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gi|6753374|ref|NP_033994.1| ------------------------------------------------------------------MGARCRS--------------FSALLLLLQVSSWLCQELEPES--CSPGFSSEVYTFPVPERHLERGHVLGRVRFEGCTGRPRT    68
gi|13786164|ref|NP_112624.1| ------------------------------------------------------------------MGARCRS--------------FSALLLLLQVSSWLCQQPESESDSCRPGFSSEVYTFLVPERHLERGHILGRVKFEGCTGRPRT    70
gi|4757960|ref|NP_004351.1| ------------------------------------------------------------------MGPWSRS--------------LSALLLLLQVSSWLCQEPEP----CHPGFDAESYTFTVPRRHLERGRVLGRVNFEDCTGRQRT    66
gi|114663332|ref|XP_001168150.1| ------------------------------------------------------------------MGPWSRS--------------LSALLLLLQVSSWLCQEPEP----CHPGFDAESYTFTVPRLHLERGRVLGRVNFEDCTGRQRT    66
gi|73957458|ref|XP_536807.2| MALFGIKAARFHVEGCSRSQSAARGAGPRGSPGGRTRPRSVASGAAGTCDSRKSCRLAPPRAASRRLAPGSRPPPAMGPRYGGAPALLLPLLLLLQVSSGLCQEPEP----CRPGFGADSYTFTVPRRHLERGRVLGRVSFEGCTGLPRT   146
gi|50582555|ref|NP_001002763.1| ------------------------------------------------------------------MGPWSRS--------------LSALCCCCRCNPWLCREPEP----CIPGFGAESYTFTVPRRNLERGRVLGRVSFEGCAGLPRT    66
gi|86129428|ref|NP_001034347.1| ------------------------------------------------------------------MGRRWGSPALQR-------FPVLVLLLLLQVCGRRCDEAAP----CQPGFAAETFSFSVPQDSVAAGRELGRVSFAACSGRPWA    73
gi|292616322|ref|XP_002662973.1| ------------------------------------------------------------------------------------------------------------MSICTPGFELEEFVFKVHRNHLHSGKRLGKVTFNNCDGRTRT    42
gi|292616318|ref|XP_002662972.1| -------------------------------------------------MYRVLDTQTCQEQDPLHLNKKPMLD------------EAAQQQKANRQLIKILSCGFAEESPCTPGFESKLLVVKVHKDHLHKGERLGRVVFSTCDGRTGI    89
gi|292616316|ref|XP_001331428.3| ------------------------------------------------------------------MCIDQSVI------------DAAIHQWHRRLNACVLSCGLAEES-CTPGFESNLLVFKVHKDHLHRGERLGRVRFNTCDRRTRV    71
gi|18858397|ref|NP_571895.1| ------------------------------------------------------------------MACVTTVG------------LGVIFFLFR-----VFSSGYTHMSICTPGFELEEFVFKVHRNHLHSGKRLGKVTFNNCDGRTRT    67
