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Supplementary Figure 1. The quality analysis of RNA-seq and ribosome profiling (Ribo-seq) data. (A) Reproducibility of RNA-
seq data from two independent experiments. (B) Reproducibility of ribosome profiling data from two independent experiments. (C) Length
distribution of ribosome protected fragments (RPFs) in control group, ZnO NPs-treated group, and ZnO NPs with NAC group. (D) The RPFs
reads located in CDS, 5'UTR, and 3’UTR in each group. (E) The percentage of in-frame reads, -1 frame reads, and +1 frame reads in each
group.

Www.aging-us.com 1 AGING



A B
ER-associated ubiquitin-dependent protein catabolic process
protein N-linked glycosylation via asparagine -
glycosphingolipid metabolic process -

response to endoplasmic reticulum stress -

viral entry into host cell

protein O-linked glycosylation -

O-glycan processing -

extracellular matrix organization

cell adhesion

protein glycosylation

lysosomal lumen

extracellular exosome

membrane

cell surface

Golgi membrane

endoplasmic reticulum lumen

endoplasmic reticulum

integral compenent of plasma membrane
endoplasmic reticulum membrane —jE——

integral component of membrane -jEE——————

1 T T 1
K kS ° ® & @
-log10(Pvalue)

o
g

-log10(Pvalue)

growth factor binding

insulin-like growth factor | binding

receptor binding

calcium ion binding

virus receptor aclivity

integrin binding

glycoprotein binding

receptor activity

transferase activity, transferring glycosyl groups

protein disulfide isomerase activity
r T T 1

N ° K o
-log10(Pvalue)

D epidermis development - E
negative regulation of transcription from RNA polymerase |l promoter -
defense response o virus -
single organismal cell-cell adhesion - nucleoplasm
- . inactivation of W\FK activity intermediate filament cytoskeleton -

positive regulation of neuron apoptotic process

| — extrinsic component of
1
P——
pr—
p——
- kel B ———
transcription from RNA polymerase |l promoler -jus—— eytoskeleton
|
P——
PE——

cytoplasmic side of plasma membrane
transcription factor complex
focal adhesion

posilive regulation of apoptotic process - d:::;sz&?-
cell-cell adhesion 1 cell-cell adherens junction
positive regulation of transcription from RNA polymerase |l promoter - !

- i ' y Cytoplasm —j——
r T T T 1
Q 1 ™ @ L] ° 0 N ® >
-log10(Pvalue) -log10(Pvalue)
F ankyrin binding
RNA polymerase |l core promoler sequence-specific DNA binding
transcription factor binding
sequence-specific DNA binding
RNA polymerase |l transcription factor binding
transcriptional activator acti
transcriptional activator acti
MAP kinase tyrosine/serine/threonine phospl activity
protein binding
cadherin binding involved in cell-cell adhesion
r T T 1
b R A ©
-log10(Pvalue)

Supplementary Figure 2. GO analysis of altered genes at the translational level. (A) Biological process of translationally down-
regulated genes. (B) Cellular component of translationally down-regulated genes. (C) Molecular function of translationally down-regulated

genes. (D) Biological process of translationally up-regulated genes. (E) Cellular component of translationally up-regulated genes. (F)
Molecular function of translationally up-regulated genes.
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