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MMELQRGEDEWATQRANRVQFYEAICKQAAMEHSLRFLGPNLEPPEYDGKLQTIPDELTIDIPEYDPEKPSHAGRE
NTDB id 1111 NGFG RS09220 WP 003689814.1 .................MSDLSVL....SPFAVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPLTDDESR 59
NTDB id 1061 ABD1 RS18470 WP 001152280.1 .................MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQPIIDHE 63
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 .................MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQPIIDHE 63
NTDB id 1043565 ABNX08 RS18775 WP 022536665.1 MALAFSTSPFPTGSGQLLHALAALP...PAFMVAVAALLGLVVGSFLNVVIHRLPRMMERDEANYIAELRG..DPLPYPA 75
NTDB id 1403 DSB67 RS12675 WP 010643256.1 ..................MEVFQYY...PWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYKIEPPKE 59
NTDB id 1170 A1552VC RS11080 WP 000418747.1 ..................MELFYFY...PWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPPEG 59
consensus * ** ** * *****!**!!!!!!!!*!*!**!! ** **

logo

K
R
T

F
Y
L
N
TLNMSLVKPDARSACTSCQPKQAHCHRGQHVQTAQP IARAIPVWI

R
W
Y

E
D
QNVIP I

L
V
V
L
I SYWLAVLLRGQRKCAHGSANSHCKQAHTKP INSVAIRYPALVI ELALCTAGMF

V
L
M
L
C
F
S
A
G
L
F
L
V
L
I
V
V
A
F
T
M
W

Q
R
H
V

Y
F
P
G
W
F
P
G
S
T

V
Y
I
W

I
F
Q
A
M
T
V
L
G
F
A
A
L
G
V
L
I
F
V
F
L
S
V
T
A
F
Y
W
F
S
V

NTDB id 1111 NGFG RS09220 WP 003689814.1 TFNLMKPDSCCPKCRVPIRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAF 139
NTDB id 1061 ABD1 RS18470 WP 001152280.1 RLTLNKPASSCPACQQPIRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWV 143
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 KLTLSKPASSCPACHQPIRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWV 143
NTDB id 1043565 ABNX08 RS18775 WP 022536665.1 RYNLMVPRSACPHCGHAIAPWENVPVLSWLLLRGRCSACKTPISVRYPLVELACGLLSALLAWRFGPGWQTLAALVLVWS 155
NTDB id 1403 DSB67 RS12675 WP 010643256.1 TLTLSVPRSSCQQCGTQIRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFV 139
NTDB id 1170 A1552VC RS11080 WP 000418747.1 KLTLSLPRSTCPHCQTPIRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYV 139
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NTDB id 1111 NGFG RS09220 WP 003689814.1 LISLTFIDADTQYLPDSMTLPLIWLGLIFNLDGG.FVPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAAL 218
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LIALTFIDFDTQLLPDRFTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAAL 222
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 LIALTFIDFDTQLLPDRFTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAAL 222
NTDB id 1043565 ABNX08 RS18775 WP 022536665.1 LLALTMIDADTQLLPDQITLPLLWLGLLLNLGGL.FVPLADAVIGAAAGYLVLWVAYWLFRLVRGKEGMGFGDFKLMAAL 234
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LIAATFIDLDTMLLPDQLTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAAL 219
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LIAATFIDFDTLLLPDQLTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAAL 219
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NTDB id 1111 NGFG RS09220 WP 003689814.1 GAWLGISALPVLIFVSSLIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 GAWMGPLMLPLIVLLSSLLGAIIGIILLKLRN..DNQPFAFGPYIAIAGWVAFLWGDQIM...KIYLGG...... 286
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 GAWMGPLMLPLIVLLSSLLGAIIGIILLKLRN..DNQPFAFGPYIAIAGWVAFLWGDQIM...KIYLGG...... 286
NTDB id 1043565 ABNX08 RS18775 WP 022536665.1 GAWFGWQALPALVLLSSVAGVVFGLASIALRRQERDTPFPFGPFIALAGVVVLGFGPGVL...PLALP....... 299
NTDB id 1403 DSB67 RS12675 WP 010643256.1 GAWLGWQSLPMIILLSSVVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQIL...NWYFTSILGV.. 289
NTDB id 1170 A1552VC RS11080 WP 000418747.1 GAWLGWQQLPVIVLLSSVVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKVI...DWYFTTWVGQPL 291
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