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Results: 1 to 20 of 1441

Text availability Nucleotide Sequence (3065 letters)
Abstract available An In-Solution Hybridisation Method for
Free full text avalable rich Clinical Samples for Analysis by NG RID SENSRPMNOIR (Expires on 11-29 21:37 pm)

Full text available

Smith M, Campino S, Gu Y, Clark TG, C Query ID Id|171467 Database Name refseq_protein
Publication Dondorp AM, Kwiatkowski DP, Quail MA Description None Description NCBI Protein Reference Sequences
dates Open Genomics J. 20125, doi: 10.2174/1875€ Molecule type nudeic acid Program BLASTX 2.2.28+ > Citation
- PMID: 24273626 [PubMed] Query Length 3065
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= Graphic Summary
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Putative conserved domains have been detected, click on the image below for detailed results.
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Szuhai K, de Jong D, Leung WY, Fletch
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SRA database growth A

9,203,087,405,476,778 total bases
4,137,148,653,762,082 open access bases
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https://trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?view=announcement
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— NCRNA expression, including « X
— C | & REZNh/EE  https://www.nebi.nim.nih.gov/sra/ERX005900(acen])

ERX005900: ncRNA expression, including snoRNAs, across 11 tissues using polyA-neutral amplification
1 ILLUMINA (lllumina Genome Analyzer |l) run: 31.8M spots, 1.1G bases, 1Gb downloads

Design: ncRNA expression, including snoRNAs, across 11 tissues using polyA-neutral amplification
Submitted by: TRON

Study: ncRNA expression, including snoRNAs, across 11 tissues using polyA-neutral amplification
PRJEB2202 « ERP000257 « All experiments « All runs

Sample: Protocols: We purchased total RNA from Ambion (Austin, USA). Each tissue samples was pooled from multiple donors. Librarys were
prepared as in Armour CD, Castle JC, Chen R, Babak T, Loerch P, et al. (2009) Digital transcriptome profiling using selective hexamer priming for
cDNA synthesis. Nat Methods 6: 647-649.

SAMEA733155 « ERS012459 - All experiments « All runs

Organism: Homo sapiens

Library:
Name: adipose_RNA
Instrument: lllumina Genome Analyzer ||
Strategy: OTHER
Source: GENOMIC
Selection: RANDOM
Layout: SINGLE
Construction protocol: We purchased total RNA from Ambion (Austin, USA). Each tissue samples was pooled from multiple donors. Librarys were
prepared as in Armour CD, Castle JC, Chen R, Babak T, Loerch P, et al. (2009) Digital transcriptome profiling using selective hexamer priming for
cDNA synthesis. Nat Methods 6: 847-649.
Spot descriptor:
- forward

Experiment attributes:
Expenmental Factor: ORGANISMPART: adipose

Runs: 1 run, 31.8M spots, 1.1G bases, 1Gb
Run # of Spots # of Bases
1.1G

Published
1Gb 2011-03-18

Size

w| 4
BioProject
BioSample
Taxonomy
Recent activity =
Tun O Clegr
Q, ERP000257 (11)
SRA
B Uberon, an integrative multi-species
anatomy ontology
B Tumour resistance in induced pluripotent
stem cells derived from naked mole-rats
¥ Tumour resistance in induced pluripotent
stem cells derived from naked mole-ra PubMed
Q, bono hidemasa (47)

PubMed

See more.,
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www.ebi.ac.uk/ena/data/viev. X
< C | ® www.ebi.ac.uk/ena/data/view/PRJEB2202 o dly.

