATAPERTALSAEDDR I SYGRLDAWSDAVARTLLAEGVRPGDRVALRMSPGAEA I VAILAILKCGAAYVPVDLRNPVSRSDFILA
MAHHHHHHVGTMLLQSMTSDPMARNSDLVSLFREVAATAPERTALSWEDDR I SYGRLDAWSDAVARTLLAEGVRPGDRVALRMSPGAEA I VAILAILKCGAAYVPVDLRNPVSRSDFILA
MAHHHHHHVGTMLLQSMTSDPMARNSDLVSLFREVAATAPERTALSWEDDR I SYERLDAWSDAVARTLLAEGVRPGDRVALRMSPGAEAIVAILAILKCGAAYVPVDLRNPVSRSDFILA
MAHHHHHHVGTMLLQSMTSDPJARNSDLVSLFREVAATAPERTALSAEDDR I SYGRLDAWSDAVARTLLAEGVRPGDRVALRMSPGAEAIVAILAILKCGAAYVPVDLRNPVSRSDFILA
121 240
DSGASAL I GEPHEGCAVTRVVRTAAVAECKDAEPGPVTGAPGPGAEDMAYV I YTSGTTGNPKGVPVRHANVLALLAGAPSVFDFSGDDRWLLFHSLSFDFSVWEMWGAFSTGAELVVLPH
DSGASAL I GEPHEGCAVTRVVRTAAVAECKDAEPGPVTGAPGPGAEDMAYV I YTSGTTGNPKGVPVRHANVLALLAGAPSVFDFSGDDRWLLFHSLSFDFSVWEMWGAFSTGAELVVLPH
DSGASAL I GEPHEGCAVTRVVRTAAVAECKDAEPGPVTGAPGPGAEDMAYV I YTSGTTGNPKGVPVRHANVLALLAGAPSVFDFSGDDRWLLFHSLSFDFSVWEMWGAFSTGAELVVLPH
DSGASAL I GEPHEGCAVTRVVRTAAVAECKDAEPGPVTGAPGPGAEDMAYV I YTSGTTGNPKGVPVRHANVLALLAGAPSVFDFSGDDRWLLFHSLSFDFSVWEWGAFSTGAELVVLPH
241 360
WAARTPEQYLAV I IDRGVTVINQTPTAFLVLTEAAVRGGRDVSGLRYV I FGGEKLTVPMLRPWAKAFGLDRPRLVNGYGITETTVFTTFEE I TEAYLAQDAS I IGRALPSFGTRVVGDDG
WAARTPEQYLAV I IDRGVTVINQTPTAFLVLTEAAVRGGRDVSGLRYV I FGGEKLTVPMLRPWAKAFGLDRPRLVNGYGITETTVFTTFEEITEAYLAQDAS I IGRALPSFGTRVVGDDG
WAARTPEQYLAV I IDRGVTVINQTPTAFLVL IEAAVRGGRDVSGLRYV I FGGEKLTVPMLRSWAKAFGLDRPRLVNGYGITETTVFTTFEEITEAYLAQDAS I IGRALPSFGTRVVGDDG
WAARTPEQYLAV I IDRGVTVINQTPTAFLALTEAAVRGGRDVSGLRYV IFGGEKLTAPMLRPWAKAFGLDRPRLVNGYGITETTVFTTFEEITEAYLAQDAS I IGRALPSFGTRVVGDDG
361 480
RDVAPGETGELWLSGAQLAEGYLRRPELTAEKFPEVTDEKTGESVRYYRTGDLVSELPDGRFAYEGRADLQIKLRGYRIELSDIETAVRRHDDVVDAVVTVREFKPGDLRLVCAYVAREG
RDVAPGETGELWLSGAQLAEGYLRRPELTAEKFPEVTDEKTGESVRYYRTGDLVSELPDGRFAYEGRADLQIKLRGYRIELSDIETAVRRHDDVVDAVVTVREFKPGDLRLVCAYVAREG
RDVAPGETGELWLSGAQLAEGYLRRPELTAEKFPEVTDEKTGESVRYYRTGDLVSELPDGRFAYEGRADLQIKLRGYRIELSDIETAVRRHDDVVDAVVTVREFKPGDLRLVCAYVAREG
RDVAPGETGELWLSGAQLAEGYLRRPELTAEKFPEVTDEKTGESVRYYRTGDLVSELPDGRFAYEGRADLQIKLRGYRIELSDIETAVRRHDDVVDAVVTVREFKPGDLRLVCAYVAREG
481
SATTARELRNHIKTLLPAYMHPARYLPLPRLPRTVNGKVDRAAVARSAS
SATTARELRNHIKTLLPAYMHPARYLPLPRLPRTVNGKVDRAAVARSAS
SATTARELRNHIKTLLPAYMHPARYLPLPRLPRTVNGKVDRAAVARSAS
SATTARELRNHIKTLLPAYMHPARYLPLPGLPRTVNGKVDRAAVARSAS

1 120
MAHHHHHHVGTMHKMTENEKEL I LHFNNTKTDYPKNKTLHELFEEQAMKTPDHTALVFGAQRMTYRELNEKANQTARLLREKGIGRGSIAAI TADRSFEMIIGI IGILKAGGAYLP IDPE
MAHHHHHHVGTMHKMTENEKEL I LHFNNTKTDYPKNKTLHELFEEQAMKTPDHTALVFGAQRMTYRELNEKANQTARLLREKG IGRGSIAALI TADRSFEMIIG1 1GILKAGGAYLP IDPE
121 240
TPKDRIAFMLSDTKAAVLLTQGKAADG IDCEAD 1 VQLDREASDGFSKEPLSSVNDSGDTAY I I YTSGSTGTPKGVITPHYSVIRVVQNTNY IDITEDDVILQLSNYSFDGSVFDIFGALL
TPKDRIAFMLSDTKAAVLLTQGKAADG IDCEAD 1 VQLDREASDGFSKEPLSSVNDSGDTAY I I YTSGSTGTPKGVITPHYSVIRVVQNTNY IDITEDDVILQLSNYSFDGSVFDIFGALL
241 360
NGASLVMIEKEALLNINRLGSAINEEKVSVMFITTALFNMIAD IHVDCLSNLRKILFGGERAS IPHVRKVLNHVGRDKL IHVYGPTESTVYATYYFINEIDDEAETIPIGSPLANTSVLI
NGASLVMIEKEALLNINRLGSAINEEKVSVMFITTALFENMIAD IHVDCLSNLRKILFGGERAS IPHVRKVLNHVGRDKL IHVYGPTESTVYATYYF INEIDDEAET IPIGSPLANTSVLI
361 480
MDEAGKLVP IGVPGELC I AGDGLSKGYLNREELTAEKF I PHPF I PGERLYKTGDLAKWLPDGN I EF 1 GR IDHQVK IRGFR I ELGE I ESRLEMHED INETHVTVREDEESRPY ICAY I TAN
MDEAGKLVP 1GVPGELC I AGDGLSKGYLNREELTAEKF I PHPF I PGERLYKTGDLAKWLPDGN I EFIGRIDHQVK IRGFRIELGE I ESRLEMHED INETJIVTVREDEESRPY ICAY I TAN
481

REISLDELKGFLGEKLPKYMIPAYFVKLDKLPLTKNGKVDRKALPEPAS

REISLDELKGFLGEKLPEYMIPAYFVKLDKLPLTKNGKVDRKALPEPAS





