Figure S1. Target gene expression in Mitf dominant negative animals, expression of autophagy genes in Mitf-knockdown animals upon starvation and rapamycin-mediated Mitf nuclear translocation. (A) qRT-PCR analysis of gene expression of Drosophila orthologs of TFEB-network in fat body samples isolated from larvae overexpressing a dominant negative form of Mitf. Black bars show the fold change of the mRNA levels of target genes in Mitf DN versus control larvae. (B) qRT-PCR analysis of autophagy gene expression in fed and starved fat body samples isolated from control and Mitf-knockdown larvae. White bars show the fold change of the mRNA levels of target genes in starved versus fed control larvae. Black bars show the fold change of mRNA levels in starved versus fed Mitf-knockdown larvae. Gene expression was normalized relative to the Act5C gene. The fat body driver (lsp2-GAL4) was used. Data are mean of replicates (n=3) ± SEM. (C) Confocal microscopy images of S2 Drosophila cells treated for 72 h with rapamycin (1 μM) or DMSO and stained with anti-FLAG (green) to label Mitf-FLAG and DAPI (blue). Graph shows percentage of Mitf-FLAG-positive cells displaying Mitf localization in the cytoplasm, in the nucleus or in both compartments. Error bars represent SEM of 3 different experiments, at least 80 cells/group were counted.  *, P < 0.05; **, P < 0.005; ***, P < 0.005 by the Student t test. Nonsignificant data are indicated (n.s.).
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