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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 384399 FYK34 RS18165 WP 149298928.1 MTKTPLRVLIVDDEPDIRELLELTLLKMGLAPVCAGSVAQAKTALATGRFDLALTDMRLPDGEGLEVVRHIGEAGLDLPV 80
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 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQK.VEHDTTENALENKLLIGRSLPIQQLRIAIKKIAR 159
NTDB id 384399 FYK34 RS18165 WP 149298928.1 AVITAYGSADNAVLAMKAGAFDYLQKPVSLAQLRSLVKSALKV....EAPSAKP.AAQQRLLGESPAIQEVLRLVDKLAR 155
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRL....RNPEAEEAPVDNRLLGESPPMRALRNQIGKLAR 154
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VNCAGAIPEKSTDSEL IMESEFLFGYHRVKKGASFTGAADITAEQTDEKRDQGAFLAIFELQQSAADHQSGGSTLFLD
NTDB id 1157 A1552VC RS03895 WP 001888250.1 SKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADGGTLFLD 231
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLD 239
NTDB id 384399 FYK34 RS18165 WP 149298928.1 SQAAVYIGGESGTGKEQAARLIHELGPRAGKPFVAVNCGAIPESLMESEFFGYRKGAFTGADAERDGFFQQAQGGTLFLD 235
NTDB id 1473 PAKAF RS24000 WP 003094694.1 SQAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLD 234
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 ELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRARGDDVI 311
NTDB id 1045 H0N27 RS16330 WP 168727019.1 EIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVL 319
NTDB id 384399 FYK34 RS18165 WP 149298928.1 EVADLPLAMQVKLLRAIQEKTVRKLGSAQEEAVDARIICATHQDLAAKVEDGGFRQDLYYRLNVLPLRMPPLRELREDIP 315
NTDB id 1473 PAKAF RS24000 WP 003094694.1 EVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIP 314
consensus !********!*!!!!**!*******!* ****!!*!***!***!****! *!*!!*!!**!**!**!**!!!!** *!**

logo

E
L
F
I
LANYEHSRFIL ILGKQFKRFILMCSAKMGDQEEGTWEGKLTDPFPAAKPVQRLSTEGAAEDVAEQRVQTEAKRYFLKLQRDNQQYAEHRW

Y
FPGNFVRQELQRENI

V
M
I
L
R
E
N
R
V
A
I
Y
V
A
V
TLACNSAEAGDADPRAEQTLIDQSTI

L
P
R

D
E
H
S

H
M
DLHPQRLPPTADPACLANPRAEGQAMNYI

S
P
Q
S

A
NPFIANRSAALPQ

NTDB id 1157 A1552VC RS03895 WP 001888250.1 EIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPP.LNQMS.APINRALP 389
NTDB id 1045 H0N27 RS16330 WP 168727019.1 LLANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFASAAQ 399
NTDB id 384399 FYK34 RS18165 WP 149298928.1 LFAERLLQRFAGQG..PAPQLTADARQALQDYAYPGNFRELENILERAVALAAAPALSREDLQLTPCAEYSP........ 385
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LLAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGASQ........ 386
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NTDB id 1157 A1552VC RS03895 WP 001888250.1 .....LAHENKVSVHEIFP....LWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
NTDB id 1045 H0N27 RS16330 WP 168727019.1 SIQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV. 473
NTDB id 384399 FYK34 RS18165 WP 149298928.1 ........E....PGSDEPLQDYLDRVEREAIVKALEATRYNRTQAAKRLGVTFRSLRYRMERLGVK........ 440
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ........EGAASLSEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID........ 445
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