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DCC’s role in ENCODE
The ENCODE portal is a main tools for the DCC
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ENCODE portal
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Outline

An ENCODE experiment

Browse & Search experiments
Visualize & Download files from many experiments
Searching by a region of interest

Access the ENCODE portal programmatically
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An ENCODE experiment The experiment page

https://www.encodeproject.org/ENCSRO8RQIF

ENCOD

Encyclopedia Materials & Methods Help

EXPERIMENTS CHIP-SEQ ' HOMO SAPIENS ASCENDING AORTA

Experiment summary for ENCSR982QIF

Summary Attribution
Status: Lab: Bradley Bernstein, Broad
Assay: ChIP-seq Award: U54HG006991 (Bradley Bernstein, Broad)
Target: H3K27ac Project: ENCODE
Biosample Homo sapiens ascending aorta female adult (51 =~ External resources: ~ GEO:GSE101384 (7
summary: year) ) . .
Aliases: bradley-bernstein:Project Element 2547
Biosample Type: tissue B
Date submitted: November 13, 2016
e: u
e . Date released: June 8, 2017

Nucleic acid type: DNA
Related datasets: ENCSR818FUR @

Size range: 200-600

Tags:
Fragmentation sonication (generic) => ] GTEX
method: .

Strand specificity: Non-strand-specific
Platform: lllumina HiSeq 2500

Controls: ENCSR494YJW

Isogenic replicates

Isogenic replicate « Technical replicate $ Summary Biosample $ Antibody $ Library s

1 1 female adult (51 year) ascending aorta tissue ENCBS273PSC ENCABOOOAQN ENCLB626HJU
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An ENCODE experiment What experiment was done

https://www.encodeproject.org/ENCSRO82QIF

ENCODE Data Encyclopedia  Materials & Methods  Help

Experiment summary for ENCSR982QIF

Summary
Status: | @ released |
Assay: ChlP-seq
Target: H3K27ac
Biosample Homo sapiens ascending aorta female adult (51
summary: year)
Biosample Type: tissue
ion type: unrepli

Nucleic acid type: DNA

Size range: 200-600
Fragmentation sonication (generic)
method:

Strand specificity: Non-strand-specific

Platform: lllumina HiSeq 2500

Controls: ENCSR494YJW

Isogenic replicates

Isogenic replicate  Technical replicate 3 Summary

1 1

Attribution

Lab: Bri
Award:

Project: El
External resources:
Aliases: br:
Date submitted: N
Date released: Jul

Related datasets:

Tags:

&) GTEX

Biosampl|

female adult (51 year) ascending aorta tissue

Summary
Status:
Assay:
Target:

Biosample
summary:

Biosample Type:

Replication type:

Nucleic acid type:

Size range:

Fragmentation
method:

Strand specificity:

Platform:

Controls:

ChIP-seq

H3K27ac

Homo sapiens ascending aorta female adult (51
year)

tissue
unreplicated
DNA
200-600

sonication (generic)

Non-strand-specific
lllumina HiSeq 2500

ENCSR494YJW
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An ENCODE experiment Experiment grouping

https://www.encodeproject.org/ENCSRO82QIF

e )

Attribution or ENCSR982QIF
Lab: Bradley Bernstein, Broad P ENCODE
Award: U54HG006991 (Bradley Bernstein, Broad) s e RS
Award: U54HG006991 (Bradley Bernstein, Broad)
Project: ENCODE Project ENcoDe
aorta female adult (51 | External resources: GEO:GSE101384 (7'
External resources: GEO:GSE101384 (4 Aliases: bradley-bernstein:Project Element 2547
Date submitted: November 13, 2016
Aliases: bradley-bernstein:Project Element 2547 Date released: June 8, 2017
Related datasets: ENCSR818FUR @
Date submitted: November 13, 2016 Tags:
#F16TEX
Date released: June 8, 2017
Related datasets: ENCSR818FUR @
Tags:
&1 GTEX B e ¢] ey o]
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An ENCODE experiment Experimental entities

https://www.encodeproject.org/ENCSRO82QIF

ENCODE Data Encyclopedia  Materials & Methods  Help [(seach.. Q]

Experiment summary for ENCSR982QIF

Summary Attribution

Status: Lab: Bradley Bernstein, Broad
Isogenic replicates
Isogenic replicate « Technical replicate $§ Summary Biosample $ Antibody + Library s
1 1 female adult (51 year) ascending aorta tissue ENCBS273PSC ENCABOOOAQN ENCLB626HJU

Platform:

Controls:

Isogenic replicates

Isogenic replicate « Technical replicate $ Summary Biosample $ Antibody $ Library =

1 1 female adult (51 year) ascending aorta tissue ENCBS273PSC ENCABOOOAQN ENCLB626HJU
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An ENCODE experiment

https://www.encodeproject.org/ENCSRO82QIF

crolling downees

Files

l GRCh38 B
Association graph File details

i)

Documents

High Resolution Pathology Slide Image

Description excerpt: High-
resolution whole slide digital images
of pathological specimens (SVS...

& 84258.svs +

General Protocol
Description: GTEx ENCODE Tissue
Recovery Form Il, Case 4

& ENC_Case-4_DEJ_TRF _revised.pdf +

Extraction Protocol

Description: GTEx Tissue

Harvesting Work Instruction —m

& GTEXx Tissue Harvesting Work Instructio (+

Pipeline Protocol

Description: ChIP mapping
pipeline: Includes overview and

A o
references for the pipeline

& ChIP-seq_Mapping_Pipeline_Overview.; (+

Data Sheet

Description: Mapping of high
resolution images (SVS format) ids
to tissues

& Encode Public IDs.pdf +

Include deprecated files

General Protocol

Description: PRC Case Summary

Report For Case 4 m

& ENC_Case-4_DEJ_PRCcsr_Redacted.p (+

General Protocol

Description: Epigenomics
Alternative Mag Bead ChlIP Protocol
vi.1exp

& Epigenomics_Alternative_Mag_Bead_Ct (+
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An ENCODE ex;perlment Data provenance

https://www.encodeproject.org/ENCSRO82QIF

ENCFF342QSl (reads) .| ENCFF204MGF (unfitered alignments)
A SF
fastq concatenation

alignment

ENCFF599EFX (reads) v filtering
ENCFF823SXL (alignments)
« > - N
SAENE peak calling
signal generation
«
ENCFF643CGH ENCFF893ZJC
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An ENCODE experiment File details

https://www.encodeproject.org/ENCSRO82QIF

Files
ENCFF342QSl (reads) ENCFF204MGF (unfiltered alignments)
A SF
fastq concatenation
alignment
ENCFF823SXL (alignments)
bam ENCFF823SXL RV a
5 peak calling
Status: signal generation
Output: alignments ol
Biological 11
replicate(s):
Technical [1_1]
replicate(s):
Mapped read length: 76
Mapping assembly: GRCh38
Lab: ENCODE Processing Pipeline
Date ad 3 16-11-1
ate added 2016-11-18 ENCFF893ZJC
Software: bwa 0.7.10 | samtools 1.0 || picard 1.92 | bedtools 2.17.0 phantompeakqualtools 1.1
File size: 1.96 GB
File download: ENCFF823SXL &
File quality metrics: Chipseq filter quality metrics | Samtools flagstats quality metrics | Samtools flagstats quality metrics

Stanford University




An ENCODE experiment QC metric bubbles

https://www.encodeproject.org/ENCSRO82QIF

ENCFF342QSl (reads) ENCFF204MGF (unfiltered alignments)
" SF

fastq concatenation

alignment

ENCFF823SXL (alignments)

Samtools flagstats quality metrics of ENCFF823SXL F@ N
Ci SF

peak calling
# reads with 0 Quality metric attachments signal generation
duplicates passin
QC‘: P 9 Attachment: Attachment A\ b
# reads with 0
duplicates failing
Qc:
# reads mapped 42194897
passing QC:
% reads mapped 100.00%
passing QC:
# reads mapped 0
failing QC: ENCFF893ZJC
Processing stage: filtered
# of total reads 42194897
passing QC:
# of total reads 0
failing QC:

Stanford University



An ENCODE experiment Pipeline step metadata

https://www.encodeproject.org/ENCSRO82QIF

ENCFF342QSl (reads) ENCFF204MGF (unfiltered alignments)

SF

fastq concatenation

alignment
ENCFF599EFX (reads) filtering

ENCFF823SXL (alignments)

N
SAENE peak calling

signal generation

BWA alignment and filtration step — Version 1.0

Step type: fastq concatenation, alignment, filtering
Step aliases: encode:bwa-alignment-step-v-1
Input: genome index, reads
Output: alignments,
ENCFF643CGH unfiltered alignments
Pipeline: ChlP-seq read mapping
Software: bwa 0.7.10 K samtools 1.0 | picard 1.92 bedtools 2.17.0 | phantompeakqualtools 1.1

Stanford University




An ENCODE experiment ile graph <-> table

https://www.encodeproject.org/ENCSRO82QIF
Files =3

\ GRCh3s R Include deprecated files

Association graph File details

-/ Raw sequencing data

Isogenic o 73 File Run Date File Audit =
Li A Read Lab File stat
replicate adry ceaenon type type it added size status Ya st
Bradley 2016- 1.34
ICFFS5! 3
1 ENCLB626HJU  ENCFF599EFX @ &  fastq  SE76nt BerenEead 149 =5 v
Bradley 2016- 1.33
NCFF34 &
1 ENCLB626HJU  ENCFF342Qs| @ fastq  SE76nt BerelkiBad 1119 $i v

