
                                                                                                                                                                                        
gi|189531926|ref|XP_699686.3| ------------------------------------------------------------------------------------------------------------------MGVASPLPNTYSAFFGDAAPPTVAAAVADRPLVSPC   150
gi|125832294|ref|XP_688512.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|189533450|ref|XP_001919999.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|189533588|ref|XP_699916.3| ------------------------------------------------------------------------------------------------------------------------------------------------MLKEYF   150
gi|116534898|ref|NP_001934.2| ----------------------------------------------------MARSPGRAYALL--------------------------------------------------------------------------------------   150
gi|114672785|ref|XP_512079.2| ----------------------------------------------------MARSPGRAYALL--------------------------------------------------------------------------------------   150
gi|73961765|ref|XP_547622.2| ----------------------------------------------------MARS----------------------------------------------------------------------------------------------   150
gi|22779879|ref|NP_031909.1| ----------------------------------------------------MARS--------------------PGDRCALLLLVQLL------------------------------------------------------------   150
gi|109506355|ref|XP_226112.4| MKQPEKLQTGRIGPQRPVSRKLCKGGDPGGGGDTSGRGQPPKVPCGGRHRPQVRRAGTASHLLAERALSPPPSRLRPGSRLPFLTRPHLEPHPGPGGGGEGRPRERPGPEDRRDSGKARRQGRGEARRWRGARAAGAPYCCCCSCWRWCS   150
gi|194678057|ref|XP_584890.4| ----------------------------------------------------MTLFP---------------------------------------------------------------------------------------------   150
gi|118086934|ref|XP_426083.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
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gi|189531926|ref|XP_699686.3| QSSASNGRRMAKICSISLLVVLSLSILNASASGEQQKKVRQKREWIIPPRKLRENVNYMYLDYIAKIRSDEETR--TSIRYSLKGAGADQPPRDLFTVGSTDGKVKINGLLDREKTPVYYLQGVAKFL-NGSNAEKDVDLRVVVLDENDC   300
gi|125832294|ref|XP_688512.2| -----MARRISPVVAFLLCFGLSHFFEAEARLQHSVALHRQKREWIVPPQILEENVDYTKKDFIAKIRSDKEVAQMKNLRYSLRGVGADQEPFNLFVVNPETGYVRITGILDRESISQYNLSGIALFT-DGSIAENDIGLRIKVKDQNDN   300
gi|189533450|ref|XP_001919999.1| ------MFRLLDLALVLFVTLQILSTGDCWKVSE---KQRHKREWVIPSKKITENVDYSKTPIIGKIRSDMDD--KVALRYTLRGPGINERPVGCFMVEEYKGLVRIIQPLDREERNNYTLIGTAWYVVNGSIAEDNIQISVTVEDQNDN   300
