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NTDB id 304161 HYN46 RS03030 WP 228254924.1 .............MLSTGCSSRVDGVAMEMQKIHNEPTLPITPAPVFLPVPTFTYAAQGFRSPFIALSLAEEMKVMAGRH 67
NTDB id 1013 ACIAD RS15180 WP 004923726.1 .MNNKILWLGLVILGLSGCDSRIDAIHQEMATIRNQPPLPIEPAPVFMPVPSFQYSASQLRNPFLPSSLAAELKIMSGKR 79
NTDB id 1057 ABD1 RS15855 WP 000695065.1 MKIKQITLYVLACAVLVGCDSRIDAVNQEMANIRNQPPLPIEPAPIFTPVPQFNYAAHQLKSPFMPSSLAAELKIMAGKR 80
consensus * * ****!!*!!*!** *!!* !*!*!*!!!*!!!*!*!!!*!*!*! ****!!***!!!*!*!*!*!**

logo VMYPDNFLASRAPKLPQFPLEQSFYPALEANSLNRTMRKGTS IMHRKNI
N
Q

K
N
R

A
G
P
Q
L
I
L
M
Y

G
AL I EQDTPQDGNQEGQVI LERVQVGNYI

L
MGKLMNQYGR I ITVGHR I STPTQVINDLMVE IVPDGHKREDG

NTDB id 304161 HYN46 RS03030 WP 228254924.1 VMPDLSRPLQFLEQFPLENLRMRGTIHNQKGPLYGLIEDPQGGVLRVQVGNYLGKNYGRIVGITPTQVNLVEIVPDGKDG 147
NTDB id 1013 ACIAD RS15180 WP 004923726.1 VYPNLARPKQPLESYALESLTMKGSMRKINAQIMALIQTPDNEIERVQVGNYIGLNYGRIIRITPTQIDLMEIVPDGHDG 159
NTDB id 1057 ABD1 RS15855 WP 000695065.1 VYPNFSRAPQPLESYALEALNMKGSMRNNRGQILALIQTPDQQIERVQVGNYMGMNQGRITHISPTQIDLVEIVPDGREG 160
consensus !*!***!* !*!!***!! ! !*!***********!!**!** **!!!!!!!*!*!*!!!* !*!!!**!*!!!!!!**!

logo

F
Y
I
VERPRTSL IVMLVIDGAPAGKGP

NTDB id 304161 HYN46 RS03030 WP 228254924.1 FVERPRSLIMVDAGG 162
NTDB id 1013 ACIAD RS15180 WP 004923726.1 YIERPRSLVLIGPKP 174
NTDB id 1057 ABD1 RS15855 WP 000695065.1 YVERPRTLVLIGPAP 175
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