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gi|18921183|ref|NP_573039.1| -----------------------------------------MPRPVLLIHGG---AGDISDSRIAGKFAGIKQALRSAWGLLSPDNGSGGGSALDAVEAAVRSMELDENFNAGYGSCLNTSGQVELEASLMEGRDLRAGCITLLRDVMHP   150
gi|119113374|ref|XP_309550.3| -----------------------------------------VVEPVLIVHGG---AGTVSEDRIPGKLRGVTLAATVGYQVLARN-----GTVVEAVEQAVRIMEADRFFNAGYGAALNIEGDVELDASIMDGATKATGSLSGLRDLLHP   150
gi|50744810|ref|XP_419885.1| ------------------------------------------MRPVIVVHGG---AGRIFKEREEGCRTGVVRAALRGYGVLKQG-----GSALDAVEEAVRSMEDDPHFNAGCGSVLNEKGEVEMDAIIMDGKNLASGAVSAVKCIANP   150
gi|61806630|ref|NP_001013547.1| ------------------------------------------MLPVVVVHGG---AGHIPKERTEESTIGVKEAARTGYAILQRG-----GSAVDAVVEAVALMETNPRFNAGRGSVLNIKGEVEMDALVMDGRTLDSGAVSAVRRIANP   150
gi|31560239|ref|NP_079886.2| -------------------------MACARGTVAPPVRASIDVSLVVVVHGGG--ASNISANRKELVREGIARAATEGYKILKAG-----GSAVDAVEGAVTVLENDPEFNAGYGSVLNVNGDIEMDASIMDGKDLSAGAVSAVRCIANP   150
gi|21489983|ref|NP_659557.1| -------------------MATARPSSCGRDSVPATPRASIDVSLVVVVHGGG--ASNISPGRKELVSEGIAKAATEGYNILKAG-----GSAVDAVEGAVTMLENDPEFNAGYGSVLNADGDIEMDASIMDGKDLSAGAVSAVRCIANP   150
gi|145275202|ref|NP_001077395.1| ------------------------------------------MNPIVVVHGGG--AGPISKDRKERVHQGMVRAATVGYGILREG-----GSAVDAVEGAVVALEDDPEFNAGCGSVLNTNGEVEMDASIMDGKDLSAGAVSAVQCIANP   150
gi|114637985|ref|XP_001141096.1| MLLVVAVSSRRRGAAVPGGCGAGSTQLEVSASASCGALGSADMNPIVVVHGGG--AGPISKDRKERVHQGMVRAATVGYGILREG-----GSAVDAVEGAVVALEDDPEFNAGYGSVLNTNGEVEMDASIMDGKDLSAGAVSAVRCIANP   150
gi|57100467|ref|XP_540910.1| ----------------------------------MNPDVNPDVNPVIVVHGGG--ASKISKDRKERVRQGIMKAAQAGYKILTEG-----GSAVDAVEGAVTILEDHPEFNAGCGSVLNANGDVEMDASIMNGKDLSAGAVSAVRCIANP   150
gi|116004289|ref|NP_001070503.1| ------------------------------------------MNPVVVVHGGG--ASNISKDRKERVRQGILRAATVGYNILKQG-----GSAVDAVEGAVTVLEDDPDFNAGCGSVLNENGEVEMDASIMNGKDLSAGAVSAVRCIANP   150
gi|18401029|ref|NP_566536.1| -----------------------------------------MGGWAIAVHGGAGIDPNLPAERQEEAKQLLTRCLNLGIIALRSN-----VSAIDVVELVIRELETDPLFNSGRGSALTEKGTVEMEASIMDGTKRRCGAVSGITTVKNP   150
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gi|18921183|ref|NP_573039.1| ITVARRLMEKQRHTFLGGAAAQELALATGSERLQP-GALVTEGARLTLKEFEDQVAQGKDPFFARTELT---------DDKPVPKTDPSGETVGAVAMDASGQIVVGTSTGGITGKWPGRIGDTPILGSGTYADNCRGGVSTTGHGETLM   300
gi|119113374|ref|XP_309550.3| ISLARDVMERSGHNFLIGDGLVSFALDRGFRFLEPPGQLVTQYSMDALEEWKAS-------------------------DQSYRSGE--GGTVGAVAIDANGNIAAATSTGGVTGKRVGRVGDTPIIGSGTYADNGLGGVSLTGDGDIIM   300
gi|50744810|ref|XP_419885.1| IKLARLVMEKTKHMLLTDHGAQLFAQAMGVP-EIPGEKLITERSRERWKKN-LEPDS-----------------------NPVEFQK-DLGTVGAVAVDSEGNVACATSTGGLSNKLVGRVGDTACIGSGGYADNSSGATSTTGHGESIM   300
gi|61806630|ref|NP_001013547.1| VQLARLVMEKTKHLCLTAEGASKFARSMGVP-EVPEESLITDYAKMRWKKN-LEPDA-----------------------NPVECQMGKMGTVGAVAVDMDGNIACATSTGGMINKMEGRVGDTPCVGCGGYADNKIGAVSPTGHGEAIM   300
