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Strain data are partially interlinked in many ways.
User need the navigation that MicroTOGO will provide

MycoBank

Refer to

JSCC Strain DB

Straininfo

Referred
i o]

MEDALS

database organization
ABRCN: http://www.abrcn.net/ NBRP: National BioResource Project
ACM: Asian Cor)sort!um for the Conservation and Sustainable NEKKEN: RIG KFH B EFZWHITRT
AN e e 1 Acoliat NIAS: () B B RBFR TS — /N B PR AR
: DataBiosafety for the Industrrial Applciation of ~ N
Microbes NIES: () B IRIEM R AT EY RRRFERE
ECCO: European Culture Collection Organization NITE BRC: NITE Biological Resource Center
FEMS-J: Federation of Microbiological Society of Japan RIMD: PR A M B % 2 i E BT S o A — iR B A A S B =
GBIF: Global Biodiversity Information Facility . -
IFM: F A S EE T A— StrainInfo: http://www.straininfo.net/
INSD: DDBJ/EMBL/GenBank USCCN: US Culture Collection Network
JCM: Japan Collection of Microorganisms USFCC: US Federation for Culture Collections
JSCC: Japan Society for Culture Collections WDCM: WFCC-MIRCEN World Data Center for Micoorganisms

MSJ: The Mycologlcal Souety for Japan WFCC: World Federation for Culture Collections
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National Institute of Technology and .

HILTTEGE N
5 5 T 2 2

INBRC No. INBRC 102086 |
gfr':i?]“rm Name of this ||p xholderia multivorans Vandamme et al. 1997
|[Synonymous Name || |
[Type Strain I |
[History [NITE <- Meijo Univ. (S. Ichihara, 25) |
Other Culture

Collection No.

|Other No. INITE 02208=25

[Rehydration Fluid  |[702

[Medium 802

[Cultivation Temp. 25 C

[Source of Isolation ||

[Locality of Source ||

[Country of Origin |Japan

[Biosafety Level |

|Applications |Phenylacetic acid;degradation
[Mating Type |

|Genetic Marker |

[Plant Quarantine No. ||

|Animal Quarantine No. |

[Herbarium No. |

[Restriction I

[Comment I

[References I

|Sequences 116S rDNA
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Kazusa Annotation Suite
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TogoAnnotation™~@)

BIRET— 2 ORBERR

Annotation : Num of Num of
Project Entity Database|Genome PubmedIDs Num of URLs Bookmarks
Gene Streptomyces griseus IFO
Attribute  |gene nih plomyces g 22 91 2166
13350
(GA)
: Streptomyces griseus IFO
gene cluster nih 13350 8 1 65
Gene , Streptomyces griseus IFO
Group (GG) operon nih 13350 3 1 14
: Streptomyces griseus IFO
regulon nih 13350 5 1 21
Strain .
Information |[strain nih Streptomyces griseus 1O 14 3 32
(S 13350

201254 02A21H %K%
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type  Sequence Ontology
000316 Coding sequence

http://gtps.ddbj.nig.ac.jp/feature/Ecol_K12_MG1655:ST1528
http://gtps.ddbj.nig.ac.jp/feature/Ecol_K12_MG1655:5T2749
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WMEY LS /) LT —FX—ZXMBGD

WMEMT / L
DB

YA
(] TR
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HREQ
DB
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y—

+—

HP1198
—

sir1265 sIl1787 sll1789
Syn ——
RpoB RpoC
Bsu

MJ1040 MJ1041

PH1546

MJ1042  MJ1043

PH1545 PH1544

i

YAy )—7

@) e

pml:m
lac}] carrier pmlcml

Analyze the checked clusters
(Whale gerome map compurnon | | Merging multiple chsters | ( Sebect All) (R Selection | |
E hy tic pattern el
ClusterID  Namel¥species g Description BTV CALC AT G
328 377 |GTP cyclohydrolasc | [1mmn  — -
320 (352 [Dihydroneopierin aldolase 1 E— S -
A6 haTl | monsmenaquinone 1] | | O I | E—
thesis methyliransferase
| 2':;umnd~l-h\-dmxy-6-
371 406 [hydroxyme hydropteridine| 1 ) . —
| pyrophosphokinase
374 A12 -dehydroquinate synthase ] I
COIOTTAMBE apH (382 388 :i'lfnl i CE —— — — | E— ] N — —
OIS MHPhemH 324 332 [Ferrochelatase I — (] ——
Succinate dehydrogenase / J
C 0662 AMBEsdhB (370 485 |fumarate reductase protein,  JEEEE 1 1 | S — I N E——
iron-sulfur subunit
L0985 AMUE :.:,gs 386 pr L b N E——— 1 EETE— [ S M =

Xref-GO (5

bon o Lol

[ Summary ][ Gene List | [ Clustering Tree ]

