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gi|121247453|ref|NP_032199.3| MDSKESLAPPGRDEV-PSSLLGRGRGSVMDLYKTLRGGATVKVSASSPSVAAASQADSKQQRILLDFSKGSASNAQQ---QQQQQQQQQQQQQQQPQPDLSKAVSLSMGLYMGETETKVMGNDLGYPQQGQLGLSSGETDFRLLEESIAN   150
gi|6980988|ref|NP_036708.1| MDSKESLAPPGRDEV-PGSLLGQGRGSVMDFYKSLRGGATVKVSASSPSVAAASQADSKQQRILLDFSKGSTSNVQQRQQQQQQQQQQQQQQQQQQQPGLSKAVSLSMGLYMGETETKVMGNDLGYPQQGQLGLSSGETDFRLLEESIAN   150
gi|66528677|ref|NP_001019265.1| MDSKESLT-PGREEN-PSSVLAQERGDVMDFYKTLRGGATVKVSASSPSLAVASQSDSKQRRLLVDFPKGSVSNAQQ--------------------PDLSKAVSLSMGLYMGETETKVMGNDLGFPQQGQISLSSGETDLKLLEESIAN   150
gi|114602488|ref|XP_001154683.1| MDSKESLT-PGREEN-PSSVLAQERGNVMDFYKTLRGGATVKVSASSPSLAVASQSDSKQRRLLVDFPKGSVSNAQQ--------------------PDLSKAVSLSMGLYMGETETKVMGNDLGFPQQGQISLSSGETDLKLLEESIAN   150
gi|73949531|ref|XP_535225.2| MDSKESLSPPSKEEI-SSSVLGRERGNVMDFYKTLRGGATVKVSASSPSLAAASQSDSKQQRLLVDFPKGSGSHAQQ--------------------PDLSKAVSLSMGLYMGETETKVMGNDLGFPQQGQISLSSGETDFRLLEESIAN   150
gi|76662652|ref|XP_612999.2| MDPKESLSTPSREEI-PSSVLGRERGNVMDFYKTLRGGATVKVSASSPSLAAASQSDSKQQRLLVDFPKGSGSNAQQ--------------------PDLSKAVSLSMGLYMGETETKVMGNDLGFPQQGQISLSSGETDFRLLEESIAN   150
gi|83721947|ref|NP_001032915.1| MDSKELLKSSDQDETRKNALMSTKGGIVMDFHPPFRGGASAQAPVSAAPLPVSSQSDSAQQPALADFSKGLVNNVPP--------------------PDLSKAVSLSMGLYMGETDAKVMGNDLGFSQQGQTGISSGETDFRLLEESIAS   150
gi|99028943|ref|NP_001018547.2| MDQGGLENGKKRDER--LNTLDYNKRATEGILP-----RRIQSTMSVAPTSMVPQAGPMMQPVSGDIPNGLSN-----------------------SPTLEEHTSSVSSIFGDDSELKLLGKEQRALQQQTLVPFTLGDSLSGLEASIAD   150
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gi|121247453|ref|NP_032199.3| LNRSTSRPENPKSSTPAAGCATPTEKEFPQTHSDPSSEQ-QNRKSQPGTNGGSVKLYTTDQSTFDI----LQDLEFSAGSPGKETNESPWRSDLLIDEN-LLSPLAGEDDPFLLEGDVNEDCKPLILPDTKPKIQDTGDTILSSPSSVAL   300
gi|6980988|ref|NP_036708.1| LNRSTSVPENPKSSTSATGCATPTEKEFPKTHSDASSEQ-QNRKSQTGTNGGSVKLYPTDQSTFDL----LKDLEFSAGSPSKDTNESPWRSDLLIDEN-LLSPLAGEDDPFLLEGNTNEDCKPLILPDTKPKIKDTGDTILSSPSSVAL   300
gi|66528677|ref|NP_001019265.1| LNRSTSVPENPKSSASTAVSAAPTEKEFPKTHSDVSSEQ-QHLKGQTGTNGGNVKLYTTDQSTFDI----LQDLEFSSGSPGKETNESPWRSDLLIDENCLLSPLAGEDDSFLLEGNSNEDCKPLILPDTKPKIKDNGDLVLSSPSNVTL   300
