Analysis of Full-Length Metagenomic 16S Genes by Single Molecule, Real-Time Sequencing
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l identification of community constituents to the species level.
quality consensus from multiple passes over the same molecule PacBio provides tools for 16S data analysis: Reads of Insert analysis

Analysis of 16S CCS sequences may be carried out with standard tools from

5’ Barcode S’ Primer " Pri ' e the Mothur package (http//WWW.mothurlorq)z Comblned Wlth Python CUStOm for generatlon Of accurate Slngle_mOIeCUIe Sequences and barCOde

_ scripts. The complete rDNA tools analysis pipeline with custom scripts is | . ' demultiplexing, and rDNA tools pipeline for 16S-specific filtering and

C available for download on GitHub: e clustering.
hitps://github.com/PacilicBiosciences/rDnaTools With the PacBio RS Il system, genomes at 0.01% relative abundance

Filter CCS Reads Remove Low SNR / Low QV Reads can be accurately identified with a single SMRT Cell.
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filtering and clustering to generate sequences for classification. anaeis Pre.Cluster Remove (almost) duplicate sequences / T . Bowman, et al,, [2013) Analysis of Full Length Metagenomic 16S Genes by SMRT Sequencing.
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