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VS IRPSTEDKVI
VKDHADFLAQADQQGSGATFREKAEH

NTDB id 87601 TOL5 RS18800 WP 221260565.1 MIKKLFANTQHTGYWWQDALFVGAVSIAVIVHGLFLSVQFGMPQENNTATKEIAVSIRPSEDKVKDADFLAQADQQGSGTFRKEH 85
NTDB id 1078 ABD1 RS15030 WP 000914774.1 MLKKRSLSIEPFYYWWQDRVFIAAIILAILLHIFVLLIHFAMPAPSEQSTKEIAISIRPTEDVIKHADFLAQADQQGSGAFREAH 85
consensus !*!! !!!!! *!**!* *!***! ! **!*!! * !!!!!*!!!!*!! *!*!!!!!!!!!!!!! !! !

logo RMSSDNMSPAPQAMPESDAKSATGDEAQQLEATLEKQI
VQQKQRELKFEEKVLMTVLSWQKQAEEQNSDQRKKALMEEQLQSQFMQAKAAMVASLEAQYLQKRQQ

NTDB id 87601 TOL5 RS18800 WP 221260565.1 RMSSDMPAQA.EDKSAGDQQLEALEQIQQKRELKFEEKVLMTVLSWQKQAEQNDRKKAMEELQSQMQAKAAMVASLEAQYLQKQQ 169
NTDB id 1078 ABD1 RS15030 WP 000914774.1 RMSSNSPAPMPSDASTGEAQLETLEKVQQQRELKFEEKVLMTVLSWQKQAEESQRKKALEQLQSQFQAKAAMVASLEAQYLQRQQ 170
consensus !!!! !!* * ! ! !* !!! !! *!! !!!!!!!!!!!!!!!!!!!!! !!!!*! !!!! !!!!!!!!!!!!!!!!*!!

logo

D
NFSKRQQKIKTLVDGIQAKKQDASAAGYLDKFREQKVELMYGNRYYPDEELAKQQQRLKSGEVRLMVI LNANEQGGIRAIRL ILESSGHAP I

VLDEAAKAN
NTDB id 87601 TOL5 RS18800 WP 221260565.1 NFSKQQKIKTLDGIQAKQDASAGYLDKFRQKVEMYGNRYYPDLAKQQRLSGEVRLMVILNNEGGIRAIRLIESSGHAILDEAAKN 254
NTDB id 1078 ABD1 RS15030 WP 000914774.1 DFSRQQKIKTVDGIQAKKDASAAYLDKFREKVELYGNRYYPEEAKQQQLKGEVRLMVILNAQGGIRAIRLLESSGHPVLDEAAKA 255
consensus !!*!!!!!!*!!!!!! !!!!*!!!!!! !!!*!!!!!!!* !!!! ! !!!!!!!!!! !!!!!!!!*!!!!!**!!!!!!

logo SVRKRGAPFGRFDAKNMKDI SELR I IVRTWRFDPAEASEFEVH
NTDB id 87601 TOL5 RS18800 WP 221260565.1 SVRKGAPFGRFDAKMKDISELRIVRTWRFDPAESEFEVH 293
NTDB id 1078 ABD1 RS15030 WP 000914774.1 SVRRGAPFGRFDANMKDISELRIIRTWRFDPAEAEFEVH 294
consensus !!!*!!!!!!!!! !!!!!!!!!*!!!!!!!!! !!!!!
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