Additional Materials and Methods
Alignment and variant calling
After the removal of read pairs containing adapter sequences, quality control of the raw reads was conducted using Trimmomatic [1] (v0.36), with the following parameters: LEADING: 20, TRAILING: 20, SLIDINGWINDOW: 4:20 and MINLEN: 50. The meanings of these parameters were provided in Table 1. The high-quality reads were then mapped against the goat reference genome [2] (assembly ARS1, https://asia.ensembl.org/index.htm) using the ‘mem’ algorithm of BWA [3] (v0.7.12) with the default parameters. Picard software (v2.10.6) (http://broadinstitute.github.io/picard/) was applied to remove duplicated reads, which was followed by local realignment around existing indels and base quality score recalibration using GATK [4] (v3.8-0).
Table S1 Summary of the parameters used in Trimmomatic
	Parameters
	Definitions

	LEADING
	Cut bases off the start of a read, if below a threshold quality.

	TRAILING
	Cut bases off the end of a read, if below a threshold quality.

	SLIDINGWINDOW
	Performs a sliding window trimming approach. It starts scanning at the 5’ end and clips the read once the average quality within the window falls below a threshold.

	MINLEN
	Drop the read if it is below a specified length.



To obtain quality variants, filtration of the raw variant calls (SNPs and indels) was performed using GATK with the following cut-offs: QUAL < 100.0, QD < 2.0, MQ < 40.0, FS > 60.0, SOR > 3.0, MQRankSum < -12.5, and ReadPosRankSum < -8.0 (Table 2). The high-confidence variant sites were then obtained after discarding the variants with a minor allele frequency (MAF) < 0.05 and > 10% missing genotypes at the meta-population/population level using VCFtools [5]. The biallelic SNPs were finally extracted and used for the subsequent analyses. In addition, SnpEff [6] (v4.3) was used for SNP variant annotation and effect prediction.
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	Parameters
	Definitions

	QUAL
	A quality (Phred score) of a variant.

	QD
	Variant call confidence normalized by depth of sample reads supporting a variant.

	MQ
	Root Mean Square of the mapping quality of reads across all samples.

	FS
	Strand bias estimated using Fisher's Exact Test.

	SOR
	Strand bias estimated by the Symmetric Odds Ratio test.

	MQRankSum
	Rank Sum Test for mapping qualities of REF versus ALT reads.

	ReadPosRankSum
	Rank Sum Test for relative positioning of REF versus ALT alleles within reads.
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