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Supplementary Figure 1. Significant GO enrichment terms for the Afrikaner population
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Supplementary Table 1. Candidate genes relating to adaptation obtained from the FST               analysis between the Afrikaner and Bonsmara populations and filtered by biological relevance 
	BTA
	Gene start a
	Gene name
	Role
	References

	1
	50258772
	CBLB
	Inflammatory response; hoof and leg disorders
	Han et al., 2020; Kosińska-Selbi et al., 2020

	5
	103631360
	CD4
	Upregulated in bovine virus infected mammary tissues
	Çomakli & Özdemir, 2019

	17
	35062902
	IL21
	Host-liver fluke interaction; inflammatory bowel disease
	May et al., 2025; Walsh et al., 2009; Zwane et al., 2021

	5
	103493143
	PHB2
	Parkin- mediated mitophagy
	De Falco et al., 2020

	5
	103502500
	PTPN6
	Resistance to vector-borne diseases; trypanotolerance
	Kambal et al., 2023; Tijjani, 2019

	7
	51762895
	CD14
	Innate immunity and SCS
	Gupta et al., 2018; Xue et al., 2018

	9
	59679876
	MAP3K7
	Immune response
	Boschiero et al., 2025

	7
	40663606
	NLRP3
	Immune regulation; inflammasome 
	Bauernfeind & Hornung, 2013; Harte et al., 2017 

	7
	50736654
	STING1
	Thermogenesis; immune response; resistance to vector-borne diseases
	Kim et al., 2020; Huang et al., 2023; Terefe et al., 2023

	8
	104084879
	TNFSF8
	Immune response
	Wang et al., 2020

	11
	92474734
	DAB2IP
	QTLs associated with stillbirth
	Sanchez et al., 2024

	10
	34100135
	RASGRP1
	Mastitis resistance/susceptibility
	Essa et al., 2023

	7
	50680729
	DNAJC18
	Heat tolerance
	Bahbahani et al., 2017

	7
	50593615
	MATR3
	Local pathogen adaptation
	Kim et al., 2020





















a Gene positions measured in base pairs (bp); BTA – Bos taurus autosome
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