APBC 2016 — ENCODE Short Course

How To: Run the ENCODE histone mark ChIP-seq analysis pipeline on
DNAnexus

Overview: In this exercise, we will run the ENCODE Uniform Processing ChlP-seq Pipeline on a
small test dataset subsampled from a mouse histone H3K9ac ChIP-seq experiment.

The ENCODE Portal page for the experiment is here:
(https://www.encodeproject.org/experiments/ENCSR087PLZ/)

The pipeline was specified by the ENCODE Analysis Working Group and implemented at the
ENCODE Data Coordinating Center (DCC). Today we will run the pipeline on the DNAnexus
cloud platform.

The ENCODE pipeline code is open-source and lives on github at: https://github.com/ENCODE-
DCC/chip-seq-pipeline

Summary of Steps: Here is a high-level summary of what you will learn to do in this exercise.

* Find the ENCODE Uniform Processing Pipeline project on DNAnexus.

* Copy the pipeline software and files from that project to a new project in your account.
* Complete the specification of inputs to the workflow.

* Run the pipeline workflow on the cloud.

* Monitor the run’s progress.

* Visualize the output.

Step-by-step:

1) You will need to create an account on the DNAnexus website www.dnanexus.com. Login
to your DNAnexus account.

2) Choose “ENCODE Uniform Processing Pipeline” from the “Featured Projects” list on the left
hand side of the page. You can also click on “Featured” to the right of “Projects”

Featured projects

& ENCODE Uniform Processing Pipelines
&= Parliament

&= PacBio FALCON Assembler

&= Broad Inst Viral NGS

& HiSeq X-Ten Data

& HGSC_Mercury



3)

4)

5)

6)

& C' | ) DNAnexus, Inc. [US] https://platform.dnanexus.

7

Projects ,, = & @

All Projects Resources Featured

Select the boxes by “histone-chip-seq” and, if you have not already copied it during another
exercise, the box by “Reference Files” to select those folders.

M Book K SEARCH SCOPE NAME ID CLASS 4 MODIFIED W TAGS
OOKmMarks v

v &= ENCODE Uniform Processing Pipeli... Name
@ Applet_archive @ .Applet_archive

» @@ histone-chip-seq

» @8 long-RNA-seq

» 8 Reference Files B8 long-RNA-seq

» @8 WG Bisulfite (Methylation)

@8 histone-chip-seq
@ Reference Files

Select “Copy” to copy a version of these files to your account.

Visualize

‘ Copy | Delete

OPE NAME ID CLASS 4 MODIFIED W TAGS

sing Pipel.... Name
@ .Applet_archive
@8 histone-chip-seq

I lona-RNA-sea

This will bring up a pop-up window that will allow you to save these files. For this exercise,
select the “New Project” button, which is at the top left corner. Making a new project will
help organize all the files used in the demonstration.

Copy Data to Another Project

wmnt
-

All projects

Enter a name for your new project when prompted. Select the green “plus” sign to add
when name is finished.

Copy Data to Another Project

& (]




7) Select “Copy to this folder” to add the ENCODE Uniform Processing Pipeline” files to this

new project.
Cancel Copy into this folder

8) When finished, the following pop-up window will appear:

Copy Data to Another Project

Done

Name

9) Select the arrow at the top left of the browser window to return to the home page.

< ENCODE Uniform Processing...

Monitor Visualize

10) Select your project from the project management list.

& ENCODE_Demo Admin &1 348.41 GB  Jun 26, 20...

11) To open the histone-chip-seq folder, click the “histone-chip-seq” text.

| Name “

~| @@ .Applet_archive

] histone—c'%ip—seq

~) @@ long-RNA-seq

12) Select the “ENCODE histone ChIP” workflow.

& Manage Monitor Visualize

‘ ‘ ‘ ‘ Copy Delete Infi

SEARCHSCOPE ~ NAME D {2 MODIFIED
M Bookmarks ¥

~ & APBC chip Name “

» @B histone-chip-seq @ encode_bwa

» B Reference Files
~) @@ encode_macs2

@ test data

& ENCODE histone ChIP

13) This will open the workflow for the ENCODE histone ChlIP pipeline. You will now populate
the left side of the page (the orange boxes are input files) with the appropriate input files.
All the blue and green (outputs) boxes are auto-filled by the pipeline. The black boxes
represent the various processing steps.



