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Figure S1. Brain RNAseq analysis of Mrps5WTWT and Mrps5V338Y/V338Y mice of 3 months and 19 months age. (Left): Terms and
significance for regulated transcripts (19 months vs 3 months), adjusted p-values are shown. (Right) Heatmap of genes, significantly
regulated during aging (p < 1x10).
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Figure S2. RT-gPCR for selected genes in brain of Mrps5V338Y/V338Y and Mrps5WTWT mice of 19 months age; 3 months Mrps5WTWT and
RNAseq data are shown for comparison. *- p < 0.05, **- p < 0.001. For RNAseq biological samples (n=4) are shown. For gPCR technical
duplicates for biological samples (n=4) are shown. Error bars represent SEM.



