Imputation of Loss-of-Function Genotypes
Using Low Coverage WGS in a Cattle Population
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Introduction N

¢ Obtaining genotype information for cattle breeding stocks helps to identify individuals within breeding populations that carry loss of
function (LOF) alleles, which may contribute to genetic load.

* Low-coverage whole genome sequencing (IcWGS) is an increasingly attractive alternative to microarray genotyping, as the cost of
sequencing data has dropped over the last decade.

¢ Akey need for IcWGS is being able to generate multiplexed NGS libraries from genomic DNA in which individual sample libraries are
sufficiently normalized to produce adequate coverage of each genome for accurate genotype imputation.

e This study evaluates the use of the plexWell Low-Pass 384 Library Preparation kit (seqWell, Inc) for IcWGS of a cattle breeding population.
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Results N
Libraql and Sequencing Performance Figure 4: Representative Sequencing Performance of 96-plex plexWell Low-pass
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Summary and Conclusions N

® The results of this study support the routine use of IcWGS as a viable and accurate alternative to microarray-based genotyping.

* The plexWell Low-Pass 384 Kit in combination with standard sequencing instrumentation and open-source software tools can be used
to generated IcWGS sequencing libraries that have sufficient genomic complexity for IcWGS-based genotyping applications.




