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Sequencing service at ISS
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ISS - Servizio Grandi Strumentazioni e Core Facilities

Missione

» Supporto alla gestione strategica del
patrimonio delle apparecchiature
dell'lstituto Superiore di Sanita;

« progettazione e sviluppo di
strumentazioni e nuove tecnologie;

« razionalizzazione dell'utilizzo di
tecnologie ad alto costo aventi
possibilita trasversali di utilizzo
all'interno dell'lstituto.
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I Servizio svolge altresi, nell'ambito della
propria competenza, attivita di ricerca.

Visione

La struttura promuove un miglioramento continuo delle professionalita e delle capacita tecnologiche
dell'lstituto Superiore di Sanita contribuendo a mantenerne ed aumentarne la competitivita nella ricerca
biomedica avanzata e la funzione di riferimento scientifico per il Paese.

Le competenze multidisciplinari presenti nella struttura favoriscono lo svolgimento di attivita di ricerca di
eccellenza, sostenibile in forma autonoma o collaborativa, e la fornitura di servizi tecnologicamente
avanzati.
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WGS strategy at ISS
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Bioinformatics infrastructure
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Data collection
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ARIES: genomics analysis infrastructure/1
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ARIES - Advanced Research Infrastructure for Experimentation in Genomics - Galaxy Instance at ISS

Galaxy is an open, web-based platform for data intensive biomedical research. The Galaxy team is a part of BX at Penn State, and the Biology and Mathematics and Computer Science departments at Emory Universit

The Galaxy Project is

Institutes of the Life Sciences, The Institute for CyberScience at Penn State, and Emory University.
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Survelllance flux for STEC infections
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Automatic analytical Analytical protocols
protocols launched by the user
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Reports and outputs: Strain typing - wg/cgMLST




Reports and outputs: wgSNPs
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The Italian network and the information flow
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Wrap up

Isolation of STEC from clinical sample at ISS
(or shipment of isolated strain from local lab)

Whole genome sequencing (WGS)
(or upload of WGS by local lab)

Automatic protocols launched

Feedback to local center (report)

Monthly feedback on national situation to Ministry of Health

Immediate feedback to Ministry of Health in case of clusters
— Local authorities among recipients

Detailed feedback to TESSy ECDC



Roadmap

— February 2018: IRIDA test for data upload (PT-WGS1)

— January — July 2018: bioinformatics development for genomics analysis
— November 2018: Real time sequencing

— November 2018: beta test for sequences upload on IRIDA

— January - April 2019: multi-users test

2019: Launch of the pilot system for molecular surveillance
of STEC human infections at ISS