NCRNA expression, including snoRNAS, across 11 tissues using polyA-neutral amplification

Navigation Read Files Portal Attributes
Bulk Download Files (Please use Firefox to launch the bulk downloader app.)
Download: 1 - 1 of 11 results in TEXT

Select columns

Showing resuits 1 - 10 of 11 results

Study Sample Secondary Experiment Run Tax Scientific Instrument Library Fastq Fastqg Submitted Submitted NCBI NCBI CRAM CRAM
accession accession sample accession  accession ID name model layout files files files (ftp) files SRA SRAfile Index Index
accession (ftp) (galaxy) (galaxy) file (galaxy) files files
(ftp) (ftp) (galaxy)
PRIEB2202 SAMEA733155 ERS012459 ERX00S5900 ERR015534 9606 Homo Illumina SINGLE File 1 Flle 1
sapiens Genome
Analyzer 11
PRIEB2202 SAMEA733146 ERS012465 ERX005906 ERRO15535 9606 Homo lllumina SINGLE File 1 File 1
sapiens Genome
Analyzer 11
PRIEB2202 SAMEA733149 ERS012460 ERX005901 ERR015536 9606 Homo Tllumina SINGLE File 1 File 1
sapiens Genome
Analyzer 11
PRIEB2202 SAMEA733145 ERS012464 ERX005905 ERRO15537 9606 Homo Illumina SINGLE File 1 File 1

sapiens Genome
Analyzer 11
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2. Result List - DRA Search X ' 2. ERPO00257 - DRA Search b e
C | ® trace.ddbj.nig.ac.jp/DRASearch/study?acc=ERP0O00257 o dly.
. DRASearch ““Send Feedback " Search Home  DRA Home
ERPO00257
Study Detail Navigation
Title ncRNA expression, including snoRNAs, across 11 tissues using polyA-neutral amplification W Submission ERAD10380 TP
Study Type Transcriptome Analysis ./ Experiment ERX005900 SRA
Abstract ERX005901 SRA
Description ncRNA expression, including snoRNAs, across 11 tissues using polyA-neutral amplification ERX005902 SRA
Center Name TRON ERX003903 SRA
ERX005904 SRA
SRA Links ERX005905 SRA
Url Link E-MTAB-305 in ArrayExpress ERX005906 FASTQ SRA
ERX005907 FASTQ SRA
ERX005908 SRA
ERX005909 FASTQ SRA
ERX005910 SRA
W Sample ERS012459
ERS012460
ERS012461
ERS012462
ERS012463
ERS012464
ERS012465
ERS012466
ERS012467
ERSD12468

ERS0124
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DISCOVER
Interesting & Available SRA Data

DBCLS SRA

http://sra.dbcls.jp/

Trends & Search SRA data
Species Study Type Platform Usage
B Homo sapiens B Whole Genome Sequencing B lllumina HiSeq 2000 i Click bars or bubbles and you can
M Mus musculus B Other ¥ lllumina MiSeq see more details of selected data.
. ; : i Input keywords and you can view
human ggt metagenome Tmnscnptome Analysis 454 GS FLX Titanium Gt ol faalss Salaation:
L Oryza sativa L Metagenomics ‘ lllumina Genome Analyzer || 3 You oih 66 redult of combined
| soil metagenome . Population Genomics . lllumina HiSeq 2500 search criteria too.
572366 Search Conditions
7758
' 5105 -97400
29622 -
— - *—-

Q Searcl Select your option Q Sear

Free Kevword
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[M) search Result X | o= |

<« = 'D 52.193.26.230/search?species=Homo%20sapiens&type=&instrument=&search_query= Q 57 B! s %

DBCLS SRA Home blog ¥ 0

DBCLS SRA Metadata Search

Search query: undefined

948projects
Study Sequencing Number of PubMed
el ke -l 0 ol
trans
DRPO00003 Comprehensive identification and characterization of the nucleosome Transcriptome lllumina Homo sapiens 9 20400770
structure Analysis Genome
Analyzer
DRPO00004 Comprehensive identification and characterization of the transcripts, their  Transcriptome lllumina Homo sapiens 3 20400770
expression levels and sub-cellular localizations Analysis Genome
Analyzer
DRPO00005 Comprehensive identification and characterization of the transcripts, their  Transcriptome lllumina Homo sapiens 3 20400770
expression levels and sub-cellular localizations Analysis Genome
Analyzer
DRP0O00006 Comprehensive identification and characterization of the transcripts, their  Transcriptome lllumina Homo sapiens 3 20400770
expression levels and sub-cellular localizations Analysis Genome
Analyzer
DRPO00007 Comprehensive identification and characterization of the binding sites of  Transcriptome lllumina Homo sapiens 2 20400770

s ——
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[Y Comprenensive identificar  x

C [} 52.193.26.230/view/DRP0O00007

DBCLS SRA Home blog ¥ 0
Project Summary
Study Type Sample Organism Sequencing Platform
Transcriptome Analyss Homo sapiens llumina Genome Analyzer
Article Summary

Characterization of transcription start sites of putative non-coding RNAs by multifaceted use of
massively paralleled sequencer.

