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Background m

Marine microbial genomics and metagenomics is an emerging
field in environmental research. To address environmentally
relevant questions like niche adaptations and how organisms
can use the resources in their environments, it is necessary to
systematically integrate the available genomic data and
supplement it with contextual information like environmental
and geographic data.

Therefore, new specialised databases are needed in this field

of research to enable a Dbetter data Iintegration and
interpretation.

A new data portal

We introduce Megx.net, a set of databases and tools that
handle genomic and metagenomic sequences in their
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The Genomes Mapserver: this system provides a dynamic integration of . :
metagenomic and genomic sequences in their ecological context feedback: megx@mpl—bremen.de

(geographic origin, environmental parameters).

Reference: Lombardot T, Kottmann R, Pfeffer H, Richter M, Teeling H, Quast C, Glockner FO. (2006) Megx.net—database resources for marine ecological genomics. Nucleic Acids Res. 34(Database issue): D390-D393.



http://www.megx.net/
mailto:megx@mpi-bremen.de

