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gi|28269693|ref|NP_071449.1| MVAAPCARRLARRSHSALLAALTVLLLQTLVVWNFSSLDSGAGE-RRGGAAVGGGEQPPP---APAPRRERRDLPAEPAAARGGGGGGGG-GGGGRGPQARARGGGPGEPRGQQPASRGALPARALDPHPSPLITLETQDGYFSHRPKEK   145
gi|82617670|ref|NP_001032366.1| MQAAPCARRLARRSHSALLAALTVLLLQTLVVWNFSSLDSGAGE-RRGGAAVGGGEQPP-----PAPRRERRDLPAEPAAARGGGGGGGGCGGGGRGPQARARGGGPGEPRGQQPASRGALPARALD-------------GYFSHRPKEK   131
gi|56790277|ref|NP_001008718.1| MVAAPSARRLVRRSHSALLAALTVLLLQTLVGWNFSSLHSGAGE-RRGGAAAGCTEQPAPPP-APAPRRERRDLPPGPAAPLGACCGGGGRGPPAR-ARARALAGCPEEPRPQQPAGQGALPTRALD-------------GYFSHRPKEK   134
gi|120407064|ref|NP_783576.2| MVAAPCARRLARRSHSALLAALMVLLLQTLVVWNFSSLDSGAGEQRRAGAAAGAAEQQQP----AAPRRERRDLAAHLPAARG--------GPGGRAGGGGARGGGPGGARAQQPASRGALASRARDPQPSPLITLETQDGYFSHRPKEK   138
gi|34859034|ref|XP_341913.1| ---------------------MRSLPLFFFSVCSFTGRECKAIWLQVTGVFV--------------------------------------------------------------------------------MLTME-FDGYFSHRPKEK    48
gi|118098014|ref|XP_414904.2| ---MPLPIERVGFLNAFFFPACFSFCKPGPLGPRSVRFPPRFGAFRWSSGAPPVQLAPCSCCGLRASRREVVRCPLGSRAALSVPGFLFASREGKQLRVGAGREGARGPLLEGSAVRSSCARCDCSEPCPGRRSSLCVADGYFSHRPKEK   147
gi|292611779|ref|XP_689440.4| MFGSLCARKLARRSRSALIAALTVLLVQTLIVWNFSSLDT--GEDRKDNGRE---------------KRDRIGINKAYSEYPK---------------------SGFQKRHHQPPLGKASNRHKQQP------------DGYYSHRPKEK   100
gi|21358211|ref|NP_647705.1| -MEQSVSARWLKRYRAFFLILLLIVAIQLFLAYKSLDIVGGGSGSGFDAAEAP-------------------------------------------------------------------------------------------ASPPPP    58
gi|118787075|ref|XP_556482.2| --MQKFPLRLLWRYKVFVLIGFMIVAGQVFLAYKLLRMPLSGNESSAERDLSR-------------------------------------------------------------------------------------------KLYDKY    57
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gi|28269693|ref|NP_071449.1| VRTDSNNENSVPKDFENVDNSNFAPRTQKQKHQPELAKKPPSRQKELLKRKLEQQEKGKGHTFPGKGPGEVLPPGDRAAANSSHG--KDVSR----PPHAR--KTGGS-SPETKYDQPPKCDISGKE-AISALSRAKSKHCRQEIGETYC   285
