Supplemental Information:

Figure S1. (A)The transfection efficiency of miR-137-3p was determined by qRT-PCR.(B) The number of colony was determined after transfection of miR-137-3p.
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Figure S2. JNK3/EZH2 expression was analyzed in 18 cohorts including 4850 samples (http://www.cbioportal.org/). The alteration frequency of JNK3(A) and the EZH2 (B) were quantified. Among these alterations, amplification has the most frequency for both genes.
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Supplemental table S1.
	Target gene
	Representative transcript
	Conserved sites
	Total context+ score
	Aggregate PCT

	
	
	total
	8mer
	7mer-m8
	7mer-1A
	
	

	PDLIM3
	NM_001114107
	2
	2
	0
	0
	-0.66
	0.89

	APPL2
	NM_018171
	1
	1
	0
	0
	-0.63
	0.71

	MITF
	NM_000248
	3
	2
	0
	1
	-0.6
	0.96

	CEP128
	NM_152446
	1
	1
	0
	0
	-0.57
	0.37

	RAVER2
	NM_018211
	2
	2
	0
	0
	-0.55
	0.96

	DR1
	NM_001938
	1
	1
	0
	0
	-0.54
	0.86

	SWT1
	NM_001105518
	1
	1
	0
	0
	-0.53
	0.86

	ABHD5
	NM_016006
	2
	2
	0
	0
	-0.53
	0.54

	RAPGEF5
	NM_012294
	2
	1
	1
	0
	-0.51
	0.99

	MAPK10
	NM_002753
	4
	2
	2
	0
	-0.51
	0.99
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