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NTDB id 173886 AB684 RS14085 WP 003183693.1 MTDWLKQYKWHAAGGVALVLIISAAFMLLSGKRETSSGLSIPEEASAQTYDKKEEVKREKSAGKEAVIIDLKGAVKNPGV 80
NTDB id 105 BSU 25590 NP 390437.1 .MNWLNQHKKAIILAASAAVFTAIMIFLATGKNKEPVKQAVPTETENTVV....KQEANNDESNETIVIDIKGAVQHPGV 75
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NTDB id 173886 AB684 RS14085 WP 003183693.1 YQMKEGDRVHDVLKKAGGTEKKADQKQINLAAVLQDGMVVYIPFEGEEAADSFSKAGS.RADGASVDIVNINTASSEELQ 159
NTDB id 105 BSU 25590 NP 390437.1 YEMRTGDRVSQAIEKAGGTSEQADEAQVNLAEILQDGTVVYIPKKGEETAVQQGGGGSVQSDGGKGALVNINTATLEELQ 155
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VEDITKNVSGIGEKSFEKR IKSAS ITVK
NTDB id 173886 AB684 RS14085 WP 003183693.1 AIPGIGPSKAEAVIEYREENGPFHTVEDITNVSGIGEKSFERIKSAITVK 209
NTDB id 105 BSU 25590 NP 390437.1 GISGVGPSKAEAIIAYREENGRFQTIEDITKVSGIGEKSFEKIKSSITVK 205
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