gi|292616334|ref|XP_695998.4| --------------------------------------------------------------------------------------------------------------------MPQILVIEETHNHRIIG-----IFYDMTVPEHTL    29
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gi|6753374|ref|NP_033994.1| AFFSEDSRFKVATDGTITVKRHLKLHKLETSFLVRARDSSHRELSTKVTLKSMGHHHHRHHHRDPASESNPELLMFPSVYPG-LRRQKRDWVIPPISCPENEKGEFPKNLVQIKS--NRDKETKVFYSITGQGADKPPVGVFIIERETGW   215
gi|13786164|ref|NP_112624.1| AFFSEDSRFKVSTDGVITVKRHLKLHKLETSFLVHAWDSSYRKLSTKVTLKSLGHHHHRHHHRDPVSESNPELLTFPSFHQG-LRRQKRDWVIPPINCPENQKGEFPQRLVQIKS--NRDKETTVFYSITGPGADKPPVGVFIIERETGW   217
gi|4757960|ref|NP_004351.1| AYFSLDTRFKVGTDGVITVKRPLRFHNPQIHFLVYAWDSTYRKFSTKVTLNTVGHHHRPPPHQASVSGIQAELLTFPNSSPG-LRRQKRDWVIPPISCPENEKGPFPKNLVQIKS--NKDKEGKVFYSITGQGADTPPVGVFIIERETGW   213
gi|114663332|ref|XP_001168150.1| AYFSLDTRFKVGTDGVITVKRPLRFHNPQIHFLVYAWDSTYRKFSTKVTLNTVGHHHRPPPHQASVSGIQAELLTFPNSSPG-LRRQKRDWVIPPISCPENEKGPFPKNLVQIKS--NKDKEGKVFYSITGQGADTPPVGVFIIERETGW   213
gi|73957458|ref|XP_536807.2| AYVSDDTRFKVGTDGVITVKRPLQLHKPEISFLVHAWDSSRRKLSTRVRLKAATHHHHHH--HDAPSKTQTEVLTFPSSQHG-LRRQKRDWVIPPISCPENEKGPFPKNLVQIKS--NRDKEIKVFYSITGQGADAPPVGVFIIERETGW   291
gi|50582555|ref|NP_001002763.1| VYVSDDTRFKVHTDGVLTVRRPVHLHRPELSFLVHAWDSTHRKLSTKVTLEVSAHHHHHHSHHDSPSGTQTEVLTFPGPHHG-LRRQKRDWVIPPISCPENEKGPFPKSLVQIKS--NKEKETQVFYSITGQRADTPPVGVFIIERETGW   213
gi|86129428|ref|NP_001034347.1| VYVPTDTRFKVNGDGVVSTKRPLTLYGRKISFTIYAQDAMGKRHSARVTVG--RHRHRRHHHNHHLQDTTPAVLTFPKHDPGFLRRQKRDWVIPPISCLENHRGPYPMRLVQIKS--NKDKESKVYYSITGQGADSPPVGIFIIERETGW   219
gi|292616322|ref|XP_002662973.1| LFQSIDKRFEINTDGTVTLKRQVTLHEGHKVFSVHAWDSSGMKHTASVRVERVPAQTKSLSDDLIL------IFPKSSLGLN---RAKRCWILPPLTLHENGKGPFPMRLFQIKS--DSASETPMAYKITGEGADQDPKGIFQIDRLSGW   181
gi|292616318|ref|XP_002662972.1| DFQSTDQEIDLNMDGTLMMRRSVTLHEGLKEFSVSAWDFSGKKHTVFVRVERVDYHKD----------------HDSSLGLN---RAKRCWILPPLTLHENGKGPFPMRLFQIKS--DSASETPMAYKITGEGADQDPKGIFQIDRLSGW   218
gi|292616316|ref|XP_001331428.3| YFQSTDQEIDLNRDGTLMMRRSVTLHEGFKEFSVTAWDSSGKKHTTSVRVERMESSSD----DLVL------TFPKSSTGLK---RAKRGWIIPPVSVSENSRGPFPMRLVQIKS--DSASEYQMAYKITGEGADQDPKGIFKIDRLSGW   206
