Table S1. The number of total sequencing reads and reads that match to known miRNAs.
	Sample
	Total reads without adaptors
	Number of reads matched to known miRNAs (0 mismatch)
	Number of reads matched to known miRNAs (1 mismatch)
	Number of reads matched to known miRNAs (2 mismatch)

	normal
	543,884
	75,301
	139,034
	239,668

	mild
	1,291,438
	348,198
	535,539
	795,976

	severe
	857,440
	194,305
	318,249
	483,544


