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NTDB id 392286 GB851 RS06465 WP 003785826.1 MKVKLFLMSALVLAGCSEQYGDLQEWMSQARAEAKTKVRPVEPLAPIEPVTYFAPQITGPNAFNMQRMKAAFQNGNAPDL 80
NTDB id 1101 NMB RS09450 WP 002214522.1 MKHYALLISFLALSACSQGSEDLNEWMAQTRREAKAEIIPFQAPTLPVAPVYSPPQLTGPNAFDFRRMETDKKGENAPDT 80
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NTDB id 392286 GB851 RS06465 WP 003785826.1 NRSKELLENYSLENLRYVGSIGTPGSLSALIEIQVNGEPHVYTVKQGNYLGQNFGRISKITADKIDLVETVEDTYGNWVN 160
NTDB id 1101 NMB RS09450 WP 002214522.1 KRIKETLEKFSLENMRYVGILKSGQKVSGFIE....AEGYVYTVGVGNYLGQNYGRIESITDDSIVLNELIEDSTGNWVS 156
consensus ! !! !! *!!!!*!!!! * ** *!* !!*****!**!!!! !!!!!!!*!!! !! ! ! ! ! *!!* !!!!

logo RKPAELLLPMNSTDSADAKANTAEKQAAAPAAEQN
NTDB id 392286 GB851 RS06465 WP 003785826.1 RPAELLPMTDAAATAK......... 176
NTDB id 1101 NMB RS09450 WP 002214522.1 RKAELLLNSSDKNTEQAAAPAAEQN 181
consensus !*!!!!* * ! *********
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