
                                                                                                                                                     .                   :   *          
gi|39973979|ref|XP_368380.1| ------------------------------------------------------------------------------MDLHELQSKLTLWLDEASHAFQR----VPGSAVLIRYVKSSYQNDPVR-------SAIELVLVVFFIRYLMA   150
gi|85089501|ref|XP_957979.1| ------------------------------------------------------------------------------MELQELQTHLTEWLNEAITAFQK----VPGSAVLIRYVRSSYQNDPVR-------SAIELVLVIFFIRYLMA   150
gi|19112640|ref|NP_595848.1| -----------------------------------------------------------------------------MSYSYPFFDDVYAYYNQTVTFFGKALDVLPGSPIVKRYIKSSYQNDPLR-------TFIEFLLLVFAAYYVLR   150
gi|24653276|ref|NP_610842.1| ---------------------------------------------------------------------------------------------------------MVAIQ-LFNEIGSIFRNTPTF------ALVLETLLLITVIWLLLH   150
gi|158289895|ref|XP_311520.4| ---------------------------------------------------------------------------------------------------------MVNTPYIINEIYDILQKSSPF------ELTLEALLALGVIWIVFY   150
gi|29244577|ref|NP_033295.2| -------------------------------------------------------------------------------------------------------MATVAEQWVLVEMVQALYEAPAY------HLILEGILILWIIRLVFS   150
gi|109504676|ref|XP_341496.3| -------------------------------------------------------------------------------------------------------MATVAEQWVLVEMVQALYEAPAY------HLILEGILILWIIRLVFS   150
gi|5454084|ref|NP_006406.1| -------------------------------------------------------------------------------------------------------MATATEQWVLVEMVQALYEAPAY------HLILEGILILWIIRLLFS   150
gi|73946708|ref|XP_541308.2| -------------------------------------------------------------------------------------------------------MATAAEQWVLVEMVQALYEAPAY------HLILEGILILWIIRLLFS   150
gi|77736443|ref|NP_001029921.1| -------------------------------------------------------------------------------------------------------MATVAEQWVLVEMVQALYEAPAY------HLILEGILILWIIRLLFS   150
gi|118104215|ref|XP_423815.2| MVQAFYEVRRVCRGGMLGGGEPRPGVATGSEQTAAGPRPSRSDCGLSRRLPAALAVAVGISWHRQRKAGFRLSGSQEESGRELERCASPAGPPAPCALVYLQFLHSILNVWLLLKLLNSVYQAPAY------HLILEGILILWIIRLIFS   150
gi|66472918|ref|NP_001018307.1| --------------------------------------------------------------------------------------------------------MASGQQWVLVEMVQAFYEAPAY------HLILEGFLILWIIRLLFS   150
