
logo MPTI
NTPKPPDQSTEVI

VYR I
VRVAVPVHYLYDETFDYSTLTQAQYEQQRAHQVGASRVAIPSFGRQKNL IG I ITEKI

V
A
DPDSEVPSFLDTGSRTFQLKAI FSDELLDDEDQAP I

NTDB id 71582 URS RS07110 WP 004991560.1 MPNTPPPQTEIYRIRVAVPVYLYETFDYSLTQAQYQQAQVGARVAIPFGRQKLIGIITEKIAPDVPLDSRFQLKAIFELLDDDAI 85
NTDB id 1072 ABD1 RS01805 WP 000156662.1 MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTQAQYERAHVGSRVAISFGRQNLIGIITEKVDPSESFTGTFQLKAISDLLDEQPI 85
consensus !* !!*! * *!!*!!!!!!*!!*!!!!*!!!!!! !*!! !!!!*!!!! !!!!!!!!* ! * !!!!!! *!!!* *!

logo LDDEKQVLSTLLTWSAQYYQFP IGEVMQATALPALLRQGKPLMDI
VLAFHI

LWKIKTPCDEDNAVEASKLLKRSGQKQFQDEAYQI LKLHPATGTTENI LNLS
NTDB id 71582 URS RS07110 WP 004991560.1 LDDKVLTLLTWSAQYYQFPIGEVMQAALPALLRQGKPLDILAHIWKIKPCEDAESKLKRSQKQFEAYQILKLHPTGTTENILNLS 170
NTDB id 1072 ABD1 RS01805 WP 000156662.1 LDEQVLSLLTWSAQYYQFPIGEVMQTALPALLRQGKPMDVLFHLWKITPCDNVEALLKRSGKQQDAYQILKLHPAGTTENILNLS 170
consensus !!* !!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!*!*! !*!!! !!* ! !!!! !! *!!!!!!!!! !!!!!!!!!!

logo GVETATLKRALAQKKDGLVDECHTLEPTHQDFRSPSTPVQLAQMPLTLPNDEDQKKAI
TQHYVVNQASLQHHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG

NTDB id 71582 URS RS07110 WP 004991560.1 GVETATLRALAKKDLVECHLETQDFRPTPVQLAQMPLTPNDDQKKAIQHVVQSLHHYQAFLLDGLTGSGKTEVYLHIMHEVLKQG 255
NTDB id 1072 ABD1 RS01805 WP 000156662.1 GVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQYVVNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQG 255
consensus !!!!!!!*!! !! !!*!*!!**!! !*!!!!!!!!!!*!*!!!!! !*!!* !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KQVLVLVPE IGLTPQTI SRFKSRFHNCDI
VALLMHSGLNDSKRLQAWQQAKQMTGKAS I I LGTRSAIYTPLHPNRLGL I I LDEEHDI

LSYKQQ
NTDB id 71582 URS RS07110 WP 004991560.1 KQVLVLVPEIGLTPQTISRFKSRFHCDVALMHSGLNDSKRLQAWQQAKMGKASIILGTRSAIYTPLHNLGLIILDEEHDISYKQQ 340
NTDB id 1072 ABD1 RS01805 WP 000156662.1 KQVLVLVPEIGLTPQTISRFKSRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHDLSYKQQ 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!*!!*!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!*!!!!!

logo EGFRYHARDVALYRGHLEQGNCPVI
LLGSATPS IDSYHLVEQTEGKLKTALLQLNQRAGHVALLMPKMHLVIDLKI

V
A
VKKKQHQGI

LSQPQL I EQIKKNKTL
NTDB id 71582 URS RS07110 WP 004991560.1 EGFRYHARDVALYRGHLENCPVILGSATPSIDSYHLVEQEKLKLLQLNQRAGVALMPKMHVIDLKVAKKKQGLSQQLIEQIKKKL 425
NTDB id 1072 ABD1 RS01805 WP 000156662.1 EGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAGHALLPKMHLIDLKIVKKQHGISQPLIEQIKNTL 425
consensus !!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!! !! !!!!!!!!*!!*!!!!*!!!!* !! *!*!!*!!!!!! !

logo

A
D
K
RKEQVL I FLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSTYLHCHHCGTI

V
H
QRLPDHQCPECQHQKQSLKTLGAMGTAGKVEEHLNQ

NTDB id 71582 URS RS07110 WP 004991560.1 DKKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYTYLHCHHCGTIQRLPDQCPECQHQSLKTLGMGTGKVEEHLN 510
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ARKEQVLIFLNRRGYAPVLVCESCGWQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEHLQ 510
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!**!!!!*!!!!!* !!!!!! !!*!!!!!!*

logo ELFPDHDVIRVDRDSTSRVGSWQKIYDR IQQNKQPMS I LLGTQMLAKGHHFPFHVTLVAI LDIDAGLLSVDI
VRAPERTAQL IVQVASGR

NTDB id 71582 URS RS07110 WP 004991560.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNQPMILLGTQMLAKGHHFPFVTLVAILDIDAGLLSVDVRAPERTAQLIVQVSGR 595
NTDB id 1072 ABD1 RS01805 WP 000156662.1 ELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVAILDIDAGLLSVDIRAPERTAQLIVQVAGR 595
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!



logo AGRGEHKGDHVYLQTLRPDHPLMLTTL I EKDYRAVAKHQMTLAQERKAVALLPPYRYAVL IRASDESKDNRDYSTLQHQFLANDEAIAAEQLQRLQI
MAGQDI

S
I
V
D
E

NTDB id 71582 URS RS07110 WP 004991560.1 AGRGEHKGDVYLQTLRPDHPMLTTLIEKDYRAVAKHMLQERKAALLPPYRYAVLIRSDSKNRDYSQQFLADIAAQLQLMAQDSIE 680
NTDB id 1072 ABD1 RS01805 WP 000156662.1 AGRGEHKGHVYLQTLRPDHPLLTTLIEKDYRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVD 680
consensus !!!!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!!!* ! !!! !!!!!!!!!!!!! *!! !!!* *!! * ! !! *! ! **

logo IWGP IPAPMERKAGRYRAHMVI LSAQDRARLMHFFYLRQWWAQLVVHALPKRQHQLRLS IDVDPQEFNS
NTDB id 71582 URS RS07110 WP 004991560.1 IWGPIPAPMERKAGRYRAHMVILSQDRARMHFFLRQWWAQVVHLPKQHQLRLSIDVDPQEFN 742
NTDB id 1072 ABD1 RS01805 WP 000156662.1 IWGPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQEFS 742
consensus !!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!*!!!!!!!*!! !*!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


