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Microbe P integrates lots of data related to microbes.
Especially, we integrates the microbial data that can be linked to genomes.

. JP o
O Microbe ,
http://microbedb.jp/ ;
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Environment

Ortholog: MBGD o\ Taxonomy: Metadata:
; i * ~ NCBI Taxonomy INSDC SRA
) —+—+— Genome: GTPS/RefSeq :
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| | Search |

: pshA
1 Streptococcus glycerinacens
ing: Escherichia coli O157:H7T str. Sakai
: hot spring
T orumen
. Bifidobacterium
e: Cholera
. GAF
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MicrobeDB.jp version 20D —7%3

Genome RefSeq Prokaryotes, SO, FALDO, NCBITAX,
Fungi, Algae INSDCO

Ortholog MBGD ORTHO—->ORTH

Culture collection JCM, NBRC MCCV, MPO

RNA-Seq INSDC SRA BAO

Genome & RNA-Seq INSDC BioSample MPO, MEO, MSV,

Metadata PDO, CSSO

Metagenome INSDC SRA MEO, MSV

oD T—42%RDF{ELT-



MicrobeDB.jp version 2D K7 )L %

Reference genomes

MBGD Orthologs

Metagenomes
BRC strains
Disease
Transcriptome
BioSamples
Ontologies
Others

Total

747,494,575
291,714,037
16,841,085
903,319

38,809

0

0

18,721,883
440,773
1,076,124,481

4,786,370,037
2,154,452,832
1,924,126,117
983,319
253,201
8,231,210
140,074,319
25,786,388
1,704,121
9,041,981,544
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Text Sequence Analysis Statistics

Environment:
Taxonomy:
Taxonomy:

Gene:
1D:

hot spring

Enterococcus faecalis
Streptomyces avermitilis
psbA

29
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top page | Sign In
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| ]
¥

Mmode THAS LS T=
OTUZE X ASEHIE.
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7R

v

FASBREFAHOTU
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RDP Classifierz FL ) Thootstrap cutoff >= 50%
TROTUDRKREIIZ R T F A AV
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ABF —5: vamparature

1’559 22.:

function ID + WiER _ TUINH AT ST
mp DigDJEL D DQETPKOODSES Ether 3 as
DUp. AW QRNOME INabael-Dinfwin_boet?ke00072 is and degragation of ketone bodies 25 1.3
nitp: piabet. in'winy_ber?k002020  Two-component system ZE 126
mp (GDet-Dnw_DOETPHO0DAI0 NATOGEN MEtaboksm 0.a002001077256 |84 31
Dbt frwww genome jpidbgel-binfwn_boet?ko0DE43 Styrene degradation 0 35120438 17 102
nitp v gen it _boet7ko00780 Biolin metabolsm 034201921 2 n3
hitp ibge-ti Doet?kp03450 Hon-h { end-joining 0.27328119544247 7 12.5
hitp: DQEtPKoOL . ¥ 026271210448501 |26 13
mp (ODQet vy DOETKOOSP06 MITORNAS In cancer 0 19776900332279 |12 M1
o D POMPHOODAEY Bulancale metaboism o 2 na
bifp 4 genome jpidbget-binfmm_boe(7ko04940 Type | diabetes melitus [ 27 M2
i -ty L 40 Primary immunodeficiency 0.1 8 123
tp/www.genome jpidbget-binwm_boet?ko05152  Tuberculosis [} 20 1.4
nitp D/ObQet DN BOSTPHO0S134  Legionelios's 014109627262088 |28 n2
mp DgEL Dy DOSTPHO0I0NE ANA cegradation 0.088408246481617 |20 i
Dittp. v, -binfwww_bgetPko0D051 Fructose and mannose metabolism 0.087385683214052 |27 11
i gern -bovny_boel7k Valine, leucine and lsoleucine degradalion 006204845491534 |26 RE
hitp. b iy boet?kp00030 Pentose phosphate pathway 0.050475153688085 | 27 106
nitp: DQErPKE00160 Omidatve phospnoryiation 003063403416973 |28 M4
mp (Dt vy BOETKO00710  CarboN Rxalion In BROIGSYMNENK organisms 0.018619571474591 |28 0.7
o DQEIPHOOD0ET  Fally acid biosynthe: 0.00019715700606 16 |26 na
mp (DQet Dinvwiny_BOSTKO00845  SUIDENOID, GATyEPaNcia and pIngerol biosyninesis 2 a1
Dbittp.ffwww genome idbget-binvwin_boet?ko0DE04  Glycosphingolipid biosynthesis - ganglio series 2 104
bifp 4y genome [pidbget-bintmm_boetPkoS 150 Staphylococcus aureus infecton 1 107

RIBCEDRMMERDY 57

Environments.

