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MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPPSESAPGV
NTDB id 103267 R8964 RS15695 WP 162285066.1 ..........................................................................MPPSPV 6
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
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NTDB id 103267 R8964 RS15695 WP 162285066.1 APAPVASQPVVTPPAPVVAAPAPAAIVPAPAAPEPEAAPKKASWLSRLKQGLSRT....GQSIGGIFVGVKVDENLFEEL 82
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAA....ERVE.SAKEAVAETV.GEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEEL 154
consensus *!**** *! *** * !! * ** !* * * * **! ! !!!!!! ******* !**!*! ! * ! !*!!!
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NTDB id 103267 R8964 RS15695 WP 162285066.1 ESALIMADAGLEATEKLLTALRARVKKERIEDPAKVKAALRQLLADHLRPLERAFDLK.RAQPLVVMIAGVNGAGKTTSI 161
NTDB id 1118 NGFG RS11455 WP 003696286.1 ETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSI 234
consensus !* !! *! !*!!!! !* *!*!! * !* ***!!* ! !***!!!** !** ! !*!*!!*!!!!!!!!!
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NTDB id 103267 R8964 RS15695 WP 162285066.1 GKLAHTFQRQGASVLLAAGDTFRAAAREQLIEWGSRNNVTVISQDGGDPAAVAFDSVNAGRARGMGVVMVDTAGRLPTQL 241
NTDB id 1118 NGFG RS11455 WP 003696286.1 GKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQL 314
consensus !!!!* !! !! !!!!!!!!!!!!!!!!!! !! !!!!!!!!! !!*!!!*!! !*!**!!!* *!* !!!!!!!!!!
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NTDB id 103267 R8964 RS15695 WP 162285066.1 HLMEELKKIRRVIGKADPAAPHEVLLVVDGNTGQNALAQIRAFDAAINLTGLVVTKLDGTAKGGTLAAVAAGSQGVRPIP 321
NTDB id 1118 NGFG RS11455 WP 003696286.1 HLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA....SDRPVP 390
consensus !!!!!*!!**!!* !! !*!!!!***!*!*! !!!!* !**!!! !* !!!!*!!!!!!!!!!! !!!*!**** !!*!

logo VRYW
YIGVGEGS ILDEDLQRPFDVADRAEFAVDGALLADD

NTDB id 103267 R8964 RS15695 WP 162285066.1 VYWIGVGESLEDLQPFVADEFAGALLAD 349
NTDB id 1118 NGFG RS11455 WP 003696286.1 VRYIGVGEGIDDLRPFDARAFVDALLD. 417
consensus ! *!!!!! **!! !! ! ! !!! *
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