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i Welcome to MBGD

MBGD is a database for comparative analysis of completely sequerfced microbial genomes, the number of which is now growing rapidly. The aim of
MBGD is to facilitate comparative genomics from various points of vieW such as ortholog identification, paralog clustering, motif analysis and gene
order comparison. References: Nucleic Acids Res. 47:D382-D389 (2¢19)
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M B_G‘D~ —= Found genomes in taxon: Escherichia coli Include draft genomes

H _n . - HU
Gene ex.) species="Escherichia coli" DnaK @ I MMseqs2 Search
Escherichia coli (Taxonomy ID: 562 ; -
( y * ) pecies/Taxon  ex.) Escherichia Sequence similarities are calculated for your sequences
Found 131 genomes ) I I I
Sequence search ﬁ Enter your query (in FASTA format).
Taxonomic hierarchy N ¥ Escherichia coli (/,&fi'rikie 'koular/; also known as E. coli) is a gram-negative,ffacultatively _— >loki:Lokiarch_00010
i i » anaerobic, rod-shaped bacterium of the genus Escherichia that is commonly found in the e ———
Superkingdom Bacteria 3 - 4350 lower intestine of warm-blooded organisms (endotherms). Most E. coli strains are harmless,  QObtained ‘leEAQBKEFNAQYATVRRTWRIREKDTGNFTQFKDNLTQLERT
Phylum Proteobacteria * 2193 8 but some serotypes can cause serious food poisoning in their hosts, and are occasionally from >loki:Lokiarch_00020
Class Gammaproteobacteria * 1285 feSDOf'ISfilb'e fogtflrodutcl fega"s dge tOﬁftog]d P‘;lntatf:"gaﬁona The har{:'e_ss gainz are paﬂrof the DBpedia —> MGGKFLKFFSPFIKAMPEIKNPQREVSFKEKFIWTAVVLIIYMIMSNIPLYGVDIDQSTD
- normal tlora ot € gut, and can benej elr Nos y proaucing vitamin ,» and preventing
Order Enterobacteriales * 704 colonization of the intestine with pathogenic bacteria. E. coli is expelled into the environment @ YFYWLRVILASQRGTLTELGIGPIVTAGLIMQLLLGSRIINVNMSDPYDRALFSGSQKVL
Family Enterobacteriaceae  * 704 y C ‘é’(')':('j?ﬁ?::lfgr'%nggylhglzﬁgirbmg:gzzg;::Sé;fv'v’;y'” fresh fecal matter under aerobic This database is supported by Grant-in-Aid for Publication of Scientific Research Results from Japan Society for the Promotion of Science (JSPS) and by AIFLTIFNSVAYLLGGAFGKNLGIADAVFIFAQLVFAGVVIILMDELLQKGWGLGSGVSL
Genus Escherichia . 133 AT B0 x1540K BB hnp://en.wikipedia.or;;/wiki/Escherichia coli National Bioscience Database Center(NBDC), Japan Science Technology Agency(JST). FIAAGVAGQIFWNSFSFIGVGDEQIPRGIVIAIFSVTFDNNPNTNLADIFVRQQLPSILG
+ Speci Escherichia albertii R . — Please send questions and comments to: Ikuo Uchiyama (uchiyama@nibb.ac.jp) IITTHIFVIVIWFESTRVEIPLTYRGYRGYKGKYPMKLLYVSNIPVILVNALYANLLFF
pecies  Escherichia albertl — * 1 GQLIAGPGSGLRRRNGGPIDDFWIDIIGVFTQQESGGVGGGGALIPSGGLIWLLTPPLGL
- Species Escherichia coli 5 31 ADLIAFPLRALLYLIIFIFLCVMLGRVWVEVSGLSPRDIAGQILDSQMQVPGFRSSEKIL
+ Species  Escherichia fergusonii * 1

or specify a sequence file| 7 71 JLERIR | 7 7 1 ILERR
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Escherichia coli: 131 genomes (Search for "Escherichia coli" in GOLD)

() MBGD code Taxonomy ID © Organism name #Genes: Genome size Release date Reference GOLD :t

