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gi|111607496|ref|NP_666257.2| ---------------------------MQYLN---------IKEDCNAMAFCAKMRSFKKTEVKQVVPEPGVEVTFYLLDREPLRLGSGEYTAE-----ELCIR----AAQECSISPLCHNLFALYDESTKLWYAPNRIITVDDKTSLRL   150
gi|109475184|ref|XP_342873.3| MGAWREGGGGAGRRCVQERRPPPPRSSRQLLTRSGVRAQRCSSPPCLSLAAGVHAGPRKASRVASQTPDPDRHCAKEPRGPAHTEVISSEWALEGKEENPVCFSGTLDNRINAGISPLCHNLFALYDESTKLWYAPNHIITVDDKMSLRL   150
gi|102469034|ref|NP_002218.2| ---------------------------MQYLN---------IKEDCNAMAFCAKMRSSKKTEVNLEAPEPGVEVIFYLSDREPLRLGSGEYTAE-----ELCIR----AAQACRISPLCHNLFALYDENTKLWYAPNRTITVDDKMSLRL   150
gi|114556987|ref|XP_001161295.1| ---------------------------MQYLN---------IKEDCNAMAFCAKMRSSKKTEVNLEAPEPGVEVIFYLSDREPLRLGSGEYTAE-----ELCIR----AAQACRISPLCHNLFALYDENTKLWYAPNRTITVDDKMSLRL   150
gi|73956132|ref|XP_865150.1| ---------------------------MQYLN---------IKEDCNAMAFCAKMRSSKKTEVNLEAPEPGVEVLFYLSDREPLRLGSGEYTAE-----ELCIR----AAQECCISPLCHNLFALYDENTKLWYAPNRTITVDDKTSLRL   150
gi|45382379|ref|NP_990201.1| ---------------------------MQYLN---------VKEDCKAMAFCAKMRSTKKSEVNLEAQHQGLEVLFYLQDKSPICYTSGEFTSE-----ELCIE----AAQKCSISPLCHNLFALFDENRRLWYAPNQVFKIDEKTSQRL   150
gi|56790256|ref|NP_571148.1| ---------------------------MPELA-----------VMDLGRQLCVKMKKQRKAEMTIPTAMKGLEIHFYLADTHQLEFFKACYTAE-----DLCVE----AAKRCRISPLCHNLFALYEESQDLWYAPNHVFKVTDETSIKL   150
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gi|111607496|ref|NP_666257.2| HYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKRVPEATPLLDASSLEYLFAQGQYDLIKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKT   300
gi|109475184|ref|XP_342873.3| HYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKKVPEATPLLDASSLEYLFAQGQYDLIKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKT   300
gi|102469034|ref|NP_002218.2| HYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKKIPDATPLLDASSLEYLFAQGQYDLVKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKT   300
gi|114556987|ref|XP_001161295.1| HYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKKIPDATPLLDASSLEYLFAQGQYDLVKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKT   300
gi|73956132|ref|XP_865150.1| HYRMRFYFTNWHGTNDNEQSVWRHSPKKQKNGYEKKKVPDATPLLDASSLEYLFAQGQYDLVKCLAPIRDPKTEQDGHDIENECLGMAVLAISHYAMMKKMQLPELPKDISYKRYIPETLNKSIRQRNLLTRMRINNVFKDFLKEFNNKT   300
gi|45382379|ref|NP_990201.1| YYRMRYYFTNWHGTSENEPSVWRHSPKKSKNSYDKKLAPEGTPILDANSLEYIFAQGQYDLVRELAPIRDPKNDQEVHEIENECLGMAVLAISHYAIKKNVKLPELPKDISYKHYIPETLNKTIRQRNFLTRIRINNVFKHFLKEFNNKT   300
gi|56790256|ref|NP_571148.1| HYRMRFYFTNWHGTSEIESPVWRHTLSKQKSVLNSQKTTEGTPLLDAASLDYLFAQGQYDFLRGLSPVRPTQNDEEHREIENECLGMAVLAITHHAKSNNLPLSGAGAETSYKRFIPDSLNRTIKQRNFLTRIRISNVFKNFLNEFNSKT   300