gi|82617670|ref|NP_001032366.1| VRTDSNNENSVPKDFENVDNSNFAPRTQKQKHQPELAKKPPSRQKELLKRKLEQQEKGKGHTFPGKGPGEVLPPGDRAAANSSHG--KDVSR----PPHAR--KTGGS-SPETKYDQPPKCDISGKE-AISALSRAKSKHCRQEIGETYC   271
gi|56790277|ref|NP_001008718.1| VRTDSNNENSVPKDFENVDNSNFAPRTQKQKHQPELAKKPPSRQKELLKRRLEQEEKGKGQSFPGKGTHEALPPGGRAAVNGSHG--KDAPR----QPHTR--KSGGG-SPELRYDQPPKCDISGKE-AISALSRAKSKHCRQEIGDTYC   274
gi|120407064|ref|NP_783576.2| VRTDSNNENSVPKDFENVDNSNFAPRTQKQKHQPELAKKPPSRQKEHLQRKLDAQDKRQGQSVLGKGPKEVLPPREKATGNSSQG--KDLSR----HSHAR--KSGGGGSPETKSDQAPKCDISGKE-AISALTRAKSKHCRQEIAETYC   279
gi|34859034|ref|XP_341913.1| VRTDSNNENSVPKDFENVDNSNFAPRTQKQKHQPELAKKPLSRQKERLQRKLGAQDKGQGQSVLGKGPKEVLPPREKAPGNSSQG--KDLSR----HSHSR--KSGGGGSPETKSDQVPKCDISGKE-AISALTRAKSKHCRQEIAETYC   189
gi|118098014|ref|XP_414904.2| TRTDSNNENSVPKDFENVDNSNFAPRTQRQKHQSELVKKPLSKQKEHLRKKLE-EEKVKENSLLGKSSNEVVQLSDKPGKNSSDSNLKDMHT----SPRQQPLKKTGNSSPELKYDLPPKCEVTGKE-AISAMSRAKSKPCRQEIADVYC   291
gi|292611779|ref|XP_689440.4| VRVDSNNENSVPKDFENIDNSNFGARSQTQRHAPGKHKQG-LLEKAHAQQSLSKNSNEVIQYAQNKAGLNQTHTDLHQRANPTLRPQQSQQH----RHHFQRPKRSITPTADIKYDQPPKCEISGKE-AISALSRAKTKECRQQIVEVYC   244
gi|21358211|ref|NP_647705.1| -HAQAR---VQPPARTKLTAQQLGFQPECDILAREAISALQRAKTKDCREHIAQIACAIQAGRFYAPQLRSSCPAGNHTANVSLGCFKDEKDRRLLAGYYSSSKTSNSPAKCVELCLQSGYPYAGVQYGRECFCGYDPPPKASKLPDSSC   204
gi|118787075|ref|XP_556482.2| GRSAARDDGKLQPNQHVLRLDELDFVPPCELTRKETVSAIHRAKSQSCKAKIVEVACEIQAGKFYPQRLPTFCPRGDHSPNRALGCFRDEKNFRLLSGYYSTFKTNNSPEKCIRLCLQSGYPFAGVQYGYECFCGDEVPKVSAKLPDSSC   207
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gi|28269693|ref|NP_071449.1| RHKLGLLMPEKVTRFCPLEGKANKNVQWDEDSVEYMPA---NPVRIAFVLVVHGRASRQLQRMFKAIYHKDHFYYIHVDKRSNYLHRQVLQVSRQYSNVRVTPWRMATIWGGASLLSTYLQSMRDLLEMTDWPWDFFINLSAADYPIRTN   432
gi|82617670|ref|NP_001032366.1| RHKLGLLMPEKVTRFCPLEGKANKNVQWDEDSVEYMPA---NPVRIAFVLVVHGRASRQLQRMFKAIYHKDHFYYIHVDKRSNYLHRQVLQVSRQYSNVRVTPWRMATIWGGASLLSTYLQSMRDLLEMTDWPWDFFINLSAADYPIRTN   418
gi|56790277|ref|NP_001008718.1| RHKLGMLMPKKVTRFCSLEGKANKNVQWDEDSVEYMLA---NPVRIAFVLVVHGRASRQLQRMFKAIYHKDHFYYIHVDKRSNYLHRQVLQFARQYGNVRVTPWRMATIWGGASLLSTYLQSMRDLLEMTDWPWDFFINLSAADYPIRTN   421
