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gi|124494256|ref|NP_032538.2| -------------------------------------------------MLTPPLLLLLPLLSALVSG--ATMDAPKTCSPKQFACRDQITCISKGWRCDGERDCPDGSDEAPEICPQSK------AQRCPPNEHSCLGTELCVPMSRLC   150
gi|62652278|ref|XP_243524.3| -------------------------------------------------MLTPPLLLLLPLLSALVAG--ATMDAPKTCSPKQFACRDQITCISKGWRCDGERDCPDGSDEAPEICPQSK------AQRCPPNEHSCLGTELCVPMSRLC   150
gi|126012562|ref|NP_002323.2| -------------------------------------------------MLTPPLLLLLPLLSALVA---AAIDAPKTCSPKQFACRDQITCISKGWRCDGERDCPDGSDEAPEICPQSK------AQRCQPNEHNCLGTELCVPMSRLC   150
gi|73968460|ref|XP_538245.2| -------------------------------------------------MLTPPPLLLLPLLSALAA---AAIDAPKTCSPKQFACRDQITCISKGWRCDGERDCPDGSDEAPEICPQSK------AQRCQPNEHNCLGTELCVLMSRLC   150
gi|292627062|ref|XP_001920591.2| ------------------------------------------MPSCNANMLAVGLLYLGLVLALEVVDPTRAIEAPKTCSPKQFVCKDQVTCISKGWRCDGEKDCPDGSDESPDICHHTQ------VTQCPPNEFECRGTDVCIHLSKLC   150
gi|28573304|ref|NP_788284.1| MQTVAETQMIEWLAACTSSFFLCILSDHYSVIYPIAGPCPASYFTCNDGFCIPMRWKCDSKADCPDMSDE-GSECAPKCNEGQFRCGVSRHCIPNNWLCDGEFDCGKGDISDELNCPNGD------TPKCRAFEGQCR-NGDCLELSRFC   150
gi|158300186|ref|XP_320185.4| -----------FPVTCSQSQFTCVM----------------------DGKCIPALWRCDTSADCSDGSDEVGCDKAHACNEGMFHCTVSNRCIPHDWTCDGDVDCGLVEKYDMVDVSDEDPQLCRAHTKCLPTQALCS-DGKCLEIDRFC   150
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gi|124494256|ref|NP_032538.2| NGIQDCMDGSDEGAHCR-----ELRANCSRMGCQHHCVPTPSGPTCYCNSSFQLQA-DGKTCKDFDECSVYGTCSQLCTNTDGSFTCGCVEGYLLQPDNRSCKAKNEPVDRPPVLLIANSQNILATYLSGAQVS----------------   300
gi|62652278|ref|XP_243524.3| NGIQDCMDGSDEGAHCR-----ELRVNCSRMGCQHHCVPTPSGPTCYCNNSFQLQA-DGKTCKDFDECSVYGTCSQLCTNTDGSFTCGCVEGYLLQPDNRSCKAKNEPVDRPPVLLIANSQNILATYLSGAQVS----------------   300
gi|126012562|ref|NP_002323.2| NGVQDCMDGSDEGPHCR-----ELQGNCSRLGCQHHCVPTLDGPTCYCNSSFQLQA-DGKTCKDFDECSVYGTCSQLCTNTDGSFICGCVEGYLLQPDNRSCKAKNEPVDRPPVLLIANSQNILATYLSGAQVS----------------   300
gi|73968460|ref|XP_538245.2| NGVQDCVDGSDEGPHCR-----ELQGQCSQLGCQHHCVPTLNGPTCYCNNSFQLQA-DGKTCKDFDECSVYGTCSQLCTNTDGSFTCGCVEGYLLQPDNRSCKAKNEPVDRPPVLLIANSQNILATYLSGAQVS----------------   300
gi|292627062|ref|XP_001920591.2| DGVPDCTDGRDEGPHCR-----ELASKCSIMDCQYNCSVTLSGPKCYCKNGYEVGE-DGKTCKDFNECAVYGTCSQTCTNSEGSYTCSCVEGYLPQLDNRSCKAKNDPVDRLPFLLIANSQNIQATSLSGANPI----------------   300
gi|28573304|ref|NP_788284.1| DGRWDCDNDELQCDKQ--------NAACAALNCSFNCKLTPQGARCYCPKDQVPESSNSTRCVDYDECSEPGTCDQVCRNTPGSYECSCVSGYAKTK-GNRCRAINVPPTEPTTLIFLSRDGVQSVGTNGTEVIGPPGAKDNDKVTDKDG   300
gi|158300186|ref|XP_320185.4| DGAWDCSNDELNCSSNDTATASAPTSACDALKCSYDCRLTSEGARCFCAKDSQP---NGSVCEDFDECQIEGLCDQMCKNQPGAYQCSCTTGYVRQ--GNTCTAVNLPKDEPTSLFFTTFNKVKKVSISNRTSVLAGNFPTN--------   300
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gi|124494256|ref|NP_032538.2| ------TITPTSTRQTTAMDFSYANETVCWVHVGDSAAQTQLKCARMPGLKGFVDEHTINISLSLHHVEQMAIDWLTGNFYFVDDIDDRIFVCNRNGDTCVTLLD--LELYNPKGIALDPAMGKVFFTDYGQIP-KVERCDMDGQNRTKL   450
gi|62652278|ref|XP_243524.3| ------TITPTSTRQTTAMDFSYANETVCWVHVGDSAAQTQLKCARMPSLKGFVDEHTINISLSLHHVEQMAIDWLTGNFYFVDDIDDRIFVCNRNGDTCVTLLD--LELYNPKGIALDPAMGKVFFTDYGQIP-KVERCDMDGQNRTKL   450
gi|126012562|ref|NP_002323.2| ------TITPTSTRQTTAMDFSYANETVCWVHVGDSAAQTQLKCARMPGLKGFVDEHTINISLSLHHVEQMAIDWLTGNFYFVDDIDDRIFVCNRNGDTCVTLLD--LELYNPKGIALDPAMGKVFFTDYGQIP-KVERCDMDGQNRTKL   450
gi|73968460|ref|XP_538245.2| ------TITPTSTRQTTAMDFSYTNETVCWVHVGDSAAQTQLKCARMPGLKGFVDEHTINISLSLHHVEQMAIDWLTGNFYFVDDIDDRIFVCNRNGDTCVTLLD--LELYNPKGIALDPAMGKVFFTDYGQIP-KVERCDMDGQNRTKL   450
gi|292627062|ref|XP_001920591.2| ------TIN---DKQTTTMDFIYAQETVCWIHMGDSPTASQLKCAKFPNAKSFTEEKTINISLSLHHMEQMAIDWLTGNFYFVDNVDDRIFVCSKDGSICVILLD--MELYSPKGIALDPAMGKVFFTDYGQTP-KVERCDMDGQNRTKL   450
gi|28573304|ref|NP_788284.1| VGSEEELLLSQPLRFVHAFEVWHRNRTLCSLLFSWP--ELQMRCQRVDDARVNWTLPFSSFVSPQQFFTELRLDWLSGNWYLVSEDDGLVYLCTNAMTYCRVILQQVDPLSS---LDLDPTKGFMFYTDWTP---SLSRSLLDGSNRTVL   450
gi|158300186|ref|XP_320185.4| -ETVEEEYLKQPNPRIRAMEMVHRNRTFCLARIDG---KSLLECYSVDNTSHSWVMPRPDLFPNLEDIVDIRLDWVSGNWYYLDQQREIIFVCSPQMVHCAIIVEALSEVLRPRRMALDPTKGFLFFSKWGSGDVSIERSLLDGTNRTSI   450
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gi|124494256|ref|NP_032538.2| VDSKIVFPHGITLDLVSRLVYWADAYLDYIEVVDYEGKGRQTIIQG----ILIEHLYGLTVFENYLYATNSDNANTQQKTSVIRVNRFNSTEYQVVTRVDKGGALHIYHQRRQPRVRSHACENDQYGKPGGCSDICLLANSHK---ARTC   600
gi|62652278|ref|XP_243524.3| VDSKIVFPHGITLDLVSRLVYWADAYLDYIEVVDYEGKGRQTIIQG----ILIEHLYGLTVFENYLYATNSDNANTQQKTSVIRVNRFNSTEYQVVTRVDKGGALHIYHQRRQPRVRSHACENDQYGKPGGCSDICLLANSHK---ARTC   600
gi|126012562|ref|NP_002323.2| VDSKIVFPHGITLDLVSRLVYWADAYLDYIEVVDYEGKGRQTIIQG----ILIEHLYGLTVFENYLYATNSDNANAQQKTSVIRVNRFNSTEYQVVTRVDKGGALHIYHQRRQPRVRSHACENDQYGKPGGCSDICLLANSHK---ARTC   600
gi|73968460|ref|XP_538245.2| VDSKIVFPHGITLDLVSRLVYWADAYLDYIEVVDYEGKGRQTIIQG----ILIEHLYGLTVFENYLYATNSDNANAQQKTSVIRVNRFNSTDYQVVTRVDKGGALHIYHQRRQPRVRSHACENDQFGKPGGCSDICLLANSHK---ARTC   600
gi|292627062|ref|XP_001920591.2| VDSKIVFPNGITLDLANKLVYWTDAYLDYIEVVDYEGKNRHTIIQG----LLIEHLYGLTVFENYLYATNSDNANMQPKTSVIRVNRFNSSDFQVVTRVDKGGALHVYHQRRQPTVRSHACALDPFGKPGGCSDICLLANSHK---TRTC   600
gi|28573304|ref|NP_788284.1| VTDQVYHPSSVTLDLANELVYWIDIYKDEVNRVDYEGRNRWTLKRPLDSPVPLKTIHAVEVFENSIYLAAWMDT------AIVALDKFSLKTHILQSNVSRGANLRIFHRQKQPEVAHPCRDNN-----AGCNQICVPQWTKG-FASAKC   600
