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Methods
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Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research

Laboratory animals

Wild animals

Field-collected samples

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Human research participants
Policy information about studies involving human research participants

Population characteristics

Recruitment

Ethics oversight

whole genome sequencing data of 266 cattle, sequenced at coverage 10-fold or higher were used to establish the variant catalogue. This
catalogue with 29.4 million SNPs was sufficient to study the difference in evolutionary constraints on the routinely annotated genomic
features.

sQTL mapping cohort consisting of 76 samples with an average number of 283 million RNA sequencing reads and 12.6-fold genome coverage
permits detection of alternative splicing events even for lowly expressed genes.

Samples sequenced at lower coverage (<10 fold) were excluded prior to the analysis.

Findings in the cattle data were replicated in human data and reported in the manuscript

Not applicable, study did not include experimental groups

Not applicable, study did not involve allocating samples to groups

NA

NA

No animals were sampled specifically for this study

No Ethics approval was required for this study

NA

Publicly available genomic data (in anonymous form) from the GenomeAD database were used

NA




