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Since 2006 he is interested in high throughput data analysis and in high performance computing.
He works to the development of tools for the storage, analysis and exploration of data obtained
from microarrays and NGS techniques (mainly RNASeq, exome sequencing and metagenomics).
He is also interested in the characterization of mMRNA untranslated regions (UTRs) focusing on
regulatory regions controlling mRNA stability, sub-cellular localization and translation efficiency.
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MAIN FIELDS OF INTEREST

1. Bioinformatics
2. Next Generation Sequencing

CURRENT ISSUES OF RESEARCH
1. High throughput analysis systems

Main research interest is focused on the development of automatic systems for management,
presentation and analysis of data obtained from High throughput technologies (such as microarray
and NGS). The main goal is the setup of bioinformatics analysis systems devised to support
systems biology and molecular medicine.




2. UTRs and alternative splicing

Study of involvement of Untranslated regions (UTR) in regulation of gene expression and in-silico
prediction of alternative splicing.

3. Algorithms for bioinformatics
Development of algorithms for de-novo transcriptome assembly from NGS data.
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