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gi|161077446|ref|NP_001097437.1| -----------------------------------------------------MYYAVDYYADMGQISQDCFAATQTGASDFDMDELDDLDQVTQVIGYHPQFHDHFLATQNFIMKGDGPLPNDYRYYLAIIAAARHQCPYLVKRYEKEF   150
gi|158286141|ref|XP_001688028.1| -----------------------------------------------------MYSMVEYYSDMGQIGQDYGSKNSP-------TDSSNLDHVTKVIAYHPRYLDHFLNTQKFVMQCDGPLPYDYRNYIAIMAAARHKCTYLVNLYEEIF   150
gi|31377591|ref|NP_653266.2| ------------------MNRGGGSPSAAANYLLCTNCRKVLRKDKRIRVSQPLTRGPSAFIPEKEVVQANTVDERTNFLVEEYSTSGRLDNITQVMSLHTQYLESFLRSQFYMLRMDGPLPLPYRHYIAIMAAARHQCSYLINMHVDEF   150
gi|57102414|ref|XP_542236.1| ------------------MHRGGGSPSAAANYLLCTNCRKVLRKDKRIRVSQPLTRGPSAFIPEKEVVQANTVDERTNFLVEEYSTSGRLDNITQVMSLHTQYLESFLRSQFYMLRMDGPLPLPHRHYIAIMAAARHQCSYLINMHVDEF   150
gi|37674247|ref|NP_084537.2| ------------------MNRGGSSASASANYLLCTNCRKVLRKDKRIRVSQPLTRGPSAFIPEKEVVQANTADERTNFLVEEYSTSGRLDNITQVMSLHTQYLESFLRSQFYMLRMDGPLPLPDRHYIAIMAAARHQCSYLINMHVDEF   150
gi|62653234|ref|XP_235825.3| ------------------MNRGGSSASASANYLLCTNCRKVLRKDKRIRMSQPLTRGPSAFIPEKEVVQANTADERTNFLVEEYSTSGRLDNITQVMSLHTQYLESFLRSQFYMLRMDGPLPLPDRHYIAIMAAARHQCSYLINMHVDEF   150
gi|194673175|ref|XP_594021.4| MWDRLGIGIQEDREDMYKLKTLDDMERGTHVSQKGRLSQCDHSPDKRIRVSQPLTRGPSAFIPEKEVVQANTVDERTNFLVEEYSTSGRLDNITQVMSLHTQYLESFLRSQFYMLRMDGPLPLPHRHYIAIMAAARHQCSYLINMHVDEF   150
gi|118085170|ref|XP_425647.2| ------------------------------------------MVEKRVQVSPPLTRGPSAFIPENEVMQANGLDERTNLLVEEYSTSGRLDNITQVMSIHTQYLESFLRSQFYMLRMDGPLPLPYRHYIAIMAAARHQCSYLINMHVDEF   150
gi|47087251|ref|NP_998684.1| ------------------MNGTAG---------ICNHCRNTIIEKE--KMSRHISTGPSSFIPENEIIEAMPLSDSTVMLLDEEFS-GRMDNLTQVMGLHPHYLQAFLRCHYYLLRMDGPLPLHYRHYIAIMAAARHQCSTLVCHHVQEF   150
gi|115533566|ref|NP_490664.2| --------------------------------------------------------------------MHTTTKRRKAMDWLNFDPIPEVDRLFRFTCKHPTLHVHMTGSYGHMFVDISDLPASARHYLALMAASRHRCLSLMDHHRRKF   150
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gi|161077446|ref|NP_001097437.1| INQGGDSAWLGGLDFIPAKLRAIYDINKILAHRPWLLRKEHIERLTK------GKNSWSLSEVVHAMVLLSHFHSLSSFVFSCGLTQKLDGLSSPKLKSPPAAVAALAPTILITPTSPTEPQKGKPVLAEISLNNANPDYDSQTAASSNG   300
gi|158286141|ref|XP_001688028.1| LANGGDPNWLNGLEHIPPKLRAISDINKILAHRPWLLNKEHVERLTK------GQNSWSLSEVVHAIVLLAHYHSLSSFVFSCGLTQELDGAS-------------------------HKIENNNVLTQKTAFNRLNDLYNSQHPEN---   300
gi|31377591|ref|NP_653266.2| LKTGGIAEWLNGLEYVPQRLKNLNEINKLLAHRPWLITKEHIQKLVKT-----GENNWSLPELVHAVVLLAHYHALASFVFGSGINPERDPEISNGFR---------------------LIS--VNNFCVCDLANDNNIENASLSGSNFG   300