gi|189533588|ref|XP_699916.3| EDLLNPKCGTVSLEWATGVVVPIFKKGDRRGSKANIRSHRKKREWILPPTRLYENVDYTKEEYVAKIRSDKDIN-WQVVEYGLTGHGANKLPYNLFVINPENGYVKVTGLLDREKTSSYNLTGIAKYR-NGSIAEENIMLKIKVEDQNDN   300
gi|116534898|ref|NP_001934.2| -----LLLICFNVGSGLH-LQVLSTRNENKLLPKHPHLVRQKRAWITAPVALREGEDLSKKNPIAKIHSDLAEERGLKITYKYTGKGITEPPFGIFVFNKDTGELNVTSILDREETPFFLLTGYALDA-RGNNVEKPLELRIKVLDINDN   300
gi|114672785|ref|XP_512079.2| -----LLLICFNIGSGLH-LQVLSTRNENKLLPKHPHLVRQKRAWITAPVALREGEDLSKKNPIAKIHSDLAEERGLKITYKYTGKGITEPPFGIFVFNKDTGELNVTSILDREETPFFLLTGYALDA-RGNNVEKPLELRIKVLDINDN   300
gi|73961765|ref|XP_547622.2| -----------AEGAALL-VLVLNARNGNTLLPKHRHLVRQKRAWITAPVALREGEDLSKRNPIAKIHSDVAEERGLKITYKYTGKGITEPPFGVFVFNKDTGELNVTKILDREETPSFLLIGYALDE-KGNNLEKPLELRIKVLDINDN   300
gi|22779879|ref|NP_031909.1| ------AVVCLDFGNGLH-LEVFSPRNEGKPFPKHTHLVRQKRAWITAPVALREGEDLSRKNPIAKIHSDLAEEKGIKITYKYTGKGITEPPFGIFVFDRNTGELNITSILDREETPYFLLTGYALDS-RGNNLEKPLELRIKVLDINDN   300
gi|109506355|ref|XP_226112.4| QGSKAVQQVCLDFGDGLH-LEVFSTRGEDRLFTKRTHLVRQKRAWITAPVALREGEDLSKKNPIAKIHSDLAEERGIKITYKYTGKGITEPPFGIFVFDRNTGDLNITSILDREETPFFLLTGYALDS-RGNNLEKPLELRIKVLDINDN   300
gi|194678057|ref|XP_584890.4| ------VLTASPLAYYLNPQTALHSRNESKLLPKHIHPVRQKRAWITAPVALREGEDLSRKNPIAKIHSDLAEEKKLKITYKYTGKGITEPPFGVFVFNKDTGELNVTTILDREETPFFLVTGYALDE-RGKNLEKPIELRIKVLDINDN   300
gi|118086934|ref|XP_426083.2| -------------MPRLQ-PKIHNRSGRSGTLFHPNSLVRQKREWTVPPAFIREEEDNSYRNPIARIHSDFEDT-GIVVTYTISGQGVTEPPYGLFVINGKTGYLNVTGRVDREKTPVLFLRGHALDR-TGAKLEEPIDLPVRVLDINDN   300
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gi|189531926|ref|XP_699686.3| PPVF-NLT-IGAVSELSARDTLVMSITATDADEEGTLHTKIAYSIVEQSH--AEMFYINRETGGIYVMHN-TLDREKIDSYTLTVKGTDMNGAPGGNS-GTGKVVINILDVNDNVPTLEKNIYECRVEENTRFVEVVRIQAIDADLIYTD   450
gi|125832294|ref|XP_688512.2| APVF-GVMNPGAVDELSAVGTEVMRLNCFDADEPGNPNSQIKYEIVDQQP--AGQSMFRVENNGRVVVANPNLDRETVDQYVLLVKASDLNGAPGGNA-ATGTVTIKINDVNDNVPTLGG-PYEASIEENTENVEVMRLKVSDLDLKGTD   450
gi|189533450|ref|XP_001919999.1| PPVF-IKAEGSSIYEGSPAGTFVTKVEATDADEPNTLHTKIAFSIIKQEPNNNNHFFTIDKDRGIISLKNPALDREENSLYVLTVQAADMYGDATGNS-ATVTIPIDILDVNDNIPTLEKDEFSVSIDENEAPIEVLRIQALDIDEVQTD   450
gi|189533588|ref|XP_699916.3| FPIF-REQSGS-VKESSKIGTPVMQIRATDADEEGTINSKIAYSIIKQSPAESGNMFSIDRATGNVYVKEKILDRERHDKYTLIVQGVDMDGHPSGNT-GTGTVHINILDINDNVPTLEKEEYSGSVDEGVVDVVVMRIKAQDKDLKFTD   450
gi|116534898|ref|NP_001934.2| EPVFTQDVFVGSVEELSAAHTLVMKINATDADEPNTLNSKISYRIVSLEPAYPPVFYLN-KDTGEIYTTSVTLDREEHSSYTLTVEARDGNGEVTDKPVKQAQVQIRILDVNDNIPVVENKVLEGMVEENQVNVEVTRIKVFDADEIGSD   450
gi|114672785|ref|XP_512079.2| EPVFTQDVFVGSVEELSAAHTLVMKINATDADEPNTLNSKISYRIVSLEPAYPPVFYLN-KDTGEIYTTSVTLDREEHSSYTLTVEARDGNGEVTDKPVKQAQVQIRILDVNDNIPVVENKVLEGMVEENQVNVEVTRIKVFDADEIGSD   450
