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Those courses are intended for both experimental biologists and computational
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scientists. The prime objective of the course is to convey an appreciation of the
range and capabilities of services made available at the EBI.
Topics

In this course the following resources will be covered :

+ Overview of the UniProt protein sequence database, including sequence
searching methods and alignments.

+ Comparative proteomics: how information on protein families and domains in
InterPro can be used to classify and annotate proteins.

+ Exploring protein-protein interaction networks using the IntAct database.

+ Browsing protein pathways in Reactome.
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Furthermore, Ensembl, an infrastructure for genomic information, from its storage
through to analysis and visualization will also be covered. The Ensembl project
focuses mainly on vertebrate genomes:

FACULTE DES SCIENCES ET

TECHNIQUES DE TANGER 4+ Introduction to Ensembl: Origin, goals and organization of the Ensembl project

Honorific Committee: + Worked example: Guided tour of the most important pages of the Ensembl

. website
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Pr. B. E| MOUMNI, Dean, FPL BioMart _ _
Organizing Committee: + Evaluating genes and transcripts: How are Ensembl gene and transcripts
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A. LYHYAOUT, ENSAT + Comparative genomics and proteomics: Orthologues, protein families, whole
M.R. BRITEL, ENSAT genome alignments and syntenic regions
J. BRIGU], FS:FT + Variations: SNPs, haplotypes, linkage disequilibrium
M. KHADDOR, FSTT
M. BAKKALIL FSTT Admission
A. LAGLAOUI, FSTT Admitted are researchers, MA and PhD students in biology, bioinformatics in their
A. AARAB, FSTT broader range of disciplines: computer science, biology, medicine, pharmacology.
K. NHIRL, FSTT Good knowledge of the English language is a prerequisite.
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M. TACHI SMBI 4+ For each participant Labtop and 3G modem are necessary

Invited speakers: + The number of participants is limited to 60 persons.

Xosé M. Fernandez EMBL-EBI + Scholarship for SMBI members will be available
Jennifer McDowall EMBL-EBI ‘*— Registration is necessary by email
Contact :

Registration deadline: January, 18", 2010.

Email:smbi-maroc@hotmail.com Those accepted will be informed by January 19,2010
Site web : http://www.smbi.ma

Tel: (212) 06 49 82 14 20 www.smbi.ma