3 — N
N
d —)aor—2) Ortholog Cluster
MBGD Ortholog Cluster Table Overview Cluster 149
Gene folE

A Multiple sequence alignment { & ClasalW 0 MAP O MAFFT) Title GTP cyclohydrolase 1

M Multiple genome map comparison Size 328 species, 377 genes

H Find homologous clusters Xref-COG () (COGO302 GTP cyclohydrolase I [Equivalent, 34/35]

P Similar phylogenetic pattern search ( @ Cormelation coeffickent C Hamming distance 0 Mutual information) Xrel-KEGG [K01495 GTP eyclohydrolase 1 [EC:3.5.4.16] [Equivalent, 249/258]

Xref-TIGR [TIGROD063 GTP cyclohydrolase I [Subgroup, 172/177]

1GO0003934 GTP cyclohydrolase | activity [Supergroup, 305/762]
GO0016787 hydrolase activity [Supergroup, 303/173030]
1GO0005737 cytoplasm [Supergroup, 287/174310]

GO0046654 tetrahydrofolate bmaymhun, process [Supergroup, 287/604]

30:0006730 one-c P process [Supergroup, 268/4398]

Compare mapsl Multi-align I Get se I Find |lu|r|01ogsl Similar phylopatl KEGG n!thway”

il (cutoff 0.001

an]ay xref:

_ Display xref-

Bacteriaon) (o)
| Phylum
Actinobacteria(on) (orr)

Species Orf 1Dy Description
|Acidimicrobium ferrooxidans DSM 10331 | Cafo:AFER_1912 GTP cyclohydrolase
Wrcanobacterium haemolyticum DSM 20595 Cahe:ARCH_0252 clohydrolase 1
Mobiluncus curtisii ATCC 43063 0 FOST3 GTP cyclohydrolase |
Carenulispora acidiphila DSM 44928 cai:CAC] 2639 GTP cyclohydrolase I
Ccai:CACI 8425 GTP cyclohydrolase 1
(Carynebacterium gliamicum ATCC 13032 CeghNCGL2602 FTP ¢ Inhydml.uc |

Gordonia bronchialis DSM 43247
Mycobacterium tmberculosis HATRv

Nocardia farcinica IFM 10152

DDA AL
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AT I LA T —EDEEFTER

- ARF—BD AF—BHFTY—D P
#

ErEEMERSE 69,968 85 Age , Sex ,Disease stage , Country ,
Body Habitat , Diet Zf
IREXEHERSE 4,054 627 pH , Temperature , Wind Speed ,
Dissolved Oxygen 2
(2011 E7H7HEFR)
Age Body Body Site Collection Date Country Disease
Habitat Stage
Sample 1 22 Feces 2008 Obese
Sample 2 Japan
Sample 3 Scalp
Sample 4 Skin USA
Sample 5 lyears Gut 2011/8/8 Healthy

BERINDSIATI)—NEDEEITIZHFRBEICLOT/INTINS
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F—SERRT HBOMBEALRRE

ErERIREICEEL-EE

ehuman gut (ENEIEE) ehuman colon (E+KE) :gut®—&B
ehuman digestive tract (ENHIEEZSE) ehuman stomach (EFB): gut® —&p
ehuman gastrointestinal tract (EFEIEE) ehuman feces (EFZEA{F) : gut & BEE
ehuman intestine (ENiE) : gut®D — &P ehuman stool (ENE{E): gut&REE

ehuman intestinal lumen (EFEERE) : gut®D — &

2 )—)—FBRZEDREER

FRBOEEENZSHIFET A-OXNRDEIREEGNAAIEE
NED—HETERRBDIE=HFAELGFERVMELTLES
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Metagenome/Microbes Environmental Ontology (MEO)
MWD 4 BB AR T — AN O —

*ENVOZERLLI-HEE

FEA VAV —LIRATEREZE  Thing

E )G ER 5 1 ZERiE

biome environmental feature environmental material places
(ENVO:000004238) (ENV0:00002297) (ENV0:00010483) (MEO:##t##)

habitat | biochar GAZETTEER
(ENVOZO?OOZO?’G) *Flostflowers
organism-associated habitat *0Xic
(ENV0:00002032) eanoxic
| eaquaculture ENVO
| ] ENVORISA DA OIS —
FMA  NCBI Taxonomy I EHFES

BioPortal http://bioportal.bioontology.org/ KU
TAS T rR— http://mdb.bio.titech.ac.jp/meo/ TMEOZ 2B
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Metagenome/Microbes
Environmental Ontology (MEO)

B0 & BIREE A5 T — 504 O —
« MEODfEETEER
— R—/L\$1:1,318,245 A— L\
- FHREZEFI—LE 10 53— L
— Base URI: http://mdb.bio.titech.ac.jp/meo/meo.owl
—T714ILHZEC OWL
- 774 LY A4 X:1.5GB

