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Conclusion

0% Availability of high-fidelity reference genomes can lead to improvements in standardized
- analyses and better reproducibility in microbiome research. Based on our comparisons of the
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Figure 3: Comparison of read taxonomic classification done by both versions of the ATCC microbiome module d'ﬁerences Car! be attributed to discrepancies between ATCC genome portal sequences and
Figure 1: The ATCC genome portal workflow used to produce high-quality, authenticated genomes. (one using NCBI reference assemblies and the other using ATCC Genome Portal assemblies). public assemblies.
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