
logo MLASKMRWDE I
VQRTPDKQDEKVEKQSLATEGQRLGHITPLAVASLLVKMRGFYDTADEKSARSLSFLHNGTKDADVFHYDPFYELLMKDGMEKEKAAVDQRIKQAI SDQQ

NTDB id 249131 CP942 RS19155 WP 105980166.1 MLASKMRWDVQTPDKEKVEQLAGRLGITPLAASLLVMRGYDTADKASSFLNGKDAVFHDPYLLKDMEKAVQRIKQAISDQ 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!**! !! *!! ! !*!!!! !!!!! !!*!!!* ! !!* !!! !*!!* *! ! ! !!!!!!! !

logo EKIMIYGDYDADGVTSTSTVLMLHQMTLKQKCLSAQAVDFYIPDRFKEGYGPNEAQAFRGS IKERSGFYSL I ITVDTGIAAVHEAEKVAKEL
NTDB id 249131 CP942 RS19155 WP 105980166.1 EKIMIYGDYDADGVTSTTVLLQMLKKCSAQADFYIPDRFKEGYGPNEAAFRGIKESGYSLIITVDTGIAAVHEAEVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !!!!!!!!!!!!!!!!!*!*!* ! !*!!! !!!!!!!!!!!!!!!! !!! !!! !*!!!!!!!!!!!!!!!! !!!!!

logo GLVDLVI ITDHHEPGPEVLPDAVRYAI IVHPKQPGCGTYPFKELAGVGVAFKLAHALLNGELPDEDELLDLACAIGTIADLVPLHDENRLQI
NTDB id 249131 CP942 RS19155 WP 105980166.1 GVDLIITDHHEPGPVLPDAYAIIHPKQPGCGYPFKELAGVGVAFKLAHALNGELPEDLLDLCAIGTIADLVPLHDENRQI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!*!!!!!!!!!! !!! !!*!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!**!!!!*!!!!!!!!!!!!!!!! !

logo AKTLRGLMEQRFLRRTKNRLPGLKAEL ITKI
L
A
SGAGDE IGHESADNEETI

VGFQI
LAPRLNAVGR I EQADPAVHYLLMNSTEKDESFTEAEELAAEDE IDNAQLNKE

NTDB id 249131 CP942 RS19155 WP 105980166.1 AKRGMEQFRRTKRPGLKALTKIAGAEIHSADEETIGFQIAPRLNAVGRIEQADPAVYLLNTKDETEAEELAEDINALNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !*! !!! !*!!! ! !* !**!* ! !!!*!!!*!!!!!!!!!!!!!!!!!*!! * ! !!!!!! *! !!!!

logo RQKI
MVNSKQMTDEEAI

V
E
QMI

VEEQEQGLDQRPTAVIVAVAKRAPGWNPGVVGIVASKLVDERFYYRPAIVLGIDEEKGIAKGSARS IKRGFDNLFEQNS
NTDB id 249131 CP942 RS19155 WP 105980166.1 RQKIVNQMTEEAVQMIEEEGLDRPVIVAARPGWNPGVVGIVASKLVERYYRPAIVLGIDEEKGIAKGSARSIKGFDLFQN 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!*! !!*!!* !*! !!! * !! !**!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!!!!!!!!!!*!! !!

logo LSECRDI LPHFGGHPMAAGMTLKNALEDVPSADLRESR I
LNER I

QADEANTVLTEEDF IPVQDEVDLCVCGRLVEDITVDES IAEMNMLASPFGMTGLN
NTDB id 249131 CP942 RS19155 WP 105980166.1 LSECRDILPHFGGHPMAAGMTLNLEDVSALRERINRQAEAVLTEEDFIPVQDVDLCCRLEDITVDSIAEMNMLAPFGTGN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !!!!!!!!!!!!!!!!!!!!!! !!!* !! !*! !* !!!!!!!!!!*!!!*! *!!!!!*!!!!!!!! !!! !

logo PKPFHVLVESDNAVKVI
L
D
EDSVRKIGANKNTHLVKLMTVI

L
A
R
D
N
E
G
E
S
N
S
K
QLDC I

VGFNYKGAE I
L
E
Q
D
EGIVPGASKR I S IVGELMS INEWNNRKKPQLMIKDA

NTDB id 249131 CP942 RS19155 WP 105980166.1 PKPFVLVSDVKIDDSRKIGANKNHLKLVLADGENKLDCIGFYKGAIEDGIVPGAKISIVGELSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!*!!! **! !!!!!!! !*!* * !!!*!! !! * *!!!!! *!!!!!!*!!!!!!!!!!!!!!!!!!



logo AVNSEWQLFDLRGKRSTWEDEKTI
V
L
S
A
QLDPPSAKRACI IVCSFKREDESTKTATKLLAQGTETDGLERERELVHTVI SGSKPDEDQAEKARFLDVLDEGSARYAIVFL ILDI

PPPSFLDI
M

NTDB id 249131 CP942 RS19155 WP 105980166.1 AVNEWQLFDLRGKRSWEEKILQLDPAKRACICFREETKAKLAGTGLEEELTVISGPEDAERLVLESRYAVFIDIPPSFDI 640
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !! !!!!!!!!!!!*!!* * !**!!!!***!*!** ! ! !**!!! ** ! !* ! ! *!*!!! !*

logo

F
L
A
D
Q
R
L
V
I
L
E
KGKAKLPER IYFL I FLYNQHSDEDEHFFLSTFPATRDEHYFKWYYAFLLKRGASFDLVKPKHYGGSELAKRHKGWSTKVDETIDNFMTKVFFDELGFV

NTDB id 249131 CP942 RS19155 WP 105980166.1 FDQVIKGKKLERIYLIFYQSDEHFFSTFPTREYFKWYYAFLLKRGSFDLPKYGGELARHKGWTKDTIDFMTKVFFELGFV 720
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus ** !! *!!!! !! ****!! !!!! !**!!!!!!!!!!!! !!**!*! !!!*!!!!* *!! !!!!!!!*!!!!

logo

K
TI ENGVLSVVSYGHAEKKRDLTDSEQTYQRAEKQQRL IMELDEQKL INYSSADEELKEQWLDNKLRMAKEQDNASEVAYEKSVTRRT

NTDB id 249131 CP942 RS19155 WP 105980166.1 TIENGVLSVVYHAEKRDLTDSETYREKQRLIELEQKLIYSSADELKQWLDKRMAENAVAYKV.... 782
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!!!!!!!! *! !!!!!!! !! !! !*!!*!!! !!!!*!!! !! ! ! !! ****

X non conserved

X similar

X ≥ 50% conserved


