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Note: Temporary access problems with some services (Details )
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§ The NBDC RDF Portal provides a collection of life science datasets in RDF (Resource

D F Description Framework). The portal aims to accelerate integrative utilization of the
heterogeneous datasets deposited by various research institutions and groups. In
I Jortal
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> RDF : Resource Description Framework
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DDBJICE RSN taxonomy taxonomy
DNAEZ3! >
AP014957.1 obo:RO_0002162 39947

http://identifiers.org/taxonom
http://identifiers.org/insdc ,_/‘ /39p9£/1/7 o/ v

/AP014957.1#sequence ﬁ%ﬂb“@h@b\

F—42
taxonom Zavi% . .
Y » Oryza sativa Japonica Group
39947 rdfs:label
http://identifiers.org/taxonomy
/39947
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AP014957.1
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Dataset of NBRC bioresource
Dataset of NBRC bioresource is a dataset for microbes which are maintained, managed and provided from NBRC (NITE Biologi

Specification > Specification
~
@ Organism @ Cell @ Bioresource L F
Linked datasets > JRNRaC - s epedies - i ==

National Institute of Technology and Evaluation 7 b mm=oTTT"C

e mECTMCCY 000017
release 20220527 1s typa s \D

2022-05-27

ai0:Sio_oaoz1e

aset of NBRC bioresource © NITE NBRC licensed under CC Attribution-ShareAlike 2.1 Japan

- rattyps
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meoy MCCY._00001:
growh méaum
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Statistics
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cufurs coisction R
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SPARQL Proxy

(T (I (ST () (T () (SN () (S (T (SR (RN (R 4+ | (S (T GNTAN (T (1) ( table (7

I# Get NBRC microbizl strains sampled from soil.

3 PREFIX mccv: <http://purl.jp/bio/1@/mcovi>

4 PREFIX sio: <http://semanticscience.org/resource/>
5 PREFIX skos: <http://www.w3.org/2004/02/skos/core#>
6 PREFIX meo: <http://purl.jp/bio/11/meo/>

7 PREFIX rdfs: <http://www.w3.org/2008/@1/rdf-schemat#>

9 select ?strain ?name ?meo ?meo_label a I I '
18 where {

Pstrain mcov:

12 ?strain mccv:

13 1sample
14 ?habitat sio:
15 meo rdfs:subClassOf meo:MEQ_B0B00QT
6 Mmeo rdfs:label ?meo_label 3
L&
FTER
Run Query (Ctri+Enter)
[ 100 bindings. - 1.1 sec. ]
; Download v|
strain name meo meo_label
//purl.jp/bio/103/nite/nbrc/cultures/00003776  "Streptosporangium roseum Couch 1955" meo:MEC_0000651  “garden soil"@en
Jpurljp/bio/103/nite/nbre/cultures/00004402  "Aspergillus sydowii (Bainier & Sartory) Thom & Church” meo:MEQO 0000126  “forest soil"@en
url.jp/bio/103/nite/nbrc/cultures/00004403  "Aspergillus sojae Sakaguchi & Yamada” meoc:MEQ_0000126  “forest soil"@en
url.jp/bio/103/nite/nbrc/cultures/00005422  "Clonostachys rosea (Link : Fries) Schroers et al.” meo:MEQO_0000126  "“forest soil"@en
/purljp/bio/103/nite/nbrc/cultures/00005424  "Hyalopus nopporoensis Sasaki & Makane" meo:MEQ_0000126  “forest soil"@en
url.jp/bio/103/nite/nbrc/cultures/00005425  "Monilia geophila Qudemans” meo:MEO_0000126  “forest soil"@en
url.jp/bio/103/nite/nbrc/cultures/00005426  "Umbelopsis angularis W. Gams & M. Sugiyama” meo:MEOC_0000126  “forest soil"@en
/fpurljp/bio/103/nite/nbrc/cultures/00005427  "Pestalotiopsis funerea (Desmazieres) Steyaert” meo:MEQ_0000126  “forest soil"@en
urljp/bio/103/nite/nbrc/cultures/00005435  "Verticillium niveostratosum Lindau® meo:MEO_0000126  “forest soil"@en
url.jp/bio/103/nite/nbrc/cultures/00005453  "Penicillium expansum Link ex S.F. Gray” meo:MEQ_0000126  “forest soil"@en
http://purl.jp/bio/103/nite/nbrc/cultures/00005764  "Penicillium jensenii Zaleski" meo:MEQ_0000126  “forest soil"@en -
i
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>Gene biotype

> Chromesome.

