
logo MDYSTI EKSLVSGKNRL IDEEAYLRMTKASDIHIVPGREKRDEAI
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VDDHAELFLKQKDRDRLMKTKRENECSVRL I SHFKFLSASMDIGEKRRKLPQNSGASLT
NTDB id 1092397 ACL9SD RS13505 WP 080131442.1 MYTIESLSGRLIDEAYRMKASDIHIVPGEKEAVVRFRIDDELFQKDRLTRNECSRLISHFKFLSSMDIGKRRLPQSGALT 80
NTDB id 96 BSU 24730 NP 390353.1 MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLISHFKFLSAMDIGERRKPQNGSLT 80
consensus ! *!! *! !!*!!! !!!!!!!!! !**!***!!*!* ! ! * * !! !!!!!!!!!! !!!! !! !! ! !!
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PVHLRMSTLPTIHNDEESLVIRLVLMPKQMYNS ISKPPS ILDTKLSLFPKSATGTAFKTLLSFLKHSHGLMI

L
I
LFTGPTGSGKTTTLYSL IVEQY

NTDB id 1092397 ACL9SD RS13505 WP 080131442.1 LYINRQPVHLRMSTLPTIHDESLVIRLLPKMSSKPLTKLSLFPSATFKLLSFLKHSHGLILFTGPTGSGKTTTLYSLIEY 160
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPTINEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQY 160
consensus ! * *!!!!!!!!!!!**!!!!!!**! *** !!!!!! !!!!!!!!!!***!!!!!!!!!!!!!!!!* !

logo AKKRHFKNRNI IVTLEDPVESTRDSEDNI
VLQVQVNEKAGMVTYSAGLKAI

VLRHDPDMI I LGE IRDAETAEQIAVRAALMTGHLVLSTSLMH
NTDB id 1092397 ACL9SD RS13505 WP 080131442.1 AKRHFKRNIITLEDPVESRSENILQVQVNEKAGMTYSAGLKAVLRHDPDMIILGEIRDAETAQIAVRAALTGHLVLSSMH 240
NTDB id 96 BSU 24730 NP 390353.1 AKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSLH 240
consensus !!*!! !!!*!!!!!!!*! ! *!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!*!*!
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VAIASAQRLVDGLAVCPFCEGDNGSCSSLVYCRLQSRNPTVRRASVFYELLYGKNSLNQLQC I EQEAKGNR
NTDB id 1092397 ACL9SD RS13505 WP 080131442.1 AKNAKGAIYRLLEFGVDMTEIEQTLVAISAQRLVGLVCPFCGDSCS.LYCRLSRPVRRASVFELLYGKSLNLCIEEAKGR 319
NTDB id 96 BSU 24730 NP 390353.1 TRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNTRRASVYELLYGKNLQQCIQEAKGN 320
consensus * !!!!!!!!!!!!* ! !!!!!**!! !!!!! ! !!!! !!**!!! !!* !!!!!*!!!!!! !* !! !!!!
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NTDB id 1092397 ACL9SD RS13505 WP 080131442.1 CGDIKTETLKTLIQKGIALGYLPSNTYERWIGHED. 354
NTDB id 96 BSU 24730 NP 390353.1 HANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD 356
consensus * !!* *! !!!!!!!!**! !*!!* !! *

X non conserved

X similar

X ≥ 50% conserved


