
Table 1.  Number of reads aligned to each RNA type for the four group samples used in the study.  
	Samplea
	Clean sRNA readsb
	%
	rRNA
	%
	tRNA
	%
	snRNA
	%
	snoRNA
	%
	tmRNA
	%
	scRNA
	%
	siRNA
	%
	other sRNAs
	%
	Unmatched
	%

	RP
	40,181,295
	100%
	33,725,524
	83.93%
	745,156
	1.85%
	924,392
	2.30%
	149,227
	0.37%
	83
	0.00%
	2,527
	0.01%
	6,571
	0.02%
	66,807
	0.17%
	4,561,008
	11.35%

	RM
	52,869,949
	100%
	10,136,669
	19.17%
	1,885,616
	3.57%
	583,546
	1.10%
	131,135
	0.25%
	108
	0.00%
	3,439
	0.01%
	33,253
	0.06%
	221,049
	0.42%
	39,875,134
	75.42%

	BP
	16,876,259
	100%
	13,607,911
	80.63%
	123,585
	0.73%
	514,666
	3.05%
	103,599
	0.61%
	48
	0.00%
	5,156
	0.03%
	5,137
	0.03%
	55,361
	0.33%
	2,460,796
	14.58%

	BM
	30,893,149
	100%
	13,232,362
	42.83%
	492,124
	1.59%
	970,769
	3.14%
	104,936
	0.34%
	63
	0.00%
	1,696
	0.01%
	17,155
	0.06%
	139,608
	0.45%
	15,934,436
	51.58%

	Total
	140,820,652
	100%
	70,702,466
	50.21%
	3,246,481
	2.31%
	2,993,373
	2.13%
	488,897
	0.35%
	302
	0.00%
	12,818
	0.01%
	62,116
	0.04%
	482,825
	0.34%
	62,831,374
	44.62%


a RP, responsive cell line in proliferation step; RM, responsive cell line during maturation step; BP, blocked cell line in proliferation step; BM, blocked cell line in maturation step. 
b For every group sample, read numbers correspond to the total of three biological replicates.
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