
logo MLKRKI
R
N
S
F
L
S I
S
E
P
L
P
F
V
N
Y
N
YWWKQDPRVFAIATAI

V I LMAAI LVLHI
L
F
LVLLS IVHQFATMPSAEPQSDEAQASTVKRE IA I

V
S
T
I
MRPSTEDTEVI

VKHNADFLAQADQQGSGAT
NTDB id 313858 CDG61 RS02990 WP 087512746.1 MLRKINF.SPLVNNWWKDPVFATAVIMAAVLHLLVLSVQFTMSEPQDAAVREIAVTMRPSETEVKNADFLAQADQQGSGT 79
NTDB id 1078 ABD1 RS15030 WP 000914774.1 MLKKRSLSIEPFYYWWQDRVFIAAIILAILLHIFVLLIHFAMPAPSEQSTKEIAISIRPTEDVIKHADFLAQADQQGSGA 80
consensus !!*! * ** !! !*!! !*!*! *!!* !! **! !* ! * *!!!***!!*! *!*!!!!!!!!!!!!!
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NTDB id 313858 CDG61 RS02990 WP 087512746.1 FREAHRMSSDMPAPMID.QSAGEQKQESREQMQQKKELSFEEKVLMTTLSWQKEAEQNRRKKAADEMNSQYQAKAAMIAS 158
NTDB id 1078 ABD1 RS15030 WP 000914774.1 FREAHRMSSNSPAPMPSDASTGEAQLETLEKVQQQRELKFEEKVLMTVLSWQKQAEESQRKKALEQLQSQFQAKAAMVAS 160
consensus !!!!!!!!! !!!!* * ! !! !* ! *!! *!! !!!!!!!! !!!!! !! !!!! * **!!*!!!!!!*!!

logo LEAQYLQRQQDNFSRQQKIKTVDGIQAKKQDAMS
TAAYLMDEKFREQKVEFLYGNRYYPDEELAKAQQQLAKGEVRLMVI LNAQNQGGIRAIRL

NTDB id 313858 CDG61 RS02990 WP 087512746.1 LEAQYLQRQQNFSRQQKIKTVDGIQAKQDMTAAYMEKFRQKVEFYGNRYYPDLAKAQQLAGEVRLMVILNQNGGIRAIRL 238
NTDB id 1078 ABD1 RS15030 WP 000914774.1 LEAQYLQRQQDFSRQQKIKTVDGIQAKKDASAAYLDKFREKVELYGNRYYPEEAKQQQLKGEVRLMVILNAQGGIRAIRL 240
consensus !!!!!!!!!! !!!!!!!!!!!!!!!! ! *!!!**!!! !!! !!!!!!!* !! !!! !!!!!!!!!! *!!!!!!!!
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NTDB id 313858 CDG61 RS02990 WP 087512746.1 IEGSGHSVLDEAAKASVRKAAPFGAFDVKMKDISELRIVRTWRFDPADAEFEVN 292
NTDB id 1078 ABD1 RS15030 WP 000914774.1 LESSGHPVLDEAAKASVRRGAPFGRFDANMKDISELRIIRTWRFDPAEAEFEVH 294
consensus *! !!!*!!!!!!!!!!!**!!!! !! !!!!!!!!!*!!!!!!!!*!!!!!*
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