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gi|120587003|ref|NP_062610.2| MEAITFTAR--------------KHPFPN----------EVSVDFGLQLVGSLPVHSLTTMPMLPWVVAEVRRLSGQCSKK----------EPRTKQVRLWVSPSGLRCEPDLE-KSQPWDPLICSSIFECKPQRVHKLIHNSHDPSYFA   115
gi|109499693|ref|XP_341216.3| MEAITFTAR--------------KHPFPN----------EVSVDFGLQLVGSLPVHSLTTMPMLPWVVAEVRRLSGQCSKK----------EPGMKQVRLWVSPSGLRCEPDLR-KSQPWDPLICSSIFECKPQRVHKLIHNSQDPSYFA   115
gi|50658061|ref|NP_055988.2| MEPITFTAR--------------KHLLSN----------EVSVDFGLQLVGSLPVHSLTTMPMLPWVVAEVRRLSRQSTRK----------EPVTKQVRLCVSPSGLRCEPEPG-RSQQWDPLIYSSIFECKPQRVHKLIHNSHDPSYFA   115
gi|114593540|ref|XP_001137272.1| MEPITFTAR--------------KHPLPN----------EVSVDFGLQLVGSLPVHSLTTMPMLPWVVAEVRRLSRQSTRK----------EPVTKQVRLCVSPSGLRCEPEPG-RSQQWDPLIYSSIFECKPQRVHKLIHNSHDPSYFA   115
gi|73951584|ref|XP_536262.2| MEPITFTAR--------------KHAFPN----------EVSVDFSLQLVGSLPVHSLTTMPMLPWVVAEVRRLSAQASRK----------EPGTRQVRLCVSPSGLRCEPEPG-KSQQWDPLLCSSIFECKPQHVHKLIHNSHDPSYFA   115
gi|119893781|ref|XP_611974.3| MEPITFTAR--------------KHPFPN----------EVSVDFGLQLVGSLPVHSLTTMPMLPWVVAEVRRLSGQSSKK----------EPGTKPVRLCVSPSGLRCEPEPG-KSQQWDPLICSSIFECKPQRVHKLIHNSHDPSYFA   115
gi|118090617|ref|XP_423827.2| -----------------------------------------------------------MSPLFSWVAKVG---GGHGPAR----------GGGTRPVGIRGGSGALLLARLGA-SSE--GKLVRFRGWLGGLEAVRCGGEGSGESCRKV    75
gi|189514560|ref|XP_689617.3| MEGICFEVKPRDDSITAHPLCDLTQTFPGSEEKRKKEDGEEVIQYRPTLVGSLAIHPQTTMAILPWVVAEIRRPGVREKNRNLEFNGNYSPEIRDQPVVLQISASSVCCILDTAGPGKPWNPLQHMVLFDHRPHHVTKLIHNSQEPSYFG   150
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gi|120587003|ref|NP_062610.2| CLIKEDAAHRQSLCYVFKADDQTKVPEIISSIRQAGKIARQEELR-CPSEFDDTFAKKFEVLFCGRVTVAHKKAPPALIDECIEKFNHVSCGR--------------------------RTDWEAPTGQPS---APGPRPMRKSFSQPGL   235
gi|109499693|ref|XP_341216.3| CLIKEDAAHQQSLCYVFKADDQTKVPEIISSIRQAGKIARQEELR-CPSEFDDTFAKKFEVLFCGRVTVAHKKAPPALIDECIEKFNHVSCGR--------------------------RIDWDAPTGQPS---APGARPMRKSFSQPGL   235
gi|50658061|ref|NP_055988.2| CLIKEDAVHRQSICYVFKADDQTKVPEIISSIRQAGKIARQEELH-CPSEFDDTFSKKFEVLFCGRVTVAHKKAPPALIDECIEKFNHVSGSR-----------------------GSESPRPNPPHAAPTGSQEPVRRPMRKSFSQPGL   241
gi|114593540|ref|XP_001137272.1| CLIKEDAVHRQSICYVFKADDQTKVPEIISSIRQAGKIARQEELH-CPSEFDDTFSKKFEVLFCGRVTVAHKKAPPALIDECIEKFNHVSGSR-----------------------GSESPRPNPPHAAPTGSQEPGRRPMRKSFSQPGL   241
