Table S2 The basic sequencing information of sRNA libraries

	Sample
	Reads
	Bases
	Error rate
	Q20
	Q30
	GC content

	RAP+KU
	12598581
	0.630G
	0.01%
	98.75%
	97.60%
	48.83%

	DMSO
	12408016
	0.620G
	0.01%
	98.77%
	97.63%
	48.29%


