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For the tests we use two sets of species manually extracted from LTP 115. These species were

chosen to obtain near and distant species in the same dataset.

For each set of species we generate 5 artificial runs of 10 samples. In each sample the abundance of

species following a power law. The ranking of species abundance is randomly determined in each

sample. Then, an Illumina error profile is applied on reads

and 20 % of chimera are added. All the runs are

processed after FROGS preprocess by FROGS and

UPARSE [6].
• Evaluate FROGS on others 

metrics and datasets (mock 
community, real already 
known community).

• Add other databases for 
affiliation (greengenes, ITS).

• Add FROGS in the toolshed.

• Github repository available
https://github.com/geraldinepascal/FROGS.git

• Training sessions: 
Toulouse (December and 
April) & Jouy-en-Josas
(January and in spring)
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Abundance
table

ID Taxonomy Sample
A

Sample
B

OTU_1 Bacteria;chlorobi 12 895 54

OTU_2 Bacteria;firmicutes 0 6 812
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RDP affiliation

Blast affiliation

500 OTUs

PhiX removal

Filtering* : 556 200 OTUs
*filter OTU abundances at 0.005%

Chimera removal : 556 700 non-chimeric cl.

Swarm clustering : 680 000 clusters

Preprocess : 9 300 000 sequences 15 min

10 hours

15 min

~8 min

~25 min

~5 min

Announcements
Divergence on the composition of 

microbial communities at the different 
taxonomic ranks

FROGS guidelines* UPARSE*

500sp 500sp

Kingdom 0.00 0.00

Phylum 0.38 7.73

Class 0.57 10.56

Order 0.81 11.48

Family 1.08 12.21

Genus 1.43 12.63

Species 1.53 12.67

Divergence of abundance rates

FROGS 
guidelines

UPARSE

OTUs Observed Missing Observed Missing
496°°

median 505# 0+ 521# 3+

100°°

median 105# 0+ 111# 1+

* in percentage

°°species/sample       #OTU/sample        + in OTU number

Access : http://galaxy-
workbench.toulouse.inra.fr

To merge paired-end reads : Flash
Trimming: Cutadapt

Denoising and Clustering 
with local threshold: 

SWARM [1]

Efficient Chimera Removal : 
VSEARCH [2]

A wide choice of filters.

We advise to filter OTU 
abundances at 0.005% [7].

Double taxonomic affiliation
RDP classifier [3] until species.

Blast+ [4] with equal multi-hits.
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