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NTDB id 263741 C1H71 RS07255 WP 188053644.1 MFSFFRKKKPVAPVTPESPLVVEPV.QIDT..A....PINQTAEVVTDSAPAPSAALIQQHEAIAIETVIAEPAAAPFQS 73
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVET.VSGAVEQVKETVAEMPSEA 79
consensus !!!!!!*!!* ** *! * ! !* * *****!*****! ! * *! *** * * !*! ! *! !
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NTDB id 263741 C1H71 RS07255 WP 188053644.1 VEPDAPAPAPAPAPAPAPAPAPAPAPIIEAAEPQAKLSWSERLKAGLTKTRDRLGKSLAGLFGGGQIDEDLYEELESVLL 153
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
consensus !* * * * *!*!* ***!*** * ! * *!! ! !!! !! !*!!***!!!!!*!!!!!! !!!!!!!!*!!*
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NTDB id 263741 C1H71 RS07255 WP 188053644.1 TADMGVDATQHLLDDVRNRVSLAGLKNGSELKGALQSSLTDLINPLQKPLDIS.THKPFILMVAGVNGAGKTTSIGKLAK 232
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus !*!!!**!! *!* !!! !!!! !!! ! !!*!!! ! !!! !! !!! ***!* !!**!*!!*!!!!!!!!!!!!!!
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NTDB id 263741 C1H71 RS07255 WP 188053644.1 YFQGQGLSVLLAAGDTFRAAAREQLVVWGERNGVQVIAQDGGDSAAVAFDAVNAAKARGIDVVIVDTAGRLPTQLHLMEE 312
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
consensus !!!*!! !!!!!!!!!!!!!!!!!! !! !! ! !! ! !!!!!!*!!!!*!!!!!!!!*!* !!!!!!!!!!!!!!!
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NTDB id 263741 C1H71 RS07255 WP 188053644.1 IKKVKRVVQKADPTGPHEIMLVLDANNGQNALSQVKSFDDALGLTGLILTKLDGTAKGGIIAAIAKQRPIPLRFIGVGES 392
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
consensus !!!!!!!*!!! ! *!!!!**!!!!! !!!!* !!! !!!!!!!!!!!*!!!!!!!!!!!*!!*! !!*!*!*!!!!!

logo IDDLRPFDIAKRADFYVDALFLD
NTDB id 263741 C1H71 RS07255 WP 188053644.1 IDDLRPFIAKDYVDALFD 410
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
consensus !!!!!!! !* *!!!! !
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