[bookmark: _GoBack]Figure S4 | miRNA alters chromatin status and eRNA expression, Related to Fig. 4. (A-B) The labeled miR-24 mimic can enter into the nucleus as shown in the confocal images. miR-24-mimic-Cy5 (mimic-24-3p) transfected to HEK293T cells. DAPI marks the cell nucleus. The red signal can be seen in both the nucleus and cytoplasm, indicating miR-24 can function in the nucleus. (C-D) AGO2 knock down. Similar to Figure 4B. (E-G) eRNA level was increased on the miRNA enhancer locus after miRNA overexpression. miR-3179, miR-26a-1 and miR-339 were transfected and corresponding locus eRNAs were quantified by real-time PCR and normalized by GAPDH. (H) AGO2, H3K9me3 and H3K4me1 ChIP assays on the miR-24-1 locus. Data shown are mean ± SEM from three biological replicates. *P < 0.05, **P < 0.01, ***P < 0.001 by two-tailed Student’s t-test. (I-J) The changes of protein occupancy in the enhancer and promoter regions. The upper panel represents the genomic locus we analyzed. The lower panels are the statistical results of three biological repeated experiments, they show the percentages of protein occupancy (lower panel) at each GpC site derived from clones shown on Figure 4E and Figure S4K. The enhancer and promoter regions gained occupancy by miR-24-1 overexpression compared with the control. Data shown are mean ± SEM from three biological replicates. *P < 0.05, **P < 0.01, ***P < 0.001 by two-tailed Student’s t-test. Blue boxes in Figure S4J represent the percentages of protein occupancy of these sites all have statistical significance, *P < 0.05. We use the blue boxes just because the sites in these regions are too dense and not suitable for separate annotations. (K) The occupancy pattern of chromatin status of FBP1 promoter locus by NOMe-seq. (L) The model of miRNA induced transcriptional gene activation.

