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Introduction -

The reduced cost and improved scale of DNA sequencing has allowed a variety of genotyping assays to be approached with sequencing-
based alternatives over legacy approaches such as microarrays. One key remaining bottleneck to unlock the efficient use of sequencing
instruments for high-throughput genotyping is the creation of scalable workflows and chemistry for sample extraction and library preparation.
Here, we demonstrate the robust combination of the EchoLUTION platform (BioEcho Life Sciences) and the plexWell™ Low-Pass
multiplexed NGS technology (seqWell) across multiple plant species of different genome sizes. The EchoLUTION Plant DNA Kits enable
the extraction of genomic DNA from different plant species and tissues, while plexWell Low-Pass Library Preparation Kits create normalized
multiplexed libraries without the need for time-consuming adjustment of input DNA, significantly simplifying the complex task of high-level
multiplexing. Our results show the utility of combining EchoLUTION and plexWell multiplexed NGS technologies to enable faster, easier,

cost-effective, and reliable results for routine crop genotyping applications.
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Summary and Conclusions .

* The robust combination of EchoLUTION and plexWell Low-Pass multiplexed NGS technologies provides a streamlined, scalable, and
reproducible solution for routine crop genotyping.

* The imputation data at 2X coverage is consistent between the replicates of 3 different varieties in 3 different plant species of different
genome sizes with an average concordance of 90% demonstrating wide ranging utility to AgBio high throughput sequencing applications.