>4 of exons

>4 of paralogs

> Evolutionary divergence

> High-leve! expression

> Low-jevel expression

> Expressed in tissoes.

>Not expressed i tissues

» Specifically expressed in
tissues (HPA)

, Specifically expressed in cell
types (HPA)

> Transeription factors

> Proten domains

> Ceular componeat

> Biological process

> Molecular function

>Ligands

> Molecalar mass

>PTMs

>3 of ramsmembrane domains

>4 of phosphorylation sites

># of ghycosylation sites

> Disease-related proteins

5 Tissues wiexpression

ported

>Evidence of existence

> Structure data existence

> # of alpha-belices

> # of beta-sheets

> # of peptides in 2 POB entry
> Other reiated molecules

> Analysis methods

> Crystaliization temperature
> Crystalfization pH

> Proteins in pathway

> Compounds i pathway

> # of interacting proteins

> CHEMBL assay existence
> Substance type

> Chemical role

> Application type

> Action type

-] > Biological role

>Drug indication
>Drug development phase

>PubChem ATC classification
>CHEMBL ATC classification

M > Molecular mass of giycans 308

>Tissues
>Diseases in Mondo

>Diseases in MeSH

>Diseases in NANDO
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National Library of Medicine
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Pub@hem About  Blog  Submit  Contact

Advanced Help
Gene

Gene integrates information from a wide range of species. A record may
Include nomen e - ces (| , maps, pathway
iations, phenotypes, and links to genome-, phenotype-, and locus-

Gene Tools Other Resources
Submit GeneRIF oMM

id-19  aspirin  EGFR oM
s Correction

] Use Bt

Explore ChEMBL

RefSeq Mailing List

3 H Description: Shows a summary of the ChEMBL entities and quantities of data for each Gene News ) Genome Workbench
of them.
Draw Structure upload ID List Browse Data Periodic Table Eacisheet Splign

Instructions: Click on a bubble to explore a specific ChEMBL entity in more detail.
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Protein domains
Description
Protein domains from UniProt
API
https-//togodx. dbcls.jp/human/b
reakdown/protein_domains_unip
rot

Original data
UniPrat

Version

release 2022_01
Last updated
2022-03-03

‘ NBDC

[ Unclassified

[ Transmembrane 13,785 *»
[ signal 9,448
[ Coiled coil 8715
"] Repeat 7677
[ Zinc-finger 3920
[ WD repeat 889
[ Immunoglebulin domain 885
[ Transit peptide 789
[C15H3 domain 700
(] ANK repeat 691
] EGF-like domain 682
[ Leucine-rich repeat 560
(] Homeobox 146
[ TPRrepeat 394
[ sH2 domain 254
[ Sushi 208
[CJ LIM domain 189
(] Bromedomain 180
[ Kelch repeat 116
(] Collagen 106
[ Redox-active center 105
] Laminin EGF-like domain 83
[C1C85 domain 73
[C]SH3-binding 69
] Annexin 63
[ Paired box 43
[ Kringle 41
[ Lipoyl 28
[ Glutamine amidotransferase 19
[ Bait region 7
[ Knottin 2 -