gi|120407064|ref|NP_783576.2| RHKLGLLMPEKVARFCPLEGKANKNVQWDEDAVEYMPA---NPVRIAFVLVVHGRASRQLQRMFKAIYHKDHFYYIHVDKRSNYLHRQVLQFSRQYDNVRVTSWRMATIWGGASLLSTYLQSMRDLLEMTDWPWDFFINLSAADYPIRTN   426
gi|34859034|ref|XP_341913.1| RHKLGLLMPEKVARFCPLEGKANKNVQWDEDAVEYMPP---NPVRIAFVLVVHGRASRQLQRMFKAIYHKDHFYYIHVDKRSNYLHRQVLQFSRQYDNVRVTSWRMATIWGGASLLSTYLQSMRDLLEMTDWPWDFFINLSAADYPIRTN   336
gi|118098014|ref|XP_414904.2| QHKHGKLMPEKVTRFCTLEGKANNNVQWDEDSVEYMPA---NPVRIAFVLVVHGRASRQLQRMFKAIYHKDHFYYIHVDKRSNYLHRQVLQFANQYPNVRVTSWRMATIWGGASLLSTYLQSMRDLMEMNDWPWDFFINLSAADYPIRTN   438
gi|292611779|ref|XP_689440.4| RHKEHQLMPEKVTRYCPVEGKVNMNVQWEEDSMETVPA---VPVRIAFMLVVHGRAARQVQRLFKAIYHTSHFYYIHVDQRSNYLHRQMVALAHQYPNVRVTSWRMSTIWGGASLLTMYLQSMKDLLAMRDWSWDFFINLSAADYPIRTN   391
gi|21358211|ref|NP_647705.1| NTKCLGNAKEICGGFYAMNIYETGIAKFTAQLAATTPSEETKRVRIAFLLTLNGRALRQVHRLLKALYAPEHVYYIHVDERQDYLYRKLLELESKFPNIRLARKRFSTIWGGASLLTMLLQCMEDLLQSN-WHWDFVINLSESDFPVKTL   353
gi|118787075|ref|XP_556482.2| NIKCPGDPKQACGGYFTINVYETGIRKFAAQSTETVPKRADETVRIAFLLTLNGRAVRQVHRLLKALYSPRHYYYIHIDARQEYLYRELLKLESKFPNIRLARKRFSSIWGGASLLQMLLSCMEYLLYESGWQWDFVLNLSESDFPLKTV   357
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gi|28269693|ref|NP_071449.1| DQLVAFLSRYRDMNFLKSHGRDNARFIRKQGLDRLFLECDAHMWRLGDRRIPEGIAVDGGSDWFLLNRRFVEYVTFS----TDDLVTKMKQFYSYTLLPAESFFHTVLENSPHCDTMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   578
gi|82617670|ref|NP_001032366.1| DQLVAFLSRYRDMNFLKSHGRDNARFIRKQGLDRLFLECDAHMWRLGDRRIPEGIAVDGGSDWFLLNRRFVEYVTFS----TDDLVTKMKQFYSYTLLPAESFFHTVLENSPHCDTMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   564
gi|56790277|ref|NP_001008718.1| DQLVAFLSRYRDMNFLKSHGRDNARFIRKQGLDRLFLECDAHMWRLGDRRIPEGIAVDGGSDWFLLNRKFVEYVTFS----TDDLVTKMKQFYSYTLLPAESFFHTVLENSPHCDTMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   567
gi|120407064|ref|NP_783576.2| DQLVAFLSRYRDMNFLKSHGRDNARFIRKQGLDRLFLECDTHMWRLGDRRIPEGIAVDGGSDWFLLNRKFVEYVAFS----TDDLVTKMKQFYSYTLLPAESFFHTVLENSPHCDTMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   572
