[bookmark: _GoBack][bookmark: OLE_LINK15][bookmark: OLE_LINK16][bookmark: OLE_LINK17]Figure S3 | Deletion of miR-24-1 genomic locus by TALEN, Related to Figure 3. (A) Sanger sequencing to detect TALEN efficiency. Red underlines show target sites of TALEN arms. The black box was miR-24-1 locus. The sequencing peaks show TALEN has a reliable cutting efficiency. (B) Use the Cruiser mutation detection kit to cleavage incomplete pairing PCR products from TALEN treated mixture cells. Small bands were cut off which also show the cutting efficiency of TALEN. (C) Sanger sequencing TA plasmids of a single clone cell which was marked as miR-24-1 deletion#1. The cell clone is a homozygous mutation and the two alleles of the mutation are different. (D) Sanger sequencing TA plasmids of another single clone cell which was marked as miR-24-1 deletion#2. The cell clone is a homozygous mutation and the two alleles of the mutation are different. (E) miR-24-1 expression in WT and deletion#1 cells. (F) Image of HEK293T cells (upper panel) and HEK293T with miR-24-1 deletion cells (lower panel) in 24-well plate. These cells were transfected with different amount of pre-miR-24-1-overexpression plasmid and this plasmid is with green fluorescent tags. Image was taken under the same field of vision with white light and green fluorescence. (G) miR-24-1 deletion#2 abolished neighboring gene activation, but did not affect miR-24-2 neighboring gene activation. For Figure S3E,G, the trigon represents the miRNA expression level from low to high.