gi|71982617|ref|NP_001021978.1| -------------------------------------------------------------------------------------------------------------------MGFLPDSWHFY------IETLLVALLAYVVMRNRS   150
gi|115449375|ref|NP_001048451.1| -----------------------------------------------------------------------------NGAEFVNLGRKGKLLSSMEMVLPVANATAAALARVSAMFNAPLARAVVFGIHIDGHLVVEGLLIAAILFQLSR   150
gi|115481358|ref|NP_001064272.1| ---------------------------------------------------------------------------------------------MMEMVLPVANATAAALARVSAVFNAPLARAVVFGIHIDGHLVVEGLLIAAILFQLSR   150
gi|115451951|ref|NP_001049576.1| ----------------------------------------------------------------------------------------------MDMALPIVNATAAVLARVSAAFNAPFARAVVFGVHIDGHLVVEGLLIAVIVFQLSR   150
gi|79326362|ref|NP_001031796.1| ------------------------------------------------------------------------------------------------MASNLVEMFNAALNWVTMILESPSARVVLFGVPIRGHFFVEGLLGVVIIILLTR   150
gi|6323954|ref|NP_014025.1| ----------------------------------------------------------------------MAHIPEVLPKSIPIPAFIVTTSSYLWYYFNLVLTQIPGGQFIVSYIKKSHHDDPYR-----TTVEIGLILYGIIYYLSKP   150
gi|50302995|ref|XP_451435.1| -------------------------------------------------------------------MIDSVNVPEVLPSSIPVPSAVISSASYLWFYFITFFKLIPGAHYVIDYVEKSHQDDPYR-----TFVEVLLILYSIVYFLSKP   150
gi|45185375|ref|NP_983092.1| -------------------------------------------------------------------------MYQSLCHRHPVPTSVITVTSYVLFYLQRIIMAIPGAHYMVEYIAKSHQDDPYR-----TMVELGLILYGIVYYLNKP   150
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gi|39973979|ref|XP_368380.1| PSYSTHKQNFIKLREDEIDELVEDWTPEPLVPARTAQEEAEAEKLPVIVGPTGPKTKLASGRT--------VTNLSTYNYYNFNANEQIKEKAIQTLRTYGVGPCGPPQFYGTQDVHMKTEADIAAYIGTEGCIIYAHAFSAVTSVIPSF   300
gi|85089501|ref|XP_957979.1| PAYSTSKQNFIKLTDDEIDELVDEWTPEPLVPNMTVLEEMESEKLPIIVGATGPKSKLANGRT--------VTNLASYNFYNLNANEQIKEKAIQTLRTYGVGPCGPPQFYGTQDVHMRAEADIANYIGTEGCIVYAQAFSTISSVIPAF   300
gi|19112640|ref|NP_595848.1| KPRTSPDNNYVEFTEKEINELVDDWKPEPLVAELTDVEKLELKSIPVLESVH-LHTKLIDGRP--------ITNFASFNFLDLAENKHITECAVATLRECGLGACGPPGFYGTQDKHLRLEKDIASFIGVERAIVYAQSFQTISSVIPAF   300
gi|24653276|ref|NP_610842.1| RRGGG---RRRQLTKEEEDRIIADYEPEPLVA---DTDPNHPLLHTRVVQSRVGKRIQVDGHD--------CLNLGSHNYLGFLEDQEILEEACKSLRKYGVGSCGPRGFYGTMDVHLDLEDRIAKFMGLEEAIVYSYGFSTVASAIPAY   300
gi|158289895|ref|XP_311520.4| KR------TTKKMPMSEEE-ILARWTPEPLVA---EVPQDHPALKTKIVEGPVGKMVNVNGKE--------CINMATHNYLGLAEDEDIKQAAIKSLRKYGVGSCGPRGFYGTVDVHLELEERLAKFMNVEEAVVYSYAFSTIASAIPAY   300
