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Figure S1. Predicted binding sites in NQO1 3’-UTR among the NEAT1 interacting miRNAs.
Three NEAT1 interacting miRNAs including miR-129-5p, miR-211-5p, miR-214-5p, or miR-218-5p
were selected and the binding sites in NQO1 3’-UTR region were predicted by TargetScan website
(http://www.targetscan.org/vert_72/).



