
logo MDS I EKTVSKRNTL I EEAYI
LTKASDIHIVPRERDAI IHFRVDHALLKKRDHMKKEECVRL I SHFKFLSAMDIGERRKPQNGSLTLKLEKE

NTDB id 42596 GYO RS34615 WP 014114402.1 MDSIEKTSRTLIEEAYITKASDIHIVPRERDAIIHFRVDHALLKKRHMKKEECVRLISHFKFLSAMDIGERRKPQNGSLTLKLEE 85
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLTLKLKE 85
consensus !!!!!! !* !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo GNVHLRMSTLPTINEESLVIRVMPQYNIPS IDKLSLFPKTGATLLSFLKHSHGML I FTGPTGSGKTTTLYSLVQYAKKHFNRNIV
NTDB id 42596 GYO RS34615 WP 014114402.1 GNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQYAKKHFNRNIV 170
NTDB id 96 BSU 24730 NP 390353.1 GNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQYAKKHFNRNIV 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAI LRHDPDMI I LGE IRDAETAEKIAVRAAMTGHLVLTSLHTRDAKGAIYRLLEFG
NTDB id 42596 GYO RS34615 WP 014114402.1 TLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAKIAVRAAMTGHLVLTSLHTRDAKGAIYRLLEFG 255
NTDB id 96 BSU 24730 NP 390353.1 TLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLHTRDAKGAIYRLLEFG 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo INMNE I EQTVIA IAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQC IQEAKGNHANYQYQTLRQI IRKGIALG
NTDB id 42596 GYO RS34615 WP 014114402.1 INMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGNHANYQYQTLRQIIRKGIALG 340
NTDB id 96 BSU 24730 NP 390353.1 INMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGNHANYQYQTLRQIIRKGIALG 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YLTTNNYDRWVYHEKTD
NTDB id 42596 GYO RS34615 WP 014114402.1 YLTTNNYDRWVYHETD 356
NTDB id 96 BSU 24730 NP 390353.1 YLTTNNYDRWVYHEKD 356
consensus !!!!!!!!!!!!!! !
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