gi|29244577|ref|NP_033295.2| KTYKLQ--ERSDLTAKEKEELIEEWQPEPLVP---PVSKNHPALNYNIVSGPPTHNIVVNGKE--------CVNFASFNFLGLLANPRVKATAFSSLKKYGVGTCGPRGFYGTFDVHLDLEERLAKFMKTEEAIIYSYGFSTIASAIPAY   300
gi|109504676|ref|XP_341496.3| KTYKLQ--ERSDLTAKEKEELIEEWQPEPLVP---PVSRNHPALNYNIVSGPPTHNIVVNGKE--------CVNFASFNFLGLLANPRVKAAAFASLKKYGVGTCGPRGFYGTFDVHLDLEERLAKFMKTEEAIIYSYGFSTIASAIPAY   300
gi|5454084|ref|NP_006406.1| KTYKLQ--ERSDLTVKEKEELIEEWQPEPLVP---PVPKDHPALNYNIVSGPPSHKTVVNGKE--------CINFASFNFLGLLDNPRVKAAALASLKKYGVGTCGPRGFYGTFDVHLDLEDRLAKFMKTEEAIIYSYGFATIASAIPAY   300
gi|73946708|ref|XP_541308.2| KTYKLQ--ERSDLTVKEKEELIEEWQPEPLVP---PISKDHPALNYNIVSGPPSHNIVVNGKK--------CVNFASFNFLGLLDNPRVKAAALASLKKYGVGTCGPRGFYGTFDVHLDLEDRLAKFMKTEEAIIYSYGFATIASAIPAY   300
gi|77736443|ref|NP_001029921.1| KTYKLQ--ERSDLTLKEKEELIEEWQPEPLVP---PVSKDHPALNYNIVSGPPSHNIVVNGKE--------CINFASFNFLGLLDNPRLKAAALASLKKYGVGTCGPRGFYGTFDVHLDLEDRLAKFMKTEEAIIYSYGFATIASAIPAY   300
gi|118104215|ref|XP_423815.2| KTYKLQ--ERSDLTPKEKEELIEEWQPEPLVP---PVSKDHPALNYNIVSGPPTHKIIVNGKE--------CVNFASFNFLGLLDNEKVKSAAQASLKKYGVGTCGPRGFYGTFDVHLELEDRLAKFMRTEEAIIYSYGFATIASAIPAY   300
gi|66472918|ref|NP_001018307.1| KTYKLQ--ERSDLTEKEKEELIEEWQPEPLVS---PVSKDHPSLNYDVVTGPPSHKIIVNGKE--------CINFASFNFLGLLDNERVKLKALASLKKYGVGTCGPRGFYGTFDVHLELEERLAKFMRTEEAIIYSYGFATIASAIPAY   300
gi|71982617|ref|NP_001021978.1| KRQQEK--LSKKLTERQKDELIADWTPEPLVP---ETPQDHPVLNPKYADGKMTKDVSIDGEK--------YLNMASTNFLSFIGVKRIEDRAKQTIFKYGVGSCGPRGFYGTVDVHLDLEKELAKFMGCEEAVLYSYGFATVSSAIPAY   300
gi|115449375|ref|NP_001048451.1| KSYKP---PKKPLTEREVDELCDEWQPEPLCP---PIKEG-ARIEAPTLESAAGPHTIVDGKE--------VVNFASANYLGLIGNEKILDSCIGSVEKYGVGSCGPRGFYGTIDVHLDCETKIAKFLGTQDSILYSYGISTIFSVIPAF   300
gi|115481358|ref|NP_001064272.1| KSYKP---PKKPLTEREVDELCDDWQPEPLCP---PIKEG-ARIDTPTLESAAGPHTTVDGKE--------VVNFASANYLGLIGNEKIIDSCVGSVEKYGVGSCGPRSFYGTIDVHLDCESKIANFLGTQDSILYSYGISTIFSVIPAF   300
gi|115451951|ref|NP_001049576.1| KSYKP---PKKPLSEKEIDELCDEWEPEPLCP---PIKDG-ARIDTPMLESAAAPHTTIDGKE--------VINFASANYLGLIGNEKIIDSCVGSLEKYGVGSCGPRGFYGTIDVHLDCEAKIAKFLGTPDSILYSYGISTIFSVIPAF   300
gi|79326362|ref|NP_001031796.1| KSYKP---PKRPLTEQEIDELCDEWVPEPLIP---PITED-MKHEPPVLESAAGPHTTVNGKD--------VVNFASANYLGLIGHEKLLESCTSALEKYGVGSCGPRGFYGTIDVHLDCETRISKFLGTPDSILYSYGLSTMFSTIPCF   300
gi|6323954|ref|NP_014025.1| QQKKSLQAQKPNLSPQEIDALIEDWEPEPLVDPSATDEQSWRVAKTPVTMEMPIQNHITITRNNLQEKYTNVFNLASNNFLQLSATEPVKEVVKTTIKNYGVGACGPAGFYGNQDVHYTLEYDLAQFFGTQGSVLYGQDFCAAPSVLPAF   300