gi|158300186|ref|XP_320185.4| VLNKIITPLDIALDLVMQHVYWVDTHLDTVQRVNYDGSGRWFPKRSTQFLFNFQMLYALDVFERTIYLASWQNG------SIVALNGTTGEARVIVPNAPHAVHLHVFHRQKQPEVAHPCRIQN-----GGCDQLCIPVWKKIGVAIAQC   600
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gi|124494256|ref|NP_032538.2| RCRSGFSLGSDGKSCKKPEHELFLVYGKGRPGIIRGMDMG---------AKVPDEHMIPIENLMNPRALDFHAETGFIYFADT-----------TSYLIGRQKIDGTERETILKDGIHNVEGVAVDWMGDNLYWTDDGPKKTISVARLEK   750
gi|62652278|ref|XP_243524.3| RCRSGFSLGSDGKSCKKPEHELFLVYGKGRPGIIRGMDMG---------AKVPDEHMIPIENLMNPRALDFHAETGFIYFADT-----------TSYLIGRQKIDGTERETILKDGIHNVEGVAVDWMGDNLYWTDDGPKKTISVARLEK   750
gi|126012562|ref|NP_002323.2| RCRSGFSLGSDGKSCKKPEHELFLVYGKGRPGIIRGMDMG---------AKVPDEHMIPIENLMNPRALDFHAETGFIYFADT-----------TSYLIGRQKIDGTERETILKDGIHNVEGVAVDWMGDNLYWTDDGPKKTISVARLEK   750
gi|73968460|ref|XP_538245.2| RCRSGFSLGSDGKSCKKPEHELFLVYGKGRPGIIRGMDMG---------AKVPDEHMIPIENLMNPRALDFHAETGFIYFADT-----------TSYLIGRQKIDGTERETILKDGIHNVEGVAVDWMGDNLYWTDDGPKKTISVARLEK   750
gi|292627062|ref|XP_001920591.2| RCRSGFSLGSDGKSCKKPEHELFLIYGKGRPGVIRGMDMH---------STVYDEHIVPIENLNNPRALDFHAETEFIYFADA-----------TSYIIGRQKLDGTERDIIVKDGIHTVEGIAVDWMGQNLYWTDDGPKKTISVAKLEK   750
gi|28573304|ref|NP_788284.1| MCTAGYKLHN-QTTCLLSALDKFLVYSDKHLARISGIPLDTEQVQQLEQIGEQPDVMVPVYNVSKTLAIDVNVRGKAVFYVVADSGASPFGNGEPSCSIRSQSLNGSVSRLLAQG-LKRVHAVAFDWINDHLYWTS---HKKMQVAPLRN   750
gi|158300186|ref|XP_320185.4| MCSPGYRLKT-KSQCVLIKRPTFLLYAKSNPAMIRGFAVG---------IKSQ-EAIVPITDLGPHITFDYHVEDQLIFFSHG-------VIDKPSFRIEAQKLDGTQRELLLES-PGSCDGISYDWLGNNIFWTD---SDRNHISVIKL   750
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gi|124494256|ref|NP_032538.2| AAQTRKTLIEGKMTHPRAIVVDPLNGWMYWTDWEEDPKDSRRGRLERAWMDGSHRDIFVT---SKTVLWPNGLSLDIPAGRLYWVDAFYDRIETILLNGTDRKIVYEG-PELNHAFGLCHHGNYLFWTEYRSGSVYRLERGVAGAPPTVT   900
gi|62652278|ref|XP_243524.3| AAQTRKTLIEGKMTHPRAIVVDPLNGWMYWTDWEEDPKDSRRGRLERAWMDGSHRDIFVT---SKTVLWPNGLSLDIPAGRLYWVDAFYDRIETILLNGTDRKIVYEG-PELNHAFGLCHHGNYLFWTEYRSGSVYRLERGVAGAQPTVT   900
gi|126012562|ref|NP_002323.2| AAQTRKTLIEGKMTHPRAIVVDPLNGWMYWTDWEEDPKDSRRGRLERAWMDGSHRDIFVT---SKTVLWPNGLSLDIPAGRLYWVDAFYDRIETILLNGTDRKIVYEG-PELNHAFGLCHHGNYLFWTEYRSGSVYRLERGVGGAPPTVT   900
gi|73968460|ref|XP_538245.2| AAQTRKTLIEGKMTHPRAIVVDPLNGWMYWTDWEEDPKDSRRGRLERAWMDGSHRDIFVT---SKTVLWPNGLSLDIPAGRLYWVDAFYDRIETILLNGTDRKIVYEG-PELNHAFGLCHHGNYLFWTEYRSGSVYRLERGAGGAPPTVT   900
gi|292627062|ref|XP_001920591.2| ASQTRKTLIEGKMTHPRAIVVDPSHGMMYWSDWEEEPKEMNRGSIRKAWMDGSNAGILLT---SKTVLWPNGLSLDIQQGLLYWVDAYYDRIEMVLLNTTERRTVYEG-QELNHPFGLCHHKNFLFWNEYRGGGIYKLDQNTK----KAT   900
gi|28573304|ref|NP_788284.1| LSKVLTFNTD---CDAMSLELDPTTGLLYWSQWESQS---CEAGIYSSWMDGTHKELLAKGTSSMPMQWPRSLDVDRRTKELYWCDIRLSTIELMRLDGTGREVLFK--SDQFHPYSIVQNNGLIYWADNKNSTILRFHAHQANLSSTFS   900
gi|158300186|ref|XP_320185.4| GPKRMRYTVLRQLYAPKSIVVDPKQGWMYWSSWSVP-----SGRIDRAWMNGTQPELLVS-SKERPIEWPTGLSIDMIQKRLYWCDARLSFIESINLDGSNRVLLFDGRSQNQFPVALAVHRQLLYFADNVKGHIEKLNLSDPHLLETIT   900
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gi|124494256|ref|NP_032538.2| LLR--SERPPIFEIRMYDAQQQQ-VGTNKCRVNNGGCSSLCLATPGS-RQCACAEDQV--LDTDGVTCLANPSYVPP----PQCQPGEFACANNRCIQERWKCDGDNDCLDNSDEAP---ALCHQHTCPSDR-FKCENNRCIPNRWLCDG  1050
gi|62652278|ref|XP_243524.3| LLR--SERPPIFEIRMYDAQQQQ-VGTNKCRVNNGGCSSLCLATPGS-RQCACAEDQV--LDADGVTCLANPSYVPP----PQCQPGEFACANNRCIQERWKCDGDNDCLDNSDEAP---ALCHQHTCPSDR-FKCENNRCIPNRWLCDG  1050
gi|126012562|ref|NP_002323.2| LLR--SERPPIFEIRMYDAQQQQ-VGTNKCRVNNGGCSSLCLATPGS-RQCACAEDQV--LDADGVTCLANPSYVPP----PQCQPGEFACANSRCIQERWKCDGDNDCLDNSDEAP---ALCHQHTCPSDR-FKCENNRCIPNRWLCDG  1050
gi|73968460|ref|XP_538245.2| LLR--SERPPIFEIRMYDAQQQQ-VGTNKCRVNNGGCSSLCLATPGS-RQCACAEDQV--LDTDGVTCLANPSYVPP----PQCQPGEFACANSRCIQERWKCDGDNDCLDNSDEAP---ALCHQHTCPSDR-FKCENNRCIPNRWLCDG  1050
gi|292627062|ref|XP_001920591.2| LLR--NERPPIYEIRTYDAQQQQIIGSNVCRANNGGCSSLCLLTPTG-RSCACADDQI--LDTDNKTCRANPSYVPP----PQCQPGEFACKNNRCIQERWKCDGDNDCLDNSDETP---DLCNQHTCPADR-FKCQNNRCIPLRWLCDG  1050
gi|28573304|ref|NP_788284.1| STVHLQRTGRAADLRIFDIASQP-LPQTPSACAQSKCPGMCLNTPKG-AICRCPDG----FTLNGTGSHCIP-QLAPSPIRPNCTSGYMCRSTRQCLDTKDMCDGFEDCEDGIDESSDPKGPCNVNTCDKTHNFVCNG-RCYQRSLLCST  1050
gi|158300186|ref|XP_320185.4| -----IEKPQVLGLKIFDNLTQY-GGNGRNACEID-CPGICLNTPVAVASCKCEDGQVLSLSSEGKPVACVPFDLQHSLASCNNSTHFLCRNKIDCIEIKYTCDGDRDCEDGSDEETTPDGPCDPN-CDLERNFKCDEQRCISRSHVCDG  1050
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gi|124494256|ref|NP_032538.2| DNDCGNSEDESNATCSARTCPPNQFSCA-SGRCIPISWTCDLDDDCGDRSDESASCAYPTCFPLTQFTCNNGRCININWRCDNDNDCGDNSDEAGCSHSCSSTQFKCNSGRCIPEHWTCDGDNDCGDYSDETHANCTNQATRPPGGCHSD  1200
gi|62652278|ref|XP_243524.3| DNDCGNSEDESNATCSARTCPPNQFSCA-SGRCIPISWTCDLDDDCGDRSDESASCAYPTCFPLTQFTCNNGRCININWRCDNDNDCGDNSDEAGCSHSCSSTQFKCNSGRCIPEHWTCDGDNDCGDYSDETHANCTNQATRPPGGCHSD  1200
gi|126012562|ref|NP_002323.2| DNDCGNSEDESNATCSARTCPPNQFSCA-SGRCIPISWTCDLDDDCGDRSDESASCAYPTCFPLTQFTCNNGRCININWRCDNDNDCGDNSDEAGCSHSCSSTQFKCNSGRCIPEHWTCDGDNDCGDYSDETHANCTNQATRPPGGCHTD  1200
gi|73968460|ref|XP_538245.2| DNDCGNSEDESNATCSARTCPPNQFSCA-SGRCIPISWTCDLDDDCGDRSDESASCAYPTCFPLTQFTCNNGRCININWRCDNEKDCGDGSDEKTCPEPA---------------------------------------ATRPPGGCHND  1200
gi|292627062|ref|XP_001920591.2| DNDCGNDEDESNSTCLARTCPSNQYPCA-SGRCIPVSWMCDLDDDCGDRSDEPASCAYPTCYPLTQFTCANGRCINVNWRCDNDNDCGDNSDEAGCSHSCSSVQFKCNSGRCIPEYWTCDGDNDCGDYSDETHANCTNQATRPPGGCHTD  1200
