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We advise to filter OTU
abundances at 0.005% [4].

Affiliation

Double taxonomic affiliation
RDP classifier [5] until species.
Blast+ [6] with equal multi-hits.
Databanks: Silva, Greengenes

Accuracy validation on simulated datasets
For the tests we use 25 sets of species manually extracted from Utax databanks. These species were chosen to
obtain near and distant species in the same dataset. To simulate ecosystems with low and high diversity we
create datasets with 20, 100, 200, 500 or 1000 different species. To take into account possible biases introduced
by the choice of the amplified region, we have produced datasets where the V3-V4 and V4-V4 hypervariable
regions of the bacterial 16S gene have been amplified. For each set of species we generate 10 artificial samples
of 100 000 sequences. In each sample the abundance of species follow a power law or a uniform distribution.
The ranking of species abundance is randomly determined in each sample. Then, an Illumina error profile is
applied on reads and variant percentage (5 to 20%) of chimera are added. These 1.10+8 sequences were treated
with FROGS, UPARSE [7] and MOTHUR [8], with their guidelines, to compare their performances.

Speed on real datasets

Announcements

9 600 000 sequences of a complete MiSeq run
Preprocess : 9 300 000 sequences

• Evaluate FROGS on others
metrics and datasets (mock
community, real already
known community).

15 min

Divergence of abundance rates between expected and observed well-affiliated sequences

Swarm clustering : 680 000 clusters 10 hours

Filtering* : 556 200 OTUs
*filter

OTU abundances at 0.005%

PhiX removal

~8 min

RDP affiliation

~25 min

Blast affiliation

~5 min

500 OTUs

~ 11 hours

Chimera removal : 556 700 non-chimeric cl. 15 min

• Add other databases for
affiliation (ITS, Midas…).
• Add FROGS in the toolshed.
• Github repository available
https://github.com/geraldinepascal/FROGS.git

• News letter:mail to
sympa@listes.inra.fr
with object: sub frogsnewsletter
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