gi|50302995|ref|XP_451435.1| KKKGAVDQ--PKLSEKEIDNLIEEWEPEPIVVPDERNE--WRLAKIPVIEGSGADNVINITRDNGKEAYASAFNLCSFNFLQLSKHPRVVEIAKEIIKNYGVGSCGPAGFYGNEDVHYNLEYDLASFFGTENSVLYGQDFCVSSSVIPAF   300
gi|45185375|ref|NP_983092.1| RKQGQAEQ--ARFTAREEEQLIAEWEPEPLVDPDFRQG--WRLAKMPQRRSDDMGNRVTSCATTDGIRTQTLLDRPRTLFCVCRNMDPVVARVEKTIRNYGVGSCGPAGFYGNQDLHYNLEYELARFFGTENAVLYGQDFCVASSVIPAF   300
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gi|39973979|ref|XP_368380.1| CKRGDVIIADRMANYSIRKGLELSRSSIRWHGHGDMEELEAAMAKVAKEQAK--NKK-LTRRFVVIEALSELLGDIADLPKLIELKEKYKFRLILDETWSFGVLGRTGRGLTEAQNVD-PTQVDMIVGSMAGPLCAGGGFCAGSRDVVEH   450
gi|85089501|ref|XP_957979.1| CKRGDIIVADRAVNYSIRRGLEISRSNIRWYAHNDLDDLERVMAKVVAEQAR--TKK-LTRRFLVTEALFETTGEMNDLPHLIELKEKYKFRIMLDETWSFGVLGRTGRGLTEAQNVD-PTQVDMIVGSLAGPLCAGGGFCAGPKDVVEH   450
gi|19112640|ref|NP_595848.1| SKRGDILVVDEACNFAIQKGIQISRTTIRYFKHNNMKDLERILQELEDDFVK--HNRPLTRRFIITEGISENYGDMVDLTKIVALKKKYKYRLILDETWSFGTCGRTGKGLTEHFGVP-PTDVEIIIGSLTTSLAGGGGFCAGSELMVEH   450
gi|24653276|ref|NP_610842.1| AKRGDLIFVDEAVNFAIQKGLDASRSTIVFFKHNDVEDLERLLIEQEKRDQKNPKKAAKTRRFLVAEGIYMNTGEICPLPDLVALRQKYKLRLFIDESISFGTLGQGGHGVTEHFNVD-RDEVDLISAGMEGSMATVGGFCVGSHFIAEH   450
gi|158289895|ref|XP_311520.4| SKRGDLIFVDECVNFAIQKGLDASRSKIFYYKHNDMDDLERLLQKQQIEDKRNPAKAKKTRRFLVAEAIYMNTGEVCPLPRLVELRARYKLRFFLDESISFGVLGDSGRGLIEHCNVD-KTEVDLVSAGLEWSAATIGGFCAGSSFIVEH   450
gi|29244577|ref|NP_033295.2| SKRGDIIFVDSAACFAIQKGLQASRSDIKLFKHNDVADLERLLKEQEIEDQKNPRKARVTRRFIVVEGLYMNTGTICPLPELVKLKYKYKARIFLEESLSFGVLGEHGRGVTEHYGIS-IDDIDLISANMENALASVGGFCCGRSFVVDH   450
gi|109504676|ref|XP_341496.3| SKRGDIVFVDSAACFAIQKGLQASRSDIKLFKHNDVADLERLLKEQEIEDQKNPRKARVTRRFIVAEGLYMNTGTICPLPELVRLKYKYKARIFLEESLSFGVLGEHGRGVTEHYGIS-IDDIDLISANMENALASVGGFCCGRSFVVDH   450
gi|5454084|ref|NP_006406.1| SKRGDIVFVDRAACFAIQKGLQASRSDIKLFKHNDMADLERLLKEQEIEDQKNPRKARVTRRFIVVEGLYMNTGTICPLPELVKLKYKYKARIFLEESLSFGVLGEHGRGVTEHYGIN-IDDIDLISANMENALASIGGFCCGRSFVIDH   450
gi|73946708|ref|XP_541308.2| SKRGDIVFVDRAACFAIQKGLQASRSDIKLFKHNDMADLERLLKEQEMEDQKNPRKARVTRRFIVAEGLYMNTGTICPLPELVKLKYKYKARIFLEESLSFGVLGEHGRGVTEHFGIS-IDDIDLISANMENSLASIGGFCCGRSFVIDH   450
gi|77736443|ref|NP_001029921.1| SKRGDIVFVDKAACFAIQKGLQASRSDIKVFNHNDMDDLERLLKEQEIEDQKNPRKARVTRRFIIVEGLYMNTGTVCPLPELVKLKYKYKARIFLEESLSFGVLGEHGRGVTEHFGIS-IDDIDLISANMENSLASIGGFCCGRSFVIDH   450
gi|118104215|ref|XP_423815.2| SKRGDIVFVDEAACFAIQKGLQASRSNIKLFKHNDMTDLERLLKEQETEDQKNPRKARVTRRFIVVEGLYMNTGDICPLPELIKLKYKYKVRIFLEESLSFGVLGEHGRGITEHFGIN-IDDIDLISANMENSLASIGGFCCGRSFIIDH   450