gi|28573304|ref|NP_788284.1| IPYCSDGTDQ--ANCHQNTCNSNEFTCHKSGRCIQLTWVNDGVVDCGPDDDSDETSETIFASKCPEFDCNNGRCRQFADVCDGIDNCGNNADEMECEQECEHGEKYCRPIGCYGEMHMCDGIHDCLDFSDEANCNQTKSDNHPVT-----  1200
gi|158300186|ref|XP_320185.4| SVDCIDESDEDYINCPNKTCSEHFFQCEVSHRCIPNTWVCDRHLDCGPNDSSD---EPEHCHKCPEFECKNSACVPFEFLCDGVDNCGDKSDESQCDVDCGVNEFFCSPHGCIDRSLMCDPKLNCLNAFHECDKLHKAGSNG--------  1200
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gi|124494256|ref|NP_032538.2| EFQCRLDGLCIPLRWRCDGDTDCMDSSDEKSCEGVTHVCDPNVKFGCKDS---------------------ARCISKAWVCDGDSDCEDNSDEENCEALACRPPSHPCANNTSVCLPPDKLCDGKDDCGDGSDEGELCDQCSLNNG-GCS  1350
gi|62652278|ref|XP_243524.3| EFQCRLDGLCIPLRWRCDGDTDCMDSSDEKGCEGVTHVCDPNVKFGCKDS---------------------ARCISKAWVCDGDSDCEDNSDEENCEALACRPPSHPCANNTSVCLSPDKLCDGKDDCGDGSDEGELCDQCSLNNG-GCS  1350
gi|126012562|ref|NP_002323.2| EFQCRLDGLCIPLRWRCDGDTDCMDSSDEKSCEGVTHVCDPSVKFGCKDS---------------------ARCISKAWVCDGDNDCEDNSDEENCESLACRPPSHPCANNTSVCLPPDKLCDGNDDCGDGSDEGELCDQCSLNNG-GCS  1350
gi|73968460|ref|XP_538245.2| EFQCRLDSLCIPLRWRCDGDTDCMDSSDEKSCEGVTHVCDPNVKFGCKDSGKKKDGRERGLGQYGQKEIVLTRCISKAWVCDGDSDCEDNSDEENCESLACRPPSHPCANNTSVCLPLDKLCDGNDDCGDGSDEGELCDQCSLNNG-GCS  1350
gi|292627062|ref|XP_001920591.2| EFQCRMDGLCIPMRWRCDGDTDCMDLSDEKNCEGVTHMCDPAVKFACKDS---------------------ARCISKAWVCDRDSDCEDNSDEENCEALECKLSHHVCASNDSICLPPEKLCDGKDDCPDASDE-KLCNLCTVENG-GCS  1350
gi|28573304|ref|NP_788284.1| --EWKELGECAPLEFACMFPFECIP--DFLRCDGISHCFDKTDEFNCTHI--------------------------------------NTTRFDMNETVICEHPDRLCG-FSKQCVTVDQLCDGKNDCEDTTDEGFLCADKLCDRGHECS  1350
gi|158300186|ref|XP_320185.4| -----TTQSSVPVRSEPELKDLCRQ--DLRIVCGLDKQCEENYNRVCQRM--------------------------------------EFAPF--NETMVCHHPDRLCR-VTNQCIKVTQLCNGRTDCPDGTDEGFRCAEKLCDAPNDCS  1350
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gi|124494256|ref|NP_032538.2| HNCSVAPGEGIVCSCPLGMELGSDNHTCQIQSYCAKHLKCSQKCDQNKFSVKCSCYEGWVLEPDGESCRSLDPFKPFIIFSNRHEIRRIDLHKGDYSVLVPGLRNTIALDFHLSQSA---LYWTDVVEDKIYRGKLLDNGALTSFEVVIQ  1500
gi|62652278|ref|XP_243524.3| HNCSVAPGEGIVCSCPLGMELGPDNHTCQIQSYCAKHLKCSQKCDQNKFSVKCSCYEGWVLEPDGESCRSLDPFKPFIIFSNRHEIRRIDLHKGDYSVLVPGLRNTIALDFHLSQSA---LYWTDVVEDKIYRGKLLDNGALTSFEVVIQ  1500
gi|126012562|ref|NP_002323.2| HNCSVAPGEGIVCSCPLGMELGPDNHTCQIQSYCAKHLKCSQKCDQNKFSVKCSCYEGWVLEPDGESCRSLDPFKPFIIFSNRHEIRRIDLHKGDYSVLVPGLRNTIALDFHLSQSA---LYWTDVVEDKIYRGKLLDNGALTSFEVVIQ  1500
gi|73968460|ref|XP_538245.2| HNCSVAPGEGIVCSCPLGMELGPDNHTCQIQSYCAKHLKCSQKCDQNKFSVKCSCYEGWVLEPDGESCRSLDPFKPFIIFSNRHEIRRIDLHKGDYSVLVPGLRNTIALDFHLSQSA---LYWTDVVEDKIYRGKLLDNGALTSFEVVIQ  1500
gi|292627062|ref|XP_001920591.2| HNCTIAPGEGVLCSCPAGMELGTDNKTCQIQSFCAKHLKCSQRCVQEKATVKCACYEGWALGPDGESCKSTDPFKPFIIFSNRHEIRRIDLYKGEFSVLVPGLRNTIALDFHFNQSS---LYWTDVVEDKIYRGKLSENGALTSFEVVIQ  1500
gi|28573304|ref|NP_788284.1| HRCHNTP-EGYICSCPDHLYLQPNGKRCSMQHACDHWDTCSQVCESSGKGYDCRCLDGFDLGFDRFTCKSTAPDEPYVIFTNRQDIKGINLKTLNVGNFYSSLRNIIALDFLYNNESNVEIYWTDVIDDKIYRGHLVG-ESLRNVEAVIH  1500
gi|158300186|ref|XP_320185.4| HACHNAP-EGLICSCPAHLFLQPNGRDCGHDHACDNWGTCSQICTKAGTHYRCGCVEGYTLMYDKFTCRSNNGDSPYVIFSNRQEILGVDLNTLGVRSFYTSLRNTIALDFLYRNES-VQIFWSDVMDDKIYRGTLRN-DTLSNVEAVVQ  1500
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gi|124494256|ref|NP_032538.2| YGLATPEGLAVDWIAGNIYWVESNLDQIEVAKLDGTLRTTLLAGDIEHPRAIALDPRDGILFWTDWDASLPRIEAASMSGAGRRTIHRETGS-GGWPNGLTVDYLEKRILWIDARSDAIYSARYDGSGHMEVLRGHEFLSHPFAVTLYGG  1650
gi|62652278|ref|XP_243524.3| YGLATPEGLAVDWIAGNIYWVESNLDQIEVAKLDGTLRTTLLAGDIEHPRAIALDPRDGILFWTDWDASLPRIEAASMSGAGRRTIHRETGS-GGWPNGLTVDYLEKRILWIDARSDAIYSARYDGSGHMEVLRGHEFLSHPFAVTLYGG  1650
gi|126012562|ref|NP_002323.2| YGLATPEGLAVDWIAGNIYWVESNLDQIEVAKLDGTLRTTLLAGDIEHPRAIALDPRDGILFWTDWDASLPRIEAASMSGAGRRTVHRETGS-GGWPNGLTVDYLEKRILWIDARSDAIYSARYDGSGHMEVLRGHEFLSHPFAVTLYGG  1650
gi|73968460|ref|XP_538245.2| YGLATPEGLAVDWIAGNIYWVESNLDQIEVAKLDGTLRTTLLAGDIEHPRAIALDPRDGILFWTDWDASLPRIEAASMSGAGRRTIHRETGS-GGWPNGLTVDYLEKRILWIDARSDAIYSARYDGSGHMEVLRGHEFLSHPFAVTLYGG  1650
gi|292627062|ref|XP_001920591.2| YGLATPEGLAVDWIAGNIYWVESNLDQIEVAKLDGTMRTTLLAGEVEHPRAIALDPRDGILFWTDWDASSPRIEAASMSGEGRRTIHKETGI-GGWPNGLTVDYLERRILWIDARSDAIYSAAYDGSGLIEVLRGHEHLSHPFAVTLYGG  1650
gi|28573304|ref|NP_788284.1| SGLSTTEGLAVDWVGKNLYWIDSNLDQIEVAKLNGSFRRTLIAGNMESPRAIALDPREGLLFWTDWDDNSPRIERASMSGDGRRMISTSWQLSAGWPNGLTLDYTQKRVYWVDAKSDSISSTMYDGSEHHVVLRNKEILSHPFAISVFEN  1650
gi|158300186|ref|XP_320185.4| SGLSTAEGLAVDWIGMNIYWIDSNLDQIEVAKTNGSFRRTLVAGDMVNPRAIALDPMEGVLFWTDWEEGSPRLERCTMAGENRTVIKYVGSD-GGWPNGIALDYIPRRVYWIDARSDSIHTITYDGQDHHLVIKDQGVLAHPFSITVFDN  1650
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gi|124494256|ref|NP_032538.2| EVYWTDWRTNTLAKANKWTGHNVTVVQRTNTQPFDLQVYHPSRQPMAP-NPCEANGGRGPCSHLCLINYNRTVSCACPHLMKLHKDN-TTCYEFKKFLLYARQMEIRGVDLDAPYYNYIISFTVP-DIDNVTVLDYDAREQRVYWSDVRT  1800
gi|62652278|ref|XP_243524.3| EVYWTDWRTNTLAKANKWTGHNVTVVQRTNTQPFDLQVYHPSRQPMAP-NPCEANGGRGPCSHLCLINYNRTVSCACPHLMKLHNDN-TTCYEFKKFLLYARQMEIRGVDLDAPYYNYIISFTVP-DIDNVTVLDYDAREQRVYWSDVRT  1800
gi|126012562|ref|NP_002323.2| EVYWTDWRTNTLAKANKWTGHNVTVVQRTNTQPFDLQVYHPSRQPMAP-NPCEANGGQGPCSHLCLINYNRTVSCACPHLMKLHKDN-TTCYEFKKFLLYARQMEIRGVDLDAPYYNYIISFTVP-DIDNVTVLDYDAREQRVYWSDVRT  1800
gi|73968460|ref|XP_538245.2| EVYWTDWRTNTLAKANKWTGHNVTVVQRTNTQPFDLQVYHPSRQPMAP-NPCEANGGRGPCSHLCLINYNRTVSCACPHLMKLHKDN-TTCYEFKKFLLYARQMEIRGVDLDAPYYNYIISFTVP-DIDNVTVLDYDAHEQRVYWSDVRT  1800
