Modular Decontamination of Metagenomic Data

CAMP, the Core Analysis Modular Pipeline
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To analyze microbiome samples collected during gCSD, the MetaSUB Consortium is
developing CAMP, a unique analysis system that uses modularity to enable assembly
of custom metagenomics workflows using standardized components
(github.com/MetaSUB-CAMP). This approach provides researchers with a more
flexible, extensible, and transparent alternative to traditional “one-click pipelines”
which suffer from the black box problem and can be difficult to adapt to research
purposes that deviate from their original purpose.

Here, we present decontamination of metagenomic data using two existing CAMP
modules plus our own, new module.
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The MetaSUB Consortium is a global
organization aimed at identifying the
microbiomes of urban environments,
particularly public transportation
systems like subways.
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Global City Sampling Day (gCSD)
is an annual project organized by
MetaSUB, where researchers and
volunteers collect urban
microbiome samples.
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Module Construction & Testing

To integrate our module into CAMP, we built the public the CAMP Module
Template with Cookiecutter. To test it, we began preparing two forms of
input: a simulated urban metagenome with CAMISIM and data containing

public reagent contaminants from Salter et al. (2014).

Like other CAMP modules, our decontamination
module uses Snakemake rules to define the order of
steps in the module. The current version of our
module follows the structure below.
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https://github.com/MetaSUB-CAMP
Anna Puzyreva


