
logo MDS I EKTVSKNTL I EEAYLRTKASDIHIVPRERDAI IHFRVDHALLKKRDNMKKEECVRL I SHFKFLSAMDIGERRKPQNGSLT
NTDB id 1033207 AB8O67 RS13595 WP 326139066.1 MDSIEKTSKTLIEEAYRTKASDIHIVPRERDAIIHFRVDHALLKKRNMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
consensus !!!!!! !! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLKEGDNVHLRMSTLPTINEESLVIRVMPQYNIPS IDKLSLFPKTGATLLSFLKHSHGML I FTGPTGSGKTTTLYSL IVQY
NTDB id 1033207 AB8O67 RS13595 WP 326139066.1 LKLKEGDVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLIQY 160
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSATGLKAI LRHDPDMI I LGE IRDAETAEQIAVRAAMTGHLVLTSLH
NTDB id 1033207 AB8O67 RS13595 WP 326139066.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSTGLKAILRHDPDMIILGEIRDAETAQIAVRAAMTGHLVLTSLH 240
NTDB id 96 BSU 24730 NP 390353.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo TRDAKGAIYRLLEFGINMNE I EQTVIA IAAQRLVDLAVCPFCEDNGCSSVYCRLQSRNTVRRASVYELLYGKNLQQC IQEAKGDN
NTDB id 1033207 AB8O67 RS13595 WP 326139066.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLVCPFCEDGCSSVYCRLSRNVRRASVYELLYGKNLQQCIQEAKGD 320
NTDB id 96 BSU 24730 NP 390353.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!

logo

H
NANYQYQTLRQI IRKGIALGYLTTNNYDRWVYHEKTD

NTDB id 1033207 AB8O67 RS13595 WP 326139066.1 NANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHETD 356
NTDB id 96 BSU 24730 NP 390353.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !
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