gi|73961765|ref|XP_547622.2| EPVFTQDVFAGSIEELSAADTLVMKISATDADEPNTLNSKISYRIVSQEPTYPPVFYLN-KDTGEIYTTSFTLDREEHSSYTLTVEARDGNGQITDKPVKQAQVQIRILDVNDNIPVVKNEMNEGVVEENQANVEVMRIKVFDADEIGSD   450
gi|22779879|ref|NP_031909.1| EPVFTQEVFVGSIEELSAAHTLVMKITATDADDPETLNAKVSYRIVSQEPANSHMFYLN-KDTGEIYTTSFTLDREEHSSYSLTVEARDGNGQITDKPVQQAQVQIRILDVNDNIPVVENKMYEGTVEENQVNVEVMRIKVTDAYEVGSD   450
gi|109506355|ref|XP_226112.4| EPVFTQEVFVGSIEELSAAHTLVMKITATDADDPQTLNSKISYRIVSQEPANTPVFYLN-KDTGEIYTTSFALDREEHSSYSLTVEARDGNGQITDKPVQQAQVQIRILDVNDNIPVVEYGTYEGVVEENQVNVEVMRIKVTDADEVGSD   450
gi|194678057|ref|XP_584890.4| EPVFTQDVFVGSVEELSAANTLVMKINATDADEPNTLNSKISYRIVSQEPANSPVFYLN-KDTGEIYTTSITLDREEYSSYTLIVEARDGNGQITDKPVKQAQVQIRILDVNDNIPVVDRNVYEGSIEENKANVEVLRIKVSDADEVGSD   450
gi|118086934|ref|XP_426083.2| PPVFSHEVFVGSVEELSETGTIVMRLNATDADEPNNLNSKIAFKIISQSPSS--AFSMN-KDTGEVQVATINLDRETQSSYSLVVEGKDRGG-AADGNGATCSVEIKILDVNDNLPVLESSAFEGSVEENRANVEILRIKVFDKDEEFSD   450
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gi|189531926|ref|XP_699686.3| NWLAVFTLVSGNEAGYFSITTDKKTNEGILMLNKELDYEELKEIRLQVSVSNKAH-------------------------------------------------------------------------------YHSSVV----------   600
gi|125832294|ref|XP_688512.2| NWEGDCYIASGNEAGYFSIHMDPKTNEVVLTLDKAVDYEDVKDLNLGIGVANKAP-------------------------------------------------------------------------------FHPSVSGGSQGATISF   600
gi|189533450|ref|XP_001919999.1| NWLAEFTIVTGNEDGHFSIKTDPRTNMGVLYLNKPVDYESASNLDLSLVVANRAP-----------------PGAPLGNGVGAGSAAGASG-----------AGGQSGVG-------------------GQSGSFGAGGQSGSSGTGGQA   600
gi|189533588|ref|XP_699916.3| NWLAVFDILKGNEDNLFSIETDPKTNEGILKLIKPVDFEKVKELDLNLVISNVAPFINGSALELDVNLDKGGAGAGAGAGVGAGLGVGLGVGLGLGLDAGLDAGPNAGLGAGLDLGAGLDAGLDAELDAGLDAGLDAGLDAGLDAGVDLG   600
gi|116534898|ref|NP_001934.2| NWLANFTFASGNEGGYFHIETDAQTNEGIVTLIKEVDYEEMKNLDFSVIVANKAA-------------------------------------------------------------------------------FHKSIRS---------   600
gi|114672785|ref|XP_512079.2| NWLANFTFASGNEGGYFHIETDAQTNEGIVTLIKEVDYEEMKNLDFSVIVANKAA-------------------------------------------------------------------------------FHKSIRS---------   600
gi|73961765|ref|XP_547622.2| NWLANFTFVSGNEMGYFHIETDTQTNEGIVTLIKEVDYEEVKNLDFSIVVTNKAA-------------------------------------------------------------------------------FHKSVKN---------   600
gi|22779879|ref|NP_031909.1| NWLANFTFASGNEGGYFHIETDTQTNEGIVTLVKEVDYEEMKKLDLSIIVTNKAA-------------------------------------------------------------------------------FHKSILS---------   600