Sathira Nuankarwya N, Yamash#a Riu R, Tanimoto Kousuke K, Kanai Alinori A, Arauchi Takako T, Kanematsu Soutaro S, Nakai Kenta K, Suzulo Yutaka Y, Sugano Sumio
S DNA research : an infernational jounal for rapid publication of reporis on genes and genomes, 2010/08/156

On the basis of integrated transcriptome analysis, we show that not all transcriptional start site clusters (TSCs) in the intergenic regions
(ITSCs) have the same properties; thus, it is possible 10 discriminate the iTSCs that are likely 1o have biological relevance from the other
noise-level iTSCs. We usad a total of 251,933,381 short-read sequence 1ags generated from various types of transcriptome analyses in
order to characterize 6039 ITSCs, which have significant expression levels. We analyzed and found that 23% of these ITSCs were located in
the proximal regions of the RefSeq genes. These RefSeq-linked ITSCs showed similar expression patterns with the neighboring RefSeq
genes, had widely fluctuating transcription start sites and lacked ordered nucleosome positioning. These ITSCs seemed not to form
independent transcriptional units, simply representing the by-products of the neighboring RefSeq genes, in spite of their significam
exprassion levels. Similar features were also observed for the TSCs located in the antisense regions of the RefSeq genes. Furthermore, for
the remaining ITSCs that were not assoclated with any RefSeq genes, we demonstrate that integrative interpretation of the transcriptome
data provides essential information to specify their biclogical functions in the hypoxic responses of the cells.

[ PubMed [ PMC
Methods
Cell culture and tissues
Construction of the TSS Seq libraries and analysis of the TSS tags

Construction of the Nuclecsome Seq library and analysis of the nucleocsome tags
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Study DRP Sample DRS
» Study ,1 * Organism
* Project ID « Strain
* Reference has » Taxonomy ID
?
: 1~N [
i uses
Experiment DRX{4 ~ N |
has « Experiment
* Protocol 1
- Sequencer % |
« Library has
0~N . gead colrlnpositlon I 1~N
. + Base ca
Analysis DRZ Run DRR
* Processed data * Run
« Ancillary data « Data files
| |

Data Files
sff, srf, gseq etc

Data Files
Alignments etc

§Submission DRA |

« Contact information
« Action (Release elc)
» Wrapper for objects

‘has” and "uses’: relationship between objects
0, 1, N: number of objects
Prefix of accession numbers

http://trace.ddbj.nig.ac. jp/dra/submission_e.html
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Zoom obm YTD 1y All From | Nov 15, 2010 | To | Dec 15, 2015
TOTAL
60k
50k Whole Genome Seq

— Transcriptome Analysis
Metagenomics

40k Epigenetics
— Reseq
— Other

30k RNASeq

- Population Genomics
— Gene Reg Study

20k Cancer Genomics
Exome Seq
ok — Synthetic Genomics

Forensic or Paleo-genomics

// Pooled Clone Seq

ok == TOTAL
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lllumina HiSeq 2000 680492
lllumina MiSeq 126689 lllumina
454 GS FLX Titanium 101720 HiSeq 2000
lllumina HiSeq 2500 90869
lllumina Genome Analyzer |l 90521

