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NTDB id 277031 CEQ07 RS09620 WP 105885707.1 MFRFFKRKKAKEENQASQEAEVAQAHE.QEEPVTTSTDTVTAETVEDP.AVARERAET....VAPTVEAS...ATPAPLE 71
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALE.EAQVQETAAKVESEVAQIVGNIK.EDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSE 78
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NTDB id 277031 CEQ07 RS09620 WP 105885707.1 PQPEVLVTEVEAEAEASSPVPVAHAEVAPSPVVTEAAPAKSSWMQRLRQGLSRTG....SSIGSLFVGVKVDEDLFEELE 147
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGE..AAERVESAKEAV.AETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELE 155
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NTDB id 277031 CEQ07 RS09620 WP 105885707.1 MALLMADAGIEATESLLAKLRSKVKQQRIEDAAQVKEALKALLSEHLKPLEKDFMLPLDG.TSVVMIAGVNGAGKTTSIG 226
NTDB id 1118 NGFG RS11455 WP 003696286.1 TVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIG 235
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logo KLAHKHYFQAAQGAKSVLLAAGDTFRAAAREQLQVAEWGGKRNNQVATVIASQDTGTGDPSAAVACFDAVNQAAGKARGKAIDNI
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NTDB id 277031 CEQ07 RS09620 WP 105885707.1 KLAHHFQAAGASVLLAAGDTFRAAAREQLVEWGKRNQVAVIAQDGGDPAAVAFDAVNAGKARKANVVMVDTAGRLPTQLH 306
NTDB id 1118 NGFG RS11455 WP 003696286.1 KLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLH 315
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NTDB id 277031 CEQ07 RS09620 WP 105885707.1 LMEELKKIKRVINKADSEAPHEVLLVVDGNTGQNVITQIKAFDAALGLTGLVVTKLDGTAKGGTLAAVAAGSQGVRPIPV 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 LMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA....SDRPVPV 391
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NTDB id 277031 CEQ07 RS09620 WP 105885707.1 YWIGVGESLHDLQPFSAAEFANALLG 412
NTDB id 1118 NGFG RS11455 WP 003696286.1 RYIGVGEGIDDLRPFDARAFVDALLD 417
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