+ ENCODE histone ChiP| Workflow Actions ¥ @8 Set output folder... @ Readme
5 apps 11 apps

unconfigured configured |
Inputs App Outputs

‘D reads1| [ reads2 > LED ?ﬂﬁppleﬁ # [ESIMIE] Mapped reads JIMIE] Mapping statistics

‘ﬁ E.g. male or female hg19; m.. ‘ O paired_end o Output as JSON

— Map Rep2 (applet
D) [ readst || D) |reacs2| 3 bl > | Mappedreads ) Mapping statistios

O Map Rep1 E.g. male or female hg19; ... [ O paired_end O Output as JSON

M: (b let)
‘E rgmq‘ [ reads2 > ap:gt”_‘p(i?pe) -] > | Mapped reads W] Mapping statistics

0O Map Rep1  E.g. male or female hg19; ... K (©) (8] Output as JSON
‘ (3 | reads1|: |/} |reads2 > Mapigt‘lrzm(igplet) & > [ Mapped reads ) Mapping statistics
O Map Rep1 E.g. male or female hg19; ... Kx] O paired_end O Output as JSSON

14) Select the “reads1” input box for the “Map Repl” stage (the first step in the workflow) and
a new window opens where you will navigate to the input files. Expand the “histone-chip-
seq” and then the “test_data” folders to see the list of data files.

Select data for reads input

All projects » &8 APBC chip » @B histone-chip-seq » @B test data

. 4 Name
5 all folders [ 7]

~ & APBC chip 3 Ct.ia.gz

~ B histone-chip-seq O C2fa.gz
@8 encode_bwa

@8 encode_macs?2 O Rifa.gz

@8 test_data O R2.fq.gz

» BB Reference Files

15) Select “R1.fq.gz”. You have now specified the input fastq for replicate 1.
< ENCODE histone ChIP Workflow Actions v @8 Set ¢

Inputs App

Map Rep1 let)
[YR1.fq.gz reads1 ® | [7 reads2 > ap Repil(appiet) & > 3“

set inputs

(3 | E.g. male or female hg19; m... ‘ OE

-~ ) L p= . Map Rep2 (applet) . —~ -

16) Repeat the process to populate the readsl inputs for Rep2, Controll and Control2. The
Replicate 2 input is R2.fq.gz. The control inputs are C1.fq.gz and C2.fq.gz. Since the data for



this experiment are produced by single-end sequencing, there are no inputs for “reads2”.
After you have populated all the “reads1” inputs, your workflow should look like this:

& ENCODE histone ChIP

Map Rep1 E.g. male or female hg19; ... kx}

[c1.fq.9z reads1 © [ reads2 >

Map Rep1 E.g. male or female hg19; ... K=

[1Cc2fq.gz reads1®  [1 reads2 >

Map Rep1 E.g. male or female hg19; ... K]

Workflow Actions v

Inputs App
5 Map Rep1 (applet)
[IR1.fq.gz reads1®  [J reads2 > e &
]
Y Map Rep2 let)
[YR2.fq.gz reads1©® [J reads2 > P Rep2 (applet)

runnable

Map Cti1 (applet) 5

runnable

Map CtI2 (applet) o
runnable

b

8 Set output folder... @ Readme

2 apps

unconfigured

Outputs
[B] Mapping statistics
(o] paired_end |l Output as JSON

| Mapped reads

[ Mapped reads [ Mapping statistics

O paired_end O Output as JSSON

] Mapped reads JIB[ Mapping statistics |
(o] paired_end |l Output as JSON

[ Mapped reads [ Mapping statistics

O paired_end O Output as JSSON

—

14 apps
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17) Specify the appropriate genome reference file for the “Map Rep1” step. Because all the
mapping steps map to the same reference, you only need to specify the reference once.
Select the input box for the reference genome, and navigate to the “Reference Files” ...
“mm10” folder. In that folder, select the male.mm10.tar.gz reference file, which contains
the mm10 reference and supporting index files for mapping.

