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gi|6754714|ref|NP_034939.1| MKMKGLPVLLWLCVVVCSSYPLHDSARDDDAGMELLQKYLENYYGLAKDVKQFIKKKDSSLIVKKIQEMQKFLGLEMTGKLDSNTMELMHKPRCGVPDVGGFSTFPGSPKWRKSHITYRIVNYTPDLPRQSVDSAIEKALKVWEEVTPLT   150
gi|19424170|ref|NP_598207.1| --MKGLPVLLWLCTAVCSSYPLHGSE--EDAGMEVLQKYLENYYGLEKDVKQFTKKKDSSPVVKKIQEMQKFLGLKMTGKLDSNTMELMHKPRCGVPDVGGFSTFPGSPKWRKNHISYRIVNYTLDLPRESVDSAIERALKVWEEVTPLT   150
gi|4505217|ref|NP_002413.1| --MKSLPILLLLCVAVCSAYPLDGAARGEDTSMNLVQKYLENYYDLKKDVKQFVRRKDSGPVVKKIREMQKFLGLEVTGKLDSDTLEVMRKPRCGVPDVGHFRTFPGIPKWRKTHLTYRIVNYTPDLPKDAVDSAVEKALKVWEEVTPLT   150
gi|114640107|ref|XP_508723.2| --MKSLPILLLLCVAVCSAYPLDGAARSEDTSMNLVQKYLENYYDLEKDVKQFVRRKDSGPVVKKIREMQKFLGLEVTGKLDSDTLEVMRKPRCGVPDVGHFRTFPGIPKWRKTHLTYRIVNYTPDLPKDAVDSAVEKALKVWEEVTPLT   150
gi|50950195|ref|NP_001002967.1| --MQNLPALLLFCGVVCSAYPVDRAAEDENNNMELTQQYLENYYNLGKDVKPFVRRRNSGPVVEKIREMQKFLGLEVTGKVDSDTLAMMRRPRCGVPDVGDFTTFPGMPKWRKTHLTYRIMNYTPDLPRDAVDSAIEKALNVWKEVTPLT   150
gi|119906908|ref|XP_586521.2| --MRNLPILLLLCVAVCSAYPLDRAARDKEDTMELVQQYLENYYNLAKDTKQFVRRKDSSPVVQKIQEMQKFLGLEVTGKLDSDTLEVIRKPRCGIPDVGFFSTFPGSPKWRKTHLTYRIVNYTKDLPRDAVDSAIEKALTVWEEATPLT   150
gi|50731119|ref|XP_417175.1| MELKMLAFLGLLCVSYS--YALPVAPETANEDMQFAQKYLENFYDFKEDKHSLFKSTNLNHMADKIREMQSFFGLEVTGELNRKTMDMMKQPRCGIPDVRSYSTFPRNPKWKKEDVTYRILNYTPDMLQADVDEAIAKAFQLWSSVTPLR   150
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gi|6754714|ref|NP_034939.1| FSRISEGEADIMISFAVGEHGDFVPFDGPGTVLAHAYAPGPGINGDAHFDDDERWTEDVT--GTNLFLVAAHELGHSLGLYHSAKAEALMYPVYKSSTDLSRFHLSQDDVDGIQSLYGTPT-ASPDV------LVVPTKSNSLEP-----   300
gi|19424170|ref|NP_598207.1| FSRISEGEADIMISFAVEEHGDFIPFDGPGMVLAHAYAPGPGTNGDAHFDDDERWTDDVT--GTNLFLVAAHELGHSLGLFHSANAEALMYPVYKSSTDLARFHLSQDDVDGIQSLYGPPT-ESPDV------LVVPTKSNSLDP-----   300
gi|4505217|ref|NP_002413.1| FSRLYEGEADIMISFAVREHGDFYPFDGPGNVLAHAYAPGPGINGDAHFDDDEQWTKDTT--GTNLFLVAAHEIGHSLGLFHSANTEALMYPLYHSLTDLTRFRLSQDDINGIQSLYGPPP-DSPET------PLVPTEPVPPEP-----   300
gi|114640107|ref|XP_508723.2| FSRLYEGEADIMISFAVREHGDFYPFDGPGNVLAHAYAPGPGINGDAHFDDDEQWTKDTT--GTNLFLVAAHEIGHSLGLFHSANTEALMYPLYHSLTDLTRFRLSQDDINGIQSLYGPPP-DSPET------PLVPTEPVPPEP-----   300
gi|50950195|ref|NP_001002967.1| FSRTDEGEADIKISFAVRDHGDFNPFDGPGNVLGHAYPPGPGIYGDAHFDDDEQWTSDTS--GTNLFLVAAHELGHSLGLFHSADPSALMYPVYNVLADLARFHLSQDDVNGIQSLYGGPPSDSSND------PVVPTESVPPGP-----   300