gi|18858397|ref|NP_571895.1| LFQSIDKRFEINTDGTVTLKRQVTLHEGHKVFSVHAWDSSGMKHTASVRVERVPAQVE----------------SSSDVDLTKNKRVKRGWIIPPISVSENSKGPFPMRLVQIKS--DYAIETRLAYKITGEGADLDPKGIFTIDRLSGW   199
gi|292616334|ref|XP_695998.4| TIISIHDEQKR-REATTLRGRSGTILK-VRKCTIDSDTFSN------LLVEEFQSSSE---------------------GRR---RRKREWAIPPFTVLENDKSALPKILFKLKANLDGVPDEDIRYSITGEGADQPPVGIFTVTSMSGI   147
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gi|6753374|ref|NP_033994.1| LKVTQPLDREAIAKYILYSHAVSSNGEAVEDPMEIVITVTDQNDNRPEFTQPVFEGFVAEGAVPGTSVMKVSATDADDDVNTYNAAIAYTIVSQDPELPHKNMFTVNRDTGVISVLTSGLDRESYPTYTLVVQAADLQGEGLSTTAKAVI   365
gi|13786164|ref|NP_112624.1| LKVTQPLDREAIDKYLLYSHAVSSNGEAVEDPMEIVVTVTDQNDNRPEFIQEVFEGSVAEGALPGTSVMQVSATDADDDINTYNAAIAYTILSQDPELPHKNMFTVNRDTGVISVVTSGLDRESYPTYTLVVQAADLQGEGLSTTAKAVI   367
gi|4757960|ref|NP_004351.1| LKVTEPLDRERIATYTLFSHAVSSNGNAVEDPMEILITVTDQNDNKPEFTQEVFKGSVMEGALPGTSVMEVTATDADDDVNTYNAAIAYTILSQDPELPDKNMFTINRNTGVISVVTTGLDRESFPTYTLVVQAADLQGEGLSTTATAVI   363
gi|114663332|ref|XP_001168150.1| LKVTEPLDRERIATYTLFSHAVSSNGNAVEDPMEILITVTDQNDNKPEFTQEVFKGSVMEGALPGTSVMEVTATDADDDVNTYNAAIAYTILSQDPELPDKNMFTINRNTGVISVVTTGLDRESFPTYTLVVQAADLQGEGLSTTATAVI   363
gi|73957458|ref|XP_536807.2| LKVTEPLDREQIAKYILYSHAVSSNGNAVEDPMEIVITVTDQNDNKPEFTQAVFQGSVTEGALPGTSVMQVTATDADDDVNTYNAAIAYSILTQDPLLPSSMMFTINKDTGVISVLTTGLDREGVPMYTLVVQAADLQGEGLTTTATAVI   441
gi|50582555|ref|NP_001002763.1| LKVTQPLDREQIAKYILFSHAVSSNGQAIEEPMEIVITVTDQNDNKPQFTQEVFKASALEGALPGTSVMQVTATDIDDEVNTYTAAIGYTIPAQDPMLPHNKMFTINKETGVISVLTTGLDRESFPTYTLMVQAADLNGEGLSTTATAVI   363
gi|86129428|ref|NP_001034347.1| LEVTEQLDREKIDRYTLLSHAVSASGQPVEDPMEIIITVMDQNDNKPVFIKEVFVGYIEENAKPGTSVMTVNATDADDAVNTDNGIVSYSIVSQQPPRPHPQMFTIDPAKGIISVLGTGLDRETTPNYTLIVQATDQEGKGLSNTATAII   369
gi|292616322|ref|XP_002662973.1| VSVTQQLDREKKASYKLVAHATGVDANIVEKPFEFIVTVMDQNDNKPVFTQNPFNANVPEALEKGEVFMTVTATDADDKENTDNADISYAIISQDPPSPKPNMFAINPVSGGISMLETGLDREQWSSYTLVITATDMNGEGGSTTGTAVI   331
gi|292616318|ref|XP_002662972.1| VSVTQQLDREKKASYKLVAHATGVDANIVEKPFEFIVTVMDQNDNKPVFTQNPFNANVPEALEKGEVFMTVTATDADDKENTDNADISYAIISQDPPSPKPNMFAINPVSGGISMLETGLDREQWSSYTLVITATDMNGEGGSTTGTAVI   368
