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Welcome to a new issue of EMBnet.journal the
infernational, Open Access, peer-reviewed bio-
informatics journal.

In this issue, amongst other articles, you will
read about SegAhead, a new COST Action ini-
fiative that aims to tackle many of the complex
informatics issues generated by the deluge of
data flowing from Next Generation Sequencing
(NGS) technologies.

Genome sequencing studies are showing
promise of both diagnostic and therapeutic ben-
efits in clinical seftings; in the agricultural areq,
the complete genome sequences of important
plants, like the tomato and the potato, are out in
the public domain - such projects facilitate the
creation of new plant varieties that are resistant
to drought and hash conditions. Clearly, a frue
biotechnological revolution has arrived, promis-
ing fangible biomedical and agri-food impacts.
The need to train more researchers in the bioin-
formatics techniques necessary to deliver those
impacts is therefore imperative; projects like
SegAhead are poised to help make this hap-
pen.

EMBnet.journal plays an integral part in the
new data-driven landscape of the life sciences,
not only providing updates on the lafest fools,
databases and educational materials relevant to
the genomic revolution, but also offering general
biocinformatics information to a growing commu-
nity of researchers, from disciplines ranging from
medicine to plant and farm animal sciences.
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Protein Spotlight (ISSN 1424-4721) is a periodical
electronic review from the SWISS-PROT group of
the Swiss Institute of Bioinformatics (SIB). It is pub-
lished on a monthly basis and consists of articles
focused on particular proteins of interest, Each
issue is available, free of charge, in HTML or PDF
format at hitp://www.expasy.org/spotlight.

We provide the EMBnet community with a
printed version of issue 128. Please let us know if
you like this inclusion.

Cover picture: Crowned Cranes, Balearica regulorum, Masai Mara,
Kenya, 2010. [© Martin Norling]
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