Select data for E.g. male or female hg19; mma9. input

All projects » &5 APBC chip » @B Reference Files » B8 mm10

all folders

~ & APBC chip
» B histone-chip-seq
~ @8 Reference Files
8 as files
» Bhg19
v Bmmi0
B8 ra-seq
» B8 WG Bisulfite

e Name “

[ female.mm10.chrom.fa.gz

[ female.mm10.chrom.sizes

[ female.mm10.tar.gz

[ gencode.vM2.annotation.gtf.gz
[ gencode.vM2.tRNAs.gtf.gz

[ gencode.vM3.annotation.gtf.gz
[ gencode.vM3.tRNAs.gtf.gz

[ gencode.vM4.annotation.gtf.gz
[ gencode.vM4.tRNAs.gtf.gz

[ male.mm10.chrom.fa.gz

[ male.mm10.chrom.sizes

[ male.mm1 Os‘kar.gz

male.mm10.tar.gz

18) The last input to be specified is the chrom.sizes file used to validate the coordinates of the
called peaks. Specify that input for the “ENCODE Peaks” stage. Scroll the workflow page



down until you see the “ENCODE Peaks” stage, click the “...” button to expand the list of
inputs, and select the “chrom.sizes” input box.

< ENCODE histone ChIP Workflow Actions v @8 Set outpL
ENCODE Peaks ...
O Final tagAlign file.  © > e ) > O
O P Final tagAlign file. | © 0

0via (EZSXSRN Final tagAlign file. | ©
[yvia (EXZIESEY Final tagAlign file. | ©

Required Input: chrom.sizes file for

Ovie EZ3LE  bedToBigBed
BEEY xcor A

D &

[ narrowPeak.as .as file for narrowPeak ©

[ gappedPeak.as .as file for gappedPeak ©

19) Expand the “Reference Files” ... “mm10” folders and select “male.mm10.chrom.sizes”.

Select data for chrom.sizes file for bedToBigBed input

All projects » &8 APBC chip » @B Reference Files » 88 mm10
Name “

all folders »

+ & APBC chip [3 female.mm10.chrom.fa.gz File

» @B histone-chip-seq [ female.mm10.chrom.sizes File
v BB Reference Files

female.mm10.tar.gz File
8 as files O g
> Bhgl9 [ gencode.vM2.annotation.gtf.gz File
» B8 mm10 .
encode.vM2. s.gtf.gz ile
(el de.vM2.tRNAs.gtf.g Fil
[ gencode.vM3.annotation.gtf.gz File
encode.vM3.t s.gtf.gz ile
Mg de.vM3.tRNAs.gtf.g Fil
gencode.vM4.annotation.gtf.gz ile
0D de.vM4 tati tf. Fil
[ gencode.vM4.tRNAs.gtf.gz File
[ male.mm10.chrom.fa.gz File
[} maIe.mm10@hrom.sizes File
0 male'mm10"_T?I°e_.mm10.chrom45izes File

20) Click “Run as Analysis” to start the analysis.
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21) Starting the analysis will bring up the “Monitor” tab which will display the details of the
pipeline steps as they run.

Manage Monitor 1 Visualize
'SEARCH SCOPE STATE NAME =D £ CREATED ~ -
M Bookmarks v < Fitersv ©
I
O Started +
e Gn Progress ENCODE histone ChIP ENCODE histone ChIP Sophie Candille 01/09/2016 12:14 pm <1m

O Map Rep1
© Map G-
aa\:mg Map Cti2

e Filter_QC Rep1
Waiting on Input
Watti ol Xcor Rept

alting on inpu! Filter_QC Rep2
Waiting on Input
Waiting on Input pcolsen2
e, Filter_QC Cti1
Wa“'"g on ["""t Xcor Ctit
w:zI:g :: [:p:l Filter_QC Cti2
Wt o el XeorCti2 |

lting on inpu! ENCODE Peaks (
Waiting on Input

Overiap narrowpeaks
Waiting on Input !
! Overlap gappedpeaks
Waiting on Input
Overiap broadpeaks

Waiting on Input

22) If necessary, the Terminate button can be used to cancel the pipeline. Otherwise, when
completed the status will change to “Done”.

B Done ENCODE histone ChIP ENCODE histone ChIP Sophie Candille 01/09/2016 9:12 am 50m
Done Map Rep1
Done Map Rep2
Done Map Cti1
Done Map Cti2
Done Filter_QC Rep1
Done Xcor Rept
Done Filter_QG Rep2
Done Xcor Rep2
Done Filter_QG Gt
Done Xcor Ctit
Done Filter_QC Cti2
Done Xcor Cti2
Done ENCODE Peaks
Done Overiap namowpeaks
Done Overiap gappedpeaks
Done Overiap broadpeaks

23) The output of the mapping stages can be found in the “encode_bwa” folder and the output
of the signal-generation and peak-calling stages can be found in the “encode_macs2”
folder.

