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reads are significantly higher than short-reads sequences. A high percentage Table 1. Throughput from multiple FMT microbiome samples

of these long, highly accurate reads include gene fragements which can be sequenced on the PacBio RS Il or the Sequel System. The Pre- and Post- .
used for analysis without the need for de novo assembly. As no assembly is FMT samples were sequenced on the previous generation PacBio RS | 10
required, the reads represent a random sampling of the community without system and are the samples discussed further in this poster. Samples FMT S Bl e | st 2ewi | & Besnii
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database across its full length at high accuracy, we have high confidence in the sequencing system, but also by the library quality. A longer size Figure 3. Distribution and principle coordinate analysis of genera in

the presence of that microorganism even though its actual abundance could distribution for the sequencing library will yield more predicted genes. The samples characterized using PacBio Sequel System (A) and lllumina 16S
be as low as 0.00001%. Sequel System and a library with a size distribution ~2 kb can yield >400,000 V5-V6 (B) platforms®. A-FMT: patients received autologous FMT; H-FMT:

. _ genes, with >250,000 being full length, as predicted by Prodigal (Prokaryotic patients received heterologous FMT. Significant differences can be seen in the
Samples from a blinded placebo-controlled trial have been sequenced on the Dynamic Programming Genefinding Algorithm)®. — predicted distribution of genera between the two techniques. A greater relative

Sequel System, including samples from pre-transplantation, post- abundances of Bacteroides and Alistipes is observed in samples characterized
heterologous FMT and post-autologous FMT. We demonstrate that the long- by PacBio, while those characterized by lllumina showed greater abundances
read metagenomic profiling workflow allows a high-resolution analysis of the FMT-Taxonomic and Functional Profile of families found at lower abundances.

differences between microbial commur)itiesf, at the level of both taxonomic Principle coordinate analysis revealed similar separation of autologous FMT
abundance and, by using gene prediction, function, Figure 2. Taxonomic and functional profile of pre- and post-FMT and heterologous FMT samples between platforms. However, post-

samples from an individual suffering from chronic C. difficile infection. heterologous-FMT samples analyzed using PacBio were considerably more
: - _— alike than when analyzed using Illumina.
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