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Introduction

Gene expression is dynamically regulated by alternative splicing and DNA methylation. This process contributes to numerous molecular changes

that occur during puberty and are essential for successful reproduction at a mature age.

Here, we examined the changes in gene expression, splicing, and methylation in a large cohort of pre- and postpubertal Braunvieh bulls.
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Total RNA (150bp paired-end) and
HiFi-DNA (read length: 16.3 Kb)

reads were collected from testis

tissue of 213 bulls
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* Tendency to retain introns in prepubertal bulls (89.5%)
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o-adj « ~ 50% of genes are differentially expressed in testis before and
o after puberty. The majority of them are upregulated.
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