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NTDB id 1111 NGFG RS09220 WP 003689814.1 .........MSDLSVLSPFAVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPL........TDDESRTFNL 63
NTDB id 1061 ABD1 RS18470 WP 001152280.1 .....MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQ........PIIDHERLTL 67
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 .....MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQ........PIIDHEKLTL 67
NTDB id 84187 JN178 RS14980 WP 202262235.1 MDVSFAQHLVTLHQVAPLFFYSLIFIVSLMVGSFLNVVIYRLPIMMERSWQREYNDYFAEQGDERVTTAQIDSQEAPFNL 80
NTDB id 1403 DSB67 RS12675 WP 010643256.1 .........MEVFQYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYK........IEPPKETLTL 63
NTDB id 1170 A1552VC RS11080 WP 000418747.1 .........MELFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYG........ITPPEGKLTL 63
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NTDB id 1111 NGFG RS09220 WP 003689814.1 MKPDSCCPKCRVPIRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLISL 143
NTDB id 1061 ABD1 RS18470 WP 001152280.1 NKPASSCPACQQPIRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIAL 147
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 SKPASSCPACHQPIRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIAL 147
NTDB id 84187 JN178 RS14980 WP 202262235.1 VKPDSTCPSCGHKIRAWENIPVISYLFLKGKCSKCKTGISPRYPAVELFTALVCTFAAYHFGPTPQALWAVLFTYALISL 160
NTDB id 1403 DSB67 RS12675 WP 010643256.1 SVPRSSCQQCGTQIRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFVLIAA 143
NTDB id 1170 A1552VC RS11080 WP 000418747.1 SLPRSTCPHCQTPIRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYVLIAA 143
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NTDB id 1111 NGFG RS09220 WP 003689814.1 TFIDADTQYLPDSMTLPLIWLGLIFNLDGG.FVPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAWL 222
NTDB id 1061 ABD1 RS18470 WP 001152280.1 TFIDFDTQLLPDRFTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWM 226
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 TFIDFDTQLLPDRFTLPLAALGLGINTFNI.YTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAWM 226
NTDB id 84187 JN178 RS14980 WP 202262235.1 LFIDLDKMLLPDQLTLPLLWLGLILSTHNV.FVTPTEAIIGAAAGYLSLWSVYWLFKLVTGKEGMGYGDFKLLAALGAFT 239
NTDB id 1403 DSB67 RS12675 WP 010643256.1 TFIDLDTMLLPDQLTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAWL 223
NTDB id 1170 A1552VC RS11080 WP 000418747.1 TFIDFDTLLLPDQLTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAWL 223
consensus *!!! !* *!!! *!!!!***!*** * *** * ***!***!** !! *****!**!!!*!!!*!!!!!*!!!!!**

logo GI
P
W
S
L
Q
A
G
Q
S
MLPMLVLI IVFLVLSSFVL ILVGLVAVIAVFIAGLIVI IMLQML IKRQVLRQRNKKVDQAGI

K
D
E
G
S
N

K
L
M
R
Q

H
P
A
I
FAPFGPAYI

L
T
AVI SAGWFILV I

S
T
A
F
L
I
T
L
A
Y
W
K
N
G
H
T
D
D
K
S
Q
V
I
WRALV

I
M

D
T
K
N

A
I
W
W
YFLNGTHMSTGI

P
V
W

L
V
R
G
Q
V
PL

NTDB id 1111 NGFG RS09220 WP 003689814.1 GISALPVLIFVSSLIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 GPLMLPLIVLLSSLLGAIIGIILLKLRND..NQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 GPLMLPLIVLLSSLLGAIIGIILLKLRND..NQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 84187 JN178 RS14980 WP 202262235.1 GWQGLPVIILLSSFVGAVVGIVIMIVQKQGKSLAIPFGPYLAVAGWLTLLYKTDI...ITAYLNMVL.... 303
NTDB id 1403 DSB67 RS12675 WP 010643256.1 GWQSLPMIILLSSVVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQI...LNWYFTSILGV.. 289
NTDB id 1170 A1552VC RS11080 WP 000418747.1 GWQQLPVIVLLSSVVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKV...IDWYFTTWVGQPL 291
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