gi|66472918|ref|NP_001018307.1| SKRGDIIFVDEAACFSIQKGLQASRSFIKYFKHNDMEDLERLLKEQEIEDQKNPRKARVIRRFILVEGLYINTADICPLPELVKLKYKYKVRIFLEESMSFGVLGEHGRGVTEHFGVN-IDDIDLISANMENALASIGGFCCGRSFVIDH   450
gi|71982617|ref|NP_001021978.1| AKKGDVIFVDEGVNFAIQKGLQASRSRVEYFKHNDMEHLERLLLEQEQRDKKDPKKAKSVRRFIVVEGLYVNYADLCPLPKIIEFKWRFKVRVFIDESWSFGVIGKTGRGVTEHFNVP-MEDVDMVMASLENALASTGGFCVGRSYVVGH   450
gi|115449375|ref|NP_001048451.1| CKKGDIIVADEGVHWAVQNGLQLSRSTVVYFKHNDMASLASTLEKLTHGNKR----TEKIRRYIVVEAIYQNSGQIAPLDEIVRLKEKYRFRVILEESHSFGVLGKSGRGLAEHYGVP-IEKIDIITAGMGNALATDGGFCTGSIRVVDH   450
gi|115481358|ref|NP_001064272.1| CKKGDIIVADEGVHWAVQNGLQLSRSTVVYFKHNDMASLASILEKLTHGNKH----TEKIRRYIVVEAIYQNSGQIAPLDEIVRLKEKYRFRVILEESHSFGVLGKSGRGLAEHYGVP-VEKIDIITAGMGNALATDGGFCTGSVRVVDH   450
gi|115451951|ref|NP_001049576.1| CKKGDIIVADEGVHWAVQNGLHLSRSTVVYFKHNDMASLANTLEKLTRGNKR----AEKIRRYIVVESIYQNSGQIAPLDEIVRLKEKYRFRVILEESHSFGVLGQSGRGLAEHYGVP-IDKIDIITAGMGNALATDGGFCTGSVRVVDH   450
gi|79326362|ref|NP_001031796.1| CKKGDVIVADEGVHWGIQNGLQLSRSTIVYFKHNDMESLRITLEKIMTKYKR----SKNLRRYIVAEAVYQNSGQIAPLDEIVKLKEKYRFRVILDESNSFGVLGRSGRGLAEHHSVP-IEKIDVVTAAMGHALATEGGFCTGNARIIDY   450
gi|6323954|ref|NP_014025.1| TKRGDVIVADDQVSLPVQNALQLSRSTVYYFNHNDMNSLECLLNELTEQEKLE-KLPAIPRKFIVTEGIFHNSGDLAPLPELTKLKNKYKFRLFVDETFSIGVLGATGRGLSEHFNMDRATAIDITVGSMATALGSTGGFVLGDSVMCLH   450
gi|50302995|ref|XP_451435.1| TKRGDVIVADDKISVSSQNALQLSRSTVYYYKHNDMASLENLLHELDEAEKKE-KLPAIPRKFIVTEGIFHRTGEIAPLPELVQLKRKYKYRLFIDETFSIGVLGATGRGLTEYYNINRATSIDITVGSLATAIGSSGGFVLGDNVMVRH   450
gi|45185375|ref|NP_983092.1| TKRGDVIVADDQVSVALQNALQLSRSTVYYFKHNDMKSLEELLTKLDERDRAE-HLPALPRKFIVTEGLFQNSGDIAPLPELVKLKGAFHYRLVVDETNSLGVLGNTGRGLSEHFNVQRCSSIDITIGSMATALGSSGGFVLGDNVMSRH   450
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gi|39973979|ref|XP_368380.1| QRIMSTAYTFSAALPAMTAVTASETLNLLQSNPE-ILSQCRENIKALRAQLDPRSD---WVFCTSSIDNPILLLQLKPEV------------------------IASRRLTAEDQNRLLQECVDESLAN-GVWITRLKIQPVLNTIGPKE   600
gi|85089501|ref|XP_957979.1| QRLTAASYTFSAALPAMLAIIASESLHVIQENPEATLGVCRENIRLMRAQLDPKSD---WVICTSAPENPILLLVLKPQV------------------------VEARRLTAEDQERLLQEVADECLAN-NILVTRLKGGPITTHMGLKD   600
gi|19112640|ref|NP_595848.1| QRLSGMAYIYSAALPASLAVAAYEAISILSRDGGSMLNDLRSKSALFHAKLS-RNK---FFETSSDIESPIIHLRFK-----------------------------DKDISHDKQVFLLEEIVELCIAE-GFLIARAKRVESLERVK---   600
gi|24653276|ref|NP_610842.1| QRLSGLGYIFSASLPPMLTQAAISALDRFEREPQ-IFEQLQAKSKTLHQKFLRFSK----LTLRGDEVSPVKHLYLAQP-----------------------------AENFDKELKLLTELADKCIAR-GVAVVQAAYLQNRERQP---   600
