Sylvain GAILLARD

Phone: +33 (0)2 41 22 57 91
E-mail: syl vai n. gai | | ard@ngers.inra.fr

Date of birth: 10 jan 1978

Ebucation
2004 Master Degree in Bioinformatics (Paul Sabatier University — Toulouse, France)
2001 1% year of Master in Cellular Biology and Plant Physiology (University of Montpellier
II, France)

WORK EXPERIENCE

Current since 1* oct 2006

Engineer in bioinformatics (IRHS, Angers)

- System administration, Database administration
Development of the information system for genetical ressources and breeding
Software development for polymorphisme detection
Software development for RNA-Seq analysis
RNA-Seq analysis
Genomic data manipulation on apple

Passed
3months Ingineer in bioinformatics (UMR BGPI, INRA Montpellier)
(2006) - Software development for biological data analyis (MySQL, Perl CGI, R)

Data analysis
4 months  Ingineer in bioinformatics (InfoBioTech Montpellier)

(2006) - Database development for plant comparative genomics (MySQL, Perl CGI)
11 months Ingineer in bioinformatics (UMR PIA, CIRAD Montpellier)
(2005) - Sofware development for microarrays data management and analysis (Perl

CGI, R BioConductor)
Software development for PCR probe validation (Perl CGI, blast)
Plugin development for GBrowse (GMOD)

COMPUTING SKILLS

GNU/linux system administration

Programming langages: C++, C, Java, Perl, Python, PHP, S, BASH, SQL, XML, XHTML, CSS,
JavaScript

Web technologies: LAMP, AJAX

Server administration: Apache, ProFTP

Database administration: PosgreSQL, MySQL
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