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gi|111607496|ref|NP_666257.2| ICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENELSRCHSNDSG-NVLY-EVMVTGNLGIQWRQKPNVVPVEKEKNKLKRKKLEYNKHKKDDERNKLREEWNNFSYFPEITHIVIKESVVSINKQDNKNMELKLSSREEAL   450
gi|109475184|ref|XP_342873.3| ICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENELSRCHSNDSG-NVLY-EVMVTGNLGIQWRQKPNVLPVEKEKNKLKRKKLDYNKHKKEDDRNKLREEWNSFSYFPEITHIVIKESVVSINKQDNKNMELKLSSHEEAL   450
gi|102469034|ref|NP_002218.2| ICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENEMNWFHSNDGG-NVLYYEVMVTGNLGIQWRHKPNVVSVEKEKNKLKRKKLEN-KHKKDEEKNKIREEWNNFSYFPEITHIVIKESVVSINKQDNKKMELKLSSHEEAL   450
gi|114556987|ref|XP_001161295.1| ICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENEMNWFHSNDSG-NVLYYEVMVTGNLGIQWRHKPNVVSVEKEKNKLKRKKLEN-KHKKDEEKNKIREEWNNFSYFPEITHIVIKESVVSINKQDNKKMELKLSSHEEAL   450
gi|73956132|ref|XP_865150.1| ICDSSVSTHDLKVKYLATLETLTKHYGAEIFETSMLLISSENEMNWFHPNDSG-NILYYEVMVTGNLGIQWRQKPNVVPVEKEKNKLKRKKLEN-KHKKDEEKNKIREEWNNFSYFPEITHIVIKESVVSINKQDNKKMELKLSSHEEAL   450
gi|45382379|ref|NP_990201.1| ICDSSVSPRDLKVKYLSTMETLTKYYGAEIFETSSLLISSESEINRFNCGDGE-IIPLYEVIVTGNNGIQWRLKPSSVQTEK-------KKKSDGKIKKDEDRYKTRDLWNNFSYFPEITHIVIKESTVSINKQDNKKMELKLSSHDEAL   450
gi|56790256|ref|NP_571148.1| IQDSNIGLYDLKVKYLSTLETLTQGVGREIFKPKNLKVTGESEGSPAQMLPLGDNGMGYEVQVYGTTGISWRRKP-APNQLILKDKPKSKKIKGDKQWNDKKKD---SGWTLFSDFHEITHIVIKDCCVTIYRQDNKTMELDLFYRDAAL   450
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gi|111607496|ref|NP_666257.2| SFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVTCFEKSEVLGG----QKQFKNFQIEVQKGRYSLHGSMDHFPSLRDLMNHLKKQILRTDNISFVLKRCCQPKPRE   600
gi|109475184|ref|XP_342873.3| SFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVSCFEKSEVLGN----QKQFKNFQIEVQKGRYSLHGSVDHFPSLRDLMNHLKKQILRTDNISFVLKRCCQPKPRE   600
gi|102469034|ref|NP_002218.2| SFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVTCFEKSEQVQG---AQKQFKNFQIEVQKGRYSLHGSDRSFPSLGDLMSHLKKQILRTDNISFMLKRCCQPKPRE   600
gi|114556987|ref|XP_001161295.1| SFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVTCFEKSEQVQG---AQKQFKNFQIEVQKGRYSLHGSDRSFPSLGDLMSHLKKQILRTDNISFMLKRCCQPKPRE   600
gi|73956132|ref|XP_865150.1| SFVSLVDGYFRLTADAHHYLCTDVAPPLIVHNIQNGCHGPICTEYAINKLRQEGSEEGMYVLRWSCTDFDNILMTVTCFEKSEVSQEKSCPVRLFKNFQIEVQKGRYSLHGSDRSFPSLGDLMSHLKKQILRTDNISFVLKRCCQPKPRE   600
gi|45382379|ref|NP_990201.1| SFASLIDGYFRLTADAHHYLCTDVAPPLIEHNIKNGCHGPICTEYAINRLRQEGNEAGMYVLRWSCTNFNLILMTVTCLEGPEMINN----SVQYKNFQIEVKKGGYFLHGSNRSFASLKELMDHLKGQILRTDNISFTLKRCCQPKPRE   600
gi|56790256|ref|NP_571148.1| SFAALVDGYFRLTVDAHHYLCTDVAPSSVVQNLENGCHGPICTEYAIHKLRQEGNEEGTYVLRWSCTEYNFIIMTVVCIELDLCESR---PVPQYKNFQIETSPQGYRLYGTDTFRPTLKELLEHLQGQLLRTDNLRFQLRRCCPPQPRE   600
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gi|111607496|ref|NP_666257.2| ISNLLVATK-KAQEWQPVYSMSQLSFDRILKKDIIQGEHLGRGTRTHIYSGTLLDYKDEE--GIAEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDALTTPWKFKVAKQ   750
gi|109475184|ref|XP_342873.3| ISNLLVATK-KAQEWQPVYSMSQLSFDRILKKDIIQGEHLGRGTRTHIYSGTLLDYKDDE--GIAEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDALTTPWKFKVAKQ   750
gi|102469034|ref|NP_002218.2| ISNLLVATK-KAQEWQPVYPMSQLSFDRILKKDLVQGEHLGRGTRTHIYSGTLMDYKDDE--GTSEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDVLTTPWKFKVAKQ   750
gi|114556987|ref|XP_001161295.1| ISNLLVATK-KAQEWQPVYPMSQLSFDRILKKDLVQGEHLGRGTRTHIYSGTLMDYKDDE--GTSEEKKIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDVLTTPWKFKVAKQ   750
gi|73956132|ref|XP_865150.1| ISNLLVATK-KAQEWQPVYPMSQLSFDRILKKDIVQGEHLGRGTRTHIYSGTLVDYKDDE--GTSEEKRIKVILKVLDPSHRDISLAFFEAASMMRQVSHKHIVYLYGVCVRDVENIMVEEFVEGGPLDLFMHRKSDVLTTPWKFKVAKQ   750
gi|45382379|ref|NP_990201.1| ISNLLVATK-KAQECQPAYHLGQLSFHRIRKEEIMQGEHLGRGTRTQIYSG-ILNYKDDENEGYQNEKEIKVLLKVLDPSHRDISLAFFEAASMMRQVSHKHIVFLHGVCVRDLENIMVEEFVEFGPLDLFMHRKSELLTTPWKFNVAKQ   750
gi|56790256|ref|NP_571148.1| ISNLLVMTTDREPVPQKKTQVSQLSFDRILKEEIVQGEHLGRGTRTNIYAGILKPKSDDEDDLGGYSQEVKVVLKVLGSGHRDISLAFFETASMMRQISHKHIALLYGVCVRHQENIMVEEFVQYGPLDLFMRRQTTPLSTAWKFQVAKQ   750
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gi|111607496|ref|NP_666257.2| LASALSYLEDKDLVHGNVCTKNLLLAREGIDSDIGPFIKLSDPGIPVSVLTRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEK-ERFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDIN   900
gi|109475184|ref|XP_342873.3| LASALSYLEDKDLVHGNVCTKNLLLAREGIDSDIGPFIKLSDPGIPVSVLTRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEK-ERFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDIN   900
gi|102469034|ref|NP_002218.2| LASALSYLEDKDLVHGNVCTKNLLLAREGIDSECGPFIKLSDPGIPITVLSRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEK-ERFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDIN   900
gi|114556987|ref|XP_001161295.1| LASALSYLEDKDLVHGNVCTKNLLLAREGIDSECGPFIKLSDPGIPITVLSRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEK-ERFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDIN   900
gi|73956132|ref|XP_865150.1| LASALSYLEDKDLVHGNVCTKNLLLAREGIDSECGPFIKLSDPGIPITVLSRQECIERIPWIAPECVEDSKNLSVAADKWSFGTTLWEICYNGEIPLKDKTLIEVSKRFYESRCRPVTPSCKELADLMTRCMNYDPNQRPFFRAIMRDIN   900
gi|45382379|ref|NP_990201.1| LASALSYLEDKDLVHGNVCTKNILLAREGIDTEYGPFIKLSDPGIPITVLSRQECVERIPWIAPECVEDSKNLSIAADKWSFGTTLWEICYNGETPLKDKTLAEK-ERFYEGHFMLITPSCKELADLMKQCMNYDPHQRPFFRAIMRDIN   900
gi|56790256|ref|NP_571148.1| LASALSYLEDKKMVHGYVCSKNILVARDGLDGEGGPFIKLSDPGIPITVLSREECVDRIPWIAPECVKDTANLSIAADKWSFGTTLWEICYNGEIPLKDKKLTEK-ERFYAAQCQLATPDCDELAKLMTHCMTYDPRQRLFFRAIVRDIV   900
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gi|111607496|ref|NP_666257.2| KLEEQNPDIVSEKQPTTEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICMEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAIQICKGMDYLGS  1050