gi|292616316|ref|XP_001331428.3| INVTQQLDREEKASYKLVAHATGMDENIVEKPFEFIVTVMDQNYNKPVFTQNPFNANVPEALEKGEVFMTVTATDADDKENTDNADISYAIISQDPPSPKPIMFAINPVSGGISVLETGLDREQWSRYTLVITATDMNGEGGSTTGTAVI   356
gi|18858397|ref|NP_571895.1| VSVTQLLDREKKASYKLRAHANGVDADVTEKPMDIIVTVTDQNDNKPVFTQNPFNGNVPEALEKGEVFMTVTATDADDKENTDNADISYVIISQDPPSPKPNMFAINPVSGGISVLEKGLDREQWFRYTLVITATDMNGEGLSTTGTAVI   349
gi|292616334|ref|XP_695998.4| VKVTQQLDREKKALYLLMAHANSVKG-IKEKPTNLTIIVADQNDNRPVFVENPFNGHVSESATIGHEFMAVTATDADDPD-TFNADVRYKIVSQDPLLPNPNMFEINLVTGGIYVKFLGLDREQLSRYTLVIQAADLQGDGMMTTGTAVI   295
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gi|6753374|ref|NP_033994.1| TVKDINDNAPVFNPSTYQGQVPENEVNARIATLKVTDDDAPNTPAWKAVYTVVN-DPDQQFVVVTDPTTNDGILKTAKGLDFEAKQQYILHVRVENEEPFEGSLVPSTATVTVDVVDVNEAPIFMPAERRVEVPEDFGVGQEITSYTARE   514
gi|13786164|ref|NP_112624.1| TVKDINDNAPIFNPSTYQGQVLENEVGARIATLKVTDDDAPNTPAWNAVYTVVN-DPDHQFTVITDPKTNEGILKTAKGLDFEAKQQYILHVTVENEEPFEGSLVPSTATVTVDVVDVNEAPIFVPAEKRVEVPEDFGVGLEIASYTARE   516
gi|4757960|ref|NP_004351.1| TVTDTNDNPPIFNPTTYKGQVPENEANVVITTLKVTDADAPNTPAWEAVYTILN-DDGGQFVVTTNPVNNDGILKTAKGLDFEAKQQYILHVAVTNVVPFEVSLTTSTATVTVDVLDVNEAPIFVPPEKRVEVSEDFGVGQEITSYTAQE   512
gi|114663332|ref|XP_001168150.1| TVTDTNDNPPIFNPTTYKGQVPENEANVIITTLKVTDADAPNTPAWEAVYTILN-DDGGQFVVTTNPVNNDGILKTAKGLDFEAKQQYILHVAVTNVVPFEVSLTTSTATVTVDVLDVNEAPIFVPPEKRVEVSEDFGVGQEITSYTAQE   512
gi|73957458|ref|XP_536807.2| TVTDINDNPPIFNPTTYQGRVPENKANVEIAVLKVTDADVPDTPAWRAVYTILN-NNNDQFVVTTDPVTNDGILKTTKGLDFEDKQQYVLYVTVVNVTPFEVILSTSTATVTVDVEDVNEAPIFIPCPKVVSIPEDFGVGQEITSYTAED   590
gi|50582555|ref|NP_001002763.1| TVLDTNDNAPRFNPTTYVGSVPENEANVAITTLTVTDADDPNTPAWEAVYTVLN-DNEKQFIVVTDPVTNEGTLKTAKGLDFEAKQQYILYVAVTNVAPFEVTLPTSTATVTVDVIDVNEAPIFVPPQKRVEVPEDFGVGLEITSYTARE   512
gi|86129428|ref|NP_001034347.1| EVTDANDNIPIFNPTMYEGVVEENKPGTEVARLTVTDQDAPGSPAWQAVYHIKSGNLDGAFSIITDPSTNNGILKTAKGLDYETKSRYDLVVTVENKVPLSVPITLSTASVLVTVLDVNEPPVFVPPIKRVGVPEDLPVGQQVTSYTAQD   519
gi|292616322|ref|XP_002662973.1| TVTDSNNNAPLFEQTLYTVSVPENQVGAEVAKLPVTDGDEPESTAWSTKYRVIGGDKGGFFNVSTGPSRLEGVITTVKPLNYEKNKQYILSVIVVNDDKFVGPLPTSTATVTVNVEDENEPPEFNPKEKFISKPEDLPVGSDLVNYTATD   481
gi|292616318|ref|XP_002662972.1| TVTDSNNNAPLFEQTLYTVSVPENQVGAEVAKLPVTDGDEPESTAWSTKYRVIGGDKGGFFNVSTGPSRLEGVITTVKPLNYEKNKQYILSVIVVNDDKFVGPLPTSTATVTVNVEDENEPPEFNPKEKFISKPEDLPVGSDLVNYTATD   518
