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eDNA monitoring: methodology
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Accuracy of the eDNA monitoring method
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Small overlap in species detection shows limitations in
both survey methods.
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Conclusions

eDNA can become a powerful tool to aid conservation management strategies.

=>» Used by ecologists in conjunction with established methods

1. Easy-to-follow guidelines for field and lab work.

2. Semi-automated computational pipeline for data-analysis.

Minimal training is needed: providing the necessary information
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Workshops

Sampling procedures Laboratory procedures Computational analysis
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The bioinformatics of environmental DNA (eDNA)
metabarcoding

1 Introduction

1.1 About this notebook

Welcome to The bioinformatics of environmental DNA (eDNA) metabarcoding.

Before you read any further, make sure that this is the most recent version of the book. The bioinformatics of environmental DNA
{eDNA) metabarcoding is being continually updated and improved to take into account corrections, amendments and changes to
the code itself. So, it's important that you are reading the most up-to-date version.

This notebook is version v.0.1.0. The number of the most recent revision can always be found at:
(Set up a website for The bioinformatics of environmental DNA (eDNA) metabarcoding).

If the version number listed at the URL is higher than the one in bold, then this is an out-of-date copy, and you need to download
the latest version from

(website URL)

1.2 How to use this notebook

This notebook starts off once you receive the data from the sequencing server you sent your samples to. While this is an exciting
time, it can be guite daunting by the task of processing the data before we can delve into the biclogy of the sequencing data, i.e.
bicinformatics.
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Workshops eBook Collaboration

Collaborative projects: setting up, advancing, or promoting eDNA research
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