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gi|189533098|ref|XP_001920213.1| ---------MDKYERLKKIGEGSFGKAILVKSRTDGRQYVIK--------EIGISRMSNKERQESRKEVAVLANM-SHPNIVQYKESFEESGCLYIVMDYCEGGDLFKKINNQRG--SLFPEEQILDWFVQICLALKHVHDRKILHRDIK   130
gi|189533094|ref|XP_683784.3| ------------------------------------MQS-----------ELGIK-----------------------------------SGCLYIVMDYCEGGDLFKKINNQRG--SLFPEEQILDWFVQICLALKHVHDRKILHRDIK    66
gi|124107627|ref|NP_780298.2| ---------MEKYVRLQKIGEGSFGKAVLVKSTEDGRHYVIK--------EINISRMSDKERQESRREVAVLANM-KHPNIVQYKESFEENGSLYIVMDYCEGGDLFKRINAQKG--ALFQEDQILDWFVQICLALKHVHDRKILHRDIK   130
gi|109503303|ref|XP_214340.4| ---------MEKYVRLQKIGEGSFGKAVLVKSTEDGRHYVIK--------EINISRMSDKEREESRREVAVLANM-KHPNIVQYKESFEENGSLYIVMDYCEGGDLFKRINAQKG--TLFQEDQILDWFVQICLALKHVHDRKILHRDIK   130
gi|41872673|ref|NP_036356.1| ---------MEKYVRLQKIGEGSFGKAILVKSTEDGRQYVIK--------EINISRMSSKEREESRREVAVLANM-KHPNIVQYRESFEENGSLYIVMDYCEGGDLFKRINAQKG--VLFQEDQILDWFVQICLALKHVHDRKILHRDIK   130
gi|114596800|ref|XP_526727.2| ---------MEKYVRLQKIGEGSFGKAILVKSTEDGRQYVIK--------EINISRMSSKEREESRREVAVLANM-KHPNIVQYRESFEENGSLYIVMDYCEGGDLFKRINAQKG--VLFQEDQILDWFVQICLALKHVHDRKILHRDIK   130
gi|73993594|ref|XP_543184.2| ---------MEKYVRLQKIGEGSFGKAILVKSTEDDRQYVIK--------EINISRMSNKEREESRREVAVLANM-KHPNIVQYRESFEENGSLYIVMDYCEGGDLFKRINAQKG--ILFQEDQILDWFVQICLALKHVHDRKILHRDIK   130
gi|118089809|ref|XP_420401.2| ---------MDKYIKVQKIGEGSFGKAFLVKDKENSQQYVIK--------EINISKMSNKEREESRREVAVLANM-KHPNIVLYRESFEENGCLYIVMDYCEGGDLFKKINAQKG--VLFSEDQILDWFVQICLALKHIHDRKILHRDIK   130
gi|124506435|ref|XP_001351815.1| ---MSKPKMIGPYEVVKSIGRGSFGIVTAVKDENEKMYDKINNMDIKCVYELDISCMNNKEKMNVVNEIRALIKMSVHPFIVRYKEAFVEDCVLYVAMDYCINGDLGKVIKKHKELETPIPEKKIKRWLLQIIMAIKFIHDKKLIHRDLK   147
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gi|189533098|ref|XP_001920213.1| SQNIFLTKDGTVQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYEMCTLKHAFEAG--NMKNLVLKIIRGSYPPVSIHYSPDLRSLLAQLFKRNPRERPSVSTILDKPFLARRIHKFLSPQLIAQEFSHS   278
gi|189533094|ref|XP_683784.3| SQNIFLTKDGTVQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYEMCTLKHAFEAG--NMKNLVLKIIRGSYPPVSIHYSPDLRSLLAQLFKRNPRERPSVSTILDKPFLARRIHKFLSPQLIAQEFSHS   214
