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NTDB id 346740 EXW47 RS21065 WP 215560731.1 MNSVELFANMIMKEACRVRASDLHIVPRQKDVAIQLRIGKDLITKRCIEKEFGEKLVSHFKFLASMDIGERRKPQNGSLY 80
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
consensus ! !*! ** !!* *!!!*!!!!! *! !* !* * !* !!** !! * *!*!!!!!! !!!!!!!!!!!!!!
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PQAYNS IVPQPS ILDSHKLSLFPKSSTAGAEKTLLSFLKHSHGLML IVFTGPTGSGKTTTLMYASLLVEQVY
NTDB id 346740 EXW47 RS21065 WP 215560731.1 LQIDGQEVYLRLSTLPTVYQESLVIRLHLQASVQPLSHLSLFPSSAEKLLSFLKHSHGLLVFTGPTGSGKTTTMYALLEV 160
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
consensus ! * !*!!*!!!!!* !!!!!!***! **** *!!!!! ** !!!!!!!!!!*!*!!!!!!!!!!!!*! !*

logo AKRKHWFQNTRNR I IVTLEDPVEQTRDKDEDGLVLQI
VQI

VNEKAGI
VTYKSATGLKAI LRHDPDI

MI ILLVGE IRDAEETAEKI
VAVRAASLMTGHLVLMTSTLH

NTDB id 346740 EXW47 RS21065 WP 215560731.1 ARKWQTRRIITLEDPVEQRKDGLLQIQINEKAGITYKTGLKAILRHDPDIILVGEIRDEETAKVAVRASLTGHLVMTTLH 240
NTDB id 96 BSU 24730 NP 390353.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
consensus !*!* ! !*!!!!!!! ! * *!!*!*!!!!!*!! !!!!!!!!!!!*!**!!!!! !!! *!!!! *!!!!!*!*!!

logo TNRDAKGATI LYRFLLMDEFYGINTMRNQE I EQSTLVI
LA I

VAAQRLVDELAKCPFCERGNGKCASSTVLYCKRQSMSRKNTVRQRAS IVYELLYGKYENLKQQAC IKQEAKSGEN
NTDB id 346740 EXW47 RS21065 WP 215560731.1 TNDAKGTILRFMDYGITRQEIEQSLLAVAAQRLVELKCPFCRGKCAT.LCKSMRKVRQASIYELLYGYELKQAIKEASGE 319
NTDB id 96 BSU 24730 NP 390353.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
consensus ! !!!! ! ! ***!! *!!!!***!*!!!!!!*! !!!! ! ** !* ! ! !!*!!!!!! ! !*! !! !
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S
I
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NTDB id 346740 EXW47 RS21065 WP 215560731.1 HVTYHYKTLEASVRKGYALGFLEEDVYV........ 347
NTDB id 96 BSU 24730 NP 390353.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
consensus ! !*! !! *!!! !!!*! ! ********
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X ≥ 50% conserved