-/ Processed data

£ Mapped 3 < "
. s - % Output 4+ lIsogenic ~ % Mapping 3 4+ Date $ Files Audits$ - s
Accession File type type replicate read assembly Lab el s Ihais File status
length
ENCFF109PKU @ & bigWig fold change 1 GRCh38 ENCODE 2017- 953 W
over control Processing 06-07  MB
Pipeline
ENCFF204MGF @ & bam unfiltered 1 76 GRCh38 ENCODE 2016- 233 ¥
alignments Processing 1116 GB
Pipeline
ENCFF823sXL @ & bam alignments 1 76 GRCh38 ENCODE 2016- 196
Processing 11-16  GB
Pipeline
ENCFF291LEP @ &  bed stable 1 GRCh38 ENCODE 2017- 18 ¥
narrowPeak  peaks Processing 06-07  MB
Pipeline
ENCFF020COG @ &  bed peaks 1 GRCh38 ENCODE 2017- 2 v
narrowPeak Processing 06-07 MB
Pipeline
ENCFF569JIQ @ & bigBed peaks 1 GRCh38 ENCODE 2017- 519
narrowPeak Processing 06-07 MB
Pipeline
ENCFF818NBU @ & bigBed stable 1 GRCh38 ENCODE 2017- 339

narrowPeak  peaks Processing

Pipeline

Stanford University



An ENCODE experiment ENCODE IS ALL

https://www.encodeproject.org/ENCSRO82QIF

OPEN ACCESSI!!

[ GRCh3s : Include deprecated files

Association graph File details
Displaying 10 of 18 files

-/ Raw sequencing data

Isogenic o 73 File Run Date File Audit =
Li A Read Lab Fil ati
replicate adry ceaenon type type it added size status Ya st
Bradley 2016- 1.34
ICFFS5: s
1 ENCLB626HJU  ENCFF599EFX @ &  fastq  SE76nt BerenEead 149 =5 v
Bradley 6. 133
NCFF34 * (@ relead
1 ENCLB626HJU ENCFF342QS| @ fastq SE76nt Bemasteii, Broad . GB v

-/ Processed data

£ Mapped 3
3 4 Output ¢ Isogenic+ $ Mapping & $ Date ¢
Accession File type S 9NC " read PP = Lab
type replicate assembly added Si.
length
ENCFF109PKU @ & bigWig fold change 1 GRCh38 ENCODE 204
over control Processin,
Pipeline
ENCFF204MGF @ & bam unfiltered 1 76 GRCh38 ENCODE o
alignments Processing 11-1¢
Pipeline
ENCFF823SXL @ & bam alignments 1 76 GRCh38 ENCODE 2016-,
Processing 11
Pipeline
ENCFF291LEP @ & bed stable 1 GRCh38 ENCODE cull- 18 v
narrowPeak  peaks Processing 06-07 MB
Pipeline
ENCFF020COG @ &  bed peaks 1 GRCh38 ENCODE 2017- 2 o=
narrowPeak Processing 06-07 MB
Pipeline
ENCFF569JIQ © & bigBed peaks 1 GRCh38 ENCODE 2017~ 5.19 v m
narrowPeak Processing 06-07 MB
Pipeline
ENCFF818NBU @ & bigBed stable 1 GRCh38 ENCODE 2017- 3.39 v m

narrowPeak  peaks Processing
Pipeline

Stanford University




An ENCODE experiment sembly drop—down

https://www.encodeproject.org/ENCSRO82QIF
All Assemblies and Annotations m

Include deprecated files
ik
Displaying 10 of 18 files
-/ Raw sequencing data
Isogenic o 73 File Run Date File Audit =
Li A Read Lab File stat
replicate adry ceaenon type type it added size status Ya st
Bradley 2016- 134
ICFFS5! s
1 ENCLB626HJU  ENCFF599EFX @ &  fastq  SE76nt BerenEead 149 =5 v
Bradley 2016- 133
NCFF34 £
1 ENCLB626HJU  ENCFF342Qs| @ fastq  SE76nt BerelkiBad 1119 $i v
- Processed data
£ Mapped 3 < "
. s - % Output 4+ lIsogenic ~ % Mapping 3 4+ Date $ Files Audits$ - s
Accession File type type replicate read assembly Lab el s Ihais File status
length
ENCFF109PKU @ & bigWig fold change 1 GRCh38 ENCODE 2017- 953 W
over control Processing 06-07  MB
Pipeline
ENCFF204MGF @ & bam unfiltered 1 76 GRCh38 ENCODE 2016- 233 ¥
alignments Processing 1116 GB
Pipeline
ENCFF823sXL @ & bam alignments 1 76 GRCh38 ENCODE 2016- 196
Processing 11-16  GB
Pipeline
ENCFF291LEP @ &  bed stable 1 GRCh38 ENCODE 2017- 18 ¥
narrowPeak  peaks Processing 06-07  MB
Pipeline
ENCFF020COG @ &  bed peaks 1 GRCh38 ENCODE 2017- 2 v
narrowPeak Processing 06-07 MB
Pipeline
ENCFF569JIQ @ & bigBed peaks 1 GRCh38 ENCODE 2017- 519
narrowPeak Processing 06-07 MB
Pipeline
ENCFF818NBU @ & bigBed stable 1 GRCh38 ENCODE 2017- 339

narrowPeak  peaks Processing

Pipeline
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An ENCODE experiment Visualize options

https://www.encodeproject.org/ENCSRO82QIF

Files § Open visualization browser m
\ GRCh3g Lide deprecated files
Assembly Visualize with browser...
Assoc]|
S e | s [ s
- R
Rl oo vew o | vosc | T
replicate status lle status
1 v
a1 v

-/ Processed data

£ Mapped 3 < "
. s - % Output 4+ lIsogenic ~ % Mapping 3 4+ Date $ Files Audits$ - s
Accession File type typs replicats | ™° assembly Lab added  size  status Tile status
length
ENCFF109PKU @ & bigWig fold change 1 GRCh38 ENCODE 2017- 953 W
over control Processing 06-07  MB
Pipeline
ENCFF204MGF @ & bam unfiltered 1 76 GRCh38 ENCODE 2016- 233 ¥
alignments Processing 1116 GB
Pipeline
ENCFF823sXL @ & bam alignments 1 76 GRCh38 ENCODE 2016- 196
Processing 11-16  GB
Pipeline
ENCFF291LEP @ &  bed stable 1 GRCh38 ENCODE 2017- 18 ¥
narrowPeak  peaks Processing 06-07  MB
Pipeline
ENCFF020COG @ &  bed peaks 1 GRCh38 ENCODE 2017- 2 v
narrowPeak Processing 06-07 MB
Pipeline
ENCFF569JIQ @ & bigBed peaks 1 GRCh38 ENCODE 2017- 519
narrowPeak Processing 06-07 MB
Pipeline
ENCFF818NBU @ & bigBed stable 1 GRCh38 ENCODE 2017- 339

narrowPeak  peaks Processing
Pipeline

Stanford University




An ENCODE experiment Quick viz on ENCODE portal

https://www.encodeproject.org/ENCSRO82QIF

Flles | Open visualization browser

Assembly Visualize with browser...

GRCh38:
-/ Ral
hg19: quickt ENCODE Data Encyclopedia Materials & Methods Help
ClearFiters®  Showing 4 of 4 results
File status
)]
Processed data 0
Content category o ¥ E
B n List Quick View 3
signal 2
22:29,758,202..29,918,204 « A »
Content type
OO
fold change over control 1 Q 0 = sl
peaks 1 oS
signal p-value 1 G50 rome 29,800,000 29,850,000 29,900,000
stable peaks 1
i [ GENCODE ©] Mdi—<ti<kd<tii< i<t |
File format SY-ANA <ASCC2 >AC004819.1
bam 2 b ;
bed 2 >UQCR10 SMTMA3
[ |
ZwATs <ANUE-331P
Specific file format type
narrowPeak
% Repeats U1 TLESRUNEL 0L SUMATNN | DO ONTAUI 000000 000 NSO OO OO0 1 WA mAw W il
Project % rep1 stable peaks o (B | 1 nn
ENCODE 4 x rep1 foldchg j 23—
~ T OORTE O O SN W D S s = I FE e Wl
Mapping assembly el
GRCh38 4 % rep1 pval sig
hg19 4 4 - l « -0
Lab x rep1 peaks 11 ul n 1 m

ENCODE Processing Pipeline 4




An ENCODE experiment Viz at UCSC/Ensembl

org/ENCSRO82QIF

Open visualization browser

Assembly Visualize with browser...

GRCh38: Quick View BeTA UcsCc = Ensembl

hgte: R m

Genomes Genome Browser Tools Mirrors Downloads My Data View Help About Us

UCSC Genome Browser on Human Dec. 2013 (GRCh38/hg38) Assembly
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An ENCODE experiment

https://www.encodeproject.org/ENCSRO82QIF

Supplementary docs

Files

‘ GRCh38 B
Association graph File details

i)

Documents

High Resolution Pathology Slide Image

Description excerpt: High-
resolution whole slide digital images
of pathological specimens (SVS...

