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gi|115442355|ref|NP_001045457.1| LLDIVKNCTYVGLADE--AFALIQHNTRLYLVNVVNISKELMYQQALCRFGNFNAIQLSEPAPLQELLVMALKDDE--------LMS--DEKDDEKLEIAEVNTEILKENAEMINEYFSIHIDQDG--------KLTRLPVVLDQYTPDM   590
gi|50307053|ref|XP_453504.1| LTNIFANLTYVGIVDETRRLASIQCDLKLFLVDYGSICNELFYQIGLSDFSNFGKIMLFDEDETEAGFNITK--------------ILENIDTLRIET-IQEIIEKLTSMKEMMNEYFSIEIETN--DGGWNKARIKSIPLLLKDYNPPL   621
gi|45198322|ref|NP_985351.1| LTSVFADMTYVGVVDATRRLASIQHGLKLFLVDYGSLCNELFYQIGLTDFANFGKIYIQDEVENREGLAIYQ--------------LLSKIDNASQSN-ILEITQQLWDMREMLENYYSIEICGD--ETDLTNVRIKSVPLLLKDYVPPL   665
gi|6323819|ref|NP_013890.1| LTDIFANLNYVGVVDEERRLAAIQHDLKLFLIDYGSVCYELFYQIGLTDFANFGKINLQSTNVS-DDIVLYN--------------LLSEFDELNDDASKEKIISKIWDMSSMLNEYYSIELVNDGLDNDLKSVKLKSLPLLLKGYIPSL   663
gi|145612427|ref|XP_367196.2| LTDIFANHTFVGIVDERRRLAAIQGGVKLYLVDYGRASFEYFYQLGLTDFGNMGAICFSPPLDIRELIRVAAEREMSQ------RKDTSDETMVDVDEIVEKITNQLTKFGPMLLEYFNLEVTPTG--------ELVSIPLLVKGYTPPI   558
gi|85108177|ref|XP_962522.1| LTEIFANHTFVGIVDERRRLAAIQGGVKLYLVDYGRVCYEYFYQLGLTDFGNFGTIRFDPPLDLRELLSMAAESERTATADATGRVDKDGDDEMDVSEIVELVADQLVERREMLLEYFSFEISPAG--------ELLSIPLLIKGYTPSM   639
gi|19112991|ref|NP_596199.1| ATNILTEHKYVGLVCPTRRIAAVQHNIGLYVVDYGKLSYHLFYQICLTEFGNYGEFVLETPLSISDLFEIVN----------------GDEDKSESEK----FTRLLVSRRDMLKDYFSISVTSGG--------LLTAVPMLSPKYHPPF   587
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gi|17136968|ref|NP_477022.1| AHLPVYLLRLATE-VDWEQETRCFETFCRETARFYAQL----------------------------DWREGATAGF---------------------------------------SRWTMEHVLFPAFKKYLLPPPRIKD--QIYELTNL   654
gi|158300415|ref|XP_320342.4| VFLPMYVIRLATD-VEWEEEQECFRTFSRETAHFFSRI----------------------------ALTKPEKE-----------------------------------------YRWELEHVLYPAVRNYLIPPKEMAKNGSLLQLASL   664
gi|19387852|ref|NP_081086.1| EGLPIFILRLATE-VNWDEEKECFESLSKECAMFYSIR----------------------------KQYILEESTL-------------------------SGQQSDMPGSTSKPWKWTVEHIIYKAFRSHLLPPKHFTEDGNVLQLANL   750
gi|13591989|ref|NP_112315.1| EGLPIFILRLATE-VNWDEE-ECFESLSKECAVFYSIR----------------------------KQYILEESAL-------------------------SGQQSDMPGSPSKPWKWTVEHIIYKAFRSHLLPPKHFTEDGNVLQLANL   747
gi|4557757|ref|NP_000240.1| EGLPIFILRLATE-VNWDEEKECFESLSKECAMFYSIR----------------------------KQYISEESTL-------------------------SGQQSEVPGSIPNSWKWTVEHIVYKALRSHILPPKHFTEDGNILQLANL   746
gi|114585960|ref|XP_001170433.1| EGLPIFILRLATE-VNWDEEKECFESLSKECAMFYSIR----------------------------KQYISEESTL-------------------------SGQQSEVPGSIPNSWKWTVEHIVYKALRSHILPPKHFTEDGNILQLANL   746
gi|73989704|ref|XP_534219.2| EGLPIFILRLATE-VNWDEEKECFESLSKECAMFYSIR----------------------------KQYISEESTL-------------------------SGQQSEVCGSSANPWKWTVEHIVYKAFRSHLLPPKHFTEDGNILQLANL   747
gi|194677180|ref|XP_001790604.1| EGLPIFILRLATE-VNWDEEKECFESLSKECAMFYSIR----------------------------KQYVSAESTL-------------------------SGQQSEVPGSTANPWKWTVEHVIYKAFRSHLLPPKHFTEDGNILQLANL   748