gi|73951584|ref|XP_536262.2| CLIKDNAASQQSICYVFKADDQTKVPEIISSIRQAGKIARQEELH-CPSEFDDTFAKKFEVLFCGRVTVAHKKAPPALIDECIEKFNHVSCSRKAEFALVAQNPEAPPEAPPGPAGGRSLAAKVRGVLQPVGNGEQARRPMRKSFSQPGL   264
gi|119893781|ref|XP_611974.3| CLIKNDAANQQSICYVFKADDQTKVPEIISSIRQAGKIARQEELR-CPSEFDDTFAKKFEVLFCGRVAVAHRKAPPALIDECIEGFSHVS--------------------------GGFSSDQSRSALQPPGDGERGPRPMRKSFSQPGL   238
gi|118090617|ref|XP_423827.2| WYVPESPP----------ACSGIRVPEIISSIRQAGKIARQEEFQNNLSDIEDPFAKKFEVLFCGRVTVAHKNAPPALIDECIEKFNHASCTK-----------------------KSDSDSSSQQHETADNSGEEEKRPIRKSFSQPGL   192
gi|189514560|ref|XP_689617.3| CLLREEKK---AACYVFRCQDQLKVPEIISTLRQAGKSSARQEDT--PSLPSNAFAKKFEVLFCGRVVVAHKKAPPALIDECIEKFGRVSVTG----------------------------SLAAGIRRAFSLNQVVNG--TNEGDGGGK   265
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gi|120587003|ref|NP_062610.2| RSLAFRKEFQDASLRSS-TFSSFDN-----DIENHLIGGHNVVQPTDMEENRTMLFTIGQSEVYLISPDTKKIALEKNFKEISFCSQGIRHVDHFGFICRECSGGGSGGFHFVCYVFQCTNEALVDEIMMTLKQAFTVAAVQQTAKAPAQ   379
gi|109499693|ref|XP_341216.3| RSLAFRKEFQDASLRSS-TFSSFDN-----DIENHLIGGHNVVQPTDMEENRTMLFTIGQSEVYLISPDTKKIALEKNFKEISFCSQGIRHVDHFGFICRECSGGGGAGFHFVCYVFQCTNEALVDEIMMTLKQAFTVAAVQQTAKAPAQ   379
gi|50658061|ref|NP_055988.2| RSLAFRKELQDGGLRSSGFFSSFEES----DIENHLISGHNIVQPTDIEENRTMLFTIGQSEVYLISPDTKKIALEKNFKEISFCSQGIRHVDHFGFICRESSGGG--GFHFVCYVFQCTNEALVDEIMMTLKQAFTVAAVQQTAKAPAQ   385
gi|114593540|ref|XP_001137272.1| RSLAFRKELQDGGLRSSGFFSSFEES----DIENHLISGHNIVQPTDIEENRTMLFTIGQSEVYLISPDTKKIALEKNFKEISFCSQGIRHVDHFGFICRESSGGG--GFHFVCYVFQCTNEALVDEIMMTLKQAFTVAAVQQTAKAPAQ   385
gi|73951584|ref|XP_536262.2| RSLAFKKELHDGSLRSSSFFSSFEES----DIENHLVGGHNIVQPTDIEDNRTMLFTIGQSEVYLISPDTKKIALEKNFKEISFCSQGIRHVDHFGFICRESSGGG--GFHFVCYVFQCTNEALVDEIMMTLKQAFTVAAVQQTAKAPAQ   408
gi|119893781|ref|XP_611974.3| RSLAFRKEFQDAGLRSSSFFSSFEES----DIENHLISGHNIVQPTDIEENRTMLFTIGQSEVYLISPDTKKIALQKNFKEISFCSQGIRHVDHFGFICRESSGGG--GFHFVCYVFQCTNEALVDEIMMTLKQAFTVAAVQQTAKAPAQ   382
gi|118090617|ref|XP_423827.2| RSLAFKKDFQEGSHRSNSFVRSFEEDAISLNLKSQLIYGHSVVQPTDIAENRTMLFTIGQSEVYLISPDTKKVAIEKSFKEISFCSQGIRHVDHFGFICRESSENG--GFHFVCYVFQCTDEALVDEIMMTLKQAFTVAAVQQTSKAQPQ   340
gi|189514560|ref|XP_689617.3| RPLFFKRDQ------SFPFLQALDENGLSPELQRRAADGATGVQPTSLQENRTMLFTIGRSQIFLVSPDTKKVAIEKSFREISFCSQGIRHVDHFGFICRESVECG--GCQFVCYVFQCANEALVDEIMLTLKQAFSVAALQQNSRTQSQ   407
