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(E) Representative images of TIG3 cells expressing mKeima-tagged RPL10A, RPL22, RPS3
or LC3B and treated with 500mM sorbitol for 3h and analyzed for pH neutral keima signal
(CytoKeima). For RPL22 and LC3B n=4 and for RPL10A and RPS3 n=2.

(F) Northern blots of whole cell RNA from biological replicates of U20S cells treated with
and without 500 mM sorbitol, probed with probe a targeting ITS1 (left) and probe b targeting
ITS2 (right). Black arrows indicate rRNA processing intermediates (see Supplementary
Figure 5E for a processing scheme) and gray arrows mark the migration of mature rRNA
species.

Figure 5: Muscle contraction in mice recapitulates ribosomal translocation.

(A) Experimental design and workflow of subcellular fractionation proteome and phospho-

proteome analysis of muscle contraction in mice.

(B) Bar-plot of percentage of total ribosomal protein (40S top, 60S bottom) across fractions
in resting conditions (blue) and after muscle contraction (red). Asterisks indicate p-value
<0.01 in a paired two-sample t-test.
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Figure 4 Martinez-Val et al.
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Figure 5 Martinez-Val et al.
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