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gi|31982262|ref|NP_032343.2| ---------------------------------------MLGLTQHAQKVWRMKPFS--PEVSPGSSPATAGHLLRISTLFLTLLELAQVCRGSVVSNRPFITVWNGDTHWCLTEYGVDVDVSVFDVVANKEQSFQG-SNMTIFYREELG   150
gi|46485726|ref|NP_997499.1| ----------------------------------------------------MKPFS--PEVSPDPCPATAAHLLRTYTLFLTLLELAQGCRGSMVSNRPFITVWNADTHWCLKDHGVDVDVSVFDVVANKEQNFQG-PNMTIFYREELG   150
gi|6224976|ref|NP_009296.1| ---------------------------------------------------------------------MAAHLLPICALFLTLLDMAQGFRGPLLPNRPFTTVWNANTQWCLERHGVDVDVSVFDVVANPGQTFRG-PDMTIFYSSQLG   150
gi|114587044|ref|XP_001168739.1| ---------------------------------------------------------------------MAAHLLPICALFLTLLDMAQGFRGPLLPNRPFTTVWNANTQWCLERHGVDVDVSVFDVVANPGQTFRG-PDMTIFYSSQLG   150
gi|62988300|ref|NP_001017941.1| ----------------------------------------------------MRPFS--LEVSLHLPWAMAAHLLPVCTLFLNLLSMTQGSRDPVVPNQPFTTIWNANTEWCMKKHGVDVDISIFDVVTNPGQTFRG-PNMTIFYSSQLG   150
gi|73985710|ref|XP_850767.1| MTPALPSAYTEAVAPSVQTCDNITFQEDLEDSLMEGAGTATAVDGESESSEPALSFASPGQVSLDSSSAMAVHLLPTYALFLTLLGTAQGSRSSVVPNQPFTTIWNANTQWCLEKYGVDVDVSVFDVVANPGQTFRG-PDMTIFYSYQLG   150
gi|50805781|ref|XP_424356.1| ---------------------------------------------------------------------MAPGWLCWALLLLLPAPVRAAGPGPVLVNRPFVTVWNIPSEPCAQQYNVTLPLGVFDVVANTEEAFIG-QDIALFYSSHLG   150
gi|90652841|ref|NP_001035086.1| ---------------------------------------------------------------------MDRSGRRTCLLMVFSMCSASVLSQPLIK-LPFISIWNAPTERCKSRFGVELDLSVFDIVHNPNQTFMG-DNITIFYSDKLG   150
gi|17536397|ref|NP_495830.1| -----------------------------------------------------------------MVIVWYHQLLLVLLIFIGAAKGAQYIGSGASQPNRTDVVWMVPSWTCKNEYSIDVEK--YGILQNEDQHFVGGKQFAIFYEHSFG   150
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gi|31982262|ref|NP_032343.2| TYPYYTPTGE--PVFGGLPQNASLVTHLAHTFQDIKAAMPEPDFSGLAVIDWEAWRPRWAFNWDSKDIYRQRSMELVQAEHPDWPETLVEAAAKNQFQEAAEAWMAGTLQLGQVLRPRGLWGYYGFPDCYN---NDFL-SLNYTGQCPVF   300
gi|46485726|ref|NP_997499.1| TYPYYTPTGE--PVFGGLPQNASLVTHLAHAFQDIKAAMPEPDFSGLAVIDWEAWRPRWAFNWDSKDIYQQRSMELVRAEHPDWPETLVEAEAQGQFQEAAEAWMAGTLQLGQVLRPRGLWGYYGFPDCYN---YDFL-SPNYTGQCSLS   300
