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NTDB id 395550 GFB66 RS05335 WP 002338823.1 MKTILTFIIVFGILVIVHEFGHFFFAKRSGILVREFAIGMGPKIYGHQAKDGTTYTLRLLPIGGYVRMAGNGDDETEMAP 80
NTDB id 291 STER RS01205 WP 011680685.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKT 80
NTDB id 323 STU RS10650 WP 011225396.1 MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKT 80
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NTDB id 395550 GFB66 RS05335 WP 002338823.1 GMPLSLLLNSDGIVEKINLSKKIQLTNAIPMELSRYDLEDELTITGYVNGDETEVVTYPVDHDATIIETDGTEIRIAPKD 160
NTDB id 291 STER RS01205 WP 011680685.1 GSPASLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGET...KTYEVDHDATIVEEDGTELRIAPKD 157
NTDB id 323 STU RS10650 WP 011225396.1 GSPASLTLGKDGKVRRINLSDRQVDQTALPMNVTAYDLEDKLTITGLVLGET...KTYEVDHDATIVEEDGTELRIAPKD 157
consensus !*!*!!*!**!!*!**!!!!*******!*!!****!!!!!*!!!!!*!*!** *!!*!!!!!!!*!*!!!!*!!!!!!

logo VQFYQSNAKSLIWQGRMLLITNFAGPMNNF I LAGI
V
V
L
L
VF I I LAFMVQGGVQVDTNSTNRLVIGEQI

V
I
A
P
N
N
GGAAAQEVASGLKETNGDKAVIVSAVIDNGKKDEKI

V
H
T
S
DWND

NTDB id 395550 GFB66 RS05335 WP 002338823.1 VQFQSAKLWQRMLTNFAGPMNNFILAIVLFIILAFMQGGVQVTNTNRVGEIIPNGAAAEAGLKENDKVVSVDGKEIHSWN 240
NTDB id 291 STER RS01205 WP 011680685.1 VQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLI.QVANGGAAQVSGLKTGDAIVAINKDKVTDWD 236
NTDB id 323 STU RS10650 WP 011225396.1 VQYQNASIWGRLITNFAGPMNNFILGVLVFIILAFVQGGVQDTSTNLI.QVANGGAAQVSGLKTGDAIVAINKDKVTDWD 236
consensus !!*!*!**!*!**!!!!!!!!!!!!****!!!!!!*!!!!!*!*!!** *****!!!***!!!**!**!*********!*

logo

D
SLTKTEVAI

L
T
R
K
ENPTGQKTFSKGDSLDSFVETI

V
E
KRESNGKQMEQESTVIDSVTKPKQSVKESNGEQKGVSGYQFLGI

V
Q
S
A
P
P
V
M
L
N
KTGFLMKDKI IFGGTFRQQMAFWSEGSALTEAI FLKA

NTDB id 395550 GFB66 RS05335 WP 002338823.1 DLTTVITKNPGKT.....LDFEIERE.GKMQSVDVTPKSVESNGEKVGQLGIQAPMNTGFMDKIIGGTRQAFSGSLEIFK 314
NTDB id 291 STER RS01205 WP 011680685.1 SLKEALRENTQKFSKGDSLSVTVKRSNGQEETISVKPQ..ES..QGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILA 312
NTDB id 323 STU RS10650 WP 011225396.1 SLKEALRENTQKFSKGDSLSVTVKRSNGQEETISVKPQ..KS..QGSYFLGVSPVLKTGLKDKIFGGFQMAWEGATAILA 312
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NTDB id 395550 GFB66 RS05335 WP 002338823.1 ALGSLFTGFSLDKLGGPVMMYQLSSEAANQGVTTVIGLMALLSMNLGIVNLLPIPALDGGKLVLNIFEGIRGKPLSQEKE 394
NTDB id 291 STER RS01205 WP 011680685.1 TLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIE 392
NTDB id 323 STU RS10650 WP 011225396.1 TLKGLITNFSLNKLGGPVAMFQMSAQASESGLISILDLMGMLSINLGIFNLIPIPALDGGKIVMNIIEAIRRKPLNQEIE 392
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NTDB id 395550 GFB66 RS05335 WP 002338823.1 GILTLAGFGFLMLLMVLVTWNDIQRFFF 422
NTDB id 291 STER RS01205 WP 011680685.1 SYITLAGVAVMVVLMIAVTWNDIMRAFF 420
NTDB id 323 STU RS10650 WP 011225396.1 SYITLAGVAVMVVLMIAVTWNDIMRAFF 420
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