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Fig. S1 qRT‒PCR analysis of LINC02747 mRNA expression after knockdown or overexpression of METTL14 in NSCLC cell lines. A LINC02747 mRNA expression after knockdown of METTL14. B LINC02747 mRNA expression after overexpression of METTL14. The values in A and B are expressed as the means ± SDs. ***P < 0.001.
[image: 新Fig.S2_画板 1]
[bookmark: OLE_LINK4]Fig.S2 Knockdown of LINC02747 suppresses the malignant phenotype of NSCLC cells through the PI3K/Akt pathway. A RNA-seq data from the TCGA-LUAD and TCGA-LUSC cohorts were analysed for LINC02747 mRNA expression. B Overall Survival and Disease Specific Survival of LINC02747 in NSCLC Patients Analysed Based on TCGA-LUAD and TCGA-LUSC. C The mRNA expression of LINC02747 in A549 and H460 cells relative to that in BEAS-2B cells was determined using qRT‒PCR. D Knockdown efficiency after transfection of si-LINC02747 in A549 and H460 cells. E, F, H CCK-8 (E), flow cytometry (F) and transwell migration (H) assays of A549 and H460 cells transfected with si-LINC02747 or si-NC. G Histograms for cell cycle analysis. I Western blot analysis of the effect of LINC02747 on the PI3K/Akt pathway. The values in A, E, F, G, H, I, and J are expressed as the means ± SDs. * P < 0.05; **P < 0.01; ***P < 0.001.

[image: 新figS3_画板 1]
Fig. S3 Downregulation of LINC02747 expression abrogates the promotion of the malignant phenotype in H460 cells by METTL14 knockdown. A, B and D CCK-8 (A), flow cytometry (B) and Transwell migration (D) assays for METTL14 and LINC02747 rescue analysis in H460 cells. C Western blot detection of CDK4 and Cyclin D1 protein expression in rescue experiments. The values in A, B, and D are expressed as the means ± SDs. * P < 0.05; **P < 0.01; ***P < 0.001.
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Fig. S4 YTHDC2 is negatively correlated with LINC02747 and positively correlated with METTL14. A Knockdown efficiency after transfection of si-YTHDC2, si-IGF2BP2 and si-IGF2BP3 in A549 and H460 cells. B RNA-seq data from the TCGA-LUAD and TCGA-LUSC cohorts were analysed for YTHDC2 mRNA expression levels. C YTHDC2 mRNA expression levels in 15 NSCLC tissues and matched paraneoplastic tissues determined via qRT‒PCR. D Our cohort analysis of the correlation between YTHDC2 and LINC02747. E GEPIA database analysis of the correlation between METTL14 and YTHDC2 in NSCLC. F qRT‒PCR analysis of YTHDC2 mRNA expression after overexpression of METTL14 in A549 and H460 cells. The values in A, C, and F are expressed as the means ± SDs. *P < 0.05; ***P < 0.001.
[bookmark: _GoBack][image: ]Fig. S5 KDM5B expression is upregulated in NSCLC. A The expression of different histone methyltransferases and demethylases in NSCLC was analysed using the GEPIA database. B KDM5B mRNA expression levels in 15 NSCLC tissues and matched paraneoplastic tissues determined via qRT‒PCR. C Knockdown efficiency after transfection of si-KDM5B in A549 and H460 cells. The values in B and C are expressed as the means ± SDs. ***P < 0.001.
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