gi|292627062|ref|XP_001920591.2| EVYWTDWRTNTLARANKWTGHNVTVVQRTNTQPFDLQVFHPSRQPQAP-NPCAANDGKGPCSHLCLINYNQTFSCACPHLMKLKADK-HTCYEYRQFLLYARQIEIRGVDIDNPYYNYIISFTVP-DIDNVTVVDYDALEHRIYWSDVRT  1800
gi|28573304|ref|NP_788284.1| YVYWTDWRTTSVIRANKWNGSDVQVLQRTQSQPFGIQVLHSSRQPWDR-NPCGENNGG--CSHLCLLSGRGTFKCECPHVMRLDPANERNCVPNEQVLLFVMVDEIRGIDLHQPNHHTIPTIRQS-----PRRIDFLVDESRIFWSDIQQ  1800
gi|158300186|ref|XP_320185.4| YVYWTDWRTYSVIRANKWNGTDVNVIQKTQSQPFGIQILHSSRQPNTQPNPCADNNGG--CSHLCLLSVGSRHECACPHVMRLHEDR-RQCVPNEEILLFVVLTEIRGVDLQQPAHYTIPTISHQTQVVQPAVLDYDISAARLYWNDIQL  1800
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gi|124494256|ref|NP_032538.2| QAIKRAFINGTGVETVVSADLPNAHGLAVDWVSRNLFWTSYDTNKKQINVARLDGSFKNAVVQG--LEQPHGLVVHPLRGKLYWTDGDN------ISMANMDGSNHTLLFSGQKG-PVGLAIDFPESKLYWISSGNHTINRCNLDGSELE  1950
gi|62652278|ref|XP_243524.3| QAIKRAFINGTGVETVVSADLPNAHGLAVDWVSRNLFWTSYDTNKKQINVARLDGSFKNAVVQG--LEQPHGLVVHPLRGKLYWTDGDN------ISMVNMDGSNRTLLFSGQKG-PVGLAIDFPESKLYWISSGNHTINRCNLDGSELE  1950
gi|126012562|ref|NP_002323.2| QAIKRAFINGTGVETVVSADLPNAHGLAVDWVSRNLFWTSYDTNKKQINVARLDGSFKNAVVQG--LEQPHGLVVHPLRGKLYWTDGDN------ISMANMDGSNRTLLFSGQKG-PVGLAIDFPESKLYWISSGNHTINRCNLDGSGLE  1950
gi|73968460|ref|XP_538245.2| QAIKRAFINGTGVETVVSADLPNAHGLAVDWVSRNLFWTSYDTNKKQINVARLDGSFKNAVVQG--LEQPHGLVVHPLRGKLYWTDGDN------ISMANMDGSNRTLLFSGQKG-PVGLAIDFPESKLYWISSGNHTINRCNLDGSELE  1950
gi|292627062|ref|XP_001920591.2| QTIKRAFINGTGVETVVSADLPNAQGLAVDWISRNLFWTSYDTNKKQINVARLDGSFKNAVIHGQGLDKPHCLVLHPILGKLYWLDGDN------ISMANMDGTNHTLLFTNQKG-PVGLSIDFDSEQLYWISSRNSTINHCKMDGSGLE  1950
gi|28573304|ref|NP_788284.1| NEISSAGISNGLIEPIINTNIEKPYGFAVDWIARNMYFSSG-QIKCNILASNLKGEFASIIHED--LNMVDSIVLDPANGKMYWIHSASDGSMSQLEQSNLDGSSRSLIYQHENN-LQSLTMDFDSQRLYYAYDNS-GIAYYDIPRNETR  1950
gi|158300186|ref|XP_320185.4| NEIKSSGLATGPIETILDTDISNSLGFAVDWISKLLYFSTGNETHSRIMVSNLNGEFVTEIADG--LSVVNSLVVYPTRGMMYFATMSEVPKLYELYASRMDGSERQLISNSTFHPIDSLALDFETNRLYYISSNAGEINYYDIGSGKII  1950
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gi|124494256|ref|NP_032538.2| VIDTMRSQLGKATALAIMGDKLWWADQVSEKMGTCNKADGSGSVVLRNSTTLVMHMKVYDESIQLEHEGTNPCSVNN--GDCSQLCLPTSETTRSCMCTAGYSLRSGQQA-CEGVGSFLLYSVHEGIRGIPLDPNDK-------SDALVP  2100
gi|62652278|ref|XP_243524.3| VIDTMRSQLGKATALAIMGDKLWWADQVSEKMGTCNKADGSGSVVLRNSTTLVMHMKVYDESIQLEHEGTNPCSVNN--GDCSQLCLPTSETTRSCMCTAGYSLRSGQQA-CEGVGSFLLYSVHEGIRGIPLDPNDK-------SDALVP  2100
gi|126012562|ref|NP_002323.2| VIDAMRSQLGKATALAIMGDKLWWADQVSEKMGTCSKADGSGSVVLRNSTTLVMHMKVYDESIQLDHKGTNPCSVNN--GDCSQLCLPTSETTRSCMCTAGYSLRSGQQA-CEGVGSFLLYSVHEGIRGIPLDPNDK-------SDALVP  2100
gi|73968460|ref|XP_538245.2| VIDAMRSQLGKATALAIMGDKLWWADQVSEKMGTCNKADGSESVVLRNSTTLVMHMKVYDESIQLEHEGTNPCSVNN--GDCSQLCLPTSETTRSCMCTAGYSLRSGQQA-CEGVGSFLLYSVHEGIRGIPLDPNDK-------SDALVP  2100
gi|292627062|ref|XP_001920591.2| VIESVKGKLTKATALAIMGDKLWWADQSTDQIGTCDKSDGGNWKVLRYHTSPMMHMKIYNESVH--QIGTNLCSKNN--GDCSQLCLPTSPSTRACMCTAGYSLKSGQQS-CEGMGSFLLYSVHEGIRGIPLDPSDK-------SDALVP  2100
gi|28573304|ref|NP_788284.1| KVLVASPITS-ISSLTVYNGTLYFPENIQSVIMQCEKEACSNMSYLRVNTKSIQSMKMFYADAQTGSNTCAEWAYR---GGCQQLCLATSSIDHVCRCALGYDVEPNNPTGCVPRAEFIFYSI-DVLQGVEMIDPSEQFDTP--SPALVP  2100
gi|158300186|ref|XP_320185.4| QVLAPHEDNHPISTITIYRDSIYYDDNHDGRIMRCNKNLCQNPVSVRNNTSGLNAIRMYHPGAQSGTNSCQKRNDKSAGTGCEHLCIPVSAQSHVCRCAIGYRSDPRNPWRCIGLDDILVYSVGHQLKGIALSSSDESTGSLRNRESLGP  2100
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gi|124494256|ref|NP_032538.2| VSGTSLAVGIDFHAENDTIYWVDMGLSTISRAKRDQTWREDVVTNGIGRVEG--------IAVDWIAGNIYWTDQGFDVIEVARLNGSFRYVVISQGLDKPRAITVHPEKGYLFWTEWGHYPRIERSRLDGTERVVLVNVS--ISWPNGI  2250
gi|62652278|ref|XP_243524.3| VSGTSLAVGIDFHAENDTIYWVDMGLSTISRAKRDQTWREDVVTNGIGRVEG--------IAVDWIAGNIYWTDQGFDVIEVARLNGSFRYVVISQGLDKPRAITVHPEKGYLFWTEWGHYPRIERSRLDGTERVVLVNVS--ISWPNGI  2250
gi|126012562|ref|NP_002323.2| VSGTSLAVGIDFHAENDTIYWVDMGLSTISRAKRDQTWREDVVTNGIGRVEG--------IAVDWIAGNIYWTDQGFDVIEVARLNGSFRYVVISQGLDKPRAITVHPEKGYLFWTEWGQYPRIERSRLDGTERVVLVNVS--ISWPNGI  2250
gi|73968460|ref|XP_538245.2| VSGTSLAVGIDFHAENDTIYWVDMGLSTISRAKRDQTWREDVVTNGIGRVEG--------IAVDWIAGNIYWTDQGFDVIEVARLNGSFRYVVISQGLDKPRAITVHPEKGYLFWTEWGQYPRIERSRLDGTERVVLVNVS--ISWPNGI  2250
gi|292627062|ref|XP_001920591.2| VSGTSLAVGIDFHADNDTIYWVDMGLSTISRAKRDQTWREDIVTNGIGRVEG--------ITVDWIAGNIYWTDQGFDVIEVARLNGSFRYVVISHGLDKPRAIAVHPEKGYLFWTEWGQYPRIERSRLDGSERVVLVNVS--ISWPNGI  2250
gi|28573304|ref|NP_788284.1| ISRVSSASFIDYLANTDTLYWGDNELGSISRVKRDGTQRETILEALN-LVGYKQQDWLGGIAIDWVAGNIYWSDTKRNIIEVARLDGSHRYVVVSN-LEKPTALAVDPLQGLLFYVTQQHIGRVG---LDGSQPFVLVNQTRANWAVGSL  2250
gi|158300186|ref|XP_320185.4| LQQISLATSIDFDVAHDYVYIADTDRGSITRIKRDGSAREVIISNFEQVVDGSTLDWLGGIAIDWVAENIYWTDQKRNLIEVARLNGTLRYVVASD-VESPQLLAIDPIQGYLFYVTRGTIGRMG---LDGSGNFILVNRS---SAISDL  2250
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gi|124494256|ref|NP_032538.2| SVDYQGGKLYWCDARMDKIERIDLETGENREVVLSSNNMDMFSVSVFEDFIYWSDRTHANGSIKRGCKDNATDSVPLRTGIGVQ-LKDIKVFNRDRQKGTNVCAVANGGCQQLCLYRGGGQRACACAHG-MLAEDGASCREYAGYLLYSE  2400
gi|62652278|ref|XP_243524.3| SVDYQGGKLYWCDARMDKIERIDLETGENREVVLSSNNMDMFSVSVFEDFIYWSDRTHANGSIKRGCKDNATDSVPLRTGIGVQ-LKDIKVFNRDRQKGTNVCAVANGGCQQLCLYRGGGQRACACAHG-MLAEDGASCREYAGYLLYSE  2400
gi|126012562|ref|NP_002323.2| SVDYQDGKLYWCDARTDKIERIDLETGENREVVLSSNNMDMFSVSVFEDFIYWSDRTHANGSIKRGSKDNATDSVPLRTGIGVQ-LKDIKVFNRDRQKGTNVCAVANGGCQQLCLYRGRGQRACACAHG-MLAEDGASCREYAGYLLYSE  2400