gi|109506355|ref|XP_226112.4| NWLANFTFASGNEGGYFHIETDTQTNEGIVTLVKELDYEEMKKLDLSILVTNKAA-------------------------------------------------------------------------------FHKSVVS---------   600
gi|194678057|ref|XP_584890.4| NWLANFTFASGNEGGYFHIETDTQTNEGIVTLIKEVDYETMKNLDLSIIVTNKAA-------------------------------------------------------------------------------FHKSIKD---------   600
gi|118086934|ref|XP_426083.2| NWLANFSFVSGNEGGYFRIVTDTRTNEGILTLVKALNYEEMQSLNLGIVVTNKAE-------------------------------------------------------------------------------FHKSIKS---------   600
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gi|189531926|ref|XP_699686.3| -------------------------------------------------------ITGSKTYTIQVSVINQPEAPRFKPAVKVITISEESTTVILNKVITNYAAIDSDTMLIATNVRYAKGQDVDNWLIIDEKTADIRLNKIPDYESVFL   750
gi|125832294|ref|XP_688512.2| GGSGGGAGSGAAGGAGAMGGAS---------------------GSGGGTGASSWSSSGVPLYNVNIKVKNQPEGPKFFPGTKAIPISE-GKAFDSTEIIARYPAIDTDTGKEATNVKYIKSSDPDNWLTIDEKTGAIRMNKAPDRESKYL   750
gi|189533450|ref|XP_001919999.1| GATGAGGQSGSSGASGQSGASG----------AGSQLMPFGGSSNPGFNVS------KLKSYLVKVNVKNKPDAPKFMPKVKPISISE-NKKNSIPRVIDTYTATEEDTGRPAENVKYAKGYDPDNWISIDVDTAEIKLNKVPDRESPFV   750
gi|189533588|ref|XP_699916.3| AGMDAGGDVGLKPGVNPGAKPGPSLGVKPGPKPGPKPGTKPGTSPSGKPVSDPDKKPAGKGYPVKISVNNLPDGPGFSPSVKDFPVSE-DPNEDFPVVLGTFAALDGDTGEPAENVRYAKGHDPDNWITIDEETAEIKLTKAPDRESKFL   750
gi|116534898|ref|NP_001934.2| -------------------------------------------------------KYKPTPIPIKVKVKNVKEGIHFKSSVISIYVSESMDRSSKGQIIGNFQAFDEDTG-LPAHARYVKLEDRDNWISVDSVTSEIKLAKLPDFESRYV   750
gi|114672785|ref|XP_512079.2| -------------------------------------------------------KYKPTPIPIKVKVKNVKEGIHFKSSVISIYVSERMDRSSKGQIIGNFQAFDEDTG-LPAHARYVKLEDRDNWISVDSVTSEIKLAELPDFESRYV   750
gi|73961765|ref|XP_547622.2| -------------------------------------------------------KYKPTSIPFKIKVKNVKEGIHFKSSTVSVHVSESMDKSSQSQIIGKFQVFDEDTG-QQARVKYAKLEDIDNWISVDSVTSEIRLVKIPDFESRYV   750
gi|22779879|ref|NP_031909.1| -------------------------------------------------------KYKATPIPITVKVKNVVEGIHFKSSVVSFRASEAMDRSSLSRSIGNFQVFDEDTG-QAAKVTYVKVQDTDNWVSVDSVTSEIKLVKIPDFESRYV   750
gi|109506355|ref|XP_226112.4| -------------------------------------------------------KYKATPIPITVKVKNVVEGIHFKSSTVTFRASEAMDRSSLSRSIGKFQVFDEDTG-KAADVTYVKVQDTDNWVSVDSETSEIKLVKIPDFESRHV   750
gi|194678057|ref|XP_584890.4| -------------------------------------------------------KYKPTSIPIKVKVKNVKEGIYFKSSTIQFHTSESMEKLSQGQILGKFQVFDEDTG-KVPNVKYAKFEDIDNWISVNSATSEIKLVKIPDYESRYV   750
gi|118086934|ref|XP_426083.2| -------------------------------------------------------SYKAQTIPIRIHVIDVREGPVFPGGTKIIEASESVR---VNQVIGQYQAIDEDTGKAAVHIKYIKGRDPANWIIINSNTAEIQLAKNLDYESSYV   750
