Table S1. Small RNA-seq data sets used in this study

	Read Data
	SRR9303002
	SRR065156
	SRR032102
	SRR488774
	SRR1557863

	Species
	Arabidopsis thaliana
	Solanum lycopersicum
	Oryza sativa
	Zea mays
	Salvia miltiorrhiza

	Tissue 
	Leaves
	Seedlings
	Seedlings
	Seedling shoot apex
	Flower

	Ref
	[1]
	[2]
	[3]
	[4]
	[5]

	Raw reads
	19688909
	4618127
	5906336
	36436365
	8465920

	Reads of appropriate size (18-30 nt)
	14959706
	3893201
	5435388
	28777611
	4867659

	Percentage of total reads mapping to the genome
	12171074 (81.36%)
	3478524 (89.35%)
	4900928 (90.17%)
	27362116 (95.08%)
	3538656
(72.70%)
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