gi|31560239|ref|NP_079886.2| VKLARLVMEKTPHCFLTGHGAEKFAEDMGIP-QVPVEKLITERTKKHLEKEKLEKGA-----------------------QNADCPK-NSGTVGAVALDCRGNLAYATSTGGIVNKMVGRVGDSPCIGAGGYADNNLGAVSTTGHGESIL   300
gi|21489983|ref|NP_659557.1| VKLARLVMEKTPHCFLTGRGAEKFAADMGIP-QTPAEKLITERTKKHLEKEKLEKGA-----------------------QKADCPK-NSGTVGAVALDCKGNLAYATSTGGIVNKMVGRVGDSPCIGAGGYADNNLGAVSTTGHGESIL   300
gi|145275202|ref|NP_001077395.1| IKLARLVMEKTPHCFLTDQGAAQFAAAMGVP-EIPGEKLVTERNKKRLEKEKHEKGA-----------------------QKTDCQK-NLGTVGAVALDCKGNVAYATSTGGIVNKMVGRVGDSPCLGAGGYADNDIGAVSTTGHGESIL   300
gi|114637985|ref|XP_001141096.1| IKLARLVMEKTPHCFLTDQGAAQFAAAMGVP-EIPGEKLVTERNKKRLEKEKHEKGA-----------------------QKTDCQK-NLGTVGAVALDCKGNVAYATSTGGIVNKMVGRVGDSPCLGAGGYADNDIGAVSTTGHGESIL   300
gi|57100467|ref|XP_540910.1| IKLARLVMEKTTHCFLTDQGAAKFAAAMGVP-TIPKEQLVTERNIKRLEKEKHEKGA-----------------------PNSDCQK-NLGTVGAVALDCKGNVAYATSTGGIVNKMVGRVGDTPCIGSGGYADNDIGAISTTGHGESIL   300
gi|116004289|ref|NP_001070503.1| IKLARLVMDKTPHCFLTDQGAARFAAANGIP-TIPGQQLVTERSRKRLEKEKLEKDA-----------------------QKPDCQK-NLGTVGAVALDCQGNLAYATSTGGIVNKMPGRVGDTPCVGSGGYADNDIGAVSTTGHGESIL   300
gi|18401029|ref|NP_566536.1| ISLARLVMDKSPHSYLAFSGAEDFARKQGVE-IVDNEYFVTDDNVGMLKLAKEANSILFDYRIPPMGCAGAAATDSPIQMNGLPISIYAPETVGCVVVDGKGHCAAGTSTGGLMNKMMGRIGDSPLIGAGTYAS-EFCGVSCTGEGEAII   300
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gi|18921183|ref|NP_573039.1| RYNLAQRILSAMEYQGLSAQAAADKECREMTKRLGGTGGAIVVGHSGDLGISFTSRRMAWGYVQDGTIFYGIEGQVVHQEPFTLST--------   394
gi|119113374|ref|XP_309550.3| KVCLAYDVLRTAQLTDRALQPVADELLDAMSAALGGTAGLVALDRVGNVAVAHNSLHMSWAYQRGDTVAYGASKEDFNLMPATDTPFDPLPGGM   394
gi|50744810|ref|XP_419885.1| KVVLARLILYHME-QGMSPEMAADTALEYMKTRVGGLGGVIVVSSSGEWAARFSTKQMSWATVKDDELHYGIYTGERHTKSVDEALASESEGF-   394
gi|61806630|ref|NP_001013547.1| KVTLSRLVLFHME-QGKTPEEASDLALAYMKERVDGLGGVVVVDHNGTWAARFSSLQMSWAAAQQGKLHFGLFHGDHFTEPVEEHT--------   394
gi|31560239|ref|NP_079886.2| KVNLARLALFHVE-QGKTVEEAAQLALDYMKSKLKGLGGLILVNKTGDWVAKWTSASMPWAAVKNGKLQAGIDLCETRTRDLPC----------   394
gi|21489983|ref|NP_659557.1| KVNLARLALFHVE-QGKTVDEAATLALDYMKSKLKGLGGLILINKTGDWVAKWTSASMPWAAVKNGKLQAGIDLCETKTRNLPTC---------   394
gi|145275202|ref|NP_001077395.1| KVNLARLTLFHIE-QGKTVEEAADLSLGYMKSRVKGLGGLIVVSKTGDWVAKWTSTSMPWAAAKDGKLHFGIDPDDTTITDLP-----------   394
gi|114637985|ref|XP_001141096.1| KVNLARLTLFHIE-QGKTVEEAADLSLGYMKSRVKGLGGLIMVSKAGDWVAKWTSTSMPWAAAKDGKLHFGIDPDDTTITNLP-----------   394
gi|57100467|ref|XP_540910.1| KVNLARLTLFQVE-QGKTLEEAADMSLGYMKSKLKGLGGVILVSKAGDWAVRWTSASMPWAAAKDGKLHSGIDLEETSVTDLP-----------   394
gi|116004289|ref|NP_001070503.1| KVNLARLALFHVE-QGKSLEEAANASLGHMKSKVKGVGGIIMVNKAGEWAVKWTSTSMPWAAAKDGKLHSGIDFGDTSIIDLS-----------   394
gi|18401029|ref|NP_566536.1| RATLARDVSAVMEYKGLNLQEAVDYVIKHRLD--EGFAGLIAVSNKGEVVCGFNSNGMFRGCATEDGFMEVAIWE-------------------   394
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