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WA &DB [ MicrobeDB.jp |
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O Microbe [ ot spring x |
Category colors: m Gene [hit column] (hit count)

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
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Feature
[http://purl.obolibrary.org/obo/SO_MMT704]
dbxref http/fwww nebinlmonih gov/gene/§97644
feature_gene polC

feature_locus_tag TMO576

location 603923 610026

isPartOf http://genome dbiunid/h4d48od7-00ef-4203-%adb-fdaTde39e078
type hitp://purlobolibrary orgiobo/S0_0000704

label TMO576

[http://purl.obolibrary.org/obo/SO_0000316]
dbxref hittp:if
dbxref httpifwww nebinlmonih govinuceore/ 15643342
nodelD:

71552

ww nchinlmnih gov/gene/897644

EXONS

Genome .
length 1860725
location 1..1860725 ——
molecularType genomic DNA
5 - 001035
organism Thermotoga maritima MSB# g-% g
.08
Sequence hitp://genome db/unid/b4d4tcd 7-00ef-4203-%adb-fda7de 39078 fasta 8;% g
0
start 1 .00
1860725 g%
stop 86072 Qo0
strain MSB&
version NC_000853.1
modified
type http:{purl obolibrary_orglobo/SO_0000340
type http://purl obolibrary orglobo/S0_0000988
comment Thermotoga maritima MSBE chromosome, complete genome.

Body Mapping

Type QKO ~ Pathway ~MBGD

Chart gBar chart ~ Treemap ~ Table ~ Data for Functree

Anatomy Name Hit Value

Description
DNA polymerase Il
subunit alpha

ar DNA polymerase Il

catalytic subunit, PolC

ype

DNA polymerase Il

subunit alpha

n DNA polymerase Il

PoiC

DNA polymerase Il

subunit alpha

amt DNA polymerase Il
subunit alpha

Protein UniProt GIPS

YP 0031848421 |CEWWI2 AACT ACIDOCALDARIUSDSMA46:5T2344

AARA DSMSS0L:STI0S

AINEU3 ALAI PGEASTSE8

BIGGE AFLA WK 1:5T2503

\FER_DSM20731:ST1519

AGTRL2 AMET QYMF:ST221

RefSeq
NC_013205.1

NC_010163.1

NC_011567.1

NC_013740.1

NC_009633.1

<

Ortholog
Feces (unvisualized) 0.84051325986689 ™
Milk (unvisualized) 0.585317462682724 st
& Gut 0.362513891694809 arACEAR 139
& Arm 0.110064819613473 —
& Cecum 0.093869656324387 B
@ Colon 0.090222145120303
& Right external naris  0.045853955671131 —
o Left external naris 0.043376094428822 —
o Leg 0.032520323991776
& Ear 0.02869155324353
@ Nose 0.027815662800968 e
Portion of mucus 0.022045172407877

(unvisualized)
Mucosa (unvisualized) 0.015296295285225

& Right popliteal fossa  0.013866629324515
o Hair 0.013750255660852
& Left paim 0.012587714675729

Eabr;a' forright auditory , 1 >34339691499 N
& Throat 0.011534477907475
& External nose 0.009956159861758

| reload || Check All | Release Al

Taxonomy Composition

o

i

phylum class

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

Taxonomies Function Comparison Table

Bacillus

KEGG Streptob;clllus moniliformis amyloliquefaciens
L

SM 12112
Glycolysis / Gluconeogenesis

e
+ |+ (¥

Citrate cycle (TCA cycle)

Pentose phosphate pathway

Pentose and glucuronate
interconversi

Fructose and mannose metabolism

Galactose metabolism

Ascorbate and aldarate metabolism

Fatty acid biosynthesis

Fatty acid degradation

C R P P A Y A B

Synthesis and degradation of ketone
bodies

Secondary bile acid biosynthesis

Ubiquinone and other terpenoid-quinone
biosynthesis

Oxidative phosphorylation

Arginine biosynthesis

Purine metabolism

B T Y B Y e Y Y B R

+|+|+

O Microbe "

Sample Comparison

Selected samples:

- Compars samples I

Taxonomic tion (bar) i (heatmap)

Taxonomic rank:  Genus

Diversity index Hierarchical clustering PCoA

B undciassified Acidobacteria
Il unciassified Spartobacteria
Il Methylophilus

N Gemmatimonas

I unclassified Verrucomicrobia...
[ uncultured Candidatus Sacc...
B unclassified Latescibacteria
B Bacillus

