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RQKFIALS ITQNRFLR I

LPAS IVCLTLCGNQSFYHKRGSCQLYAVCRSNTCEMEGFLLMTKRQVLDGHSPCCRQYCGALYPL ISDEDSTFYALVCGHQC I
V
K
R
Q
KRPASFDRSVALYTIAYRF

NTDB id 1122403 EL239 RS05825 WP 232001743.1 MRQKIASITQRFRIPAVCLLCGSYHRGCYAVCRTCEGLLTRVDHPCRYCGLPLIDESFAVCGHCIKQRPAFDRVLTAYRF 80
NTDB id 1270 LPP RS11540 WP 015961431.1 MLQKFLSITQNLRLPSICTLCNQFHKSQLAVCSNCMEFMKQLGSCCQYCAYPLSDDTYLVCGQCVRKRPSFDSAYIAYRF 80
NTDB id 1247 GCO85 RS11680 WP 015961431.1 ......................................MKQLGSCCQYCAYPLSDDTYLVCGQCVRKRPSFDSAYIAYRF 42
consensus * ** **** *** ** ** *** *** * *******!*!!**!!*!****!!!*!***!!*!!****!!!!

logo EGEAPLRTSLLIHDQYFKYGHQNTGLAYI
L
R
A
T
SFLAKKQLMLLDNALPRKQSPAYLKPDCL IPVPLMHPKRLRKQRRGFNQAVAEVLATKRLLAGRQLNIPCYYDRLTYLYCRQ

NTDB id 1122403 EL239 RS05825 WP 232001743.1 EGALRTLLHDYKYGQTLAIRTFLAKLMLDALPRQPYKPDCLIPVPLHPKRLRQRGFNQAVELAKLLAGQLNIPCYRTLCR 160
NTDB id 1270 LPP RS11540 WP 015961431.1 EEPLRSLIHQFKYHNGLYLASFLKQLLLNALPKSALKPDCLIPVPMHPKRLKRRGFNQAAVLTRLLARQLNIPYDLYYCQ 160
NTDB id 1247 GCO85 RS11680 WP 015961431.1 EEPLRSLIHQFKYHNGLYLASFLKQLLLNALPKSALKPDCLIPVPMHPKRLKRRGFNQAAVLTRLLARQLNIPYDLYYCQ 122
consensus !**!!*!*!**!!***!****!!**!*!*!!!****!!!!!!!!!*!!!!!**!!!!!!**!**!!!*!!!!!*****!*

logo KTI INTPAASQVAGNLSDSGQEQRRKNLRHSAFTYI
V
G
PPHVNTFYQEHVTML

IVDDLLTTGSTASNELIARHQTFLKKNQAGVRKRVDVIWCCCARTAAVETRKSNCYPR
NTDB id 1122403 EL239 RS05825 WP 232001743.1 KTINTPAQVGLSSQQRRKNLRHSFTIGPHNFQHVTLVDDLLTTGSTASELARQFKKQGVRRVDVWCCARTAERSCYPR 238
NTDB id 1270 LPP RS11540 WP 015961431.1 KIINTASQANLDGEQRRKNLRHAFYVPPVTYEHVMIVDDLLTTGSTANEIAHTLKNAGVKRVDICCCARAVTKN.... 234
NTDB id 1247 GCO85 RS11680 WP 015961431.1 KIINTASQANLDGEQRRKNLRHAFYVPPVTYEHVMIVDDLLTTGSTANEIAHTLKNAGVKRVDICCCARAVTKN.... 196
consensus !*!!!**!**!***!!!!!!!!*!***!****!!**!!!!!!!!!!!*!*!***!**!!*!!!**!!!!*****
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X ≥ 50% conserved


