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NTDB id 1157 A1552VC RS03895 WP 001888250.1 .........MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKSPDVPI 71
NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPI 80
NTDB id 23053 CV RS00315 WP 011133628.1 .MTKTLRVLIVDDEPDIRELLELTLLKMGLAPVCAGSVAEARSALDAGGFDLALTDMRLPDGEGLEVVNHIGESGLDVPI 79
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 VFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDNKNQNYQGFIGSSQTMQAVYRTIDSAAS 151
NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQ.KVEHDTTENALENKLLIGRSLPIQQLRIAIKKIAR 159
NTDB id 23053 CV RS00315 WP 011133628.1 AVITAYGSADNAVRAMKAGAFDYLQKPVSLAQLRSLVKTALKV....ETPV..RAAVQQRLLGESPAIQEVLRLTDKLSR 153
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRL....RNPEAEEAPVDNRLLGESPPMRALRNQIGKLAR 154
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VNCAGAIPEKSTDSEL IMESEFLFGCHRVKKGASFTGAADITAEQTEDKRDQGAFLAIFELQQSAADHQSGGSTLFLD
NTDB id 1157 A1552VC RS03895 WP 001888250.1 SKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADGGTLFLD 231
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLD 239
NTDB id 23053 CV RS00315 WP 011133628.1 SQAAVYIGGESGTGKEQAARLIHELGPRADKPFVAVNCGAIPESLMESEFFGCRKGAFTGADADRDGFFQQAQGGTLFLD 233
NTDB id 1473 PAKAF RS24000 WP 003094694.1 SQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLD 234
consensus !*!*****!!!!*!!!**!***!** *!***!!***!!*!!!**!*!!! !!**!! !!!! ***!****! !!*!!!!

logo E I
L
V
C
A
D
E
M
L
D
P
M
L
D
S
A
L
MQTVKLLRFAVIQTEGKAKTFIVQRAPKLVGAGSDQSKQMEEIKVDSAVDAFVRFVI LVI SCASTNHKQRDPLDWAKLALREVEGQRAEQSGKQRFREQDLFYFYR I

L
H
Y
NVLMIDEPLHIRMVLPPLRAELRGRDEDI

V
I
L
P

NTDB id 1157 A1552VC RS03895 WP 001888250.1 ELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRARGDDVI 311
NTDB id 1045 H0N27 RS16330 WP 168727019.1 EIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVL 319
NTDB id 23053 CV RS00315 WP 011133628.1 EVAELPLAMQVKLLRAIQEKTVRKLGASQEEAVDARIICATHRDLAARVESGQFRQDLYYRLNVLPLRMPPLRELRDDIP 313
NTDB id 1473 PAKAF RS24000 WP 003094694.1 EVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIP 314
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 EIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPL.NQ.MSAPINRALP 389
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFASAAQ 399
NTDB id 23053 CV RS00315 WP 011133628.1 LFAERLLQRFGGAS...APQLSADARRALQDYAYPGNFRELENILERAVALAAGPALSREDLQLTPCAEHA......... 381
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGASQ........ 386
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 L.....AHENKVSVHEI..FP..LWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SIQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV. 473
NTDB id 23053 CV RS00315 WP 011133628.1 ...........PEPGSGEPLQDYLDRVEREAIVKALEGTRYNRTQAAKKLGVTFRSLRYRMERLGVK........ 437
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ........EGAASLSEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID........ 445
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