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Title

Bioinformatics applied to proteomics

Description
The aim of the course is to introduce participants into the main bioinformatic tools currently used in proteomics,
i.e., strategies in protein identification, search engines, databases, as well as prediction of protein structure or
protein PTMs. The course is divided into five parts:
- Introduction to Image analysis
- Mass spectrometry MALDI-TOF
- Mass spectrometry CID

- Data integration and analysis
- Prediction of protein function.

Location Facultad de Farmacia, UCM, pza Ramén y Cajal s/n 28040 Madrid Spain
Number of participants max. 20

Date April 3“ to 5"

Duration 3 Days

Organizer Proteored education and training group

Contact person Alberto Medina

Phone 91 585 45 40

e-mail jamedina@proteored.org
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