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gi|89191868|ref|NP_000543.2| MIPARFAGVLLALALILPGTLCAEGTRGRSSTARCSLFGSDFVNTFDGSMYSFAGYCSYLLAGGCQKRSFSIIGDFQNGKRVSLSVYLGEFFDIHLFVNGTVTQGDQRVSMPYASKGLYLETEAGYYKLSGEAYGFVAR-IDGSGNFQVL   150
gi|114643010|ref|XP_508945.2| MIPARFARVLLALALILPGTLCAEGTRGRSSMARCSLFGNDFVNTFDGSMYSFAGYCSYLLAGGCQKRSFSIIGDFQNGKRVSLSVYLGEFFDIHLFVNGTVTQGDQRVSMPYASKGLYLETEAGYYKLSGEAYGFVAR-IDGSGNFQVL   150
gi|50950127|ref|NP_001002932.1| MSPTRLVRVLLALALILPGKLCTKGTVGRSSMARCSLFGGDFINTFDESMYSFAGDCSYLLAGDCQEHSVSLIGGFQNGKRVSLSVYLGEFFDIHLFVNGTMLQGTQSISMPYASNGLYLEAEAGYYKLSSEAYGFVAR-IDGNGNFQVL   150
gi|115511022|ref|NP_035838.3| MNPFRYEICLLVLALTWPGTLCTEKPRDRPSTARCSLFGDDFINTFDETMYSFAGGCSYLLAGDCQKRSFSILGNFQDGKRMSLSVYLGEFFDIHLFANGTVTQGDQSISMPYASQGLYLEREAGYYKLSSETFGFAAR-IDGNGNFQVL   150
gi|109472605|ref|XP_342760.3| MNPFGYEICLLVLALTWPGTLCTEDPRDRPSTARCSLFGDGFINTFDEAMYSFAGGCSYLLAGDCQKRSFSILGNFQDGKRVGLSVYLGEFFDIHLFANGTVMQGDQSISMPYASKGLYVEHEAGYYKIXXXXXGFNRMFVHGNMYVCMC   150
gi|194667464|ref|XP_584169.4| MFPTRLARLLLAVALTLPGALCGEGALGKSSMARCSLFGADFINTFDESMYSFSGDCSYLLAGDCKTHSFSIVG----------------------------------------------------------------------------   150
gi|118083233|ref|XP_417223.2| ---MLLLAVLTELLLVTVATGSSGSLLQESSVSRCSLFGKDHIKTFDGSFYSFAGDCSYLLAGDCHKHSFTLLGNYKDGEKTGFSVYLGEYFNLHFLLGGSVMQEDKRVSIPFASNGIFIEKEAGYYKISSNDYGFVVK-IDISGNIQIF   150
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gi|89191868|ref|NP_000543.2| LSDRYFNKTCGLCGNFNIFAEDDFMTQEGTLTSDPYDFANSWALSSGEQWCERASPPSSSCNISSGEMQKGLWEQCQLLKSTSVFARCHPLVDPEPFVALCEKTLCECAGGLECACPALLEYARTCAQEGMVLYGWTDHSACSPVCPAGM   300
gi|114643010|ref|XP_508945.2| LSDRYFNKTCGLCGNFNIFAEDDFMTQEGTLTSDPYDFANSWALSSGEQWCERASPPSSSCNISSGEMQKGLWEQCQLLKSTSVFARCHPLVDPEPFVALCEKTLCECAGGLECACPAFLEYARTCAQEGMVLYGWTDHSACSPVCPAGM   300
gi|50950127|ref|NP_001002932.1| LSDRYFNKTCGLCGNFNIFAEDDFRTQEGTLTSDPYDFANSWALSSGEQRCKRVSPPSSPCNVSSDEVQQVLWEQCQLLKSASVFARCHPLVDPEPFVALCERTLCTCVQGMECPCGVLLEYARACAQQGVVLYGWTDHSVCRPACPAGM   300
gi|115511022|ref|NP_035838.3| MSDRHFNKTCGLCGDFNIFAEDDFRTQEGTLTSDPYDFANSWALSSEEQRCKRASPPSRNCESSSGDMHQAMWEQCQLLKTASVFARCHPLVDPESFVALCEKILCTCATGPECACPVLLEYARTCAQEGMVLYGWTDHSACRPACPAGM   300
gi|109472605|ref|XP_342760.3| ITHTHLNMTYTMEGKWYLLAKELFS--AGTLTSDPYDFANSWALSSENQRCKRTSPPSTNCTSSSGDMQQAMWEQCQLLKTASVFARCHPLVDPEPFVALCEKTLCTCVTGPECACPALLEYARTCAQEGMVLYGWADHSACRPACPAGM   300
gi|194667464|ref|XP_584169.4| -----------------------------TLTSDPYDFANSWALSSEEQRCPRVSPPSSSCNVSS-ELQKGLWEKCQLLKTASVFARCHALVDPEPFVALCERMLCACAQGLRCPCPVLLEYARACAKQGMLLYGWADHSSCRPDCPAGM   300
gi|118083233|ref|XP_417223.2| LQEKYYNKTCGLCGNFNKFAEDDFRTQEGTLVGNSYDFANSWALRSENKLCKRVQTPSSMCNVSSDIAEENVMETCELLRTSLTFARCHHLVDPEPYIHLCKKDICSCTYGMNCHCLAFLEYARNCAHEGVILDGWSQESSCKPRCPVGM   300
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gi|89191868|ref|NP_000543.2| EYRQCVSPCARTCQSLHINEMCQERCVDGCSCPEGQLLDEGLCVESTECPCVHSGKRYPPGTSLSRDCNTCICR----------------------------------------NSQWICSNEECPGECLVTGQSHFKSFDNRYFTFSGI   450
gi|114643010|ref|XP_508945.2| EYKQCVSPCARTCQSLHINEMCQERCVDGCSCPEGQLLDEGLCVESTECPCVHSGKRYPPGASLSRDCNTCICR----------------------------------------NSQWICSNEECPGECLVTGQSHFKSFDNRYFTFSGI   450
gi|50950127|ref|NP_001002932.1| EYKECVSPCTRTCQSLHVKEVCQEQCVDGCSCPEGQLLDEGHCVGSAECSCVHAGQRYPPGASLLQDCHTCICR----------------------------------------NSLWICSNEECPGECLVTGQSHFKSFDNRYFTFSGI   450