M Sphingomonas

Il Hyphormicrobium

N sphingosinicella

[ Bradyrhizobium

I Terrimonas

Composition rate

I Nitrospira
[ Ohtaekwangia
B Dongia

B Solirubrobacter
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SPARQLF &£ UfStanza

DEFINE sqgl:select-option "order"
PREFIX pdo: <http://purl.jp/bio/11/pdo/>

PREFIX skos: <http://www.w3.0rg/2004/02/skos/core#>
PREFIX sio: <http://semanticscience.org/resource/>
PREFIX msv: <http://purl.jp/bio/11l/msv/>

PREFIX mdbv: <http://purl.jp/bio/11l/mdbvi#>

SELECT
DISTINCT ?biosample ?title ?description ?environment ?meo id ?me
o label
FROM <http://microbedb.jp/pdo>
FROM <http://microbedb.jp/disease>
FROM <http://microbedb.jp/biosample>
FROM <http://microbedb.jp/meo>
WHERE
{
{
SELECT DISTINCT ?biosample
{
VALUES ?pdo_id { pdo:PDO_000193 }
VALUES ?relate tax pdo prop { pdo:hasInfectiousAgent
pdo:hasRelatedOrganism }
?pdo_id ?relate tax pdo prop ?tax blank .
?biosample skos:broader ?tax blank ;
a sio:SIO 010000 ;
msv:sampleTitle/rdf:value ?title ;
msv:sampleDescription/rdf:value ?description .
} ORDER BY ?biosample LIMIT 100 OFFSET O
}
?biosample msv:sampleTitle/rdf:value ?title ;
msv:sampleDescription/rdf:value ?description .
OPTIONAL { ?biosample msv:environment/rdf:value ?environment }
VALUES ?meo mapping { mdbv:envMapping mdbv:stateMapping
mdbv:componentMapping mdbv:positionMapping }
OPTIONAL
{
?biosample ?meo mapping ?meo id .
?meo_id rdfs:label ?meo label .
}
}

iR ICEEES T pEEZIL T, RICEEY
%BioSampled—E#zEiEL. £DH > 7L
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I EDBERRT HE. FHITT 5
SPARQLIZEM TH 5 7-%. SPARQL
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» 5,
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BEET 2T —XA2EDERBE TREL
ERIZEDDZDN, REI-HIIED
B 7-SPARQLOf#M 7> b O —ILH
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http://purl.jp/bio/11/pdo/
http://www.w3.org/2004/02/skos/core
http://semanticscience.org/resource/
http://purl.jp/bio/11/msv/
http://purl.jp/bio/11/mdbv
http://microbedb.jp/pdo
http://microbedb.jp/disease
http://microbedb.jp/biosample
http://microbedb.jp/meo
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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.

e
G 8)0 &:/‘

7 Microbe D&Jp 2
- JP
O Microbe ,
http://microbedb.jp/ '
7 y
i e —
Ontology e
3 ROV BRS—LORHIL &R -

Environment
Ortholog: MBGD o\, Taxonomy: MSERELg
* " NCBITaxonomy , = INSDC SRA
F—vasF—s . / 141

+— Genome: RefSeq

S 3 - . Metagenome:
sy f»? E,§Culture Collection: - L = INSDC SRA
Annotation: o EmemEm e = NBRC/JCM /S
TogoAnnotation il

EFARERDREN

13
7/7=7377-3 >\ il Red color indicates our collaborators.
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MicrobeDB.jp b v 7 _R—=JTR—X LY A 2 KB,
MicrobeDB.jp1 —HJ &% %KiE,

NHDBHDE XA RX16S - X XT / LT —X DML AR
T — X ENERWICHH T B FEDHE,
VITCOMIC2Z D F 7 — 77 7 V& IZMicrobeDB.jp~DFEED
1= DiEEe 2 BT 5,

BREOT /) LT —XERNA-SeqT — %, BHRX X T—&D
INEE - BEIBA (TS,

MicrobeDB.jp CRWT WA X X16S « X 27 /) LT/ A4 7
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Integrating and representing genome, metagenome, taxonomy resources and the analysis
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Documentation  lal Analysis & Dafa submit & Resources & Signin

(Metagenormes) (RefSeq/Genbank sequnence) \\/ 0) % | % %I% g\\

MicrobeDB portal o - I—HYLRI MR (}E 1T
e o GenomeRefine DHERE) DHE AIA

Encponl st EnionmerteLiegy mortoloay
- NEUES#MENIC YTy -
News Use case - X ’7_ X 0) jJH

