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Starting in September 2009, this unit has contributed to different research projects by providing support and expertise in programming and advanced data analysis, focusing primarily on high-throughput genomics

technologies including microarrays, genotyping and next-generation sequencing. The unit is open to all researchers at the PRBB and also to external users anywhere in the world. For further information please contact
Guglielmo Roma (email: guglielmofffoma@crojles; phone: +933160181)
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NGS Technologies

Our group is heavily involved in the analysis and interpretation of deep sequencing data. During 2010 we have implemented
several pipelines capable of analyzing different types of data such as RNA-seq, resequencing data for polymorphism detection,
De novo assembly , ChIP-Seq and functional annotation in new genome projects. These pipelines can be customized depending
on the customer needs.

Web & database development

We are developing and deploying easy-to-use lab data management systems based on
Wikipedia technology
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Summary of the data analysis workflow for gene expression data

illumina

Infinium HumanMethylation27

Methylation arrays

Preprocessing with

HumMeth27QCReport (%)

(*) HumMeth27QCReport is an R
package developed in our group
in collaboration with the CRG
Genotyping Unit available in the
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Metabolic growth curves

Summary of the data analysis workflow for methylation data
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And we plan to have the bioinformatics tools designed at CRG available through a local implementation of Galaxy
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Bioinformatics tutorials & Workshops
The unit is also focused on the education of biologists in the analysis and interpretation of their
experimental data through the provision of custom advice and training in bioinformatics as well as in the
acquisition of basic programming skills.
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