gi|34859034|ref|XP_341913.1| DQLVAFLSRYRDMNFLKSHGRDNARFIRKQGLDRLFLECDTHMWRLGDRRIPEGIAVDGGSDWFLLNRKFVEYVAFS----TDDLVTKMKQFYSYTLLPAESFFHTVLENSPHCDTMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   482
gi|118098014|ref|XP_414904.2| DQLVAFLSRYRDMNFLKSHGRDNARFIRKQGLDRLFLECDTHMWRLGDRKIPEGIAVDGGSDWFLLNRKFVEYVTFS----KDDLVTKMKRFYSYTLLPAESFFHTVLENSLFCDSMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   584
gi|292611779|ref|XP_689440.4| DQLVAFLSKYRNMNFIKSHGRDNARFIRKQGLDRLFFECDTHMWRLGDRKIPEGISVDGGSDWFLLNRMFVEYVINT----QDDLVTNMKRFYAYTLLPAESFFHTVLENSPHCESMVDNNLRITNWNRKLGCKCQYKHIVDWCGCSPND   537
gi|21358211|ref|NP_647705.1| DKLVDFLSANPGRNFVKGHGRETQKFIQKQGLDKTFVECDTHMWRIGDRKLPAGIQVDGGSDWVALSRPFVGYVTHP--REDDELLQALLKLFRHTLLPAESFFHTVLRNTKHCTSYVDNNLHVTNWKRKQGCKCQYKHVVDWCGCSPND   501
gi|118787075|ref|XP_556482.2| DQLVTFLTANRGQNFVRNHGREVQRFIQKQGLDMTFVECDNRMWRIGDRALPAGITIDGGSDWVCLSRDFARYVTGDGVGQRDELIQGLLRVFEYTILPAESFFHTALRNSRFCHTYTNNNLHMTNWKRQLGCKCQYRHIVDWCGCSPNN   507
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gi|28269693|ref|NP_071449.1| FKPQDFHRFQQTAR-PTFFARKFEAVVNQEIIGQLDYYLYGNYPAGTPGLRSYWENVYDEPDGIHSLSDVTLTLYHSFARLGLRRAETSLHTD-GENSCRYYPMGHPASVHLYFLADRFQGFLIKHHATNLAVSKLETLETWVMPKKVFK   726
gi|82617670|ref|NP_001032366.1| FKPQDFHRFQQTAR-PTFFARKFEAVVNQEIIGQLDYYLYGNYPAGTPGLRSYWENVYDEPDGIHSLSDVTLTLYHSFARLGLRRAETSLHTD-GENSCRYYPMGHPASVHLYFLADRFQGFLIKHHATNLAVSKLETLETWVMPKKVFK   712
gi|56790277|ref|NP_001008718.1| FKPQDFHRFQQTAR-PTFFARKFEAVVNQEIIGQLDYYLYGNYPAGTPGLRSYWENVYDEPDGIHSLSDVALTLYHSFARLGLRRAESSLHVE-TGNSCRYYPMGHPASVHLYFLADRFQGFLIKHHATNLAVSKLETLETWVMPKKVFK   715
gi|120407064|ref|NP_783576.2| FKPQDFHRFQQTAR-PTFFARKFEAIVNQEIIGQLDSYLYGNYPAGTPGLRSYWENVYDEPDGIHTLSDVALTLYHSFIRLGLRRAESSLHTD-GENSCRYYPMGHPASVHLYFLADRFQGFLIKHHVTNLAVSKLETLETWMMPKKVFK   720
gi|34859034|ref|XP_341913.1| FKPQDFHRFQQTAR-PTFFARKFEAIVNQEIIGQLDSYLYGNYPAGTPGLRSYWENVYDEPDGIQSLSDVALTMYHSFIRLGLRRAESSLHTD-GENSCRYYPMGHPASVHLYFLADRFQGFLIKHHVTNLAVSKLETLETWMMPKKVFK   630
gi|118098014|ref|XP_414904.2| FKPADFHRFQQTAR-PTFFARKFEAVVNQEIIGQLDYYLYGNYPPGTPGLRSYWENVYDEPDGVHTLSDVALTMYHAFVRLGLRRAESSFHSA-GDNSCRYYPMGHPVSVHLYFLADRFQGFLIRHHATNLAVSKLETLETWVMPKKVFK   732
