Figure S1: Full list of gene sets of the balloon plot presented in Figure 3A.
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Figure S2: Full list of gene sets of the balloon plot presented in Figure 4B.
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Figure S3. (A) gPCR analysis of Ephb6 mRNA in MCF7-EGFP cells stably expressing
shRNA. One-way ANOVA test. Mean with SD. (B) Percentage of the cytoplasm with
positive Lysotracker signal in MCF7-EGFP cells with indicated shRNAs upon coculture
with AT1-like cells. n=3 independent experiments. Kruskal Wallis multiple comparisons
test. (C) Relative human TFEB mRNA in shControl- and shEphB6#31-D2.0R-EGFP
cells stably expressing the indicated TFEB isoforms. n=2 independent experiments.
One-way ANOVA test. (D) Akt activity in shControl- or shEphB6-cells upon coculture
with AT1-like cells as assayed by the Akt biosensor. n=3 independent experiments.
Kruskal-Wallis test.
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