W 2-Oxocarboxylic acid metabolism

Ml ABC transporiers
ERS016117 Adipocytokine signaling pathwary
W African frypanosomiasis
W Alanine, aspartate and glutamat
M Alcohalism
e II‘I| II |‘|I ||| I||I I IIII
W Aminobenzoate degradation
I Amoebiasis 113“
SRS000299 W Amphetamine n

W Aizheimerd#39s disease
121 v

M Amina sugar and nucleotide su
W AminoacyHRNA biosynthesis

0.00



#tETStanza example

BEBEFT/T—aVIER

- A—vnooEEFIRE

- 77 ) LERIEEHR

Feature
[http:/purl.obolibrary.orgiobo/S0_0000704]
dbxref httpedwww ncbinlmnih gov/gene/897644
feature_gene ol
feature_locus_tag TMO3T76

location 605923 610026

isPart(d http:/genome db/unid/hLd48ed 7-0ef-2e03-9adb-fda? de 39078
tvpe http//purl.obolibrary org/obo/S0O _0000704

label TMO576

[http:/purl.obolibrary.orgiobo/S0_0000316]

dbxref httpedfwww nehinlmonih. gov/gene/897644
dbxref hitpe/fwww nebinlmonih.govinuceore/ 1 5643342
EXONS nodelD:/hy 1582
Ortholog
11} Genome Description Protein UniProt GTPS
aacAACT 1427 aaC DNA polymerase Il |YP (0031845847 1 CEWWI2 AACE ACIDOCALDARIUSDSMA446:ST2344
subunit alpha
aur ACEAR 1599 AT DNA polymerase Il | YP 003828170.1 AARA DSM3S01:STIOS
catalytic subunit, PolC
wpe
acbACL 0247 acl DNA polymerase Il |YP_001620249.1  |ASNEU3 ALAI PGBA:STS8R
subunit alpha
allLAFLY 1700 afl DNA polymerase III [ YP 002316040.1 BTGGEO AFLA WK L:ST2505
PolC
afn: ACFER 1370 afn DNA polymerase Il |[YP (03399045 1 AFER_DSM2(731:STI519

subunit alpha

i DNA polymerase Il |[YP 001320489.1 AGTRL2 AMET QYMF

subunit alpha

RefSeq
NC_(13205.1

NC_010163.1

NC_011567.1

NC_(13740.1

NC_009633.1

4

Genome
length 1860725
location 11860725

molecularType senomic DN A

organism Thermotoga maritima MSBS

Sequence http:#/genome divuuid/b4d480d 7-00ef-4203-9adb-fda7de3%078 fasta
start 1

stop 1860725

strain MSBH

Version NC_000853.1

modified 2002-02-13

tvpe httpedipurl abolibrary org/obo/S0 _0000340

tvpe http:fpurl obolibrary orglobo/SO_0000988

CcOmment Thermotoga maritima MSBS chromasome, complete genome.



Taxonomy Composition

TStanza example
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class

phylum

superkingdom

NG
=
1Q

—
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AR ) LY T

MEMESEE

genus

family

order

Function

Type @KO - Pathway ~ MBGD

Chart @Bar chart ~ Treemap ~ Table ~ Data for Functree
Submit

HB1T5

—
—

AR ) LY TV

2335883835

B FIEAES 58




M ET & FEHTStanza example

F—yn5 5 N—F BT B B s

Ortholog group (cluster_id=2000)

rsbU

Name
Description Protein serine/threonine phosphatase
Member count 342
iperking: ylum ‘Organism name mm group m&. description
z miaMLAB_1450(2) protein
Issoire-Mx1 Mx1-Issoir merH728_02670(2) protein

mbn:MBOO_0843(2)

stage Il sporulation E family protein

mbn:MBOO_1852(2)

stage Il sporulation E family protein

mtp:MTHE_1335(3)

mhu:MHUN_DDE0Y2)

JF-1

abaiACID345_0859(3)

aba:ACID345_1335(3)

aba:ACID345_1448(3)

T

abaiACID345_2085(3)

aba:ACID345_2718{4)




M ET & FEHTStanza example
Human Meta Body Map Stanza
BHo0HEENH DR - ELFIEIEMDEDEZIZZLNOMN?