gi|292611779|ref|XP_689440.4| FKPSDLPRFQQTTR-PTFFARKFEASVNQEIVNQLDVFLFGSLPQGTPGLKAYWENVFDEADGIHSLSDAHLTHYHAFARLGLARTANSLQGDPNDNSCRYFAMGHPVSVHIYFLSDEFQGYLVRHHATNLATSKLETLETWVMPKQFYK   686
gi|21358211|ref|NP_647705.1| FKPEDWPRLQATEQKSLFFARKFEPVINQAVLLQLEEWLYGPYTSEYANLHGYWQSLYHHEDVHGSGDDLARSIGDSVMRLSAR-------------QAKLY-PLELIELTHYLHRDQYKGFLVRYRAR-GSTGKPLHLETRVRPTQQGK   636
gi|118787075|ref|XP_556482.2| FRSEDWERLQASQHKKLFFGRKFEAMVNQAIVLQLEEWMFGPYPAEYPNLHAYWQNVYHHEDVATAADGALLNVANSLLRMNGRT-----------STEQLYEPGRIREITHYFERDTYRGFLVRHEAM-QGTG-WSELETWISPVVTAK   644
                        .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                 .:  .    **   *:   *::* **:: ***  ::*.  :            .   . . . . .::: *:** . :    .: :: :    :   .  *:       *:  *:*  :::      .  :**::  :. :         
gi|28269693|ref|NP_071449.1| IASPPSDFGRLQFSEV--GTDWDAKERLFRNFGGLLGPMDEP-----------VGMQKWGKGPNVTVTVIWVDPVNVIAATYDILIEST--AEFTHYKPPLN------LPLRPGVWTVKILHHWVPVAETKFLVAPLTFSNR------QP   849
gi|82617670|ref|NP_001032366.1| IASPPSDFGRLQFSEV--GTDWDAKERLFRNFGGLLGPMDEP-----------VGMQKWGKGPNVTVTVIWVDPVNVIAATYDILIEST--AEFTHYKPPLN------LPLRPGVWTVKILHHWVPVAETKFLVAPLTFSNR------QP   835
gi|56790277|ref|NP_001008718.1| IASPPSDFGRLQFSEVRVGTDWDAKERLFRNFGGLLGPMDEP-----------VGMQKWGKGPNVTVTVIWVDPVNIIAATYDILIEST--AEFTHYKPPLN------LPLRPGVWTVKILHHWVPVAETKFLVAPLTFSNR------QP   840
gi|120407064|ref|NP_783576.2| VASPPSDFGRLQFSEV--GTDWDAKERLFRNFGGLLGPMDEP-----------VGMQKWGKGPNVTVTVIWVDPVNVIAATYDILIEST--AEFTHYKPPLN------LPLRPGVWTVKILHHWVPVAETKFLVAPLTFSNK------QP   843
gi|34859034|ref|XP_341913.1| VASPPSDFGRLQFSEV--GTDWDAKERLFRNFGGLLGPMDEP-----------VGMQKWGKGPNVTVTVIWVDPVNVIAATYDILIEST--AEFTHYKPPLN------LPLRPGVWTVKILHHWVPVAETKFLVAPLTFSNK------QP   753
gi|118098014|ref|XP_414904.2| IASPPSDFGRLQFSEI--GTEWDAKERLFRNFGGLLGPTDEP-----------VGMQKWGKGPNVTVTVIWVDPVNVIAATYDILIESS--AEFTHYKPPLN------LPLRPGVWTIKILHHWVQVAETKFLVTPLTFSNR------QP   855