BioPortal N&£%(2012.2.22)
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MEQOZ% BioPortal N & §

8006 Metagenome/Microbes Environmental Ontology - Summary | NCBO BioPortal i
[*ﬂ | bJ | + 3 http://bioportal.bioontology.org/ontologies 3009 [+ | I(O.' Google )

O BioPortal Browse Search Mappings Recommender  Annotator Resource Index  Projects Sign In | Help | Feedback

Metagenome/Microbes Environmental Ontology ;

Details Metrics -
ONTOLOGY 1D: 3009 We have not yet calculated metrics for this ontology.
BIOPORTAL PURL: http://purl.bicontology. org/ontology/MEQ
STATUS: Beta
FORMAT: owL
CATEGORIES: Other
GROUPS:
CONTACT: MicrobeDB.jp Project Team, hmori@bio. titech.ac.jp
HOME PAGE: http: //mdb. bie.titech.ac. jp/meo

PUBLICATIONS PAGE:

DOCUMENTATION PAGE: http://mdb.bio.titech.ac. jp/ meo/about_meo
DESCRIPTION: Ontology of organismal habitats (especially focused on microbes)
Reviews
A\ Y —\® (o] ‘ S LY
3 — ‘ >,
wreienss SRAAST ) LT —BADTIE 5 FH
Versions
VERSION RELEASE DATE UPLOAD DATE DOWHNLOADS

AT L4 AL Finkal
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SPARD]

XEDRRITERERER

SELECT ?SRS ?label
WHERE {
?SRSID rdfs:label ?SRS.

?blanknode rdfs:label 7label.
}:

109 Rows.

FROM <http://localhost:8890/DAV/test/mec2=
?SRSID meo:environmentalMaterial ?blanknode.

?blanknode rdf:type envo:ENVO 00001998.

Query

Result

pPrefix rdis: <NLLp://wWww.w3.0rg/Z2000/0L/TdT-schema#>
prefix srs: <http://trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?sample==>
prefix envo: <http://purl.obolibrary.org/obo/>

prefix gaz: <http://purl.org/obo/owl/GAZ#=
prefix fma: <http://sig.uw.edu/fma#=>
prefix dc: <http://purl.org/dc/elements/1l.1l/=>

prefix ncbitaxon: <http://purl.org/obo/owl/NCBITaxon#=
prefix meo: <http://mdb.bio.titech.ac.jp/meo/>

prefix rdf: <http://www.w3.0rg/1999/02/22-rdf-syntax-ns#>

SR5074573
SR5074574
ERS025421
ERS009173
ERS009174
ERS009177
ERS009178
ERS009185
ERS040660
ERS017979
ERS017981

164 Rows .

(cc) S| ©2012%)1] 88 (SRR IRKF) licensed under CCRRx2.1HA

soil

soil

rhizosphere
rhizosphere
anthrosol
agricultural soil
forest soil

ail contaminated soil
greenhouse soil
clay soil

clay soil

— 161 msec.
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Isolated from
Geographic
location

| [RT —

RIEREALT IL—T LD EHE

material Gathering
env_package event and site
characteristics

Location
Habitat

MIxS (MIGS* MIMS*MIMARKS): GSC 47°/ Ls = AR 4T
FN

Darwin Core: GBIF £¥) Z FRE1EAR - &7

ABCD: GBIF £ Z #1424 - &A1

WEFCC Global Catalog
Minimum Datasets: WEFCC &R TFHE

BRI KEGH



http://microbedb.jp/MDB/

800 MicrobeDB
|4 > ||+ @ hup://microbedb.jp/MDB/index.html (] ],__I:IQ' Google -) .-

O Microbe "




Microbe DB.jp
MicrobeDB 7O =7 b Tl3t4

® L EOMME, 7/

.JP EHE LTRET. R# RO 3D

- OB TETYFr v o917
DR L TBRAE . W6

VAT TORENSORECET S
ZEDHEZT—FA—2OMEE
http://microbedb.jp/ B LTUET

BET% or i B BEAST—A or B3
Microbe environment Ontology M RB%
Ontology

F hAY— BRZ—LOFHL &R

FRAMT—5 BROAST—F

ETVHENOERH (
e =5
Flr=23rTr=5 = Eﬁ:ﬂnumm
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800

MDB

bl +  http: // microbedb.jp/MDB/taxonomy/taxonomy.html?taxid=2

¢ JLQr Google

L Braharishin anliOne

Human put metagenome FRS006598 [ERROI 1336 .

Soil metspenome SRS 192683 ISRR201163 ]|
Marine metsgenome  |SRSOB4600 ISRROSHB7R .

Marine metagenome

Soil metagenome

165 Tree

Humen gut metagenome

MDB

+ € http:/ /microb edb.jp /MDB/environment/environment. htmiZenvironmentld=3
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