gi|73968460|ref|XP_538245.2| SVDYQDGKLYWCDARTDKIERIDLETGENREVVLSSNNMDMFSVSVFEDFIYWSDRTHANGSIKRGSKDNATDSVPLRTGIGVQ-LKDIKVFNRDRQRGTNVCAVANGGCQQLCLYRGGGQRACACAHG-MLAEDGASCREYAGYLLYSE  2400
gi|292627062|ref|XP_001920591.2| SIDYQEGLLYWCDARTDKIERINLETGENRELVLSSNNMDMFAVSVFEDYIYWSDRTHANGSIKRGNKDNATDMVYLRTGIGVQ-LKDIKVFNRARQQGTNVCKVNNGGCEQLCLFRGNGNRTCACAHG-MLAEDGHSCRDYDGYLLYSE  2400
gi|28573304|ref|NP_788284.1| VLDIEATKVYWCERYPDALMKVDYD-GNLREQLLNESLNNPVALAKMGDYLYWAENKYNEGIIRVAPLANLSQSK-VVLQTEQDAIRDLKIYSKHLQRGSNPCAHSNGACEQLCLFNG-TSAVCACAHSRLAS-DGYSCEPYENFLLFSY  2400
gi|158300186|ref|XP_320185.4| ALDLDNQVVYWCETSTDTIWKVDYD-GNLKRLLLNGTSHNPKSLDLFGDSIYWAD---SRGNIYEAGLSNIFNYRSVVEALEVSSLKDIKVFSSRKQSKTNACGVSNGGCQELCLFNG-THPICACSHGKISSADLKTCEPYENFLIFSR  2400
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gi|124494256|ref|NP_032538.2| RTILKSIHLSDERNLNAPVQPFEDPEHMKNVIALAFDYRAGTSPGTPNRIFFSDIHFGNIQQINDDGSGRTTIVENVGSVEGLAYHRGWDTLYWTSYTTSTITRHTVDQTR-----PGAFERETVITMSGDDHPRAFVLDECQNLMFWTN  2550
gi|62652278|ref|XP_243524.3| RTILKSIHLSDERNLNAPVQPFEDPEHMKNVIALAFDYRAGTSPGTPNRIFFSDIHFGNIQQINDDGSGRTTIVENVGSVEGLAYHRGWDTLYWTSYTTSTITRHTVDQTR-----PGAFERETVITMSGDDHPRAFVLDECQNLMFWTN  2550
gi|126012562|ref|NP_002323.2| RTILKSIHLSDERNLNAPVQPFEDPEHMKNVIALAFDYRAGTSPGTPNRIFFSDIHFGNIQQINDDGSRRITIVENVGSVEGLAYHRGWDTLYWTSYTTSTITRHTVDQTR-----PGAFERETVITMSGDDHPRAFVLDECQNLMFWTN  2550
gi|73968460|ref|XP_538245.2| RTILKSIHLSDERNLNAPVQPFEDPEHMKNVIALAFDYRAGTSPGTPNRIFFSDIHFGNIQQINDDGSGRTTIVENVGSVEGLAYHRGWDTLYWTSYTTSTITRHTVDQTR-----PGAFERETVITMSGDDHPRAFVLDECQNLMFWTN  2550
gi|292627062|ref|XP_001920591.2| RTILKSIHLSDETNLNAPIKPFEDPEHMKNVIALTFDYRGGGGKG-ANRIFYSDIHFGNIQHINDDGSDRKTIVDNVGSVEGLAYHRGWDTLYWTSYTTSTITRHTVDQSR-----SGAFDRDTVVTMSGDDHPRAFVLDECQDLMFWTN  2550
gi|28573304|ref|NP_788284.1| RSNIESIHMTDHADKNWPVQMISNTSLMRNVIAITYNYEE-------QLVYYSDVQLSTINQVHFNGTGHRVLLEQQQRVEGLAYDIVNEQLFWTSNNNATIRSVELRHLS-EHADQNQVHVKKVLSLREDDKPRGIAVEPCLGMIYWTN  2550
gi|158300186|ref|XP_320185.4| QSAIESIHMTDANNINGPIPEIKNSSYLKNTIALSYDYEQ-------QLIFYSDIDHSTINCVFFNGTNHRRIVTKQLTVEGLAFNVLTRVLFWTSNNEAAIRSLDLNKASLTDPAANAELVQDVIKLRATDKPRGIAVEPCLAMVYWTN  2550
                         ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

                                  **:  ..* *:  :* .   :* .:*: **.*::* . .***::** :**:** :***..* *: :. * *.*.:**:*: :**** . :** **:*:   :: .** .:.: ****:** :   .*. . *   ** *:*:*::   *:
gi|124494256|ref|NP_032538.2| WNELHPSIMRAALSGANVLTLIEKDIRTPNGLAIDHRAEKLYFSDATLDKIERCEYDGSHRYVILKSEPVHPFGLAVYGEHIFWTDWVRRAVQRANKYVGSDMKLLRVDIPQQPMGIIAVANDTNSCELSPCRINNGGCQDLCLLTHQGH  2700
gi|62652278|ref|XP_243524.3| WNELHPSIMRAALSGANVLTLIEKDIRTPNGLAIDHRAEKLYFSDATLDKIERCEYDGSHRYVILKSEPVHPFGLAVYGEHIFWTDWVRRAVQRANKYVGSDMKLLRVDIPQQPMGIIAVANDTNSCELSPCRINNGGCQDLCLLTHQGH  2700
gi|126012562|ref|NP_002323.2| WNEQHPSIMRAALSGANVLTLIEKDIRTPNGLAIDHRAEKLYFSDATLDKIERCEYDGSHRYVILKSEPVHPFGLAVYGEHIFWTDWVRRAVQRANKHVGSNMKLLRVDIPQQPMGIIAVANDTNSCELSPCRINNGGCQDLCLLTHQGH  2700
gi|73968460|ref|XP_538245.2| WNEQHPSIMRAALSGANVLTLIEKDIRTPNGLAIDHRAEKLYFSDATLDKIERCEYDGSHRYVILKSEPVHPFGLAVYGEHIFWTDWVRRAVQRANKYVGSDMKLLRVDIPQQPMGIIAVANDTNSCELSPCRVNNGGCQDLCLLTHQGH  2700
gi|292627062|ref|XP_001920591.2| WNEQSPSIMRASLSGANVLVIIGNNIRTPNGLAIDHRAEKLYFSDATFDKIERCEYDGSRRFVVLKNEPVHPFGLAVYGDYIFWTDWVRRAVLRADKYG-RDMKVLRADIPQQPMGIIAVAKDTNSCEFSPCLTNNGGCQDLCLITSEGR  2700
gi|28573304|ref|NP_788284.1| WNEGSPCIQRSYLTGYGTEVIIKTDIKMPNALTLDLEQQKLYWADARLDKIERTNYDGSNRVVLAHSTPKHAFAMAVYGDLLFWTDWVLHAVVRANKYTGTDVLFLREHVTR-PMGIVAVQNTSINCDANQCKILNGQCEDVCILNKSGQ  2700
gi|158300186|ref|XP_320185.4| WNQHAASIQRAYPSGYGLESIITSDIQMPNALTLDYQARKLYWADALLDKVERTDYDGKHRVVLAHSTPKHPFALAVFGDLLFWTDLTVHAVIRANKYSGSDIVLLRRDIAQ-PMGIVAVQQIDKECSADPCQVMNGFCEDVCLIDAAGK  2700
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gi|124494256|ref|NP_032538.2| VNCSCRGGRILQEDFTCRAVNSSCRAQDEFECANGECISFSLTCDGVSHCKDKSDEKPSYCNSRRCKKTFRQCNNGRCVSNMLWCNGVDDCGDGSDEIPCNKTACG---------------VGEFRCRDGSCIGNSSRCNQFVDCEDASD  2850
gi|62652278|ref|XP_243524.3| VNCSCRGGRILQEDFTCRAMNSSCRAQDEFECANGECISFSLTCDGVSHCKDKSDEKPSYCNSRRCKKTFRQCNNGRCVSNMLWCNGVDDCGDGSDEIPCNKTACG---------------VGEFRCRDGSCIGNSSRCNQFVDCEDASD  2850
gi|126012562|ref|NP_002323.2| VNCSCRGGRILQDDLTCRAVNSSCRAQDEFECANGECINFSLTCDGVPHCKDKSDEKPSYCNSRRCKKTFRQCSNGRCVSNMLWCNGADDCGDGSDEIPCNKTACG---------------VGEFRCRDGTCIGNSSRCNQFVDCEDASD  2850
gi|73968460|ref|XP_538245.2| VNCSCRGGRILQEDFTCRAMNSSCRAQDEFECANGECINFSLTCDGVSHCKDKSDEKPSYCNSRRCKKTFRQCNNGRCVSNMLWCNGADDCGDGSDEVPCNKTACG---------------VGEFRCRDGTCIGNSSRCNQFVDCEDASD  2850
gi|292627062|ref|XP_001920591.2| VNCSCRGERKLLGDNTCVAENTTCNSVDEFECGNGDCIDYSLTCDSLAHCKDKSDEKQAYCANRMCKKGYRRCINGRCIKHSSWCDSTDDCGDGSDELPCNMTLCS---------------AAEFQCKDGSCITNSSRCNQVVDCEDASD  2850
gi|28573304|ref|NP_788284.1| ATCHCTQGVLAPDGRRCIAPVNTSCGLSQYNCHSGECIPLELTCDNVTHCADGSDEFRSYCIFRQCPETHFMCQNHRCIPKEHKCDGEQQCGDGSDETPLLCKCQSEDIDMHPSNNNTKEMPDMFRCGSGECIPRKFLCDSLKDCRDFSD  2850
gi|158300186|ref|XP_320185.4| VECHCTQGVLAADGQRCIPKSVSNCSSSEFSCTNGNCIPFHLTCDGVKNCLDGSDELVTFCAHRPCPDGFFRCNNARCIPKNQQCNHIQNCGDGSDEVGCSCNN-----------------ATHFRCTDGQCIVKSMRCDYEPDCKDVSD  2850
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gi|124494256|ref|NP_032538.2| EMNCSTTDCSSYFRLGVKGVLFQPCERTSLCYAPSWVCDGANDCGDYSDERDCPGVKRPRCPLNYFACPSGRCIPMSWTCDKEDDCENGE------DETHCN---KFCSEAQFECQNHR-CISKQWLCDGSDDCGDGSDEAAHCEGKTCG  3000
