
logo MDYSTI EKSLVSGKNRL IDEEAYLRMTKASDIHIVPGREKRDEAI
V
I
V
H
RFR I

VDDHAELFLKQKDRDGLMKTKRENECSVRL I SHFKFLSASMDIGERRKLPQNSGASLT
NTDB id 271501 BL14DL4 RS04300 WP 003183477.1 MYTIESLSGRLIDEAYRMKASDIHIVPGEKEAVVRFRIDDELFQKDGLTRNECSRLISHFKFLSSMDIGERRLPQSGALT 80
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
consensus ! *!! *! !!*!!! !!!!!!!!! !**!***!!*!* ! ! * * !! !!!!!!!!!! !!!!!!! !! ! !!
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PVHLRMSTLPTIHNDEESLVIRLVLMPKQMYNS ISKPPS ILDTKLSLFPKSATGTAFKTLLSFLKHSHGLML

M
I
LFTGPTGSGKTTTLYSL IVDQY

NTDB id 271501 BL14DL4 RS04300 WP 003183477.1 LYINREPVHLRMSTLPTIHDESLVIRLLPKMSSKPLTKLSLFPSATFKLLSFLKHSHGLMLFTGPTGSGKTTTLYSLIDY 160
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
consensus ! * *!!!!!!!!!!!**!!!!!!**! *** !!!!!! !!!!!!!!!!***!!!!!!!!!!!!!!!!* !

logo AKKRHFKNRNI IVTLEDPVESTRDSEDNI
VLQVQVNEKAGMVTYSAGLKAI

VLRHDPDMI I LGE IRDAETAEQIAVRAALMTGHLVLSTSLMH
NTDB id 271501 BL14DL4 RS04300 WP 003183477.1 AKRHFKRNIITLEDPVESRSENILQVQVNEKAGMTYSAGLKAVLRHDPDMIILGEIRDAETAQIAVRAALTGHLVLSSMH 240
NTDB id 96 BSU 24730 NP 390353.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
consensus !!*!! !!!*!!!!!!!*! ! *!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!*!*!
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NTDB id 271501 BL14DL4 RS04300 WP 003183477.1 AKNAKGAIYRLLELGVDMTEIEQTLVAVSAQRLVDIVCPFCGDSCT.LYCRLSRPVRRASVFELLYGKSLNLCIEEAKGR 319
NTDB id 96 BSU 24730 NP 390353.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
consensus * !!!!!!!!!! !* ! !!!!!**!* !!!!!!* !!!! !***!!! !!* !!!!!*!!!!!! !* !! !!!!
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NTDB id 271501 BL14DL4 RS04300 WP 003183477.1 CGGIKTDTLKMLIRKGIALGYLPSKTYERWIGHED. 354
NTDB id 96 BSU 24730 NP 390353.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
consensus * !!* *!!!!!!!!!!** !*!!* !! *

X non conserved

X similar

X ≥ 50% conserved