gi|124107627|ref|NP_780298.2| SQNIFLTKDGTVQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYELCTLKHAFEAG--NMKNLVLKIISGSFPPVSPHYSYDLRSLLSQLFKRNPRDRPSVNSILEKGFIAKRIEKFLSPQLIAEEFCLK   278
gi|109503303|ref|XP_214340.4| SQNIFLTKDGTVQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYELCTLKHAFEAG--NMKNLVLKIISGSFPPVSLHYSYDLRSLLSQLFKRNPRDRPSVNSILEKGFIAKRIEKFLSPQLIAEEFCLK   278
gi|41872673|ref|NP_036356.1| SQNIFLTKDGTVQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYELCTLKHAFEAG--SMKNLVLKIISGSFPPVSLHYSYDLRSLVSQLFKRNPRDRPSVNSILEKGFIAKRIEKFLSPQLIAEEFCLK   278
gi|114596800|ref|XP_526727.2| SQNIFLTKDGTVQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYELCTLKHAFEAG--SMKNLVLKIISGSFPPVSLHYSYDLRSLVSQLFKRNPRDRPSVNSILEKGFIAKRIEKFLSPQLIAEEFCLK   278
gi|73993594|ref|XP_543184.2| SQNIFLTKDGTIQLGDFGIARVLNSTVELARTCIGTPYYLSPEICENKPYNNKSDIWALGCVLYEMCTLKHAFEAG--NMKNLVLKIISGSFPPVSLHYSYDLRNLLSQLFKRNPRDRPSVNSILEKGFIAKRIEKFLSPQLIAEEFCLK   278
gi|118089809|ref|XP_420401.2| SQNIFLTKDGTIQLGDFGIARVLNSTVELARTCIGTPYYLSPEICQNRPYNNKSDIWALGCVLYEMCTLKHAFEAG--NMKNLVLKIISGSFPPVSVHYSYDLRNLLSQLFKRNPRDRPSVNSILEKNFIAKRVEKFLTPQLIAEEFSHK   278
gi|124506435|ref|XP_001351815.1| CNNIFLDEKERAKIGDFGLAKFIEQTEQTN-TLCGTIGYMAPEICKNINYSFPADIWSLGIILYELISLKPPFKSNNSNMLSVAQKICEDEPDPLPDSFSKDLINLCYWMLKKDWKDRPTIYDIISTDYIQDELQLFKREMLQERNSQI-   295
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gi|189533098|ref|XP_001920213.1| IHLQPKMSVAHAAPAKRPAPG--PIPITSAQKITKPAAKYGVPLTVRRPSEVARKVPDAAKKPVKLKQAPPPAAVQRRVSRVEEERRKHEEGVRKKRMEMMERERKQREQML-LLKAAQMKRFEREKLNRINRAREQGWRHVLSSSGGSS   425
gi|189533094|ref|XP_683784.3| IHLQPKMSVAHAAPAKRPAPG--PIPITSAQKITKPAAKYGVPLTVRRPSEVARKVPDAAKKPVKLKQAPPPAAVQRRVSRVEEERRKHEEGVRKKRMEMMERERKQREQML-LLKAAQMKRFEREKLNRINRAREQGWRHVLSSSGGSS   361
gi|124107627|ref|NP_780298.2| TLSK---FGPQPLPGKRPASGQGVSSFVPAQKITKPAAKYGVPLTYKKYGD--KKLLEK-KPPPKHKQAHQIP--VKKMNSGEERKKMSEEAAKKRRLEFIEKEKKQKDQIR-FLKAEQMKRQEKQRLERINRAREQGWRNVLRAGGSGE   419