gi|62652278|ref|XP_243524.3| EMNCSATDCSSYFRLGVKGVLFQPCERTSLCYAPSWVCDGANDCGDYSDERDCPGVKRPRCPLNYFACPSGRCIPMSWTCDKEDDCENGE------DETHCN---KFCSEAQFECQNHR-CISKQWLCDGSDDCGDGSDEAAHCEGKTCG  3000
gi|126012562|ref|NP_002323.2| EMNCSATDCSSYFRLGVKGVLFQPCERTSLCYAPSWVCDGANDCGDYSDERDCPGVKRPRCPLNYFACPSGRCIPMSWTCDKEDDCEHGE------DETHCN---KFCSEAQFECQNHR-CISKQWLCDGSDDCGDGSDEAAHCEGKTCG  3000
gi|73968460|ref|XP_538245.2| EMNCSATDCSSYFRLGVKGVRFQPCERTSLCYAPSWVCDGANDCGDYSDERDCPGVKRPRCPLNYFACPSGRCIPMSWTCDKEDDCEHGE------DETHCN---KFCSEAQFECQNHR-CISKQWLCDGSDDCGDGSDEAAHCEGKTCG  3000
gi|292627062|ref|XP_001920591.2| EMNCSPTDCSSYYLLGVKGMTFERCEFTTLCFAPSWRCDGSNDCGDFSDERNCPEKRQQKCSENNFACPSGRCIPMSWTCDKENDCEDGA------DEAHCEKFFQFCASNQFECGNHR-CIFKTWVCDGTDDCGDGTDEDSRCKAKTCG  3000
gi|28573304|ref|NP_788284.1| EKMCAPIP-CEKNDM-----TFVHCGNSTICIMPRWRCDGDPDCPDGTDELDCANHTSLSCDPGQFRCASGNCIAGSWHCDGEKDCPDGS------DEINCR---TECRHNQFACDKT--CIPASWQCDGKSDCEDGSDEGPQCPNRPCR  3000
gi|158300186|ref|XP_320185.4| EIGCPVMRNCTEG--------FVNCANTTGCYMPTWRCDGENDCWDNSDEQDCP-TAIPTCPEDKFLCANGRCIPQSWRCDDEDDCTDATGGGLSSDELACV---KHCKPNQFKCTNTSECISNSWQCDGHPDCADGSDEGDHCSRRDCP  3000
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gi|124494256|ref|NP_032538.2| PSSFSCPGTHVCVPERWLCDGDKDCTDG-ADESVTAG------CLYNSTCDDREFMCQNRLCIPKHFVCDHDRDCADGSDESPECEYPTCGPNE----------------FRCANGRCLSSRQWECDGENDCHDHSDEAPKNPHCTSPEH  3150
gi|62652278|ref|XP_243524.3| PSSFSCPGTHVCVPERWLCDGDKDCADG-ADESISAG------CLYNSTCDDREFMCQNRLCIPKHFVCDHDRDCADGSDESPECEYPTCGPNE----------------FRCANGRCLSSRQWECDGENDCHDHSDEAPKNPHCTSPEH  3150
gi|126012562|ref|NP_002323.2| PSSFSCPGTHVCVPERWLCDGDKDCADG-ADESIAAG------CLYNSTCDDREFMCQNRQCIPKHFVCDHDRDCADGSDESPECEYPTCGPSE----------------FRCANGRCLSSRQWECDGENDCHDQSDEAPKNPHCTSQEH  3150
gi|73968460|ref|XP_538245.2| PSSFSCPGTHVCVPERWLCDGDKDCADG-ADESVTAG------CLYNSTCDDREFMCQNRQCIPKHFVCDHDRDCTDGSDESPECEYPTCGPNE----------------FRCANGRCLSSRQWECDGENDCHDQSDEAPKNPHCTSPEH  3150
gi|292627062|ref|XP_001920591.2| PDSFQCPGSHVCILQRWVCDGDKDCPDG-GDEGLKAG------CVFNKTCDDTEFQCQNSQCIPKNFMCDHDIDCRDGSDESPECEYPTCGPND----------------FHCANGQCLKQKNWACDGEFDCRDQSDEAPKNLQCTDTES  3150
gi|28573304|ref|NP_788284.1| PHLFQCKSSGRCIPQKWVCDGEKDCPSGLGDEGSEDEGPQCGGVAHIPDCPPPAHLCTSGLCIDSHYVCDGDEDCPGGDDEYEGCVPAFQPHSCPGGS----------LMHQCQDGLCIFKN-QTCDGKPDCGDGSDETSS--LCAHTRG  3150
gi|158300186|ref|XP_320185.4| ETEFQCPTTNRCIPQKWVCDGEVDCGATQDDEMGCDE-------MMVNECDKTSFTCKNGECISLLHVCDGEQDCVDGSDEPLYCKEGDDGYDEEEGAGVDDHLCVEPDHFRCNNGRCIERN-LTCNVNDDCADGSDEDIR--LCRNTTL  3150
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gi|124494256|ref|NP_032538.2| KCNASSQFLCSSGRCVAEALLCNGQDDCGDGSDERGCHVNECLSRKLSGCSQDCEDLKIGFKCRCRPGFRLK-DDGRTCADLDECSTTFP--CSQLCINTHGSYKCLCVEGYAPRGGDPHSCKAVTD--EEPFLIFANRYYLRKLNLDGS  3300
gi|62652278|ref|XP_243524.3| KCNASSQFLCSSGRCVAEALLCNGQDDCGDGSDERGCHVNECLSRKLSGCSQDCEDLKIGFKCRCRPGFRLK-DDGRTCADVDECSTTFP--CSQLCINTHGSYKCLCVEGYAPRGGDPHSCKAVTD--EEPFLIFANRYYLRKLNLDGS  3300
gi|126012562|ref|NP_002323.2| KCNASSQFLCSSGRCVAEALLCNGQDDCGDSSDERGCHINECLSRKLSGCSQDCEDLKIGFKCRCRPGFRLK-DDGRTCADVDECSTTFP--CSQRCINTHGSYKCLCVEGYAPRGGDPHSCKAVTD--EEPFLIFANRYYLRKLNLDGS  3300
gi|73968460|ref|XP_538245.2| KCNASSQFLCSSGRCVAEALLCNGQDDCGDGSDERACHVNECLSRKLSGCSQDCEDLKIGFKCRCRPGFRLK-DDGRTCADVDECSSTFP--CSQRCINTHGSYKCLCVEGYAPRGGDPHSCKAVTD--EEPFLIFANRYYLRKLNLDGS  3300
gi|292627062|ref|XP_001920591.2| RCNDT-AFLCSSGKCVNETLLCDNNNDCGDGSDENNCFVNECLNSKLSGCSQLCEDLKIGFKCRCNAGFRLK-QDGKTCVDLDECSTVYP--CSQRCINTHGSFHCLCVDGFVPRPDDHTSCKSTAE--EEPFLIFANRYYLRKLNLDGS  3300
gi|28573304|ref|NP_788284.1| -CNGTDDFRCKNGACIHADLLCDRRNDCADFSDEELCNVNEC--LIPDICEHECEDKVVGYQCHCRPGYKVLPKSPHLCTDIDECDEQQP--CSQTCINTYGSYKCLCAKGYALV--DHHTCKATSN--VSMELIFSNRYYIRQVDMTG-  3300
gi|158300186|ref|XP_320185.4| ICAGPDLFRCESGACITSNMLCDGANDCGDWSDEKSCQVNECE-MIPDLCAHECEDRPVGYECVCRKGFRVNVNDKHLCVDVDECTEQQPRPCTQTCVNTHGSYHCTCLDGFVLR--DNDTCRAEGRHILPPKLIFSNRYYLREVDLSG-  3300
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gi|124494256|ref|NP_032538.2| NYTLLKQGLNNAVALDFDYREQMIYWTDVTTQGSMIRRMHLN---GSNVQVLHRTGLSNPDGLAVDWVGGNLYWCDKGRDTIEVSKLNGAYRTVLVSSGLREPRALVVDVQNGYLYWTDWGDHSLIGRIGMDGSGRSIIVDTKITWPNGL  3450
gi|62652278|ref|XP_243524.3| NYTLLKQGLNNAVALDFDYRGQMIYWTDVTTQGSMIRRMHLN---GSNVQVLHRTGLSNPDGLAVDWVGGNLYWCDKGRDTIEVSKLNGAYRTVLVSSGLREPRALVVDVQNGYLYWTDWGDHSLIGRIGMDGSGRSIIVDTKITWPNGL  3450
gi|126012562|ref|NP_002323.2| NYTLLKQGLNNAVALDFDYREQMIYWTDVTTQGSMIRRMHLN---GSNVQVLHRTGLSNPDGLAVDWVGGNLYWCDKGRDTIEVSKLNGAYRTVLVSSGLREPRALVVDVQNGYLYWTDWGDHSLIGRIGMDGSSRSVIVDTKITWPNGL  3450
gi|73968460|ref|XP_538245.2| NYTLLKQGLNNAVALDFDYREQMIYWTDVTTQGSMIRRMHLN---GSNVQVLHRTGLSNPDGLAVDWVGGNLYWCDKGRDTIEVSKLNGAYRTVLVSSGLREPRALVVDVQNGYLYWTDWGDHSLIGRIGMDGSGRSVIVDTKITWPNGL  3450
gi|292627062|ref|XP_001920591.2| NYTLIKQGLNNAVALDYHYAEQMIYWTDVTTQGSMIRRMHIN---GSNVQVLHRTSLSNPDGLAVDWVGGNLYWCDKGRDTIEVSKLNGAYRSVLVNSGLREPRAVAVDVRNGYLYWSDWGDVPHIGRIGMDGTDRQIIIQDKITWPNGL  3450
gi|28573304|ref|NP_788284.1| NGSILINELSNAVALDYDWDSQCLYWSDVTSTVGTIKRYCP--KENK-TQTLHQAMLKNPDGLAVDWVAKNLYWCDKGLDTIEVSQLDGKYRKVLINEYLREPRGIALHPYQQHIFWSDWGDSPHIGKAGMDGSNPKMIIRDGLGWPNAL  3450
gi|158300186|ref|XP_320185.4| GMTILAHNLTNAITLDFDWKDECYYWSDVTRTVTTVKRMCESGEENRPVEVIHRTNLKNPEGLAVDWVGRNLYWCDKGLDTIEVSKLDGRYRRVLINKELQKPRAIALDPYRRYMYWTDWGDQPHIGRAGMDGSNQTILIKEQLGWPNAL  3450
