S2 Table. Filtering transcriptome raw data and Alignment
	Sample Name
	Clean reads
	Genome map rate
	Gene map rate
	Expressed gene
	Expressed transcripts
	Expressed exon
	Extend gene

	Ctl-1
	45123294
	78.84%
	72.17%
	16651
	20372
	189121
	2636

	Ctl-2
	45167958
	79.41%
	73.41%
	16534
	20228
	188590
	2585

	CUMS-1
	45176416
	79.62%
	74.53%
	16508
	20183
	186680
	2588

	CUMS-2
	45175652
	79.58%
	72.58%
	16636
	20335
	188248
	2590
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