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gi|112181164|ref|NP_082312.3| MWNRR--QGRLRTLAFGVEELRRRRREREAALRKARREQQLVSKRLLREDAPE---EVGGQSAAVLLG---EAEVQQFLRLAQRGTDEKEREKALVSLRRGLQHPDTQQTFIRLEGSMRTLVGILTSNRALLQLEAARCLHELSHSEQSA   142
gi|109506452|ref|XP_214574.4| MWGRR--QGRLRTLACGVEELRRRRREREAALRKARREQQLVSKRLLREDAPE---ETGGQSAAVLLG---EAEVQQFLRLAQRGTDEKEREKALVSLRRGLQHPDTQQTFIRLEGSMRTLVGLLTSNRALLQLEAARCLHELSHSEQSA   142
gi|94536840|ref|NP_060972.3| MWSRR--QGRLRPTVCGVEELRRRRREREAALRKARREQQLVSKRLLRNDAPE---EAGEGCVAAILG---ETEVQQFLRQAQRGTEEKEREGALVSLRRGLQHPETQQTFIRLEGSMRTLVGLLTSNQALLQLEAARCLHELSHSEQST   142
gi|114602170|ref|XP_001140277.1| MWSRR--QGRLRPTVCGVEELRRRRREREAALRKARREQQLVSKRLLRDDAPE---EAGEGCVAAILG---ETEVQQFLRQAQQGTEEKEREGALVSLRRGLQHPETQQTFIRLEGSMRTLVGLLTSNQALLQLEAARCLHELSHSEQST   142
gi|73949332|ref|XP_544291.2| ----------------------------------------------------------------MTLG---EAEIQQFLGLAQRGTEEKEREKALVSLRRGLQHPETQQAFILLEGSMRTLVGLLTSNQALLQLEAARCLHELSHSEQSA    83
gi|194668959|ref|XP_001790629.1| MWSGR--RGLLRSSGCGVEELRCRRREREAALRKARREQQLVSKRLLRDEATE---EAEGGCVVVILG---EAEIQEFLRLAQRGTEEKERERALVSLRRGLQHPETQQTFIRLEGSIRTLVGLLTSNQALLQLEAARCLHELSHSEQSA   142
gi|118097168|ref|XP_414468.2| MSSRK--HLGFG-------------ETRSAEPRTAEPELLVEQSRLLREDEAERWHDRAGDAAEAVLEPVLQGEVSELLRGVQRGSEDRRR--WLRCLRRALQSKETQQEFVRLDGAVRTLVGLFTCSLPDVQLEAARCLHELSHSSDAA   133
gi|147907202|ref|NP_001083006.1| MWRLKTIHHKASASASDLEEFKRKRREFEKALRQARKDRQLVSKRLLQNDVEEE-EKEEEESMETCFTFLSSEQVKEMIRGVQMGGEEKAAR--LASLRKALRNPENQLAFIKSENSMHMLIGQLSAHNAQCQLEATRCLHQLSHSSHPS   147
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gi|112181164|ref|NP_082312.3| VAEACLPATSYLLTYLSGHSSDFIELCLYTLGNLIVESEAVRKQLLPQGIVPAFAACIQSP--HVAVLEALGYALSQLLQAKEAPEKIIP------SILDSSLPQQMLWLMQPGPKLNLGVAMEFAWCLHYIICSQVNNAVLLTHGALPT   284
gi|109506452|ref|XP_214574.4| VAEACLPATSYLLTYLSGHSSDFIELCLYTLGNLIVESEAVRKQLLPQGIVPAFAACIQSP--HVAVLEALGYALSQLLQAKEAPEKIIP------SILDSSLPQQMLRLMGPGPKLNLGVAMEFAWCLHYIICSQVNNAVLLTHGALPT   284
gi|94536840|ref|NP_060972.3| VAEACLPATSYLLTYLSSHSSDFIELCLYTLGNLIVESEAVRRQLLPQGIVPALAACIQSP--HVAVLEALGYALSQLLQAEEAPEKIIP------SILASTLPQHMLQMLQPGPKLNPGVAVEFAWCLHYIICSQVSNPLLIGHGALST   284
gi|114602170|ref|XP_001140277.1| VAEACLPATSYLLTYLSGHSSDFIELCLYTLGNLIVESEAVRRQLLPQGIVPALAACIQSP--HVAVLEALGYALSQLLQAEEAPEKIIPPASASSSILASTLPQHMLQMLQPGPKLNPGVAVEFAWCLHYIICSQVSNPLLIGHGALST   290
gi|73949332|ref|XP_544291.2| VAEACLPATSYLLTYLSSHSSDFIELCLYTLGNLIVESEAVRRQLLPQGIVPSLAACIQSP--HLTVLEALGYALSQLLQAKEAPEAIIP------SVLGSTLPQHILQLLQPGPKLNLGVAVEFAWCLHYIICSQVNNALLISHGCLST   225
gi|194668959|ref|XP_001790629.1| VAEACLPATSYLLTYLSGHSSDFIELCLYTLGNLIVESEAVRRQLLPQGIVPALAACIQSP--HLTVLEALGYALSQLLQAKEAPEKIIP------LVLGSTLPQHILQLLQPGPKLNLGVAVEFAWCLHYIICSQVNNALLITQGALTT   284
gi|118097168|ref|XP_414468.2| VAEACVPVTSYLLTYLSGHSIELMELCLYTLGNLVVESEVVRKKLLPQGIIPVLASCIQSP--HEAVLEGLGYVLSQLLQAKEAPAEIIP------LVLDSVLPQHMLRLVCSGLKFGTGAAVEFAWCLHYIVCSHTANVELMSLGAVPA   275
