Demo: Attaching TrackHubs

There are a number of publicly available datasets that are available to add onto views in
Ensembl. You can find full lists of these at www.trackhubregistry.org. We’re going to see
how to search and add these files from within Ensembl.

Go to fungi.ensembl.org and search for the region 6:1854110-1894000 in the species Botrytis
cinerea B05.10. This will take you directly to the Region in Detail page in the location tab.

Click on the button, found just below the Configure this page

button on the left.
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There are three available TrackHubs for this assembly. Choose the last one RNA-Seq
alignment hub SRP062592 by clicking on the ‘Attach this hub’ button. Close the pop-up

window.

The TrackHub should now load and appear on the most-detailed image at the bottom of the

Region in Detail page.
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If you zoom in further you can see a more detailed representation of the data.

Location: 6:1883184-1883350

2
A
+

D)

R
==l > f{ |

C

Drag/Select: ¢+ i}

1,883,200
73.00—
ENA Run:SRR2174493

- 0.00-
'\ Run:SRR2174493' not shown

1,883,250

-

CP009810.1 >

1,883,300

< Bcin06g05510.1
protein coding

shown

.......... Bl

piin 1 INiL HE 0B 10 1 HIm

i - Cigar 106M

1,883,200 1,883,250 9

~mReverse strand ion 6:1883205-1883310
Gene Legend Strand Reverse

Protein Coding Length 106

I protein coding Insert size 162

Paired Yes
There are currently 27 tracks turned off. Mate First
Ensembl Fungi Botrytis cinerea B05.10 version 91.3 (ASM83294vaypsmremessmersmspeeepssse 1,883,350




If you have your own files, or know a file you want to attach that is not present on the

TrackHub registry, you can also attach these. There are two ways to do this, either by URL or
by file upload.

Larger files, such as BAM files generated by NGS, need to be attached by URL. There are
some BAM files for Schizosaccharomyces pombe available at:
ftp:/ftp.ensemblgenomes.org/pub/misc_data/bam/fungi/Spom/

Let’s take a look at that URL.

Index of /pub/misc_data/bam/fungi/Spom/

% [parent directory]

Name Size Date Modified
) Spom_all_61G9EAAXX_and_61G9UAAXX +.sorted.bam 33GB 26/11/2014, 00:00:00
_ Spom_all_61G9EAAXX_and_61G9UAAXX +.sorted.bam bai 36.3kB 26/11/2014, 00:00:00
_ Spom_all_61G9EAAXX_and_61G9UAAXX - sorted.bam 3.8GB 26/11/2014, 00:00:00

N Spom_all_61G9EAAXX_and_61G9UAAXX.-.sorted.bam.bai 36.8 kB 26/11/2014, 00:00:00

Here you can see two BAM files (.bam) with corresponding index files (.bam.bai). We’re
interested in the files Spom all 61GIEAAXX and 61GIUAAXX +.sorted.bam and
Spom_all 61G9EAAXX and 61GIUAAXX +.sorted.bam.bai. These files are the BAM file
and the index file respectively. When attaching a BAM file to Ensembl Genomes, there must
be an index file in the same folder.

From the Ensembl Fungi homepage, click on Schizosaccharomyces pombe, then on Display
your data in Ensembl Fungi.
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A menu will appear:



Personal Data

Custom tracks
Add a custom track

Please note that track hubs and indexed files (BAM, BigBed, etc) do not work with certain cloud

We're in the
Custom

tracks section Name for this data (optional): | TrackHubDemo ~—
Species: Schizosaccharomyces pombe Give your
Assembly: ASM294v2 track a name
Data: Paste in data or provide a file URL
Paste data or
upload URL
If you have your own data you Or upload file (max 20MB)
can upload the ﬁle here Choose file No file chosen

Data format:

The interface detects file types if you upload or attach a file. If you want to upload a file just
click on Choose file, choose the file and it should automatically detect the file type you have
submitted.

If you have a URL, like the one we located earlier, paste in the URL of the BAM file itself
(ftp://ftp.ensemblgenomes.org/pub/misc_data/bam/fungi/Spom/Spom_all 61G9EAAXX and
_61G9UAAXX.+.sorted.bam).

Since this is a file, the interface is able to detect the “.BAM?” file extension, so automatically
labels the format as BAM. Click on Add data and close the menu.

To see this data, jump to a region. Let’s go to 1:526000-529000.
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We can zoom in to see the sequence itself. Drag out boxes in the view to zoom in, until you

see a view like this.
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