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mutant-infected Vero cells, treated with shNC (D) or shNAT10 (E), were collected at 24 hpi, 

and EV71 titers were measured as the TCID50. Data are means ± SDs (n = 3). **P ≤ 0.01, ns: 

not significant, unpaired Student’s t-tests. (F) Schematics of EV71 WT and Mut-383. The RNA 

secondary structure was predicted by Mfold software. (G) Viral titers (TCID50/mL). The 

supernatants of EV71 WT- and Mut-383-infected Vero cells were collected at 24 hpi, and EV71 

titers were measured as the TCID50. Data are means ± SDs (n = 3). ns: not significant, 

unpaired Student’s t-tests. (H) qRT-PCR was performed to determine the RNA levels of EV71 

WT or Mut-383 in Vero cells at 24 h post-transfection, with GAPDH used as a control. Data are 

means ± SEMs (n = 3). ns: not significant, unpaired Student’s t-tests. (I) Schematics of the 

location of ac4C sites in EV71 WT and C-G mutations. The RNA secondary structure was 

predicted by Mfold software. Yellow solid circles indicate ac4C modification. (J) ac4C levels of 

EV71 WT and mutations in EV71 RNA-transfected cells were determined by acRIP-qRT-PCR. 

Data are means ± SEMs (n = 3). **P ≤ 0.01, unpaired Student’s t-tests. (K) qRT-PCR was 

performed to determine the RNA levels of EV71 WT or ac4C mutants in Vero cells at 24 h 

post-transfection, with GAPDH used as a control. Data are means ± SEMs (n = 3). **P ≤ 0.01, 

unpaired Student’s t-tests. (L & M) qRT-PCR was performed to determine the positive-strand 

(L) and negative-strand (M) RNA levels of EV71 in Vero cells, treated with DMSO or remodelin 

at 24 hpi, with GAPDH used as a control. Data are means ± SEMs (n = 3). *P ≤ 0.05, **P ≤ 

0.01, unpaired Student’s t-tests. 
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