
logo MFNKFLNFPQPYL IFQLFLSPCSLLCELIGMTREKYSLCKDECWEQLPWLKQTIQRNNDHQSVLVACNHYAYPVINR I IQQFKYEQKLHYQI
TL

NTDB id 1008686 ABNP33 RS02000 WP 017400445.1 MFNFLNFQPLIQLFSPCSLCELGMREKYSLCKDCWEQLPWLKQTIQRNNHSVLVACNYAYPVNRIIQQFKYEQKLHYQIL 80
NTDB id 1042 H0N27 RS01930 WP 000472273.1 MFKFLNPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTL 80
NTDB id 1071 ABD1 RS15375 WP 000472269.1 MFKFLNPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQTIQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTL 80
consensus !!*!!!*!*!*!!*!!!*!!!*!*!!!!!!!!*!!!!!!!!!!!!!!!**!!!!!!*!!!!*!!!!!!!!!!!!!!!!*!

logo LGAE I
VLKQQLKFPKVQAIVPMP I SNKQRL ITERGFNQSLLLANI

LLGSRKHQLKIPVWQP I
VQRLNEHSQKGLSRLERFENI EQQFLVPAHL

NTDB id 1008686 ABNP33 RS02000 WP 017400445.1 LGEILKQLKFPKVQAIVPMPISNQRLIERGFNQSLLLANILSRHLKIPVWQPIQRLNEHSQKGLSRLERFENIEQQFLPH 160
NTDB id 1042 H0N27 RS01930 WP 000472273.1 LAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL 160
NTDB id 1071 ABD1 RS15375 WP 000472269.1 LAEVLQQLKFPKVQAIVPMPISKQRLTERGFNQSLLLANLLGKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL 160
consensus !*!*!*!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!*!***!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!***

logo

H
TQENKRRYRRVL I IDDVITTGSSVIHALSQALKQLGC I

TS IHTAASCLAATAPSKSSTSY
NTDB id 1008686 ABNP33 RS02000 WP 017400445.1 HQEKRRYRRVLIIDDVITTGSSVHALSQALKQLGCISIHTACLAATPKS.. 209
NTDB id 1042 H0N27 RS01930 WP 000472273.1 TQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
NTDB id 1071 ABD1 RS15375 WP 000472269.1 TQENRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY 211
consensus *!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!**!!!!******

X non conserved

X similar

X ≥ 50% conserved


