
logo MDS I EKI
VSKRNTL I EEAYI

LTKASDIHIVPRERDAI IHFRVDHALLKKRDNMKKEDECVRL I SHFKFLSAMDIGERRKPQNGSLT
NTDB id 1090854 ACL6ER RS11695 WP 225514212.1 MDSIEKISRTLIEEAYITKASDIHIVPRERDAIIHFRVDHALLKKRNMKKEDCVRLISHFKFLSAMDIGERRKPQNGSLT 80
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
consensus !!!!!!*!* !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LKLEKEGHNVHLRMSTLPTINEESLVIRVMPQYNIPS IDKLSLFPKTGATLLSFLKHSHGML I FTGPTGSGKTTTLYSLVQY
NTDB id 1090854 ACL6ER RS11695 WP 225514212.1 LKLEEGHVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
consensus !!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSATGLKAI LRHDPDMI I LGE IRDAETAE IAVRAAMTGHLVLTSLH
NTDB id 1090854 ACL6ER RS11695 WP 225514212.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSTGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
NTDB id 96 BSU 24730 NP 390353.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TRDAKGAIYRLLEFGINMNE I EQQTVIA IAAQRLVDLACPFCENGCSSVYCRQSRNSTRRASVYELLYGKNLQQC IQEAKGN
NTDB id 1090854 ACL6ER RS11695 WP 225514212.1 TRDAKGAIYRLLEFGINMNEIQQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRSTRRASVYELLYGKNLQQCIQEAKGN 320
NTDB id 96 BSU 24730 NP 390353.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo HANYQYQTLRQI IRKGIALGYLTTNNYDRWVYHEKTD
NTDB id 1090854 ACL6ER RS11695 WP 225514212.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHETD 356
NTDB id 96 BSU 24730 NP 390353.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !
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