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Global Ocean Survey Data
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Summary

PhylOTU is a clusters non-overlapping 16S sequences into OTUs
with reasonable accuracy

Can use metagenomic 16S sequences to identify microbial taxa that
may be missed by targeted sequencing approaches

Currently works on 454-like sequence length reads or greater

Additional details can be found in our manuscript:
Sharpton et al. PLoS Computational Biology 2011 7(1)
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Accuracy of Clustering Reads

Full-length sequence clustering cutoff = 0.03
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Accuracy of Clustering Reads

Full-length sequence clustering cutoff = 0.03
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