gi|109503303|ref|XP_214340.4| TVSK---FGPQPIPGKRPASGQGVSSFVPAQKITKPSAKYGVPITYKKYGD--KKLLEK-KPPPKHKQAHQIP--VKKMNSGEERKKMSEEAAKKRRLEFIEKEKKQKDQIR-FLKAEQLKRQEKQRLERINRAREQGWRNVLRAGGSGE   419
gi|41872673|ref|NP_036356.1| TFSK---FGSQPIPAKRPASGQNSISVMPAQKITKPAAKYGIPLAYKKYGD--KKLHEK-KPLQKHKQAHQTP--EKRVNTGEERRKISEEAARKRRLEFIEKEKKQKDQIISLMKAEQMKRQEKERLERINRAREQGWRNVLSAGGSGE   420
gi|114596800|ref|XP_526727.2| TFSK---FGSQPIPAKRPASGQNSISVMPAQKITKPAAKYGIPLAYKKYGD--KKLHEK-KPLQKHKQAHQTP--EKRVNTGEERRKISEEAARKRRLEFIEKEKKQKDQIISLMKAEQMKRQEKERLERINRAREQGWRNVLSAGGSGE   420
gi|73993594|ref|XP_543184.2| TFSK---CGAQPIPAKRPASGQSLASVVSAQKITKPAAKYGVPLTYKKFGD--KKLHEK-KPLQKHKQAHQIP--VKKVNPGEERRKMFEEAARKRRLEFIEKEKKQKDQVISLMKAEQMKRQEKERLERINRAREQGWRNVLSAGGCGE   420
gi|118089809|ref|XP_420401.2| VFHK---FGPHAGPAKRPAQGHISASIAPVQKITKPAAKYGVPLAMKKCYDAPKKLHEK-KSLIKLRQAFPTP--KKKIIPGEERRKMFEEPSKKKRLELPEKEKRQRDQIS-LLKAEEMRRLEKERMERINRAREQGWRNVLGSGGSGD   421
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| PERKFYGGGGGNGAPHSPGISPFPVPGPSPVPASALAPSRAPYDRIHPSAEKLSKPTP-KDGAGEGAVHAGDNGRTSSDSGTLNGHACIPVKNVIRREQ-------RKTSLQNEQISKIDYANRFRGQLAVEKSKQVEEFLQRKREAMLN   567
gi|189533094|ref|XP_683784.3| PERKFYGGGGGNGAPHSPGISPFPVPGPSPVPSSALAPSRAPYDRIHPSAEKLTKPTP-KDGAGEGAVHAGDNGRTSSDSGTLNGHACIPVKNGVRKEQ-------RKTSLQNEQISKIDYANRFRGQLAVEKSKQVEEFLQRKREAMLN   503
gi|124107627|ref|NP_780298.2| VKASFFGIGGA--------VSPSPCS------------PRGQYEHYHAIFDQMQRL---RAEDNEARWKGGIYGRWLPER--------------------------------------------QKGHLAVERANQVEEFLQRKREAMQN   502
gi|109503303|ref|XP_214340.4| VKASFFGSGGA--------VSPSPCS------------PRGQYEHYHAIFDQMQQL---RAEDNEARWKGRIYGRWLPER--------------------------------------------QKGHLGVERAKQVEEFLQRKQEAMQN   502
gi|41872673|ref|NP_036356.1| VKAPFLGSGGT--------IAPSSFS------------SRGQYEHYHAIFDQMQQQ---RAEDNEAKWKREIYGRGLPERGILPGVRPGFPYGAAGHHHFPDADDIRKTLKRLKAVSKQANANRQKGQLAVERAKQVEEFLQRKREAMQN   547
gi|114596800|ref|XP_526727.2| VKAPFLGSGGT--------IAPSSFS------------SRGQYEHYHAIFDQMQQQ---RAEDNEAKWKREIYGRGLPERGILPGVRPGFPYGAAGHHHFPDADDIRKTLKRLKAVSKQANANRQKGQLAVERAKQVEEFLQRKREAMQN   547
gi|73993594|ref|XP_543184.2| VKAPFFGSGGA--------VAPSSFS------------SRGQYEHYHAIFDQMQQQ---RVENNEAKWKGEIYGRRHPERGISSEIHSGFRNGARGHHYFPNADAFRKSLNRLKIMSKQASISRQKGQLAVERAKQVEEFLQRKREARQN   547