gi|115511022|ref|NP_035838.3| EYKECVSPCPRTCQSLSINEVCQQQCVDGCSCPEGELLDEDRCVQSSDCPCVHAGKRYPPGTSLSQDCNTCICR----------------------------------------NSLWICSNEECPGECLVTGQSHFKSFDNRYFTFSGI   450
gi|109472605|ref|XP_342760.3| EYKECVSPCTRTCQSLPINEVCQQQCVDGCGCPEGELLDEDRCVQSSDCSCVHAGKRYPPGTSLPQDCNTCICR----------------------------------------HSLWICSNEECPGECLVTGQSHFKSFDNRHFTFSGI   450
gi|194667464|ref|XP_584169.4| EYKECVSPCHRTCRSLSITEVCREQCVDGCSCPEGQLLDEGRCVESTECPCVHAGKPYPPGASLSRDCNTCQGRPLAVKRETAAGQSFHPISCHLFAQRITVAMPEPKTLAGSKGFTGVSVKESEAGECLITGQSHFKSFDDRHFTFSGV   450
gi|118083233|ref|XP_417223.2| EYKACISPCAKTCQSLNINEVCHGQCIDGCSCPEGKLLDGERCVESSDCSCIHSGRHYPPGFTIFQDCNSCICR----------------------------------------HGIWICSNGECPGECSITGQSHFKSFDNKHFTFSGI   450
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gi|89191868|ref|NP_000543.2| CQYLLARDCQDHSFSIVIETVQCADDRDAVCTRSVTVRLPGLHNSLVKLKHGAGVAMDGQDVQLPLLKGDLRIQHTVTASVRLSYGEDLQMDWDGRGRLLVKLSPVYAGKTCGLCGNYNGNQGDDFLTPSGLAEPRVEDFGNAWKLHGDC   600
gi|114643010|ref|XP_508945.2| CQYLLARDCQDHSFSIVIETVQCADDRDAVCTRSVTVRLRGLHNSLVKLKHGAGVAMDGQDVQLPLLKGDLRIQHTVTASVRLSYGEDLQMDWDGRGRLLVKLSPVYAGKTCGLCGNYNGNQGDDFLTPSGLAEPRVEDFGNAWKLHGDC   600
gi|50950127|ref|NP_001002932.1| CQYLLAQDCQDHTFSVVIETVQCADDLDAVCTRSVTVRLPGHHNSLVKLKHGGGVSMDGQDIQIPLLQGDLRIQHTVMASVRLSYGEDLQMDWDGRGRLLVTLSPAYAGKTCGLCGNYNGNRGDDFVTPAGLAEPLVEDFGNAWKLLGAC   600
gi|115511022|ref|NP_035838.3| CQYLLARDCEDHTFSIVIETMQCADDPDAVCTRSVSVRLSALHNSLVKLKHGGAVGIDGQDVQLPFLQGDLRIQHTVMASVRLSYAEDLQMDWDGRGRLLVKLSPVYSGKTCGLCGNYNGNKGDDFLTPAGLVEPLVVDFGNAWKLQGDC   600
gi|109472605|ref|XP_342760.3| CQYLLARDCQDHSFSIVIETMQCADDPDAVCTRSVSVRLSALHNSLMKLKHGGGVAIDGQDVQIPFLQGDLRIQHTVMASVRLSYGEDLQMEWDGRGRLLVKLSPIYSGKTCGLCGNYNGNKGDDFLTPAGLVEPLVVDFGNAWKLQGDC   600
gi|194667464|ref|XP_584169.4| CQYLLAQDCQDHSFSVVIETVQCADDPDAVCTRSVTVRLPSPHHGLLKLKHGGGVALDGQDIQIPLLQGDLRIQHTVTASLQLNFGEDLQIDWDGRGRLLLKLSPVYAGRTCGLCGNYNGNQRDDFLTPAGLVEPLVEHFGNSWKLRADC   600
gi|118083233|ref|XP_417223.2| CQYLFAKDCVENSFSVIIETVQCADDPDAVCTRSASVRIQDMENSLIKMKHGGGISLNGQDIQTPLLHGILRIQRLVGTLVRLTYGEDLQIDWDGRGGLLVKVSLAYTERMCGLCGNYNGNQGDDFLTPSGLVEVLLEDFGNSWKLNADC   600
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gi|89191868|ref|NP_000543.2| QDLQKQHSDPCALNPRMTRFSEEACAVLTSPTFEACHRAVSPLPYLRNCRYDVCSCSDGRECLCGALASYAAACAGRGVRVAWREPGRCELNCPKGQVYLQCGTPCNLTCRSLSYPDEECNEACLEGCFCPPGLYMDERGDCVPKAQCPC   750
gi|114643010|ref|XP_508945.2| QDLQKQHSDPCALNPRMTRFSEEACAVLTSPTFEACHRAVSPLPYLRNCRYDVCSCSDGRECLCGALASYAAACAGRGVSVAWREPGRCELNCPKGQVYLQCGTPCNLTCRSLSYPDEECNEACLEGCFCPPGLYMDERGDCVPKAQCPC   750
gi|50950127|ref|NP_001002932.1| ENLQKQHRDPCSLNPRQARFAEEACALLTSSKFEPCHRAVGPQPYVQNCRYDVCSCSDGRDCLCSAVANYAAACARRGVHIAWREPGFCALSCPQGQVYLQCGTPCNMTCRSLSYPEEDCNEVCLEGCFCPPGLYLDERGDCVPKAQCPC   750
gi|115511022|ref|NP_035838.3| SDLRRQHSDPCSLNPRLTRFAEEACALLTSSKFEACHHAVSPLPYLQNCRYDVCSCSDSRDCLCNAVANYAAECARKGVHIGWREPGFCALGCPQGQVYLQCGNSCNLTCRSLSLPDEECSEVCLEGCYCPPGLYQDERGDCVPKAQCPC   750
gi|109472605|ref|XP_342760.3| PDLHRQHSDPCSLNPRLTRFAEEACALLTSSKFETCHHAVSPLPYLQNCRYDVCSCADSQDCLCSAVANYAAACARKGVHIGWREPDFCALSCPQGQVYLQCGNSCNMTCRSLSLPDEECSEVCLEGCFCPPGLYQDERGDCVPKAQCPC   750
gi|194667464|ref|XP_584169.4| EDLQEQPSDPCSLNPRLTKFADQACAILTSPKFEACHSAVSPLPYLRNCRYDVCACSDGRDCLCDAVANYAAACARRGVHVGWREPSFCALSCTHGQVYQQCGTPCNLTCRSLSHPDEECTEVCLEGCFCPPGLFLDETGSCVPKAQCPC   750
