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NTDB id 215860 BWP33 RS02965 WP 224451251.1 MRAEIVAHDVVDAVKQSGEWAENMGDAISDKMEELEMRAEIVAHDVMDSVRLIEPTDSLTLAEEISADELDALLAGEDLD 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 .............................................MFSFFRRKKKQETPALE.EAQVQETAAKVES.EVA 33
consensus ********************************************** ! * *** ! *! ! ! * ***
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NTDB id 215860 BWP33 RS02965 WP 224451251.1 MQPESVSEDIDDLIDEQLTHFKPAKLQTTLDNNQLKVEVNTSSRKMQPESGFNLTNNVVNGELV.ETA.TVATVAAMPPE 158
NTDB id 1118 NGFG RS11455 WP 003696286.1 QIVGNIKEDVESLAESVKGRAES.AVET.VSGA..VEQVKETVAEMPSEAGEAAERVESAKEAVAETVGEAVGQVQEAVA 109
consensus * * !!** ! * * ** * !** ** ! * !**! ! ! !*!! * **
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MEATEQYLMKNDEVRGKRVSLKGLKDGNE
NTDB id 215860 BWP33 RS02965 WP 224451251.1 QIESDKLGWTARLKQGLTKSRNQMAKSLAGVFGGGKIDEDLYEELETTLLISDMGIEATEQLMNEVRKRVSLKGLKDGNE 238
NTDB id 1118 NGFG RS11455 WP 003696286.1 TTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNE 189
consensus ! *!!!! !!!!!!! !!! !!!!!!!!!!!! ! !!!!!!!!! !* !!!*!!!! !! *!! !!!!!!!!!!!!

logo LRGTATLKDEALYDEL ILKPLEKPLEVI
LPENNTGKEQPFVIML

MAGINGAGKTTS IGKLAKYFQAQGKSVLMLAAGDTFRAAAREQLQAEWGAG
NTDB id 215860 BWP33 RS02965 WP 224451251.1 LRTTLKDALYELLKPLEKPLEIPNNGQPFVIMMAGINGAGKTTSIGKLAKYFQAQGKSVMLAAGDTFRAAAREQLQEWGA 318
NTDB id 1118 NGFG RS11455 WP 003696286.1 LRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGG 269
consensus !! !!*!!!*!*!!!!!!! *! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!*

logo RNGNVTVI SQATSTGDSAAVCFDAVEQASAKAKRGKIDI
VVLADTAGRLPTQLHLMEE IKKVKRVLQKAS IMPDGAPHE I
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NTDB id 215860 BWP33 RS02965 WP 224451251.1 RNGVTVISQASGDSAAVCFDAVESAKAKKIDVVLADTAGRLPTQLHLMEEIKKVKRVLQKSMPDAPHEVMVVLDANIGQN 398
NTDB id 1118 NGFG RS11455 WP 003696286.1 RNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQN 349
consensus !! !!!!!! *!!!!!!!!!!! !!!* !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! *! !!!!**!!!!!!!!!!

logo AI
VNQVKVAFDDALGLVTGL IVTKLDGTAKGGI

VLAALASDNRP I
VPVRYIGVGEGIDDLRPFDARAFVDALLDE

NTDB id 215860 BWP33 RS02965 WP 224451251.1 AINQVVAFDDALGVTGLIVTKLDGTAKGGVLAALASNRPIPVRYIGVGEGIDDLRPFDARAFVDALLDE 467
NTDB id 1118 NGFG RS11455 WP 003696286.1 AVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
consensus !*!!! !!!!!!!*!!!!!!!!!!!!!!!*!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*
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