Istituto di Tecnologie Biomediche
N Consiglio Nazionale delle Ricerche

Bioinformatics job offer

The Genomics Unit of the Institute of Biomedical Technologies of the National Research Council
(ITB-CNR), under the scientific supervision of Dr. Gianluca De Bellis has been focusing for several
years on many projects aimed to the employment of high-throughput sequencing technologies.

Sequencing and annotation of bacterial genomes and transcriptomes
Characterization of complex microbial communities

Sequencing and annotation of hypervariable regions in viruses
Sequencing and functional annotation of plant transcriptomes
Transcriptomics analysis in tumors

Mutation detection in nuclear and mitochondrial DNA

Ancient DNA sequencing
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The laboratory is equipped with state-of-the-art sequencing platforms, such as an [llumina GAIIx
plus a Roche GS-FLX and a Roche GS Junior instruments. Moreover, the laboratory possesses a
computational infrastructure made of a local 5-node cluster (20 cores total, 20 Gb RAM, 3 Tb
HDD) and a high-performance server (48 cores total, 128 Gb RAM, 40 TB HDD)

In the context of a new cooperative project for resequencing and mutation detection in genes
involved in myelodysplastic syndromes we are looking for:

1 Bioinformatician

Requisites:
o Strong Linux/Unix programming skills
o Knowledge of at least one scripting language (Perl, Python, Ruby,...)
o Experience in the data analysis of next-generation sequencing (NGS) data

Other skills:
o Previous experience in the field of mutation detection and SNP analysis in human
pathologies
o Experience in the implementation of computational pipelines/scripts for NGS data analysis
o Knowledge of relational databases (MySQL, PostGreSQL,...)

All candidates should apply sending their personal CV (with, if available, the name of a contact
person) to:

Dr. Marco Severgnini: marco [dot] severgnini [at] itb [dot] cnr [dot] it
or

Dr. Gianluca de Bellis: gianluca [dot] debellis [at] itb [dot] cnr [dot] it.

Web: http://www.itb.cnr.it/web/genomics/home
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