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NTDB id 1123740 EL276 RS09515 WP 126305080.1 MFSFFKRKKKQETAETVAEPVQKPVSETGAEIADEPSALEISTPETLEPLTETQLEAVEEHEESSVLDQLVSGVVSGSSE 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVG....NIKEDVESLAES....VKGRAESAV..ETVSGAVEQVKE 70
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NTDB id 1123740 EL276 RS09515 WP 126305080.1 LPEQYDPNAPVAKIHVSPIPEGDAAPVEEAAELNSSELADALRLPDSIATMTAPVVAAADEPAEPVTEEDEPAKLGWAAR 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 T............VAEMPSEAGEAAERVE.....S............AKEAVAETVGEAVGQVQEAVATTEEHKLGWAAR 121
consensus ************** ! * !*!!* !*****!************ !* !* ! * * !**!!!!!!!

logo LKKQGLATKSRDKQMAKSLAGVFGGGQIDGEDLYEELETVL ITGSDMGMEATEYLMKDVRGKRVSLKRGLKDGNELRGALKDEAI
LYDL

NTDB id 1123740 EL276 RS09515 WP 126305080.1 LKKGLTKSRDQMAKSLAGVFGGGQIDEDLYEELETVLITSDMGMEATEYLMKDVRKRVSLRGLKDGNELRGALKDAIYDL 240
NTDB id 1118 NGFG RS11455 WP 003696286.1 LKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDL 201
consensus !! !! !!!! !!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!*!*!!!

logo IKPLEQKPLVI
LPDENTGKEQPFVIMLAGINGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAEWGAGRNGNVTVI SQSTTG

NTDB id 1123740 EL276 RS09515 WP 126305080.1 IKPLQKPLVIPDNGQPFVIMLAGINGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQEWGARNGVTVISQSTG 320
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG 281
consensus !!!! !!!!*!* !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!*!! !!!!!!*!!

logo DSAAVCFDAVEQAAKARGIDIVLADTAGRLPTQLHLMEE IKKVKRVLQKAS IMPEGAPHE I IVVLDANIGQNAI
VNQVKVAFDDAL

NTDB id 1123740 EL276 RS09515 WP 126305080.1 DSAAVCFDAVEAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKSMPEAPHEIIVVLDANIGQNAINQVVAFDDAL 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 DSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDAL 361
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!!!!!!!!*!!! !!!!!!
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NTDB id 1123740 EL276 RS09515 WP 126305080.1 DVTGLIVTKLDGTAKGGILAALASNRPIPVRYIGVGESIDDLRPFDARAFVDALFD 456
NTDB id 1118 NGFG RS11455 WP 003696286.1 GLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus *!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!! !!!!!!!!!!!!!!!! !
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