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Introduction / Motivation
• Large increase in human and environmental microbiome 
amplicon samples over the last years (>10,000 in 2017) and still 
going up.

• Many new users: no idea how to process amplicon data and/
or they don’t have the computational resources to analyse large 
datasets.

• Many comercial solutions are “black boxes”: no idea what 
happens in the background. Not really used by scientists.

Objectives
• Generate a report for housekeeping and informative enough for 
customers and scientists with the exact parameters of the run.

• Provide a relatively easy to use pipeline that RAMAC personnel 
can use with minimal input/time spent to run it.

• Generate output files ready to use for downstream analysis

• Provide content that allows an initial exploration of the data.

• Able to deal with different amplicons, e.g. different genes or 
regions of the same gene.
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