
logo MDS I EKVSKNL I EEAYLTKASDIHIVPRERDAI
V IHFRVDHALLKKRDNMKKEECVRL I SHFKFLSAMDIGERRKPQNGSLT

NTDB id 1157755 KJP47 RS13245 WP 213381621.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAVIHFRVDHALLKKRNMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPS IDKLSLFPKTGATLLSFLKHSHGML I FTGPTGSGKTTTLYSLVQY
NTDB id 1157755 KJP47 RS13245 WP 213381621.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAI LRHDPDMI I LGE IRDAETAE IAVRAAMTGHLVLTSLH
NTDB id 1157755 KJP47 RS13245 WP 213381621.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
NTDB id 96 BSU 24730 NP 390353.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TRDAKGAIYRLLEFGINMNE I EQTVIA IAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQC IQEAKGN
NTDB id 1157755 KJP47 RS13245 WP 213381621.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
NTDB id 96 BSU 24730 NP 390353.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HANYQYQTLRQI IRKGIALGYLTTNNYDRWVYHEKD
NTDB id 1157755 KJP47 RS13245 WP 213381621.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
NTDB id 96 BSU 24730 NP 390353.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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