
logo MNKVIRTESQKRFTLVRSNI
VANTLMLFCVDESTSVLPATKQSNIAQKNI

K
E
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G
KI IMYNDHLCKDSFDTEAIPLNSNSPLS IAGFTLVELLVTLSV

NTDB id 229161 CA934 RS03475 WP 106224872.1 MNKVIRESQRFTVSNVATLLFCVDTSVLPTKSNIAQNKE.TKIIYNHLCKDSFDTEIPLNSSPLSIAGFTLVELLVTLSV 79
NTDB id 1282 ACE17W RS10880 WP 010946369.1 MNKVITESQKFTLRNIANMLFCVESSVLPAQSNIAQKIQTQGIMYNDLCKDSFDTEAPLNSNPLSIAGFTLVELLVTLSV 80
consensus !!!!! !!!*!!* !*! *!!!!**!!!! !!!!! * !*!!*!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!

logo FAI I LTL IVPSLRTMI LNNSRLTSNIDSLVSSLNYARGVALDRAVNVAVCPLGSPGSTACGANWSSGWIVVTQPAVAGATPTL
NTDB id 229161 CA934 RS03475 WP 106224872.1 FAIILTLIVPSLRTMILNNRLTSNIDSLVSSLNYARGVALDRAVNVAVCPLGSPGSTACGANWSSGWIVVTQPAAGTPTL 159
NTDB id 1282 ACE17W RS10880 WP 010946369.1 FAIILTLIVPSLRTMILNSRLTSNIDSLVSSLNYARGVALDRAVNVAVCPLGSPGSTACGANWSSGWIVVTQPVAGAPTL 160
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!

logo LKSTHQTSVNDPVITSNVSSVVFDPHGLSTTQSNFTMCDNRGNAFARSAMVLATGFVQSGATTPGQAVWNNGALNCP
NTDB id 229161 CA934 RS03475 WP 106224872.1 LKTHQTSVNDPVITSNVSSVVFDPHGLSTTQSNFTMCDNRGNAFARSAMVLATGFVQSGATPGQAVWNNGALNCP 234
NTDB id 1282 ACE17W RS10880 WP 010946369.1 LKSHQTSVNDPVITSNVSSVVFDPHGLSTTQSNFTMCDNRGNAFARSAMVLATGFVQSGTTPGQAVWNNGALNCP 235
consensus !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!
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