gi|114602488|ref|XP_001154683.1| LSRSTSVPENPKSSASTAVSAAPTEKKFPKTHSDVSSEQ-QHLKGQTGTNGGNVKLYTTDQSTFDI----LQDLEFSSGSPGKETNESPWRSDLLIDENCLLSPLAGEDDSFLLEGNSNEDCKPLILPDTKPKIKDNGDLVLSSPSNVTL   300
gi|73949531|ref|XP_535225.2| LNRSTSVPENPKSSVS-AVSAAPTEKEFAQTLSDVSSEQ-QHLKGQTGTNGGNVKLYTTDQSTFDVWRKKLQDLDFTSGSPEKEASESPWRSDLLIDENCLLSPLAGEDDPFLLEGNSNEDCKPLVLPDTKPKIKDNGDLILASPNSVPL   300
gi|76662652|ref|XP_612999.2| LNRSTSVPENPKNSASTAVSAAPTEKEFPKTHSDVSSEQ-QNLKGQKGSNGGNMKLYTTDQSTFDIWRKKLQDLEFSSGSPSKETSESPWSSDLLIDENCLLSPLAGEDDPFLLEGSSNEDCKPLVLPDTKPKIKDNGDLILPSPSSVPL   300
gi|83721947|ref|NP_001032915.1| LNKSSSLAEDAKGAVS---SEAPLEPDFVGMAGRGPLEPGASVQSQVGSNGGSLKLSSEDQSTLDI----LQDLELPSVSPGKEPNGSPWRLDPLLDDGGLLSPIS-ADDTFLLEGNLGEDCKPPILSDTKPKINDRGDLLPSS--KMPM   300
gi|99028943|ref|NP_001018547.2| LNNPSPSMDSLIGGVDPNLFPLKTEDFSPMIKGDMDLDQDSFGHIGKDVDVGNHKLFSDN--TLDL----LQDFELD-GSP----------SDFYVADDAFLSTIG--EDALLSELPTNLDRDSKAAVSGSNTLNGTASSSLSTANTSIL   300
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gi|121247453|ref|NP_032199.3| PQVKTEKDDFIELCTPGVIKQEKLGPVYCQASFSGTNIIGNKMSAISVHGVSTSGGQMYHYDMN--TASLSQQQDQKPVFNVIPPIPVGSENWNRCQGSGEDNLTSLGAMNFAGRSVFSNGYSS-PGMRPDVSSPPSSSS-TATGPPPKL   450
gi|6980988|ref|NP_036708.1| PQVKTEKDDFIELCTPGVIKQEKLGPVYCQASFSGTNIIGNKMSAISVHGVSTSGGQMYHYDMN--TASLSQQQDQKPVFNVIPPIPVGSENWNRCQGSGEDSLTSLGALNFPGRSVFSNGYSS-PGMRPDVSSPPSSSS-AATGPPPKL   450
gi|66528677|ref|NP_001019265.1| PQVKTEKEDFIELCTPGVIKQEKLGTVYCQASFPGANIIGNKMSAISVHGVSTSGGQMYHYDMN--TASLSQQQDQKPIFNVIPPIPVGSENWNRCQGSGDDNLTSLGTLNFPGRTVFSNGYSS-PSMRPDVSSPPSSSSTATTGPPPKL   450
gi|114602488|ref|XP_001154683.1| PQVKTEKEDFIELCTPGVIKQEKLGTVYCQASFPGANIIGNKMSAISVHGVSTSGGQMYHYDMN--TASLSQQQDQKPIFNVIPPIPVGSENWNRCQGSGDDNLTSLGTLNFPGRTVFSNGYSS-PSMRPDVSSPPSSSSTATTGPPPKL   450
gi|73949531|ref|XP_535225.2| PQVKTEKEDFIELCTPGVIKQEKLGPVYCQASFSGANIIGNKMSAISVHGVSTSGGQMYHYDMN--TASLSQQQDQKPIFNVIPPIPVGSENWNRCQGSGDDNLASLGTLNFPGRSVFSNGYSS-PGMRPDVSSPPSSSS-AATGPPPKL   450
gi|76662652|ref|XP_612999.2| PQVKTEKEDFIELCTPGVIKQEKLGPVYCQASFSGANIIGNKMSAISVHGVSTSGGQMYHYDMN--TASLSQQQDQKPIFNVIPPIPVGSENWNRCQGSGDDNLTSLGTLNFSGRSVFSNGYSS-PGMRPDVSSPPSSSS-AATGPPPKL   450