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gi|120587003|ref|NP_062610.2| LCEGCPLQGLHKLCERIEGMNSSKTKLELQKHLTTLTNQEQATIFEEVQKLRPRNEQRENELIISFLRCLYEEKQKEHSHTGEPKQTLQVAAENIGSDLPPSASRFRLDSLKNRAKRSLTESLESILSRGNKARG-LQDHSASVDLDSST   528
gi|109499693|ref|XP_341216.3| LCEGCPLQGLHKLCERIEGMNSSKTKLELQKHLTTLTNQEQAMIFEEVQKLRPRNEQRENELIISFLRCLYEEKQKEHSHTGEPKQTLQVAAENIGSELPPSASRFRLDSLKNRAKRSLTESLESILSRGNKARG-LQDHSASVDLDSST   528
gi|50658061|ref|NP_055988.2| LCEGCPLQSLHKLCERIEGMNSSKTKLELQKHLTTLTNQEQATIFEEVQKLRPRNEQRENELIISFLRCLYEEKQKEHIHIGEMKQTSQMAAENIGSELPPSATRFRLDMLKNKAKRSLTESLESILSRGNKARG-LQEHSISVDLDSSL   534
gi|114593540|ref|XP_001137272.1| LCEGCPLQSLHKLCERIEGMNSSKTKLELQKHLTTLTNQEQATIFEEVQKLRPRNEQRENELIISFLRCLYEEKQKEHIHIGEMKQTSQMAAENIGSELPPSATRFRLDMLKNKAKRSLTESLESILSRGNKARG-LQEHSTSVDLDSSL   534
gi|73951584|ref|XP_536262.2| LCEGCPLQGLHKLCERIEGMNSSKTKLELQKHLTTLTNQEQATIFEEVQKSRPRSEQRENELIISFLRCLYEEKQKVHIHIGEIKQTSQIAAENIGSELPPSATRFRLDMLKNKAKRSLTESLESILSRGNKARG-LQEHSASLDLDSSM   557
gi|119893781|ref|XP_611974.3| LCEGCPLQGLHKLCERIEGMNSSKTKLELQKHLTTLTNQEQATIFEEVQKLRPRNEQRENELIISFLRCLYEEKQKVHIHIGEIKQTSQIAAENIGSELPSSATRFRLDMLKNKAKRSLTESLESILSRGNKARG-LQEHSASLDLDSSV   531
gi|118090617|ref|XP_423827.2| LCETCPLQSLHKLCEKIEGLHPSKTKLELQKHLTTLNSQEQASVFEEVKKLRPRNDQKENELIISILRNMYEEKQKNHVHIGEAKQTSQPSAENAVNEVPSSAPRFRLDMLKNKAKRSLTESFESILSRGSKARGPLDSSSGSVDLEASV   490
gi|189514560|ref|XP_689617.3| QCDGCPLQQLHKLCDRIEGLHPSKAKLELQKHLADLDNQEQAAVFESTMKARPKSDQEENELIFSCLRRMYEDRQKTHTHNGQTKKDVVVNAESS-----VSSSRVRLEEFKSRAKRSLTESLEGIWKGGNKSKS--QRENSEGESNSSS   550
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gi|120587003|ref|NP_062610.2| SSTLSNTSKELSMGDKEAFPVS--ETSFKLLGSSDDLSSDSEGHIAEESALLSPQQAFRRRANTLSHFPVECP-APPEPAQSSPGVSQRKLMRYHSVSTETPHER---------------------------------------------   630
gi|109499693|ref|XP_341216.3| SSTLSNTSKELSMGDKEALPIS--ESSFKLLGSSDDLSSDSESHIAEESALLSPQQAFRRRANTLSHFPVECP-APPEPAQTSPGVSQRKLMRYHSVSTETPHERNVDHLPGGESRCCPGQPSDPPPLPPRLNPSASSPNFFKYLKHNSS   675
gi|50658061|ref|NP_055988.2| SSTLSNTSKEPSVCEKEALPIS--ESSFKLLGSSEDLSSDSESHLPEEPAPLSPQQAFRRRANTLSHFPIECQ-EPPQPARGSPGVSQRKLMRYHSVSTETPHER---------------------------------------------   636
gi|114593540|ref|XP_001137272.1| SSTLSNTSKEPSVCEKEALPIS--ESSFKLLGSSEDLSSDSESHLPEEPAPLSPQQAFRRRANTLSHFPMECQ-EPPQPARGSPGVSQRKLMRYHSVSTETPHERNVDPSPMGESKHRPGQSSAPAPPP---------------------   660