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gi|189531926|ref|XP_699686.3| KNYTYYAHILCITNETPAKTATGTIAIQVKDFNDHCPVLIHQSQKLCYEEHVVFVTAEDKDHFPNAHPFGFKVNTK--HTKESWSVEHFNDTAAIFRSQETLWPGVYHLSVDVWDQQGKVCG-AQLLRVEVCMCGAEKVCLPVTV-----   900
gi|125832294|ref|XP_688512.2| VNGTYYAKVLSITQDLPSKTATGTIAIQVEDFNDHCPTLISNVQTLCTDKDAVLVTAKDEDAPPNGAPFDFNIVSE--GTAGKWTVEYMNDTTAIFRTHEKLWPGPHELMVEVTDQQGLKCPEPQKLQVDVCTCKNQGGCDRTATGDAKK   900
gi|189533450|ref|XP_001919999.1| VNGTYYAKILCITDELSAKTSTGTIALQVEDLNDNCPILLNNMQIVCSHTKVVNVTAEDIDSDPNGTPLEFSLIQE--KTRGKWNLQRINDVSASLLAEDDLWPGFYQITMEIRDKQGLACPTEQVLNLEG------------------V   900
gi|189533588|ref|XP_699916.3| VNGTYFAKIICMTQDVPAKTATGTIALKVEDTNDHCPTLTSCYHQTCDNNKVVNVTAFDEDADPNATPFQFALIEE--ESVGKWQMVPINGTTVSFHTQETLWPGIYELTVKITDAQGLACPDNQKFEVEVCSCEEKSSCGPRLAAQRSV   900
gi|116534898|ref|NP_001934.2| QNGTYTVKIVAISEDYPRKTITGTVLINVEDINDNCPTLIEPVQTICHDAEYVNVTAEDLDGHPNSGPFSFSVIDKPPGMAEKWKIARQESTSVLLQQSEKKL-GRSEIQFLISDNQGFSCPEKQVLTLTVCECLHGSGCREAQHDS---   900
gi|114672785|ref|XP_512079.2| QNGTYTVKIVAISEDYPRKTITGTVLINVEDINDNCPTLIEPVQTICHDAQYVNVTAEDLDGHPYSGPFSFSVIDKPPGMAEKWKIARQESTSVLLQQSEKKL-GRSEIQFLISDNQGFSCPEKQILTLTVCECLHGSGCREAQHDS---   900
gi|73961765|ref|XP_547622.2| QNGTYTAKILAISESYPRKTITGTVVITVEDINDNCPTLVDPVQNICDDEQYVNVTAEDLDGPQNSGPFSFSIIDKPAGMAEKWQIVHQESTSVLLQQKEQKL-GRSEIQFLISDSQGFSCSEKQVLQLTVCKCLDGSGCVEPLRGT---   900
gi|22779879|ref|NP_031909.1| QNGTYTAKVVAISKEHPQKTITGTIVITVEDVNDNCPVLVDSVRSVCEDEPYVNVTAEDLDGAQNSAPFSFSIIDQPPGTAQKWKITHQESTSVLLQQSERKR-GRSEIPFLISDSQGFSCPERQVLQLTVCECLKGGGCVAAQYDN---   900
gi|109506355|ref|XP_226112.4| QNGTYTVKVVAISKGHPQKTVTGTILINVEDVNDNCPVLVDSVRSVCADAPYVNVTAEDLDGPRNSGPFTFSIIDQPPGTAQKWKITHQESTSVLLQPSERKL-GRSEIPFLISDSQGFSCLERQVLQLTVCECLEGGGCVAALYDN---   900
gi|194678057|ref|XP_584890.4| QNGTYTAKIVAITEEYPRKTITGTIVINVEDVNDNCPTLVEPVQTVCDYVPFVNVTAQDLDGPQNSWPFSFSIIDKPAGMAERWKIVRREDNNVLLQQTKRQH-GTSEIHFQIADSQGFSCPEEQILRLTVCNCVEGSGCVNMWADS---   900
gi|118086934|ref|XP_426083.2| VNGTYTFTMLGVTTDLPTKTVTGTVVIHIQDENDNCPIIENPVQTVCSDARFVDVTAKDIDSYPYSAPYSFSVIDEPKGTAEKWIIASRNATSVRLVPQNLKA-GSATVPLLIKDFQGFSCAQPQSLQLFVCTCTADGGCKDRIIGTG--   900
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gi|189531926|ref|XP_699686.3| VSRFGGSGVLLMLLGLLLLLLIPLLLLFCLCGAAGAAG-DFKAIPFDAKEHLIAYNTEGQGEDKGMALLHMSKDENTR--TNVGTV------------------GGAQKQSDGKDGAVTAGGSHWSTFYHYDQFNNNAYHHHRDRTDGDF  1050
gi|125832294|ref|XP_688512.2| GSRLGPAGIGLLLLGLLALLLIPLLLLLCTCGMT---G-AFTDMPFETKVHLISSNTEGQGEDRDVPLMCPPSNVDGMGFMTKDYM------------------AVGAMHSAGLGLGVGAGVGAAGFLESTSTMGGRGYN----EMELDY  1050