Manage Monitor Visualize

I | | I

SEARCHSCOPE ~ NAME  ID £8 MODIFIED

M Bookmarks ¥

~ & APBC chip Name =
~ B histone-chip-seq
W encode_bwa

[ R1.raw.srtfilt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.broadPeak.bb

e [ R1.raw.srtfilt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.broadPeak.gz
B8 test_data [ Ri.raw.srtfilt.nodup.srt.SE-R2.raw.srt filt.nodup.srt.SE_pooled.tagAlign.fc_signal.ow

b ORI 1 [ Ri.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.gappedPeak.bb

[ R1.raw.srtfilt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.gappedPeak.gz

[ Ri.raw.srtfilt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.narrowPeak.bb

[ Ri1.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.narrowPeak.gz

[ R1.raw.srtfilt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.pvalue_signal.bw

[ R1.raw.srtfilt.nodup.srt.SE-R2.raw.srt filt.nodup.srt.SE_pooled.tagAlign.rejected.broadPeak.bb

[ R1.raw.srtfilt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.rejected.broadPeak.gz

66 items



24) In a production environment, you will develop procedures or scripts to visualize and archive
the results of multiple pipeline runs. But temporary URL’s can be generated for all outputs
and used to quickly visualize some of the pipeline results. For this example, let’s look at the
pooled signal track and the final, replicated peak set. In the “encode_macs2” folder, select
the following output files:

Pooled fold-over-control signal:
R1.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.fc_signal.bw
Replicated peak set:

R1.raw.srt.filt.nodup.srt.SE-
R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.replicated.narrowPeak.bb

After selecting these two files, click the “Download” button.

L] Manage Monitor Visualize

Copy Delete Info Dovgoad

SEARCH SCOPE NAME ID £ MODIFIED

Book arks i Current folder fc_signal.bw|narrowPeak.bb

~ & APBC chip Name ~
~ W histone-chip-seq [@ R1.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.fc_signal.ow

@8 encode_bwa

8 encode_macs2 [ R1.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.narrowPeak.bb

W test_data [ Ri.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.rejected.narrowPeak.bb

5 )
Wsterencelbiles [ Ri.raw.srt.filt.nodup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.replicated.narrowPeak.bb
@ Ri.raw.srt.filt.nodup.srt.SE.SE.pr1-R2.raw.srt.filt.nodup.srt.SE.SE.pr1_pooled.tagAlign.fc_signal.ow

[ R1.raw.srt.filt.nodup.srt.SE.SE.pr1.tagAlign.fc_signal.ow

M R1 raw art filt nadiin art SF tanAlian fe <ianal hw

25) A new window will pop up. Select “Get bulk URLs” and copy the list of URLs. These URL'’s
will link to your output files and will remain active for 24 hours.

Get Your Data
‘ These links will remain active for 24 hours. Warning: anybody with these links can download your files without additional
[N authentication, so please be careful when you share this list!

You may also download this list as a text file.
Download files

https://dl.dnanex.us/F/D/gPfkGgb6XXKVOF07KbPOv7ZgGx6jyq5zfx64J02Y/R1.raw.srt.filt.nodup.srt.SE-

ﬁ R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.fc_signal.ow
https://dl.dnanex.us/F/D/FPxv1fqqjGBV2fJ62jzqXkJz21k4x74pPpf74Y76/R1.raw.srt.filt.nodup.srt.SE-

R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.replicated.narrowPeak.bb

Get bulk URLs

Close

26) In this example you will use the UCSC Genome browser to visualize the results you just
calculated as “custom tracks”. In a new web browser window or tab, go to
http://genome.ucsc.edu/ and select “My Data” from the top options bar.




&

& [L genome.ucsc.edu

U CSC Genome Bioinformatics

Genomes Genome Browser

Tools Mirrors

Downloads My Data Help About Us
’ About the UCSC Genome Bioinformatics Site
27) Select “Custom Tracks” from the options menu
My Data Help About Us
—‘ Sessions ‘—
' Track Hubs

Custom Tracks |d wor

)o~ R 2| PT

28) Paste the URLs you coped above into the text window. Be sure the reference genome is
correct for this file (mouse mm10 for this demo). Tip: The UCSC Genome Browser is

sensitive to white-space at the end of URL’s. If there are spaces after the URL’s you’ve
pasted, delete them and make sure each URL is on its own line.
Hit “Submit” when finished.