& 84258.svs +

General Protocol
Description: GTEx ENCODE Tissue
Recovery Form Il, Case 4

& ENC_Case-4_DEJ_TRF _revised.pdf +

Extraction Protocol

Description: GTEx Tissue

Harvesting Work Instruction —m

& GTEXx Tissue Harvesting Work Instructio (+

Pipeline Protocol

Description: ChIP mapping
pipeline: Includes overview and

A o
references for the pipeline

& ChIP-seq_Mapping_Pipeline_Overview.; (+

Data Sheet

Description: Mapping of high
resolution images (SVS format) ids
to tissues

& Encode Public IDs.pdf +

Include deprecated files

General Protocol

Description: PRC Case Summary

Report For Case 4 m

& ENC_Case-4_DEJ_PRCcsr_Redacted.p: (+

General Protocol

Description: Epigenomics
Alternative Mag Bead ChlIP Protocol
vi.1exp

& Epigenomics_Alternative_Mag_Bead_Ct (+

Stanford University



An ENCODE experiment Growth, Library prepy
https://www.encodeproject.org/ENCSRO82QIF .
analysis protocolsy etc.

Documents

High Resolution Pathology Slide Image Pipeline Protocol General Protocol

Description excerpt: High- N Description: ChlP mapping \ Description: PRC Case Summary

resolution whole slide digital images pipeline: Includes overview and . Report For Case 4 e

of pathological specimens (SVS... references for the pipeline

& 84258.svs +)| | & ChiP-seq_Mapping_Pipeline_Overview.; (+) | | & ENC_Case-4_DEJ_PRCcsr_Redacted.p: (*+

General Protocol Data Sheet General Protocol

Description: GTEx ENCODE Tissue : Description: Mapping of high ) Description: Epigenomics

Recovery Form |l, Case 4 — resolution images (SVS format) ids — Alternative Mag Bead ChIP Protocol —
to tissues vi.1 exp

& ENC_Case-4_DEJ_TRF_revised.pdf +)| | & Encode Public IDs.pdf +) | | & Epigenomics_Alternative_Mag_Bead_Ct (+

Extraction Protocol

Description: GTEx Tissue

Harvesting Work Instruction =

& GTEx Tissue Harvesting Work Instructiol (+

ENCODE|

Stanford University



An ENCODE experiment

https://www.encodeproject.org/ENCSRO82QIF

ENCOI

EXPERIMENTS

CHIP-SEQ

Encyclopedia

HOMO SAPIENS ' ASCENDING AORTA

Materials & Methods Help

Experiment summary for ENCSR982QIF

Summary
Status:
Assay:
Target:

Biosample
summary:

Biosample Type:

ChlP-seq

H3K27ac

Homo sapiens ascending aorta female adult (51
year)

tissue

type:

Nucleic acid type:

Size range:

Fragmentation
method:

Strand specificity:

Platform:

Controls:

unr
DNA
200-600

sonication (generic)

Non-strand-specific
lllumina HiSeq 2500

ENCSR494YJW

Isogenic replicates

Isogenic replicate “

Technical replicate $ Summary

female adult (51 year) ascending aorta tissue

Attribution

Lab:
Award:

Project:

External resources:

Bradley Bernstein, Broad
U54HG006991 (Bradley Bernstein, Broad)
ENCODE

GEO:GSE101384 (7'

Aliases: bradley-bernstein:Project Element 2547

Date submitted: November 13, 2016

Date released: June 8, 2017

Related datasets: ENCSR818FUR @
Biosample $ Antibody $ Library =
ENCBS273PSC ENCABOOOAQN ENCLB626HJU

Files

GRCh38 B

Association graph File details

Documents

High Resolution Pathology Slide Image

Description excerpt: High-
resolution whole slide digital images
of pathological specimens (SVS...

& 84258.svs +
General Protocol
Description: GTEx ENCODE Tissue

Recovery Form Il, Case 4

& ENC_Case-4_DEJ_TRF_revised.pdf +

Extraction Protocol

Description: GTEx Tissue

Harvesting Work Instruction —m

& GTEXx Tissue Harvesting Work Instructio (+

Pipeline Protocol

Description: ChIP mapping
pipeline: Includes overview and
references for the pipeline

& ChIP-seq_Mapping_Pipeline_Overview.; (+
Data Sheet
Description: Mapping of high

resolution images (SVS format) ids
to tissues

& Encode Public IDs.pdf +

Include deprecated files

General Protocol

Description: PRC Case Summary

Report For Case 4 m

& ENC_Case-4_DEJ_PRCcsr_Redacted.p (+

General Protocol

Description: Epigenomics
Alternative Mag Bead ChlIP Protocol
vi.1exp

& Epigenomics_Alternative_Mag_Bead_Ct (+
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Browsing the ENCODE portal

ENCODI Data  Encyclopedia  Materials & Methods lelp

ENCODE: Encyclopedia of DNA Elements
=

Search ENCODE portal @

Q9 RNA polymerase
: °
CHCO
o

Hypersensitive Sites

CH,

5C DNase-seq [ |ChIP-seq ||WGBS Computational ||RNA-seq ||CLIP-seq
Shper | [PARESSq s | [ordons | () e
Hi-C ATAC-seq methyl array| Search for Candidate Regulatory Elements @

m ‘:.\“_7[[ Hostod by SCREEN

'
Long-range regulatory elements Promoters ENLXTE™s
(enhancers, repressors/silencers, insulators) Transcripts

J—
(711
[ roman ][ wouse ][ worm ][ Ay ]
Project Biosample Type Assay Categories
II 9000
7000
6000
5000
14348 14348 4000
3000
2000
1000
0
0 Ff OO & & &
SIS s
[ ENCODE - cell line FESFTEFFFTELS
\g F & & F <&
tissue S5 & & &
B wihole organisms K
modENCODE primary cell R
N GGR [ in vitro differentiated cells
[ community stem cel
ell-free sample
[ induced pluripotent stem cell line
- single cell

Twitter eescoseocor NEeWS vor encove news
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“ICODE Data Encyclopedia  Materials & Methods  Help

Browsing the ENCODE portal  Jumping in: matrix
|

-+ Search F

>ODE: Encyclopedia of DNA Elements

Summary

Search by region
Reference epigenomes

Search ENCODE portal @
QO @ RNApolymerase
V\V, \_/ CHCO
0\ a &

5C DNase-seq || chiP-seq ||wGBsS Computational | [RNA-seq | [CLIP-seq
chper | [Pt eq s’ || predions RPseq
Hi-C

ATAC-seq methyl array Search for Candidate Regulatory Elements @

= \ Hosted by SCREEN
: 3L N W

Long-range regulatory elements. Promoters TS
{enhancers, repressors/silencers, insulators) Transcripts
J—
(711
WY s onanmage by Daryl Lo (NHGA an Duar €61, Michal Paz (NHGR)
[ roman ][ wouse ][ worw ][ Ay ]
Project Biosample Type Assay Categories

W

14348

Q"
. 14348

I ENCODE I cell line
oadmap tissue
I modERN B whole organisms
modENCODE primary cell
N GGR I in vitro differentiated cells
= community stem cell

I cell-free sample
W induced pluripotent stem cell line
. single cell

| Tavsittar . = NeWS More ENCODE news

| https: ncodeproject.of tys periment
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Browsing the ENCODE portal  Jumping in: matrix

ENCODE Data Encyclopedia  Materials & Methods  Help

ENCODE: Encyclopedia of DNA Elements

g me ) (=) (==

Search ENCODE portal @
[ RNA polymerase
\ \ l @
CHCO
o\ i .

\/
i V\.~
s¢ DNaseseq | |chipseq || was Computational | [RNAseq | |CLIP-seq
Cinper | [PAREsen predions Pseq
Hi-C

ATAC-seq melhyi array| Search for Candidate Regulatory Elements @

% [ \ 7/ ‘/ Hoiod b Sonezh

Long- rznge regulatory elements Prummers /\ 2o\
fenhancers, repressorsisilencers, insulators) Transcripts

[ ][ wovse [ vomr | rv |

), Mchas! Pazin (NHGRY
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Experiment Matrix Assay Assay category Target of assay Date released Available data
e N ——— ChlP-seq 5601  DNAbinding 5601 transcription factor 2641 July, 2013 2156 fastq 9352
o olioed 1 tho TaaEEe DNaseseq 726  Transcrption 2161 histone 2216 October, 2011 445 bam 9126
- SIANARNA- gpy  DNA s control 139 October,2016 403 bigWig 8287
_ coq. acocssltikty RNA binding 1276 November,  gg4 bed narowPeak 5413
nter search term(s) eGLIP 459 ANAbinding 511 protein 2016 bigBed
polyA RNA-seq 392 DNA methylation 473 broad histone mark 1253 May, 2016 300 narrowPeak 5400
+See more. +Ses more. +Sea more + See more. +Seemore
Organism " ASSAY
Homo sapiens 10054 %
Mus musculus 1789
Drosaphila melanogaster w3 10054 results £ passk £ & & »
Caenorhabaitis elegans o5 2 & 5 f* £ (S [ & &
Drosophila pseudoobscura 4 -m F ,y".;' & § & & v# ‘ei S& 5 &£ &
4 L g Fo & &
+See more. g $ 5;’ is‘p & ¥ 5
lear Fi
Clear Fitors © ST ISTTESESESSTES§

