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NTDB id 1129317 QOY30 RS04355 WP 283743410.1 ...................MFSFLK..KTPASAESTNWLARLTNGLARTGGQLTA...LLVPGGRIDEDLYEELETILIT 56
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NTDB id 1129317 QOY30 RS04355 WP 283743410.1 ADVGMDATRSLLADVRRHVKEERLTEAGQLKEALAHALFKMLQPLAQPLDA.SAHKPFVIMLCGVNGAGKTTSIGKLAKH 135
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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logo FQAGQGKSVLLAAGDTFRAAAREQLMQAEWGGKRNGNVTVIASQQTSTGDASAAVCI FYDAVQAAKQARGIDIVLADTAGRLPTTQALHLMEE I
NTDB id 1129317 QOY30 RS04355 WP 283743410.1 FQGQGKSVLLAAGDTFRAAAREQLMEWGKRNGVTVIAQQSGDAAAVIYDAVQAAQARGIDIVLADTAGRLTTQAHLMEEI 215
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
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NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!!!!!* !!*! !!!!***!!!!! !!!!* !!!!!!!!! *!!!**!!!!!!!!!!**!!*! *!*!!!*!!!!!!*

logo DDLRPFDMAERADFVDALLDGHGQ
NTDB id 1129317 QOY30 RS04355 WP 283743410.1 DDLRPFMAEDFVDALLGHGQ 315
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