
logo MAKQRRKANS INAYARKTI
L
F
Y
F
L ILSTETMKQEDENPKQDQAAGLNDHKQPSVKI

V
A
D
E
Q

Q
S
A
A
V
L
I
Q
E
E
KQYI

T
L
C
N
D
I
L
M
V

D
E
P
S

V
IPYVI ESPTDENQDRALLMRYEEAKMNYPQEKLSDHKRHNKI LMLLIDFHAQSYENYHGQKELSTI

L
N
R
V
L
N
Q
Q
S
L
I
G
R
K
D
P
NLKPL ISTVNSWPKMYNFE

NTDB id 1296 VP RS13295 WP 005480993.1 MRKSAYARKLFLISMEDDAA.QKVASLEKYIDMSIPVISTDALMEAKPEHRNKILLIDFSEHKSLVQSIKNLPLVWKNFE 79
NTDB id 1394 DSB67 RS13765 WP 005432827.1 MKKSAYARKLFLISMEEDAG.KKVEALEKYTDIDIPVISTQALMEANPKHRNKILLIDFSEHKELVLSIKNLPLIWKNFE 79
NTDB id 393558 FIV01 RS01720 WP 152429456.1 MAKNIYARTIYFLTEKNQQNDPVIDQVQKQLCVEIPYIEPNDLMYAMQLHKHKILMIDHQYYQTLNNQIRDLPLSNKMFE 80
NTDB id 1146 A1552VC RS00790 WP 001188316.1 MQRANYARTIYLLTTQPKALHPSIQAAIEQLNLPVPVIEPERLLREYQSDKHKILLLDHAENGLIRQQLGPLKLTSPYFE 80
consensus !****!!! *********** ******** *****!*! * *!*** * ***!!!**!********* ***!*! ***!!
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LFYAERSHNEDSEDS ITLGEFSQVIAGHREGCLGKGEVIVINSGQNWLPRHKNVSTASQL ILHYYRHYNAVFI LNQSSTQHQTSVAQPATVDLTASIRE I
L

NTDB id 1296 VP RS13295 WP 005480993.1 TVVFNVPKRLTTDELLAFGQLKGLFYSEDSLEQVGEGLKGIVNGQNWLPRNVTSQLLHYYRNVINTHTAPATVDLTIREL 159
NTDB id 1394 DSB67 RS13765 WP 005432827.1 TVVFNVPKRLTTDELLAFGQLKGIFYEESSLEQIGEGLKEIINGQNWLPRNVTSQLLHYYRNVISTHTAPATVDLTIREL 159
NTDB id 393558 FIV01 RS01720 WP 152429456.1 TILFNVEKRLTTEEILCFGNIKALFYRHESIESIARGCGEVINSQNWLPRKVTAQLIHYYRHVILSQTSPATVDLTSREI 160
NTDB id 1146 A1552VC RS00790 WP 001188316.1 TILFNVEKRLRTEDLLTFGNLKGLFYANEDTGFIAHGLGEIINGQNWLPRHVSSQLLHYYRYAFQSHQVQATVDLTAREI 160
consensus !**!!!*!!!*!***!*!!**!**!! *********!* ***!*!!!!!!*!**!!*!!!!*********!!!!!!*!!*

logo QI
VLRCLKQATGASNLMNSQI

MADEDNELF IVSEFTI
VKSHLYQI FKKLNSVKNRVKQAIAWVADNQHNMLLMS

NTDB id 1296 VP RS13295 WP 005480993.1 QVLRCLQAGASNSQMAEELFVSEFTIKSHLYQIFKKLSVKNRVQAIAWADQNLMS 214
NTDB id 1394 DSB67 RS13765 WP 005432827.1 QVLRCLQAGASNNQMAEELFVSEFTIKSHLYQIFKKLSVKNRVQAIAWADQNLMS 214
NTDB id 393558 FIV01 RS01720 WP 152429456.1 QILRCLKTGASNLQIADDLFISEFTVKSHLYQIFKKLSVKNRVQAIAWANQHMLS 215
NTDB id 1146 A1552VC RS00790 WP 001188316.1 QILRCLQTGASNMQIAENLFISEFTVKSHLYQIFKKLNVKNRVKAIAWVNQNLL. 214
consensus !*!!!!* !!!!*!*!**!!*!!!!*!!!!!!!!!!!*!!!!!*!!!!* !****
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