Biosample type
cellline

5207 K562 [F] 1026824519 3 11 7 10 1 2 1 2 6 1 9 77 9 50
Yesue 2557 HepG2 [ 3 26521011 3 5 3 6 22 62 6 1
primary cell 1277 s ok Tada taia ats
e o GM12878 227 2 sl e 21z 62 el 2
HEK293 255 2 t |2 2
£ Sesmany + See 165 more.
o;“’:; - stomach 51 20 0354 5 6 12
podiy fid 5404 adrenalgland 45 11 4 8 6 4 2 4 52 13
Hoor o liver 73 2 3zl |2l |1 1
fing s sigmoid colon 51 2 4444 4 2 4
epithelium 577 transverse colon 39 4 444 a4 4
I “cadine) +See 128 more..
Project foreskin keratinocyte 37 2 5 3 18 3 18
ENCODE 7477 endothelial cell of umbilical vein 35 2 5% 1k A 5 5
Roadmap 2156 common myeloid progenitor, CD34- ,, ., s n
GGR 418 positive
community 3 Keratinocyte 23 2 5 36 5 5
Beell 35 5 2 11 1 1
Genome assembly (visualization) +See 117 more..
ha19 7
GROW] 7315, dendritic cell 11 20 24
mesenchymal stem cell 35 1 2 1 1
Lab neural stem progenitor cell 32 1 2 1 2
Tichas S Suors 1088 ERNSITRH] 2« Y -
i :
Johnsvamzytoyannupuulus, uw 1327 dopichmstoall) 27 1 1 A 1
Richard Myers, HAIB 1310 +Geed].moe
Thomas Gingeras, CSHL 651
P Sl HI-hESC 146 3 glioilis | 1] I l2ke] |
Ho 37 7 1 1 1
F— | LpmmmCE
missing control alignments 183 HUESS8 9
extremely low read depth 177 + See 13 more.
ey oy wa BinpuE. 2
missing antibody 72 a8 25 1 ACAEYETT) ;
extremely low spot score a7 BEE & 1
+See more. iPSDF69 8 1 1
iPS-200 10
Audit category: [ iPS-15b 8
insufficient read depth 1372 - 8a8/1 moe.
controlinsuffcient read depth 720 Soe all biosamples
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+ See 165 more...
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+ See 128 more...
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S S a’y H transverse colon 39 4 4 4 4 4 4
. B . Sam le m + See 128 more...
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Assay category Target of assay 10054 results Is Food g,\ éfs\
DNA binding 5601 transcription factor 2641 ¥ PEFLEH <
L . = | o & SFFFFTLE&SE
Transcription 2161 histone 2216 — & ”dg b Ze Q-g\q. EF §§
898 control 1390 Clear Filters © él é’.g' (}7 §§ & 5’35 $ §° <P
accessibility i Q5 3 T EFTFT &S £«
> RNA binding 1276
RNA binding 511 protein
DNA methylation 473 broad histone mark 1253 Ks62 [[] 10268245 19 3 11 7 10 1 2 1 2 6
HepG2 3 2565621011 3 5 3 6 2 2 6
+ See more... + See more... A549 14 27 2 9 2 o 1 2
GM12878 227 2 13 3|3 67 1 2|1 |2|6
Organism HEK293 255 2 1 2
Homo sapiens 10054 3 + See 165 more...
Mus musculus 1789
Drosophila melanogaster 1384 stomach 51 20 10 3 5 4 5 6
Caenorhabditis elegans 955 adrenal gland 45 11 4 8 6 4 2 4 5| 2
Drosophila pseudoobscura 4 liver 73 2 3 1 2 1 2 1
+ See more... sigmoid colon 51 2 4 4 4 4 4 2
transverse colon 39 4 4 4 4 4 4
+ See 128 more...
Organ
Elc?;? fluid gigj foreskin keratinocyte 37 2 5 3 13 3
; y endothelial cell of umbilical vein 35 2 519 11:2 1 6
liver 1050
lung 809
epithelium 577 0
+ See more... i
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Assay category
DNA binding 545
Transcription 127
DNA accessibility 76
DNA methylation 32
Genotyping 11
+ See more...
Organism
Homo sapiens 10054
Mus musculus 1789
Drosophila melanogaster 1384
Caenorhabditis elegans 955
Drosophila pseudoobscura 4
+ See more...
Organ
blood 585
bodily fluid 585
liver 337
epithelium 181
skin of body 154
connective tissue 121
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b “ = " CEEIE) 8888, 657
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oy results & a
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DNA methylation 32 oy ol T~ Cear iters © FEFSFFsSs
oot — |
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+ See more S e IMR-80 3 9 2 3153 1
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] s 1y 2 w5 G o : § §
Organism o @ entiung. 5 ow' :3850 5
Homo sapiens 10054 e o = .
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s 7 + See 1 more...
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connective tissue 121 o .
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Assay category Assay Target of assay
DNA binding 545 polyA RNA-seq 4 control
Transcription 127 small RNA-seq 2
DNA accessibilty 76 total ANA-seq 14
DNA methylation 22 RNA microarray 1
Genotyping 1 RAMPAGE 10

+See more.. +See more.

Experiment status

127
[ archived 20
revoked 1

Project
ENCODE 9
GGR 18
Roadmap 15

RFA
ENCODE2 62
ENCODE3 31
GGR 8
Roadmap 15
ENCODE2-Mouse 1

Genome assembly (visualization)
7

GRCh38 10

ng19 106
Organism

"Homo sapiens 127

Mus musculus 6
Biosample type

cellline 81

tissue 29

primary cell 7

585
585
337
181
154
127
connective tissue 121
musculature of body 12
brain 80
embryo 68
vasculature 65
intestine 63
limb 61
blood vessel 56
penis 55
mammary gland 50

extraembryonic component 47
Kidney

uterus
large intestine

Thomas Gingeras, GSHL
John Stamatoyannopoulos, UW
Tim Reddy, Duke

@ Piero Caminci, RIKEN
@ Richard Myers, HAIB
@ Yijun Ruan, JAX
@ Joe Ecker, Sakk
@ Barbara Wold, Caltech
@ Bing Ren, UCSD
Gregory Crawford, Duke
@ Michael Snyder, Stanford
140
120
100
80
60
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Available data

116
bigWig 116
fastq 116
tsv 107
otf 20

+See more.
Assay

W
g 127
o

polyA RNA-seq
small RNA-seq
total RNA-seq
RNA microarray
RAMPAGE
CAGE

RNA-PET
polyA depleted RNA-seq
microRNA-seq

Summary view

Date released Date Submitted
July, 2012 17 2011-01-19 19
July, 2013 15 2013-07-31 15
May, 2016 12 2011-07-13 12
April, 2011 9 2016-03-03 12
February, 2012 8 2011-01-11 10
+See more. +See more.
Status
150
100
50
0
reeased  achived  revoked
Replication
@ unreplicated
® isogenic
anisogenic

Cumulative Number of Experiments
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Assay
POIYA RNA-seq
small RNA-seq
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Experiment status

[E] archived
B revoked

Project
ENCODE
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Roadmap
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ENCODE2
ENCODE3
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Roadmap
ENCODE2-Mouse

Encyclopedia

+ See more.

49
2
14
1
10

+ See more.

Genome assembly (visualization)
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hg19
Organism
Mus musculus

Target of assay
control

Biosample type
cell line
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e
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ENCSR525HSH

ENCSRB31FZM

ENCSR9B4GKZ

ENGSR742VGF

ENCSR482TZY

ENCSRI37TWIG

Accession

ENCSR525HSH

ENCSRB31FZM

ENCSR964GKZ

ENCSR742VGF

ENCSR482TZY

ENCSRI37WIG

Assay
Type

RNA-seq

RNA-seq

RNA-seq

RNA-seq

RNA-seq

RNA-seq

Assay Target  Target
Nickname  label  gene

polyA
RNA-seq

polyA
ANA-seq

polyA
RNA-seq

polyA
RNA-seq

polyA
RNA-seq

PolyA
RNA-seq

Biosample
summary Biosample
AS49 treated AS49

with 100 nM

dexamethasone

for 25 minutes

AS49 treated As49
with 100 nM
dexamethasone

for 20 minutes

A543 treated A549

for 15 minutes

A549 treated A549
with 100 nM
dexamethasone

for 10 minutes

AS49 treated As49
with 100 nM
dexamethasone

for 5 minutes

A543 A543

Description

mRNA-seq or
A549 cell line
treated with 1

dexamethaso
for 25 mins.

mANA-seq or
A543 cell line
treated with 1

dexamethaso
for 20 mins,

mRNA-seq or
A549 cell line
treated with 1

dexamethaso
for 15 mins.

mRNA-seq or
A549 cell line
treated with 1

dexamethaso
for 10 mins,

mRNA-seq or
A549 cell line
treated with 1

dexamethaso
for 5 mins.

mRNA-seq or
A549 cell line
treated with 1

dexamethaso
for 0 mins.

