
logo MKNL IMKKFTIAVIVLS I LY I SYTTYI SMNGI I IGTKI
V
H
QKNDKSQFMVI EE I SEKSSYGQFVGLRQGDI I LKINEKEKPSDKHL

NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 MKNLMKKFTIAVIVLSILYISYTTYISMNGIIIGTKVQKNDKSQFVIEEISKSSYGQFVGLRQGDIILKINEEKPSDKHL 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!*!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!

logo KWGYLSHINSSLDI LRSGKKIHLKDFDLVTLNRPSYSFFLFVLPLFVFYFLS I IC I FY I FLKVNKKRRSFAAYI L I LLLLDI S
NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 KWGYLSHINSSLDILRSGKKIHLKDFDLVTLNRSYSFFLFVLPLVFYFLSIICIFYIFKVNKKRRSFAAYILILLLLDIS 160
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHIN.SLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDIS 159
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo IAY I SAGGPFRGHI INRYINLFTF I SSP I LYLQF IQRTYLGE IGKTFLNR I SFLYI IP I FNLGI EFFQDYLQVDIDFLATLV
NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 IAYISAGGPFRGHIINRYINLFTFISSPILYLQFIQTYLGEIGKTFLNRISFLYIIPIFNLGIEFFQDYLQVDIDFLATV 240
NTDB id 91 BSU 31690 NP 391047.2 IAYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNRISFLYIIPIFNLGIEFFQDYLQVDIDFLATL 239
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo NLVSFAI
TLTLFSFSAIYFLHLNKYKYAEHSF I LKLL I LTNTLSFAPFL I FFVLP I I FTGNYI FPALASASLLVL IPFGLVY

NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 NLVSFAILTLFSFSAIYFHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLVY 320
NTDB id 91 BSU 31690 NP 391047.2 NLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLVY 319
consensus !!!!!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QFVANKMFDI EF I LGRMRYYALLAMIPTLL IVGALVLFDVMDE IQMNPLVRQTVFFFVVMFAVFYFLKEVI
MDFKFRLKRFSEK

NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 QFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMEIQMNPLRQTVFFFVVMFAVFYLKEVIDFKFRLKRFSEK 400
NTDB id 91 BSU 31690 NP 391047.2 QFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSEK 399
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!

logo FNYQDS I FKYTQLMRGVTSLQQVFKELKNTI LDVLLVSKAYTFEVTPDHKVI FLDKHE I
VGPDWHNFYQEEFENVTSE IGKI

NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 FNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEIGPDWHFYQEEFENVTSEIGKI 480
NTDB id 91 BSU 31690 NP 391047.2 FNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGKI 479
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!

logo I EVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDE I SWLKTLSFYTSVSMENVLMHI EELMEHLKDLKQEGTNP IWLKKL
NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 IEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVMHIEELMEHLKDLKQEGTNPIWLKKL 560
NTDB id 91 BSU 31690 NP 391047.2 IEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKKL 559
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!



logo MFAI EEKQRSGLARDLHDSVLQDL I SLKRQCELFLGDFKKDDENPCREEVQDKLVQMNEQMSDVI SMTRETCHELRPQLLY
NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 MFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDENPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLLY 640
NTDB id 91 BSU 31690 NP 391047.2 MFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLLY 639
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYR I IQEFLSNAVKHSQATDVL IML I S IQNKIVLHYEDD
NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 DLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYEDD 720
NTDB id 91 BSU 31690 NP 391047.2 DLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYEDD 719
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GVGFDQEKNTEHSMSMGLSGIKERVRALDGRLR I ETSEGKGFKADI E I EL
NTDB id 1099725 ACLQ7P RS17930 WP 121591110.1 GVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 770
NTDB id 91 BSU 31690 NP 391047.2 GVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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