H-H—_E_\
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~Protein domains

Transmembrane 13,725

Unclassified 22483

Description
Protein domains from UniProt
1 [ Unclassified X
https=//togod:x.dbcls.jp/hu ] Transmembrane 13,785 »
:E?kdown_-"prcteh_domains_uqE [ signal 9448 advanced~ | @, Search
[ Coiled coil 8715 S
Er;gi;:zltdala . [ Repeat 7677 BLAST Align Retrieve/ID mapping Peptide search SPARQL Help Contact .
Ve Doz fnger 22 UniProtkKB - 060603 (TLR2_HUMAN)
release 2022_01 [CJ WD repeat 889 -
Last updated [ Immunaglobulin domain 885 Displa O Help A, BLAST Bformat  # Add to basket @ History [# Add a publication  *# Feedback
2022-03-03 Play e
[ Transit peptide 789
[C15H3 domain T00 Protein | Toll-like receptor 2
[ ANK repeat 691 Publications Gene TLR2
[ EGF-like domain 682 Feature viewer Organism | Homo sapiens (Human) ]
i’ [ Leucine-rich repeat 560 .
Feature table
Stﬁtu‘a‘l h Reviewed - Annotation score: @®@@@®® - Experimental evidence at protein level*
(] Homeobox 146
[ TPR repeat 3 Domain 639 - 782 TIR & PROSITE-ProRule annotation « I s
(] sk2 domain 254 & Add % BLAST
[ sushi 209 Mot
o
LIM domain 189 =
-
(] Bromedomain 180 =
Motif* 761 - 778 ATG16L1-binding motif @& Add “ BLAST -
[ Kelch repeat 116 =
] Collagen 106 Domain’ T
[ Redox-active center 105 Ester-bound lipid substrates are bound through a crevice formed between the LRR 11 and LRR 12. # By similarity
] Laminin EGF-like domain 83 The ATG16L1-binding motif mediates interaction with ATG16L1. # 1 Publication ~
[ cBS domain 73 The TIR domain mediates NAD ~ hydrolase (NADase) activity. Self-association of TIR domains is required for NADase
o activity. # PROSITE-ProRule annotation
[C]SH3-binding 69
DAnnexin 63 Sequence similarities:
D Paired box 43 Belongs to the Toll-like receptor family. € Curated
[ Kringle 41 Keywords - Domain* ]
D LI'pu-YI 2 Leucine-rich repeat, Repeat, Signal, Transmembrane, Transmembrane helix
[ Glutamine amidotransferase 19 Phylogenomic databases
D Bait ragion 7 eggNOG* KOG4641, Eukaryota
. GeneTree* ENSGT00940000156323
(] Knottin z - HOGENOM® CLU_006000_3_0_1
InParanoid* 060603
OMA*  CTLNGVG
- - - i -
Leucine-rich repeat, Repeat, Signal, Transmeémbrane, Transmembrane helix
TreeFam* TF351113 ]

‘ < VBDC 5

Family and domain databases
3 405010140 1 hit

CenelD:
—

DX




| =ciE> T d MEsObarcRh ] CDox

1, "Select target category" (IDJ X + D) % 2R
= Ensembl gene % &1k
2, “Attribute values” %z #R (74 B barld”and” . [& Ubarld”or”)

= Gene/protein coding; Gene/Zebrafish; Gene/Bone marrow; Protein/Transmembrane;
Disulfide bond; Immune System; Mendelian disease

# [BIZFICHIK TV MN)—T @% /%0 &% 20— F @Zebrafish& Dl L 7-BH 5
FE@EHMTERIN @OEBEERNAAM V2> @ ILAILT 4 NigE%EED
BETT U .. @GELVRTLICHS @4V FILEEFICHS%2EETHOE? ]

& C 8 https://togodx.dbclsjp/human/?dataset=ensembl_gene&annotations=%5B%5D&filters=%5B%7B"attributeld"%3A"gene_biotype_ensembl"%2C"node

Do MY DBEHHDURLICRIRL, RF - BRTZES

> Aftribute keys Aftribute values W Logscale [ Condition builder m

DIOIOYICd] Proce eliulal Proces 3 olological Teguiatio G, 91 6] proce =/ 10CallZatidy 2| 0l 1] s UTICIaS ed 42450

. # Select target dataset
> Molecular function binding 27.500 ‘ catalytic activity 16185 ‘mule tmnsp trans mul Hll Unclassified 32276 [ Ensembl gene ~|
> Ligands Metal-binding ?.?n‘ Zinc 5125 ‘Nudeoﬁdn{[:al‘ M‘I“WH]"I Unclassified 64574 @ Map your IDs ogtional Ly Try
> Molecular mass 0-10kDa 13250 1020KDa 21215 2030KDa 11425 ‘ 30-40KDa 715 ‘41}50 kDa s%mma ‘ﬁﬂ—?l] 4?&#&%‘90{10‘1‘1‘1‘” |e-'3- ENSG00000079432, P
3 . _ _ | 5 Submit Reset
! >PTMs Phosphopi 3,40|Glycop {Dl.wlflcle bon MeMa{ Ubl m{ Isu[{ Li N*HI Unclassified &0z —
) Mapping compleated
» # of transmembrane domains 0 66455 ‘ 1 6381 ‘2 ‘S‘AHG?
> # of phosphorylation sites 0 71048 ‘I u*i (3H * X Md LS «
> # of glycosylation sites 0 7203 ‘1 *2‘ P""t“"“""“"'ix
> Disease-related proteins DiseaseH Unclassified 74712 Cone e e *
Zebrafish *