Report view
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Assay category
DNA binding 545
NA accessibility 76
DNA methylation 32
Genotyping 1
+ See more. D
Select columns to view
(coess [ oo
ID Accession Assay Type %
Assay Nickname Target label Target gene
Biosample summary Biosample Description
Lab Project Status
Biosample accession Biological replicate @ Technical replicate
Linked Antibody Species Life stage
Age Age Units Treatment
Term ID Concentration Concentration units [Z
Duration Duration units Synchronization
Post-synchronization time Post-synchronization time units Replicates
Submitter comment Ontology ID Biosample type
Documents References Alternate accessions
External identifiers Date released Internal tags
Schema Version Notes Date created F
Submitted by Lab Grant
Lab aliases Date submitted Target
| Experiment classification "I Controls | Supersedes
I Additional data files " Internal status | Pipeline error message
Assay type Assay synonyms “IHub
Superseded by Assay category Month released .
Developmental slims Assay ID Contributing files
Revoked files Assay type Original files
Biosample synonyms Organ slims Files
Replication type Assay objective Related series
System slims Assembly G

View selected columns
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Assay
Type

RNA-seq

RNA-seq

RNA-seq

RNA-seq

RNA-seq

RNA-seq

Assay Target  Target
Nickname  label  gene

polyA
RNA-seq

polyA
ANA-seq

polyA
RNA-seq

polyA
RNA-seq

polyA
RNA-seq

polyA
RNA-seq

Biosample
summary

AS49 treated
with 100 nM
dexamethasone
for 25 minutes

AS49 treated
with 100 nM
dexamethasone
for 20 minutes

A543 treated
with 100 nM
dexamethasone
for 15 minutes

A549 treated
with 100 nM
dexamethasone
for 10 minutes

AS49 treated
with 100 nM
dexamethasone
for 5 minutes

Biosample

AS49

A543

Description

mRNA-seq or
A549 cell line
treated with 1
oM
dexamethaso
for 25 mins.

mANA-seq or
A543 cell line
treated with 1
M
dexamethaso
for 20 mins,

mRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 15 mins.

mRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 10 mins,

mRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 5 mins.

mRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 0 mins.

Report view
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+Seo more. D
Select columns to view
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ID Accession Assay Type %
Assay Nickname Target label Target gene
Biosample summary Biosample Description
Lab Project Status
Biosample accession Biological replicate @ Technical replicate
Linked Antibody Species Life stage
Age Age Units Treatment
Term ID Concentration Concentration units [Z
Duration Duration units Synchronization
Post-synchronization time Post-synchronization time units Replicates
Submitter comment Ontology ID Biosample type
Documents References Alternate accessions
External identifiers Date released Internal tags
Schema Version Notes Date created F
Submitted by Lab Grant
Lab aliases Date submitted " Target
| Experiment classification "~ Controls " Supersedes
I Additional data files "I Internal status | Pipeline error message
Assay type Assay synonyms “IHub
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Developmental slims Assay ID Contributing files
Revoked files Assay type Original files
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Replication type Assay objective Related series
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Assay
Type

RNA-seq

RNA-seq

RNA-seq

RNA-seq

RNA-seq

RNA-seq

Assay Target  Target
Nickname  label  gene

polyA
RNA-seq

polyA
ANA-seq

polyA
RNA-seq

polyA
RNA-seq

polyA
RNA-seq

PolyA
RNA-seq

Biosample
summary

AS49 treated
with 100 nM
dexamethasone
for 25 minutes

AS49 treated
with 100 nM
dexamethasone
for 20 minutes

A543 treated
with 100 nM
dexamethasone
for 15 minutes

A549 treated
with 100 nM
dexamethasone
for 10 minutes

AS49 treated
with 100 nM
dexamethasone
for 5 minutes

Biosample

AS49

A543

Description

M
dexamethaso
for 20 mins,

mRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 15 mins.

mRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 10 mins,

mMRNA-seq or
A549 cell line
treated with 1
M
dexamethaso
for 5 mins.

mRNA-seq or
A549 cell ine
treated with 1
oM
dexamethaso
for 0 mins.

Report view
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Assay category
T 127
DNA accessibility 76
DNA methylation 32
Genotyping 1
+ See more. polyA RNA-seq of A549 Experiment
Homo sapiens A549 treated with 100 nM dexamethasone for 25 minutes ENCSRS25HSH
Assay Lab: Tim Reddy, Duke
polyA ANA-seq 49 Project: GGR
small RNA-seq 2
totsl Ealic e 1 polyA RNA-seq of A549 Experiment
it o Homo sapiens A549 treated with 100 M dexamethasone for 20 minutes ENCSRB31FZM
Lab: Tim Reddy, Duke m
+ See more. Project: GGR
Experiment status
polyA RNA-seq of A549 Experiment
Homo sapiens A549 treated with 100 nM dexamethasone for 15 minutes ENCSRE64GKZ
archived 2 Lab: Tim Reddy, Duke
[ revoked 1 Project: GGR
Project polyA RNA-seq of A549 Experiment
ENCODE % Homo sapiens A549 treated with 100 nM dexamethasone for 10 minutes ENCSR742VGF
GGR 18 Lab: Tim Reddy, Duke
Roadmap 15 Project: GGR
e A RNA-seq of A549 E t
plr - poly) seq o xperimen
ENCODE3 31 Homo sapiens A549 treated with 100 "M dexamethasone for 5 minutes 48272Y
GGR 18 Lab: Tim Reddy, Duke
Roadmap 15 Project: GGR
ENCODE2-Mouse 1
= = polyA RNA-seq of A549 Experiment
G;:;r:;asssemhly (vlsual:xsu‘nn) Homo sapiens A549 i
e~ o Lab: Tim Reddy, Duke
g Project: GGR
Organism
RAMPAGE of upper lobe of left lung Experiment
Mus musculus 16 Homo sapiens upper lobe of left lung female adult (51 year) ENCSRO9SFOD
Lab: Thomas Gingeras, CSHL
Target of assay Project: ENCODE
trol 1
Biosample type RAMPAQE of upper lobe of left lung Experiment
cell line 81 Homo sapiens upper lobe of left lung female adult (53 years) ENCSR790PBX
tissue 2 Lab: Thomas Gingeras, CSHL
primary cel 7 Project: ENCODE
Organ RAMPAGE of upper lobe of left lung Experiment
blood 585 Homo sapiens upper lobe of left lung male adult (54 years)
Yodlyfrsd 585 Lab: Thomas Gingeras, CSHL
e S Project: ENCODE
epithelium 181
skin of body 154
RAMPAGE of upper lobe of left lung
connective tissue 121 Homo sapiens upper lobe of left lung male adult (37 years)
musculature of body 112 Lab: Thomas Gingeras, CSHL
brain 8 Project: ENCODE

embryo

vasculature

intestine small RNA-seq of upper lobe of left lung
b

Homo sapiens upper lobe of left lung female adult (51 year)
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Transcription 127
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Assay
polyA RNA-seq 49
small RNA-seq 26
total ANA-seq 14
RNA microarray 1
RAMPAGE 10
+ See more.
Experiment status
released 127
archived 20
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Project
ENCODE %
GGR 18
Roadmap 15
RFA
ENCODE2 62
ENCODE3 31
GGR 18
Roadmap 15

ENCODE2-Mouse 1

Genome assembly (visualization)

GRCh38 107

hgi9 106
Organism

Mus musculus 16

Target of assay
control 1

Biosample type
cell line 81
tissue 29
primary cell 17

Organ
biood 585
bodily fluid 585
liver a7
epithelium 181
skin of body 154
connective tissue 121
musculature of body 112
brain 8

embryo

vasculature
intestine
imb
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polyA RNA-seq of A549

Exﬁe(\mem

Homo sapiens A549 treated with 100 nM
Lab: Tim Reddy, Duke
Project: GGR

polyA RNA-seq of A549

Homo sapiens A549 treated with 100 nM dexamethasone f{
Lab: Tim Reddy, Duke
Project: GGR

polyA RNA-seq of A549

Homo sapiens A549 treated with 100 "M dexamethasone f
Lab: Tim Reddy, Duke
Project: GGR

polyA RNA-seq of A549
Homo sapiens A549 treated with 100 nM dexamethasone f{
Lab: Tim Reddy, Duke
Project: GGR

polyA RNA-seq of A549

Homo sapiens A549 treated with 100 nM dexamethasone |
Lab: Tim Reddy, Duke
Project: GGR

polyA RNA-seq of A549
Homo sapiens A549
Lab: Tim Reddy, Duke
Project: GGR

RAMPAGE of upper lobe of left lung

Homo sapiens upper lobe of left lung female adult (51 year]
Lab: Thomas Gingeras, CSHL
Project: ENCODE

RAMPAGE of upper lobe of left lung

Homo sapiens upper lobe of left lung female adult (53 year}
Lab: Thomas Gingeras, CSHL
Project: ENCODE

RAMPAGE of upper lobe of left lung

Homo sapiens upper lobe of left lung male aduit (54 years)
Lab: Thomas Gingeras, CSHL
Project: ENCODE

polyA RNA-seq of A549
Homo sapiens A549 treated with 100 nM dexamethasone for 5 minutes

Lab: Tim Reddy, Duke
Project: GGR

polyA RNA-seq of A549
Homo sapiens A549
Lab: Tim Reddy, Duke
Project: GGR

RAMPAGE of upper lobe of left lung

Homo sapiens upper lobe of left lung female adult (51 year)
Lab: Thomas Gingeras, CSHL
Project: ENCODE