gi|73951584|ref|XP_536262.2| SSTLSNMSKEPSVCEKEALPAS--ESSFRLLGSSDDLSSDSESHPAEEPAPLSPQQSFRRRANTLSHVPVESQ-EPPEPARGSPGVSQRKFMRYHSVSTETPHDQ---------------------------------------------   659
gi|119893781|ref|XP_611974.3| SSMFSNTSKEPSGYEKEALPIS--ESCFRLLGSSDDLSSDSESQLTEEPALLSPKQGFRRRANTLSHVPVECQ-EPPQLVRGSPGVSQRKLVRYHSVSTETPHER---------------------------------------------   633
gi|118090617|ref|XP_423827.2| SSNLSSTNKVSKACDAHRVPTLPPENAVKSSGSVDDLSSDPDSYAIDHSVTL-PQQSFRRRANTLSHLPSESR-ESLVPVETSPSVPQRKLMRYHSVSTETPHKR---------------------------------------------   593
gi|189514560|ref|XP_689617.3| STTLSSTHQETSLQEPLCSLLL--SSPLRSHNSTGNLKHLEGSDRGQE-DPESPPQGFRRRASTISHSPMLSSSEPSLPPLQPTAANKPKLVRHYSVSTDSPHQS---------------------------------------------   652
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gi|120587003|ref|NP_062610.2| --------------------------------------------------KDFESKAN-HLGDTDGTPVKTRRHSWRQQIFLRVATPQKACDSPSRYEDYSELGELPPRSPLEPVCEDGPFGPVQEEK-RKTSRELRELWKKAILQQILL   728
gi|109499693|ref|XP_341216.3| GEQSGNAVPKSVSYRNALRKKLHSSSSVPNFLKFLAPVDENNTCDFKNTNRDFESKAN-HLGDTDGTPVKARRHSWRQQIFLRVATPQKACDSPSRYEDYSELGELPPRSPLEPVCEDGPFGPVQEEK-KKTSRELRELWKKAILQQILL   823
gi|50658061|ref|NP_055988.2| --------------------------------------------------KDFESKAN-HLGDSGGTPVKTRRHSWRQQIFLRVATPQKACDSSSRYEDYSELGELPPRSPLEPVCEDGPFGPPPEEK-KRTSRELRELWQKAILQQILL   734
gi|114593540|ref|XP_001137272.1| --------------------RLNPSASSPNFFKYLKHNSSGEQSGNAVPKRDFESKAN-HLGDSGGTPVKTRRHSWRQQIFLRVATPQKACDSSSRYEDYSELGELPPRSPLEPVCEDGPFGPPPEEK-KRTSRELRELWQKAILQQILL   788
gi|73951584|ref|XP_536262.2| --------------------------------------------------KDFDSKAE-HLGDANGTPVKTRRHSWRQQIFLRVATPQKACESPSRYEDYSELGEHPPRSPLEPVCEDGPSGPVPEEK-KRTSRELRELWQKAILQQILL   757
gi|119893781|ref|XP_611974.3| --------------------------------------------------KDFESKAD-HISDASRTPVKTRRHSWRQQIFLRVATPQKACESPKRYEDYSELGELPPRSPLEPVCEDGPFGPVPEEK-KRTSHELRELWQKAILQQILL   731
gi|118090617|ref|XP_423827.2| --------------------------------------------------NDYESKHS-QQAAGADSPVRTRRHSWRQQIFLRVATPQKACDSPSRYDDYTELGELPPRSPLEPVCEDGPFGPVKEER-KRTSRELRELWKKAIIQQILL   691
gi|189514560|ref|XP_689617.3| --------------------------------------------------NDVAALSSPGCVIGDDSPLRNRRHSWRQQIFLRVATPQKGSDAKESTLEVGSRMALGGG----VGGGDKTLGAVPEERRKRSGAELRKLWRKAILQQILL   748