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gi|124494256|ref|NP_032538.2| TVDYVTERIYWADAREDYIEFASLDGSNRHVVLS------QDIPHIFALTLFEDYVYWTDWETKSINRAHKTTGANKTLLISTLHRPMDLHVFHALRQPD-VPNHPCKVNNGGCSNLCLLSPG-GGHKCACPTNFYLGGDGRTCVSNCTA  3600
gi|62652278|ref|XP_243524.3| TVDYVTERIYWADAREDYIEFASLDGSNRHVVLS------QDIPHIFALTLFEDYVYWTDWETKSINRAHKTTGANKTLLISTLHRPMDLHVFHALRQPD-VPNHPCKVNNGGCSNLCLLSPG-GGHKCACPTNFYLGGDGRTCVSNCTA  3600
gi|126012562|ref|NP_002323.2| TLDYVTERIYWADAREDYIEFASLDGSNRHVVLS------QDIPHIFALTLFEDYVYWTDWETKSINRAHKTTGTNKTLLISTLHRPMDLHVFHALRQPD-VPNHPCKVNNGGCSNLCLLSPG-GGHKCACPTNFYLGSDGRTCVSNCTA  3600
gi|73968460|ref|XP_538245.2| TLDYVTERIYWADAREDYIEFASLDGSNRHVVLS------QDIPHIFALTLFEDYVYWTDWETKSINRAHKTMGTNKTLLISTLHRPMDLHVFHALRQPD-VPNHPCKVNNGGCSNLCLLSPG-GGHKCACPTNFYLGSDGRTCVSNCTA  3600
gi|292627062|ref|XP_001920591.2| TLDFINDRIYWADAREDYIAFASLDGSNRHTVLN------HDIPHIFAMTLFEEFIYWTDWETKSINRAHKTLGTNKTLLISTLHRPMDIHIFHPSRQPE-VSGHPCQEDNGGCSNLCLLSPG-GGYKCACPTNFYLAADGKQCLSNCTA  3600
gi|28573304|ref|NP_788284.1| TISFETQQLFWGDAREDTISVSDLDGNHTRLLLARSINPLLNLHHIFAIAVWEGHIYWSDWETKSIEYCSIFNGQNCTTLITTIHRPMDLRVFHPYRQQQPMSGNPCLAAN--CSTLCVLSPEEPYYKCMCPTNFILADDGRTCRANCTA  3600
gi|158300186|ref|XP_320185.4| TISFETNQLFWGDAREDYIAVSDLDGQNVRILLSRARQPTLNLHHVFAIAVWEDRIYWSDLDSKSIEYCHKFRGDGCGTLINTIHRPMDIRVFHYYRQLQPEVN-PCDTAG--CQTLCVLSPDPPGYRCLCPDNFILTADGKSCAANCSA  3600
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gi|124494256|ref|NP_032538.2| SQFVCKND-KCIPFWWKCDTEDDCGDHSDEPPDCPEFKCRPGQFQCSTGICTNPAFICDGDNDCQDNSDEANCDIHVCLPSQFKCT------NTNRCIPGIFRCNGQDNCGDGEDERDCPEVTCAPNQFQCSITKRCIPRVWVCDRDNDC  3750
gi|62652278|ref|XP_243524.3| SQFVCKND-KCIPFWWKCDTEDDCGDHSDEPPDCPEFKCRPGQFQCSTGICTNPAFICDGDNDCQDNSDEANCDIHVCLPSQFKCT------NTNRCIPGIFRCNGQDNCGDGEDERDCPEVTCAPNQFQCSITKRCIPRVWVCDRDNDC  3750
gi|126012562|ref|NP_002323.2| SQFVCKND-KCIPFWWKCDTEDDCGDHSDEPPDCPEFKCRPGQFQCSTGICTNPAFICDGDNDCQDNSDEANCDIHVCLPSQFKCT------NTNRCIPGIFRCNGQDNCGDGEDERDCPEVTCAPNQFQCSITKRCIPRVWVCDRDNDC  3750
gi|73968460|ref|XP_538245.2| SQFVCKND-KCIPFWWKCDTEDDCGDHSDEPPDCPEFKCRPGQFQCSTGICTNPAFICDGDNDCQDNSDEANCDIHVCLPSQFKCT------NTNRCIPGIFRCNGQDNCGDGEDERDCPEVTCAPNQFQCSITKRCIPRVWVCDRDNDC  3750
gi|292627062|ref|XP_001920591.2| SQFVCKND-KCIPFWWKCDTEDDCGDRSDEPADCPEFKCRPGQFQCGTGLCTNPAYICDGDNDCQDNSDEANCDIHVCLPSQFKCS------HPSRCIPGILRCNGQNNCGQGEDEKDCPEVTCAPNQFQCAITKRCIPRVWVCDRDYDC  3750
gi|28573304|ref|NP_788284.1| AHFECVNTYKCIPFYWRCDTQDDCGDGSDEPETCPPFHCEPGQYQCANKKCTHPSNLCDGINQCGDGSDELNCDKFTCFDNHMKCG--ATANSSAFCVDNVKRCDGVKDCPGGEDESACTPLVCKKDQFQCGNN-RCMPFVWVCDGDIDC  3750
gi|158300186|ref|XP_320185.4| AHFQCRTTFKCIPFYWRCDKQDDCGDGSDEPPNCPTFTCEAGQFQCLNKRCINPSQICDGVDQCGDLSDERDCDRFECFSSHFKCGPSAAKNTSGFCIEGARRCDEEVNCPNGEDEQNCEPKNCTATQFRCANGGRCIDRTWVCDNVPDC  3750
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gi|124494256|ref|NP_032538.2| VDGSDEPANCTQMTCGVDEFRCKDSGRCIPARWKCDGEDDCGDGSDEPK--EECDERTCEPYQFRCKNNRCVPGRWQCDYDNDCGDNSDEESCTPRPCSESEFSCANGRCIAGRWKCDGDHDCADGSDEKDCTPRCDMDQFQCKSG-HCI  3900
gi|62652278|ref|XP_243524.3| VDGSDEPANCTQMTCGVDEFRCKDSGRCIPARWKCDGEDDCGDGSDEPK--EECDERTCEPYQFRCKNNRCVPGRWQCDYDNDCGDNSDEESCTPRPCSESEFSCANGRCIAGRWKCDGDHDCADGSDEKDCTPRCDMDQFQCKSG-HCI  3900
gi|126012562|ref|NP_002323.2| VDGSDEPANCTQMTCGVDEFRCKDSGRCIPARWKCDGEDDCGDGSDEPK--EECDERTCEPYQFRCKNNRCVPGRWQCDYDNDCGDNSDEESCTPRPCSESEFSCANGRCIAGRWKCDGDHDCADGSDEKDCTPRCDMDQFQCKSG-HCI  3900
gi|73968460|ref|XP_538245.2| VDGSDEPANCTQMTCGVDEFRCKDSGRCIPARWKCDGEDDCGDGSDEPK--EECDERTCEPYQFRCKNNRCVPGRWQCDYDNDCGDNSDEESCTPRPCSESEFSCANGRCIAGRWKCDGDHDCADGSDEKDCTPRCDMDQFQCKSG-HCI  3900
gi|292627062|ref|XP_001920591.2| VDESDEPANCTQMKCGVDEFRCKDSGRCIPSRWTCDGEDDCGDASDEPK--EECDERTCEPYQFRCKNNRCVPGRWQCDYDNDCGDNSDEEKCVPRQCSESEFACSNGRCIAGRWKCDGDHDCSDGSDEDGCDLKCEEDQFQCKNG-HCI  3900
gi|28573304|ref|NP_788284.1| PDKSDEANCDNVS-CGPNDFQCD-SGRCIPLAWRCDDDHDCPNGEDEPASCFSS-KATCDPTYFKCNNSKCIPGRWRCDYENDCGDGSDELNCQMRNCSESEFRCGTGKCIKHNYRCDGEIHCDDNSDEINCNITCKENQFKCAAFNTCI  3900
gi|158300186|ref|XP_320185.4| HDGSDEQVCGPATTCPEHEFRCS-EGRCIPQSWLCDDEKDCANGEDETENCQKPEAITCEPTSFRCNNSKCIPGRWRCDFENDCGDNSDELNCELRNCSESEFRCRDGHCIRGIRRCDNEFNCADHSDEENCNVTCSAEQFKCKSHPACI  3900
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gi|124494256|ref|NP_032538.2| PLRWRCDADADCMDGSDEEACG-TGVRTCPLDEFQCNNTLCKPLAWKCDGEDDCGDNSDENPEECARFICPPNRPFRCKNDRVCLWIGRQCDGVDNCGDGTDEEDCEPPTAQNPHCKDKKEFLCRNQR-CLSSSLRCNMFDDCGD-GSDE  4050
gi|62652278|ref|XP_243524.3| PLRWRCDADADCMDGSDEEACG-TGVRTCPLDEFQCNNTLCKPLAWKCDGEDDCGDNSDENPEECTRFQCPPNRPFRCKNDRVCLWIGRQCDGTDNCGDGTDEEDCEPPTAQNPHCKDKKEFLCRNQR-CLSSSLRCNMFDDCGD-GSDE  4050
gi|126012562|ref|NP_002323.2| PLRWRCDADADCMDGSDEEACG-TGVRTCPLDEFQCNNTLCKPLAWKCDGEDDCGDNSDENPEECARFVCPPNRPFRCKNDRVCLWIGRQCDGTDNCGDGTDEEDCEPPTAHTTHCKDKKEFLCRNQR-CLSSSLRCNMFDDCGD-GSDE  4050
gi|73968460|ref|XP_538245.2| PLRWRCDADADCMDGSDEEACG-TGVRTCPLDEFQCNNTLCKPLAWKCDGEDDCGDNSDENPEECARFVCPPNRPFRCKNDRVCLWIGRQCDGTDNCGDGTDEEDCEPPTAQTPHCKDKKEFLCRNQR-CLSSSLRCNMFDDCGD-GSDE  4050
gi|292627062|ref|XP_001920591.2| PLPWRCDADVDCLDGSDEERCEITGMRVCLLQEFQCNNTLCKPLSWKCDGEDDCGDNSDENPEACRHFQCPPTRNFRCRNNRVCLTRSKLCDGVDNCGDNSDEASCDYESTCD-----KDQFRCTNGK-CISANLRCNFFNDCEDYGSDE  4050
gi|28573304|ref|NP_788284.1| NKQYKCDGDDDCPDGSDEVNCT------CHSDHFSCGNGKCIMSRWKCDGWDDCLDGSDESLETCAKTHCHAN-AFKCRN-QLCVRNSALCDGINDCGENEDES---DAVCAALPKCRHDQFQCENDD-CISKAFRCDGQYNCVD-GSDE  4050
