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TralT Galaxy server: galaxy.ctmme-trait.nl
Example iReport (published history): tinyurl.com/llrzz9w
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Cover page = =
User-defined title and cover image (url)

Bioinformatics oo oa

Tab-based report
Add any number of tabs, then add any
number of content items to each tab. o |

Link to cover image:

Optional. A default image will be used if not specified

Content items can be one of: Tabs

Tab 1

_ Te Xt Enter tab name:

Content-ltems

= I m a ge Content-ltem 1
Select Item Type:
= Ta ble Please choose item type ¥
P D F Remove Content-ltem 1

Add new Content-ltem

- Link Remove Tab 1

iReport (version 1)

Add new Tab

Content Items

Text
Specify a text file from history, or enter text directly into a text field.

Content-tem=
Conteni-Kem 1

Select hem Type:
Texi Fueid ¥

Texi to display.:

e IRepat HTML veporing in Galaxy <G> Report 5 & Galuy ool fod the easy creaton of HTML repoiis froem work fiow
cutputs. An Repoit conssts of a cover page, and a tab-based repord page

Input is sanitized and printed verbatim,
with the exception of a few html tags
(h1-h6, strong, em)

cxirong>Covel Pagestang>

Liseds spic iy & il fow thes iHepo, and opicnaly & Nk i0 & CORAET mape. I R COWET Mage & Spacid, & defaik fmage =
used. An exampie (the cover page for this reporet) & shown below. Clicking on the image or on the ink above & will tnke the
uer b the main reporl page

\n and \t interpreted as newline and
tab respectively to allow for some
control over whitespace

can expicily add whies pace addng ' n your 2xi for a newines

insert break after Rem¥;
Ea

Image
Specify image file from history, and an image width (O for original size).
If image is scaled down, a jQuery zoom-on-mouseover effect is added to the image
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Table

Specify tab delimited file from history

jQuery library datatables (http://datatables.net) used to create paginated, searchable, and sortable
tables (if desired)

Show entries Search: |
Cars mpg cyl disp hp drat wi sec vE am Eear carb

AMC Javelin 15.2 8 | 3040 150 | 315 3.435 17.30 0 0 3 2
Cadillac Fleetwood 10.4 8 | 472.0 205 | 2.93 5.250 17.98 0 0 3 4
Camaro Z28 13.3 8 | 3500 245 | 3.73 3.840 15.41 0 0 3 4
Chrysler Imperial 14.7 8 | 4400 230 | 3.23 5.345 17.42 0 0 3 4
Dodge Challenger 15.5 8 | 318.0 150 | 2.76 3.520 16.87 0 0 3 2
Ferrari Dino 19.7 6 | 145.0 175 | 3.62 2.770 15.50 0 1 5 &
Fiat 128 324 4 | 78.7 66 | 4.08 2.200 19.47 1 1 4 1
Duster 360 14.3 8 | 360.0 245 | 3.21 3.570 15.84 0 0 3 4
Datsun 710 228 4 | 108.0 93 | 3.85 2.320 18.61 1 1 4 1
Fiat X1-9 27.3 4 | 79.0 66 | 4.08 1.935 18.90 1 1 4 1

Showing 1 to 10 of 31 entries Previous Next

Can also generate weblinks from column values by specifying url prefix and suffix
(e.g. from column with gene names, create links to gene cards by prepending fixed url to all cells )
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CETAG PDF files from history can also be added. Simply specify the file, and depending on your browser setup, the file will be either displayed within thi
St tab, or a link to the file will be generated, allowing the file to be opened in your default pdf viewer or downloaded to your computer. Tags
i | Add tags
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Links
Links to web addresses, files from history, or all files in an archive in the history can also be created
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Chromosome plots:chrO1 chr02 chr03 chr04 chr05 chr06 chr07 chr08 chr09 chrlQ chrll chrl2 chrl3 chrl4 chrl5 chrl6 chrl7 chrl8
chrl9 chr20 chr2l chr22 chrX chrY

The CTMM TralT Project

TralT will develop a long-lasting IT infrastructure for translational medicine that
will facilitate the collection, storage, analysis, archiving, sharing and securing
of the data generated in the CTMM operational translational research projects.

The project builds on existing expertise to create an IT infrastructure that will help to accelerate the
translational research in the Dutch Life Sciences and Health sector.

An example: iFUSE2

CGtag Galaxy workflow for downstream analysis of Complete Genomics Data
(Hiltemann et al, GigaScience, 2013) generates many outputs.

iIFUSE (Hiltemann et al, Bioinformatics, 2012) is a web-based tool for exploration, visualisation and
prioritization of candidate fusion genes, and has since been ported into Galaxy.

iIFUSE2 combines these two pipelines with newly incorporated copy number variation methods

(OncoFUSE) and presents the results in an iReport

Overview page containing Circos plots and tables with summary statistics
' Genome Overview i Structural Variants I B-allele Frequency I Coverage l Virtual Normal —
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Tabs for Structural Variants (fusion gene candidates), Small Variants, Copy Number Variations (e.g.
OncoFUSE), SNP array data, and more

‘i Genome Overview I Structural Variants I B-allele Frequency i Coverage i Virtual Normal _

OncoSNPSeq

OncoSNP-SEQ is an analytical tool for characterising copy number alterations and loss-of-heterozygosity (LOH) events in cancer samples from (Complete Genomics) whole genome sequencing data. It was ori
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195 97 0 | fieva A 51870 inversian A M. NA A NA
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Showing 1 to 10 of 2,433 entries Previous Next -
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Tools used: CGATools, Circos, GNUplot, R, OncoFUSE, OncoSNPSeq

TralT Galaxy HPC CLOUD Architecture

The rapid evolution of NGS technologies together with decreasing cost are creating a
challenge to store and analyze the vast amount of sequencing data that are generated by
experimental biologists. Configuring suitable data analysis software and having access to
readily available computation and storage are the two major bottlenecks faced by many
research groups

Netherlands
Bioinformatics
Centre

BiG Grid

the dutch e-science grid

BiGGrid & SARA HPC Cloud (Calligo)

Advantages of Cloud Systems ey

19 x Intel Xeon 32 core processors (! )
- Rapid elasticity (scale up/down dynamically) 19 x 256GB RAM (- )
400TB shared storage

Full adminstrational rights
Perfect for project-based research
Access to powerful compute systems



http://datatables.net/