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gi|120587003|ref|NP_062610.2| LRMEKENQKLQASENDLLNKRLKLDYEEITPCLKEVTTVWEKMLSTPGRSKIKFDMEKVHSAVGQGVPRHHRGEIWKFLAEQFHLKHPFPSKQQPK-DVPYKELLKKLTSQQHAILIDLGRTFPTHPYFSAQLGAGQLSLYNILKAYSLL   877
gi|109499693|ref|XP_341216.3| LRMEKENQKLQASENDLLNKRLKLDYEEITPCLKEVTTVWEKMLSTPGRSKIKFDMEKVHSAVGQGVPRHHRGEIWKFLAEQFHLKHPFPSKQQPK-DVPYKELLKKLTSQQHAILIDLGRTFPTHPYFSAQLGAGQLSLYNILKAYSLL   972
gi|50658061|ref|NP_055988.2| LRMEKENQKLQASENDLLNKRLKLDYEEITPCLKEVTTVWEKMLSTPGRSKIKFDMEKMHSAVGQGVPRHHRGEIWKFLAEQFHLKHQFPSKQQPK-DVPYKELLKQLTSQQHAILIDLGRTFPTHPYFSAQLGAGQLSLYNILKAYSLL   883
gi|114593540|ref|XP_001137272.1| LRMEKENQKLQASENDLLNKRLKLDYEEITPCLKEVTTVWEKMLSTPGRSKIKFDMEKMHSAVGQGVPRHHRGEIWKFLAEQFHLKHQFPSKQQPK-DVPYKELLKQLTSQQHAILIDLGRTFPTHPYFSAQLGAGQLSLYNILKAYSLL   937
gi|73951584|ref|XP_536262.2| LRMEKENQKLKASENDLLNKRLKLDYEEITPCLKEVTTVWEKMLSTPGRSKIKFDMEKMHSAVGQGVPRHLRGEIWKFLAEQYRLRHQFPSKQQPK-DTPYKELLKRLTSQQHAILIDLGRTFPTHPYFSTQLGAGQLSLYNILKAYSLL   906
gi|119893781|ref|XP_611974.3| LRMEKENQKLQASENDLLNKRLKLDYEEITPCLKEVTTVWEKILSTPGRSKIKFDMEKMHSAVGQGVPRHHRGEIWKFLAEQYHLKHPFPCKQQPK-DTPYKELLKQLTSQQHAILIDLGRTFPTHPYYSAQLGAGQLSLYNILKAYSLL   880
gi|118090617|ref|XP_423827.2| LRMEKENQKLQASENNLQNRRLKLDYEEITPCLKEVTLIWEKMLSTPGRSKIKFDMEKIHSAVGQGVPRHHRGEIWKFLAEQYHLKHQFPNKQQPK-DTPYKELLKQLTSQQHAILIDLGRTFPTHPYFSAQLGAGQLSLYNILKAYSLL   840
gi|189514560|ref|XP_689617.3| LRMEKENQKLQASESDLQCKRQKLDYEEITPCLKDVTLVWERMLGTAGRAKVRFDMDEIHGAVGQGVPRQHRGEIWKFLSEQYLLRQEVPSAKPPNNDTPYKELLKQLTSQQHAILIDLGRTFPTHPYFSAQLGAGQLSLYNLLKAYSLL   898
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gi|120587003|ref|NP_062610.2| DQEVGYCQGLSFVAGILLLHMSEEEAFKMLKFLMFDMGLRKQYRPDMIILQIQMYQLSRLLHDYHRDLYNHLEEHEIGPSLYAAPWFLTVFASQFPLGFVARVFDMIFLQGSEVIFKVALSLLGSHKPLILQHENLETIVDFIKNTLPNL  1027
gi|109499693|ref|XP_341216.3| DQEVGYCQGLSFVAGILLLHMSEEEAFKMLKFLMFDMGLRKQYRPDMIILQIQMYQLSRLLHDYHRDLYNHLEEYEIGPSLYAAPWFLTVFASQFPLGFVARVFDMIFLQGSEVIFKVALSLLGSHKPLILQHENLETIVDFIKNTLPNL  1122
gi|50658061|ref|NP_055988.2| DQEVGYCQGLSFVAGILLLHMSEEEAFKMLKFLMFDMGLRKQYRPDMIILQIQMYQLSRLLHDYHRDLYNHLEEHEIGPSLYAAPWFLTMFASQFPLGFVARVFDMIFLQGTEVIFKVALSLLGSHKPLILQHENLETIVDFIKSTLPNL  1033
gi|114593540|ref|XP_001137272.1| DQEVGYCQGLSFVAGILLLHMSEEEAFKMLKFLMFDMGLRKQYRPDMIILQIQMYQLSRLLHDYHRDLYNHLEEHEIGPSLYAAPWFLTMFASQFPLGFVARVFDMIFLQGTEVIFKVALSLLGSHKPLILQHENLETIVDFIKSTLPNL  1087