gi|292616316|ref|XP_001331428.3| TVMDSNDNAPLFEQTSHTVSVPENQVGAKVANLPVTDGDEPESTAWSTKYRVIGGDKGGFFNVSTGPSHLEGVITTVKPLDYEKTKQYILSVIVENDDKFVGSLPTSTATVTVNVEDVNEPPEFIPKEKFISKPEDLPVGSNLVIYTATD   506
gi|18858397|ref|NP_571895.1| TVTDSNDNAPLFEQSSYTASVPENQVGVEVAKLPVTDGDEPESTAWSTKYQIIAGDKGGFFNISTGPSRLEGIITTVKPLDYEKTKQYILSVIVVNDDKFVGPLPTSTATVTVNVKDVNEPPEFIPKEKFISRPENLPVGSNLIPFTAID   499
gi|292616334|ref|XP_695998.4| TVTDSNDNAPQFDETTHIVSVSENQVAAIVAKLPVIDADELGSPAWSTKYRIISGDKGGFFNVSTGPSRLEGVIMTVKPLDYEKTKQCILSVIVENDDKFVGPLPTSTATVTVNVEDVNEPPEFIPKEQIISKPEDLPVGSDVVVYTATD   445
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gi|6753374|ref|NP_033994.1| PDTFMDQKITYRIWRDTANWLEINPETGAIFTRAEMDREDAEHVKNSTYVALIIATDDG---SPIATGTGTLLLVLLDVNDNAPIPEPRNMQFCQRNPQPHIITILDPDLPPNTSPFTAELTHGASVNWTIEYNDA----AQESLILQPR   657
gi|13786164|ref|NP_112624.1| PDTFMEQKITYRIWRDTANWLEINPETGVISTRAEMDREDSEHVKNSTYTALIIATDDG---SPIATGTGTLLLVLSDVNDNAPIPEPRNMQFCQRNPKPHVITILDPDLPPNTSPFTAELTHGASVNWTIEYNDA----EQESLILQPR   659
gi|4757960|ref|NP_004351.1| PDTFMEQKITYRIWRDTANWLEINPDTGAISTRAELDREDFEHVKNSTYTALIIATDNG---SPVATGTGTLLLILSDVNDNAPIPEPRTIFFCERNPKPQVINIIDADLPPNTSPFTAELTHGASANWTIQYNDP----TQESIILKPK   655
gi|114663332|ref|XP_001168150.1| PDTFMEQKITYRIWRDTANWLEINPDTGAISTRAELDREDLEHVKNSTYTALIIATDNG---SPVATGTGTLLLILSDVNDNAPIPEPRTIFFCERNPKPQVINIIDADLPPNTSPFTAELTHGASANWTIQYNDP----TQESIILKPK   655
gi|73957458|ref|XP_536807.2| PDTYMEQRITYRIWRDAAGWLEVNPESGAIFTRAELDREDFEHVKNSTYEALIIAIDNG---SPVATGTGTLLLVLSDVNDNGPIPEPRNMDFCQKNPQPHVINIIDPDLPPNTSPFTAELTHGASVNWTIEYNDPGGNWTRESLILKPK   737
gi|50582555|ref|NP_001002763.1| PDTFMEQKITYRIWRDTANWLEINPETGAISTRAELDREDVDHVKNSTYTALIIATDNG---SPPATGTGTLLLFLDDVNDNGPVPEPRTMDFCQRNPEPHIININDPDLPPNTSPFTAELTHGASVNWTIEYNDQ----ERESLILKPK   655
gi|86129428|ref|NP_001034347.1| PDRDMRQKITYRMGSDPAGWLYIHPENGIVTATQPLDRES-VHAINSTYKAIILAVDNG---IPDTTGTGTLLLLLQDVNDNGPTPEPRSFEICSRQPEKQILSIVDKDLPPHTYPFKAALEHGSSNNWTVEIRGQ------DELAMGLK   659
gi|292616322|ref|XP_002662973.1| PDTEKKQKIIYRIGNDPSGWLSVT-DAGQIQVKKPMDREN-PSVKDGKYKAVILALDD---ADTPTTGTGTLVIELQDVNDNAPVIHERTIELCNQDSGPVLLSITDNDGPPFAGPFTVEPQGDTSKNWSVFFNET-----GHYLSLKPQ   621
