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NTDB id 1111 NGFG RS09220 WP 003689814.1 MSDL....SVLSPFAVPLAAVLGLLVGSFLNVVIYRVPVMMERGWTVFAKEHLNLPLT..............DDESRTFN 62
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQDWQQECQMLLNPEQPIID..............HEKLT 66
NTDB id 1061 ABD1 RS18470 WP 001152280.1 MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPKMMEQDWQQECQMLLNPEQPIID..............HERLT 66
NTDB id 29349 SPEA RS02215 WP 012153677.1 MTELISVFSQNPWLFIALSFVFAAVIGSFLNVVIHRMPVMMKREWQQECNHYLSEYKKQVFDSNKQQLEAPIDAFPIKYN 80
NTDB id 1403 DSB67 RS12675 WP 010643256.1 ....MEVFQYYPWLFVVFATIFGLIVGSFLNVVIYRLPKIMELEWRRECAESFPEYKIEPP..............KETLT 62
NTDB id 1170 A1552VC RS11080 WP 000418747.1 ....MELFYFYPWLFPVLATLFGLIVGSFLNVVIYRLPKIMEREWRAECAASFPEYGITPP..............EGKLT 62
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NTDB id 1111 NGFG RS09220 WP 003689814.1 LMKPDSCCPKCRVPIRAWQNIPIVSYLLLRGKCASCQTKISIRYPLIELLTGVLFGLVAWQYGWSWITLGGLILTAFLIS 142
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 LSKPASSCPACHQPIRWYQNIPLISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIA 146
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LNKPASSCPACQQPIRWYQNIPVISWLVLRGKCGHCQHPISIRYPAIELLTMLCSLVVVMVFGPTIQMLFGLVLTWVLIA 146
NTDB id 29349 SPEA RS02215 WP 012153677.1 LVVPGSACPKCKTNIKAIHNLPMLGWLMLRGKCAACSNPISARYPIVEFITAGLVAFLAWHFGPTLEFALTALLTFCLIA 160
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LSVPRSSCQQCGTQIRIRDNIPVISWLLLRGKCHNCQAPINARYPLIELLTAFCSGFIAFHFGFSYFTVALVFFTFVLIA 142
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LSLPRSTCPHCQTPIRVIDNIPLLSWLALRGQCSHCKAPISARYPLIELLTALMSLVIATHFPFGVFAVALLFFSYVLIA 142
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AGFYSLCSLWCLIS ILVCFYAYWVLYFKVL ILTGKDTEGMGNYGDFKL ILAVAFLGAW
NTDB id 1111 NGFG RS09220 WP 003689814.1 LTFIDADTQYLPDSMTLPLIWLGLIFNLDGGF.VPLQSAVLGAVAGYSSLWLLCAVYKLLTGKTGMGNGDFKLIAALGAW 221
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 LTFIDFDTQLLPDRFTLPLAALGLGINTFNIY.TSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAW 225
NTDB id 1061 ABD1 RS18470 WP 001152280.1 LTFIDFDTQLLPDRFTLPLAALGLGINTFNIY.TSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKLLAALGAW 225
NTDB id 29349 SPEA RS02215 WP 012153677.1 LTGIDLDEMLLPDQITLPLLWLGLIINLGGTF.ATTSDALIGAAAGYLSLWCVFWLFKLLTGKDGMGYGDFKLLAVFGAW 239
NTDB id 1403 DSB67 RS12675 WP 010643256.1 ATFIDLDTMLLPDQLTLPLMWTGIALALAGISPVSLQDSIIGAMAGYLCLWSVYWLFKLLTGKEGMGYGDFKLLAALGAW 222
NTDB id 1170 A1552VC RS11080 WP 000418747.1 ATFIDFDTLLLPDQLTLPLLWGGIALALLGFSPVSLSDAVIGAMAGYLSLWSIYWLFKLLTGKEGMGYGDFKLLAALGAW 222
consensus *!*!! !* *!!! *!!!!***!***** * * * * ***!***!** !! *****!**!!!*!!!*!!!!!*!**!!!

logo

F
M
LGI

P
W
S
L
Q
A
Q
S
V
MLPMVLLVI IVFLVLSSVL ILVGLVAVIAVFIAGLIAVIMQL ILVKRFQLKQRRKKLQVAGNHKDIDEGNKMNRQHAP I

FAPFGPAYI
L
T
A
A
V
I
S
AGWFIV I

S
A
M
L
F
T
I
L
A
W
N
G
E
H
D
K
S
Q
V
I
WRAI

L
T
V
M

D
K
N
I
W
W
YFLSGTHSGTI

L
P
W

L
V
R
G
Q
V
PL

NTDB id 1111 NGFG RS09220 WP 003689814.1 LGISALPVLIFVSSLIGLVAAIVM....RVAKGRHFAFGPALTVSGWIIFTANDSVWRAVNWWLTHPVR... 286
NTDB id 1080 FDQ49 RS18305 WP 022575844.1 MGPLMLPLIVLLSSLLGAIIGIILLKLR..NDNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 1061 ABD1 RS18470 WP 001152280.1 MGPLMLPLIVLLSSLLGAIIGIILLKLR..NDNQPFAFGPYIAIAGWVAFLWGDQI...MKIYLGG...... 286
NTDB id 29349 SPEA RS02215 WP 012153677.1 FGWQVLPLVILLSSLVGAVVGIALIVFKKLNHGNPIPFGPYIAAAGWIAMIWGESI...TNWYLSTL..... 303
NTDB id 1403 DSB67 RS12675 WP 010643256.1 LGWQSLPMIILLSSVVGVIFGLIQLRLQKQGIEKAFPFGPYLAIAGWVSLIWGHQI...LNWYFTSILGV.. 289
NTDB id 1170 A1552VC RS11080 WP 000418747.1 LGWQQLPVIVLLSSVVGVIFGLIQLRQQKKGIDMAFPFGPYLAIAGWFALLWGDKV...IDWYFTTWVGQPL 291
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X similar

X ≥ 50% conserved


