Development and Evaluation of Mock Microbial Community Standards
pbased on DNA Extractability from Bacteria

Running the control analysis in One Codex

Background and significance Evaluation of DNA extraction efficiency from individual bacteria

The complexities involved in 16S rRNA-based and metagenomics analysis methods pose significant challenges for
standardization as bias can be introduced during DNA extraction, amplification, library preparation, sequencing, and A
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Figure 1. Development of ATCC® Microbiome Standards. A) To ensure the correct distribution of strains in each of the Bocllies ceneys 5.00% 5.85% 5.26% 5.38% Nick Greenfield and Sam Minot from One Codex for their valuable input during the development of ATCC®
Wh_ole cell standaro!s, we evaluated the quant!flcatlon of representative bacteria by comparing three methods - colony fo_rmlng Expected A . c ® Actinomyces odontolyticus 5.00% 1.00% 1.01% 1.11% Microbiome Reference standards.
units (CFUs), imaging, and flow cytometry using the SYTO 9 green fluorescent nucleic acid stain. Based on the correlation of ONA Extraction Kit m Acinetobacter baumannii 5.00% 2.50% 2.60% 6.19%

the data obtained from these methods, the image cytometry method was selected for the quantification of the whole cell
standards. B) Comparison of different preservation methods (live, frozen, and lyophilized whole cells) on DNA extractability.
Given the insignificant differences among the methods tested, lyophilization was selected as the method of choice due to the
shipping and storage convenience for whole cell microbiome standards.

Figure 4. Community profiling of whole cell mock communities. Relative abundance data from shotgun
metagenomic sequencing performed on DNA extracted from three different commercial DNA extraction kits. The data
was analyzed in One Codex.
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