gi|6224976|ref|NP_009296.1| TYPYYTPTGE--PVFGGLPQNASLIAHLARTFQDILAAIPAPDFSGLAVIDWEAWRPRWAFNWDTKDIYRQRSRALVQAQHPDWPAPQVEAVAQDQFQGAARAWMAGTLQLGRALRPRGLWGFYGFPDCYN---YDFL-SPNYTGQCPSG   300
gi|114587044|ref|XP_001168739.1| TYPYYTPTGE--PVFGGLPQNASLIAHLARTFQDILAAIPAPDFSGLAVIDWEAWRPRWAFNWDTKDIYRQRSRALVQAQHPDWPAPQVEAVAQDQFQGAARAWMAGTLQLGRALRPRGLWGFYGFPDCYN---YDFL-SPNYTGQCPSG   300
gi|62988300|ref|NP_001017941.1| TYPYYTSAGE--PVFGGLPQNASLNAHLARTFQDILAAMPEPRFSGLAVIDWEAWRPRWAFNWDTKDIYRQRSRALVQKQHPDWLAPRVEAAAQDQFEGAAEEWMAGTLKLGQALRPQGLWGFYNFPECYN---YDFK-SPNYTGRCPLN   300
gi|73985710|ref|XP_850767.1| TYPYYTSAGE--PVFGGLPQNASLDTHLVHSFQDIQAAIPESDFSGLAVIDWEAWRPRWAFNWDSKDIYRQRSRALVRGQHPDWPATRVEAAARDQFQKAAQAWMAGTLKLGQALRPRGLWGFYGFPDCYN---YDFL-SPNYTGECPPG   300
gi|50805781|ref|XP_424356.1| LFPYYTAQGQ--PVDGGLPQNASLVAHLQRARRDIGAALPSTRYDGLAVVDWEQWRPLWARDWSSMDIYREKSEELVRRQHPLWPHSHVEEVAQQQFQKAARAFMEQTLRLGEAMRPAGYWGFYGFPDCYN---NNFS-DPLYNGSCPVV   300
gi|90652841|ref|NP_001035086.1| KYPHYGPNDE--PIYGGVPQNASLNEHLKKADEDLRKNIPDPEFQGLAIIDWEKWRPLWERNWDSKEVYWKASRAIVKAKHPTWSPDQIETEAVKEFEASSMAFMVETLKLGRRERSGGLWGFYGFPCCYN---YQYKKNETYTGECPAL   300
gi|17536397|ref|NP_495830.1| KIPYFKAQNESDPKNGGLPQMGDLEAHLIQAEKDINETIPDENFNGIAVIDIEEFRPMWELSWGPFSVYKTESIRLTRQQHPYWSTKQIEWQAERDYEKACQKFFIETLRLGKRLRPNAKWGYYLFPKCNGDVGQ------KSDTDCSTL   300
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gi|31982262|ref|NP_032343.2| VRDQNDQLGWLWNQSYALYPSIYLPAALMGTEK-SQMYVRHRVQEALRVAIVSRDPHVPVMPYVQIFYE---MTDYLLPLEELEHSLGESAAQGVAGAVLWLSSDKTSTKESCQAIKAYMDSTLGPFIVNVTSAALLCSEALCSGHGRCV   450
gi|46485726|ref|NP_997499.1| IHDQNDQLGWLWNQSYALYPSIYLPAALMGTGK-SQMYVRYRVQEAFRLALVSRDPHVPIMPYVQIFYE---KTDYLLPLEELEHSLGESAAQGAAGAVLWISSEKTSTKESCQAIKAYMDSTLGPFILNVTSAALLCSEALCSGRGRCV   450
gi|6224976|ref|NP_009296.1| IRAQNDQLGWLWGQSRALYPSIYMPAVLEGTGK-SQMYVQHRVAEAFRVAVAAGDPNLPVLPYVQIFYD---TTNHFLPLDELEHSLGESAAQGAAGVVLWVSWENTRTKESCQAIKEYMDTTLGPFILNVTSGALLCSQALCSGHGRCV   450
gi|114587044|ref|XP_001168739.1| IRAQNDQLGWLWGQSRALYPSIYMPAVLEGTGK-SQMYVQHRVAEAFRVAVAAGDPNLPVLPYVQIFYD---TTNHFLPLDELEHSLGESAAQGAAGVVLWVSWENTRTKESCQAIKEYMDTTLGPFILNVTSGALLCSQALCSGHGRCV   450