) Genomes Genome Browser  Tools

Mirrors Downloads My Data

Add Custom Tracks

clade Mammal g genome Mouse g assembly Dec.2011 (GRCm38/mm10) [

Display your own data as custom annotation tracks in the browser. Data must be formatted
broadPeak, GFF, GTF, MAF, narrowPeak, Personal Genome SNP, PSL, or WIG formats. T
User's Guide. Data in the bigBed, bigWig, bigGenePred, BAM and VCF formats can be pro

Paste URLs or data:

Or upload: Choose File No file chosen

Submit
https://dl.dnanex.us/F/D/gPfkGgb6XXKVOF07KbP0Ov7ZgGx6jyq5zfx64J02Y/R1.raw.srt.filt.
nodup.srt.SE-R2.raw.stt filt.nodup.srt.SE_pooled.tagAlign.fc_signal.bw
https://dl.dnanex.us/F/D/FPxv1fqqiGBV2fJ62jzqXkJz21k4x74pPpf74Y76/R1.raw.srt.filt.no
dup.srt.SE-R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.replicated.narrowPeak.bb Clear

29) This will bring up the “Manage Custom Tracks” page. Select “go” to visualize the tracks.

(1) Genomes Genome Browser Tools Mirrors Downloads My Data Help About Us
Manage Custom Tracks

genome: Mouse assembly: Dec. 2011 (GRCm38/mm10) [mm10]

Description LT LT detete | view in
R1.raw.srt.filt.nodup.srt.SE- _ . R1.raw.srt.filt.nodup.srt.SE- _ . bigWig [ Genome Browser B
R2.raw.srt filt.nodup.srt.SE_pooled.tagAlign.fc_signal R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.fc_signal g
R1.raw.srt.filt.nodup.srt.SE- _ _ R1.raw.srt.filt.nodup.srt.SE- . _ bigBed add custom tracks
R2.raw.srt filt.nodup.srt.SE_pooled.tagAlign.replicated.narrowPeak |R2.raw.srt.filt.nodup.srt.SE_pooled.tagAlign.replicated.narrowPeak

30) Because the raw data were subsampled to only chromosome 19, enter a position on that
chromosome. For example, chr19:4,769,592-4,909,161

Set the signal track to display in “full” mode. Do you see strong signal for H3K9ac (the
target for this experiment)? The black blocks in the replicated peaks track are the peaks
that passed a stringent thresholding requiring the peaks to be observed in both replicates



H3K9ac is a mark associated with transcriptional activation. Can you see that the peaks are
called around the transcription start sites of several genes in this region?

UCSC Genome Browser on Mouse Dec. 2011 (GRCm38/mm10) Assembly

MOVe <<< << < > >> >»>> ZOOMIiN 15x 3x 10x base ZOOMOUt 1.5x 3x 10x  100x

chr19:4,769,5692-4,909,161 139,570 bp.‘ enter position, gene symbol or search terms ‘ go
chris Cam)
Scale S8 Kot { mnio
| chrig: | 4,780, 000| 4,790, 00| 4,800, 000 4,810, 000 4,820, 008| 4,830, 008| 4,840, 000| 4,850, 000| 4,860, 000| 4,870, 000| 4,880, 008| 4,890, 000 4,900, 000
27.5308 _ R1.Pau,SPTL£ 118, n0dUD , SPt , SE-R2, P, SPE. £ § 1T.n0dup . SPt . SE_Poo led. TagA 1 ign, FC_signal
Ri.rau.srt.Filt.m
6
R1.rau.Srt. £ 116, n0dup, SPt, SE-R2, P&, SPEL £ § 1T.100Up . SPT . SE_POO 18d. TagA1 ian , rep 1 1 Cated . narroupeak
icated. narrouPeak mm i -n =
Basic Gene ANNOtation Set from ENCODE/GENCODE Version M7 (Ensembl 82)
RON4 et RO ) ces ctsf 2anhc2s o
Gn21992 #—iff i Ccacs7 RN ACENS k-t Bos1
ROMS oot ROM14 Mo
Rbm4 21544 Bttt
Gm21992
ROM14 o)
= T S T ST S S T S S O Sy S Sy S ——————

Congratulations! You have replicated an ENCODE analysis starting with primary data. You
can repeat this process on your own data, and be assured that your results will be directly
comparable to all the experiments the ENCODE DCC has analyzed.



