
                                                                                                                                                                                        
gi|61744475|ref|NP_001012679.1| MELQPPEASIAVVSIPRQLPGSHSEAGVQGLSAGDDSELGSHCVAQTGLELLASGDPLPSASQNAEMIETGSDCVTQAGLQLLASSDPPALASKNAEVTETGFHHVSQADIEFLTSIDPTASASGSAGITGTMSQDTEVDMKEVELNELE   150
gi|114638128|ref|XP_001159413.1| MELQLPEASIAVVSIPRQLPGSRSEAGVQGLSAGDDSELGSHCVAQTGLELLAS--------------ETGSDCVTQAGLQLLASSDPPALASKNAEV-------------------------------TGTMSQDTEVDMKEVELNELE   150
gi|73983790|ref|XP_540898.2| MTAEVAEAARGGVVRRGRADAER---------------------------------------------------AEQESSHQLTA---------------------------------------------GAMSQDTEVDLKEVELNELE   150
gi|66792754|ref|NP_001019659.1| -----------MVWLRSRWPTTR---------------------------------------------------RTQRP-----------------------------------------------------------------------   150
gi|31560670|ref|NP_032603.2| ------------------------------------------------------------------------------------------------------------------------------------MSQDTEVDMKDVELNELE   150
gi|9506891|ref|NP_062156.1| ------------------------------------------------------------------------------------------------------------------------------------MSQDTEVDMKDVELNELE   150
gi|121583699|ref|NP_001073552.1| --------------------------------------------------------------------------------------------------------------------------------------------MKDIELKEVD   150
gi|18859381|ref|NP_571676.1| --------------------------------------------------------------------------------------------------------------------------------------MNKEDEMKEVELNEMD   150
gi|41393185|ref|NP_958922.1| ------------------------------------------------------------------------------------------------------------------------------------MSNDTEVDMKDVELNEVE   150
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gi|61744475|ref|NP_001012679.1| PEKQPMNAASGAAMS---LAGAEKNGLVKIKVAEDEAEAAAAAKFTGLSKEELLKVAGSPGWVRTRWALLLLFWLGWLGMLAGAVVIIVRAPRCRELPAQKWWHTGALYRIGDLQAFQGHGAGNLAGLKGRLDYLSSLKVKGLVLGPIHK   300
gi|114638128|ref|XP_001159413.1| PEKQPMNAASGAAMS---LAGAEKNGLVKIKVAEDEAEAAAAAKFTGLSKEELLKVAGSPGWVRTRWALLLLFWLGWLGMLAGAVVIIVRAPRCRELPAQKWWHTGALYRIGDLQAFQGHGAGNLAGLKGRLDYLSSLKVKGLVLGPIHK   300
gi|73983790|ref|XP_540898.2| PEKQPMNAASGAAMAVVVAGGAEKNGLVKIKVADDEAEAAAAAKFTGLSKEELLKVAGSPGWVRTRWALLVLFWLGWLGMLAGAVVIIVRAPRCRELPAQSWWHKGALYRIGDLQAFQGPRGGGLVGLKGHLDYLSTLKVKGFVLGPIHR   300
gi|66792754|ref|NP_001019659.1| -----------------------------------------RPSFTGLSKEELLKVAGSPAWVRTRWALLLLFWLGWLGMLAGAVVIIVQAPRCRELPEQRWWHRGALYRIGDLRAFLGQEAGNLADLKERMDYLSTLKVKGFVLGPIHK   300