RAMPAGE of upper lobe of left lung

Homo sapiens upper lobe of left lung female adult (53 years)
Lab: Thomas Gingeras, CSHL
Project: ENCODE

RAMPAGE of upper lobe of left lung

Homo sapiens upper lobe of left lung male adult (37 years)
Lab: Thomas Gingeras, CSHL
Project: ENCODE

small RNA-seq of upper lobe of left lung
Homo sapiens upper lobe of left lung female adult (51 year)

Experiment
ENCS
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ENCODE Data Encyclopedia  Materials & Methods  Help

ClearFiters©  Showing 25 of 127 results
Assay category
St s EIEDED (s
T 127
DNA accessibility 76
DNA methylation 32
Genotyping 1
S vo— polyA RNA-seq of A549 Experiment
Homo sapiens A549 treated with 100 nM dexamethasone for 25 minutes
Assay Lab: Tim Reddy, Duke
polyA ANA-seq 49 Project: GGR
small RNA-seq 2
icnintins) 1 polyA RNA-seq of A549
it o Homo sapiens A549 treated with 100 M dexamethasone for 20 minutes
Lab: Tim Reddy, Duke
atoni Project: GGR
Experiment status
187 polyA RNA-seq of A549
Homo sapiens A549 treated with 100 nM dexamethasone for 15 minutes ENCSRIB4GKZ
[ archivea 2 Lab: Tim Reddy, Duke
[ revoked 1 Project: GGR
Project polyA RNA-seq of A549 Experiment
ENCODE % Homo sapiens A549 treated with 100 nM dexamethasone for 10 minutes ENCSR742VGF
GGR 18 Lab: Tim Reddy, Duke
Roadmap 15 Project: GGR
RFA ;
o o polyA RNA-seq of A549 Experiment
ENCODE3 31 Homo sapiens A549 treated with 100 "M dexamethasone for 5 minutes ENCSR482TZY
18 Lab: Tim Reddy, Duke
Roadmap 15 Project: GGR
ENCODE2-Mouse 1
= polyA RNA-seq of A549 Experiment
Genome assembly (visustizaton) Homo sapiens A549 ENCSREI7TWIG
crchiag 107 Lab: Tim Reddy, Duke
hgt1® i0g] Project: GGR
Organism
i sty 27 RAMPAGE of upper lobe of left lung Experiment
Mus musculus 16 Homo sapiens upper lobe of left lung female adult (51 year) ENCSRO99FOD
Lab: Thomas Gingeras, CSHL
Target of assay Project: ENCODE
control 1
Biosample RAMPAQE of upper lobe of left lung Experiment
cell line 81 Homo sapiens upper lobe of left lung female adult (53 years)
tissue 2 Lab: Thomas Gingeras, CSHL
primary cell 17 Project: ENCODE
Organ RAMPAGE of upper lobe of left lung Experiment
blood 585 Homo sapiens upper lobe of left lung male adult (54 years) ENCSRO04UBM
bodily fluid 585 Lab: Thomas Gingeras, CSHL
e S Project: ENCODE
epitheiium 181
skin of body 154
RAMPAGE of upper lobe of left lung Experiment
connective tissue 121 Homo sapiens upper lobe of left lung male adult (37 years)
musculature of body 112 Lab: Thomas Gingeras, CSHL
brain 80 Project: ENCODE
embryo
ﬁz:‘:;“’e small RNA-seq of upper lobe of left lung Experiment
imb Homo sapiens upper lobe of left lung female adult (51 year) ENCSRO61FIG
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ENCODE Data Encyclopedia Materials & Methods lelp.

ClearFiters @ Showing 25 of 49 results
Assay category
T % 0 | G G
Assay
‘polyA RNA-seq 49
'Y small RNA-seq 26
total ANA-seq 4 polyA RNA-seq of A549 Experiment
I e I » I » e I o o RNA microarray 1" Homo sapiens A549 treated with 100 nM dexamethasone for 25 minutes
RAMPAGE 10 Lab: Tim Reddy, Duke
See more. Project: GGR
L3 :
< Experiment status polyA RNA-seq of A549
— released Homo sapiens A549 treated with 100 nM dexamethasone for 20 minutes
revoked 1 Lab: Tim Reddy, Duke
Project: GGR
Project
ENCODE 18 polyA RNA-seq of A549 Experiment
Ass a GGR 18 Homo sapiens A549 treated with 100 nM dexamethasone for 15 minutes ENCSRIB4GKZ
y Roadmap 13 Lab: Tim Reddy, Duke
Project: GGR
polyA RNA-seq
GGR 18
ENCODE2 15 polyA RNA-seq of A549 Experiment
sm a" R N A_ 26 Roadmap 13 Homo sapiens A549 treated with 100 nM dexamethasone for 10 minutes ENCSR742VGF
Seq ENCODE3 2 Lab: Tim Reddy, Duke

total RNA-seq

14

ENCODE2-Mouse 1

Genome assembly (visualization)

Project: GGR

polyA RNA-seq of A549

Experiment

RNA mi 11 v L Homo sapiens A549 treated with 100 M dexamethasone for 5 minutes
microarr ay ' Lab: Tim Reddy, Duke
E—— Project: GGR
RAMPAGE 10 oo
Mus musculus 8 polyA RNA-seq of A549 Experiment
Homo sapiens A549
- Target of assay Lab: Tim Reddy, Duke
See more... ontrol 1 Project: GGR
“'E‘mn"'j'" type - polyA RNA-seq of A549 Experiment
tissue 14 Homo sapiens A549 treated with 100 M dexamethasone for 12 hours ENCSR154TDP
primary cell 2 Lab: Tim Reddy, Duke
Project: GGR
Organ
polyA RNA-seq of A549 Experiment
:':d":’y e :: Homo sapiens A549 treated with 100 nM dexamethasone for 10 hours
iy i
Lab: Tim Reddy, Duke
s N bt ==
embryo 29
+See more.
polyA RNA-seq of A549 Experiment
Life stage Homo sapiens A549 treated with 100 M dexamethasone for 8 hours ENCSRS46PPG
adult 30 Lab: Tim Reddy, Duke
embryonic 15 Project: GGR
unknown 3
chid 1 polyA RNA-seq of A549 Experiment

Homo sapiens A549 treated with 100 nM dexamethasone for 7 hours

ENC:

385TFN

Biosample treatment
Lab: Tim Reddy, Duke
ethanol 1
Available data polyA RNA-seq of A549 Experiment

Homo sapiens A549 treated with 100 nM dexamethasone for 6 hours.

ENGSR255VBY
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Visualizing data
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Also available on ] soovig 3t sommte

Assay category
. . T % 0 | G G
maitrix view -
polyA RNA-seq 49
all RNA-seq 2
Jal ANA-seq 14 polyA RNA-seq of A549 Experiment
IA microarray 1 Homo sapiens A549 treated with 100 nM dexamethasone for 25 minutes ENCSR525+
MPAGE 10 Lab: Tim Reddy, Duke
w See more Project: GGR
-l
o leriment status polyA RNA-seq of A549
= Homo sapiens A549 treated with 100 nM dexamethasone for 20 minutes
< ] revoked 1 Lab: Tim Reddy, Duke
) Project: GGR
ect
9 ICODE 18 polyA RNA-seq of A549 Experiment
m R ] Homo sapiens A549 treated with 100 nM dexamethasone for 15 minutes ENCSR954GKZ
Jadmap 13 Lab: Tim Reddy, Duke m
Project: GGR
R 18
CODE2 15 polyA RNA-seq of A549 Experiment
amap 13 Homo sapiens A549 treated with 100 nM dexamethasone for 10 minutes ENCSR742VGF
ICODES 2 Lab: Tim Reddy, Duke
ICODE2-Mouse 1 Project: GGR

Download Visualize

jome assembly (visualization)
Chag 46

polyA RNA-seq of A549
Homo sapiens A549 treated with 100 nM dexamethasone for 5 minutes

polyA RNA-seq of A549
Homo sapiens A549 treated with 100 nM dexamethasone for 7 hours

Homo sapiens A549 treated with 100 nM dexamethasone for 6 hours.