Body Mapping

Anatomy Name
Feces (unvisualized) 0.84051325986689

Milk (unvisualized)

T Gut
o Arm

T Cecum

= Colon

Hit Value

0.585317462682724
0.362513881684808
0.110064819613473
0.083868656324387
0.080222145120303

 Right external naris 0.045853955671191

o Left external naris

~ Leg

o Ear
» MNose

Portion of mucus

(unvisualized)
Mucosa (unvisualized) 0.015296295285225
o Right popliteal fossa  0.013866628324515

@~ Hair

o Left palm

Canal for right auditory

tube
™ Throat

[g External nose

0.043376084428822
0.032520323881776
0.02868155324353

0.027815662800968

0.022045172407877

0.013750255660852
0.012587714675728

0.01234338691499

0.011534477807475
0.008856158861758

reload

Check All

Release All




fZfTStanza example VITCO MICZZ&“/'US

A—HDAR16S- A3 /) LAT—42E, FBLUL-REEEBEET-
SUTILELUVIREATITY (MEO ID) 1 EZ LBARIZIRE L

-

VlTCOMlC Judge Environment(?) u%

title = mix

MODE : MEDIAN

‘L{: ‘6@\6\6
Rank settings : | ™
MEO Rank 1 o

INinoeng, calnabitat
MEO Rank 2 | MEO RANK 3 aﬁfgphsgatedhabhat
MEO Rank 3 ) B zosphor
MEO Rank 4 ' best median:
MEO Rank 5 J Oxic
MEO Rank 6
MEO Rank 7
atmosphere

humanactivityassociation
hydrosphere
organismassociation



R HTStanza example tbE 4/ LBRAT

. JP .
0 M'Crobe Enterococcus faecalis
LECTBRIRY rironmont | Tasanomy | G it coumn it count

top page | Sign In

This search term has exact match.
Now displaying stanzas in the category: Taxonomy . Parameters are tax_id: 1351

Taxonomies Function Comparison Table

Streptobacillus moniliformis Bacillus

amyloliquefaciens
DSM 12112 LL3

Glycolysis / Gluconeogenesis
Citrate cycle (TCA cycle)
Pentose phosphate pathway

Pentose and glucuronate
interconversions

Fructose and mannose metabolism
Galactose metabolism

Ascorbate and aldarate metabolism
Fatty acid biosynthesis

Fatty acid degradation

Synthesis and degradation of ketone
bodies

Secondary bile acid biosynthesis
Ubiquinone and other terpenocid-quinone
biosynthesis

Oxidative phosphorylation

Arginine biosynthesis

Purine metabolism

R R T S N S T P

e L B S P B A P P e P T I S P P

+ |+ |+




f# #fT Stanza example tLEX AR A ) LEERT 1 pege | et Sign

O Microbe "

Sample Comparison

Selected samples:

150914164924C0 @ 150814165143C1 150914165601C3 150914170106C6 @ 150914170718C12 150914171251C24 @ ERS017997 ERS033075

Taxonomic rank: Genus - Compare samples sl

Taxonomic composition (bar) Taxonomic composition (heatmap) Diversity index Hierarchical clustering PCoA

Environment Comparison of Taxonomic Composition
B unclassified Acidobacteria
I unclassified Spartobacteria
I 'viethylophilus
I Gemmatimonas
B .nclassified Verrucomicrobia...
[ uncultured Candidatus Sacc...
I unclassified Latescibacteria
I Bacillus
I Sphingomonas

- I Hyphomicrobium

==== [l Sphingosinicella

Emm= PN Bradyrhizobium

] ]

- I Terrimonas

B B Kofleria

— . .

