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I
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VRVAVPVHLYDCTFDYTLTAQAEQYEQQRAEHVGASRVAI
VSFGRQNL IVGI ITVEKLVDTAPDSETPSFIDTGPRTFKQLKAI STDELL

NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 MPNTPPIPADIYRIRVAVPVHLYDCFDYTLTAEQYQQAEVGARVAVSFGRQNLVGIIVEKLTADTPIDPRFKLKAITELL 80
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLL 80
consensus !* !!*** *!!*!!!!!!!!!!*!!!!!! !! !*!! !!!*!!!!!!!*!!! !!* * * * ! !!!!**!!

logo DEQAP I
LLDEQKQI

VLSLLTWSAQYYQFP IGEVFMQSTALPATFLLRQGKPMYDNLVLAFHRLWKI
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N
VEADKLLKTRSEGKQQDQAYKQI

VLKLHPAQ
NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 DEQALLDQKILSLLTWSAQYYQFPIGEVFQSALPTFLRQGKPYNLLARLWKVLDLHA.EDKLTRSEKQQQAYKVLKLHPQ 159
NTDB id 1072 ABD1 RS01805 WP 000156662.1 DEQPILDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPA 160
consensus !!!**!! *!!!!!!!!!!!!!!!!!! !*!!! !!!!!! *! *!!!* *** *! ! !! !!! !! *!!!!!

logo GTTENI LNLASGI
VETATLKALEQKKAGI

LVDQC I
TLEHPHQDFSPQSPVQTLAQMPLTALNEDQKKAI

TQQYVLVKNAQHKKQYQAFLLDGLTGSGK
NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 GTTENILNLAGIETATLKALEKKAIVQCILEHQDFSPQPVTLAQMPLTANEDQKKAIQQVLKAQKKYQAFLLDGLTGSGK 239
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGK 240
consensus !!!!!!!!! !*!!!!!!!! !!**! ! !! *!!!! !! !!!!!!! !!!!!!! ! !* !!* !!!!!!!!!!!!!!

logo TEVYLHQIMHQEVLKQGKQVLVLVPE IGLTPQTI SRFKQSRFHNCGDNIAVLLHSGLNDSKRLQAWQAQAQTGKAS I I LGTRSAIYTP
NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 TEVYLQIMQEVLKQGKQVLVLVPEIGLTPQTISRFQSRFHGNIVLLHSGLNDSKRLQAWQAAQTGKASIILGTRSAIYTP 319
NTDB id 1072 ABD1 RS01805 WP 000156662.1 TEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTP 320
consensus !!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!** ! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo LPNRLGL I I LDEEHDLSFYKQQEGFRYHARDVALMYRAGHLEQGNCP I
V
I
LLGSATPS IDSYAHLVEMTGKLMTARLEQLNSQRAGAHALVLMPKI

MH
NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 LPNLGLIILDEEHDLSFKQQEGFRYHARDVAMYRAHLENCPIILGSATPSIDSYALVEMGKMTRLELSQRAGAAVMPKIH 399
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPRLGLIILDEEHDLSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMH 400
consensus !! !!!!!!!!!!!!!*!!!!!!!!!!!!!!*!!*!! !!**!!!!!!!!!!!*!!! !!*! ! ! !!!!*!**!!*!

logo L IDLKIAVKQKQHNGI
MSQPSL I ENEQIKQKNRTLADKRKEQVL IVFLNRRGYAPVL IVCESCAGWQAKNCPHCDAHNFTLVHRTQPYQSHYLHCHHCGSTI

V

NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 LIDLKIAQKQNGMSQSLINEIQKRLDKKEQVLVFLNRRGYAPVLICESCAWQAKCPHCDANFTVHRQPYQHLHCHHCGSI 479
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTV 480
consensus !!!!!! !!*!*!!*!! ! ! *!!!!!*!!!!!!!!!!!*!!!!*!!! !!!!!!*!!*! !!! *!!!!!!!**

logo HRLPDEHQCPEQCKQHQKSESLKPTI
LGALGTAKVEEHNLQEQLFPDHFHDVIRVDRDSTSRVGSWQKIYDKR IQKQNSEKPSVI LLGTQMLAKGHHFP

NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 HRLPEQCPQCKHSELKPIGLGTAKVEENLQQLFPHFDVIRVDRDSTSRVGSWQKIYDKIQKSEPVILLGTQMLAKGHHFP 559
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HRLPDHCPECQQKSLKTLGAGTAKVEEHLQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFP 560
consensus !!!!**!! ! * !!**! !!!!!!!*!! !!!**!!!!!!!!!!!!!!!!!!!!!*!! ! !!!!!!!!!!!!!!!



logo

H
YVTLVAI LDIDASGLLSVDFIRAPTERTAQL IVQVAGRAGRGEHRKGEHVYLQTLRPDHPLLNTTL IDEKDYRAHFVAKQTLAKERKQAVAAL

NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 YVTLVAILDIDSGLLSVDFRATERTAQLIVQVAGRAGRGERKGEVYLQTLRPDHPLLNTLIDKDYRHFAKQTLKERQAAA 639
NTDB id 1072 ABD1 RS01805 WP 000156662.1 HVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVAL 640
consensus *!!!!!!!!!! !!!!!! !!*!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!! !!!*!!!!* !!!!! !! !

logo LPPFYRYAAVL IRACESKDNQRDEQYNTLQEHFLNQEQAHAEQAQLRQI
V
A
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A
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D
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I
L
I
VDIWGP IPAPMERKAGRYQRAHMVI

LLSAQDRARLHFYI
LRAQWWAQNQ

NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 LPPFRYAALIRCESKNQEQNQEFLQQHAQALRQVSANLIDIWGPIPAPMERKAGRYQAHMVLLSQDRARLHFYIRAWWQN 719
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQ 720
consensus !!!*!!! !!!*!!! * *!!* *! !!!* * **!!!!!!!!!!!!!!!!! !!!!*!! !!!!!!!!*! !! *

logo

L
M
L
VHAEKPRPQHSNQLMKRLSTI

LDI
VDPQEFLS

NTDB id 1009487 ABJ384 RS13170 WP 349927850.1 MLHEK.PSNMKLTLDIDPQELS 740
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LVHAPRQHQLRLSIDVDPQEFS 742
consensus **! *******!**!*!!!! !

X non conserved

X similar

X ≥ 50% conserved