Experiment
R4B2TZY

1 2 Lab: Tim Reddy, Duke m
Project: GGR
anism
IMR-90 3 o
is musculus 8 polyA RNA-seq of A549 Experiment
NCI-H460 2 s cions s
et of assay Lab: Tim Reddy, Duke =
AG04450 1 " L s
tissue ‘a‘mmgple type - polyA RNA-seq of A549 Experiment
5 14 Homo sapiens A549 treated with 100 M dexamethasone for 12 hours R154TDP
fary ol 2 Lab: Tim Reddy, Duke =
leftlung 6 Project: GGR
< fan
rightlung 5 MR | polyA RNA-seq of A549 Experiment
I 3 ::’y e - Homo sapiens A549 treated with 100 M dexamethasone for 10 hours PTG
plbies Lab: Tim Reddy, Duks
ung sculature of body 44 Pmlec“':ﬂe gﬁ ly, Duke =
bryo 29
+848 mo polyA RNA-seq of A549 Expériment
fibroblast of lung 2 stage Homo sapiens A549 treated with 100 M dexamethasone for 8 hours 2 PG
uit 30 Lab: Tim Reddy, Duke ==
bryonic 15 Project: GGR
(nown 3
id 1

Experiment

& TEN

ample treatment Lab: Tim Red =
3 ly, Duke
xamethasone 21 Project: GGR
anol 1
Rvailable data PO A seq o 0N vl
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Clear Fiters©  Showing 25 of 49 results

Assay categol
o Ermcoce )
- » » keq of A549 Experiment
Open visualization browser 4548 reatad with 100 nM dexamethasone for 25 minuts Evcanizn
bicy, Duke ==
al
keq of A549 Experiment
'A549 treated with 100 nM dexamethasone for 20 minutes EN 1FZM
iy, Duke
R
Assembly Visualize with browser o of 4540 —
s A549 treated with 100 nM dexamethasone for 15 minutes ENCSRIB4GKZ
o 0w ==
a
keq of A549 Experiment
'A549 treated with 100 nM dexamethasone for 10 minutes ENCSR742VGF
Kdy, Duke
a
GRCh38: Ensembl 5
keq of A549 Experiment
'A549 treated with 100 nM dexamethasone for 5 minutes R4B2TZY
Jidy, Duke m
al
hg19:
)
eq of A549 Experiment
A549
Lo, Do =
al
keq of A549 Experiment
/A549 treated with 100 nM dexamethasone for 12 hours EN 154TDP
biay, Duke
3 =
eq of A549 Experiment
'A549 treated with 100 nM dexamethasone for 10 hours
Close QN 3d =
R
keq of A549 Experiment
A549 treated with 100 nM dexamethasone for 8 hours EN 6PPG
adult 30 Lab: Tim Reddy, Duke ==
embryonic 15 Project: GGR
unknown 3
chid 1 polyA RNA-seq of A549 Experiment
Bi o treat t Homo sapiens A549 treated with 100 nM dexamethasone for 7 hours CSR385TFN
fosamcle GRatmen Lab: Tim Reddy, Duke =
dexamethasone 21 Project: GGR
ethanol 1
Available data polyA RNA-seq of A549 Experiment

Homo sapiens A549 treated with 100 nM dexamethasone for 6 hours.
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Showing 25 of 49 results

Open visualization browser

h 100

Assembly Visualize with browser...

GRCh3s: [Iloe
o (23

A549 treated with 100 nM

A549 treated with 100 ni
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r 10 hours

M dexamethasone for 8 hours

nM dexamethasone for 7 hours

nM dexamethasone for 6 hours




Batch file download

ENCODE Data Encyclopedia Materials & Methods Help

Also available on ] soovig 3t sommte

Assay category
. . N E=) =
maitrix view -
‘polyA RNA-seq
all RNA-seq 26
Jal RNA-seq 14 polyA RNA-seq of A549 Experiment
ASSAY A microarray 1" Homo sapiens A549 treated with 100 nM dexamethasone for 25 minutes
\MPAGE 10 Lab: Tim Reddy, Duke
1l + S00 more Project: GGR
-l
58 feriment status polyA RNA-seq of A549
= Homo sapiens A549 treated with 100 nM dexamethasone for 20 minutes
< ] revoked 1 Lab: Tim Reddy, Duke
73 49 results i o
ect
9 ICODE 18 polyA RNA-seq of A549 Experiment
m g R ] Homo sapiens A549 treated with 100 nM dexamethasone for 15 minutes ENCSR954GKZ
Jadmap 13 Lab: Tim Reddy, Duke
& =T S ° ®
N4 R 18
\A CODE2 15 polyA RNA-seq of A549 Experiment
aamap 18 Homo sapiens A549 treated with 100 nM dexamethasone for 10 minutes ENCSR742VGF [ ]
e JCODE3 2 Lab: Tim Reddy, Duke @
JCODE2-Mouse 1 Project: GGR
ome assembly (visualization) polyA RNA-seq of A549 Experiment
1‘;"“ ;g Homo sapiens A549 treated with 100 nM dexamethasone for 5 minutes RaB2TZY
Lab: Tim Reddy, Duke
Project: GGR
anism
IMR-90 3
is musculus 8 polyA RNA-seq of A549 Experiment
NCI-H460 2 Homo sapiens A549 E 3

of assay Lab: Tim Reddy, Duke

ot
AG04450 1 ricol 1 Project: GGR

tissue el Ll - polyA RNA-seq of A549 Experiment
= 14 Homo sapiens A549 treated with 100 nM dexamethasone for 12 hours ENCSR154TDP

mary cell 2 Lab: Tim Reddy, Duke
leftlung 6 Project: GGR
< fan
rightlung 5 MR | polyA RNA-seq of A549 Experiment
| 3 :fy ik :: Homo sapiens A549 treated with 100 nM dexamethasone for 10 hours 24
un gy Lab: Tim Reddy, Duke
9 ':f;‘?‘“"" ofbody, ;‘; Project: GGR
+See more.
i polyA RNA-seq of A549 Experiment
fibroblast of |ung 2 stage Homo sapiens A549 treated with 100 nM dexamethasone for 8 hours ENCSR546PPG
n 30 Lab: Tim Reddy, Duke
bryonic 15 Project: GGR
(nown 3
Download Visualize i 1 polyA RNA-seq of AS49 Experiment
—— Homo sapiens A549 treated with 100 nM dexamethasone for 7 hours ENCSR3BSTFN
8mp: Teatme Lab: Tim Reddy, Duke
e 2: Project: GGR
Rvailable data polyA RNA-seq of A549 Experiment

Homo sapiens A549 treated with 100 nM dexamethasone for 6 hours VB!
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Batch file download
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Clear Fiters©  Showing 25 of 49 results

Er —EEP COER
Assay
==

Using batch download

Click the “Download” button below to download a “files.txt" file that contains a list of URLSs to a file containing all the experimental metadata and
links to download the file. The first line of the file will always be the URL to download the metadata file.
Further description of the contents of the metadata file are described in the Batch Download help doc.

The “files.txt” file can be copied to any server.
The following command using cURL can be used to download all the files in the list:

xargs -n 1 curl -0 -L < files.txt

polyA RNA-seq of A549 Experiment

Life stage Homo sapiens A549 treated with 100 nM dexamethasone for 8 hours ENCSRS46PPG

adult 30 Lab: Tim Reddy, Duke m

.embryonic 15 Project: GGR

unknown 3

i 1 polyA RNA-seq of A549 Exparimant
Bi le treats t Homo sapiens A549 treated with 100 nM dexamethasone for 7 hours ENGSR3BSTFN

mssm?: I men Lab: Tim Reddy, Duke

dexamethasone 21 Project: GGR

ethanol 1

polyA RNA-seq of A549
49 Homo sapiens A549 treated with 100 nM dexamethasone for 6 hours

s e
Stanford University
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Batch file download

[ ) =) files.txt

4) files.txt X

=

https://www.encodeproject.org/metadata/type:Experiment&assay_tit1e=polyA+RNA—seq&replicates.1ibrary.
biosample.donor.organism.scientific_name=Homo+sapiens&organ_slims=lung&status=released/metadata.tsv
https://www.encodeproject.org/files/ENCFF994CGB/@@download/ENCFF994CGB. fastq.gz
https://www.encodeproject.org/files/ENCFF@96JUU/@@download/ENCFF@96JUU. bam
https://www.encodeproject.org/files/ENCFF935WCB/@adownload/ENCFF935WCB. bam
https://www.encodeproject.org/files/ENCFF598PHG/@adownload/ENCFF598PHG. bigWig
https://www.encodeproject.org/files/ENCFF549GUM/@adownload/ENCFF549GUM. bigWig
https://www.encodeproject.org/files/ENCFF535JUK/@@download/ENCFF535JUK. tsv
https://www.encodeproject.org/files/ENCFF793WQP/@@download/ENCFF793WQP. tsv
https://www.encodeproject.org/files/ENCFF887KZI/@@download/ENCFF887KZI.bam
https://www.encodeproject.org/files/ENCFF119ZWV/@@download/ENCFF119ZWV.bam
https://www.encodeproject.org/files/ENCFF650FZQ/@adownload/ENCFF650FZQ.bigWig
https://www.encodeproject.org/files/ENCFF8791]L/@@download/ENCFF879IJL.bigWig
https://www.encodeproject.org/files/ENCFFO89PWC/@adownload/ENCFFO89PWC. tsv
https://www.encodeproject.org/files/ENCFF685RJ0/@adownload/ENCFF685RJ0. tsv
https://www.encodeproject.org/files/ENCFFOQOEIX/@@download/ENCFFOQOEIX. bigBed
https://www.encodeproject.org/files/ENCFFOQOEJ]Y/@adownload/ENCFFO@OE]Y.gtf.gz
https://www.encodeproject.org/files/ENCFFOOOEKA/@adownload/ENCFFOQOEKA.gtf.gz
https://www.encodeproject.org/files/ENCFFOOOEKD/@adownload/ENCFFOQOEKD. bam
https://www.encodeproject.org/files/ENCFFOQOEKE/@adownload/ENCFFOOOEKE. bam
https://www.encodeproject. org/flles/ENCFF@OOEKF/@@download/ENCFFO@GEKF gtf.gz

h ne* Al . encodenrnie alals \ AAAFKH /B@down1nad \ AAAFKH . atf . az

» O oOoO~NOOTULTBESWN

el ol el
BWNRER®

[
~N Oy U
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NN 2
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Batch file download

