
logo MKNL IKKFTIAVIVLS I LY I SYTTYI SMNGI I IGTKIHKNDKSQFMIEE I SESSYGQFVGLRQGDI I LKINKEKPSDKHL
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KWGYLSHINSLDI LRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLS I IC I FY I LKVNKKRRSFAAYI L I LLLLDI S I
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AYI SAGGPFRGHI INRYINLFTF I SSP I LYLQF IQRYLGE IGKTFLNR I SFLYI IP I FNLGI EFFQDYLQVDIDFLATLN
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNRISFLYIIPIFNLGIEFFQDYLQVDIDFLATLN 240
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNRISFLYIIPIFNLGIEFFQDYLQVDIDFLATLN 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LVSFATLTLFSFSAIYLHLNKYKYAEHSF I LKLL I LTNTLSFAPFL I FFVLP I I FTGNYI FPALASASLLVL IPFGLVYQ
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 LVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLVYQ 320
NTDB id 91 BSU 31690 NP 391047.2 LVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLVYQ 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FVANKMFDI EF I LGRMRYYALLAMIPTLL IVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSEKF
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 FVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSEKF 400
NTDB id 91 BSU 31690 NP 391047.2 FVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSEKF 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NYQDS I FKYTQLMRGVTSLQQVFKELKNTI LDVLLVSKAYTFEVTPDHKVI FLDKHEVGPDWNFYQEEFENVTSE IGKI I
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 NYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGKII 480
NTDB id 91 BSU 31690 NP 391047.2 NYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGKII 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDE I SWLKTLSFYTSVSMENVLHI EELMEHLKDLKQEGTNP IWLKKLM
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 EVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKKLM 560
NTDB id 91 BSU 31690 NP 391047.2 EVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKKLM 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo FAI EEKQRSGLARDLHDSVLQDL I SLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVI SMTRETCHELRPQLLYD
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 FAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLLYD 640
NTDB id 91 BSU 31690 NP 391047.2 FAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLLYD 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYR I IQEFLSNAVKHSQATDVL IML I S IQNKIVLHYEDDG
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 LGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYEDDG 720
NTDB id 91 BSU 31690 NP 391047.2 LGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYEDDG 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VGFDQEKNTEHSMSMGLSGIKERVRALDGRLR I ETSEGKGFKADI E I EL
NTDB id 65270 BEST7003 RS15460 WP 003242894.1 VGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
NTDB id 91 BSU 31690 NP 391047.2 VGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