gi|118089809|ref|XP_420401.2| VKAPYYGGGGG--------VGPFPAS------------FRGQYEHYHAIFDQMQKETFKVTKERQAKWRAEVQGQEAVERGIPPGVRPGVPKGPAGHHHLPDADAIRKKVKRLKEVSKQASANRQKGWLPAERAKQVEEFWQRKREAMQN   551
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| KVRAEGQL----------------------------EYLTRLRQIRLQNFNERQQIKARLRGEKYDSDGSDSQESCEEAVLRMKKIEALKAQSKARAAVLKEQLEKKRREAYEREKKAWEDHVSPPTPPSDPTP------------QEAP   677
gi|189533094|ref|XP_683784.3| KVRAEGQL----------------------------EYLTRLRQIRLQNFNERQQIKARLRGEKYDSDGSDSQESCEEAVLRMKKIEALKAQSKARAAVLKEQLEKKRREAYEREKKAWEDHVSPPTPPSDPTP------------QEAP   613
gi|124107627|ref|NP_780298.2| KARAEGHV----------------------------VYLARLRQIRLQNFNERQQIKAKLRGENKEADGTKGQEATEETDMRLKKMESLKAQTNARAAVLKEQLERKRKEAYEREKKVWEEHLVAR-VKSSDVP---------LPLELLE   614
gi|109503303|ref|XP_214340.4| KARAEGHV----------------------------VYLARLRQIRLQNFNERQQIKAKLRGENKEAGGTKGQDATEEADMRLKKMESLKAQANARAAVLKEQLERKRKEAYEREKKVWEEHLVVR-VKSSDVP---------PSMEHHE   614
gi|41872673|ref|NP_036356.1| KARAEGHM----------------------------VYLARLRQIRLQNFNERQQIKAKLRGEKKEANHSEGQEGSEEADMRRKKIESLKAHANARAAVLKEQLERKRKEAYEREKKVWEEHLVAKGVKSSDVS---------PPLGQHE   660
gi|114596800|ref|XP_526727.2| KARAEGHMGILQNLAAMYGGRPSSSRGGKPRNKEEEVYLARLRQIRLQNFNERQQIKAKLRGEKKEANHSEGQEGSEEADMRRKKIESLKAHANARAAVLKEQLERKRKEAYEREKKVWEEHLVAKGVKSSDVS---------PPLGQHE   688
gi|73993594|ref|XP_543184.2| KARAEGHMGILQNLAAMYGGRSSSSRGGKPRNKEEEVYLARLRQIRLQNFNERQQIKAKLRGEKKEADYSEGQEGSEEADVRRKKVETFKAQASARASVLKEQLERKRKEAYEREKKVWEEHLVAKGVKNSDMS---------PPLGQHE   688
gi|118089809|ref|XP_420401.2| KARAEGHM----------------------------EYLARLRQIRLQNFNERQQIKAKLRGEKNEAPSSDGQESSEEAEMKRKKIEAQKAQANARAAVLKEQLERKRKEAYEREKRAWEEHLIAKGVKNPNVPFHVGAAGHTPVHGIQE   673
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| SKATPSSRPSTP-AISMTAALKDVGAISSGQSSPMKEDSLKVESSDVQSDKKEILRRLNQKVQTTEEVSVKEPTPSSNQPCPDPQPVQPSITEERPSTAADRKKWEAVAPPILSVAEQTLEETCATLAVSQVASPETNTPSCGDRKKWQT   826