gi|31560670|ref|NP_032603.2| PEKQPMNAAAGAAAG-------EKNGLVKIKVAEDETEAG--VKFTGLSKEELLKVAGSPGWVRTRWALLLLFWLGWLGMLAGAVVIIVRAPRCRELPVQRWWHKGALYRIGDLQAFVGPDAGGIAGLKSHLEYLSTLKVKGLVLGPIHK   300
gi|9506891|ref|NP_062156.1| PEKQPMNAADGAAAG-------EKNGLVKIKVAEDEAEAG--VKFTGLSKEELLKVAGSPGWVRTRWALLLLFWLGWLGMLAGAVVIIVRAPRCRELPVQRWWHKGALYRIGDLQAFVGPEARGIAGLKNHLEYLSTLKVKGLVLGPIHK   300
gi|121583699|ref|NP_001073552.1| QTKQLMTRE---------------NGCVKVTVPEN-----TAVKYTGLSKDELVKVAGTPGWIRIRWALLALFFLGWVGMLAGAIVIIVQAPRCKPIPEMHWWNEGPLYQISDVNAFT--ESG-LKGLEGKLDYLSQMNVAGVVLGPIHS   300
gi|18859381|ref|NP_571676.1| QEKQPMTGETPTG--------TEKNGSVKVIAGD------AEVKFTGLSKEELMKVAGTAGWVRTRWALLVLFWLGWVGMLAGAIVIIVQAPRCKPIPEMHWWNEGPLYQISNLDAFS--KNG-LKGVEEKLDYLSQMKVKGLVLGPVHS   300
gi|41393185|ref|NP_958922.1| QEKQPMTEGDAGNNYAI-SPVTEKNGIVKVKIPD------EESKFTGLSKEELMKVAGTPGWVRVRWALLILFWLGWLGMLAGAIAIIIQAPRCKPLPEMNWRNNGPLYQIGDVGAFT--NSSDIKDLAGKVQALDDLKVKGLIIGPIHV   300
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gi|61744475|ref|NP_001012679.1| NQKDDVAQTDLLQIDPNFGSKEDFDSLLQSAKKKSIRVILDLTPNYRGENSWFS-TQVDTVATKVKDALEFWLQAGVDGFQVRDIENLKDASSFLAEWQNITKGFS--------EDRLLIAGTNSSDLQQILSLLE-SNKDLLLTSSYLS   450
gi|114638128|ref|XP_001159413.1| NQKDDVAQTDLLQIDPNFGSKEDFDSLLQSAKKKSIRVILDLTPNYRGENSWFS-TQVDTVATKVKDALEFWLQAGVDGFQVRDIENLKDASSFLAEWQNITKGFS--------EDRLLIAGTNSSDLQQILSLLE-SNKDLLLTSSYLS   450
gi|73983790|ref|XP_540898.2| NQKDDLSGTNLEQIDPTFGSKEDFDNLLQSAKKKSIRVILDLTPNYKGQDSWFLPTEIDAVAAKMKFALSFWLRAGVDGFQVRNVENLTDASLYLAEWQNVTKSFS--------EDRLLIAGTESSDLQQILSLLG-STKDLLLTSSYLS   450
gi|66792754|ref|NP_001019659.1| NQEDDLTETNLEQIDPIFGSKEDFESLLHSAKKKSIRVILDLTPNYKGQNPWFQSIQIDTVAIKMKEALRFWLQTGVDGFQVRDVQNLTNPSSFLAEWQNITKSVS--------EDRLLIAGTDSSDLQQILRLLE-PTRDLLLTSSYLS   450
gi|31560670|ref|NP_032603.2| NQKDEINETDLKQINPTLGSQEDFKDLLQSAKKKSIHIILDLTPNYQGQNAWFLPAQADIVATKMKEALSSWLQDGVDGFQFRDVGKLMNAPLYLAEWQNITKNLS--------EDRLLIAGTESSDLQQIVNILE-STSDLLLTSSYLS   450
gi|9506891|ref|NP_062156.1| NQKDEVNETDLKQIDPDLGSQEDFKDLLQSAKKKSIHIILDLTPNYKGQNAWFLPPQADIVATKMKEALSSWLQDGVDGFQVRDVGKLANASLYLAEWQNITKNFS--------EDRLLIAGTASSDLQQIVNILE-STSDLLLTSSYLS   450
gi|121583699|ref|NP_001073552.1| LKIDQLDTLNLISVQSEVGTENELESLLGLAHKKGIFIVLNLTPNFNKTSAWFN--NFNAVAEKIKDACTYWLDKGLDGIFLSDLNEIP-----TDAWPSIKEIFN---RSDATKEVALMGSVNSMSVNDISVLLNRSGVDLLLTGQPDL   450
gi|18859381|ref|NP_571676.1| VQADQSSALELTSINPDFGSESELTSLLDRAHRKGISIVLDLTPNYRGVSSWFN--NAASVAEKLKKACVYWLNKGVDGIFLSDLNDIMN----TYAWSSIQAIFN---KTDGTPKKALMGTASSLSVDETSLLLNQSGVDLLLTKLPYP   450
gi|41393185|ref|NP_958922.1| SSEDKPNELNLIKISEDDGVLAQFKEVITAAHKRGISVILDLTPNYKGKDPWFS--DAVNTVQKVEPALIFWLKQGVDGFLFYGVEKVAAAA--PTFWSDVVALIHNQTDAEGKTKKVLIGVTDQSSPEEISATLNKTGVDLLLSG-ALR   450
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gi|61744475|ref|NP_001012679.1| DSGSTGEHTKSLVTQYLNATGNRWCSWSLS--QARLLTSFLPAQLLRLYQLMLFTLPGTPVFSYGDEIGLDAAALPGQPMEAPVMLWDESSFPDIPGAVSANMTVKGQSEDPGSLLSLFRRLSDQRSKERSLLHGDFHAFSAGPGLFSYI   600
