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LKGAVKQHNPGVYEQMKRET
NTDB id 23730 BLI RS13625 WP 003183693.1 MTDWLKQYKWHAAGGVALVLIISAAFMLLSGKRETSSGLSIPEEASAQTYDKKEEVKREKSAGKEAVIIDLKGAVKNPGVYQMKE 85
NTDB id 105 BSU 25590 NP 390437.1 .MNWLNQHKKAIILAASAAVFTAIMIFLATGKNKEPVKQAVPTETENTVV....KQEANNDESNETIVIDIKGAVQHPGVYEMRT 80
consensus * !! !*! * * * ! *!! * *! ! **** ! **!!*!!!! *!!!! !*
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NTDB id 23730 BLI RS13625 WP 003183693.1 GDRVHDVLKKAGGTEKKADQKQINLAAVLQDGMVVYIPFEGEEAADSFSKAGS.RADGASVDIVNINTASSEELQAIPGIGPSKA 169
NTDB id 105 BSU 25590 NP 390437.1 GDRVSQAIEKAGGTSEQADEAQVNLAEILQDGTVVYIPKKGEETAVQQGGGGSVQSDGGKGALVNINTATLEELQGISGVGPSKA 165
consensus !!!!* * !!!!! !! !*!!! *!!!! !!!!! !!! ! *!!* !!* *!!!!!!* !!!!*!*!*!!!!!

logo EAI
V IAEYREENGPRFHQTI

VEDITKNVSGIGEKSFEKR IKSAS ITVK
NTDB id 23730 BLI RS13625 WP 003183693.1 EAVIEYREENGPFHTVEDITNVSGIGEKSFERIKSAITVK 209
NTDB id 105 BSU 25590 NP 390437.1 EAIIAYREENGRFQTIEDITKVSGIGEKSFEKIKSSITVK 205
consensus !!*! !!!!!!*!*!*!!!! !!!!!!!!!!*!!! !!!!
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