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Functional characterization of different pig genomes through data
mining of genomic, transcriptomic, miRNA, metabolomic and proteomic
data

One day, my boss told me: OWe have sequenced 22 pic

have more than 1.5 TB of data. Are you interested in the|#izs

Well, as bioinformatician | could not refuse this challeng @

in my mind it was somethibtp fead
time. | did not know the best p
amount data and | did not ha resources neeucw
management.

allenge. | had the possibility 1
at the Earlham Institute (UK), unde ion of Federica di Palma. The Di
several different aspects of vertebratetgiengrnadgantage of a HPC platform. The e
the computational resources available at the Earlham Institute have made pos
project. At the end, | have increased my knowledge in the management and ani

have learnt how to understand the adaptive evolution at the basis of these data/br:
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