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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 40396 MDS RS05270 WP 013714192.1 ..MNRQRALIVDDEPDIRELLEITLGRMKLDTRSARNVKEAREWLAREPFDLCLTDMRLPDGTGLDLVQHIQQRHPQVPV 78
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 AVLTAYGNMDIAIAALKAGAFDFVSKPVNQVHLDQLLQKALNRQKVEH.DTTENALENKLLIGRSLPIQQLRIAIKKIAR 159
NTDB id 40396 MDS RS05270 WP 013714192.1 AMITAYGSLDTAINSLKAGAFDFLTKPVDLGRLRELVATALRIRAPE....GEETPVDSRLLGDSPPMKSLRKQILKLSR 154
NTDB id 1473 PAKAF RS24000 WP 003094694.1 AMITAYGSLDTAIQALKAGAFDFLTKPVDLGRLRELVATALRLRNPE....AEEAPVDNRLLGESPPMRALRNQIGKLAR 154
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NTDB id 1045 H0N27 RS16330 WP 168727019.1 SQAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFTGATQDKQGLILSAHGGSLFLD 239
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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 40396 MDS RS05270 WP 013714192.1 EVADLPLPMQVKLLRAIQEKAVRAVGGQQEVVVDVRILCATHKDLAAEVAAGRFRQDLYYRLNVIELRVPPLRERREDIA 314
NTDB id 1473 PAKAF RS24000 WP 003094694.1 EVADLPMAMQVKLLRAIQEKAVRAVGGQQEVAVDVRILCATHKDLAAEVGAGRFRQDLYYRLNVIELRVPPLRERREDIP 314
consensus !****** *!*!!!!**!******!! **** !!*!***!***!****!**!*!!*!!**!**!**!**!!!!*! *!**

logo

E
L
I
LANYEHRSVFILMI

L
A
G
K
Q

F
K
R
I
M
L
C
S
A
D
G
K
M

D
G
E
E
W
T
E
G
K
T
L
A
D
P
F
P
A
K
V
A
N
Q
RLHSTAEGPAEDVAELQVTERYKFLLRKNSQQYEHRW

FPGNVRQELQRENVMI
L
R
E
N
R
V
A
I
V
Y
V
TLNSCEGDARDETQIDQTI

L
P
D
G
H
S

H
M
DLHPRLPPALPDLNAPRSAGANPQGIMSSANPFIAQNRSAALPQ

NTDB id 1157 A1552VC RS03895 WP 001888250.1 EIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLN..QMSAPINRALP 389
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