[ NON ) m files.txt
Sl 2 files.txt

https://www.encodeproject.org/metadata/type=Experiment&assay_title=polyA+RNA—seq&repljf eos LU G,
biosample.donor.organism.scientific_name=Homo+sapiens&organ_slims=1lung&status=releas( 1/metadata.tsv

https://www.encodeproject.org/files/ENCFF994CGB/@adownload/ENCFF994CGB. fastq.gz
https://www.encodeproject.org/files/ENCFF096JUU/@@download/ENCFF@96JUU. bam
https://www.encodeproject.org/files/ENCFF935WCB/@adownload/ENCFF935WCB. bam
https://www.encodeproject.org/files/ENCFF598PHG/@adownload/ENCFF598PHG. bigWig

metadata.tsv
one line for each data file in files.txt

file format, output type, read info, assembly
also assay, biosample, library specifics

Stanford University



Batch file download
To download all files, run commandee.

xargs —n 1 curl -0 -L < files.txt

Stanford University



Batch file download
To download all files, run commandee.

xargs —n 1 curl -0 -L < files.txt

Or copy/paste metadata.tsv 1ink into browser
filter metadata.tsv,

collect download links (column AK in metadata.tsv),
put in new file to run command

xargs —n 1 curl -0 -L < filtered files.txt



Searching the ENCODE portal Keyword Search

ENCODE Data Encyclopedia  Materials & Methods  Help

ENCODE: Encyclopedia of DNA Elements

e CLIP-seq

Search for Candidate Regulatory Elements @
Hosted by SCREEN

Searches the whole portal
(not just Experiments)

Stanford University



Searching the ENCODE portal Region search

ENCODE Data Encyclopedia  Materials & Met!

Matrix
- Search P

Summary

Encyclopedia of DNA Elements

Search by region
Reference epigenomes

| puscatrs . e ot o
L

\
// T / 6. Search ENCODE portal &
B

5C DNase-seq | [chiP-seq ||wGBS Computational ||RNA-seq | |CLIP-seq
ChIA-PET | [FAIRE-seq RRBS predictions RIP-seq
Hi-C ATAC-seq methyl array
N
; e A = About ENCODE Encyclopedia
Long-range regulatory elements Promoters NN\
(enhancers, repressors/siencers,insultors) T i
Enscrips Candidate Regulatory Elements

Search for Candidate Regulatory

Basec on an mage by Daryl Leja NHGR) lan Dunvam (€81, Micnae Pz 0Hk) Elemients @

Hosted by SCREEN

Stanford University




Browsing the ENCODE portal Region search

ENCODE Data  Encyclopedia  Materials & Methods  Help

Matrix
Search F

Summary

Encyclopedia of DNA Elements

Reference epigenomes

| Publications . ENCODE Data Encyclopedia  Materials & Methods  Help

Y 3
N

-

e = ] Region search

ChIA-PET FAIRE-seq RRBS predictions

Hi-C ATAC-seq methyl array|

,/“//Q‘l = \6*7// Enter any one of human Gene name, Symbol, Synonyms, Gene ID, HGNC ID, coordinates, rsid, Ensemble ID
; e =
Long-t regulate I it Pr te 'S

I T vy \T/\,(\ GRCh38 ¥

v :
N No annotations found

jo by Daryl Lea (NHGR), lan Dunham (E8), M

Stanford University



Browsing the ENCODE portal Region search
|

ENCODE Data Encyclopedia  Materials & Methods  Help

| Region search

Enter any one of human Gene name, Symbol, Synonyms, Gene ID, HGNC ID, coordinates, rsid, Ensemble ID

Sox GRCh38 ¥
"SOXL (homo sapiens)
"SOXN (homo sapiens)
"Sox-13 (homo sapiens)
SOX1 (homo sapiens)
S0X10 (homo sapiens)

SO0X11 (homo sapiens)
S0X12 (homo sapiens)

S0X14 (homo sapiens)

SO0X17 (homo sapiens)
S0X18 (homo sapiens)

Stanford University




Browsing the ENCODE portal Region search

ENCODE Data Encyclopedia  Materials & Methods ~ Help

ENCODE Data Encyclopedia Materials & Methods Help

Region search

ENCODE Data Encyclopedia  Materials ¢

Enter any one of human Gene name, Symbol, Synonyms, Gene ID, HGNC ID, coordinates, rsid, Ensemble ID

"Sox-13 (homo sapiens)

Success

Searched coordinates: chr1:204073115-204127743

5C DNase-seq [ |ChIP-seq ||WGBS Computational
ChIA-PET FAIRE-seq RRBS predictions
Hi-C ATAC-seq methyl array
% l e Assay Showing 25 of 1467
i T ChiP-seq 695
e Dl e A "~
o eCLIP 104
Wl o I "SOXL (homo sapiens) Biosample term
HepG2 263
"SOXN (hD sapl HEK293 105 ChlIP-seq of K562 Experiment
) MCF-7 84 Homo sapiens K562 ENC:! 7ZMQ
: 4 K562 65 Target: REST
Sox-13 (homo sapiens) A549 41 Lab: Michael Snyder, Stanford
+See more... Project: ENCODE
SOX1 (homo sapiens)
b . eCLIP of HepG2 Experiment
SOX10 (homo saplens) POLR2AphosphoS5 1 Homo sapiens HepG2 ENCSR194HZU
A o Target: NOLC1 released

SO0X11 (homo sapiens)

Lab: Gene Yeo, UCSD

JUND 9 :
MAFK 9 Project: ENCODE
S0X12 (homo sapiens) +See more.. )
ChlP-seq of A549 Experiment
SOX14 (homo saplens) Organism Homo sapiens A549 treated with 0.02% ethanol for 1 hour ENC: 0BQO
Homo sapiens 1467 Target: FOSL2
Lab: Richard Myers, HAIB
SO0X17 (homo sapiens) Organ Project: ENCODE
liver 300
S0X18 (homo sapiens) kidney 196 eCLIP of HepG2 Experiment
blood 147 &
bodiy flid 147 Homo sapiens HepG2 ENCSR861GYE
mammary gland 109 Target: LIN283
Lab: Gene Yeo, UCSD
+See more...

Project: ENCODE

Stanford University




Programmatic access JSON obJects

All objects on the portal are json format,
click the icon to view json (w/ a json plug—in

ENCODE Data  Encyclopedia  Materials & Methods  Help ENCODE Data  Encyclopedia  Materials & Methods  Help

EXPERIMENTS CHIP-SEQ HOMO SAPIENS ASCENDING AORTA
ClearFiters®  Showing 25 of 49 results
. Assay category
Experiment summary for ENCSR982QIF Transcrption 4 | Lo | viow s | oouricas | vvaes | 5
T replicates: | m Assay otification
+ submitted_by: { . }, ChiP-seq 549 batch_download: "https://wwv.encodeproject.org/batch_download/typ
supersedes: [ 1, DNase-seq 69 iécl;%zSstatus%3Dreleased&261epllcates.llbxary.blosample.dcnor.crga
@context: "/terms/", EN DE dlters: [ .. Experiment
Summary month_released: "June, 2017", PH QQF_ 3 small RNA-seq 2g] @context:
i ¥ yms: [ . 1, | DNAme array 19"
Status: date_created: "2016-11-13T14:17:36.317827+00:00", ad i Seh 4
+ contributing_files: [ .. ], +
d ts: i : . ) _
Assay: ChIP-seq . 1::‘:"“?“___5)’[ ] y Bernstein, Broad) Enmem status ¢
ate_released: "2017-06-08", released 48 - Experiment
Target: H3K27ac + aliases: [ .. ], p i Mp"

alternate_accessions: [ ],
biosample_summary: "ascending aorta female adult (51 year)",
visualize: { .. },

biosample_type: "tissue’,

+

~accession 9820IF",
+itype_slims i
+ related_series: [ .. ],
+ files: [ .. 1,
related_files: [ 1,

+

assay_slims: [ .. ],
schema_version: "21"

" /experiments/ENCSRI820TF/@@hub/hub. txt",
assay_term_id: "OBI:0000716",

description: ",

possible_controls: [ .. ],

Fa—

%

system_slims: [ .. ],
experiment_classification: [ .. ],
original_files: [ .. ],

uuid: "d0032903-956c-4££8-8c8a-38cbbdaeb598", : "/?type=Experimentsassay_title=polyA+RNA-
internal_status: "pipeline completed", eleasedsreplicates.library.biosample.donor.organism.s
biosample_term_name: "ascending aorta’,

da bmitted: "2016-11-13",

@id: "/experiments/ENCSR9820TF/", visualize_batch: { .. },

dbxrefs: [ .. | columns: {
@id: "/search/?type=Experiment&assay_title=polyA+RNA-

+ o+

+




Programmatic access Tutorials

ENCODE ©Data Encyclopedia  Materials & Methods ~ Help

I Getting started

Project overview
ENCODE: Encycl¢ roras IA Elements
News

Acknowledgements

) About ENCODE
(\\(’ Hypersensitive Sites CH, Contact ut ENCODE Project Getting Started

> .. _Odh
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ENCODE DCC ASHG posters

414 RegulomeDB

1510 ENCODE portal

1598 ENCODE pipelines

1987 Roadmap/Reference Epigenomes

encode-help@lists.stanford.edu
@EncodeDCC
https://github.com/ENCODE-DCC

Jennifer Khine

Emma Phil

Software NIH U24 HG009397
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