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LAHYGRLVEQAKKQLFQTQFHAHYDACLTDLNLPDGNSGLDELVHKHYVSQLNYPCNTP IAVLTA
NTDB id 45671 ACRAD RS00945 WP 005022966.1 MTNQQALILLVDDEEDLCTLMQMSLAKINIRTHIAHGLEQAKKLFQQHAYDACLTDLNLPDGNGLELVHYVSQLYPCTPIAVLTA 85
NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPIAVLTA 85
consensus ! !!*!*!!!!!!!!!! !!!!*!!** !*!!*!* *!!!! !! !**!!!!!!!!!!!!! !!*!!**!!! !!*!!!!!!!!

logo YGNMDE IA IASALKAGAFDFVSKPVNQAVHLDQQLLVQKALNRTPQKQSVAEHQDQLTTVEQDNALENKRLML IGRTSLP IQQLKR IA I
LKKIARSQAPVF IVTGES

NTDB id 45671 ACRAD RS00945 WP 005022966.1 YGNMEIAISALKAGAFDFVSKPVNQAHLQQLVQKALNTPQSAQQLVQDALENRMLIGTSLPIQQLKIALKKIARSQAPVFITGES 170
NTDB id 1045 H0N27 RS16330 WP 168727019.1 YGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDTTENALENKLLIGRSLPIQQLRIAIKKIARSQAPVFVTGES 170
consensus !!!!*!!! !!!!!!!!!!!!!!!! !! !!*!!!!! * * !!!!**!!! !!!!!!!*!!*!!!!!!!!!!!*!!!!

logo GTGKEVVANLVHRLSNRSDEGPF IA INCGAIPGTDELMESELFGHKKGSFTGASTQDKQGL I LYSAHGGSLFLDE IAELPLASMQVKLLRA
NTDB id 45671 ACRAD RS00945 WP 005022966.1 GTGKEVVANLVHRLSNRSDGPFIAINCGAIPGDLMESELFGHKKGSFTGASQDKQGLIYSAHGGSLFLDEIAELPLAMQVKLLRA 255
NTDB id 1045 H0N27 RS16330 WP 168727019.1 GTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLDEIAELPLSMQVKLLRA 255
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!
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NTDB id 45671 ACRAD RS00945 WP 005022966.1 VQEKKIRPIGSDQEIDVDFRVISASHQDLEILVQQGKFRQDLFFRIHVMDIVLPPLREREDDILLLAKHFIQEVCKEWDIPNKIL 340
NTDB id 1045 H0N27 RS16330 WP 168727019.1 VQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVLLLANHFIQKICMEWETPPKQL 340
consensus !!!!!!!!*!!!!!!!!!!!!!!!!!!!!**!! !!!!!!!!!!!!!!!!**!!!!!!! *!*!!!! !!!! *! !!* !*! !
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NTDB id 45671 ACRAD RS00945 WP 005022966.1 TERGQQFLMQQYFPGNVRELRNIIERAITLSDNEYIDLPQLQSAPLRNVQNFVAGQINHEPLTDQVIPLSPHRKIPAEGLEQYLE 425
NTDB id 1045 H0N27 RS16330 WP 168727019.1 TEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFASA.AQSIQTTVAAPQAVKKLPSEGLERYLE 424
consensus !! * *!*!!*!!!!!!!!!!*!!!!!!!!* !!***!**!!!! * * ** ** ! ** ***!*! !!!! !!!

logo NI EKDE I
VLLNTALNMQTHWNRTLAAKKLGMS

TFRSLRYRLKKFGLDTDEDTEQEV
NTDB id 45671 ACRAD RS00945 WP 005022966.1 NIEKEVLLTALNQTHWNRTLAAKKLGMSFRSLRYRLKKFGLDTDDE... 471
NTDB id 1045 H0N27 RS16330 WP 168727019.1 NIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV 473
consensus !!!!**!! !!! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!* !***
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