
logo

MRETQRRPPRMHGPGARMGGEK
M
A
E
K
N
D
K
F
KKGSLTI

L
K
S
K
Q
L
M
A
V
K
PYLMGKGRYKWAPALFGVALAVLVI FATI

V
G
VSSTI

T
F
I
G
T
I
V IGPDKI

R
L
S
G
K
E
K
A
MTDTETLMF

T
K
NGLVAKV

NTDB id 109446 ACGHU2 RS02110 WP 320919753.1 MRETQRRPPRMHGPGARMGGEKAKDFKGTIKKLVKYMGRYWPAFVAVLIFAVGSTIFGIIGPKISGKATTELFNGLVAKV 80
NTDB id 370 SMU RS04260 WP 002263294.1 .....................MENKKKSLLSQMAPYLKGYKALFGLAVIFTIVSSTITVIGPDRLKEMTDTMTKGL.... 55
consensus ********************* ! * * *!* ! * ! *!! * !* *!!! ! * !!****

logo

SGA
TGKS IDNFLDEKR IGEHIALLLTLALGLLYFVALGSALVLVSFYTVAQGSFL IMVSTGTI

L
I
SQKFLASQYRFLRNQAE IACDEKINKRMVPLMKYFDESHRSTQVGDETVLSR I

VTNDVD
NTDB id 109446 ACGHU2 RS02110 WP 320919753.1 SGTGSINFERIGHILLLLLGLYVLSAVLSFVQGLIMTGISQKLAYRFRQEICEKINRMPMKYFESRTVGEVLSRITNDVD 160
NTDB id 370 SMU RS04260 WP 002263294.1 ..AGKIDLDKIGEIALTLALLYFAGALVSYTASFIVSTLIQKFSQRLRNAIADKINKVPLKYFDSHSQGDTLSRVTNDVD 133
consensus ** ! ! **!!*! ! ! !! !**!* !** * !! ! !* !**!!!**!*!!!*!** !* !!!*!!!!!

logo

L
T
L
M
G
TQSFLNQS ILTVQSLMI

V
A
T
A
S I ITLTLMIGSVI

L
F
IMMI

L
K
S
I
T
N
S
G
P
A
L
L
M
A
T
A
L
I
TAI LV I

S
L
V
F
P
A
I
G
S
A
F
G
VL ISGTI

V
I
V
M
V
A
KKSQKPFLFKVAKQQARNYLAGDE I

V
N
SGQYVEEVYSG

NTDB id 109446 ACGHU2 RS02110 WP 320919753.1 TLGQSLNQSITQLITSITTMIGVLIMMLSISPLMTLIAIVILPISAGLIGIVVKKSQKFFVAQQRYLGEINGQVEEVYSG 240
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NTDB id 109446 ACGHU2 RS02110 WP 320919753.1 VIAHRLSTIRDADLILVMKDGDIIEQGNHEELLAKNGFYAELYNSQFVDATA 612
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