Table S5 The change of transcription factor-binding sites caused by the SNPs rs339198696, rs344700648, and rs335052970 in the core promoter region of the porcine ARHGAP24 gene predicted by a bioinformatics website.
	SNP
	Predicted sequence
	Transcription factor
	Matched sequence
	Score
	P-value
	Q-value

	rs339198696
	CAAACCAAAACCAAAAACCAAAAACAAAAAC
	RUNX2
	AAACCAAAAACCAAAA
	12.9242
	1.64E-05
	0.000351

	
	
	RREB1
	ACCAAAACCAAAAACCAAAA
	8.06422
	1.70E-05
	0.000249

	
	
	IRF2
	CAAACCAAAACCAAAAACC
	7.37879
	4.92E-05
	0.00128

	
	
	IRF1
	AAACCAAAACCAAAAACC
	6.04545
	5.48E-05
	0.00153

	
	CAAACCAAAACCAAACACCAAAAACAAAAAC
	RREB1
	AAACCAAACACCAAAAACAA
	12.7982
	3.01E-06
	7.21E-05

	
	
	RUNX2
	AACCAAACACCAAAAA
	13.8734
	8.31E-06
	0.000266

	
	
	CREBBP
	AAACCAAAACCAAACACCA
	12.1711
	1.48E-05
	0.000386

	
	
	FOXM1
	AAAACCAAACACC
	11.4706
	4.57E-05
	0.00173

	rs344700648
	AAATCACTAAGTTGGTGTTCCAGGTAACCGG
	GLI1
	AGTTGGTGTTCC
	13.0612
	1.79E-05
	0.000714

	
	
	KDM5B
	GTGTTCCAGGTAACCG
	9.11842
	4.95E-05
	0.00158

	
	
	GLI3
	GTTGGTGTTCC
	11.1531
	5.09E-05
	0.00214

	
	AAATCACTAAGTTGGAGTTCCAGGTAACCGG
	POLR3A
	CTAAGTTGGAGTTCCAG
	9.4
	6.04E-05
	0.00181

	
	
	GLI1
	AGTTGGAGTTCC
	10.4898
	7.35E-05
	0.00294

	
	
	STAT1
	GGAGTTCCAGGTAACC
	9.5
	7.71E-05
	0.00247

	rs335052970
	GGTACTGTCCTGTCCGGGTTTGAAAGAGACC
	FOXM1
	TGTCCGGGTTTGAAA
	13.7639
	7.12E-06
	0.000242

	
	
	E2F4
	CTGTCCGGGTTTGAAA
	11.6667
	4.24E-05
	0.00136

	
	
	ZNF524
	TGTCCGGGTTTGAA
	9.85714
	7.17E-05
	0.00258

	
	GGTACTGTCCTGTCCAGGTTTGAAAGAGACC
	FOXM1
	TGTCCAGGTTTGAAA
	13.8333
	6.39E-06
	0.000217

	
	
	E2F4
	CTGTCCAGGTTTGAAA
	11.4028
	5.04E-05
	0.00161

	
	
	TP53
	CCTGTCCAG
	11.3816
	5.93E-05
	0.00273


Note: underline type is the allele of SNPs.