: 600k
lon Torrent PGM 11892 J
PacBio RS Il 5861 -
PacBio RS 4343 lumi

mina
Helicos HeliScope 3830 Jm!
. MiSeq

NextSeq 500 3389 25k
Complete Genomics 2972

: 100k
lon Torrent Proton 1113
I\/Iinl(:)N 122 25k
Total 1317530

50k

25k

Ok
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Species: Study Type: Platform: | search |
Next Last Page:1  |co Rows: | l
pmid article_title journal vol issue page date sra_id_orig sra_id sra_title
Dual RNA-
sequencing of
Dual RNA-seq of Eg;%pei?l'es
Nontypeable Haemophilus ' ophaU
influenzae and Host Cell influenzae and
26578681 Transcriptomes Reveals mBio 6 6 - 2015 SRA216498 SRA216498 host ce_ll
Novel Insights into Host- :;avr;sa(i:%tgwes
Pathogen Cross Talk aspects of host-
pathogen
interface
Pervasive
transcription
Pervasive transcription read- read-through
through promotes aberrant 2015- promotes
26575290 expression of oncogenes and  elife 4 - - SRA220947 SRA220947 aberrant
. s Nov-17 -
RNA chimeras in renal expression of
carcinoma oncogenes and
RNA chimeras in
renal carcinoma
A comprehensive joint Short and Long
analysis of the long and short : RNA sequencing
26573221 RNA transcriptomes of BMC genomics 16 1 952 2015 SRA205374 SRA205374 of human mature
human erythrocytes erythrocytes
Nature cell 2015-
26571212 biology - - Nov-16 SRA180725 SRA180725
Genetic

predisposition to

Publication info

data info
(SRA)
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Kikuchi et al. BMC Genomics (2017) 18:83

This work was also supported by the NIG Collaborative Research Program 10. Tomit
(2014-A171 and 2015-A155). K, Nal

recon
Availability of data and materials 2003;:
The nucleotide sequences for BmEno1, BmEno2, and BmEnoC were 11. Wang
submitted to DDBJ/ENA/GenBank (Accession Nos. LC170036, LC170037, and High-¢
LC170038, respectively). The RNA-seq reads supporting the conclusions of for silk
this article are available in the Sequence Read Archive (SRA) with accession ID 12. Xia Q,
DRA005094, https://www.ncbi.nlm.nih.gov/sra/. Zhan¢
I in mu
Authors’ contributions Biol. 2
Conceived and designed the experiments: AK and HT Performed the 13. Brewe
experiments: AK, YN, Kal, and AT Contributed reagents/materials/analysis enola

ae e 12 1IN T\ AT oo A NC Aol ] oale - dex AL/ TAL LI —— ] 1 IT TNNN.
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Sequence Read Detail

DRR0O00017
Filetype Encoding Total Number of Sequences Sequence Length
Conventional base calls Sanger / lllumina 1.9 19001811 36

Sequence Quality Statistics

Per base sequence Per sequence quality Per base sequence Per sequence GC
quality scores content content
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Disease Type: | ANY

“ar

7 Search |

Total: 171 12 3 4 5 6 7 8 9 10 next> last> (10 '7)
Disease B2 # of submission
Genetic Predisposition to (= o
Disease REORH(ZER) 9
Breast Neoplasms IEES R
Disease Progression RERI Total: 6 1 (10 %)
Obesity AEE SRA ID SRA Title Disease 3 e PMID
Malaria NZU7 ONA ing of a oyt dicall ' | Loukemi =fmi;
. sequencing of a cytogenetically norma eukemia,
Chromosome Aberrations REERN SRADEND acute myeloid leukaemia genome Myeloid, Acute ggg R8RS
HIV Infections HIVERZLTE S
Chromosome Breakage B At T SRA026055 DNA sequencing of a cytogenetically normal  Leukemia, £ Q- 19657110
acute myeloid leukaemia genome Myeloid, Acute m
Polyploidy 584 s
Disease Models, Animal EEETIV(E) Recurring Mutations Found by Sequencing Leukemia, B M-
SRA026055 . . : miEs 18987736
an Acute Myeloid Leukemia Genome Myeloid, Acute :
Total: 171 1 2 3 4 5 86 7 Bhf%
SRA026055 Recurring Mutations Found by Sequencing Leukemia, ggg' 19657110
an Acute Myeloid Leukemia Genome Myeloid, Acute & i
In-depth characterization of the microRNA ) sukiaria =fmEzE
SRA009897 transcriptome in a leukemia progression o =aiEs 18849523
Myeloid, Acute :
model i
SRA029797 Exome Sequencing Identifies Somatic Leukemia, ggg' 21399634
Mutations in Acute Monocytic Leukemia Myeloid, Acute B i

