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Introduction

The Metazoo project aims to study the microbial communities in three different environments of Sao Paulo’s Zoo Park: a composting process, the Sao Francisco Lake, and feces
of resident howler monkeys, by using a metagenomic approach. Different computational methodologies are being used to analyze the sequence datasets that were generated from
sequencing total DNA (WGS - whole genome shotgun), amplicon 16S rRNA and mRNA (RNA-seq) with Roche-454 and/or lllumina. Besides analyzing the Metazoo project’'s datasets
using computational methods, we are actively creating new computational tools, such as a metagenome browser and a conceptual framework and respective database to ease the
integration of different types of data and metadata generated by metagenomic projects.
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CARAVELA: a new approach to metagenomic browsing
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