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MGWSERAPPGPAKCHGHRPGLWPPHTPMSGDQLCLVMSSRCPGSPVVSSWAQKAAVPGPG

MR----SPGGPG-—---————— WASKRPSRTSRTQTACLCLCAQQPARHIVSAAFNLSRPG
MG----SPGAS-——-———————— LGIKKALQSEQATA----LPASAPAVSQPTAPAPSCLPK
MR----NPGGPG-—-—————-— WASKRPLOKKONTA---CLCAQQPARHFVPAPEFNSSRQG
MG----SRGGPR-—--—-—-———— LGIKKALQREQATA----L---RPAVHQTASPGPSSLPT
* *

LGTCTCPRAPRTCPAPRSVIAPARLCGLLYAACVAAALAQEGSAMAGTGTGTGTGSGTGT
KNTAQPT---KPSLS--SVIAPTLFCAFLYLACVTAELPEVSRRMAASGVRSKEG-—-—--—
AGQVIPTLLREAPFS--SVIAPTLLCGFLFLAWVAAEVPEESSRMAGSGARSEEG-—----
KNTAQPT---EPSLS--SVIAPTLFCAFLYLACVTAELPEVSRRMATSGVRSKEG—-—-—-—-—
AGTOXNSLLREALFS--SVIALTLLCGFLYLLWVVAAVPEGSRGMAGSGVRSQE-—-—-——-—
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EAGPRGLRGERAFVPEPFDGEGVGARAWLHRFEAIGDLNGWDPAARLRLLRGSLRGRALQ
——————— RREHAFVPEPENGTNVAPSLWLNRFEVIDDLNHWDHATKLRFLKESLRGDALD
——————— RROHAFVPEPFDGANVVPNLWLHSFEVINDLNHWDHITKLRFLKESLRGEALG
——————— RREHAFVPEPFTGTNLAPSLWLHRFEVIDDLNHWDHATKLRFLKESLKGDALD
—————————— RAFVPEPFDGASVAPHLWLHRFEVINHLNHWDHITKLRFLKESLRGDALG

Kk kkkkKk ok * % * kX * Kk kK * kX **x k k%

TLRALGPEAQADYAAVKAALLQASGGLP-—-—-—--- PREIVFANSMGKGYYLKGKIGKVPVR
VYNGLDSQAQGDYNTVKEALLKSFGGLGAAHNK-PKEIVFANSMGKGYYLKGKIGHVPVR
VYNRLSPODQGDYGTVKEALLKAFGVPGAAPSHLPKEIVFANSMGKGYYLKGKIGKVPVR
VYNGLSSQAQGDFSFVKQALLRAFGAPGEAFSE-PEEILFANSMGKGYYLKGKVGHVPVR
AFNGLSPEDQGNYEAVKETLLKTFGGPEAAHSHLPKEIVFANSMGKGYYLKGKIGKVPVR
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FLVDSGAQVSVVHPSLWEEVTDGDLDTLRPFENVVKVANGAEMKILGIWDTVVSLGKLKL
FLVDSGAQVSVVHPALWEEVTDADLDTLRPFDNVVKVANGAEMKILGVWDTEVALGKLKL
FLVDSGAQVSVVHPNLWEEVTDGDLDTLOPFENVVKVANGAEMKILGVWDTAVSLGKLKL
FLVDSGAQVSVVHPALWEEVTDGDLDTLRPENNVVKVANGAEMKILGVWDTEISLGKTKL
FLVDSGAQVSVVHPSLWEEVTDGELDTLRPFENVVKVANGAEMKILGVWDTVVSLGKLKL
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