gi|57102414|ref|XP_542236.1| LKTGGIAEWLNGLEYVPQRLKNLNEINKLLAHRPWLITKEHIQKLVKT-----GENNWSLPELVHAVVLLAHYHALASFVFGSGINPERDPEISNGFR---------------------LIS--VNNFCVCDLANDNNIENASLTGSNFG   300
gi|37674247|ref|NP_084537.2| LKTGGIAEWLNGLEYVPQRLRNLNEINKLLAHRPWLITKEHIQKLVKT-----GENNWSLPELVHAVVLLAHYHALASFVFGSGINPERDPGIANGFR---------------------LIS--VSSFCVCDLANDNSIENTSLAGSNFG   300
gi|62653234|ref|XP_235825.3| LKTGGIAEWLNGLEYVPQRLRNLNEINKLLAHRPWLITKEHIQKLVKT-----GENNWSLPELVHAVVLLAHYHALASFVYGSGINPERDPGIANGFR---------------------LIS--VSSFCVCDLANDNSIGNASLAGGNFG   300
gi|194673175|ref|XP_594021.4| LKTGGIAEWLNGLQYVPQRLKNLNEINKLLAHRPWLITKEHIQKLVKT-----GENNWSLPELVHAVVLLAHYHALASFVFGSGINPERDPEISNGFR---------------------LIP--VNNFCVCDLANDNNIENASLTGSNFG   300
gi|118085170|ref|XP_425647.2| LKTGGIAEWLNGLEYIPQRLKNLNEINKLLAHRPWLITKEHIQKLVKT-----GENNWSLPELVHAVVLLAHYHALASFVFGSGINPERDPDTSNGVR---------------------LIA--VNNFCVCDLANDNNIENASLTSSNFG   300
gi|47087251|ref|NP_998684.1| EQIGVCSDWLRGLEFCPQRLRNLNEINKILAHRPWLITKQHIQALVKT-----GEHSWSLAELVHAVVLLAHFHALASFVFGSGVNPDPEVTEVNGVTG-------------------DLCPPVMKGLCTCHLTNSNQANGNPPCNSNTG   300
gi|115533566|ref|NP_490664.2| LEKGGQQMWLLGIDWSYMKFRKLDYLNRMLCHRPWMIHWKNLAVLFARRTPDGGPAFFSVCSLHHAVGIMSMTHAMCTVICCIGLERRVDLTQDEIDF---------------------LNIDDLDYWEARMSAYFRKVPDRRPTEVEYL   300
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gi|161077446|ref|NP_001097437.1| GAPPDSANAVADGPDATTLNGYLATAQQLPQQHGISVETLMERMKVLSQ--KQDECSEAELSSRFQKVEQQTAELAAVTP---------EAAVGVPTNLSHYVDDANFIYQDFARRGTESIN-TFRIQDYSWEDHGYSLVDGLYNDVGIF   450
gi|158286141|ref|XP_001688028.1| ---------LPNGDDAN-------------IRPEVTVDALMQRMKRLSE--KNDECSETELSNRFKHVEQQAAELPPVVR---------EAPADVPQQLGRYVDDPGFTYQDFARRGAENIPQTFRIQDYSWDDHGYSLVNRLYNDVGFY   450
gi|31377591|ref|NP_653266.2| I-----------------------------VDSLSELEALMERMKRLQEEREDEEASQEEMSTRFEKEKKESLFVVSGDTFHSFPHSDFEDDMIITSDVSRYIEDPGFGYEDFARRGEEHLP-TFRAQDYTWENHGFSLVNRLYSDIGHL   450
gi|57102414|ref|XP_542236.1| I-----------------------------VDSLSELEALMDRMKRLQGEREDEEASQEEMTTRFEKEKKESLFVVSGDTFHSFPHSDFEDDMIITSDVSRYIEDPGFGYEDFARRGEEHLP-TFRAQDYTWENHGFSLVNRLYSDIGHL   450
gi|37674247|ref|NP_084537.2| I-----------------------------VDSLGELEALMERMKRLQEDREDDETTREEMTTRFEKEKKESLFVVPGETLHAFPHSDFEDDVIVTADVSRYIEDPSFGYEDFARRGEEHLP-TFRAQDYTWENHGFSLVNRLYSDIGHL   450
gi|62653234|ref|XP_235825.3| I-----------------------------VDSLGELEALMERMKRLQEDREDEETTPEEMSTRFEKEKKESLFVVPGETFHSFPHSDFEDDMIVTADVSRYIEDPGFGYEDFARRGEEHLP-TFRAQDYTWENHGFSLVNRLYSDIGHL   450
gi|194673175|ref|XP_594021.4| I-----------------------------VDSLSELEALMERMKRLQEEREDEEASQEEMTTRFEKEKKESLFVVSG----------DEDDMIITSDVSRYIEDPGFGYEDFARRGEEHLP-TFRAQDYTWENHGFSLVNRLYSDIGHL   450
