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Following publication of the original article [1], the 
authors noticed the errors in the figure. In Fig. 6D (si-NC 

24  h) and Fig.  6D (si-METTL3-2 48  h) are identical, 
which was an inadvertent mistake by the author. The 
authors regret for the error and provided revised Fig. 6. 
This error has been corrected with this erratum which do 
not affect the results or conclusions.

†Kesong Shi, Rula Sa and Le Dou contributed equally to the work.

The original article can be found online at https:// doi. org/ 10. 1186/ s13148- 
023- 01568-9.
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Fig. 6 METTL3 knockdown inhibited the malignant phenotype of A549 cells in vitro. A, B CCK8 (A) and EdU (B) assays were used to assess cell 
viability and proliferation. C Colony formation assays. D The scratch assay experiments on A549 cells. E, F Cell migratory and invasive abilities were 
detected using transwell assays in A549 cells. G METTL3 knockdown inhibited the growth of subcutaneous xenografts in vivo (top left), the tumor 
growth curve (low left), and the weight of tumors xenografted in nude mice (right). Bar = mean ± SD. *p < 0.05, *p < 0.01, ***p < 0.001
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