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gi|22296589|ref|NP_083179.1| MDNKAMYLH-TVSDRDNGSIFEEPFDGRSLSKLNLCEDG--PCHKRRAGGCCTQLGSLSALKHAVLGLYLLVFLILVGIFILAVSRPRSSPDDLKALTRNVNRLNESLRDMQLRLLQAPLQADLTEQVWKVQDALQNQTDSLLALAGLVQ   150
gi|109501819|ref|XP_224299.4| MDNKAMYLH-TVSDRDNGSIFEEPFDGRSLSKLNLCEDG--PCHKRRAGGCCTQLGSLSALKHAVLGLYLLVFLTLVGVFILAVSRPRSSPDDLKALTRNINRLNESFRDMQLRLLQAPLQADLTEQVWKVQDALQNQTDSLLALAGLVQ   150
gi|47271477|ref|NP_776194.2| MENKAMYLH-TVSDCDTSSICEDSFDGRSLSKLNLCEDG--PCHKRRASICCTQLGSLSALKHAVLGLYLLVFLILVGIFILAVSRPRSSPDDLKALTRNVNRLNESFRDLQLRLLQAPLQADLTEQVWKVQDALQNQSDSLLALAGAVQ   150
gi|114619471|ref|XP_519680.2| MENKAMYLH-TVSDCDTSSICEDSFDGRSLSKLNLCEDG--PCHKRRASICCTQLGSLSALKHAVLGLYLLVFLILVGIFILAVSRPRSSPDDLKALTRNVNRLNESFRDLQLRLLQAPLQADLTEQVWKVQDALQNQSDSLLALAGAVQ   150
gi|73993667|ref|XP_543223.2| MENKAMYLH-TVSDRDTSSIFEEPFDGRSLSKLNLCEDG--PGHKRRAGGCCTQLGSLSALKHAVLGLYLLVFLILVGIFILAVSRPRSSPDDLKALTRNVNRLNESFRDLQLRLLQAPLQADLTEQVWKVQDALQNQSDSLLALAGAVQ   150
gi|156523110|ref|NP_001095969.1| MENKAMYLHATVSDRDSSSIFEEPFDGRSLSKLNLCEDG--PCHKGRAGGCCTQLGSLSALKHAVLGLYLLVFLILVGIFILAVSRPRSSPDDLKALTRNVNRLNESFRDLQLRLLQAPLQGELSEQVWKAHDALQNQSDSLLALAGAVQ   150
gi|118089138|ref|XP_001234366.1| MENKAMYLH-TFSERENGSIFEEPFEGRNLSKLNLCEDG--AGHRMKAAGRCGRLGSLAALKYAVLGLYLLVFLILVGVFILAVSRPQTSPEDLKALMGNVNRLNESFRDMQLKLLHLPLKGDVMDHIWRLQDLLQNHSDSLFLMTGSLQ   150
gi|71834524|ref|NP_001025361.1| MENRAMYLTTTHEDRENSSFYEESYDGMNLSKLNLCEEVNSTKYRRKTDNRCGQLDSLTSIKYAIVSLYILVLLTIFG-LCIAVSKSHASWRREEALLENVTRLGEQSETLQMSLSQIPSQSDLLENIWKLESLFHNHTEQLRLLGLLTQ   150
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gi|22296589|ref|NP_083179.1| RLEGTLWGLHAQAAQTEQATALLRDRTGQQSDSAQLELYQLQVESNRSQLLLQRHAGLLDGLARRVGVLGEELADVGGALRGLNHSLSYDVALHSTWLQDLQVLVSNASADTRRMRLVHMDMEMQLKQELATLNVVTEDLRLKDWEHSIA   300
gi|109501819|ref|XP_224299.4| RLEGTLWGLHAQAAQTEQAVALLRDRTGQQSDSAQLELYQLQVESNRSQLLLQRHAGLLDGLAHRVGVLGEELADVGGALRGLNHSLSYDVALHSTWLQDLQVLVSNASADTRRMRLVHMDMEMQLKQELATLNVVTEDLRLKDWEHSIA   300
gi|47271477|ref|NP_776194.2| RLEGALWGLQAQAVQTEQAVALLRDRTGQQSDTAQLELYQLQVESNSSQLLLRRHAGLLDGLARRVGILGEELADVGGVLRGLNHSLSYDVALHRTRLQDLRVLVSNASEDTRRLRLAHVGMELQLKQELAMLNAVTEDLRLKDWEHSIA   300
gi|114619471|ref|XP_519680.2| RLEGALWGLQAQAVQTEQAVALLRDRTGQQSDTAQLELYQLQVESNSSQLLLRRHAGLLDGLARRVGILGEELADVGGVLRGLNHSLSYDVALHRTRLQDLRVLVSNASEDTRRLRLAHVGMELQLKQELAMLNAVTEDLRLKDWEHSIA   300
gi|73993667|ref|XP_543223.2| RLEGALWGLQAQAAQAEQAVALLRDRTGQQSDAAQLELYQLQVESNRTQLLLRRHAGLLDGLARRVGGLGEELADVGGALRGLNHSLSYDVALHSTRLQDLQVLVSNASEDARRMRLVHMGMELQLKQELAVLNTVTEDLRLKDWEHSIA   300
gi|156523110|ref|NP_001095969.1| RLEGALWGLQAQAAQSEQAVVLLRERAAQQSDAAQLELYQLQVDSNRSQLLLRRHAGLLDGLARRVGALSDELADVGGALRGLNLSLSYDVALQGTRLRDLRVLVSNASEDARRLRLAHRGLELQLKQELAVLNGVTEDLRLKDWEHSIA   300
