Starvation-induced metabolic rewiring affects mTORC1 composition in vivo
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Supplementary Figure 1: Verification of comparable lysosomal enrichment after tritosome

isolation by LAMP1 immunoblotting of different fractions. Equal protein amounts of each

fraction were loaded. PNS= postnuclear supernatant, M/L=mitochondria/lysosome fraction.
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Supplementary Figure 2: Distribution of replicates after normalization. ST=Starvation.

Proteomic data were normalized by the variance stabilizing normalization method (VSN).

Normalized values were used to display boxplot by ggplot2 3.2.0 software. Boxplots
represent every replicate of control (n=3), 6 (n=3) and 24 (n=24) hours starved mice.

Summarized proteins of each replicate were represented by abundance values. Outliers are

displayed as additional dots at the appropriate replicates.
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Supplementary Figure 3: Clustering of replicates visualized by boxplot. Principal component
analysis plot using FactoMineR 1.42 software. Three groups of replicates demonstrating each
condition are represented with a particular colored dot (Yellow: control group, green: 6 hours starved
group, red: 24 hours starved group). Dot sizes diverse based on their contribution to each dimension
(Dim1 and Dim2).



