Figure S8 (related to Figure 8)
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Figure S8. A) Western blot analysis to compare the expression of the indicated proteins in
primary cortical neurons and 10T1/2 cells. B) Sequence of the two putative MEF2 binding sites
found in the Mfn2 human promoter. The mutations of these sequences are in lower case. C) Sequence
of the region between -2352/-1392 with respect to the transcription start site of the Mfn2 rat promoter.
Shown in red are the putative MEF2 binding sites found using the PROMO and Patch public 1.0
programs. The region amplified in the ChIP experiments is shaded.