gi|189533094|ref|XP_683784.3| SKATPSSRPSTP-AISMTAALKDVGAISSGQSSPMKEDSLKVESSDVQSDKKEILRRLNQKVQTTEEVSVKEPTPSSNQPCPDPQPVQPSITEERPSTAADRKKWEAVAPPILSVAEQTLEETCATLAVSQVASPETNTPSCGDRKKWQT   762
gi|124107627|ref|NP_780298.2| TGGSPSKQQVKP-VISVTSALKEVGLDGSLTDTQE--EEMEKSNSAISS-KREILRRLNENLKAQEDEKEKQHHSGSCE---------------------------------TVGHKDERE-------------YETENAISSDRKKWEM   714
gi|109503303|ref|XP_214340.4| AGGSPSQQQMKP-VISVTSALKEVGLDGSLTESQETSEEMEKSNNAISS-KREILRRLNENLKAQEDEKEKHHHADSCE---------------------------------TVGHRDERE-------------YEKENAISSDRKKWEM   716
gi|41872673|ref|NP_036356.1| TGGSPSKQQMRS-VISVTSALKEVGVDSSLTDTRETSEEMQKTNNAISS-KREILRRLNENLKAQEDEKGKQNLSDTFE---------------------------------INVHEDAKE-------------HEKEKSVSSDRKKWEA   762
gi|114596800|ref|XP_526727.2| TGGSPSKQQMRS-VISVTSALKEVGVDSSLTDTRETSEEMQKTNNAISS-KREILRRLNENLKAQEDEKGKQNLSDTCE---------------------------------INVHEDAKE-------------HEKEKSVSSDRKKWEA   790
gi|73993594|ref|XP_543184.2| AGGSPSKQQMRS-VISVTSALKEVGMDRSLSDTQETSEDMQKANSAISS-KREILRRLNQNLKAQEDEEEKQCHSDTCE---------------------------------IVVNEGAKE-------------HEKEKSVSSDRKKWEA   790
gi|118089809|ref|XP_420401.2| PGVSPPKQQLPVKPISMTSALKEVGVDGNVTAAQEVKEEIKKPDLTMQN-KRQILKRLNQNLKAQEDEKGRKDDKNISE---------------------------------SDGSEDGKEE------------QEDNHPLLGDRKRWAS   777
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| DGVPLLSVAQQTLEETSFRTAGQLTEKTVGEVICMDAWQGEGLRKAWGQSPDSEVLKVLEEAELQSFTQRLDPASTCDQTLTESLN----PIEESDATNEAKQVPPPEPCQPATDHDKQEVT---------CQETVPIIEEVKSQELIQT   963
gi|189533094|ref|XP_683784.3| DGVPLLSVAQQTLEETSFRTAGQLTEKTVGEVICMDAWQGEGLRKAWGQSPDSEVLKVLEEAELQSFTQRLDPASTCDQTLTESLN----PIEESDATNEAKQVPPPEPCQPATDHDKQEVT---------CQETVPIIEEVKSQELIQT   899
gi|124107627|ref|NP_780298.2| GG-QLVIPLDAVTLDTSFSAT---EKHTVGEVIKLD--SNGSPRKVWGKNPTDSVLKILGEAELQLQTELLENTSFKSEVYAEEENYKPLLTEEENLQCISKEINPSATVDS-TETKSPKFTEVSPQMS---EGNVEEPDDLETEVLQEP   854
gi|109503303|ref|XP_214340.4| GG-QLVIPLDEVTLDASFSAS---EKHTVGEVIKLD--SSGSPRKVWGKSPTDSVLKILGEAELQLQTELLENTPFKSEVCVEEENYKPLLTGEENLQCISKEVNPSATVD--TETNSPKFAKVSPAMS---EGNVEEPDDLETEVLQEP   855
gi|41872673|ref|NP_036356.1| GG-QLVIPLDELTLDTSFSTT---ERHTVGEVIKLG--PNGSPRRAWGKSPTDSVLKILGEAELQLQTELLENTTIRSEISPEGEKYKPLITGEKKVQCISHEINPSAIVDSPVETKSPEFSEASPQMSLKLEGNLEEPDDLETEILQEP   906
