
logo

MFSAVTEDGQMFHLLGAQQNSQRKLKRGRRFFCPVCGGELADVKLGLQKAPHFAHKQNKSCAS IDE I
VEPESAYHLEGKRQLYVWLK

NTDB id 268834 BV11031 RS12360 WP 010329385.1 MFSAVTEDGQMFHLLGAQQSRKLKRGRFFCPVCGGELDVKLGLQKAPHFAHKQNKSCSIEVEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus **********!!!!!!!!! !!!! !!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !**!!!!!!!!!!!!!!!!!!!

logo TQHRASP I
VLEPYIKRKTIKNQRPDI

VMAKRIKEGHRMLAVEYQCATI
LAPDVFQKRTEGFKTQREEGI FIPVQWIMGQYSRLKRTAPSSFYQFLSATF

NTDB id 268834 BV11031 RS12360 WP 010329385.1 TQHASPVLEPYIKKIKQRPDIMAKIKGRMLAVEYQCATLAPDVFQKRTEGFTREEIFVQWIMGQSRLKRTAPSFYQFSAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !!*!!!*!!!!!* ! !!!!*!!*!! *!!!!!!!!!!*!!!!!!!!!!!! ! ! *!!!!! !!!!!!!*!!!! ! !

logo HWQF INAVSPYKRESL ICYCPERTRSFLSRLSCHI IPFYATNHSYSSVQTIP IHRAGTAGNDLFFSTEPQKMPPSFIQYSAGWI
TKAIHRFRHKPH

NTDB id 268834 BV11031 RS12360 WP 010329385.1 HWQFINVSPYKSLICYCPETRSFSRLSCIIPFYANHSYSSVQTIPIHRATANDLFFSEQMPPFQYSAWIKAIHRFRHKPH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!! !!!* !!!!!!! !!! !!! !!!!! !!!!!!!!!!!!!!! ! !!!!*!* !* !!!*! !!!!!!!!!!!

logo RF INSKETNRLRLQLFYEKRQTPFLSFLPTEVFVPVKRKGAVFKSPVFVWQGFLYLF IMTDRLGGRKRAP IRFSAVLQQCVKLHIHENK
NTDB id 268834 BV11031 RS12360 WP 010329385.1 RFISKETNRLRQLFYEKRQTPLSFLPTEVFVPVKKGAVFKSPVFVWQGFLYLFITRLGRKRAPIRFSAVLQQVKLHIHEK 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!!!!!!! !!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!*! !! !!!!!!!!!!!!!*!!!!! !

logo NIASLRSYECSEDECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAEGGI
V
H
RSLMQDEL I ERSDRSCF I E

NTDB id 268834 BV11031 RS12360 WP 010329385.1 NISLRYECSEDCLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAEGVRSLQELIESDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !! !! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !**!*!*!!! !!!!!!!

X non conserved

X similar

X ≥ 50% conserved


