[bookmark: _GoBack]Table S1. Summary of sequencing quality and mapping statistics for 12 yak longissimus dorsi muscle transcriptome samples

	Sample
	Group
	Clean reads
	Clean bases (bp)
	GC content (%)
	Q30 (%)
	Total Reads
	Mapped Reads
	Mapping rate (%)

	H1
	High energy
	22,479,971
	6,728,774,426
	51.17
	92.76
	44959942
	42049012
	93.53

	H4
	High energy
	19,197,776
	5,746,377,886
	53.00
	92.52
	38395552
	35592606
	92.70

	H5
	High energy
	20,689,299
	6,192,793,088
	51.94
	92.66
	41378598
	38633285
	93.37

	H7
	High energy
	21,452,857
	6,420,292,678
	52.51
	92.08
	42905714
	39706496
	92.54

	L2
	Low energy
	20,935,047
	6,267,647,694
	52.87
	92.60
	41870094
	39095873
	93.37

	L3
	Low energy
	20,315,896
	6,081,273,212
	52.81
	92.88
	40631792
	37812462
	93.06

	L6
	Low energy
	20,276,719
	6,069,683,192
	52.27
	92.00
	40553438
	37684577
	92.93

	L8
	Low energy
	21,768,354
	6,515,945,116
	52.01
	91.69
	43536708
	40358291
	92.70

	M9
	Medium energy
	19,477,561
	5,830,404,158
	51.25
	92.50
	38955122
	33066915
	84.88

	M10
	Medium energy
	21,247,585
	6,360,558,784
	51.80
	92.82
	42495170
	39857149
	93.79

	M11
	Medium energy
	19,550,304
	5,852,448,380
	52.40
	92.10
	39100608
	36430539
	93.17

	M12
	Medium energy
	20,332,295
	6,086,162,254
	52.05
	93.21
	40664590
	38031078
	93.52


Note: Clean reads, total number of paired-end reads after quality filtering; Clean bases, total nucleotide bases of clean data; GC content, percentage of G and C bases in clean data; Q30, percentage of bases with Phred quality score≥30 (base-calling accuracy≥99.9%);Total Reads and Clean Reads were calculated on a single‑end basis. Mapped Reads indicate the number of reads aligned to the reference genome, with the percentage calculated relative to Clean Reads; Mapping rate, percentage of clean reads aligned to the yak reference genome. A total of 74.15 Gb clean data were obtained, and the Q30 of all samples was no less than 91.69%.

