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NTDB id 297 STER RS00545 WP 011680614.1 YDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNILLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGA 685
NTDB id 329 STU RS10020 WP 011225298.1 YDEGGELTEKVRNKPYSVLLFDEIEKAHPDIFNVLLQVLDDGVLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGA 685
NTDB id 1147162 CKV83 RS11010 WP 018374175.1 YEEGGELTEKVRNKPYSVLLFDEVEKAHPDTFNILLQVLDDGQLTDSRGRKVDFSNTLIIMTSNLGATALRDDKTVGFAS 678
NTDB id 287 SP RS11210 WP 001109712.1 YEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGA 679
NTDB id 290 KZH43 RS10025 WP 001109677.1 YEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGA 679
NTDB id 289 SPD RS10700 WP 001109677.1 YEEGGELTEKVRNKPYSVLLFDEVEKAHPDIFNVLLQVLDDGVLTDSKGRKVDFSNTIIIMTSNLGATALRDDKTVGFGA 679
consensus !*!*!*!!!*!!**!!!**!*!!*!!!!!!*****!!*!*!!**!!**!!*!*!**!**!!!!!*!*********!!!**



logo

S
Q
K
N
R
S
T
D
F
L
E
I
G
T
S
R
A
H
Q
F
N
D
Y
Q
H
A
S
K
Q
E

D
A
N
R
M
T
K
Q
E
D
N
A
S
K
K
S
R
V
M
I
L
M
F
G
EELGKNRKFVHSAFYSRPEFMLINRFIDGENIKI

V
E
VFQHANSLGTESAQEKSKQDEDENQHI

L
M
E
L
R
T
H
Q

H
D
Q
E
V
IVSKLIML

S
V
A
Q
D
K
D
Q
S
P
V
L
N
T
I
V
M
Q
K
S
A
H
A
R
SLEKTAVDENQKADGLIRTHDS IVLDEKVFLTQDAPKASVAVKLAEKRKHL IVLVADLKENAEVDLQG

NTDB id 378 SMU RS02690 WP 002263569.1 SREG.....RTNSVLGELGNFFSPEFMNRFDGIIEFQALSKDNLLQIVSLMLDDVNQRLAVNAIHLDVTDKVKEKLVDLG 691
NTDB id 85 BSU 00860 NP 387967.1 QDETQNHKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEEG 755
NTDB id 610 V4T04 RS10165 WP 012897346.1 KNITADYSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEVG 764
NTDB id 377 SMU RS09275 WP 002262344.1 KSFSQDYKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALAG 762
NTDB id 297 STER RS00545 WP 011680614.1 QTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDG 765
NTDB id 329 STU RS10020 WP 011225298.1 QTISHNHQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDG 765
NTDB id 1147162 CKV83 RS11010 WP 018374175.1 KDLRFDHANMEKRIFEELKRHYRPEFLNRIDEKIVFHSLTAENMQEVVKIMVQPVVMSLEEKGIRVKLQPSALKRLAELG 758
NTDB id 287 SP RS11210 WP 001109712.1 KDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQG 759
NTDB id 290 KZH43 RS10025 WP 001109677.1 KDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQG 759
NTDB id 289 SPD RS10700 WP 001109677.1 KDIRFDQENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQG 759
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NTDB id 378 SMU RS02690 WP 002263569.1 YDPKMGARPLRRTIQEHIEDAITDFYLEHPEQKE.LKAIMTSNGKIVIKASNKVETVTKATSD 753
NTDB id 85 BSU 00860 NP 387967.1 VDLEYGARPLRRAIQKHVEDRLSEELLRGNIHKGQHIVLDVEDGEFVVKTTAKTN........ 810
NTDB id 610 V4T04 RS10165 WP 012897346.1 FDPEYGARPLRKALQKEVEDLLSEQLLSGEIKAGNHVSIGASNKKIKIAQIV........... 816
NTDB id 377 SMU RS09275 WP 002262344.1 YDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV............ 813
NTDB id 297 STER RS00545 WP 011680614.1 YDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
NTDB id 329 STU RS10020 WP 011225298.1 YDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV............ 816
NTDB id 1147162 CKV83 RS11010 WP 018374175.1 YNPEMGARPLRRAIQTEIEDPLAEKLLSGDLTTGHLLKIGIKNNAFKFDIA............ 809
NTDB id 287 SP RS11210 WP 001109712.1 YDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQLKFDIA............ 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 YDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
NTDB id 289 SPD RS10700 WP 001109677.1 YDPEMGARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA............ 810
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