gi|83721947|ref|NP_001032915.1| PQVKTEKEDFIELCTPG-IKQENVGPIYCQANFSGSNMLGTKVSAISIHGVSTSGGQMYHYDLN--TASLSQQQDQKPIFNIIPSLPAGSENWNRCQGSGDEALAPLGTLNLSGRPAFSNGYSS-PGLRSDVSSSPSTTS-ATAGPPPKL   450
gi|99028943|ref|NP_001018547.2| PNIKVEKDSIIQLCTPGVIKQENTGASYCQG--------GLHSTPINICGVTTSSGQSFLFGNSSPTAVVGLQKDQKPDFNMYTPLTSSGDGWSRSQGFGN-----VSGMQQRASLCFSKNFSSSPYSRPEDSTATSSAG-GKTG-THKI   450
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gi|121247453|ref|NP_032199.3| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQATAGVSQDTSENA-NKTIVPAALPQLTPTLVSLLEVIEPEVLYAGYDSSVPDSAWRIMTTLNML   600
gi|6980988|ref|NP_036708.1| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQATAGVSQDTSENP-NKTIVPAALPQLTPTLVSLLEVIEPEVLYAGYDSSVPDSAWRIMTTLNML   600
gi|66528677|ref|NP_001019265.1| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEGRQHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQATTGVSQETSENPGNKTIVPATLPQLTPTLVSLLEVIEPEVLYAGYDSSVPDSTWRIMTTLNML   600
gi|114602488|ref|XP_001154683.1| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQATTGVSQETSENPANKTIVPATLPQLTPTLVSLLEVIEPEVLYAGYDSSVPDSTWRIMTTLNML   600
gi|73949531|ref|XP_535225.2| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQATPGASQETSENPANKTIVPATLPQLTPTLVSLLEVIEPEVLYAGYDSSVPDSTWRIMTTLNML   600
gi|76662652|ref|XP_612999.2| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQATTGVSQETSENPANKTIVPATLPQLTPTLVSLLEVIEPEVLYAGYDSSIPDSTWRIMTALNML   600
gi|83721947|ref|NP_001032915.1| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRYRKCLQAGMNLEARKTKKKIKG---IQQTTATGTREAAEAAGNKSVVPASLPQLTPTLVSLLEVIEPEVLYSGYDSTLPDSSWRIMSTLNML   600
gi|99028943|ref|NP_001018547.2| CLVCSDEASGCHYGVLTCGSCKVFFKRAVEG-QHNYLCAGRNDCIIDKIRRKNCPACRFRKCLMAGMNLEARKSKSKARQAGKVIQQQSIPERNLPPLPEARALVPKPMPQLVPTMLSLLKAIEPDTLYAGYDSTIPDTSVRLMTTLNRL   600
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gi|121247453|ref|NP_032199.3| GGRQVIAAVKWAKAIPGFRNLHLDDQMTLLQYSWMFLMAFALGWRSYRQASGNLLCFAPDLIINEQRMTLPCMYDQCKHMLFISTELQRLQVSYEEYLCMKTLLLLSSVPKEGLKSQELFDEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|6980988|ref|NP_036708.1| GGRQVIAAVKWAKAILGLRNLHLDDQMTLLQYSWMFLMAFALGWRSYRQSSGNLLCFAPDLIINEQRMSLPCMYDQCKHMLFVSSELQRLQVSYEEYLCMKTLLLLSSVPKEGLKSQELFDEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|66528677|ref|NP_001019265.1| GGRQVIAAVKWAKAIPGFRNLHLDDQMTLLQYSWMFLMAFALGWRSYRQSSANLLCFAPDLIINEQRMTLPCMYDQCKHMLYVSSELHRLQVSYEEYLCMKTLLLLSSVPKDGLKSQELFDEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|114602488|ref|XP_001154683.1| GGRQVIAAVKWAKAIPGFRNLHLDDQMTLLQYSWMFLMAFALGWRSYRQSSANLLCFAPDLIINEQRMTLPCMYDQCKHMLYVSSELHRLQVSYEEYLCMKTLLLLSSVPKDGLKSQELFDEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|73949531|ref|XP_535225.2| GGRQVIAAVKWAKAIPGFRNLHLDDQMTLLQYSWMFLMAFALGWRSYRQSSGSMLCFAPDLIINEQRMTLPCMYDQCKHMLFVSSELQRLQVSYEEYLCMKTLLLLSSVPKEGLKSQELFDEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|76662652|ref|XP_612999.2| GGRQVIAAVKWAKAIPGFRNLHLDDQMTLLQYSWMFLMAFALGWRSYRQSCANMLCFAPDLIINEQRMALPCMYDQCKHMLYVSSELNRLQVSYEEYLCMKTLLLLSSVPKEGLKSQELFDEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|83721947|ref|NP_001032915.1| GGRQVVAAVKWAKAIPGFRNLHLDDQMTLLQYSWMFLMAFALGWRSYKQSNGNLLCFAPDLIINEQRMNLPCMYEQCKHMLMVARELSRLQVSYEEYLCMKTLLLLSTIPKEGLKSQTLFEEIRMTYIKELGKAIVKREGNSSQNWQRFY   750
gi|99028943|ref|NP_001018547.2| GGRQVISAVKWAKALPGFRNLHLDDQMTLLQCSWLFIMSFGLGWRSYQHCNGNMLCFAPDLVINEERMKLPYMSDQCEQMLKISNEFVRLQVSTEEYLCMKVLLLLNTVPKDGLKSQSVFDELRMSYIKELGKAIVKREENSSQNWQRFY   750
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gi|121247453|ref|NP_032199.3| QLTKLLDSMHDVVENLLSYCFQTFLDKSMSIEFPEMLAEIITNQIPKYSNGNIKKLLFHQK   811
gi|6980988|ref|NP_036708.1| QLTKLLDSMHEVVENLLTYCFQTFLDKTMSIEFPEMLAEIITNQIPKYSNGNIKKLLFHQK   811
gi|66528677|ref|NP_001019265.1| QLTKLLDSMHEVVENLLNYCFQTFLDKTMSIEFPEMLAEIITNQIPKYSNGNIKKLLFHQK   811
gi|114602488|ref|XP_001154683.1| QLTKLLDSMHEVVENLLNYCFQTFLDKTMSIEFPEMLAEIITNQIPKYSNGNIKKLLFHQK   811
gi|73949531|ref|XP_535225.2| QLTKLLDSMHDVVENLLNFCFQTFLDKTMSIEFPEMLAEIITNQIPKYSSGNIKKLLFHQK   811
gi|76662652|ref|XP_612999.2| QLTKLLDSMHDVVENLLNYCFQTFLDKTMSIEFPEMLAEIITNQIPKYSSGNIKKLLFHQK   811
gi|83721947|ref|NP_001032915.1| QLTKLLDSMHDVVENLLSFCFQTFLDKSMSIEFPEMLAEIISNQIPKYSNGNIKKLLFHQK   811
gi|99028943|ref|NP_001018547.2| QLTKLLDSMHDLVGGLLNFCFYTFVNKSLSVEFPEMLAEIISNQLPKFKDGSVKPLLFHQK   811
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