gi|147907202|ref|NP_001083006.1| VSQACVPAGPYLLTYLSSQSTQLTEVCLYTLGNLCPDNAAVREKLLAQGIVSALANCIHNQRYNLAVVEAFGFTLSQLLQAKDATEKIIP------AVMASGIVPHLISALTPDPEFGFGPAIECSWCLHYLVSSSLDNSMLIAHGALSH   291
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gi|112181164|ref|NP_082312.3| LALLLLDLAGTVQRMD-DVGLELLACPVLRCLSNLLTEVPAEVMGQQMELRDERLVAALFIFLQFFLQKQPALLPEGLWLLNNLTANSPTFCTSLLSLDLIEPLLQLLPLSNAVCMLVLTVLCNVVEKGPAYCQRLWPGPLLSCVLNTLA   433
gi|109506452|ref|XP_214574.4| LVLLLVDLAGAVQRTD-DVGLELLACPVVRCLSNLLTEVPAEAMGQQMELRDERLVAALFIFLQFFLQKQPALLPEGLWLLNNLTANSPTFCTSLLSLNLIEPLLQLLPLSNVVCMLVLTVLCNVVEKGPAYCQRLWPGPLLSCLLNTLA   433
gi|94536840|ref|NP_060972.3| LGLLLLDLAGAVQKTE-DAGLELLACPVLRCLSNLLTEAAVETVGGQMQLRDERVVAALFILLQFFFQKQPSLLPEGLWLLNNLTANSPSFCTSLLSLDLIEPLLQLLPVSNVVSVMVLTVLCNVAEKGPAYCQRLWPGPLLPALLHTLA   433
gi|114602170|ref|XP_001140277.1| LGLLLLDLAGAVQKTE-DAGLELLACPVLRCLSNLLTEAAVETVGGQMQLRDERVVAALFILLQFFFQKQPSLLPEGLWLLNNLTANSPSFCTSLLSLDLIEPLLQLLPVSNVVSVMVLTVLCNIAEKGPAYCQRLWPGPLLPALLHTLA   439
gi|73949332|ref|XP_544291.2| LGLLLLDMAGAVQRTE-DARMELLACPVLRCLSNLLTEAAVEVVGGPNQLEDERVVAALFILLQFFLQKQPSLLPEGLWLLNNLTANSPSFCTSLLSMDLIEPLLQLLPVSNVVSVLVLTVLCNVAEKGPAYCQRLWPGPLLPCLIGTLA   374
gi|194668959|ref|XP_001790629.1| LGLLLLDLAAAVQRTE-DAGLELLVCPVVRCLSNLLTEAAAETVGGPMQLRDERVLAALFILLQFFLHKQPSLLPEGLWLLNNLTANSPSFCTSLISLDLIEPLLHLLSVSNVVSVLVLTVLCNIAEKGPAYCQHLWPGLLLPTLLDTLA   433
gi|118097168|ref|XP_414468.2| LTSLLCDIAFEISQSD-SEGLELLICPVLRCLGNLL----AEETGHEVQPQDERLLVALFVVMQCYLQQHPFIIPESLWLINNLTADEPFFCSALLSMDLLPALLQLLPHSQTVSVLVLTVLCNIAEKGPAYCQQLHQQAALPLLLHVLM   420
gi|147907202|ref|NP_001083006.1| CSAVLIALGGAVAKGNPQDGLELLIWPLLRCLGNLL------ASGGDVIPEDTRLLAALCVFAQIYLHLHPALSRESLWTLNNLTAGSSGFCSGLLLLNMVPILIQFLSFSGGINSMALRVLGNIAHHGPEYCVGLTQAGLLSALCATLK   435
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gi|112181164|ref|NP_082312.3| LSDTEVVGQSLELLQLLFLHQPEAARAFLQQSGLQALEKLQEETQLQERIHALQQIAATHG-------------------   494
gi|109506452|ref|XP_214574.4| LSDTDVVGQSLELLQLLFLYQPEAAHAFLQQSGLQALEKHQEETQLHDRIHALRQTTAILG-------------------   494
gi|94536840|ref|NP_060972.3| FSDTEVVGQSLELLHLLFLYQPEAVQVFLQQSGLQALERHQEEAQLQDRVYALQQTALQG--------------------   493
gi|114602170|ref|XP_001140277.1| FSDTEVVGQSLELLHLLFLYQPEAVQVFLQQSGLQALERHQEEAQLQDRVYALQQTALQG--------------------   499
gi|73949332|ref|XP_544291.2| FSDTEVVGHSLELLQLLFLYQPETAEAFLQQSGLQVLERHQEAAQLQDRVHALQKTALHR--------------------   434
gi|194668959|ref|XP_001790629.1| LSDTEVVGQSLELLQLLFLYQPGAAQAFLQQSGLQALQRHEEVAQLQDRVHALQQTALHG--------------------   493
gi|118097168|ref|XP_414468.2| VPDPEVVGQCLELLHLLFLHWPQVAVDFVRQGGHQTLEQHQSTPELQERVRALLDMALQPQDASVFSSPSAASSTFSQMM   500
gi|147907202|ref|NP_001083006.1| MADPEVVTLSLEVLYMLVSSNPQGVEEFTRLNGIPLLEAIQYNNEGEQRVRAAYILDHHFPSFSEVESL-----------   504
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