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Supplementary Figure S1. Functional annotation of the genes regulated by TSC2. The top 20 functional categories picked up by the IPA software.
These functional categories were significantly associated with the microarray data. A p<0.05 was considered to be significant by the IPA software as seen
from the threshold marking (red line).
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Supplementary Figure S2. Determination of the TSC2 binding region on the EREG promoter by EMSA. The end-labeled probes (probes 1-11),
together encompassing a region from -857 bp to -303 bp of the EREG promoter, were incubated separately with the nuclear lysate from SCC131 cells in

the presence or absence of the anti-TSC2 antibody. Note the shift (#) and supershift (##) in the probe 11, showing the binding of TSC2 to the promoter.
The control lane represents the end-labeled probe 1 in the absence of the nuclear extract and the anti-TSC2 antibody.
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Supplementary Figure S3. Alignment of the probe 11 sequence with promoters sequences

of TSC2

regulated genes by the ClustalW2 program. Only the portions of promoter sequences
aligning with the probe 11 sequence are shown.
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