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Western blot analysis of L4,L.5 DRG tissues dissected from RiboTag x Advillin-Cre mice with
(+Injury) or without (-Injury) sciatic nerve axotomy. Anti-HA epitope antibody was used to
detect Rpl22HA protein, related to figure 1A.



Mus musculus GRCm38_v97 chr18:42575221-42582311 (7 kbp)
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Visualization of the illumina sequencing results mapped with mouse Gpri51 gene using

SeqMonk.



Supplementary Fig. 3.
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In vitro axon regeneration assay. (A) Representative images of control, 5’UTR-overexpressing,
and 5’UTRLWACSDETI-overexpressing embryonic DRG neurons. Scale bar, 100 um. (B)
Statistical analysis of regenerating axon length of (A) (n=254, 198, 167 for control, shCSDE1
and shKHDRBSI1; ***p<0.001, ns, not significant by ANOVA followed by Tukey tests;
mean+SEM). (B) Statistics of average of relative axon length of (A) (n=64, 55, 68 cells for
control, 5’UTRm, 5’UTRLACSDETI; *p<0.05, ns, not significant by ANOVA followed by Tukey
tests; mean+SEM).
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Statistical analysis of regenerating axon length of embryonic neurons of control, shler5, shJun,
shSox11 (n=156, 79, 78, 45 for each condition; ***p<0.001, ns, not significant by ANOVA
followed by Tukey tests; mean+SEM), related to figure 7A.



