
logo MFSFFRRKKKQETPALPEEAQVQETAAKVESEVAQI
VVEGNIKEDAVESLAESVKGHRAI ESAVVESAVETVSETVEQVREALTETP

NTDB id 305003 DV114 RS10110 WP 167382863.1 MFSFFRRKKKQETPAPEEAQVQETAAKVESEVAQVVENIKEDAESLAESVKGHIESVVESAVETVSETVEQVREALTETP 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVE....TV............... 61
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!*! !!!!! !!!!!!!!!* !! !!****!!***************

logo

SETI EKVEEHVEVAKEAAVETVSEGAVDEQVKQEATVAEMPSEAVAGEAVAEEAAEQRAVEASAKEAAVETVSEAVEQVQETVAEMPSEV
NTDB id 305003 DV114 RS10110 WP 167382863.1 SETIEKVEEHVEVAKEAAVETVSEAVDQVQEAVAEMPSEVAEVAEEAAEQAEAAKEAAVETVSEAVEQVQETVAEMPSEV 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 ......................SGAVEQVKETVAEMPSEAGEAAE....RVESAKEA....................... 92
consensus **********************! !!*!! ! !!!!!!! *! !!**** ! !!!!***********************

logo

AEVAEEAAEQAETVKEEA
V
A
VEATVGSEAVEGQVQEAIAETPAEAP

VAQTATEEHPKLGSWAARLKQGLATKSRDKMAKSLAGVFGGGQIDG
NTDB id 305003 DV114 RS10110 WP 167382863.1 AEVAEEAAEQAETVKEEAVEAVSEAVEQVQEAIAETPAEAPAQAEEPKLSWAARLKQGLTKSRDKMAKSLAGVFGGGQID 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 .................VAETVGEAVGQVQEA........VATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIG 147
consensus ***************** ! ! !!! !!!!!*********! !! !! !!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo EDLYEELETVL ITGSDMGMEATEYLMKDVRDGRVSLKGLKDGNELRGALKDEALYDL IKPLEKPLVLPETKEPFVIMLAGING
NTDB id 305003 DV114 RS10110 WP 167382863.1 EDLYEELETVLITSDMGMEATEYLMKDVRDRVSLKGLKDGNELRGALKDALYDLIKPLEKPLVLPETKEPFVIMLAGING 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 EDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGING 227
consensus !!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AGKTTS IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGEGRNNVTVI SQTTGDSAAVCFDAVQAAKARGIDIVLADTA
NTDB id 305003 DV114 RS10110 WP 167382863.1 AGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGERNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTA 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTA 307
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GRLPTQLHLMEE IKKVKRVLQKAI
MPDGAPHE I IVVLDANIGQNAVNQVKAFDDEALGLTGL IVTKLDGTAKGGI LAALASDR

NTDB id 305003 DV114 RS10110 WP 167382863.1 GRLPTQLHLMEEIKKVKRVLQKAMPDAPHEIIVVLDANIGQNAVNQVKAFDEALGLTGLIVTKLDGTAKGGILAALASDR 480
NTDB id 1118 NGFG RS11455 WP 003696286.1 GRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDR 387
consensus !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PVPVRYIGVGEGIDDLRPFDNAKRAFVDALLD
NTDB id 305003 DV114 RS10110 WP 167382863.1 PVPVRYIGVGEGIDDLRPFNAKAFVDALLD 510
NTDB id 1118 NGFG RS11455 WP 003696286.1 PVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!!!!!!!!!!!!!!!! !*!!!!!!!!
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