Other DNAnexus Tools:

To load data once you are in your own project
1) Starta “New Project” or find your own project in the DNAnexus homepage.

Projects

OO S

= Your projects

2) If new, name project in the upper left corner.

7 Projects  Apps  Help~

' IENCODE_Demo|

Monitor Visualize

== Untitled Project - Jun 25th 2015
This folder is empty. Perhaps you'd like to try adding some data to this folder?

3) Select “Add Data” to select the files you want to use for analysis to your project.

< ENCODE_Demo

Manage Monitor Visualize

® Add Data \

= E"Upload data from your computer or a server,

or add data from another project This folder is empty

4) When the “Add Data to Project” window pops up, select “From another DNAnexus
project.”

Add Data to Project: = DE_C

Select data file(s) ‘You may select multiple files from multiple folders.
0O — silin
From this computer From a server From another DNAnexus project
Drop file(s) here or choose file(s)...

5) Scroll down and select “ENCODE Universal Processing Pipeline” project to access the
data.

@ Broad Inst Viral NGS Viewer O 0.11GB
I @ ENCODE Uniform Processing Pipelines Viewer 365 13 349.28 GB

6) Choose “Add Data” to select these files.



7) When these files are uploaded, the following window will pop up.

Add Data to Project: ENCODE_Demo

Done

() ©

Name
8 long-RNA-seq 25 items, 4 subfolders copled IR G IoleN1S
8 Reference Files 54 items, 6 subfoiders copled @ DONE

Close

8) These files and associated applets will now appear in the Manage tab of your browser.

< ENCODE_Demo

Manage Monitor Visualize

v & ENCODE_Demo

() Name Type < Size ¢

» BB long-RNA-seq
() B long-RNA-seq Folder

» e Reference Files
() @@ Reference Files Folder
@] align-star-se (Fri Dec 12 01:41:16 2014) Applet 1.16 MB
0 align-tophat-pe (Fri Jan 8 01:28:56 2015) Applet 28.86 MB
O align-tophat-se (Fri Dec 12 01:41:04 2014) Applet 27.45 MB

To import a fastq file directly from the ENCODE portal to DNAnexus
1) Go to the ENCODE portal (encodeproject.org) and find the fastq file you are
interested in using. Right click on this file and select “Copy Link Address.”

Files linked to ENCSROO0OAFI

Raw data
et O File  _ Biological . Technical . Read . Run . Paired | Mapping a| Lab . Date . Validation
Y type T replicate ¥ replicate ¥ length ¥ type ¥ end ¥ assembly v ¥  added Y status
ENCFF001RNE fastq 2 1 101 nt paired- 2 Thomas Gingeras, 2013-07-17
. Downloa ) X ended CSHL m
478 GB Open Link in New Tab
ENCFF001E Open L!nk !n New W|_ndov§/ 101 nt paired- 1 Thomas Gingeras, ~ 2013-07-17 [T
&Downioa  Open Link in Incognito Window ended CSHL
4.8GB .
Save Link As...
GVl Copy Link Address 101 nt paired- 2 Thomas Gingeras, ~ 2013-07-18 [T
& Downloa C ended CSHL
5.15GB opy
Search Google for 'Download’
ENCFFOO1# - 101 nt paired- 1 Thomas Gingeras, 2013-07-18
LDownoa  PriNt... ended CSHL =3

2) Inthe manage tab, under “Add Data” select the “From a Server” option and paste
the URL into the box. Select “Add Data” and the file will upload.



Add Data to Project: ENCODE_Demo

Select data file(s) You may add multiple URLs.

— allia
0 — ]
From this computer From a server From another DNAnexus project

https://www.encodeproject.org/files/ENCFF001RNE/@@download/ENCFF001RNE.fastq.gz]

Enter a URL...

Add Data to Project: ENCODE DEMO_June24

Done

Name

=2 https://www.encodeproject.org/files/ENCFF001RNE/@@download/ENCFF001RNE.fastq.gz @ x

To share project with another user

1) In order to share your project, select the blue “Share” button at the upper right corner
of the browser page.

& Private

2) This will bring up a pop-up window where you can add user names and select
permissions to allow collaborators access to view, edit, or contribute to your projects.

Share project

Name Access Charges Allowed
Benjamin Hitz (hitz) Viewer Remove
Eurie Hong (euriehong) Admin
|Add member...
Examples:
jsmith Close

user-jsmith