gi|189533450|ref|XP_001919999.1| PLMWPPPNL---------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|189533588|ref|XP_699916.3| PLKIGKPALGLFLSGAALLLLVPFLLLFCQCGTV---N-EFTDLPFDAKEYLIPYHTEGIGE----------------------------------------------------------------------------------------  1050
gi|116534898|ref|NP_001934.2| YVGLGPAAIALMILAFLLLLLVPLLLLMCHCGKGAK---GFTPIPG-TIEMLHPWNNEGAPPEDKVVPSFLPVDQGGSLVGRNG--------VGGMAKEATMKGSSSASIVKGQHEMSEMDGRWEEHRSLLSGRATQFTGATGAIMTTET  1050
gi|114672785|ref|XP_512079.2| YVGLGPAAIALMILAFLLLLLVPLLLLMCHCGKGAK---GFTPIPG-TIEMLHPWNNEGAPPEDKVVPSFLPVDQGDSLVGRNG--------VGGMAKEATMKGSSSASIVKGQHEMSEMDGRWEEHRSLLSGRATQFTGATGAIMTTET  1050
gi|73961765|ref|XP_547622.2| YVGLGPAAIALIIFALLLLLLVPLLLLMCHCGEGAK---GFTPIPG-TIEMLHPWNNEGAPPEDKVVPLHLTADHGESVAADIR--------LGVVTTKETTKESSSA-LIKDHHEMSEIDGRWEEHRSLISGGVTQVTGTTGANIGAEA  1050
gi|22779879|ref|NP_031909.1| YVGLGPAAIALMILALLLLLLVPLLLLICHCGGGAK---GFTPIPG-TIEMLHPWNNEGAPPEDKVVPSLLVADHAESSAVRGG-------VGGAMLKEGMMKGSSSASVTKGQHELSEVDGRWEEHRSLLTAGATHHVRTAGTIAANEA  1050
gi|109506355|ref|XP_226112.4| YVGLGPAAIALMILALLLLLLVPLLLLMCHCGEGAK---GFAPIPG-TIEMLHPWNNEGAPPEDKVVPSLLVTDHVENSGVRGGGGGGGGGVGGVKLKEGVS---SSASITKGQHELIEVDGRWEEHRSLLTSGLTHHVATAGSIAANDT  1050
gi|194678057|ref|XP_584890.4| YVGLGPAAIALIILALLLLLLIPLLLLVCHCGKGAK---GFTPIPG-TIEMLHPWNNEGAPPEDKVVLPLLGADVRDGAAVGAGAG------GGVTAKEAIVKGSSSASFSKGQQEMSEAEGRWEEYRSLVSGGATQVTGTTGAMVTSDT  1050
gi|118086934|ref|XP_426083.2| SVVLGPAAIALIILALLFLLLIPLLLLLCPCGSGAK--KGFATIPDCSEETLRKWNSEGAVPEEKAAT-------------------------------------------------GRAEGMISGEGNVVTGGGVAMESTG--------  1050
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gi|189531926|ref|XP_699686.3| MYAQ-RKDEHSRFENYNAFDGLALSDAFLGNYYSQKSSHVAQKQ---ALGDNLKVYEYEGQESRAGSFEDICSLMHEEEDLAFLDNLDMKFKTLAEICSGSTIQRES-----INVSSKKTESKDLSVQETSNILQSQEKKSSTILAGSVN  1200
gi|125832294|ref|XP_688512.2| MNSIGRNNAYSSRDMAGDFDGMALSDGYLCEYYSQKS-RVVDGF---GK-DDPMVYDYEGKGSPVGSVG-CCSLLEDQNDLEFLNDLGPKFTTLADICGGKKTEIPAPAPAPLPPPPKPVVDRSEVVSSTTNILNTG--NIATNRVNTVN  1200
gi|189533450|ref|XP_001919999.1| ---------------------------------DNKGGCEMSN----------------------GHLR-MVSAMNSKIPVDTMGALSS-----------NQAVYTS----------SKMDGIVQESEFGGYYYDTDDVEQTGSRFQELE  1200
gi|189533588|ref|XP_699916.3| ---------------------------------DKKASSAAANP---PLADGLLVYEYVGQGSPAGSLG-CCSILESDDDLEFLNNLGSKFLTLAEICNPPKPSLPP----------TKTEQVVKSVETS--YKSESSVSTSTIQVTKEK  1200
gi|116534898|ref|NP_001934.2| TK-TARATGASRDMAGAQAAAVALNEEFLRNYFTDKAASYTEEDENHTAKDCLLVYSQEETESLNASIG-CCSFIEGELDDRFLDDLGLKFKTLAEVCLGQKIDINKEIEQRQKPATETSMNTASHSLCEQTMVNSENTYSSGSSFPVPK  1200