Total: 6

1 (10 %)
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[™ project List (from taxoncr  x -

< C [ sra.dbcls.jp/cgi-bin/taxon2study.cgi?type=&platform==&taxon_id=4530&taxon_tree=on&taxon_in=0ryza+sativa ww B! & A =

Project List from taxonomy (B version)

— back to DBCLS SRA top

m

Study Type: $ Platform: g Taxon ID: 4530

Species name: Oryza sativa

Oryza > Oryza sativa

— TAB-delimited format

Total: 580 <<first <prev 13 14 15 16 17 18 19 20 21 22 next> last>> |10 3

SRA ID Study ID Study Title Study Type Taxon ID TaxonName « Exps  Runs
S ——————
SRA216709 SRP051189  Oryza sativa Transcriptome or Gene expression Zfar;xgpmm 4530 Oryza sativa 0 0
SRA240900 SRP054895 Oryza sativa japonica Genome sequencing Seq' v m::ig:gome 4530 Oryza sativa 1 0
SRA244535 SRPO55515 $mall RN_A populations in Argonaute complexes purified from Rice stripe Tenuivirus (RSV)- Other 4530 Oz e 6 -
infected rice
DRAOO0ESS DRPO00716 Diversity in the complexity of phosphate starvation transcriptomes among rice cultivars based on Transc_riptome 19946 Oryza sativa Indica 57
RNA-Seq profiles Analysis Group
ERAD00212 ERPOO0096  Novel exon splicing junctions and novel transcriptional active regions in Oryza sativa ;r:al ysls - ;ptome 39946 G: rl ou,zap saiva indica 18
g - - Whole Genome Oryza sativa Indica
ERAD09070 ERPO00235 The indica genome sequence by next-generation sequencing Sequencing 39946 Group 5
GSE19050: Degradome sequencing reveals endogenous small RNA targets in rice (Oryza sativa  Transcriptome Oryza sativa Indica
SRAD10796 SRP001724 L. ssp. indica) Analysis 39946 Group 1
SRA012190 SRP002084  Single-base resolution DNA methylomes of rice and functional roles of DNA methylation Epigenetics 39946 m“""‘ R 22
SRA026538 SRP004490  Plant genome sequencing data YRoe Genome 39946 T 03
Sequencing Group
SRA036013 SRP006587  Oryza sativa Project Whole Genome 39946 Oryza sativa Indica 1

Sequencing

Group
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2. DRA Handbook
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ERENRELELSTOFRICHSVWT DDBJ KEMT 27— ORXTHIB/A (HBX) ARG F—5
OHW - 750/ —i2, BAIhINAER BF SHEVFRLTVWIRNOHH i bl
IV, FMEORELBSVWTEEZSATVWILENHBDET, DRAANDT—4 TR
AL LT, BRAEBENELESORTHE, BRT—5HSROBITI RE L, DRA BHRON,
ERENREUVLEHRT—FEERTIEEB_EhENKE UEART—SOSRICD DRA AD 7 — 4 Bk %
L/\'—lt. ’\EL"E(I‘&:E\-“-
SROEN
#.2: MDs &
RERY =0T YDSDT—5% DRA KERT I OB ASTF—F &I~V TV AT~
THLETT. PDF Download
MITRDEI7— 513 DDBJ ANRR U ET, DDBJ Mass Submission System (MSS) ¢, D POFEYYVYO—-R
RER =T UNSERHINDIT /APKBT -7 DRRBZBERICBDET,
Submit
BT 75 HNIICET S8R, 2803 RT3
B F-Y0OBEE, ORBENTOHRBILEZV, Contact
Archives
DRA 8RO 23K

News by year: | Latest

1.8R7 N0V M EER rAQe

Handbooks
« D-way &8P H > b EFR
o NEARE centername ZE7 AV M ICHR L, DRA 8% 0AEIC

e b & mme S

http://trace.ddbj.nig.ac.jp/dra/submission.html




r——\ ¥

T—

7wBE (Bl)

