[bookmark: OLE_LINK1298][bookmark: OLE_LINK1299][bookmark: _GoBack][bookmark: OLE_LINK1312][bookmark: OLE_LINK1313]Supplementary Figure[image: ]1: (A)-(D)Used TargetScan (http://www.targetscan.org/), miRDB (http://mirdb.org/) and miRWalk (http://mirwalk.umm.uni-heidelberg.de/) database to predict the target genes of miR-501-3p, miR-409-3p, miR-204-5p and miR-150-5p.(E)-(G)taken the intersection of the target genes. Then performed GO functional enrichment.(H)Through KEGG pathway analysis of 213 target genes of miR-204-5p.(I)The Venn diagram showed that 11 target genes were simultaneously present in the overlap. (J) Cloned the upstream 1kb, 2kb, and 3kb sequences of miR-204-5p into pGL3 vector to investigate the promoter region of miR-204-5p. (K)We found that the luciferase vector that contains the 2kb-fragment displayed remarkable higher intensity than other fragments, indicating the promoter region of miR-204-5p may exist in this region.(L)Use RegRNA(http://regrna2.mbc.nctu.edu.tw/) and LASAGNA(https://biogrid-lasagna.engr.uconn.edu/) to predict transcriptional factors posse the binding motif in the promoter region of miR-204-5p.
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