gi|118083233|ref|XP_417223.2| QDLLKQDNDPCNLNPHLAKYAEESCSVLISSVFERCHHEVSPTPYVKNCHFDVCSCSSGKDCLCSSIANYATACAMKNVVVQWRAPDFCSMTCPEGQIYQQCGTLCNQTCRSLSYPDENCDEFCMEGCYCPPGHYLDESEKCVPKSQCSC   750
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gi|89191868|ref|NP_000543.2| YYDGEIFQPEDIFSDHHTMCYCEDGFMHCTMSGVPGSLLPDAVLSSPLSHRSKRSLSCRPPMVKLVCPADNLRAEGLECTKTCQNYDLECMSMGCVSGCLCPPGMVRHENRCVALERCPCFHQGKEYAPGETVKIGCNTCVCRDRKWNCT   900
gi|114643010|ref|XP_508945.2| YYDGEIFQPEDIFSDHHTMCYCEDGFMHCTMSGVPGSLLPDAVLSSPLSHRSKRSLSCRPPMVKLVCPADNLQAEGLECAKTCQNYDLECMSMGCVSGCLCPPGMVRHGNRCVALERCPCFHQGKEYAPGETVKIGCNTCVCRDRKWNCT   900
gi|50950127|ref|NP_001002932.1| YYDGEIFQPEDIFSDHHTMCYCEDGFMHCTTSGGLGSLLPNPVLSSPRSHRSKRSLSCRPPMVKLVCPADNPRAEGLECAKTCQNYDLQCMSTGCVSGCLCPQGMVRHENRCVALERCPCFHQGQEYAPGETVKIDCNTCVCRDRKWNCT   900
gi|115511022|ref|NP_035838.3| YYDGELFQPADIFSDHHTMCYCEDGFMHCTTSGTLGSLLPDTVLSSPLSHRSKRSLSCRPPMVKLVCPADNPRAQGLECAKTCQNYDLECMSLGCVSGCLCPPGMVRHENKCVALERCPCFHQGAEYAPGDTVKIGCNTCVCRERKWNCT   900
gi|109472605|ref|XP_342760.3| YHDGELFQPADIFSDHHTMCYCEDGFMHCTTSGASGSLLPNIVLSSPLSHRSKRSLSCRPPMVKLVCPADNPRAQGLECAKTCQNYDLECMSLGCVSGCLCPPGMVRHENRCVALERCPCFHQGEAYSPGDTVKIGCNTCVCRDRRWNCT   900
gi|194667464|ref|XP_584169.4| YYDGEIFQPEDIFSDHHTMCYCEDGFMHCSTSGAPGSLLPEAVLSSPLSHRSKRSLSCRPPMVKVVCPADNPRAEGLECTKTCQNYDLECMSTGCVSGCLCPPGMVRHENRCVALERCPCFHQGREYAPGDRVKVDCNSCVCQDRKWNCT   900
gi|118083233|ref|XP_417223.2| YYDGEIFQPEDIFSDHYTMCYCEDGFMHCSKSKAPGALLPDVFTDEKPSARIKRSLTCRSPMVTLICPENNPRAEGLECAKTCQNFDLECISHGCISGCLCPKGMVRHENKCVAPERCPCFHNGREYAKGETVTKDCNTCVCRGRKWECT   900
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gi|89191868|ref|NP_000543.2| DHVCDATCSTIGMAHYLTFDGLKYLFPGECQYVLVQDYCGSNPGTFRILVGNKGCSHPSVKCKKRVTILVEGGEIELFDGEVNVKRPMKDETHFEVVESGRYIILLLGKALSVVWDRHLSISVVLKQTYQEKVCGLCGNFDGIQNNDLTS  1050
gi|114643010|ref|XP_508945.2| DHVCDATCSMIGMAHYLTFDGLKYLFPGECQYVLVQDYCGSNPGTFRILVGNKGCSHPSVKCKKRVTILVEGGEIELFDGEVNVKRPMKDETHFEVVESGRYIILLLGKALSVVWDRHLSISVVLKQTYQEKVCGLCGNFDGIQNNDLTS  1050
gi|50950127|ref|NP_001002932.1| DHVCDATCSAIGMAHYLTFDGLKYLFPGECQYVLVQDYCGSNPGTFRILVGNEGCSYPSVKCKKRVTILVEGGEIELFDGEVNVKKPMKDETHFEVVESGQYVILLLGKALSVVWDHRLSISVTLKRTYQEQVCGLCGNFDGIQNNDFTS  1050
gi|115511022|ref|NP_035838.3| NHVCDATCSAIGMAHYLTFDGLKYLFPGECQYVLVQDYCGSNPGTFQILVGNEGCSYPSVKCRKRVTILVDGGELELFDGEVNVKRPLRDESHFEVVESGRYVILLLGQALSVVWDHHLSISVVLKHTYQEQVCGLCGNFDGIQNNDFTT  1050
gi|109472605|ref|XP_342760.3| THVCDATCSALGMAHYLTFDGLKYLFPGECQYVLVQDYCGGSSGTFRILVGNEGCTYPSVKCKKRVTILVDGGEIELFNGEVNVKRPLKDESHFEMVESGQYVILLLGQGLSVVWDHRLSISVVLKYTYQEHVCGLCGNFDGIQNNDFTS  1050
gi|194667464|ref|XP_584169.4| DHVCDASCSALGLAHYFTFDGLKYLFPGECQYVLVQDHCGSNPGTFRVLVGNEGCSVPSLKCRKRITILVEGGEIELFDGEVNVKTPMKDETHFEVVESGRYITVLLGKALSVVWDGHLAVSVFLKRTYQERVCGLCGNFDGVQNNDLTS  1050
gi|118083233|ref|XP_417223.2| KNICDGTCTVIGTAHYLTFDGMKYKFPGECQYVLVQDFCKNNSGTFRILISNEGCSFTGEKCSKRVIILYKSGEIELLNGNVNIKVFPKDSGDLEVMKSGRYYIILLSKSITVTWDLAMGVSVILKADFNDRVCGLCGNFDGIQNNDLTS  1050
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gi|89191868|ref|NP_000543.2| SNLQVEEDPVDFGNSWKVSSQCADTRKVPLDSSPATCHNNIMKQTMVDSSCRILTSDVFQDCNKLVDPEPYLDVCIYDTCSCESIGDCACFCDTIAAYAHVCAQHGKVVTWRTATLCPQSCEERNLRENGYECEWRYNSCAPACQVTCQH  1200
gi|114643010|ref|XP_508945.2| SNLQVEEDPVDFGNSWKVSSQCADTRKVPLDSSPATCHNNIMKQTMVDSSCRILTSDVFQDCNKLVDPEPYLDVCIYDTCSCESIGDCACFCDTIAAYAHVCAQHGKVVTWRTATLCPQSCEERNLRENGYECEWRYNSCAPACQVTCQH  1200
