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I Welcome to MBGD

Microbial Genome Database for Comparative Analysis

MBGD is a database for
aim of MBGD is to facilitate c

fitate comparative genomics from various points of view such as ortholog identification, paralog clustering, motif analysis
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I Ortholog table summary viewer [

I Keyword Search

Ortholog group  ex.) DnaK

Species/Taxon  ex.) Escherichia

I Sequence search
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MBGD 2022

15,397 genomes

4,747 species
1,444 genera

+ 1760 draft/genera

MBGD 2024

34,079 genomes
6,268 species

1,812 genera

+ 2022 draft/genera
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Query interface to search for alternative genes for missing orthologs in a KEGG module

Query for alternative gene candidates Hide query form

Query Show query result(M00127_syn_bsu_pael_eco_hpy["1284"])

Query type Homolog [ Ortholog groups sh:

nghb h od width 2000

aring motifs Orthol with similar phylogenetic profiles Ortholog groups in the neighborhood

Sim threshold: 03

ortholog groups log groups

@ Bacillus subtilis 168 @ Escherichia coli K-12 v Synecllocystis sp. PCC @ Helicobacter pylori
Updated table
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80 0% 0.2500 100. 07 0.0000 100.0% 0.0000 0.3438 60.0% 0.7500
locus tag locus @ Pseudomonas acillus subtilis @ Escherichia coli K-12 @ Synechocystis sp. PCC @ Helicobacter pylori
aeruginosa LES431 (pael) MG1655 (eco) 6803( yn) 26695 (hpy)
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Aggregation unit

istid
(hit1 + hit2) * 0.75 + ((hit3 + score3) + (hit4 + score4)) * flagNotExist
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MBGD API Documentation

Base URL
All API endpoints start with the following base URL:
https://mbgdapi.nibb.ac.jp/

Shared Query Parameters:

Parameter Type Description

Optional. Specifies the format of the response. Can be one of the following:

e json :Returns datain JSON format. [Default]

e xml : Returns data in XML format.

e html : Returns data in HTML format, which displays the data as a table in the web browser.
e tsv:Returns datain TSV (Tab-separated Values) format. The file will be downloaded.

e CSV :Returns data in CSV (Comma-separated Values) format. The file will be downloaded.

format string

limit
offset

integer  Optional. The maximum number of results to return. [Default: none]

integer  Optional. The number of genomes to skip before beginning to return results. [Default: 0]

Optional. The order to sort the results in. Can be one of the following:

order string e asc: [Default]

e desc:

Optional. Specify the version of the MBGD dataset. [Default: current]

Search for identifiers
Examples of query of genomes etc.

/ / specified in a query

Example Search for spid, taxid etc.

Show usages for
available querie

e 2014 1:
e 2014 2:
e 2015_1:
e 2016_1:
e 2018_1:

e 2022_1 : [Default (current)]

tring

Available Endpoints

@ /genome

Returns a list of complete genomes.

Query Prameters:
None

I Response:

Phylogenetic profile search e
(2 Phylogenetic pattern:
Add organisms in common
Phenotype environment tax MBGD ortholog cluster file . o
] Presence organisms 377 Present in the query
Phenotype ! Nanoarchaeum Not present in the query
N o T No data about this species
ISt O eno! e i - 380
PO Lstofgenus (# of selectsd genuis: 380 ) — Geoglobus P rese n ce Present in this species and HITs with a que
A b v Candidatus_Meth: thylophil
naerobe nversion Deselect S an I atus_IMethanomethylopnilus ) . ) ) )
Candidatus_Methanoplasma Present in this species and no hit with a query
- Candidatus_Mancarchaeum ¢ ) Methanomassiliicoccus .
P r‘e S et Of S p e C I e S S et Nanoarchaeum ~<<4 | |Methanobacterium Not present in cluster
Candidatus_Nanopusillus Methanobrevibacter
N Archaeoglobus Methanosphaera O
e Phen otype Geogabus. Methanothermobacter Mouse over to show species name
écidg_l(ijprtofunaurt\:] — Methanocaldococcus
andidatus_Methanomethylophilus ; cra =
° . Candidatus_Methanoplasma m::g::gz:::us Probablllty two sided: FDR <= 0.05
E nVI ro n I I I e nt Methanomassiliicoccus ) )
Cuniculiplasma Not included in Presence => Absence
Ferroplasma .
°® T Picrophilus Absence organisms 1045 Superkingdom
a XO n O l I Iy Thermoplasma Phy|um
Thermoplasmatales W,w%—me i
methanogenic Candidatus_Nanopustlus query
® O h I Methanobacteri ndidatus | _ .
I"t O Og g Ffou p P éﬁ'ndi‘;'l:ﬁ:;‘;::’:m 414 Radical SAM protein, pyruvate fo... 0.000e+0 | [I[/]]|
Meth h . ,
F sl AN Eclecrrrggmrza 1034 Ferrous iron transport protein B 0.000e+0 |||/
Methanothermus il ; ;
Methanocaldococcus m:::gz:::m:tales 2276 Anaerobic ribonucleoside triphos... 0.000e+0 [ | |
Methanotorris . 833 icri ide-tri ... 0.000e+0
Mothanome methanogenic 833 Anaerobic ribonucleoside-triphos MILHIL]
Methanothermococcus Nanohaloarchaea 4476 Indolepyruvate ferredoxin oxidor... 0.000e+0 I 1111 ']
Methanopyrus @) Haloarcula - :
Nanohaloarchaea =+~ | Halomicrobium 1577 Pyruvate ferredoxin oxidoreducta... 0.000e+0  [|[/[]]
Haloarcula SR Halorientalis X i . X
. Natronomonas 3615 Thioredoxin family protein 0.000e+0 | NI
Haloarculaceas 3554 Hydroxylamine reductase 0.000e+0 I e
Max display: 20 2537 2-hydroxyglutaryl-CoA dehydratase 0.000e+0 || [I|
Tree file: 4615 Desulfoferrodoxin protein 0.000e+0 [ 1IN TN
Distance measures: 2505 Rubrerythrin family protein 0.000e+0 I [T
( Probability two sided 4) 3993 2-oxoglutarate ferredoxin oxidore... 0.000e+0 | ||
FDR < (0..1): 0.05 1321 Flavodoxin family protein 0.000e+0 [l
554 5 6-dimethylbenzimidazole synth... 0.000e+0 |11} [ |
W 1518 FprA family A-type flavoprotein ~ 0.000e+0  [I[II' ' [IHIII
3716 MBL fold metallo-hydrolase 0.000e+0 | Il
1128 U32 family peptidase 0.000e+0 (11111 1
4889 Pyruvate ferredoxin oxidoreducta... 5.630e-11 ' [I[/]I]
1217 Type | CRISPR-associated endo... 5.630e-11 | [I[/]]I
1469 Radical SAM/SPASM domain pr... 1.459e-10 ||| I
ID description FDR
Only the top #20 are shown.
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