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NTDB id 1013 ACIAD RS15180 WP 004923726.1 .MNNKILWLGLVILGLSGCDSRIDAIHQEMATIRNQPPLPIEPAPVFMPVPSFQYSASQLRNPFLPSSLAAELKIMSGKRVYPNL 84
NTDB id 73760 ACRAD RS13130 WP 005024210.1 MTWNKIILGLCCGMILVGCDSRIDAVNEEMTVIRNQPPLPIEPAPVFSPVPTFAYAAHQFRSPFLPSSLAAELKVMAGKRVYPNF 85
NTDB id 1057 ABD1 RS15855 WP 000695065.1 MKIKQITLYVLACAVLVGCDSRIDAVNQEMANIRNQPPLPIEPAPIFTPVPQFNYAAHQLKSPFMPSSLAAELKIMAGKRVYPNF 85
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NTDB id 1013 ACIAD RS15180 WP 004923726.1 ARPKQPLESYALESLTMKGSMRKINAQIMALIQTPDNEIERVQVGNYIGLNYGRIIRITPTQIDLMEIVPDGHDGYIERPRSLVL 169
NTDB id 73760 ACRAD RS13130 WP 005024210.1 SRQPQPLESYALESLNMKGSMRNSRGQIIALIQTPDGQIEQVQRGNYMGMHHGRIVQITPTQIDLVEIIPDGREGYVERPRSLVL 170
NTDB id 1057 ABD1 RS15855 WP 000695065.1 SRAPQPLESYALEALNMKGSMRNNRGQILALIQTPDQQIERVQVGNYMGMNQGRITHISPTQIDLVEIVPDGREGYVERPRTLVL 170
consensus *! *!!!!!!!!!*!*!!!!!!* **!!*!!!!!!!**!!*!!*!!!*!** !!!* !*!!!!!!*!!*!!!**!!*!!!!*!!!

logo IGPAKQP
NTDB id 1013 ACIAD RS15180 WP 004923726.1 IGPKP 174
NTDB id 73760 ACRAD RS13130 WP 005024210.1 IGPQP 175
NTDB id 1057 ABD1 RS15855 WP 000695065.1 IGPAP 175
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