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NTDB id 1014 ACIAD RS13855 WP 004924483.1 MSIRHFFTFFWA.........TLLTLFSMQIVFAQGFDQQYDAWKTQQKAHDTRLNSSASHHSLSKPTQQ....SGTGVK 67
NTDB id 314753 CDG62 RS16460 WP 228254407.1 .......MIKIKVSLLIIALLLLSLLAWMPSSYAQSFDQNYLNWKAEQQTWDDRIQASKSVKRAVFPV..QAQPVLSTNK 71
NTDB id 1041 H0N27 RS14740 WP 005124713.1 ...MQYSMRFWKNKY..FLLIMLCLGVISPSVCAQSFDQNFQEWKAKQQMYDQKLNITKSSHSNGSKISQTKNFNDSTGQ 75
NTDB id 1069 ABD1 RS03060 WP 043960841.1 ...MQYSMRFWKNKY..FVLIMLCLGVISPSVCAQSFDQNFQEWKVKQQMYDQKLNISKSSHSNSSKISQTKNFNDSTGQ 75
consensus ************ *****!** ** ****!!*!!!****!!**!***!*******!*******************
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NTDB id 1014 ACIAD RS13855 WP 004924483.1 VNINSATAKELQQLHGVGEKKALAIVEYRQQYGKFASVDDLQKVKGIGPKFIEKNRDRLAI 128
NTDB id 314753 CDG62 RS16460 WP 228254407.1 VSLNQASVDQLQQLQGVGLKKAQAIVAYRQKQGPFKTIDELQQVRGIGPAIFAKNKARLSL 132
NTDB id 1041 H0N27 RS14740 WP 005124713.1 IHLNQANVNEFQQLKGVGEKKAQAIVEYRQKNGSFKNIDEIKNVKGIGPAIFEKNKSRLAL 136
NTDB id 1069 ABD1 RS03060 WP 043960841.1 IHLNQANVNEFQQLKGIGEKKAQAIVEYRQKNGSFKNIDEIKNVKGIGPAIFEKNKSRLAL 136
consensus ***!*!**** !!!*!*!*!!!*!!!*!!!**!*!***!** *!*!!!!****!!**!!**

X non conserved
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X ≥ 50% conserved


