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NTDB id 1120744 EL258 RS06660 WP 318269771.1 ......................................MPAP....TVSV........APTAAPAPIVTPVTAPTPAPAS 30
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
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NTDB id 1120744 EL258 RS06660 WP 318269771.1 T.........PAPAPTPAPAPAPTPQPAAAEAPKKSSWLSRLKQGLSRT....GQSIGGIFVGVKVDENLFEELESALIM 97
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
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NTDB id 1120744 EL258 RS06660 WP 318269771.1 ADAGLEATEKLLTALRARVKKERIEDPAKVKTALRQLLADHLRPLERGFNLTS.AKPLVVMIAGVNGAGKTTSIGKLAHT 176
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 1120744 EL258 RS06660 WP 318269771.1 FQRQGASVLLAAGDTFRAAAREQLVEWGSRNNVSVISQDGGDPAAVAFDAVNAGRARGMGVVMVDTAGRLPTQLHLMEEL 256
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
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NTDB id 1120744 EL258 RS06660 WP 318269771.1 KKIRRVIGKADASAPHEVLLVVDGNTGQNALAQIRAFDAAINLTGLVVTKLDGTAKGGTLAAVAAGSQGVRPIPVYWIGV 336
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA....SDRPVPVRYIGV 396
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logo GEGS ILDEDLQRPFDVADRAEFAVDGALLADD
NTDB id 1120744 EL258 RS06660 WP 318269771.1 GESLEDLQPFVADEFAGALLAD 358
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD. 417
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