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DNA and RNA sequencing data of 118 bulls are available in the ENA database at the study accessions PRJEB28191 (https://www.ebi.ac.uk/ena/browser/view/
PRJEB28191) and PRJEB46995 (https://www.ebi.ac.uk/ena/browser/view/PRJEB46995). Comprehensive metadata for all samples are available as Supplementary
Data 1. Gene expression and splicing matrices, a VCF file of genome-wide genotypes used for e/sQTL mapping, a cross-table to link genotype and transcriptome
data, as well as summary statistics used for transcriptome-wide association testing have been archived at zenodo (https://zenodo.org/records/10053815).
Transcriptomic data from the cattle GTEx consortium are available at zenodo (https://zenodo.org/records/7560235). Human and mice reproductive tract specific
genes are available in Table S5 and Table S6 from Robertson et al.31. Human testis specific genes are available in Supporting Table 4 from Djureinovic et al.29. The
bovine reference sequence ARS-UCD1.2 is available at https://www.ncbi.nlm.nih.gov/datasets/genome/GCF_002263795.1/. The Ensembl gene annotation (release
104) is available at https://ftp.ensembl.org/pub/release-104/gtf/bos_taurus/. The Refseq gene annotation (version 106) is available at ftp://ftp.ncbi.nlm.nih.gov/
refseq/B_taurus/annotation_releases/106/GCF_002263795.1_ARS-UCD1.2/GCF_002263795.1_ARS-UCD1.2_genomic.gff.gz. Raw data to reproduce the figures are
provided in the Source Data file.
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No statistical method was applied to predetermine sample size. Our sample is in the rage of typical eQTL studies (e.g.,https://
academic.oup.com/nar/article/46/22/e133/5090771 ). Cattle breeds such as Braunvieh have a low effective population size (Ne ~70), so less
individuals are required to capture genetic diversity than in e.g., human populations.

The fastp software was used to exclude low quality reads and bases; no other data were excluded

This was an exploratory study with an aim to investigate the transcriptional complexity of three reproductive tissues. No replication was
applied. Replication would involve collecting a similar number of transcriptomes, which is costly prohibitive.

Tissue was sampled from randomly selected animals. This study did not involve experimental groups. PEER factors were estimated to account
for possible batch effects.

This study did not involve allocating samples to different groups.




