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	Programs
	Related publication
	Literatures posted using this software
	total numbers of literatures

	MIREAP
	
	1-16
	16

	miRDeep-P
	[1]
	17-35
	19

	MiRCAT
	[2]
	36-39
	4

	ShortStack
	[3]
	40-58
	19

	miRDeepFinder
	[4]
	59
	1

	miREvo
	[5]
	60
	1

	miR-PREFeR
	[6]
	61-62
	2

	MiRanalyzer
	[7]
	
	0

	mirTools2
	[8]
	
	0

	MiRNAkey
	[9]
	
	0

	MiReNA
	[10]
	
	0

	Shortran
	[11]
	
	0

	Semrina
	[12]
	
	0

	microHARVESTER
	[13]
	
	0

	MIRcheck
	[14]
	
	0

	MaturePred
	[15]
	
	0
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