gi|73951584|ref|XP_536262.2| DQEVGYCQGLSFVAGILLLHMGEEEAFNMLKFLMFEMGLRKQYRPDMIILQIQMYQLSRLLHDYHRDLYNHLEEHEIGPSLYAAPWFLTVFASQFPLGFVARVFDMIFLQGSEVMFKVALSLLGSHKPLILQHENLETIVDFIKNTLPNL  1056
gi|119893781|ref|XP_611974.3| DQEVGYCQGLSFVAGILLLHMGEEEAFNMLKFLMFDMGLRKQYRPDMIILQIQMYQLSRLLHDYHRDLYNHLEEHEIGPSLYAAPWFLTVFASQFPLGFVARVFDMIFLQGSEVIFKVALSLLGSHKPLILQHENLETIVDFIKSTLPNL  1030
gi|118090617|ref|XP_423827.2| DQEVGYCQGLSFVAGVLLLHMSEEDAFKMLKFLMFDVGLRKQYRPDMTILQIQMYQLSRLLHDYHRDLYNHLEEHEIGPSLYAAPWFLTMFASQFPLGFVARVFDMLFLQGSEAIFKVALSLLGSHKPLILQHENLETIVDFIKNTLPNL   990
gi|189514560|ref|XP_689617.3| DPEVGYCQGLSFVAGVLLLHMSEEDAFHMLKFLMYDMGLRKQYRPDMIILQIQMYQLSRLLHDYHRELYSHLELYEIGPSLYAAPWFLTAFASHFPLGFVARVFDMLFLQGSEVIFKVALSLLGSHKPLILQHDNLEAIVEFIKTTLPNL  1048
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gi|120587003|ref|NP_062610.2| GLVQMEKTISQVFEMDIAKQLQAYEVEYHVLQEELIE-SSPLSDNQRMEKLEKTNSSLRKQNLDLLEQLQVANARIQSLEATVEKLLTSESKLKQAALTLEVERSALLQMVEELRRQS--ARPSTPEPDCTQLEPTGD-  1162
gi|109499693|ref|XP_341216.3| GLVQMEKTISQVFEMDIAKQLQAYEVEYHVLQEELID-SSPLSDNQRMDKLEKTNSSLRKQNLDLLEQLQVANARIQSLEVTVEKLLTSESKLKQAVLTLEMERSALLQMVEELRRQM--AQPSTAEPDCTRLEPTGD-  1257
gi|50658061|ref|NP_055988.2| GLVQMEKTINQVFEMDIAKQLQAYEVEYHVLQEELID-SSPLSDNQRMDKLEKTNSSLRKQNLDLLEQLQVANGRIQSLEATIEKLLSSESKLKQAMLTLELERSALLQTVEELRRRS--AEPSDREPECTQPEPTGD-  1168
gi|114593540|ref|XP_001137272.1| GLVQMEKTINQVFEMDIAKQLQAYEVEYHVLQEELID-SSPLSDNQRMDKLEKTNSSLRKQNLDLLEQLQVANGRIQSLEATTEKLLSSESKLKQAMLTLELERSALLQTVEELQRRS--AEPSDREPECTQPEPTGD-  1222
gi|73951584|ref|XP_536262.2| GLVQMEKTISQVFEMDISKQLQAYEVEYHVLQEELID-SSPLSDNQRMDKLEKTNSSLRKQNLDLLEQLQVANGRIQSLEATVEKLLTSESKLKQAALALELERSALLQTVEELRRQVT-AEPRGLEPDLTGPGPAGD-  1192
gi|119893781|ref|XP_611974.3| GLVQMEKTISQVFETDISKQLQAYEVEYHVLQEELID-SSPLSDNQRMDKLEKTNSSLRKQNLDLLEQLQVANGRIQSLEATVEKLLTSESKLKQATLALELERSALLQTVEQLRRQT--AELGSQESDPTLPKPSGD-  1165
gi|118090617|ref|XP_423827.2| GLVQMEKTISQVFEMDIAKQLQAYEVEYHVLQDELID-SS-LNDNQRLDKLEKANSSLRKQNFELLEELQVANGKIQNLEATVELLLTNEGKLKESILTLEQERTALQKAVEEMRRKI---GDTNEKPLLTRQEHLDAD  1124
gi|189514560|ref|XP_689617.3| GLVQMEKTINQVSEMDISKQLQAYEVEYHVLQDELLDGPSTLSHSQRAAQLEKTNGSLRQQNLDLLEELQVAHAKIRCLETRVDGLVNREAELQSQVKTLQQEQTDLQQTVCKLRDLLSSLGISNPCPDLQILTNNNQ-  1186
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