gi|114638128|ref|XP_001159413.1| DSGSTGEHTKSLVTQYLNATGNHWCSWSLS--QARLLTSFLPAQLLRLYQLMLFTLPGTPVFSYGDEIGLDAAALPGQPMEAPVMLWDESSFPDIPGAVSANMTVKGQSEDPGSLLSLFRRLSDQRSKERSLLHGDFHAFSAGPGLFSYI   600
gi|73983790|ref|XP_540898.2| SPDITGRHTEFLVTQYLNATDNRWCSWSLS--QAGFLTSFVPAHLLRLYQLLLFTLPGTPVFSYGDEIGLEAAALPGQPAQAPFMLWDESSFPNASGPGSSNMSVKSQNEDPRSLLSLFRRLSDQRGKERSLLHGDFHALSSGPDIFAYI   600
gi|66792754|ref|NP_001019659.1| HSSLTGNHTNFLVTQYLDAFGSNWCSWSVS--QAGLLTSFVSPQLLRLYQLLFFTLPGTPVFSYGDEIGLEGAGLPGQPVKAPVMLWDESSFPNTSASINISMTVKGQSEDRNSLLSLFRWLSDQRGKERSLLHGDFYDLSSGPDLFSYI   600
gi|31560670|ref|NP_032603.2| NSTFTGERTESLVTRFLNATGSQWCSWSVS--QAGLLADFIPDHLLRLYQLLLFTLPGTPVFSYGDELGLQG-ALPGQPAKAPLMPWNESSIFHIPRPVSLNMTVKGQNEDPGSLLTQFRRLSDLRGKERSLLHGDFHALSSSPDLFSYI   600
gi|9506891|ref|NP_062156.1| QPVFTGEHAELLVIKYLNATGSRWCSWSVS--QAGLLTSFIPAQFLRLYQLLLFTLPGTPVFSYGDELGLQAVALPGQPMEAPFMLWNESSNSQTSSPVSLNMTVKGQNEDPGSLLTQFRRLSDLRGKERSLLHGDFDALSSSSGLFSYV   600
gi|121583699|ref|NP_001073552.1| SD--SGEKQAQIIKEFNSSIQQTSLGWRSR-QDPGTLAA---EFPIRLYQILLFTLPGTPVFSAGEELGLKAEE--Q-----LQALWDLEN-----PVEEKNAKAKALQEERLAVRNFFKTLSDLRGKERSLQHGEYVGLSNSKSSLAFL   600
gi|18859381|ref|NP_571676.1| AG--LSGRQATLMQRLCSGHQEASLAWGLG-QTAGSQASRTPALPVKLYQTLLFALPGTPVFSAGDELGLKAG----------EAMWEDVN-----STAE---------EERTAVRNFFKTLSDLKGKERSLLHGEYVNLHNSPTSLAFL   600
gi|41393185|ref|NP_958922.1| SK--SVREVAQAVESLYSTYNQTRLAWNIGGRIAGHLASVVGFAKVKLSQLMLLTLPGTPVFNYGDEIGLEDEVNKY-----PTMLWKFND-----EEKQ---------KEMSTYHSFFKSVSVKRMKERSLQHGEYLPLFISDFAMAYV   600
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gi|61744475|ref|NP_001012679.1| RHWDQNERFLVVLNFGDVGLSAGLQASDLPASASLPAKADLLLSTQ---PGREEGSPLELERLKLEPHEGLLLRFPYAA   679
gi|114638128|ref|XP_001159413.1| RHWDQNERFLVVLNFGDVGLSAGLQASDLPASASLPAKADLLLSTQ---PGREEGSPLELERLKLEPHEGLLLRFPYAA   679
gi|73983790|ref|XP_540898.2| RQWDQNERFLIVLNFGDVGQLAKLGVSGLPATTSLPAKVNLLLSTH---LGHEEDASLELEHLNLEPHEGLLLRFPYVA   679
gi|66792754|ref|NP_001019659.1| RQWDQNERFLVVLNFGDVGQLARLRASSLPTGTSLPARVDLLLSTQ---PGREEGTSLELEHLNLQPHEGLLLRFPYVA   679
gi|31560670|ref|NP_032603.2| RHWDQNERYLVVLNFRDSGRSARLGASNLPAGISLPASAKLLLSTDSARQSREEDTSLKLENLSLNPYEGLLLQFPFVA   679
gi|9506891|ref|NP_062156.1| RHWDQNERYLVVLNFQDVGLSARVGASNLPAGISLPASANLLLSTDSTRLSREEGTSLSLENLSLNPYEGLLLQFPFVA   679
gi|121583699|ref|NP_001073552.1| RVWDQSKRFITALNWG------DKPVTMKLTYRDLPAEAQVLLSTD--TSSLALESMVSLEKLQLDPKQAVLLTYSYAG   679
gi|18859381|ref|NP_571676.1| RLWDQSERFMVAVNWG------NDSISMTLTNDDLPAEARVRATTD--IEKLAVDSKVKLEKLELGSKQAVLLSYPFPG   679
gi|41393185|ref|NP_958922.1| RSWDQNERYLIALNWHS-----NETVSLQLKHADIPESATVVFSTS--GET-EVNKELNLAQLEVNPGEGIMLKFPYTS   679
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