gi|50950127|ref|NP_001002932.1| SSLQIEEDPVDLGNSWKVNPQCADTKKVPLDSSPAVCHNNIMKQTMVDSSCRILTSDIFQDCNRLVDPEPFLDICIYDTCSCESIGDCTCFCDTIAAYAHVCAQHGKVVAWRTATFCPQNCEERNLHENGYECEWRYNSCAPACPITCQH  1200
gi|115511022|ref|NP_035838.3| SSLQVEEDPVNFGNSWKVSSQCADTRKLSLDVSPATCHNNIMKQTMVDSACRILTSDVFQGCNRLVDPEPYLDICIYDTCSCESIGDCACFCDTIAAYAHVCAQHGQVVAWRTPTLCPQSCEEKNVRENGYECEWRYNSCAPACPVTCQH  1200
gi|109472605|ref|XP_342760.3| SSLQVEEDPIDFGNSWKVSPQCADTRKLSLDVSLAACHNNIMKQTMVDSSCRILTSDIFQGCNRLVDPEPYLDICIYDTCSCESIGDCSCFCDTIAAYAHVCAQHGQVVAWRKPTLCPQSCEERNVRENSYECEWRYNSCAPACPVTCQH  1200
gi|194667464|ref|XP_584169.4| SSLQVEENPVDFGNSWKVSPQCADTQKVRLDSAPAICHDNVMKQTMVDSSCRVLTSDVFRECNRLVNPEPYLDVCIYDSCSCESIGDCSCFCDTIAAYAHECAQHGQVVTWRTATLCPQNCEERNLKESGYQCEWRYNSCAPACPVTCQH  1200
gi|118083233|ref|XP_417223.2| SNEHLEVDPVDFGNSWKVNTYCADVEKVIALVSP-LCNDNILKQVMVETSCSILSGGLFEECKKLVNPEPYIDICMYDTCACESIGDCACFCDAIAAYAHVCAQKGVIVHWRSPDLCPQSCENLNKQELDYQCEWRYNSCGPACPITCQH  1200
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gi|89191868|ref|NP_000543.2| PEPLACPVQCVEGCHAHCPPGKILDELLQTCVDPEDCPVCEVAGRRFASGKKVTLNPSDPEHCQICHCDVVNLTCEACQEPGGLVVPPTDAPVSPTTLYVEDISEPPLHDFYCSRLLDLVFLLDGSSRLSEAEFEVLKAFVVDMMERLRI  1350
gi|114643010|ref|XP_508945.2| PEPLACPVQCVEGCHAHCPPGKILDELLQTCVDPKDCPVCEVAGRRFASGKKVTLNPSDPEHCQICHCDGVNLTCEACQEPGGLVVPPTDGPVSPTTPYVEDISEPPLHDFYCSRLLDLVFLLDGSSRLSEAEFEVLKAFVVDMMERLRI  1350
gi|50950127|ref|NP_001002932.1| PEPLACPVQCVEGCHAHCPPGKILDELLQTCIDPEDCPVCEVAGRRLAPGKKIILNPSDPEHCQICHCDGVNFTCQACREPGSLVVPPTEGPIGSTTSYVEDTPEPPLHDFHCSRLLDLVFLLDGSSKLSEDEFEVLKVFVVGMMEHLHI  1350
gi|115511022|ref|NP_035838.3| PEPLACPVQCVEGCHAHCPPGRILDELLQTCVDPQDCPVCEVAGRRLAPGKKITLSPDDPAHCQNCHCDGVNLTCEACQEPGGLVAPPTDAPVSSTTPYVEDTPEPPLHNFYCSKLLDLVFLLDGSSMLSEAEFEVLKAFVVGMMERLHI  1350
gi|109472605|ref|XP_342760.3| PEPLACPVQCVEGCHAHCPPGKILDELLQTCVDAQDCPVCEVAGRRLASGKKITLSPNDPQHCQNCHCDGVNLTCEACQEPGGLVVPPTDAPVSSTTPYVEDTPEPPLHNFYCSKLLDLVFLLDGSYRLSEAEFEVLKAFVVGTMERLHI  1350
gi|194667464|ref|XP_584169.4| PEPLACPVQCVEGCHAHCPPGKILDELLQTCVNPEDCPVCQVEGRRLASGKKVTLNPGDPEHCQICHCDGVSLTCEACKEPGG--PPPTEGPVIPTTPYVEDIPEPPLHDFFCSKLLDLVFLLDGSSKLSEADFETLKAFVVGMMERLHI  1350
gi|118083233|ref|XP_417223.2| TQPLKCPLQCVEGCHVHCPAGKILDELSLDCVRPEDCPVCAVGGVKIPHGRRIVLSRDDPQHCQSCLCEGKNLSCVSCE--------PVEEVLTLTTPAPEEDREFAPSEYSCSKMMDLAFLVDGSNKLSEEDFEQLKTFIAGMMKKLHI  1350
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gi|89191868|ref|NP_000543.2| SQKWVRVAVVEYHDGSHAYIGLKDRKRPSELRRIASQVKYAGSQVASTSEVLKYTLFQIFSKIDRPEASRITLLLMASQEPQRMSRNFVRYVQGLKKKKVIVIPVGIGPHANLKQIRLIEKQAPENKAFVLSSVDELEQQRDEIVSYLCD  1500
gi|114643010|ref|XP_508945.2| SQKWVRVAVVEYHDGSHAYIGLKDRKRPSELRRIASQVKYAGSQVASTSEVLKYTLFQIFSKIDRPEASRIALLLMASQEPQRMSRNFVRYVQGLKKKKVIVIPVGIGPHANLKQIRLIEKQAPENKAFVLSGVDELEQQRDEIVSYLCD  1500
gi|50950127|ref|NP_001002932.1| SQKRIRVAVVEYHDGSHAYIELKDRKRPSELRRITSQVKYAGSEVASTSEVLKYTLFQIFGKIDRPEASRIALLLMASQEPSRLARNLVRYVQGLKKKKVIVIPVGIGPHASLKQIHLIEKQAPENKAFVFSGVDELEQRRDEIINYLCD  1500
gi|115511022|ref|NP_035838.3| SQKRIRVAVVEYHDGSRAYLELKARKRPSELRRITSQIKYTGSQVASTSEVLKYTLFQIFGKIDRPEASHITLLLTASQEPPRMARNLVRYVQGLKKKKVIVIPVGIGPHASLKQIRLIEKQAPENKAFLLSGVDELEQRRDEIVSYLCD  1500
gi|109472605|ref|XP_342760.3| SQKRIRVAVVEYHDGSHAYLELRARKRPSELRRIASQIKYVGSQLASTSEVLKYTLFQIFGKIDRPEASRVILLLTASQEPQRMARYFTRYLQGFKKKKVILIPVGIGPHANLKQIRLIEKQAPENKAFLLSGVDELEQRRDEIINYLCD  1500