gi|118085170|ref|XP_425647.2| I-----------------------------ADSLSELEALMERMKRLQEDKEDEEASQEEMDTRFEKEKKESLLVISGGIYH------SFDDEIVSTDVSRYVEDPGFGYKDFARRGEDHLP-TFRAQDYTWENHGFSLVNRLYSDIGHL   450
gi|47087251|ref|NP_998684.1| ----------------------------------SELEALMERMKRLLEEREDDDASEEEMFTRFEKEKKESLLVVSAG---------FDEEVVPPSPVARFVDDPSFGYQDFARHGEDNPP-TFKAQDYSWEDHGFSLVNRLYSDIGHL   450
gi|115533566|ref|NP_490664.2| IS--------------------------ELKKTEKGQTRPPAKMCAMTTETIESLISAPAATYSSNRKNYSPVLLLANIDENG----EDIMEKEPPCNYPIYSHHRTFGYIDFRKRPEKDIP-PFRVEEFGWD-HVYNTMNEYTDTLTSR   450
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gi|161077446|ref|NP_001097437.1| LDAKFRAAYNLTYCTMGG---------------IKNVDTSKFRRAIWNYIQCIYGIRHDDYDYGEVNQLLVRPLKMFIKTACCFPERITTKDYDSVLVELQDSEKVHVNLMIMEARNQAELLYALREIMRYMT-------------   596
gi|158286141|ref|XP_001688028.1| LDDKFRAAYNLTYYTIAG---------------RTNVDTSKFRRAIWNYIQCIYGIRHDDYDYGEVNQLLDRSLKMFIKTACCFPERITKLDYDSVLVELQHSEKVHINLMILEARNQAELLYALREVMRYMT-------------   596
gi|31377591|ref|NP_653266.2| LDEKFRMVYNLTYNTMAT---------------HEDVDTTMLRRALFNYVHCMFGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTKRMYDSYWRQFKHSEKVHVNLLLMEARMQAELLYALRAITRHLT-------------   596
gi|57102414|ref|XP_542236.1| LDEKFRMVYNLTYNTMAA---------------HEDVDTTTLRRALFNYVHCMFGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTKRMYDSYWRQFKHSEKVHVNLLLMEARMQAELLYALRAITRHLT-------------   596
gi|37674247|ref|NP_084537.2| LDEKFRMVYNLTYNTMAT---------------HEDVDTTTLRRALFNYVHCMFGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTKRMYDSYWRQFTHSEKVHVNLLLMEARMQAELLYALRAITRHLT-------------   596
gi|62653234|ref|XP_235825.3| LDEKFRMVYNLTYNTMAT---------------HEDVDTTTLRRALFNYVHCMFGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTKRMYDSYWRQFTHSEKVHVNLLLMEARMQAELLYALRAITRHLT-------------   596
gi|194673175|ref|XP_594021.4| LDEKFRMVYNLTYNTMAT---------------HEDVDTTMLRRALFNYVHCMFGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTKRMYDSYWRQFKHSEKVHVNLLLMEARMQAELLYALRAITRHLT-------------   596
gi|118085170|ref|XP_425647.2| LDEKFRMVYNLTYNTMAT---------------HEDVDTTTLRRALFNYVHCMYGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTKRMYDSYWRQFKHSEKVHVNLLLMEARMQAELLYALRAITRHLT-------------   596
gi|47087251|ref|NP_998684.1| LDDKFRTACDLTYYNMAS---------------HEGVDTSMLRRALFNYVHCMYGIRYDDYDYGEVNQLLERSLKVYIKTVTCYPERTTCRMYESYWHQFRHSEKVHVNLLLMEARMQAELLYALRAITHYMT-------------   596
gi|115533566|ref|NP_490664.2| LDRMFDHIRTLTGNMPSGSSHASGDGEPPAAVNQNEIDTAAFREAIWNYTQGLYGVRVDDYDYSKINRVLDKGTKTFIKLAACYPHKLTT-EFTRALPGFKDSEKIHVVMMVAMARFQASMFHYTRAVCNYNAMCLSKKGWRKPLD   596
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