mmms [ Nitrospira

R [ Ohtaekwangia

=== | Dongia

=—— [ Solirubrobacter

|

——

Compasition rate

1727 v




Stanza®D %! (context) Z 7

==
T

stanza

disease_attributes_stanza
disease_symptom_list_stanza
disease_taxonomy_list_stanza
environment_attributes_stanza
environment_function_table_stanza
environment_gold_list_stanza
environment_gold_table_stanza
environment_linage_info_stanza
environment_sample_amount_stackcharts_stanza
environment_strain_list_stanza

environment_to_brother_function_comparison_stackbar_stanza

environment_to_brother_taxonomy_comparison_stackbar_stanza

gold_taxonomy_compositon_stanza
meo_ontology_viewer_stanza
metal6s_sample_list_stanza
metal6s_taxonomy_compositon_stanza
metagenome_sample_list_stanza
gene_annotation_list_stanza

gene_ortholog list_stanza
metadata_correlation_analysis_wrapper_stanza
metadata_function_correlation_analysis_scatterplot_stanza
metadata_function_correlation_analysis_table_stanza
metadata_taxonomy_correlation_analysis_scatterplot_stanza
metadata_taxonomy_correlation_analysis_table_stanza
sample_taxonomy_envtree_stanza
taxonomy_envtree_stanza
sample_cross_reference_stanza
sample_definition_info_stanza

sample_function_stanza

sample_metadata_info_stanza
sample_spot_map_stanza
sample_taxonomy_composition16s_stanza
sample_taxonomy_similarity_search_stanza

sample_to_environment_function_comparison_stackbar_stanza

sample_to_environment_taxonomy_comparison_stackbar_stanza

sample_to_project_function_comparison_stackbar_stanza
sample_to_project_taxonomy_comparison_stackbar_stanza

context
Disease
Disease
Disease

Gene

Gene
Metadata
Metadata
Metadata
Metadata
Metadata
Metagenome
Taxonomy |
Metagenome
Metagenome
Metagenome
Metagenome
Metagenome
Metagenome
Metagenome

Metagenome

Metagenome

Metagenome
Metagenome

environments_function_comparison_stackbar_stanza
environments_taxonomy_comparison_stackbar_stanza
samples_function_comparison_heatmap_stanza
samples_function_comparison_stackbar_stanza
samples_metadata_comparison_table_stanza
samples_taxonomy_comparison_heatmap_stanza

samples_taxonomy_comparison_hierarchical_clustering_stanza

samples_taxonomy_comparison_pcoa_stanza
samples_taxonomy_comparison_stackbar_stanza
samples_taxonomy_diversity_index_comparison_plot_stanza
taxonomies_function_comparison_table_stanza
ortholog_attributes_info_stanza
ortholog_environment_list_stanza
ortholog_environment_profile_stanza
ortholog_group_members_info_stanza
ortholog_included_taxon_stanza
sample_comparison_wrapper_stanza
phenotype_attributes_stanza
refseq_definition_info_stanza
refseq_feature_info_stanza
refseq_genome_info_stanza
gene_list_by_text_stanza
latitude_to_longitude_sample_map_stanza
numeric_metadata_histogram_stanza
sample_taxonomy_dashboard_stanza
taxonomy_phenotype_dashboard_stanza
strain_definition_info_stanza
strain_metadata_info_stanza
strain_other_collection_numbers_stanza
strain_reference_info_stanza
genome_information_stanza
pathogen_information_stanza
phenotype_information_stanza
taxonomy_body_mapping_stanza
taxonomy_composition_via_metal6s_stanza
taxonomy_cross_references_stanza
taxonomy_definition_info_stanza
taxonomy_phylogenetics_tree_stanza
taxonomy_strain_list_stanza
taxonomy_taxonomy tree_stanza

Multi Environment

Multi Environment

Other
Phenotype

Search

Statistics
Statistics
Statistics
Statistics




FRRIEBDE (context) A bO—ZFHUNTHEE

IRIE = MEO. % = NCBI taxonomy. 1B{LFH#EHEE = product44 % . Phenotype = MPO

O Microbe D12
Gategory colors: [ENIIIT Gno it olum] it coui

Displaying related keywords . Please press for change to the new term instead of "hot spring"

S\ T serpentine hot spring | calcite hot spring | alkaline hot spring | hot spring water | neutral hot spring | acid hot spring | artificial hot spring | acidic hot spring water

Taxonomy
Gene

Phenotype

This search term has exact match.
Now displaying stanzas in the category: Environment . Parameters are meo_id: MEO_0000029