gi|292616318|ref|XP_002662972.1| PDTEKKQKIIYRIGNDPSGWLSVT-DAGQIQVKKPMDREN-PSVKDGKYKAVILALDDGIFSDTPTTGTGTLVIELQDVNDNAPVIHERTIELCNQDSGPVLLSITDNDGPPFAGPFTVEPQGDTSKNWSVFFNET-----GHYLSLKPQ   661
gi|292616316|ref|XP_001331428.3| VDTEKKQKITYRIDYDPSVWLSIT-DSGQIQVKKPMDRES-SNVKDGKYKALILALDDD--VESPATGTGTLVIELQDVNDNAPVINERTIKLCNRESAPVLLSITDNDGPPFAGPFSVEPQGDTSKNWSVFFNET-----GHYLSLKSQ   647
gi|18858397|ref|NP_571895.1| PDTEKKQNITYRIGNDPSDWLNIT-GSGQIQVKNALDRES-SNVKDGKYKALILALDND--VESPATGTGTLVIELQDVNDNAPVINERTIKLCNRESAPVLLSITDKDLPPFAGPFKVEPQGDTSKNWSVFFNET-----GHFLNIKPQ   640
gi|292616334|ref|XP_695998.4| PDTGRLQKITYKISNDPAGWLTVNRETGLIKIRNSMDRES-SYVRDGKYRTTILALDND--DDNPATGTGTLVIKVEDVNDNAPVINEEHIQICNREAT-VLLSITDTDGPPYAAPFSISLLGDTKKNWTAEMNEN-----KTGILLTLN   586
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gi|6753374|ref|NP_033994.1| KDLEIGEYKIHLKLADNQNKDQVTTLDVHVCDCEGTVNNCMKAGI-VAAGLQVPAILGILGGILALLILILLLLLFLRRR-TVVKEPLLPPDDDTRDNVYYYDEEGGGEEDQDFDLSQLHRGLDARPEVTRNDVAPTLMSVPQYRPRPAN   805
gi|13786164|ref|NP_112624.1| KDLEIGEYKINLKLSDNQNKDQVTTLEVHVCDCEGTVNNCMKAIS-LEAGLQVPAILGILGGILALLILILLLLLFLRRR-TVVKEPLLPPDDDTRDNVYYYDEEGGGEEDQDFDLSQLHRGLDARPEVIRNDVAPTLMSMPQYRPRPAN   807
gi|4757960|ref|NP_004351.1| MALEVGDYKINLKLMDNQNKDQVTTLEVSVCDCEGAAGVCRKAQP-VEAGLQIPAILGILGGILALLILILLLLLFLRRR-AVVKEPLLPPEDDTRDNVYYYDEEGGGEEDQDFDLSQLHRGLDARPEVTRNDVAPTLMSVPRYLPRPAN   803
gi|114663332|ref|XP_001168150.1| MALEVGDYKINLKLMDNQNKDQVTTLEVSVCDCEGAAGVCRKAQP-VEAGLQIPAILGILGGILALLILILLLLLFLRRR-AVVKEPLLPPEDDTRDNVYYYDEEGGGEEDQDFDLSQLHRGLDARPEVTRNDVAPTLMSVPRYLPRPAN   803
gi|73957458|ref|XP_536807.2| KTLELGDYKINLKLTDNQNKDQVTTLDVFVCDCEGVVNSCKRTAPYAEAGLQVPAILGILGGILALLILILLLLLFVRRR-RVVKEPLLPPEDDTRDNVYYYDEEGGGEEDQDFDLSQLHRGLDARPEVTRNDVAPTLLSVPQYRPRPAN   886
gi|50582555|ref|NP_001002763.1| KTLELGDHKINLKLIDNQNKDQVTTLDVHVCDCDGIVSNCRKARP-AEAGLQVPAILGILGGILAFLILILLLLLLVRRR-RVVKEPLLPPEDDTRDNVYYYDEEGGGEEDQDFDLSQLHRGLDARPEVTRNDVAPTLMSVPQYRPRPAN   803
gi|86129428|ref|NP_001034347.1| KELEPGEYNIFVKLTDSQGKAQVTQVKAQVCECEGTAKNCERRSY-IVGGLGVPAILGILGGILALLILLLLLLLFARRR-KVEKEPLLPPEDDMRDNVYNYDEEGGGEEDQDYDLSQLHRGLDARPEVIRNDVAPPLMAAPQYRPRPAN   807
