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Abstract
Motivation: Metagenomics leads to major advances in microbial ecology and biologists need user
triendly tools to analyza their data on their awn.

Results: This Galaxy-supported pipeline. called FROGS. is designed to analyze large sets of ampli-
con sequences and produce aundancs tables of Operationsl Taxonomic Unita (OTUs) and their
taxonomic affiliation. The Thaob ] hinad.

with original eross-sample validation. The
affiliation output to highlight databases confl
ous graphical illustrations are produced alont
for the dataction and quantification of OTUs

robust and highly sensitive. It compares faj
QUME.
Availability and implementation: Source cod
9iL. A i OXFORD
Comtact: geraldine pascal@inra fr -

spacers

©The iz} 2011, Paiished by faford Universty Press. A righ

Géraldine Pascal

FROGS: a powerful tool to analyse the diversity of
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Introduction

Using auplicon sequenciog o describe the mictobial composi-
tion of an environment is 3 time saving and cost-effective strat-

egy and can be used even for very large-scale surveys [1).Most
smudies curmently focus. on the bacterial fraction of microbial
communities but the fungal fraction is equally important, as
fungiare ubiquitous and provide sm-ul d cocystom sarvces 12

for bacteria, The best candidates are intermal transcribed spacers

361-1475 basss in UNITE 7.1 [3 (unlike 165 where 35% of the
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longer ITS, o (i) single-
end reads, thus limiting taxonomic resclution and losing the
benefit of information contained in longer sequences [, 5|
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FROGS support:

frogs-support@inrae.fr

Newsletter — subscription request:
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