Environment attributes

MEO ID MEQ_0000029
Title hot spring
Synonyms hot springs, hotspring, spring, thermal feature, thermal spring, thermal springs
Comment A spring that is produced by the emergence of geothermally-heated groundwater from the Earth's crust.
MEO SuperClass ID MEQ_0000083

MEO SuperClass Title m

Environment Hierarchy
ID Title

MEO_0000817



DDBJE D EHE

1. DDBJ RDFAABH( F5F) 2 DDBJ ValidatorEf2BH %

DDBJ validation module/APIt —/ (BaFtHi%E 2016.05.12

e

New validation

Web UI v D) POST _‘*.,._ API application/jsen .
DDBJ release 104 (2398hk 1) J)L. JFIEHE2.4TB) RIS o

run validator(s)
json strea

INSDCA >k B —% FIFL =Genome RDFE #i—ETIL Euﬁ;‘e:“m :

ftp.ddbj.nig.ac.jp/rdf M5 DAE( 2017 DDBJ DB issue) | e
Y

° - . Expere input: xml output: json  input: json output: json T g

NBDC/RDFR—% L5 DARIZR I+ T &g £

Commoan Validatior 4 BioSample Validatior Validatior/Annotator 1 New Validator i
. P N ! ——

. nnota uence ! | !
Rules Common Rules ‘ ‘ BioSample Rules 3 Rules i i New Rules E -
data-type: bicsample data-type: anndtated_sequence
L—ILOEE - £ ;
spargl ep. TogoAnnotator r _

.
;

—_ ;
.

: DDBJ Vaidation Rule

ViR R | LR om
DDBJ Defind B Sanp | e Rickage/At tritute

% EEL -0W LBI%

collection2assembly ®@

3.0DBJ Assembly DB

ddb]_sequence —] ddbj_assembly | ® idation

AssemblyDB

source2collection

private-
ftp@NCBI

gnm collection |

con_collection |

F’_ﬂﬂs_collectlon | [ mport
curated collection
o

mirror

3
NCBI
assembly
reports
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DDBJ Pipeline/MeGAP

MeGAP powered by DDBJ Pipeline

http://p.ddbj.nig.ac.jp/pipeline/ext/Login.do&kY AT (>

(3% A BABFTOPHE E [ZLINKE RK)
(MQuery File Upload

(@Branch of 165/Metagenome workflows

—Z DDB] ((sslectQueryFiles )—( Run Optin Setting s Confimation jmmp( Job Status )

ACCOUNT
login ID [ekaminuma]

i Logout
= Change password

ANALYSIS

Selecting Query Files

2 DDBJ

login ID [ekaminumal
[ Logout
o Change password

ANALYSIS

((SelectQuery Files J=b( Run Option Seting )—+( Confimation )= Job Status

Run Option Setting

Query List QueryList
DRAW Query List(0) DRA query Upload query Preprocess query DRA Import e Query Statistics
query
Upload query Upload query Query type Selected count
IAdd new files]
o] Listof your uploaded files by FTP client. [Add new files e Upload query o Cuanyselectas
DRAImport DRAImport DRA query 1 Query selected

Preprocess query 0 Query selscted

JOB STATUS Filename Description Layout | Instrument model | File size HOB STATUS
HeGA? [7] | MetaSUB-E7-XT_S17_L0D1_R1_001 fastt HeGAR
XT_817_L001_R1._ .62 MetaSUB-E7-XT_S17 single  [ILLUMINA 57HB
Run Options
[ 7] MetaSUB-G7-XT_518_L001_R1_001 fastq oz MetaSUB-G7-T_518 single | ILLUMINA 82NB Proase ch el
MeGAP Hianual &7 lease choose one ofthe fallowing
& 6AG Manial [C] | MetaSUB-G3-XT_S16_L0D1_R1_001fastq.gz MetaSUB-GI-XT_S16 single |ILLUMINA 1108; HeGAP Manual
3 Contact MeGAP 3 Gontact MeGAP 165 RNA gene Amplicon Sequencing
developer, 7] MetsSUB-G12-NC-XT_S19_L001_R1_001fasta 0z MetaSUB-G12-NC-XT_S19  single |ILLUMINA 19018 developer
MetaGenome Sequencing
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