gi|292611779|ref|XP_689440.4| FTNPPKTFTRLQFAEI--GTDWDAKERIFRNFGNMMGPMDEP-----------VGMQKWGKGSNVTVTVVWIDPTNVIAATYDILIDAS--AEFTHYRPPLN------LPLRPGMWTVRVLHHWSPVAETRFLITPLTHHKH------LP   809
gi|21358211|ref|NP_647705.1| LARNARFSKRLRNFEVS--TDFDQKEQIARNFGKLLGPQSD----LLLSYTLQANADSGAASHSYNLTLLWIDPLGRLQDFNELHVEDSTSDVINHSKTLLK------HPITPGIWTAKLIGRNSIYAQLKFLIAPLAYYKG-----YPL   769
gi|118787075|ref|XP_556482.2| VTRSTPLARRLIHLEVS--TEYDEKEQLSRNFPRIIGTNAEPALIFRLAPPLETERVKGGNATNHSLAVEWIDPVGTIVAASHFTIEDSPTGPLHSFNHFLKGAGKLKLPLAEGVWGARLLQGKALLGATRFLVTEATFREGRTVENELL   792
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gi|28269693|ref|NP_071449.1| IKPEEALKLHNGPLRNAYMEQSFQSLNPVLSLPINPAQVEQARRN----AASTGTALEGWLDSLVGGMWTAMDICATGPTA---CPVMQTCSQTAWSSFSPDPKSELGAVKPDGRLR   959
gi|82617670|ref|NP_001032366.1| IKPEEALKLHNGPLRNAYMEQSFQSLNPVLSLPISPAQVEQARRN----AASTGTALEGWLDSLVGGMWTAMDICATGPTA---CPVMQTCSQTAWSSFSPDPKSELGAVKPDGRLR   945
gi|56790277|ref|NP_001008718.1| IKPEEVLKLHNGPLRSAYMEQSFQSLNPVLSLPISPAQVEQARRN----AGSTGATLEHWLDSLVGGTWTAMDICATGPTA---CPVMQTCTHTAWSSFSPDPKSELGAVKPDGRLR   950
gi|120407064|ref|NP_783576.2| IKPEEALKLHNGPPRSAYMEQSFQSLNPVLSLHINPAQVEQARKN----AAFTGTALEAWLDSLVGGTWTAMDICTTGPTA---CPVMQTCSQTAWSSFSPDPKSELGAVKPDGRLR   953
gi|34859034|ref|XP_341913.1| IKPEEALKLHNGPPRSAYMEQSFQSLNPVLSLHINPAQVEQARKN----AAFTGTALEAWLDSLVGGTWTAMDVCATGPTA---CPVMQTCSQTAWSSFSPDPKSELGAVKPDGRLR   863
gi|118098014|ref|XP_414904.2| IKQEEAMKYHSGPPKNAYMEQSFQGLNPVLNIPVSAARLDQAKRN----AALVGARLDAWVDSLVGSVWSAVDICSTGPTA---CPVMQACTQTAWSSLSPDPKSELGPVKPDGRLR   965
gi|292611779|ref|XP_689440.4| IRHEDALKMHNGPAKNSYMEQSFHGLNPILNIPVHLGQVEAAEHN----AGLTGSELERWVDSLVGDVWSAVDVCSTGPSG---CPVMQTCRETVWSSLSPDPKSQLGPPKNNGRIR   919
gi|21358211|ref|NP_647705.1| AKSSDAEALNA--GLTVALPEDFEMPVEWQQHLQTDDEQFTMREESLAKGKMLGQELHSWIDGLVGQFFQLRESCVVEADS---EVSLPLCSDAPWSSLAPDPKSDVDALLK-----   876
gi|118787075|ref|XP_556482.2| ERHTHRQVLPVRRGSTANTATSKIRAKERKQHPVGHSGDRHDRADHWQEADDQ-QQVH-QLNKLVSQFFSIRETCAVAGVERKELVRFVDCKSTSWSSLAADPKSDIDVESVTSN--   905
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