gi|114672785|ref|XP_512079.2| TK-TARATGASRDMAGAQAAAVALNEEFLRNYFTDKAASYTEEDENHTAKDCLLVYSQEETESLNASIG-CCSFIEGELDDRFLDDLGLKFKTLAEVCLGQKIDINMEIEQRQKPATETSMNTASHSLYEQTMVNSENTYSSGSSFPVPK  1200
gi|73961765|ref|XP_547622.2| LR-ITKATGSSRDLAGAQAAAAAVNEEFLKSYFTEKAASYTDEDDIHTGKDCLLVYSQEDTASLHGSIG-CCSFIEGELDDGFLDDLGFKFRTLAEICLGQKIDMDVEMEQRQKHAGESSMKAASHSFSEQTNINSENAYFSGSSFQVPK  1200
gi|22779879|ref|NP_031909.1| VR--TRATGSSRDMSGARG-AVAVNEEFLRSYFTEKAASYNGEDDLHMAKDCLLVYSQEDTASLRGSVG-CCSFIEGELDDLFLDDLGLKFKTLAEVCLGRKIDLDVDIEQRQKPVTEASVSAASGSHYEQAVTSSESAYSSNTGFPAPK  1200
gi|109506355|ref|XP_226112.4| TIRTTRATGASRDMSGARG-AVAMNEELLRSYFTEKAASYAGEDDFHLAKDCLLVYSQEDTDSLRGSVG-CCSFIEGELDDLFLDDLGPKFKTLAEVCLGRKIDMDVDIEQRQKPVRETSVNAAPGSHYTQVTASSESTYSSNSGFQAPK  1200
gi|194678057|ref|XP_584890.4| FR-TTRATGAAREVAGARAGAVAVNEEFLRSYFTEKAASYIGEDDMHTAKDCLLVYSQEDTESLRGSIG-CCSFIEGELDDRFLDDLGLKFKTLAEVCLGRKIEMDAEIQQRAKPAREADRKVVSQSLYEQTRLNSENAYASGSSFQGPK  1200
gi|118086934|ref|XP_426083.2| ----------------------AMNEEFLRDYFTDKAVSFAEEDEAQAARDCLLVYSQGESGSPHSSIG-CCSFIEGDLDDHFLDDLGDKFKTLAEICIGRRIDMKDASSK-----NESSFGVNEQKAFSSKQTSASGGYLSHT--PSVQ  1200
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                                                                                                                    :                    :                                              
gi|189531926|ref|XP_699686.3| QSSNMQQTSQEKKTSTIIAGSI-----NQSSSLQHASTGVYLQEQVML------PNTTLLVQQPALYY-------APAAPVYVVEP--------------HPTVLVASG---QVLG----HQENQK-----------------RPKNAKH  1350
gi|125832294|ref|XP_688512.2| VASNMATASSTRVENVLVTDNR-----PTMITSVQPAPTLLVQPQPMYYMVEQQPSTVLVAERPAMTQGMYVLNSGPVAEGMVVQGGN---IAANTLTRGERMVLVDRGGPAQALNNGMLHTSNLSGSQLLLVDGGATSGQVLQGTIQRG  1350
gi|189533450|ref|XP_001919999.1| VSQNAILQD-----YLMQKSRY-----ISLDDSPGEAITSYDYEG------NGSIAGSIGSCSYRPGQ--YPVSMSMGMPNFVSMP----------------QVATGQVNNSQVLVN--------------------------------A  1350
gi|189533588|ref|XP_699916.3| TAPQQVQQS-----SVTKVETV-----NTFATLPTASQTVYVEQQPLFYFVEEQMPNISFVESPTQGL--FVINGNHGMEGLILQDG---------------KISQRQGQQAMYLVNG------------------------------AA  1350
gi|116534898|ref|NP_001934.2| SLQEANAEKVTQEIVTERSVSS-RQAQKVATPLPDPMASRNVIATETSYVTGSTMPPTTVILGPSQPQSLIVTERVYAPASTLVDQ----PYANEGTVVVTERVIQPHGGGSNPLEGTQHLQDVPYVMVRERESFLAPSSGVQPTLAMPN  1350
gi|114672785|ref|XP_512079.2| SLQEANAEKVTQEIVTERSVSS-RQAQKVATPLPDPMASRNVIATETSYVTGSTMPPTTVILGPSQPQSLIVTERVYAPASTLVDQ----PYANEGTVVVTERVIQPHGGGSNPLEGTQHLQDAPYVMVRERESFLAPSSGVQPTLAMPN  1350