gi|158300186|ref|XP_320185.4| SNKFKCDGDNDCIDESDEEDCE------CQEGEYRCNNGKCILSSWVCDGIDDCLDNSDEMGEYCKEHGCNKR-AFRCAN-RNCIRKSLMCDNKDDCGDNSDEK---SALCH---KCPPNSFRCNSDSKCIDIALRCDQTPHCLD-ESDE  4050
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gi|124494256|ref|NP_032538.2| EDCSIDPKLTSCATNASMCG--DEARCVRTEKAAYCACRSGFHTVPGQPGCQDINECLRFGTCSQLCNNTKG-GHLCSCARNFMKT----HNTCKAEGSEYQVLYIADDNEIRSLFPGHPHSAYEQTFQGDESVRIDAMDVHVKAG--RV  4200
gi|62652278|ref|XP_243524.3| EDCSIDPKLTSCATNASMCG--DEARCVRTEKAAYCACRPGFHTVPGQPGCQDINECLRFGTCSQLCNNTKG-GHLCSCARNFMKT----HNTCKAEGSEYQVLYIADDNEIRSLFPGHPHSAYEQAFQGDESVRIDAMDVHVKAG--RV  4200
gi|126012562|ref|NP_002323.2| EDCSIDPKLTSCATNASICG--DEARCVRTEKAAYCACRSGFHTVPGQPGCQDINECLRFGTCSQLCNNTKG-GHLCSCARNFMKT----HNTCKAEGSEYQVLYIADDNEIRSLFPGHPHSAYEQAFQGDESVRIDAMDVHVKAG--RV  4200
gi|73968460|ref|XP_538245.2| EDCSIDPKLTSCATNASICG--DEARCVRTEKAAYCACRSGFHTVPGQPGCQDINECLRFGTCSQLCNNTKG-GHLCSCARNFMKT----HNTCKAEGSEYQVLYIADDNEIRSLFPSHPHSAYEQAFQGDESVRIDAMDVHVKAG--RV  4200
gi|292627062|ref|XP_001920591.2| IGCKTDTMLNDCKSNKSLCGDGDEAHCVSNGTDTFCSCKPGFQSVR-HNTCEDKDECKQFGVCSHVCNNTKG-SYKCSCHKYFTRI----NHTCKADGTNKQVLYIADDNEIRSLNPGMPNWVYEQTFQGDNNVRIDAMDLHVKTN--RI  4200
gi|28573304|ref|NP_788284.1| MNCQPP-----------VCG---------------------------------------FGSCSQICIEKKAGHYNCKCADGYHKG-PEKNATCLASG-PDQILLLASEQEFRFILPAKQEGTTVVGFFQTDSLKIDVFDILIRPKDTLL  4200
gi|158300186|ref|XP_320185.4| IGCIKT-----------GCG---------------------------------------FGACSQLCIEKKG-HYTCRCAEGYVKGGPGRNATCVAVD-EQGILLVASESDFRSLYAD----TPVMGYLQTSSLKIDRFDFAITRHNITL  4200
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gi|124494256|ref|NP_032538.2| YWTNWHTGTISYRSLPP----AAPPTTS---------NRHRRQIDRGVTHLNISGLK-------------MPRGIAIDWVAGNVYWTDSGRDVIEVAQMKGENRKTLISGMIDEPHAIVVDPLRGTMYWSDWGNHPKIETAAMDGTLRET  4350
gi|62652278|ref|XP_243524.3| YWTNWHTGTISYRSLPP----AAPPTTS---------NRHRRQIDRGVTHLNISGLK-------------MPRGIAIDWVAGNVYWTDSGRDVIEVAQMKGENRKTLISGMIDEPHAIVVDPLRGTMYWSDWGNHPKIETAAMDGTLRET  4350
gi|126012562|ref|NP_002323.2| YWTNWHTGTISYRSLPP----AAPPTTS---------NRHRRQIDRGVTHLNISGLK-------------MPRGIAIDWVAGNVYWTDSGRDVIEVAQMKGENRKTLISGMIDEPHAIVVDPLRGTMYWSDWGNHPKIETAAMDGTLRET  4350
gi|73968460|ref|XP_538245.2| YWTNWHTGTISYRSLPP----AAPPTTS---------NRHRRQIDRGVTHLNISGLK-------------MPRGIAVDWVAGNVYWTDSGRDVIEVAQMKGENRKTLISGMIDEPHAIVVDPLRGTMYWSDWGNHPKIETAAMDGTLRET  4350
gi|292627062|ref|XP_001920591.2| FWTNWHTYGISCFQLPSQSSASGPTSNS---------HRHTRQSEGTVSNLEIPGLK-------------MPRGIAVDWVAGNLYWTDSGRDVIEVAQITGQHRKTLISGMIDEPHAIVVDPQRGTMYWTDWGNHPKIETAAMDGTLRQT  4350
gi|28573304|ref|NP_788284.1| FWIDSHHGKVHTMKIATPHVEGTGVR----------VRRDLKELTAFN----IPELD-------------DPKSLAVDWISQRVYIIDSRHNQILATDIEGKKYISLVS-TGMNPTDIVLEPESRIMIWSTLENG--ILVASLDGSNKKS  4350
gi|158300186|ref|XP_320185.4| FWIDSYDTSINKILMDTTVKDGGDYSRSPPVDKRKIVRRGLGPAPAPPSYDRIKTLDGKHSSVVLKDDEIHPIAIACDWLTERLYVINKKRSNIFVMSFNGTNHTTLTA-TGKHPIDLVVDPVSGMMVWSIMET---IISSGMDGRGKQK  4350
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gi|73968460|ref|XP_538245.2| LVQDNIQWPTGLAVDYHNERLYWADAKLSVIGSIRLN-GTDPIVAAD-SKRGLSHPFSIDVFEDYIYGVTYINNRVFKIHKFGHSPLINLTG--------GLSHASDVVLYHQHKQ-PEVTNPCDR---KKCEWLCLLSPSG--------  4500
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gi|28573304|ref|NP_788284.1| LVERDVGWPISLSMDYPTGRLYWADYRKGTIETCRLN-GKDRNVVRR--FGNREKPQKIDVFEDYLY-IKLYDQSIIKMNKFGNDNGTYL---------LKGYRSSDIGILHPMKQNRNISNPCAKDPCKSSRALCILSSESSVGYSCKC  4500
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gi|73968460|ref|XP_538245.2| --------------------------------------------PVCTCP-------------NGKRLDNGTCVAVPSPT-----------------PPPDAPRPGTCNLQCFNGGSCFLNARRQ--PKCRCQPRYTGDKCELDQCWEYC  4650
gi|292627062|ref|XP_001920591.2| --------------------------------------------PVCICP-------------NDHVPDNGTCVKVQPPD-----------------QFPFSP---TCDLQCQNGGSCYLNPLKN--PKCRCPTSYRGERCEINQCRDYC  4650
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gi|62652278|ref|XP_243524.3| HNGGTCAASPSGMPTCRCPTGFTGPRCTQQVCAGYCANNSTCTVNQGNQPQCRCLPGFLGDRCQYRQCSGFCENFGTCQMAADGSRQCRCTVYFEGTRCEVNKCSRCL------------------------------QGACVVNKQTGD  4800
gi|126012562|ref|NP_002323.2| RNGGTCAASPSGMPTCRCPTGFTGPKCTQQVCAGYCANNSTCTVNQGNQPQCRCLPGFLGDRCQYRQCSGYCENFGTCQMAADGSRQCRCTAYFEGSRCEVNKCSRCL------------------------------EGACVVNKQSGD  4800
gi|73968460|ref|XP_538245.2| RNGGTCAASPSGMPTCRCPTGFTGPKCTQQVCAGYCANNSTCTVNQGNQPQCRCLPGFLGDRCQYRQCSGYCENFGTCHMAADGSRQCRCTAYFEGPRCEVNKCSRCL------------------------------DGACVVNKQSGD  4800
gi|292627062|ref|XP_001920591.2| QNRGTCSPSRTGAPTCRCQTGFTGPRCNLYICENYCQNGGNCAVSLGNQPTCRCPPGFLGDQCQYRQCEDFCKNDGQCLELNNGTKHCQCSDKFFGPQCELDKCEYCG------------------------------TGKCEK-LQTG-  4800
gi|28573304|ref|NP_788284.1| ENGGICRETLTGTPQCECPDGFTGKRCEIDECADFCKNGGSCVISTKGQRQCKCPSGYFGEHCESNSCRDFCRNGGTCSER-GGRLSCTCPPRYIGESCESDLCKTSS--PPHFCDNTKVPTR-------DPCTLMICQNAGTCHIIKGV  4800
gi|158300186|ref|XP_320185.4| ENGGVCRKTTTDRSQCLCAEGYVGRNCEKNVCTEFCENGGECTIER-GAAKCSCPENTYGERCQLRQCADLCRNGGDCVP--GERPYCKCRQGYEGPYCEHDLCELPEGTRPSYCSTIRPTTEPSAHPPSSSCGSYSCNNGGHCLEVRGK  4800
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gi|126012562|ref|NP_002323.2| VTCNCTDGRVAPSCLT-------CVGHCSNGGSCTMNS-------KMMPECQCPPHMTGPRCEEH---------------------------------------VFSQQQP--GHIASILIP-LLLLLLLVLVAGVVFWYKRRVQGAKGF  4950
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