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NTDB id 321644 CDG68 RS04695 WP 087552978.1 MK.KHIKLICGASFAMLLAGCDSRIDAVNQEMANIRNQPPIPIEPAPTFNPVPSFNYSAQQLRSPFLPSSLANELKIMSG 79
NTDB id 1057 ABD1 RS15855 WP 000695065.1 MKIKQIT..LYVLACAVLVGCDSRIDAVNQEMANIRNQPPLPIEPAPIFTPVPQFNYAAHQLKSPFMPSSLAAELKIMAG 78
NTDB id 1013 ACIAD RS15180 WP 004923726.1 ...MNNKILWLGLVILGLSGCDSRIDAIHQEMATIRNQPPLPIEPAPVFMPVPSFQYSASQLRNPFLPSSLAAELKIMSG 77
consensus ** ****** ** **! !!!!!!!!**!!!!*!!!!!!*!!!!!!*! !!!*!*!*! !!**!!*!!!!!*!!!!!*!
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MGLMNYQGRITI EHR I STPTRQIDLLMVE IVPDGHR
NTDB id 321644 CDG68 RS04695 WP 087552978.1 KRVYPNFSRQQQPLESYPLESLSLKGSMKGSAGQTVGLIQTPDGEIERVQRGNYMGMNQGRIIEITPTRIDLLEIVPDGR 159
NTDB id 1057 ABD1 RS15855 WP 000695065.1 KRVYPNFSRAPQPLESYALEALNMKGSMRNNRGQILALIQTPDQQIERVQVGNYMGMNQGRITHISPTQIDLVEIVPDGR 158
NTDB id 1013 ACIAD RS15180 WP 004923726.1 KRVYPNLARPKQPLESYALESLTMKGSMRKINAQIMALIQTPDNEIERVQVGNYIGLNYGRIIRITPTQIDLMEIVPDGH 157
consensus !!!!!!**! !!!!!!*!!*!**!!!!* *!***!!!!!!**!!!!!*!!!*!*!*!!!* !*!!*!!!*!!!!!!*
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NTDB id 321644 CDG68 RS04695 WP 087552978.1 EGYIERPRSLVLIGPVD 176
NTDB id 1057 ABD1 RS15855 WP 000695065.1 EGYVERPRTLVLIGPAP 175
NTDB id 1013 ACIAD RS15180 WP 004923726.1 DGYIERPRSLVLIGPKP 174
consensus *!!*!!!!*!!!!!! *
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X similar

X ≥ 50% conserved