gi|158289895|ref|XP_311520.4| QRLSGLGYCFSASLPPLLAQAAISALDRFESNPR-IFVELRERCRMVSNKLSQLKH----FQSRGDPLSPVKHLYLKHK-----------------------------HESWAHEKMLLDEISTECIDN-GLAVIAAEYLETMEKHC---   600
gi|29244577|ref|NP_033295.2| QRLSGQGYCFSASLPPLLAAAAIEALNIMEENPD-IFAVLKKKCQNIHKSLQGVSG----LKVVGESLSPALHLQLEES-----------------------------TGSREKDVKLLQAIVDQCMDK-GIALTQARYLDKEEKCL---   600
gi|109504676|ref|XP_341496.3| QRLSGQGYCFSASLPPLLAAAAIEALNIMEENPG-IFAVLKKKCQTIHKSLQGVSG----LKVVGESLCPALHLQLEES-----------------------------TGSRERDMKLLQEIVEQCMNK-GIALTQARYLDKEEKCL---   600
gi|5454084|ref|NP_006406.1| QRLSGQGYCFSASLPPLLAAAAIEALNIMEENPG-IFAVLKEKCGQIHKALQGISG----LKVVGESLSPAFHLQLEES-----------------------------TGSREQDVRLLQEIVDQCMNR-SIALTQARYLEKEEKCL---   600
gi|73946708|ref|XP_541308.2| QRLSGQGYCFSASLPPLLAAAAIEALNIMEENPG-IFSVLKEKCKRIHKALQGISG----LKVVGESLSPAFHLQLKDS-----------------------------TGSREKDVKLLQEIVNHCMDR-SIALTQARYLEKEEKCL---   600
gi|77736443|ref|NP_001029921.1| QRLSGQGYCFSASLPPLLAAAAIEALNIMEENPG-IFAVLKEKCKRIHKALQGIPG----LKVVGESISPALHLQLEET-----------------------------TGCRERDVKLLQEIVTQCMDR-GIALTQARYLEKEEKYL---   600
gi|118104215|ref|XP_423815.2| QRLSGQGYCFSASLPPLLAAAAIEALNIMEDNPE-IFQTLRAKCERIHRALQGISG----LRVVGESFSPALHLRLEDS-----------------------------YGSRENDVKLLKRIVDYCINS-GIALTQARYLEKEEKCL---   600
gi|66472918|ref|NP_001018307.1| QRLSGQGYCFSASLPPMLAAAAIEALNIMEEDPG-IFRVLREKCRNVHKALQGTAG----LKVVGESFAPALHLQLENS-----------------------------TGSRVNDLKLLRAIVDYSLDR-QVALTLARYLDKEERFL---   600
gi|71982617|ref|NP_001021978.1| QRLSGLGYCFSASLPPLLATAASEAISIIDEEPS-RVQKVTEMAINGQKKLQDALSGS-KFSLQGCPESPMKHIYYNG----------------------------------EDEEKQLDTFVETVFTKNHLLLTRARYLDKDELFK---   600
gi|115449375|ref|NP_001048451.1| QRLSSSGYVFSASLPPYLASAAISAVDHLEENPS-VLANLRSNITLLHKELSDVQG----LEIASNILSPIVFLKLKTS-----------------------------TGSAVADLELLEVISEKVLKE-DSVFIAATKRSSLDKCR---   600
gi|115481358|ref|NP_001064272.1| QRLSSSGYVFSASLPPYLASAAMSAVNHLEENPS-VLANLRSNIALLHKELSDIPG----LEIASNILSPIVFLKLKTP-----------------------------TGSAVADLELLEIIAEKVLME-DSVFIAATKRSSLDKCR---   600
gi|115451951|ref|NP_001049576.1| QRLSSSGYVFSASLPPYLASAAVSAVSYLEGNPS-VLADLRSNISFLHKELSGTPG----LEISSHVLSPIVFLKLKKS-----------------------------TGSSNTDIDLLETIAERVLKE-DSVFIVASKRSPLDRCK---   600
gi|79326362|ref|NP_001031796.1| QRLSSSGYVFSASLPPYLASAAITAIDVIDQNPD-MLVKLKQNVALLWKGLSDIKG----MSLTSNRESPIVFLKLEKS-----------------------------SGSAKDDLLLLEKMADRALKE-DSLLVVSSKRSFLDKCR---   600
