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What bioinformatics solution exists to process whole metagenome shotgun data?
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metagWGS: preprocessing, assembly and annotation
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metagWGS: quantification and affiliation
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MultiQCe.y graphic outputs of metagWGS
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metagWGS will be used to analyze ExpoMycoPig data

How can we characterize microbiome digestive ecosystems for pig exposed to mycotoxins?
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