SRA samples
(Taxonomic analysis)

Fox News Faces New Racial Discrimination
Lawsuit

4+  Data submit

Ll Eleven curent and former employees filed a class-action suit accusing the network of “abhorrent,
HeT co i Kimene oy M o intolerable, uniawful and hostile racial discrimination.”
class-action suit accusing the network of M'crobeDB H
“abhorrent, infolerable, uniawful and hostile I 'Jp
racial discrimination.”

o Bl

Marine Le Pen Gets a Lift From the Far Left V@ Analysis services

Q Eleven current and former employees filed a class-action suit accusing the network of “abhorrent,
Jean-Luc Méenchon, the far-left fourth-place infolerable, unlawful and hostile racial discrimination.
finisher in France’ s presidential vote, has
refused to back Ms. Le Pen’ s centrist
opponent in the runoff, giving her an
SRR & Resources

Eleven current and former employees filed a class-action suit accusing the nefwork of “abhorrent, >

Paraguay Heist: Explosives, Guns and infolerable, unlawful and hostile racial discrimination. " }t / 1—\ *
ol RirER X5 L)
Outlaws stole millions in a robbery in the

so-called Triple Frontier where Paraguay, v|suﬂ| izu"on
Brazil and Argenting meet. Three were iled |—~ Eleven curent and former employees filed a class-action suit accusing the nefwork of “abhorrent,

i hootout it il it ight
I&:;s ?a%”;é"pfﬂfég ST cHect ey intolerable, unlawful and hosfile racial discrimination.”

R v e | MicrobeDB.jp

Presentation
B esentatio

Eleven cumrent and former employees filed a class-action suit accusing the network of “abhorrent,

SN SEs S s inE Yoo o infolerable. unlawful and hostile racial discrimination.

classrooms as an infrusion, prompting a

debate in China about privacy. educational —

ethics and helicopter parenting. gﬁ F—_ 5}
Q Eleven curent and former employees filed a class-action suit accusing the network of “abhorrent,

infolerable, unlawful and hostile racial discrimination.
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« 20144 Sample#k
 Metagenomes:
 Meta 16S:

« Shotgun metagenome:
e 20174 Sample#d
 Metagenomes:
« ecological metagenomes:
* marine:
« soil:
« organismal metagenomes:

« human metagenomes:
* mouse metagenomes:

173,359
00,551
4,048

094,365

230,971
40,000
76,000

431,530

270,000
35,600
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(MeGAP2 > MeGAP3)

Metagenome
sequencing data

,

Metagenome and 16S rRNA
gene amplicon sequencing
data from INSDC DRA

PhiX and human . MetaGeneMark
genome sequences @ Bowtie 2
(GRCh38) l —
¢ CDS sequences from
cutadapt DIAMOND? GHOSTX | RefSeq/INSDC draft/
(lllumina adapter trimming, complete prokaryote
3" quality trimming (QV <17), genomes
length filtering (<50 bp)) y —
MBGD ortholog —————
¢ 165 FRNA gone ID and KEGG | _—»| MBGD
Sequence quality amplicon orthology ID —
filtering (average QV _ assignments T~
<25 or contain N) sequencing data KEGG
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i) | metadb.riken.jp/metadb/download/rikenbrc_jcm_microbe (<5

V)7 T

T — X DB

# 8 ICMBEPYY—-AXIT—Y

& JCMBEMYY—RAAYF—

RDFF—%%4w>O—k
952%
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JCM M

IR

Habitat

Sample
Culture condition

o RIKEN MetaDatabase

JCM D EHE!

[(=<)XZEEZE| Except where otherwise noted, this work is subject to a Creative Commons Attribution-ShareAlike 4.0 International License.
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RDF Turtlefzzt

:1 |kenbrc cm_microbe_Turtle.zi

TurTLE SRS

rikenbrc_jcm_microbe-01-JCM_collection_Turtle.zip

2
TURTLE
rikenbrc_jcm_microbe-02-Gorwth_medium_Turtle.zip

33.8KB

:’1 rlkenbrc _jcm_microbe-03-Habitat_Turtle.zip

TURTLE

rlkenbrc jcm_microbe-04-Sample_Turtle.zip

mwnf

rikenbrc_jcm_microbe-05-Culture_condition_Turtle.zip

Q #%

BN
VIV S T —
BT 2HEMT —

wB 93 a0 =

Y BEYvvO—RKR—Y

RDF RDF/XMLz
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