gi|118089138|ref|XP_001234366.1| KLEGLLWSLQTQAGQTNRAVANLWDSLAQQGDAAQQELYKLSVEGNNSRLLLQHHEHLLSHLGSRLEGLSEQVTAVSGAADAMNRTFSYDVNIHHSRIQDLQVLISNATEDARRMRLIHIAMEEQLKHELAILGNVTEDLRLKDWEHSIA   300
gi|71834524|ref|NP_001025361.1| GLERDIKDLQAFAEHTTDSVAQLWDHLSMISHSSQRNSTHLGDELASTAGSIREQDALLKTMVGNVETLQERLEDMGWTLQTLNHSLGGDVSLHQIKIYELQEKIVNVTHDTLGMKITQTHLEDQLRNEIQVLNVVTADLRLKEWEHSMA   300
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gi|22296589|ref|NP_083179.1| LRNITLAKGPPGPKGDQGNEGKEGKPGSPGLPGSRGLPGERGDPGLPGPKG------DDGKLGATGPMGMRGFKGDRGPKGEKGERGERAGDMD----FTMIRLVNGSGPHQGRVEVFHDRRWGTVCDDGWDKKDGDVVCRMLGFHGVEE   450
gi|109501819|ref|XP_224299.4| LRNITLAKGPPGPKGDQGNEGKEGKPGSPGLPGSRGLPGERGDPGMPGPKG------DDGKLGATGPMGMRGFKGERGPKGEKGERGERAGDMD----FTMIRLVNGSGPHQGRVEVFHDRRWGTVCDDGWDKKDGDVVCRMLGFHSVEE   450
gi|47271477|ref|NP_776194.2| LRNISLAKGPPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGLPGPKG------DDGKLGATGPMGMRGFKGDRGPKGEKGEKGDRAGDASGVEAPMMIRLVNGSGPHEGRVEVYHDRRWGTVCDDGWDKKDGDVVCRMLGFRGVEE   450
gi|114619471|ref|XP_519680.2| LRNISLAKGPPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGLPGPKG------DDGKLGATGPMGMRGFKGDRGPKGEKGEKGDRAGDASGVEAPMMIRLVNGSGPHEGRVEVYHDRRWGTVCDDGWDKKDGDVVCRMLGFRGVEE   450
gi|73993667|ref|XP_543223.2| LRNISLAKGPPGPKGDPGDEGKEGEPGIPGLPGLRGLPGERGTPGLPGPKG------DEGKMGATGPMGIRGFKGDRGPKGEKGDKGDRAGDAGSVEA-VMIRLVNGSGPHEGRVEVYHERRWGTVCDDGWDKKDGDVVCRMLGFRGVEE   450
gi|156523110|ref|NP_001095969.1| LRNITLAKGPPGPKGDPGDAGKEGEPGIPGLPGLRGLPGERGTPGLPGPKG------DEGKLGATGPMGMRGFKGDRGPKGEKGEKGDRTVDASGVEA-VMVRLVNGSGLHQGRVEVYHERRWGTVCDDGWDKKDGDVVCRMLGFPGAED   450
gi|118089138|ref|XP_001234366.1| LKNISIIRGPPGPKGDPGHEGMEGEPGRPGPPGLRGMPGERGLPGPRGLKG------DKGDFGPMGPAGMRGFKGDRGPKGEKGDRGSDMGECSWMSPEGLIRLANGSGPHEGRVEVFHDRHWGTVCDDGWDKKDGDVVCRMLGFRGADE   450
gi|71834524|ref|NP_001025361.1| LKNLTIFQGPPGPKGEKGDVGPLGPDGIPGWIGPRGLTGEKGVQGPRGLAGRNGQDGHNGDKGEVGPEGPKGVRGERGPKGEKGERGDKQGEKVED---AVVRLVNGSGPHEGRVEVLHDLRWGTVCDDVWDIKDGDVVCRMLGFRGAKE   450
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gi|22296589|ref|NP_083179.1| VYRTARFGQGTGRIWMDDVNCKGTESSIFHCQFSKWGVTNCGHAEDAGVTCTVP   504
gi|109501819|ref|XP_224299.4| VHRTARFGQGTGRIWMDDVNCKGTESSIFHCQFSKWGVTNCGHAEDAGVTCTAL   504
gi|47271477|ref|NP_776194.2| VYRTARFGQGTGRIWMDDVACKGTEETIFRCSFSKWGVTNCGHAEDASVTCNRH   504
gi|114619471|ref|XP_519680.2| VYRTARFGQGTGRIWMDDVACKGTEETIFRCSFSKWGVTNCGHAEDASVTCNRH   504
gi|73993667|ref|XP_543223.2| VYRTARFGQGTGRIWMDDVACKGTEDTIFRCSFSKWGVTNCGHAEDAGVTCNRH   504
gi|156523110|ref|NP_001095969.1| VHRTAQFGQGTGRIWMDDVACKGTEESIFRCSFSKWGVTNCGHAEDAGVTCKRH   504
gi|118089138|ref|XP_001234366.1| VYRMARFGQGTGRIWMDDVSCKGTEDSLLLCSFSSWGKTNCGHAEDAGVKCVTP   504
gi|71834524|ref|NP_001025361.1| IHKTGRFGQGTGLIWMDDVACVGTEDSIDLCKFSGWGKTNCGHVEDAGVTCNV-   504
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