gi|6323954|ref|NP_014025.1| QRIGSNAYCFSACLPAYTVTSVSKVLKLMDSNND-AVQTLQKLSKSLHDSFASDDSLRSYVIVTSSPVSAVLHLQLTPAYRSRKFGYTCEQLFETMSALQKKSQTNKFIEPYEEEEKFLQSIVDHALINYNVLITRNTIVLKQETLP---   600
gi|50302995|ref|XP_451435.1| QRIGSNAYCFSASLPPYAVRTASTVLQMMDEDNS-SVTKLRYLSNKLHEWFQTDTELLRYIEVTSHRDSSVLHFQLTDAQRQQKFGSSIESVFQESQYQQQHCISDHFVESWEKEEIFLQAIVDTVLIDGNILISRDTIVLKQETLP---   600
gi|45185375|ref|NP_983092.1| QRIGSNAYCYSASLPAYTCAGALAMLQTMDADNS-AVQNLRTLAKAFHASFTSDLELAEYILVTSNENSSVLHLQLAPAFRMRLFGSSAESIYDELVQLRARHATSLYVDSWEQEERFLQRIVDRVLKDG-VLITRNTVVLKHESLP---   600
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gi|39973979|ref|XP_368380.1| NI-TIQPALKVCVTSGLSRKDIERAGTTIRHAITKVMKSNAKLSPAVAPA   650
gi|85089501|ref|XP_957979.1| NVYTATPALKVCVTSGLSKKETEKAGIAIRHAITKVMTKKGNNKLGVPTA   650
gi|19112640|ref|NP_595848.1| ----VQPSLRICISTGHSAEEIEKLALLIKEKTEIVFDKHKVINQV----   650
gi|24653276|ref|NP_610842.1| ----VRPSIRIAVNRLLESSEIDNAFEVIESVSSSVL-------------   650
gi|158289895|ref|XP_311520.4| ----PRPSIRLTVNRLLTEKEIDDAFRILEHVSEKVFASAG---------   650
gi|29244577|ref|NP_033295.2| ----PPPSIRVVVTVEQTEEELQRAASTIREAAQAVLL------------   650
gi|109504676|ref|XP_341496.3| ----PPPSIRVVVTVEQTDEELQRAAATIREAAQAVLL------------   650
gi|5454084|ref|NP_006406.1| ----PPPSIRVVVTVEQTEEELERAASTIKEVAQAVLL------------   650
gi|73946708|ref|XP_541308.2| ----PPPSIRVVVTVEQTDEELERAARTIKEVAQAVLL------------   650
gi|77736443|ref|NP_001029921.1| ----PPPSIRVVVTVEQTEEDLEKAASTISEVAQTVLL------------   650
gi|118104215|ref|XP_423815.2| ----PSPSIRVVVTVEQTEQELDKAASLIKEAAKSVLN------------   650
gi|66472918|ref|NP_001018307.1| ----PPPSIRVVVTVEQTQEEIEKAAQCIREAALHVLK------------   650
gi|71982617|ref|NP_001021978.1| ----IRPSIRVMFQHDLTEEEIQRAVDAIRVVAHKF--------------   650
gi|115449375|ref|NP_001048451.1| ----LPVGIRLFVSAGHTESDILKVSESLKRVAASVL-------------   650
gi|115481358|ref|NP_001064272.1| ----LPVGIRLFVSAGHTESDIFKVSASLKRVAASVV-------------   650
gi|115451951|ref|NP_001049576.1| ----LPVGIRLFMSAGHTDSDISKVSSSLKRVSASVLSDYI---------   650
gi|79326362|ref|NP_001031796.1| ----LPVGIKLYVSAGHSESDLLKASESLKRLASELLLKS----------   650
gi|6323954|ref|NP_014025.1| ----IVPSLKICCNAAMSPEELKNACESVKQSILACCQESNK--------   650
gi|50302995|ref|XP_451435.1| ----VTPNISICCNSSMEESQLLDAYNVIRIAIIKHCSEA----------   650
gi|45185375|ref|NP_983092.1| ----IVPSLKAYCHAAMSCSELERAHEVIKAAIIACCAQPSL--------   650
                         .......610.......620.......630.......640.......650


