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Table S1 – Gene ontology enrichment analysis for biological processes of the genes mapped on runs of homozygosity (ROH) islands in Nelore cattle.
	ID
	Description
	pvalue
	p.adjust
	geneID

	GO:0021700
	developmental maturation
	0.033637
	0.045441
	DEFB1/DDIT3

	GO:0003006
	developmental process involved in reproduction
	0.043511
	0.045441
	DEFB1/DPCD/PAIP2

	GO:0030317
	flagellated sperm motility
	0.009571
	0.033352
	DEFB1/DPCD

	GO:0007276
	gamete generation
	0.028345
	0.045441
	DEFB1/DPCD/PAIP2

	GO:0031324
	negative regulation of cellular metabolic process
	0.014412
	0.033352
	SHMT2/PAIP2/CXXC5/PIP4K2C/DDIT3

	GO:0010558
	negative regulation of macromolecule biosynthetic process
	0.012161
	0.033352
	SHMT2/PAIP2/CXXC5/DDIT3

	GO:0051172
	negative regulation of nitrogen compound metabolic process
	0.025542
	0.045441
	SHMT2/PAIP2/CXXC5/PFDN1/DDIT3

	GO:0017148
	negative regulation of translation
	0.009032
	0.033352
	SHMT2/PAIP2

	GO:0050918
	positive chemotaxis
	0.000202
	0.011921
	DEFB10/DEFB1/DEFB4A

	GO:0010508
	positive regulation of autophagy
	0.0061
	0.033352
	STING1/PIP4K2C

	GO:0031331
	positive regulation of cellular catabolic process
	0.033637
	0.045441
	STING1/PIP4K2C

	GO:0016239
	positive regulation of macroautophagy
	0.001884
	0.022229
	STING1/PIP4K2C

	GO:0046626
	regulation of insulin receptor signaling pathway
	0.043382
	0.045441
	PIP4K2C

	GO:0016241
	regulation of macroautophagy
	0.003708
	0.024309
	STING1/PIP4K2C

	GO:0034340
	response to type I interferon
	0.002723
	0.024309
	SHMT2/STING1

	GO:0097722
	sperm motility
	0.009571
	0.033352
	DEFB1/DPCD

	GO:0007283
	spermatogenesis
	0.013307
	0.033352
	DEFB1/DPCD/PAIP2