gi|50732924|ref|XP_418828.1| EGLPMFILRLATE-VNWDEEKECFETLSKELSMFYSIR----------------------------KQYIIDETNL-------------------------TRSQNEDSDSGPPPWKWTVEHVVYKAFRTHLLPPKHFTDDGNILQLANL   747
gi|41054934|ref|NP_956953.1| EGLPMFILRLATE-VNWDKEKECFREFSVECSHFYSIR----------------------------KSYTLEADAD-------------------------EPQDAEMS------WQWKVEHVLFKALRSLFSPAKHLSEDGSVLQIASL   714
gi|30680985|ref|NP_567345.2| DRVPEFLLCLGND-VEWEDEKSCFQGVSAAIGNFYAMHPPLLPNPSGDGIQFYSKRGESSQEKSDLEGNVDMEDNL-------------------------DQDLLSDAENAWAQREWSIQHVLFPSMRLFLKPPASMASNGTFVKVASL   727
gi|115442355|ref|NP_001045457.1| DRLPEFVLALGND-VTWDDEKECFRTVASAVGNFYALHPPILPNPSGNGIHLYKKNRDSMADEHAENDLISDENDV-------------------------DQELLAEAEAAWAQREWTIQHVLFPSMRLFLKPPKSMATDGTFVQVASL   714
gi|50307053|ref|XP_453504.1| SKLPFFLYRLGTQ-VNWEDEMECLDGILRQLALFYIPPI---------------------------IEKIHENDP---------------------------EHLSSTYAAEMNELTDTMDHVVFPVIKRRLLAPKILLKD--VVEVANL   714
gi|45198322|ref|NP_985351.1| SKLPFFLYRMGTK-VDWSSEKECLEGILRQLALFYIPEI---------------------------IEHVDINDDT------------------------IDGDVRAYYISKAEHIGTVLEQVVFPTIKRRLLASTRLLKD--IVEVANL   761
gi|6323819|ref|NP_013890.1| VKLPFFIYRLGKE-VDWEDEQECLDGILREIALLYIPDM---------------------------VPKVDTSDAS------------------------LSEDEKAQFINRKEHISSLLEHVLFPCIKRRFLAPRHILKD--VVEIANL   759
gi|145612427|ref|XP_367196.2| VKLPQFLFRLGPHNVDWTDEKACFESILRELASFYVPEQ---------------------------LPPTASIQDKGADENEAGDSSQPSPSPDEESEIPGTKAVDQTLETRRREVRWAVEHIIFPAFKARLVATNTLMKSG-VLEVANL   680
gi|85108177|ref|XP_962522.1| AKLPRFLLELGPR-VDWSEEKACFEGFLKELAIFYVPER---------------------------LPATIGTDDLSSVQG-------------------GDKDVDVETVARRHHVRFALEHYLFPAFKSRLVATKSLMQTG-ILEVANL   741
gi|19112991|ref|NP_596199.1| EQLPLLISSLTPKFFDWLDEKSCLNGIMKAIAKFYVPLP---------------------------LSYEE------------------------------------SDVKSIRSLESCLEDYLFPEFRRRVICPKKVFEEKCIYQITSL   674
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gi|17136968|ref|NP_477022.1| PTLYKVFERC   664
gi|158300415|ref|XP_320342.4| PELYRVFERC   674
gi|19387852|ref|NP_081086.1| PDLYKVFERC   760
gi|13591989|ref|NP_112315.1| PDLCKVFERC   757
gi|4557757|ref|NP_000240.1| PDLYKVFERC   756
gi|114585960|ref|XP_001170433.1| PDLYKVFERC   756
gi|73989704|ref|XP_534219.2| PDLYKVFERC   757
gi|194677180|ref|XP_001790604.1| PDLYKVFERC   758
gi|50732924|ref|XP_418828.1| PDLYKVFERC   757
gi|41054934|ref|NP_956953.1| PDLYKVFERC   724
gi|30680985|ref|NP_567345.2| EKLYKIFERC   737
gi|115442355|ref|NP_001045457.1| EKLYKIFERC   724
gi|50307053|ref|XP_453504.1| PGLYKVFERC   724
gi|45198322|ref|NP_985351.1| PGLYKVFERC   771
gi|6323819|ref|NP_013890.1| PDLYKVFERC   769
gi|145612427|ref|XP_367196.2| KGLYRVFERC   690
gi|85108177|ref|XP_962522.1| KGLYRVFERC   751
gi|19112991|ref|NP_596199.1| PRLYNVFERC   684
                         .......910