-

BioProject

Umbrella Project

I

Primary Project
4

SRA

GEO

Project Summary |

Platform

\_S.ample

T Run data

/

BioSamlee

Sample

http://trace.ddbj.nig.ac.jp/dra/submission.html %2{



DRANDZEER T O—

DRA SO EXR:

1. 887 Hho 0 hZER

e D-way BER7ZHO v NE/ER
o« NEEE L centername EF ATV MBS L, DRA Z82%E0fElC

2. DRA EBREZ1ERRLT—9Y 771V &7y 70—R

—lTRT—4
(FASTQ or BAM) TNz
XY TFT—45 (RERBIR) =

=, — XX
C =2

o ¥i35 DRABREER (ZAHA2V MC DRABBEREHSELTEEET) = TDDBJL ‘

« BioProject, BioSample, Experiment & Run Z#BE 3 5RilcT—5 771 IL%E

scp T7 v 7A—K 4. Experiment & Run Z &%
3. 70V 17 YV T EBERR DRA Experiment
« FEDOY Y TIHOSEREULILSATI)—EDVWTDEREE
BioProject (Study) . TEDESILy Y—ITVRELEOD
« IR0V FORE « HED Experiment iE—D® Sample 2 TE 2N, HETELHL

« 2t ZOY VTN EV—IVTIVALIEOD

DRA Run v,
« Experiment & Run Z#&BUL#E, 7T—9 7 71 ILORIIAEZRA

BioSample (Sample) v

« EYER, PENKCIZ—IBY T e RUNICUVILTWVWRLTDF—9 7741 DD SRA 77 ILIcNw—
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« V—DIVART—I 774N ETP—NA4TRHSRA 771 ILICERT HUE%:

%A

« RINEZESLERDNEBEESNT7 /€YY a VESHRETEND



DRANDE#k (Sample)

- B U % e - A
T ¢ |l ALY | EEE e B[ () (S]] P e H | Frexr | @ M
A12 . fx
A D E F G L
1 *sample_name *organism *taxonomy_id Dbioproject_id strain biomaterial_provider collectic
Bmori-strainXXXwt-tissue-1 Bombyx mori 7091 PRIDB#### XXX  Kyushu Univ/NBRP

2
7 Bmori-strainXXXwt-tissue-2 Bombyx mori 7091 PRIDB#### XXX  Kyushu Univ/NBRP
4 Bmori-strainXXXwt-tissue-3 Bombyx mori 7091 PRIDB#### XXX  Kyushu Univ/NBRP




DRANDE# (Experiment)

2. Submission: chalkless-0001 X

< C | & REZh/HE htips://trace.ddbj.nig.ac.jp/D-way/contents/dra/metadefine?serial="1&type=experiment

Submit/Update DRA metadata

SUBMISSION BIOPROJECT BIOSAMPLE EXPERIMENT RUN

e For more information, please see the Experiment metadata.

BN Experimemt X F—FEBRMLTLIEEZ W,

e Click the "Save® button and fix aliases to edit metadata in TSV file.
"Save" £V ) w2 LT alias EMELTH'S TSV CAEBEEBEL TLREEZ W,

Save  Next (RUN)

Edit Experiment by using tab-delimited text (TSV) file
»Download TSV file
§ Upload TSV file  7rsiemr BIRSNTULEEA

ANALYSIS (optional)

Experiment

O her riment ] Copy Experiment #1

# Alias: *BioSample Used | Library Name( *Library Source(

1 | chalkiess-0001_Experiment 0001 | | SAMDOO0S8752 + TRANSCRIPTOMIC v
2 chalkless-0001 Experiment 0002 SAMDOOOS8753 + TRANSCRIPTOMIC g
3 | chalkless-0001_Experiment_ 0003 | | SAMDOO0S8754 + TRANSCRIPTOMIC H

Save Next (RUN)

*Library Selection ¢
cDNA
CDNA

cDNA

“r

“>

-

w

*Library Strategy «
RNA-Sea
RNA-Sec
RNA-Seg
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