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MNWLNQHKKAI I LAASAAVFTAIMI FLATGKNKEPVKQAVPTETENTVVKQEANNDESNETIV IDIKGAVQHPGVYEMRTGDRVS

NTDB id 105 BSU 25590 NP 390437.1 MNWLNQHKKAIILAASAAVFTAIMIFLATGKNKEPVKQAVPTETENTVVKQEANNDESNETIVIDIKGAVQHPGVYEMRTGDRVS 85
NTDB id 1242 Cj0011c YP 002343483.1 ..................................................................................... 0
NTDB id 24672 TBD RS08850 WP 011312278.1 ..................................................................................... 0
NTDB id 1127 NGFG RS10560 WP 003703428.1 ..................................................................................... 0
NTDB id 1126 NGFG RS09375 WP 003703428.1 ..................................................................................... 0
NTDB id 1125 NGFG RS07215 WP 003703428.1 ..................................................................................... 0
NTDB id 1108 NGFG RS06525 WP 003703428.1 ..................................................................................... 0
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NTDB id 105 BSU 25590 NP 390437.1 QAIEKAGGTSEQADEAQVNLAEILQDGTVVYIPKKGEETAVQQGGGGSVQSDGGKGALVNINTATLEELQGISGVGPSKAEAIIA 170
NTDB id 1242 Cj0011c YP 002343483.1 ......................................MKKLLFLFFAL..TAFLFGAVNINTATLKELKSLNGIGEAKAKAILE 45
NTDB id 24672 TBD RS08850 WP 011312278.1 ...................................MKLARNLLVLAGLL..AFPAFAAVNINTATQSELEAIRGVGPAKAKAIIS 48
NTDB id 1127 NGFG RS10560 WP 003703428.1 ..MSRGGATPY....RFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAE 79
NTDB id 1126 NGFG RS09375 WP 003703428.1 ..MSRGGATPY....RFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAE 79
NTDB id 1125 NGFG RS07215 WP 003703428.1 ..MSRGGATPY....RFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAE 79
NTDB id 1108 NGFG RS06525 WP 003703428.1 ..MSRGGATPY....RFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAE 79
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NTDB id 105 BSU 25590 NP 390437.1 YREENGRFQTIEDITKVSGIGEKSFEKIKSSITVK................. 205
NTDB id 1242 Cj0011c YP 002343483.1 YRKE.ANFTSIDDLKKVKGIGDKLFEKIKNDITIE................. 79
NTDB id 24672 TBD RS08850 WP 011312278.1 YRDANGAFKSVQELDKVKGFGKASVEKLQGELTVGAPGTKQ........... 89
NTDB id 1127 NGFG RS10560 WP 003703428.1 YRAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
NTDB id 1126 NGFG RS09375 WP 003703428.1 YRAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
NTDB id 1125 NGFG RS07215 WP 003703428.1 YRAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
NTDB id 1108 NGFG RS06525 WP 003703428.1 YRAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
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