gi|62988300|ref|NP_001017941.1| ICAQNDQLGWLWGQSRALYPSIYLPAALEGTKK-TQMFVQHRVAEAFRVAAGAGDPKLPVLPYMQLFYD---MTNHFLPAEELEHSLGESAAQGAAGVVLWVSWLSTSTKESCQAIKEYVDTTLGPSILNVTSGARLCSQVLCSGHGRCA   450
gi|73985710|ref|XP_850767.1| IGAQNDQLGWLWRQSRALYPSIYLPTELEGTGK-GQMYVRHRVGEAFRVAEDVGDPYLPVLPYAQIFYD---NTNRVLPLDELEHSLGESAAQGAAGVVLWVSWENTRTKESCQAIKEYVDTTLGPFILNVTSGVLLCSQALCSGHGRCV   450
gi|50805781|ref|XP_424356.1| EQQRNQELGWLWNCSRALYPSIYLPQQLQGTDK-VLRYVRYRVAEAFAVQKGILSNAVPVLPYTEIIYA---NTSDFLSEEDLVNTIGESAAQGAAGIIIWGRSADTASKEKCLKLRDYLDGALGHYIVNVTTSAQLCSQSLCSGNGRCV   450
gi|90652841|ref|NP_001035086.1| EMKRNDKLAWMWNVSSALYPDIYLDLGLRGRGQDILLYSRYRILEAMRVREKTTHQMTSVFPYARIAFT---YSMEFLSQDDLVHTIGESVALGASGVVLWGDGNFSRTKRACEAVRDYLDVTLGRYIVNVTEAAFLCSRKVCSSQGRCV   450
gi|17536397|ref|NP_495830.1| FQKFNDNLHWLWGESTALFPSIYLYPSQKQNPEYNFVNSGALITETKRIKRN-YCPSCEIHVFTKIEYNPYYTPDDFYSKQNLASTLDLAIKMNANSVVIWSTSQSIGSR--CGSLQTYVDNTLGPYLQLTDRNLDKCRMERCEGRGECY   450
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gi|31982262|ref|NP_032343.2| RHPSYPEALLTLNPASFSIEL--------THDGRPPSLKGTLSLK-DRAQMAMKFRCRCYRGWRGKWCDKRGM----------------   539
gi|46485726|ref|NP_997499.1| RHPSYPEALLTLSPASFSIEP--------THDGRPLSLKGTLSLK-DRAQMAMKFKCRCYRGWSGEWCKKQDM----------------   539
gi|6224976|ref|NP_009296.1| RRTSHPKALLLLNPASFSIQL--------TPGGGPLSLRGALSLE-DQAQMAVEFKCRCYPGWQAPWCERKSMW---------------   539
gi|114587044|ref|XP_001168739.1| RRTSHPKALLLLNPASFSIQL--------TPGGGPLSLQGALSLE-DQAQMAVEFKCRCYPGWQGPWCEQKSMW---------------   539
gi|62988300|ref|NP_001017941.1| RRPSYPKARLILNSTSFSIKP--------TPGGGPLTLQGALSLE-DRLRMAVEFECRCYRGWRGTRCEQWGMW---------------   539
gi|73985710|ref|XP_850767.1| RRPSYPEALLFLNPTSFSIQL--------PPGGRPLTLQGALSRE-DRMRMAVEFQCRCYRGWKGVRCEQQGMR---------------   539
gi|50805781|ref|XP_424356.1| RKEGK-VAFLQLDPNRFAINL--------KAK-KPQPMVWILNADSDMSQLAEGFTCQCYSGWRGEHCDSHGSSNK-------------   539
gi|90652841|ref|NP_001035086.1| RRDPSASVYLHLNPEMWSIIPRAQLPGPITGGPSYVAHRRLWTGQEETSRFADSFRCQCFPGWEGEQCQKPVPVETFT-----------   539
gi|17536397|ref|NP_495830.1| LPRPKTNPAIYNFACRCERPYFG-----KSCEYRGRRMGVSMPKASQTPQVIPDVTAYFSTSSNGTKKYNAPNQFYSRTGGDIKLARKL   539
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