® elo 216592 Escherichia coli 042 5,705 5,355,323 2010-01-28 pmid:20098708 go I 1 \n

® eoi 585396 Escherichia coli 11128 6,436 5,766,081 2009-10-24 pmid:19815525 go 7 z ; 71N

® eqj 573235 Escherichia coli 11368 6,566 5,855,531 2009-09-10 pmid:19815525 go T

® eoch 585395 Escherichia coli 12009 6,043 5,524,860 2009-09-10 pmid:19815525 go P

® gm04144 745156 Escherichia coli 1303 4,890 5,156,928 2015-01-29 go .

® ecp 362663 Escherichia coli 536 5,092 4,938,920 2006-07-13 pmid:16879640 go CIUSter searCh Show 10 ¢ entries Search:
® eck 585055 Escherichia coli 55989 5,346 5,154,862 2008-12-18 go

® gm04137 562 Escherichia coli 6409 4,891 5,106,503 2015-02-27 go

® gm04139 562 Escherichia coli 789 5,025 5,273,074 2015-01-16 pmid:25587010 go . . . E-

— = —_— - ° « 1 n ~ A~ ~ ~ = A~ = A - - ~
® gm04134 562 Escherichia coli 94-3024 4,809 5045911 2014-12-15 pmid:25887577 go total hlt(S). 324, keyword. shlga toxin NAME HIT ¢ value ° Score ¢ Identity ¢ Region ¢ Description ¢
® eab 655817 Escherichia coli ABU 83972 5,328 5,132,961 2010-08-22 pmid:20865122 go

