Using UCSC Genome Browser Sessions for ENCODE data analysis
(Updated 18 September 2012, Mike Pazin)

Saving a session:
1 Go to http://encodeproject.org/ENCODE/ or the UCSC browser

2 Select the human (or mouse) browser (or preview browser), as desired, from
the buttons along the left hand side of the window.
3 Customize by turning on the desired tracks, and turning off tracks you don’t
want to visualize.
4 Mouse over the “My Data” button along the top, then click on the “Sessions”
button:
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Click on a feature for detaila. Click or drag in the base position track
start d
M%WT — ta zoom in. Click side bars for track options. Drag side bars or labals D %wa'g \
=== = up or down to reorder tracks. Drag tracks left or nghtm new posmon = =
(track search ) ( default tracks ) (default arder ) (_hide all ) (add custom tracks ) ((track bubs ) mhuuu (Creverse ) (resize ) (refresh )
e
5 Type in the name you d like to use for the session flle then click “submit”:
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Your Account Information
Login
Create an account

Signing in enables you to save current settings into a named session, and then restore settings from the
If you wish, you can share named sessions with other users.

Session Management

See the Sessions User's Guide for more information about this tool.

Click here to reset 3 browser user interface settings to their defaults.

If you sign in, ygu have the option to save named sessions.

Save Settings

Save current settings to a local file:

file: file type returned: | plain text ) (submit)

(leave file blank to get output in browser window)

The session will be saved as a text file to your downloads folder.


http://encodeproject.org/ENCODE/�

Opening a session:
1 Go to http://encodeproject.org/ENCODE/ or the UCSC browser

2 Select the human (or mouse) browser (or preview browser), as desired, from
the buttons along the left hand side of the screen.
3 Mouse over the “My Data” button along the top, then click on the “Sessions”
button:
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4 Click on the “Choose File” button, navigate to the session file you want to
open, then click on the “submit” button:
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Login
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Signing in enables you to save current settings into a named session, and then restore settings from the session late
If you wish, you can share named sessions with other users.

Session Management

See the Sessions User's Guide for more information about this tool.
Click here to reset the browser user interface settings to their defaults.
If you sign in, you will also have the option to save named sessions.

Save Settings

Save current settings to a local file:

file: junk | file type returned: | plain text %] (submit)

il )
(leave file blank to get output in browser windj
Restore Settings
Use scmngs from another user's saved sessio:
user: session name: (submit)
Use settings from a local file: ((Choose File ) no file selected submn:
Use settings from a URL (htep://...., fipi/...): (‘submit )
5 The name of the session that is ready to load appears next to the browser

link; click on the browser link to load the session:
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Your Account Information
Login
Create an account

Signing in enables you to save current setig@es into a named session, and thejgrestore settings fron
If you wish, you can share named scssiontith other users.

Updated Session

Loaded settings from local file Pazin V6 Hgl9 Standard (3307 bytes). Browser

Session Management
See the Sessions User's Guide for more information about this tool.
Click here to reset the browser user interface settings to their defaults.

If you gign in, you will also have the option to save named sessions.

Caern Qattinms

6 The selected tracks will be displayed, at the saved genomic region:
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7 From here, you are free to move to another genomic coordinate, and save a
new session, or change the displayed tracks, and save a new session.



Sharing a session:

One easy way to share a session is to create the session you want, save that as a text
file, and e-mail the session file to a colleague that knows how to load the session.

UCSC has a guide to using sessions:
http://encodeproject.org/goldenPath /help /hgSessionHelp.html


http://encodeproject.org/goldenPath/help/hgSessionHelp.html�

To display Roadmap Epigenomics data:

1 Go to http://encodeproject.org/ENCODE/ or the UCSC browser

2 Select the human browser (or preview browser), as desired, and customize
as desired.

3 Mouse over the “My Data” button along the top, then click on the “Track
Hubs” button:
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4 Check the box for “Roadmap Epigenomics data”, then click the “Load Selected
Hubs” button:
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Track Data Hubs

Track data hubs are collecticns of tracks from cutside of UCSC that can be imported into the Genome Browser. To import a public hub check the box in the li
with its own blue bar and label underneath the main browser graphic, and in the configure page. For more information, see the User's Guide.

NOTE: Because Track Hubs are created and maintained by external sources, UCSC cannot be held responsible for their content.

Public Hubs My Hubs
Display L0D Description Assemblies URL
Name
ENGODE [ Coratve
o g b
=] Qnalysm Analysis Data hg19 http://ftp.ebi.ac. P er integration_data_jan2011/hub.txt
ub
Hub
Predicted
miRcode microRNA
(=] microRNA target sites in hgl9 http://www.mircode.org/ucscHub/hub.txt
sites GENCODE
transcripts
Roadmap
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5 Select desired tracks from the list, and customize as desired:
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Click on a feature for details. Click or drag in the base position track to

.@%:.%taﬁ_:__ zoom in. Click side bars for track options. Drag side bars or labels up or _—\_;no;m_ﬂq_

down to reorder tracks. Drag tracks left or right to new position.

(" track search | ( default tracks | [ default order | (hide all | (add custom tracks ) [ track hubs | | configure ) Creverse ) (resize ) Crefresh )
Use drop-down controls below and press refresh to alter tracks displayed.
racks with lots of items will automatically be displayed in more compact modes.
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