
logo MSRGGATPYRFLL IRHIVARCGLLFATLKGKMTMQKKI
M
V
F
G
VLLFVCGMLLFLSACASFASWLAAVDNINTAATSAQEQQELETALPGIGAPAKAKAIVADEY

NTDB id 1001629 ABFG87 RS08015 WP 136772578.1 ...............................MMQKIVGLLVGLLLAASAWAAVDINTATAEQLETLPGIGAAKAKAIVDY 49
NTDB id 1127 NGFG RS10560 WP 003703428.1 MSRGGATPYRFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAEY 80
NTDB id 1126 NGFG RS09375 WP 003703428.1 MSRGGATPYRFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAEY 80
NTDB id 1125 NGFG RS07215 WP 003703428.1 MSRGGATPYRFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAEY 80
NTDB id 1108 NGFG RS06525 WP 003703428.1 MSRGGATPYRFLLIRHIVARCGLLFATLKGKTMKKMFVLFCMLFSCAFSLAAVNINAASQQELEALPGIGPAKAKAIAEY 80
consensus ********************************!*!***!***!***!***!!!*!!*!****!!*!!!!!*!!!!!!**!

logo RGAKQNGPAFKSTVQDDLTIRKVPKGIKGEPGATVYLARKLKDEQVASVGKAPAAPKAGAPPAAKKPAVALAPKAKVKK
NTDB id 1001629 ABFG87 RS08015 WP 136772578.1 RGKNGPFKSTQDLTRVPGIKEGTYARLKDEVSVGKPAAKAAPAKAAAKKK. 99
NTDB id 1127 NGFG RS10560 WP 003703428.1 RAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
NTDB id 1126 NGFG RS09375 WP 003703428.1 RAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
NTDB id 1125 NGFG RS07215 WP 003703428.1 RAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
NTDB id 1108 NGFG RS06525 WP 003703428.1 RAQNGAFKSVDDLIKVKGIGPAVLAKLKDQASVGAPAPKGPAKPVLPAVKK 131
consensus !**!!*!!!**!!**!*!!*****!*!!!**!!!*!!*!**********!*
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