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NTDB id 297 STER RS00545 WP 011680614.1 MVKPLISALADKGISLKFQPAALKHLAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV.... 816
NTDB id 329 STU RS10020 WP 011225298.1 MVKPLISALADKGISLKFQPAALKHLAKDGYDIEMGARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV.... 816
NTDB id 83083 H7680 RS09660 WP 003054754.1 MVQPLMATLAEKGITLKFQPMALKYLSEEGYDVEMGARPLRRTLQTQVEDKLSELILAGELASGHTLKIGLSHGKLSFNLE.... 814
NTDB id 377 SMU RS09275 WP 002262344.1 MVAPLIAHLADQGITLKFQPSALKHLALAGYDAEMGARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV.... 813
consensus !***!** !************!** ** !*! !*!!!!!!***!**!!!*!*!**! !*** !******* ***** *

X non conserved

X similar

X ≥ 50% conserved