gi|194667464|ref|XP_584169.4| SQKRIRVAVVEYHDGSHAYLALQDRKRPSELRRIAGQVKYAGSEVASTSEVLKYTLFQIFGRIDRPEASRVALLLTASQEPPRLARNLVRYVQGLKKKKVSVVPVGIGPHASLKQIRLIEKQAPENKAFVLSGVHELEQRMDDIVGYLCD  1500
gi|118083233|ref|XP_417223.2| SQKKIRVSILVYRAGPTIYLGLKDIKTQSQMKKIVQSIKYTGDAVASVAEVLKYIVFQVFGKAERTNAAQIAMLFIASKSPGKVR----TIIPALKNKKITLIPVGIGPYVNVEQIRFIEKQLHS-RAFQMNNVLELMDNRDLLIDYLCD  1500
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gi|89191868|ref|NP_000543.2| LAPEAPPP--TLPPDMAQVTVGPGLLGVS-TLGPKRNSMVLDVAFVLEGSDKIGEADFNRSKEFMEEVIQRMDVGQDSIHVTVLQYSYMVTVEYPFSEAQSKGDILQRVREIRYQGGNRTNTGLALRYLSDHSFLVSQGDREQAPNLVYM  1650
gi|114643010|ref|XP_508945.2| LAPEAPPP--TLPPHVAQVTVGLGLLGLS-TLGPKRNSMVLDVAFVLEGSDKIGEADFNRSKEFMEEVIQRMDVGQDSIHVTVLQYSYMVTVEYPFSEAQSKGDILQRVREIRYQGGNRTNTGLALRYLSDHSFLVSQGDREQAPNLVYM  1650
gi|50950127|ref|NP_001002932.1| LAPEAPAP--TQHPPMAQVTVGSELLGVS-SPGPKRNSMVLDVVFVLEGSDKIGEANFNKSREFMEEVIQRMDVGQDRIHVTVLQYSYMVTVEYTFSEAQSKGEVLQQVRDIRYRGGNRTNTGLALQYLSEHSFSVSQGDREQVPNLVYM  1650
gi|115511022|ref|NP_035838.3| LAPEAPAP--TQPPQVAHVTVSPGIAGIS-SPGPKRKSMVLDVVFVLEGSDEVGEANFNKSKEFVEEVIQRMDVSPDATRISVLQYSYTVTMEYAFNGAQSKEEVLRHVREIRYQGGNRTNTGQALQYLSEHSFSPSQGDRVEAPNLVYM  1650
gi|109472605|ref|XP_342760.3| LAPEAPAP--TKPPQVAHITVSPGISGVS-SPGPKRKSLVLDVVFVLEASDEVGEANFNKSKEFLEEVIQRMDVSPAGTHIAVLQYSYTVNVEYTFKEAQSKEDVLRHVREIRYQGGNRTNTGQALQYLSEHSFSPSQGDREQAPNLVYM  1650
gi|194667464|ref|XP_584169.4| LALEVPAPTLTQHPLAAQVTVAPQLLGPS-LPGPKRSSVVLDVAFLLEGSDEVGEANFNRSAEFVEEVIRRMDVGQDGIHVTVLQYSYVVTVEHSFREPQSKDVVLQRLREVRYRGGNQTNTGLALQYLSEHSFSASQGDREQAPNLVYM  1650
gi|118083233|ref|XP_417223.2| LGPAESSP--EPTPTMSNDIFPQWVLTVPPHFSENPTPKSLDIAFVVEGSDNVGQENFSIIKKFLEKVLTEMNIGQENIHVTLMQYSDTITLEYSFREIQSKESIIEKVRSIPYQGGKATNTGHALDYISKHTFTSANGGRQNVPHLVYM  1650
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gi|89191868|ref|NP_000543.2| VTGNPASDEIKRLPGDIQVVPIGVGPNANVQELERIGWPNAPILIQDFETLPREAPDLVLQRCCSGEGL-QIPTLSPAPDCSQPLDVILLLDGSSSFPASYFDEMKSFAKAFISKANIGPRLTQVSVLQYGSITTIDVPWNVVPEKAHLL  1800
gi|114643010|ref|XP_508945.2| VTGNPASDEIKRLPGDIQVVPIGVGPNANVQELERIGWPNAPILIQDFESLPREAPDLVLQRCCSGEGL-QIPTLSPASDCSQPLDVILLLDGSSSFPASYFDEMKSFAKAFISKANIGPRLTQVSVLQYGSITTIDVPWNVVPEKAHLL  1800
gi|50950127|ref|NP_001002932.1| VTGNPASDEIKRMPGDIQVVPIGVGPHANVQELEKIGWPNAPILIHDFEMLPREAPDLVLQRCCSGEGL-QIPTLSPTPDCSQPLDVVLLLDGSSSIPASYFDEMKSFTKAFISRANIGPRLTQVSVLQYGSITTIDVPWNVAYEKVHLL  1800
gi|115511022|ref|NP_035838.3| VTGNPASDEIKRLPGDIQVVPIGVGPHANMQELERISRPIAPIFIRDFETLPREAPDLVLQTCCSKEGL-QLPTLPPLPDCSQPLDVVLLLDGSSSLPESSFDKMKSFAKAFISKANIGPHLTQVSVIQYGSINTIDVPWNVVQEKAHLQ  1800
gi|109472605|ref|XP_342760.3| VTGNPASDEIRRLPGDIQVVPIGVGSRANLQELERISRPIAPIFIQDFETLPREAPDLVLRTCCSKEGL-QLPTLPPLPDCSQPLDVVLLLDGSSSLPASSFDEMKSFAKAFISKANIGPHLTQVSVIQYGSINTIDVPWNVAQEKAYLQ  1800
gi|194667464|ref|XP_584169.4| VTGSPASDKIQRMPGDIQLVPIGVGPRVDVQELERVSWPQTPIFIQDFERLPREAPDLVLQRCCSEDGP-HLPTLAPAPDCSQPLDVVLLLDGSSTSPASYFDEMKSFAKAFISKANLGPQLTQVSVLQYGSNTNVDVPWDIHVDKAHLL  1800
gi|118083233|ref|XP_417223.2| VSSNPSTDVIIRHPTSINVIPIGITPRANVQELRMISQPNRPIILQSYSTLIEEAPELVLQSCCSHKTWTEIPEL-----CNKPMDIMFLLDGSPSIGASEFEEMKNFVRAFIESADISNTSVHVSVLQYARENNLEISLNKPQETEKLI  1800
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gi|89191868|ref|NP_000543.2| SLVDVMQR-EGGPSQIGDALGFAVRYLTSEMHGARPGASKAVVILVTDVSVDSVDAAADAARSNRVTVFPIGIGDRYDAAQLRILAGPAGDSNVVKLQRIEDLPTMVTLGNSFLHKLCSGFVRICMDEDGNEKRPGDVWTLPDQCHTVTC  1950