gi|73961765|ref|XP_547622.2| PLDEANAEKVTQEIVTESSVSS-RQGHKVATLLPDPLASGNVVVTETSYGTGSTMPPSTVVLGPGQSQALIVTERVYAPAPPLVEQ----RYANDTNVMVTETIIQPNGGFPGPLEGTQHLPDGRYVVVRERESFLAPRSGAQPTLAMPG  1350
gi|22779879|ref|NP_031909.1| PLREVHTEKVTQEIVTESSVSS-RQSQKVVPP-PDPVASGNIIVTETSYAKGSAVPPSTVLLAPRQPQSLIVTERVYAPTSTLVDQ----HYANEEKVLVTERVIQPNGGIPKPLEVTQHLKDAQYVMVRERESILAPSSGVQPTLAMPS  1350
gi|109506355|ref|XP_226112.4| PLHGAHTEKVTQEVVTESSVSS-RQSQKVVPP-PNPVASGNIIVTETSYAAGSAVPPSTVILAPRQPQSLIVTERVYAPASTLVDQ----HYANEENVLVTERVIQPNGGIPKPLEVTQHLNDAQYVMVRERESILAPSSGVQPTLAMPS  1350
gi|194678057|ref|XP_584890.4| PLHEADTEKVTQEIVTEKSVISSKQAQKVAAPLPDTLASGSVIVTETSYATGATGPPSTVVLGPQQSQGLIVTERVYAPASTLGNQ----QYASEGHVVVTERVIQPHGGTSGLLEDAPPLPDAHYVMVQERERFLTPSSSLQPPLAAPS  1350
gi|118086934|ref|XP_426083.2| AGGAVGSEAVSQEVIMET-TSSLQSGQHDARTLTTPFTETNVTMTET-YSGGGPTCSAASFLDPQFKENIVVTERVLAPASGLREMVEIPSLPSGKNMVVTERMLTSEGPGVG-TMAVQDLPNSKYVVVRERERVLVPST-EQGSLSFPT  1350
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                                                                                                                    .               
gi|189531926|ref|XP_699686.3| ETHYQSLVYVEQQ--QPLRESQGS-ISGAVHMVNTEIMQSTEGHGVRR------------------EIRPARRVMMEEVREREVDSLHLRVPMSL---  1448
gi|125832294|ref|XP_688512.2| VAGSQGLMFVDGQGGQVIQGSINNGISTHGGSQNVFYVENKGGSSVVQGGLQMGKASTAGSLIGDVGIGGSSVKITQNPSSHKVVVQERKVVTTQSVK  1448
gi|189533450|ref|XP_001919999.1| LGSN---ILSREGGECRLANGPSFVEGPAS------------GGNLWVS-------------------GPGQYPVSLGAGTPNLLE------------  1448
gi|189533588|ref|XP_699916.3| VAANQPIQFQTEGQEQEGVLGFSSLSSPIGSHKGVVLMQTHFQGKAVQG-------------------DAGRSPAKLEKQNKKTLSTSLSK-------  1448
gi|116534898|ref|NP_001934.2| IAVG-QNVTVTERVLAPASTLQSSYQIPTENSMTARNTTVSGAGVPGPLPDFGLEESGHSN--------STITTSSTRVTKHSTVQHSYS--------  1448
gi|114672785|ref|XP_512079.2| IAVG-QNVTVTERVLAPASTLQSSYQIPTENSMKARNTTVSGAGVPGPLPDFGLEESGHSN--------STITTSSTRVTKHSTVQHSYS--------  1448
gi|73961765|ref|XP_547622.2| VAVG-QNMTVTERVQTPAS----SYWIPAQTSVMARKTEVSGAGVRGPLPNCSLEESGHSNSMLTGHSNSTLTASSTRVSKHSIVQHSYS--------  1448
gi|22779879|ref|NP_031909.1| VAAGGQNVTVTERILTPASTLQSSYQIPSETSITARNTVLSSVGSIGPLPNLDLEESDRPN--------STITTSSTRVTKHSTMQHSYS--------  1448
gi|109506355|ref|XP_226112.4| VAAGGQNVTVTERVLTPASTLQSSYQIPSEASIKARKTVLSSVGGMGPLPNLDLEESGPPN--------STVTTSSTRVTKHSTVQHSYS--------  1448
gi|194678057|ref|XP_584890.4| VALG-QNVTVTERVLTPASALQSSYQIPAETSVMSRKTVASAAGVPGSLPDSGLEESSHSN--------YTITTSSTRVSKQSTVQQSFS--------  1448
gi|118086934|ref|XP_426083.2| LFEG-QSMVVNENDLTASAGPGRAEQVLITDSLLSQ----SGSAMEGAPPAS-----------------STLSKSS-RVTKYSTVQYSRS--------  1448
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