gi|114596800|ref|XP_526727.2| GG-QLVIPLDELTLDTSFSTT---ERHTVGEVIKLG--PNGSPRRAWGKSPTDSVLKILGEAELQLQTELLENTTIRSEIFPEGEKYKALITGEKKVQCISHEINPSAIVDSPVETKSPEFSEASPQMSLKLEGNLEEPDDLETEILQEP   934
gi|73993594|ref|XP_543184.2| GG-QLVIPLDELTLDTSFSAT---EKHTMGEVIKLD--PGGSPRKVWGRSPTDSVLKILGEAELQLQTELLENTAIRSEISPEKEKYKSLITGEEKVKYISPEMDSSAAVDSSVETNSPEFRESSPQISLKPEGNVDEADDLETEVLQEP   934
gi|118089809|ref|XP_420401.2| RASDLVVPLAQLSMEDSLSGT---DRQTMGEVIRLD--IGEPRRKVWGKSPTDSVLKILGEAELQLPTELLEEIDVINEFPSGQLYLLYTYAKNIGCLLTPXSVVASHRIITIXSSKTXLSCQLGLKFKLKILENSTKPDDLEAVMLKET   922
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| TAEGTEKS-HSAESDIEVVDDMESVVLDDVPQKTAEPPPAEVIQAWTKDTPESLPAEGRVIQAECTEVPQREEKHPEPPADESLFVKLSSSPAHRRTVALAMLSAQSSLEDSSSAASRSRSVSPLRSHRHEDALLIGLSTGLFDANNPKM  1112
gi|189533094|ref|XP_683784.3| TAEGTEKS-HSAESDIEVVDDMESVVLDDVPQKTAEPPPAEVIQAWTKDTPESLPAEGRVIQAECTEVPQREEKHPEPPADESLFVKLSSSPAHRRTVALAMLSAQSSLEDSSSAASRSRSVSPLRSHRHEDALLIGLSTGLFDANNPKM  1048
gi|124107627|ref|NP_780298.2| SSTHTDGS--LPPVLNDVWTREKEAAKETELEDKVAVQQSEVCEDRIPGNVDQSCKDQRDPAVD--DSPQSGCDVEKSVQPESIFQKVVHS--KDLNLV---QAVHCSPEEP--IPIRSHSDSPPK-TKSKNSLLIGLSTGLFDANNPKM   992
gi|109503303|ref|XP_214340.4| SAIPSDGS--LPPVVNEVWTR----AKATGLEDSIAVQQNDVCEERIPGTVDQSCKDHIEPAGN--DSPQSGCDEEKSVQPELFFQKVVHS--KDLNLV---QSAHRSPEEA--IPIRSHSDSPPK-AKSKNSLLIGLSTGLFDANNPKM   989
gi|41872673|ref|NP_036356.1| SGTNKDES--LPCTITDVWISEEKETKETQSADRITIQENEVSEDGVSSTVDQLSDIHIEPGTN--DSQHSKCDVDKSVQPEPFFHKVVHS--EHLNLVPQVQSVQCSPEES--FAFRSHSHLPPK-NKNKNSLLIGLSTGLFDANNPKM  1047
gi|114596800|ref|XP_526727.2| SGTNKDES--LPCTITDVWISEEKETKETQSADRITIQENEVSEDGVSSTVDQLSDIHIEPGTN--DSQHSKCDVDKSVQPEPFFHKVVHS--EHLNLVPQVQSVQCSPEES--FAFRSHSHLPPK-NKNKNSLLIGLSTGLFDANNPKM  1075
gi|73993594|ref|XP_543184.2| GGANKDGS--LPCTIIDVWISETKETKETEFEDRITVQQNEVSEDEIPMNVDHLSEVDKRPEID--DSQHSKCGIDKSVQPEPFFHRVVLS--KHLNAVSQIQSILCSPEES--FPLRSRSDSPPK-NKNKNSLLIGLSTGLFDANNPKM  1075
gi|118089809|ref|XP_420401.2| EEDKKHQSKEFPIAVNEVWVKEKQDENEAAFEKEVVLDENLVSIAHFSYLLHESLELYVISICNGLSYTASETCSSDSLQPEPLFQRVIQP--PAVPTASPVLSSQSSQEEP--FVPRSRSISPAK-NKGKSSLFFGLSTGLFDANNPKM  1067