gi|114643010|ref|XP_508945.2| SLVDVMQR-EGGPSQIGDALGFAVRYLTSEMHGARPGASKAVVILVTDVSVDSVDAAADAARSNRVTVFPIGIGDRYDAAQLRILAGPAGDSNVVKLQRIEDLPTMVTLGNSFLHKLCSGFVRICMDEDGNEKRPGDVWTLPDQCHTVTC  1950
gi|50950127|ref|NP_001002932.1| SLVDLMQQ-EGGPSQIGDALSFAVRYVTSEVHGARPGASKAVVILVTDVSVDSVDAAAEAARSNRVTVFPIGIGDRYSEAQLSSLAGPKAGSNMVRLQRIEDLPTVATLGNSFFHKLCSGFDRVCVDEDGNEKRPGDVWTLPDQCHTVTC  1950
gi|115511022|ref|NP_035838.3| SLVDLMQQ-EGGPSQIGDALAFAVRYVTSQIHGARPGASKAVVIIIMDTSLDPVDTAADAARSNRVAVFPVGVGDRYDEAQLRILAGPGASSNVVKLQQVEDLSTMATLGNSFFHKLCSGFSGVCVDEDGNEKRPGDVWTLPDQCHTVTC  1950
gi|109472605|ref|XP_342760.3| SLVDLMQQ-EGGPSQIGNALAFAVRYVTSQIHGARPGASKAVVMIIMDTSLDSVDTAVDAARSNRVAVFPIGVGDRYDEAQLRILAGPGASSNVVKLQQVEDLLTMVTPGNSFFHRLCSGFSGVCVDEDGNEKRPGDVWTLPDQCHTVTC  1950
gi|194667464|ref|XP_584169.4| SLVDPMHR-EGGPSQVGNALSFAARYITSQVHGARPSASKVVVILVTGSSMDSVEAAAAAARSNRVAVFPIGIGDQYDAAQLRVLAGPGASSNVAELQRIEDLPSMVALGNSFFQRLCSGFVSVCVDEDGNERRPGDVWTLLDQCHTVTC  1950
gi|118083233|ref|XP_417223.2| EMVHSIQQREQGPTRLGKAIDFVVQNALSESYGGRPDASKVVIVIVSGKSEDTVETAALTARMNKVSLFPIGVGNGYDEQQLRTLTGPSAVNRIMKLQNFEDLSTMVTLNSEFINKVCMDPVRECIDEDGNKKKPGDKWTLPDQCHTVTC  1950
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gi|89191868|ref|NP_000543.2| QPDGQTLLKSHRVNCDRGLRPSCPNSQSPVKVEETCGCRWTCPCVCTGSSTRHIVTFDGQNFKLTGSCSYVLFQNKEQDLEVILHNGACSPGARQGCMKSIEVKHSALSVELHSDMEVTVNGRLVSVPYVGGNMEVNVYGAIMHEVRFNH  2100
gi|114643010|ref|XP_508945.2| QPDGQTLLKSHRVNCDRGLRPSCPNSQSPVKVEETCGCRWTCPCVCTGSSTRHIVTFDGQNFKLTGSCSYVLFQNKEQDLEVILHNGACSPGARQGCMKSIEVKHSALSVELHSDMEVTVNGRLVSVPYVGGNMEVNVYGAIMHEVRFNH  2100
gi|50950127|ref|NP_001002932.1| LPDGQTLLKSHRVNCDRGPRPSCPNGQPPLRVEETCGCRWTCPCVCMGSSTRHIVTFDGQNFKLTGSCSYVLFQNKEQDLEVILHNGACSPGAKETCMKSIEVKHDGLSVELHSDMQMTVNGRLVSIPYVGGDMEVNVYGTIMYEVRFNH  2100
gi|115511022|ref|NP_035838.3| LANGQTLLQSHRVNCDHGPRPSCANSQSPVRVEETCGCRWTCPCVCTGSSTRHIVTFDGQNFKLTGSCSYVIFQNKEQDLEVLLHNGACSPGAKQACMKSIEIKHAGVSAELHSNMEMAVDGRLVLAPYVGENMEVSIYGAIMYEVRFTH  2100
gi|109472605|ref|XP_342760.3| LANGQTLLQSHRVNCDHGPRPSCSNSQSPVRVEETCGCRWTCPCVCTGSSTRHIVTFDGQNFKLTGNCSYVIFQNKEQDLEVVLHNGACSPGAVQTCMKTIEVKHAGLSVELRSDMEMAVNGRPVLAPYVGGNMQVSIYGAIMYEVRFTH  2100
gi|194667464|ref|XP_584169.4| LPDGQTLLKSHRVNCDQGPQPSCPDGQTPLRMEEACGCRWACPCVCTGSSTRHIVTFDGRNFKLTGNCSYVLFHNKEQDLEVILHNGFCSAGARQACMKSVEVKQNGLSVELRSNMEVMVNGRLVSVPYLGGDMEVRVYGTIMFEVRF--  2100
gi|118083233|ref|XP_417223.2| FPGDYTVLESHQINCERMPKPVCHSNLPAVKVEETCGCRWMCPCVCMGSSSRHIVTFDGLNFKLTSNCSYTLFQDIKHDVEVLLHEGPCKAIPKMNCMDAIEVKHRGVSIQLFSNMTVSVDGESIHIPYSSSLFEVTVYGAIMHEIKFSH  2100
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gi|89191868|ref|NP_000543.2| LGHIFTFTPQNNEFQLQLSPKTFASKTYGLCGICDENGANDFMLRDGTVTTDWKTLVQEWTVQRPGQTCQPILEEQCLVPDSSHCQVLLLPLFAECHKVLAPATFYAICQQDSCHQEQVCEVIASYAHLCRTNGVCVDWRTPDFCAMSCP  2250
gi|114643010|ref|XP_508945.2| LGHIFTFTPQNNEFQLQLSPKTFASKTYGLCGICDENGANDFMLRDGTVTTDWKTLVQEWTVQRPGQTCQPILEEQCLVPNSSHCQVLLLPLFAECHKVLAPATFYAICQQDSCHQEQVCEVIASYAHLCRTNGVCVDWRTPDFCAMSCP  2250
gi|50950127|ref|NP_001002932.1| LGHIFTFTPQNNEFQLQLSPRTFASKTYGLCGICDENGANDFILRDGTVTTDWKALIQEWTVQQLGKTCQPVPEEQCPVSSSSHCQVLLSELFAECHKVLAPATFYAMCQPDSCHPKKVCEAIALYAHLCRTKGVCVDWRRANFCAMSCP  2250
gi|115511022|ref|NP_035838.3| LGHILTYTPQNNEFQLQLSPKTFASKMHGLCGICDENGANDFTLRDGTVTTDWKRLVQEWTVQQPGYTCQAVPEEQCPVSDSSHCQVLLSASFAECHKVIAPATFHTICQQDSCHQERVCEVIASYAHLCRTSGVCVDWRTTDFCAMSCP  2250
