
logo

MFSAVTEDGQMFHLLGAQQRNSQKLKRGRRFFCPVCGGELADVKLGLQKAPHFAHKQNKSCAS IDEAI EPESAYHLEGKRQLYVWLK
NTDB id 993381 AAHT66 RS19895 WP 202328446.1 MFSAVTEDGQMFHLLGAQRSQKLKRGRFFCPVCGGELDVKLGLQKAPHFAHKQNKSCSIEAEPESAYHLEGKRQLYVWLK 80
NTDB id 123 BSU 11530 NP 389035.1 ..........MFHLLGAQQNQKLKRRRFFCPVCGGELAVKLGLQKAPHFAHKQNKSCAIDIEPESAYHLEGKRQLYVWLK 70
consensus **********!!!!!!!! !!!!! !!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!!!!!!!!!!

logo TQQRASP I
VLEPYI

L
K
R
N
TINQRPDI

VMAKRIKERHRMLAVEYQCATI
LAPQDVFQKRTEGFKQAEGI IPQWIMVGGYSRLKRTASPSSFYQLSTATF

NTDB id 993381 AAHT66 RS19895 WP 202328446.1 TQQASPVLEPYLKNINQRPDIMAKIKRRMLAVEYQCATLAQDVFQKRTEGFKQAGIIPQWIVGGSRLKRTSPSFYQLTAF 160
NTDB id 123 BSU 11530 NP 389035.1 TQRASPILEPYIRTINQRPDVMARIKEHMLAVEYQCATIAPDVFQKRTEGFKQEGIIPQWIMGYSRLKRTASSFYQLSTF 150
consensus !! !!!*!!!!** !!!!!!*!!*!! *!!!!!!!!!!*!*!!!!!!!!!!!! !!!!!!!*! !!!!!! *!!!!!* !

logo HWQF IHNADHSPHYREL ILCFYCPERTRFSFHLQRLSHS IS IPFYTNHSFYCSSVQTIP IHQRAGSAGDLFFATEPSKPSS ILQRYDSGNWMTKAIHRFRHKPH
NTDB id 993381 AAHT66 RS19895 WP 202328446.1 HWQFIHDHPHRELLFYCPETRFFHQLSSSIPFYTNHSFCSVQTIPIHQASAGDLFFAESKSSLRYDNWMKAIHRFRHKPH 240
NTDB id 123 BSU 11530 NP 389035.1 HWQFINASPYRELICYCPERRSFLRLSHIIPFYTNHSYSSVQTIPIHRAGAGDLFFTEPKPSIQYSGWTKAIHRFRHKPH 230
consensus !!!!!* *!*!!!**!!!! ! !* !!* !!!!!!!!**!!!!!!!! ! !!!!!! !*!*!* ! ! !!!!!!!!!!!

logo RF INSKETNRLRLLFYEKRQTPFLSFLPTEVFVPVRTKGAVFKRSPVFVWQGFLYLF IMTDLGGHKRAP IRFSAVLQQCKLHIHKNKQ
NTDB id 993381 AAHT66 RS19895 WP 202328446.1 RFISKETNRLRLLFYEKRQTPLSFLPTEVFVPVTKGAVFRSPVFVWQGFLYLFITDLGHKRAPIRFSAVLQQCKLHIHKQ 320
NTDB id 123 BSU 11530 NP 389035.1 RFNSKETNRLRLLFYEKRQTPFSFLPTEVFVPVRKGAVFKSPVFVWQGFLYLFMTDLGGKRAPIRFSAVLQQCKLHIHNK 310
consensus !! !!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!*!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!!!

logo NIALRSYECSEDECLSEAVKQYIDFLCKKGFLRETQKEVYMVLNQPAEGGGIHRSLMQDEL ILERDRSCF I E
NTDB id 993381 AAHT66 RS19895 WP 202328446.1 NIALRYECSEDCLSEAVKQYIDFLCKKGFLRETQKEVYMLNQPAEGGRSLQELLERDRSCFIE 383
NTDB id 123 BSU 11530 NP 389035.1 NIALRSECSEECLSEAVKQYIDFLCKKGFLRETQKEVYVLNQPAGGIHSMQDLIERDRSCFIE 373
consensus !!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! ! *!*!*!*!!!!!!!!!
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