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Figure S3

Effects of various treatments on mtDNA copy number and turnover

(A, C, E) Relative mtDNA level and (B, D, F) MitoSox fluorescence, following treatment
with dsRNA against the genes indicated, with or without treatment with TBAP, where shown.
Knockdown was for 5 d except where indicated. Means + SD from at least 4 independent
experiments, each conducted in triplicate. Note that data for CG6020 from Fig. S2B, C are
replotted to show comparison with knockdown of other cl genes. (A-D) Asterisks (*) indicate
significant differences from untreated cell values (p<0.01, p<0.05 in panels C, D). (E, F)
Asterisks (*) indicate significant differences from values for corresponding cells not treated

with TBAP (p<0.05 or <0.022 after Bonferroni correction).