gi|109475184|ref|XP_342873.3| KLEEQNPDIVSEKQPITEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICMEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAIQICKGMDYLGS  1050
gi|102469034|ref|NP_002218.2| KLEEQNPDIVSEKKPATEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICTEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAVQICKGMDYLGS  1050
gi|114556987|ref|XP_001161295.1| KLEEQNPDIVSEKKPATEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICTEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAVQICKGMDYLGS  1050
gi|73956132|ref|XP_865150.1| KLEEQNPDIVSERKPATEVDPTHFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICTEDGGNGIKLIMEFLPSGSLKEYLPKNKNKINLKQQLKYAVQICKGMDYLGS  1050
gi|45382379|ref|NP_990201.1| KLEEQNPDIVSEKKPVTEVDPTLFEKRFLKRIRDLGEGHFGKVELCRYDPEGDNTGEQVAVKSLKPESGGNHIADLKKEIEILRNLYHENIVKYKGICTEDGGNGIKLIMEFLPSGSLKEYLPRNKNKINLKQLLRYAVQICKGMDYLGS  1050
gi|56790256|ref|NP_571148.1| MVEKQNPSIQP--VPMLEVDPTVFEKRFLKKIRDLGEGHFGKVELCRYDPRGDRTGELVAVKSLKPENREEQSNNLWREIHILRELYHENIVKYKGICNEEGGRSIKLIMEFLPAGSLKEYLPRNKAHINLKTLLNYSVQICQGMDYLGS  1050
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gi|111607496|ref|NP_666257.2| RQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLIQCKFYIASDVWSFGVTLHELLTYCDSDFSPMALFLKMIGPTHGQMTVTRLVNTLKEGKRLPCPPNCPDEVYQLMRKCWEFQPSNRTTFQNLI  1200
gi|109475184|ref|XP_342873.3| RQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLIQCKFYIASDVWSFGVTLHELLTYCDSDFSPMALFLKMIGPTHGQMTVTRLVNTLKEGKRLSCPPNCPDEVYQLMRKCWEFQPSNRTTFQNLI  1200
gi|102469034|ref|NP_002218.2| RQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLMQSKFYIASDVWSFGVTLHELLTYCDSDSSPMALFLKMIGPTHGQMTVTRLVNTLKEGKRLPCPPNCPDEVYQLMRKCWEFQPSNRTSFQNLI  1200
gi|114556987|ref|XP_001161295.1| RQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLMQSKFYIASDVWSFGVTLHELLTYCDSDSSPMALFLKMIGPTHGQMTVTRLVNTLKEGKRLPCPPNCPDEVYQLMRKCWEFQPSNRTSFQNLI  1200
gi|73956132|ref|XP_865150.1| RQYVHRDLAARNVLVESEHQVKIGDFGLTKAIETDKEYYTVKDDRDSPVFWYAPECLIQCKFYIASDVWSFGVTLHELLTYCDSDSSPMALFLKMIGPTHGQMTVTRLVNTLKEGKRLPCPPHCPEEVYQLMRKCWEFQPSNRTTFQNLI  1200
gi|45382379|ref|NP_990201.1| RQYVHRDLAARNVLVESENRVKIGDFGLTKAIETDKEYYTVKDDLDSPVFWYAPECLIQSKFYIASDVWSFGVTLYELLTYCDSESSPMTEFLKMIGPTQGQMTVARLVRVLQEEKRLPRPPNCPEEIDQLMRKCWIFKHDKRTTFHNLI  1200
gi|56790256|ref|NP_571148.1| RNYIHRDLAARNVLVENEGTVKIGDFGLTKSIKDNEGYYTVKDDLDSPVFWYAPECLIHCKFYRASDVWSFGVTMYELLTYCDASCSPMSVFLKLIGPTHGQMTVTRLVKVLEEGKRLPRPDDCSEQLYNLMRRCWEATPEKRINFKSLI  1200
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gi|111607496|ref|NP_666257.2| EGFEALLK--  1210
gi|109475184|ref|XP_342873.3| EGFEALLK--  1210
gi|102469034|ref|NP_002218.2| EGFEALLK--  1210
gi|114556987|ref|XP_001161295.1| EGFEALLK--  1210
gi|73956132|ref|XP_865150.1| EGFEALLK--  1210
gi|45382379|ref|NP_990201.1| QGFETIMSKM  1210
gi|56790256|ref|NP_571148.1| ANFQQMLDNQ  1210
                         ......1210