gi|119906908|ref|XP_586521.2| FSRIYEGEADIMIIFAIREHGDFLPFDGPGKVLAHAYPPGSGFYGDAHFDDDEQWTKDTS--GINLFLVAAHELGHSLGLQHSTEREALMYPVYDPRTDLTRFRLSQDDVDGIQFLYGSPP-VSPND------PVVPTESVPPEP-----   300
gi|50731119|ref|XP_417175.1| FIRLYSGDADIMISFASGFHGDFYSFDGPGGTLAHAYPPNTGIGGDAHFDEDENWTKFTTYSGYNLFLVAAHELGHSLGLGHSNVFGALMYPIYMAK-DTRNYRLHQDDISGIQALYGPPR-EFPAFPTKAFPPQEPTEVTPTEAPTQMS   300
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gi|6754714|ref|NP_034939.1| -------ETSPMCSSTLFFDAVSTLRGEVLFFKDRHFWRKSLRTPEPEFYLISSFWPSLPSNMDAAYEVTNRDTVFIFKGNQFWAIRGHEELAGYPKSIHTLGLPATVKKIDAAISNKEKRKTYFFVEDKYWRFDEKKQSMEPGFPRKIA   450
gi|19424170|ref|NP_598207.1| -------ETLPMCSSALSFDAVSTLRGEVLFFKDRHFWRKSLRTPEPGFYLISSFWPSLPSNMDAAYEVTNRDTVFILKGNQIWAIRGHEELAGYPKSIHTLGLPETVQKIDAAISLKDQKKTYFFVEDKFWRFDEKKQSMDPEFPRKIA   450
gi|4505217|ref|NP_002413.1| -------GTPANCDPALSFDAVSTLRGEILIFKDRHFWRKSLRKLEPELHLISSFWPSLPSGVDAAYEVTSKDLVFIFKGNQFWAIRGNEVRAGYPRGIHTLGFPPTVRKIDAAISDKEKNKTYFFVEDKYWRFDEKRNSMEPGFPKQIA   450
gi|114640107|ref|XP_508723.2| -------GTPAKCDPALSFDAVSTLRGEILIFKDRHFWRKSLRKLEPELYLISSFWPSLPSGVDAAYEVTSKDLVFIFKGNQFWAIRGNEVQAGYPRGIHTLGFPPTVRKIDAAISDKEKNKTYFFVEDKYWRFDEKRNSMEPGFPKRIA   450
gi|50950195|ref|NP_001002967.1| -------GTPAACDPTLSFDAISTLRGEFLFFKDRHFWRKSLRTLEPGFYLISSFWPSLPSGLDAAYEETSKDIVFIFKGNQFWAMRGTEVQAGYPKGIHTLGFPPTVKKIDAAVFDKEKKKTYFFVGDKYWRFDEKRQSMEPGFPKQIA   450
gi|119906908|ref|XP_586521.2| -------GTPAACDPALSFDAVSTLRGEILFFKGRHFWRKSFRTFEPEFHLISSFWPSLPSGIDAAYEVTSKDTVFIFKGNQFWAIRGNEMQAGYPRGIHTLGFPSTVRKIDAAFSDKEKKKTYFFAEDKYWRFDEKRQSMEPGFPKQIV   450
gi|50731119|ref|XP_417175.1| PTEMAPTERPEDCDPHLTFDAITTLRGEILFFKGSYVWRKSPYFSQIEHDTISTFWPSLVAGFDAAYEIDKKDRVIFFKDNQYWAVSGYRIEPGFPKPIQNLGFPRSVRKIDAAVHDQNTKKTYIFVGNKYWSFDENTQSMERGYPRKIA   450
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gi|6754714|ref|NP_034939.1| EDFPGVDSRVDAVFEAFGFLYFFSGSSQLEFDPNAKKVTHILKSNSWFNC   500
gi|19424170|ref|NP_598207.1| ENFPGIGTKVDAVFEAFGFLYFFSGSSQLEFDPNAGKVTHILKSNSWFNC   500
gi|4505217|ref|NP_002413.1| EDFPGIDSKIDAVFEEFGFFYFFTGSSQLEFDPNAKKVTHTLKSNSWLNC   500
gi|114640107|ref|XP_508723.2| EDFPGIDSKIDAVFEEFGFFYFFTGSSQLEFDPNAKKVTHTLKSNSWLNC   500
gi|50950195|ref|NP_001002967.1| EDFPGVDSKVDAAFEAFGFYYFFNGSSQLEFDPNAKKVTHVLKSNSWLNC   500
gi|119906908|ref|XP_586521.2| EDFPGVESEVDAVFEVFGFYYFFSGSSQFEFDPNAKKVTHVLKSNSWLNC   500
gi|50731119|ref|XP_417175.1| ADFQGIGHFVDAALQKNGHFYFFHGSNQYEVDIKNKKLVRKMKSNSWFDC   500
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