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MGKLNRGWKPNPVVI F
M
F
V
A
TLALLVVAIA I

V IG IGSKFVDPLSGLGQSLARPTDPLPQQEQENIKQVYFNLNDNAKGADF IDPDRDFKRQGDNFEQI
NTDB id 120730 D082 RS06785 WP 238546871.1 ...............MFTLALVVAIAIIGISKFDPSGLGQSLARTDPLPQQQNIKVYFNLNDAKGADFIDPDRDFKRQGDNFEQI 70
NTDB id 1416 SGL RS14595 WP 010873643.1 MGKLNRGWKPNPVVIFVALALLVAIAVIGIGKVDPLGLGQSLARPDPLPQQEEIQVYFNLNNAKGADFIDPDRDFKRQGDNFEQI 85
consensus *************** !!!*!!!!*!!! ! !! !!!!!!!!*!!!!!! ! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo I ILEQIDNQAQSSTIDLAVQELRLPR IAQALVEKQAKATGVRVRLVLENI
TYNQTIKEAVEATENKRDPFYRYRAGPLAYLDQNQDGRI SAPATESAE

NTDB id 120730 D082 RS06785 WP 238546871.1 IIEQINQAQSSIDLAVQELRLPRIAQALVEKQAAGVRVRLVLENIYNQTIKEAVEANRDPYRYRAPLAYLDQNQDGRISATESAE 155
NTDB id 1416 SGL RS14595 WP 010873643.1 ILEQIDQAQSTIDLAVQELRLPRIAQALVEKQKTGVRVRLVLENTYNQTIKEAVETEKDPFRYRGPLAYLDQNQDGRISPAESAE 170
consensus !*!!! !!!!*!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! !!!!!!!!!! *!!*!!!*!!!!!!!!!!!!!!* !!!!

logo RDAI
VE I LRTHQKIPL IDDTEDGSKGSGLMHHKFMVVLVDNKTI

V IVTSANFTPSDQHYGDYDDHNFTRGNANNLLVI
VQSPAVAHLFTEEFN

NTDB id 120730 D082 RS06785 WP 238546871.1 RDAVEILRTHKIPLIDDTEDGSKGSGLMHHKFVVVDNKTIIVTSANFTPSDQYGDYDDHFTRGNANNLLVIQSPAVAHLFTEEFN 240
NTDB id 1416 SGL RS14595 WP 010873643.1 RDAIEILRTQKIPLIDDTEDGSKGSGLMHHKFMVLDNKTVIVTSANFTPSDQHGDYDDNFTRGNANNLLVVQSPAVAHLFTEEFN 255
consensus !!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!*!!!!*!!!!!!!!!!!!*!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!!!

logo LLWGDGPGAGEKDNSLFAGINKPRSRAPAKVLVKVGETQTVTVKFSPDRRAI
VPFAPENTSNGL IAQYLNQAQQKRIQLALFVFSEQAQLSNVINQR

NTDB id 120730 D082 RS06785 WP 238546871.1 LLWGDGPGGEKNSLFAINKPRRAAKVVKVGETQVTVKFSPDRRAVPFAETSNGLIAQYLNQAQQRIQLALFVFSEQQLSNVINQR 325
NTDB id 1416 SGL RS14595 WP 010873643.1 LLWGDGPGAEKDSLFGINKPSRPAKVLKVGETTVTVKFSPDRRAIPFPNTSNGLIAQYLNQAQQKIQLALFVFSEQALSNVINQR 340
consensus !!!!!!!!*!! !!!*!!!! !*!!!*!!!!! !!!!!!!!!!!*!!* !!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!!!!!

logo FQAGTEVKAL IDRGFAFRYYSEGLDLLGVTLLEDNCLEQPGNASPWAPLAPTEFVGTPALPRGDKLHHKFALVDDDTVITGSHNWSPAA
NTDB id 120730 D082 RS06785 WP 238546871.1 FQAGTEVKALIDRGFAFRYYSEGLDLLGVTLLENCLEQPGNAPWPLATEFVGTPALPRGDKLHHKFALVDDDTVITGSHNWSPAA 410
NTDB id 1416 SGL RS14595 WP 010873643.1 FQAGTEVKALIDRGFAFRYYSEGLDLLGVTLLEDCLEQPGNSPWALPTEFVGTPALPRGDKLHHKFALVDDDTVITGSHNWSPAA 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!*!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NHNNDETVLVLQRNAPQIAAVHYQRELDRLYAGI
V
A
TEYGLPPTVQAR IDERQEQECANPQRPSPKPLAKATPNRLVNLNRGSQEELESLPGI

NTDB id 120730 D082 RS06785 WP 238546871.1 NHNNDETVLVLRNPQIAVHYQRELDRLYGIAEYGLPPTVQARIERQEQECANPQPSPKPLAKATPNRLVNLNRGSQEELESLPGI 495
NTDB id 1416 SGL RS14595 WP 010873643.1 NHNNDETVLVLQNAQIAAHYQRELDRLYAVTEYGLPPTVQARIDRQEQECANPRPSPKPLAKATPNRLVNLNRGSQEELESLPGI 510
consensus !!!!!!!!!!! !*!!! !!!!!!!!!!** !!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GPSTAEKI I STTREQKAFTSLEDLGRVKGIGPSKI EGLRGKVTW
NTDB id 120730 D082 RS06785 WP 238546871.1 GPSTAEKIITTREQKAFTSLEDLGRVKGIGPSKIEGLRGKVTW 538
NTDB id 1416 SGL RS14595 WP 010873643.1 GPSTAEKIISTREQKAFTSLEDLGRVKGIGPSKIEGLRGKVTW 553
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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