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Proteomics is the study of the subsets of proteins present in different
parts of an organism and how they change with time and varying
conditions. Mass spectrometry is the leading technology used in
proteomics, and the field relies heavily on bioinformatics to process
and analyze the acquired data. Since recent years have seen
tremendous developments in instrumentation and proteomics-related
bioinformatics, there is clearly a need for a solid introduction to the



2. Record Nr.

Autore
Titolo

Pubbl/distr/stampa

ISBN

Descrizione fisica

Disciplina
Soggetti

Lingua di pubblicazione

Formato
Livello bibliografico

crossroads where proteomics and bioinformatics meet. Computational
Methods for Mass Spectrometry Proteomics describ

UNIORUONO00313425
ETXEBARRIA AKAITURRI, Alaitz

Los foros romanos republicanos en la Italia centro-meridional tirrena :
Origen y evolucion formal / Alaitz Etxebarria Akaiturri

Madrid, : Consejo Superior de Investigaciones Cientificas ; [Roma], :
Escuela Espanola de Historia y Arqueologia, 2008

978-84-00-08613-8
426 p. :ill ; 30 cm

711.550937

Fori romani - Italia
Spagnolo
Materiale a stampa
Monografia