gi|292616322|ref|XP_002662973.1| SQLEQREYNLVLRVTDREGQSQESAIQASVCDCKGEAFQCTNKQV---AGVPLLGFLGILGGILLFVLLILKLYILP-------------------RYLLFFSSCS--------------------------------------------   705
gi|292616318|ref|XP_002662972.1| SQLEQREYNLVLRVTDREGQSQESAIQASVCDCKGEAFQCTNKQV---AGVPLLGFLGILGGILLFVLLILKLYILP-------------------RYLLFFSSCS--------------------------------------------   745
gi|292616316|ref|XP_001331428.3| SRLDQGEYNVVLRVTDREGESQENTIQASVFDCKGEAFQCTENQE---AGRPLFGVLGVLGGILLLLCMLTLLLPEDD----------------VRDNIYYYDEQA--------------------------------------------   734
gi|18858397|ref|NP_571895.1| SQLEQGEYKVVLRVADREGESQENIIQASVCDCKGEAFQCTDKQV---AGIPLFGVLGVLGGILLLLLLALLLLMFLRRKSNSKKEPLL-PEDDVRDNIYYYDEEGGGEDDQDFDLSVLHRGLDNRPEVFRNDVAPTFMPAPQYRPRPAN   786
gi|292616334|ref|XP_695998.4| TVLEPDVYNLVLMVYDNNENHKNSSIQASVCDCKGNDIVCG--RI---AVMPLHGALGILGGFLVLLLLLLLVLLFMRRKHRSIKEPLIPEDYEIRDNIYCYDEEGGGEDDQDFDLSVLHRGLDNRPNVYRNDICPIFLSAPQYRPRPAS   731
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gi|6753374|ref|NP_033994.1| PDEIGNFIDENLKAADSDPTAPPYDSLLVFDYEGSGSEAASLSSLNSSESDQDQDYDYLNEWGNRFKKLADMYGGGEDD-   884
gi|13786164|ref|NP_112624.1| PDEIGNFIDENLKAADSDPTAPPYDSLLVFDYEGSGSEAASLSSLNSSESDQDQDYDYLNEWGNRFKKLADMYGGGEED-   886
gi|4757960|ref|NP_004351.1| PDEIGNFIDENLKAADTDPTAPPYDSLLVFDYEGSGSEAASLSSLNSSESDKDQDYDYLNEWGNRFKKLADMYGGGEDD-   882
gi|114663332|ref|XP_001168150.1| PDEIGNFIDENLKAADTDPTAPPYDSLLVFDYEGSGSEAASLSSLNSSESDKDQDYDYLNEWGNRFKKLADMYGGGEDD-   882
gi|73957458|ref|XP_536807.2| PDEIGNFIDENLKAADTDPTAPPYDSLLVFDYEGSGSEAASLSSLNSSESDQDQDYDYLNEWGNRFKKLADMYGGGEDD-   965
gi|50582555|ref|NP_001002763.1| PDEIGNFIDENLKAADSDPTAPPYDSLLVFDYEGSGSEAATLSSLNSSESDQDQDYDYLNEWGNRFKKLADMYGGGEDD-   882
gi|86129428|ref|NP_001034347.1| PDEIGNFIDENLKAADTDPTAPPYDSLLVFDYEGGGSEATSLSSLNSSASDQDQDYDYLNEWGNRFKKLAELYGGGEDDE   887
gi|292616322|ref|XP_002662973.1| --CRG--KTTPLLSVDDVRVNICYDDE----ECGGEGDQN----------------------------------------   737
gi|292616318|ref|XP_002662972.1| --CRG--KTTPLLSVDDVRVNICYDDE----ECGGEGDQN----------------------------------------   777
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