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NTDB id 153 SP RS04730 WP 000387344.1 ....MEAIIEKIKEYKIIVICTGLGLLVGG..FFLLKPAPQTPVKETNLQAEVAAVSKDSSTEKEVKKEEKEEPLEQDLITVDVK 79
NTDB id 60997 RBAU RS12820 WP 007408263.1 MTKAMMTERLRRN.LKILGACLAAGAVFIC..IWLFRSEKEEPVKQQSVLGQTA...........SASVADKKDTADDKIMIDVK 71
NTDB id 105 BSU 25590 NP 390437.1 ......MNWLNQHKKAIIL..AASAAVFTAIMIFLATGKNKEPVKQAVPTETEN..........TVVKQEANNDESNETIVIDIK 67
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NTDB id 153 SP RS04730 WP 000387344.1 GAVKSPGIYDLPVGSRVNDAVQKAGGLTEQADSKSLNLAQKVSDEALVYVPTKGEEAVSQQTGSGTASST.SKEKKVNLNKASLE 163
NTDB id 60997 RBAU RS12820 WP 007408263.1 GAVRNPGVYEMKAGDRVTQAIEKAGGLKKKADELNVNLAEQLQDGTIVYIPSEGEEENRPKTAAG.....EKENAAVNINTASLD 151
NTDB id 105 BSU 25590 NP 390437.1 GAVQHPGVYEMRTGDRVSQAIEKAGGTSEQADEAQVNLAEILQDGTVVYIPKKGEETAVQQGGGGSVQSDGGKGALVNINTATLE 152
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NTDB id 153 SP RS04730 WP 000387344.1 ELKQVKGLGGKRAQDIIDHREANGKFKSVDELKKVSGIGGKTIEKLKDYVTVD 216
NTDB id 60997 RBAU RS12820 WP 007408263.1 ELQAISGVGQKKAEAIIAYREEKGRFQTAEDLMNVSGFGEKSFERIKTSITVK 204
NTDB id 105 BSU 25590 NP 390437.1 ELQGISGVGPSKAEAIIAYREENGRFQTIEDITKVSGIGEKSFEKIKSSITVK 205
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