Supplementary Table 1 Summary of RNA sequencing of HMQTH
	Sample
	Clean reads
	Clean bases
	GC content
	≥Q30 percentage（%）
	Mapped reads

	0 h-1
	24 363 918
	7 309 175 400
	58.77%
	92.55%
	42 634 013 (87.49%)

	0 h-2
	27 630 160
	8 289 048 000
	57.18%
	95.65%
	50 160 860 (90.77%)

	0 h-3
	30 850 626
	9 255 187 800
	57.11%
	95.78%
	56 073 579 (90.88%)

	12 h-1
	25 532 975
	7 659 892 500
	58.87%
	91.36%
	41 204 216 (80.69%)

	12 h-2
	30 530 531
	9 159 159 300
	57.25%
	95.67%
	55 079 040 (90.20%)

	12 h-3
	23 902 028
	7 170 608 400
	60.21%
	93.53%
	41 555 544 (86.93%)

	18 h-1
	29 711 464
	8 913 439 200
	59.72%
	94.54%
	51 291 691 (86.32%)

	18 h-2
	29 756 335
	8 926 900 500
	57.97%
	94.00%
	53 574 879 (90.02%)

	18 h-3
	24 446 943
	7 334 082 900
	58.85%
	94.09%
	43 728 901 (89.44%)

	24 h-1
	31 997 375
	9 599 212 500
	56.96%
	95.77%
	58 214 684 (90.97%)

	24 h-2
	28 849 966
	8 654 989 800
	57.23%
	95.57%
	52 439 918 (90.88%)

	24 h-3
	24 523 152
	7 356 945 600
	59.22%
	92.74%
	44 126 409 (89.97%)

	36 h-1
	28 632 171
	8 589 651 300
	58.33%
	95.67%
	51 942 233 (90.71%)

	36 h-2
	30 102 569
	9 030 770 700
	58.27%
	95.41%
	54 417 409 (90.39%)

	36 h-3
	29 352 934
	8 805 880 200
	58.23%
	95.25%
	52 506 488 (89.44%)

	42 h-1
	23 075 582
	6 922 674 600
	56.90%
	92.16%
	41 598 537 (90.14%)

	42 h-2
	22 317 916
	6 695 374 800
	57.36%
	91.76%
	39 816 915 (89.20%)

	42 h-3
	23 289 819
	6 986 945 700
	58.32%
	94.59%
	42 272 685 (90.75%)