gi|109472605|ref|XP_342760.3| LGHTLTFTPQNNEFQLQLSPKTFASKMYGLCGICDENGANDFTLRDGTVTTDWKRLIQEWTVQQPGSTCQSVPEEQCPISDSSHCQVLLSASFAECHKVIAPATFHTICQQDSCHQERVCEVIASYAHLCRTNGVCVDWRTTDFCAMSCP  2250
gi|194667464|ref|XP_584169.4| MGHILSFTPQNNEFQLQLRPKIFASKTYGLCGFCDENGANDFMLRDGTVTEDWKTLVREWTVQQPGQTCPLGPEEPCPISQGSRCQVLLSELFAECHKVLAPATFHAMCQQDSCQQEQVCEAIASYAHLCRTKGVCVDWRTPDFCAVSCP  2250
gi|118083233|ref|XP_417223.2| LRHNLTFTPRNNEFILKLNPKSFSSETQGLCGVCDQNHANDFMLRDGTVTANSDAFIQDWTVKELGKVCEIRREDECSEHASSHCHLLLSDQFSACHRIIPPDMFYEACEESSCYEEETCEMITSYAHICRENGICIDWRTPEFCPMKCP  2250
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gi|89191868|ref|NP_000543.2| PSLVYNHCEHGCPRHCDGNV--SSCGDHPSEGCFCPPDKVMLEGSCVPEEACTQCIGEDGVQHQFLEAWVPDHQPCQICTCLSGRKVNCTTQPCPTAKAPTCGLCEVARLRQNADQCCPEYECVCDPVSCDLPPVPHCERGLQPTLTNPG  2400
gi|114643010|ref|XP_508945.2| PSLVYNHCEHGCPRHCDGNV--SSCGDHPSEGCFCPPDKVMLEGSCVPEEACTQCIGEDGVQHQFLEAWVPDHQPCQICTCLSGRKVNCTTQPCPTAKAPTCGLCEVARLRQNADQCCPEYECVCDPVSCDLPPVPHCERGLQPTLTNPG  2400
gi|50950127|ref|NP_001002932.1| PSLVYNHCEHGCPRLCEGNT--SSCGDQPSEGCFCPPNQVMLEGSCVPEEACTQCISEDGVRHQFLETWVPAHQPCQICTCLSGRKVNCTLQPCPTARAPTCGPCEVARLRQNAEQCCPEYECVCDLVSCDLPPVPPCEDGLQMTLTNPG  2400
gi|115511022|ref|NP_035838.3| PSLVYNHCERGCPRHCDGNT--SFCGDHPSEGCFCPQHQVFLEGSCVPEEACTQCVGEDGVRHQFLETWVPDHQPCQICMCLSGRKINCTAQPCPTARAPTCGPCEVARLKQSTNLCCPEYECVCDLFNCNLPPVPPCEGGLQPTLTNPG  2400
gi|109472605|ref|XP_342760.3| PSLIYNHCERGCPRYCDGNT--SFCGDHPSEGCFCPQHQVLLEGSCVPEEACTQCVGDDGVRHQFLETWVPDHQPCQICMCLSGRKINCTAQPCPTARAPTCGPCEVARLKQSADLCCPEYECVCDLVNCNLPPVPPCEGGLQPTLTNPG  2400
gi|194667464|ref|XP_584169.4| PSLIYNHCESGCPRQCEGNS--SSCGDHPLEGCFCPPHQVMLEGSCVPEEACTQCVGDDGIRHQLLETWVPDHQPCQICTCLSGRKVNCTTQPCPSAGVPTCGPCEVARLRQSTQQCCPEYECVCDLVSCDVPPVPNCEDGLQPVLANPG  2400
gi|118083233|ref|XP_417223.2| TYLIYDHCYKACVKICENSTNLSVCKDYPTEGCFCPKGQVVFNDSCVGEEVCTQCISEDGTYHQHMETWIPSNEPCKICTCLDNRKVNCTVRPCTTIKTVQCGPCEVPRLRRDPNQCCPVYECVCDLVSCDLPPVPDCEFGLQLALTNPG  2400
                        ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400

                                 ****.:**.*.:: *   . * *****  :::**.***:***:*.* ***:** ****: : ****.* :***.** ****.. :**:*: *::.*. *:**.:.* : *::: :* :: *   *  *:.*::::*****:*  :**:  
gi|89191868|ref|NP_000543.2| ECRPNFTCACRKEECKRVSPPSCPPHRLPTLRKTQCCDEYECACNCVNSTVSCPLGYLASTATNDCGCTTTTCLPDKVCVHRSTIYPVGQFWEEGCDVCTCTDMEDAVMGLRVAQCSQKPCEDSCRSGFTYVLHEGECCGRCLPSACEVV  2550
gi|114643010|ref|XP_508945.2| ECRPNFTCACRKEECKRVSPPSCPPHRLPTLRKTQCCDEYECACNCVNSTVSCPLGYLASTATNDCGCTTTTCLPDKVCVHRSTIYPVGQFWEEGCDVCTCTDMEDVVMGLRVAQCSQKPCEDSCRSGFTYVLHEGECCGRCLPSACEVV  2550
gi|50950127|ref|NP_001002932.1| ECRPNFTCACRKDECRRESPPSCPPHRTPALRKTQCCDEYECACNCVNSTVSCLLGYLASAVTNDCGCTTTTCFPDKVCVHRGTIYPVGQFWEEACDVCTCTDLEDSVMGLRVAQCSQKPCEDNCLSGFTYVLHEGECCGRCLPSACEVV  2550
gi|115511022|ref|NP_035838.3| ECRPTFTCACRKEECKRVSPPSCPPHRTPTLRKTQCCDEYECACSCVNSTLSCPLGYLASATTNDCGCTTTTCLPDKVCVHRGTVYPVGQFWEEGCDTCTCTDMEDTVVGLRVVQCSQRPCEDSCQPGFSYVLHEGECCGRCLPSACKVV  2550
gi|109472605|ref|XP_342760.3| ECRPTFTCACRKEECKRVSPPSCPPHRTPTLRKTQCCDEYECTCSCVNSTLSCPLGYLASATTNDCGCTTTTCLPDKVCVHRGTVYPVGQFWEEGCDTCTCTDMEDTVVGLRVAQCSQKPCEDSCQPGFSYVLHEGECCGKCLPSACKVA  2550
gi|194667464|ref|XP_584169.4| ECRPSFTCVCRKEECPKGSPPSCPPHRMPALRKTRCCDEYECACNCTNSTVSCPLGYLASTITNDCSCTTTTCLPDKVCVHRGTIYPVGQFWEEGCDTCTCTDLEDAVMGLRVAQCSQKPCADICRPGFTYVLREGECCGRCLPSACEVV  2550
