Powerful world of (meta-)genomics held back by lack of Standard Operating Procedures

A computer science-oriented analysis on automated metagenomic approaches and pipelines,
their common practices, and technical shortcomings

What are the current technical
shortcomings that Llimit the

Identified Problems

e Too many tools — Lack of overview

reproducibility of metagenomic + Lackof CS expertice n

o Setup and usage of tools

anal.YSiS frOm a Computer SCience o Development and maintenance of tools
perspective?
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