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NTDB id 1045 H0N27 RS16330 WP 168727019.1 MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQLFTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPI 80
NTDB id 1086342 ACK3BE RS27140 WP 010467552.1 .MSPRPKVLIVDDEPDIRELLEITLGRMKLDTYSARNLGEAQALLMRETFDLCLTDMRLPDGTGLELVQYIQQRYPHVPV 79
NTDB id 1473 PAKAF RS24000 WP 003094694.1 ..MSRQKALIVDDEPDIRELLEITLGRMKLDTRSARNVKEARELLAREPFDLCLTDMRLPDGSGLDLVQYIQQRHPQTPV 78
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEHDTTENALENKLLIGRSLPIQQLRIAIKKIARS 160
NTDB id 1086342 ACK3BE RS27140 WP 010467552.1 AMITAYGSLETAINALKAGAFDFLTKPVDLTRLRELVTSALRLPAP...GGASTAIDRRLLGDSLPMRNLRKQIDKLARS 156
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNP...EAEEAPVDNRLLGESPPMRALRNQIGKLARS 155
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 QAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLDE 240
NTDB id 1086342 ACK3BE RS27140 WP 010467552.1 QAPVYISGESGSGKELVARLIHEQGPRANQPFVPVNCGAIPSELMESEFFGHRKGSFSGAIEDKPGLFQAAHGGTLFLDE 236
NTDB id 1473 PAKAF RS24000 WP 003094694.1 QAPVYISGESGSGKELVARLIHEQGPRIERPFVPVNCGAIPSELMESEFFGHKKGSFTGAIEDKQGLFQAASGGTLFLDE 235
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 IAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRVISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERGEDVLL 320
NTDB id 1086342 ACK3BE RS27140 WP 010467552.1 VADLPLAMQVKLLRAIQEKAIRSVGGQQEMVVDVRILCATHKDLDAEVTAERFRQDLYYRLNVIELRVPPLRERRDDIEP 316
NTDB id 1473 PAKAF RS24000 WP 003094694.1 VADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIPL 315
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 LANHFIQKICMEWETPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISNPFASAAQS 400
NTDB id 1086342 ACK3BE RS27140 WP 010467552.1 LASHVLKRLAAGSGQPAAKLHPLALDALKSYRFPGNVRELENVLERAYTLCEDKQIEASDLRLAEGNCTAE......... 387
NTDB id 1473 PAKAF RS24000 WP 003094694.1 LAERILKRLAGDTGLPAARLTGDAQEKLKNYRFPGNVRELENMLERAYTLCEDDQIQPHDLRLADAPGASQ......... 386
consensus !! *********** !***!* ! * !****!!!!!!!!*!**!!!*!!*!! *!* **!**!** *

logo

IQTTVAAEP
S

Q
G
V
A
A
P
V

D
K
S

K
L
L
S
T

E
P
Q

S
I
E
D
G
NLERDYLEDNVI EKRDKI

L
L
I
M
L
N
QALNEMETHRWNRTLAAAKQKRLNGMLSTFRSLMRYRLKKFLGI

LDTETEQEV
NTDB id 1045 H0N27 RS16330 WP 168727019.1 IQTTVAAPQAVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLGMTFRSLRYRLKKFGLDTETEQEV 473
NTDB id 1086342 ACK3BE RS27140 WP 010467552.1 .......SGVPDLTQIDNLEDYLENVERKLILQALEETRWNRTAAAQRLNLSFRSMRYRLKKLGLD....... 446
NTDB id 1473 PAKAF RS24000 WP 003094694.1 .......EGAASLSEIDNLEDYLEDIERKLIMQALEETRWNRTAAAQRLGLTFRSMRYRLKKLGID....... 445
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