gi|118083233|ref|XP_417223.2| ECRPNYTCACNREACSLVQRPFCPPHRELTVKKTECCDKYECTCSCSNSTVSCPLGYLSRSLTNDCGCISTTCVPDMVCVHNNIVYPIGKTWKNGCKECSCTSMRDDITGFQMMECHDKICNTFCSRGYKYIVQDGECCGRCQKTACEEQ  2550
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gi|89191868|ref|NP_000543.2| TGSPRGDSQSSWKSVGSQWASPENPCLINECVRVKEEVFIQQRNVSCPQLEVPVCPSGFQLSC-KTSACCPSCRCERMEACMLNGTVIGPGKTVMIDVCTTCRCMVQVGVISGFKLECRKTTCNPCPLGYKEENNTGECCGRCLPTACTI  2700
gi|114643010|ref|XP_508945.2| TGSPRGDSQSSWKSVGSQWASPENPCLINECVRVKEEVFIQQRNVSCPQLEVPVCPSGFQLNC-KTSACCPSCRCERMEACMLNGTVIGPGKTVMIDVCTTCRCMVQVGVISGFKLECRKTTCNPCPLGYKEENNTGECCGRCLPTACTI  2700
gi|50950127|ref|NP_001002932.1| IGSPRGDAQSHWKNVGSHWASPDNPCLINECVRVKEEVFVQQRNVSCPQLNVPTCPTGFQLSC-KTSECCPTCHCEPLEACLLNGTIIGPGKSLMIDVCTTCRCTVQVGVISGFKLECRKTTCEACPLGYKEEKNQGECCGRCLPIACTI  2700
gi|115511022|ref|NP_035838.3| AGSLRGDSHSSWKSVGSRWAVPENPCLVNECVRVEDAVFVQQRNISCPQLAVPTCPTGFQLNC-ETSECCPSCHCEPVEACLLNGTIIGPGKSVMVDLCTTCRCIVQTDAISRFKLECRKTTCEACPMGYREEKSQGECCGRCLPTACTI  2700
gi|109472605|ref|XP_342760.3| G-SPRGDSLSSWKSVGSQWAVPENPCLINECVRVEDAVFVQQRNISCPQLAVPTCPTGFQLNC-ETSACCPSCHCEPVEACLLNGTIIGPGKSVMVDLCTTCRCIVQRGAIFRFKLECRKTTCEACPVGYREEKSQSECCGRCLPTACTI  2700
gi|194667464|ref|XP_584169.4| TGSPRGDSQTQWKSVGSHWASPENPCLIHECVRVEEEVFVQQRNVSCPQLNVPVCPLGFQLRC-QTLGCCPTCRCEPVQACVLNGTIIGPGKTVMVDACMTCRCHVQAGVISGFKLECRKTTCQACPAGYMEEKLQGECCGRCLPTACTI  2700
gi|118083233|ref|XP_417223.2| PFWSRGDADPHLYEVGTEWRSPFNRCIINECVRVNDEVFVQQKNLSCSQMDVPDCPDGTELRCDQVIDCCPSCRCVPVNGCPLNGTLIGPWKRMMVDQCTTCICSLQSVSSRRYSLTCTKFSCEPCPTNYRRQEISGSCCGKCVPTSCGI  2700
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gi|89191868|ref|NP_000543.2| QLRGGQIMTLKRDETLQDGCDTHFCKVNERGEYFWEKRVTGCPPFDEHKCLAEGGKIMKIPGTCCDTCEEPECNDITARLQYVKVGSCKSEVEVDIHYCQGKCASKAMYSIDINDVQDQCSCCSPTRTEPMQVALHCTNGSVVYHEVLNA  2850
gi|114643010|ref|XP_508945.2| QLRGGQIMTLKRDETLQDGCDTHFCKVNERGEYFWEKRVTGCPPFDEHKCLAEGGKIMKIPGTCCDTCEEPECNDITARLQYVKVGSCKSEVEVDIHYCQGKCASKAMYSIDINDVQDQCSCCSPTRTEPMQVALHCTNGSVVYHEVLNA  2850
gi|50950127|ref|NP_001002932.1| QLRGGQIMTLKRDETIQDGCDSHFCKVNERGEYIWEKRVTGCPPFDEHKCLAEGGKIMKIPGTCCDTCEEPECKDIIAKLQRVKVGDCKSEEEVDIHYCEGKCASKAVYSIHMEDVQDQCSCCSPTQTEPMQVPLRCTNGSLIYHEILNA  2850
gi|115511022|ref|NP_035838.3| QLRGGRIMTLKQDETFQDGCDSHLCRVNERGEYIWEKRVTGCPPFDEHKCLAEGGKIVKIPGTCCDTCEEPDCKDITAKVQYIKVGDCKSQEEVDIHYCQGKCASKAVYSIDIEDVQEQCSCCLPSRTEPMRVPLHCTNGSVVYHEVINA  2850
gi|109472605|ref|XP_342760.3| QLRGGRVMTLKQDETFQDGCDSHLCRVNERGEYIWEKRVTGCPPFDERKCLAEGGKIVKIPGTCCDTCEEPDCKDITAKVQYIKVGDCKSEEEVDIHYCQGKCASKAVYSIDIEDLQEQCSCCWPSSTERMRVPLLCTNGSVVHHEVINA  2850
gi|194667464|ref|XP_584169.4| QLRGGQIMMLKRDETLQDGCDSHFCKVNKRGEFIWEKRVMSCPPFNEHKCLAEGGEIMKIPGTCCDTCEEPECKDITARVKSIKVGDCKSEDEVDIHYCQGRCTSKALYSIDTEDVQDQCSCCSPTRTEPMPVPLRCTNGSIIHHVVLNA  2850
gi|118083233|ref|XP_417223.2| RLRDGRFQYLQPNESLQDGCDSHFCKINEKGEFIWERRITGCPPFDPRRCLAEGGRIAKLGNTCCDTCVEEECRPVSTRLQYKNVNGCVGEKEVPISHCEGKCRSNTRYSIQTEKWEDTCSCCTAIRTTTVAIPLQCPNGTVVQHYIPSA  2850
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gi|89191868|ref|NP_000543.2| MECKCSPRKCSK  2862
gi|114643010|ref|XP_508945.2| MECKCSPRKCSK  2862
gi|50950127|ref|NP_001002932.1| MQCRCSPRKCSK  2862
gi|115511022|ref|NP_035838.3| MQCRCSPRNCSK  2862
gi|109472605|ref|XP_342760.3| MQCRCSPRNCGK  2862
gi|194667464|ref|XP_584169.4| LQCQCSSRKCSP  2862
gi|118083233|ref|XP_417223.2| SQCECSLRKCTE  2862
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