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(figures 4-6). The plexWell
library correctly identifies all
species in the samples.
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+ DNA Samples
- ATCC DNA mock community for gut, oral and skin
- Zymo DNA mock 10 sample community

+ Library Preparation
- plexWell Low Pass 384 library preparation kit
- Nextera XT library kit for comparison
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« NextSeq paired 2x150 sequencing to >5 M pairs
+ Analysis used Kraken2 with a kmer length of 35 and RXT W
excluding bases with a fastq score less than 20.
Species-level and g level relative abundances were c I -
i d using the Baysian model implemented in
Bracken2 Ollc lISIOIIS
+ Factors considered plexWell™ Low Pass 384 Library Preparation Kit provides a streamlined scalable reproducible solution for survey

- Reproducibility between replicates
- Comparison to Nextera XT
- Limit of Detection/Data

microbiome sequencing of up to 1152 samples in a single sequencing run. This analysis shows the data is reproducible for
skin, oral and gut microbiome samples. The plexWell library performance outperforms Nextera XT in terms of data
J accuracy and ease of scalability. Spurious species were not present in the plexWell libraries.