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| LRTCSLPDLSKVFSDATGPEGAAAPD--SNLEIEDLEDKADEQ--SEPEDVYEDD---DLRELRASMERLLQEQHSEDDDDDEEEDEGGGSNGSPADEEPAGLNGLASAGDDKRSPEEETFNGMAEDDEDVSHGEEEPGGPVTNGMEFED  1255
gi|189533094|ref|XP_683784.3| LRTCSLPDLSKVFSDATGPEGAAAPD--SNLEIEDLEDKADEQ--SEPEDVYEDD---DLRELRASMERLLQEQHSEDDDD-EEEDEGGGSNGSPADEEPAGLNGLASAGDDKRSPEEETFNGMAEDDEDVSHGEEEPGGPVTNGMEFED  1190
gi|124107627|ref|NP_780298.2| LRTCSLPDLSKLFRTLMDVPTVGDVH-QDSLEIDELEDEPIKEGPSDSEDTVFEETDTDLQELQASMEQLLREQPGD---------------------------------------------EYSEEEESVLKSSD--VEQTARGTDAPD  1094
gi|109503303|ref|XP_214340.4| LRTCSLPDLSKLFRTLMDVPTVGDVH-QDSLEIEELEDEHIKEGPSDCEDIVFEETDTDLQELQASMEQLLREQPGD---------------------------------------------EYSEEEESVLKSSN--VERAARGTDVPD  1091
gi|41872673|ref|NP_036356.1| LRTCSLPDLSKLFRTLMDVPTVGDVR-QDNLEIDEIEDENIKEGPSDSEDIVFEETDTDLQELQASMEQLLREQPGE---------------------------------------------EYSEEEESVLKNSD--VEPTANGTDVAD  1149
gi|114596800|ref|XP_526727.2| LRTCSLPDLSKLFRTLMDVPTVGDVR-QDNLDIDEIEDENIKEGPSDSEDIVFEETDTDLQELQASMEQLLREQPGE---------------------------------------------EYSEEEESVLKNSD--VEPTANGTDVAD  1177
gi|73993594|ref|XP_543184.2| LRTCSLPDLSKLFRTLMDVPTVGDVC-QDNLEIDDIEDEHIKEGPSDSEDIVFEETDTDLQELQASMEQLLREQPGE---------------------------------------------EYSEEEESVLKNSD--IEQTANGTDLAD  1177
gi|118089809|ref|XP_420401.2| LRTCSLPDLYKLYRTLVDVPSIADVQHQHSLEIDDTEDEQAKEGPSDSEDIMFGDADTDLQELRASMEQLLREQPSE---------------------------------------------ELSEEEESTLKANV--IKCMTNGTELDE  1170
gi|124506435|ref|XP_001351815.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   295
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gi|189533098|ref|XP_001920213.1| DEEQ-NSSEAQLNEEWQSDGSEEEDDEELEQQDSIFSRLEELRLHLEQAMGFENFIQAYNKIKAIHEDEDENIAMGSSMVQNILGTEHQHLYPKILHLVMADGAYQEDCNSFSRSVSSGGI  1375
gi|189533094|ref|XP_683784.3| DEEQ-NSSEAQLNEEWQSDGSEEEDDEELEQQDSIFSRLEELRLHLEQAMGFENFIQAYNKIKAIHEDEDENIAMGSSMVQNILGTEHQHLYPKILHLVMADGAYQEDCNSFSRSVSSGGI  1310
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