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MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETHGELPASMIQSGELLERK
NTDB id 181359 BSA145 RS22955 WP 231120659.1 ................................................................................ 0
NTDB id 97 BSU 24720 NP 390352.1 MTAGGYTLLDGLRLMELQMNKRQAADLTDSVTCLREGAPFYQVLKSLSFHKEAVGICYFAETHGELPASMIQSGELLERK 80
consensus ********************************************************************************
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IAQADQLKRVLRYPLFL I FTVAVMFYMLQS I I I PQFSGIYQSMNMETSRSTDMLFAFFQHIDLVI I LLVLFTAGIG IYYW
NTDB id 181359 BSA145 RS22955 WP 231120659.1 ................................................................................ 0
NTDB id 97 BSU 24720 NP 390352.1 IAQADQLKRVLRYPLFLIFTVAVMFYMLQSIIIPQFSGIYQSMNMETSRSTDMLFAFFQHIDLVIILLVLFTAGIGIYYW 160
consensus ********************************************************************************
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NTDB id 181359 BSA145 RS22955 WP 231120659.1 ......................................................................MGELRKGESM 10
NTDB id 97 BSU 24720 NP 390352.1 LVFKKKSPARQMLICIRIPLVGKLVKLFNSYFFSLQLSSLLKSGLSIYDSLNAFKHQTFLPFYRCEAEQLIERLKAGESI 240
consensus *********************************************************************** !* !!!*
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NTDB id 181359 BSA145 RS22955 WP 231120659.1 AHQVSVSPFFEKHFAAIIKHGEASGMLAREMYTYSQFLLENAELKIEKWISWLQPVIYGVTALLILIVYLSILLPMYQLM 90
NTDB id 97 BSU 24720 NP 390352.1 ESAICGSLFYETDLSKVISHGQLSGRLDRELFTYSQFILQRLEHKAQKWTGILQPMIYGFVAAMILLVYLSMLVPMYQMM 320
consensus * ** !*!*! * *! !! !! ! !!**!!!!!*! !*! !! !!!*!!! ! *!!*!!!!*!*!!!!*!
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NTDB id 181359 BSA145 RS22955 WP 231120659.1 EQV 93
NTDB id 97 BSU 24720 NP 390352.1 NQM 323
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X non conserved

X similar

X ≥ 50% conserved