, Tissues w/expression _ : . . i

leported Brain 7.633 |Liver s|Cervix c/Testis |ErythraPlaceLu Unclassified 59,906 e . . x
» Evidence of existence Evidence at protein level 13318 Evidence at t‘l Uncer GeneChip)

Bone marrow *
> Structure data existence Proteins with struct Proteins without structure data 71577
x

Transmembrang X

E

> Rate of helical regions 0‘1{ 1% a0 ‘2% m‘ﬂ 2&0‘4’6 2315% 1‘6% 1‘?‘% 1‘8‘& {‘}% *10%‘11% ‘12‘*13%‘144I57*1641?‘1IE*19‘{2021‘{22‘2#2412#25127‘23 2‘)‘13»0‘*

st W QLRG|

> Rate of beta strand regions 0%‘ 1% a6 ‘ 2% 312 ‘ 3% 292 4% m‘ﬁ% 21{6’6 m‘?‘% EDE{E% 1‘9% *Il]% {11%‘12% ‘13% 2‘14% 15%‘]6‘!& ‘I?% ‘18% ‘19%‘20‘1{2]% ‘ 3‘4?_4 5‘*26* 4 ‘* 4 ‘ ‘ S*EEIH#HH Pratein/ PTMs *
Disulfide bond *
> # of peptides in a PDB entry 1 147143 ‘ 2 2373 3 7ass|4 §
x
> Analysis methods X-ray diffraction 163380 _
> Proteins in pathway Signal. Metz Met: Gel DiiDe Disesse / Dissases in Mondo x

o om0 |

4 > Compounds in pathway
i

#~ Map attributes
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TDox
@ Hits/All
(7 Hits/All (%)
() Hits only
] ll:li
= | | | | | | | | | B
Py, e, 4, g, G, g, s,
Sy S, P! 25, e, i, g,
iy, ’? ", %”%,,w %0"’/4 - e, @p’%.u%
[ TIICY Gene biotype (€Y Evolutionary divergence  [N[:I[T=CY Tissue-specific high expression (RefEx GeneChip)  [II[1Y Protein domains [EE PTMs UniProt Mondo
ENSG00000259207 [i(e:kINN ENSGO0000259207 LluCl] [E[ED Zebrafish [EEEID Bone marrow [EIETTY Transmembrane [{EL Disuifide [EEAL Immune System ETEZED Mendelian
coding [ZEI Transmembrane bond disease
[EI[TEN Mendelian
dizease
ENSGO0000180871 ENSGO0000180871 MET [EEZED Zebrafish EIFEN Bone marrow [CXRREA Transmembrane IEEE Disulfide IS immune System [NERERZE Mendelian
CXCRZ coding [N Transmembrane bond dizease
[EXEE] Transmembrane
EXIER Transmembrane
IEEFA Transmembrane
ENSGD0000177663 ENSGO0000177663 Jtnchl FEF[TH 7ebrafish FEI[TH Bone marrow [E[TZTY Transmembrane [ELIEN Disulfide [\EFTZTN Immune System [IEETE Mendelian
ILT7RA coding bond dizease
ENSG00000005961 [EEENIITERTR protein Eebraﬂsn EIFLY Bone marrow ADA3B3IU79 [ZZEILY Disulfide [REEEY Immune System [IIEEEFY Mendelian
ITGAZB coding Transmembrane bond dizease
ransmemorane lendefian
PO8514 BI bi [EIEEFR Mendel
dizease
ENSGO0000147168 [IRGIE ENSGO0000147168 Blaic] [EEGD Zebrafish [EE3D Bone marrow [EIEC5 Transmembrane (L5 Disuifide [EIECE) Immune System [ 0010315 JUERSEIEN]
coding bond dizease
[IR0YENN Mendelian
disease
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