Pag: ’ T e loki:Lokiarch_00020 = 634 1.09E-101 342 0.383 T Preprotein translocase subunit Sec
i Gene Search
J ~ / A 1 z ; i |‘ *& Gene Information loki:Lokiarch_00030 7655 1.60E-17 76 0468 508 ribosomal protein L12
ﬁ Refseq ID  B3772 . 1 - . 1] - -~ - Sall e —_
GTPSID  Ecol K12 MG1655:ST3179 tOtaI hlt(S). 1941 O! keyword' Shlga tOX|na€€ehSChr|Chla loki:Lokiarch_00040 5612 5.73E-55 196 0.472 Acidic ribosomal protein PO
GeneName ilvA 2
Description 1-threonine dehydratase, biosynthetic; also known as threonine deaminase I A . . A R
Chromosome Map Organism  Escherichia coli K-12 MG1655 3 Page: 1 +/195 output limit par page: 100 + loki:Lokiarch_00050 = 633 37013 71 0.286 508 ribosomal protein L1
= e ‘[ - — ]l = Position 3953354 - 3954898 ( chromosome-1 ) [ 4
nomes in genus |(Escherichia coli 2 elect all genomes. ) ; ) ) ) ) } )
GI 16131630 . o . . ==========
e Encherici ol Source  GTPS s No.  Species | Locustag Gene | Description | Organism name Ortholog group loki:Lokiarch_00060 = 689 5.63E-25 105 0.411 508 ribosomal protein L11
4800000 bp } i
B > GTPS [Ecol K12 MG1655:ST3179 [Flag:N-1-1-3-13-1, Grade:AAAAL] . 1 sec sec:SCH_RS01435 Shiga toxin A | Salmonella enterica SC-B67 60002
Renee Unpiies e 6 subunit loki:Lokiarch_00070 = 9675  1.06E-40 154 0.463 T PAS/PAC sensor signal transduction histidine kinase
e ‘Ziﬁ‘.liiiﬁm %C,:Tp?ofgmj,l 7 2 send send:DT104_RS01440 Shiga toxin A | Salmonella enterica subsp. enterica serovar Typhimurium | 60002
i 686 210 0ten 5167 Gote et Orthologous Cluster| Neighboring Clusters| Wide Reglon Mep) 5 subunit DT104 loki:Lokiarch_00070 = 4016  2.57E-15 75 0.640 """ Sensor histidine kinase/response regulator
Escherichia coli JJ1886 jasmid-pJJ1886_5 NC L Display: Region Map| D. Function Cat NT AA : : - - :
e ot Seaasee :imi,,uiiﬁiii_i_ﬁiiiiii “2,‘2;‘? play: [Bglonep | Functon Cotegory| N seq) A seq] - 3 senh senh:CFSANOO2069_RS04345 Shiga toxin A | Salmonella enterica subsp. enterica serovar Heidelberg 60002
plasmid-p]J1886 1 NC 0226611 1,552 External Links: NCBI| UniProt| KEGG| GIB| GTOP| TIGR-CMR| GTPS| 9 subunit CFSAN002069 loki:Lokiarch 00070 446 1.43E-13 71 0.232 I S al sd histidine k
360000 bp plasmid pIT1886_ANC 022650.1 55,556 oki:Lokiarch_ 1 A43E- . ensor signal transduction histidine kinase
) -m‘l . [MBGD] [COG] [KEGG] [TIGR] .
“;"fmh"gcmg,fngm R3S B3761 1( 4 senn senn:SN31241_RS06175 Shiga toxin A | Salmonella enterica subsp. enterica serovar Newport 60002
0R13 B3768  PL3567  ilvE : ————————
SAND COR Fing orts .,ué::m ﬁiitx u.,Eluvn ilva ilve rep e subunit USMARC-S3124.1 loki:Lokiarch_00080 = 3181 1.07E-15 72 0.455 CheY chemotaxis protein, response regulator
. O
: é‘(‘,‘:kc;:;o}i():ol:})mcsgucncc 3945000 3950000 3955089 3960000 N < 5 esm esm:03M_RS16740 Shlga toxin Escherichia coli 0104:H4 2009EL-2050 130883
lo_Cluster map (distribution of phylogenetic patterns) _El—llz_{ & e ! 5 R
hdfR - uifs i ppic L S loki:Lokiarch_00100 = 287 1.47E-08 54 0.497 ArsR family transcriptional regulator
6 esm esm:03M_RS16745 shiga toxin Escherichia coli 0104:H4 2009EL-2050 34623
(3 .
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Check “*  Organism name Strain Species code Genome Status Analysis progress Results
v Armatimonadetes sp. 3173-25 3173-25 u_arm Ok Finish Homology(tophit) ’ Phenotype | enviroment | tax ’ file ‘ Presence organisms
1 Archaeoglobus
Escherichia coli 536 u_ecp Ok Finish I Phenotype Forroglobus
eoglobus
Haloarcula
Rickettsia bellii RML369-C u_rbe Ok Finish O O I \ List of phenotype List of genus Halobacterium
- r [ Photolithotroph ’ Nanoarchaeum Halomicrobium
Mycoplasma crocodyli MP145 ug4 Ok Finish Photosynthetic Candidatus_Nanopusillus Halorhabdus
Phototroph /Archaeoglobus Natronomonas
Gram Strain Ferroglobus Haloferax
Helicobacter suis hs5 u_hsu5 Ok Finish | Grami Geoglobus Halogeometricum
Gram- Halalkalicoccus Halorubrum
' o Motili Halanaeroarchaeum Natrialba
Bacillus sp u_bspc Ok Finish \ C,tyhemolactic Haloarcula Natrinema
i Halobacterium Methanothermus
Mycoplasma hominis PG12 u_MHOM Ok Finish | mf,’:l:ome Halomicrobium Methanocaldococcus
,U |Oxygen Requirement Halorhabdus .
Mycoplasma salivarium ATCC 23064 u_msa Ok Finish M A P L E ﬁ ¢ *' i Aerobe :::L?;!;Tonas Absence organisms
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Facultati Halogeometricum Halalkalicoccus
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K01689 protei
Number of KOs that divide the cluster: 1o Update proken P e
| Genome layout 2012 | Fingellar 0.000000000477103 111170 At | 1R ORI EOREERE R EOUEERDUERERE RO ER R 0 MY AT T
335 Cnemotaxis  0.000000008815955 ||| 11|11 1111111 FICTRNI e T | | | P THE LRI T TR0 T e e e EIEEEET I e
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