SUPPLEMENTARY FIGURES

A pvalue Hazard ratio pvalue Hazard ratio
KIAA1429 0629  1.018(0.948-1.093) — KIAA1429 0.300 0.951(0.866-1.046) ——
METTL14 0060  1.206(0.992-1.465) i — METTL14 0025  1.458(1.048-2.029) _—
YTHDC1 0.869  1.005(0.948-1.065) -- YTHDC1 0.025  0.900(0.820-0.987) —
HNRNPC 0017  1.013(1.002-1.025) ] HNRNPC 0.002  1.024(1.009-1.040) L
FTO 0262  1.071(0.950-1.208) —_— FTO 079  0.980(0.839-1.144)
YTHDF1 0.298  1.014(0.988-1.041) .. YTHDF1 0293  1.017(0.985-1.050) -
ALKBHS 0.092  1.015(0.998-1.033) - ALKBHS 0092  1.017(0.997-1.038) -
WTAP 0588  1.009(0.977-1.041) - WTAP 0249  0.976(0.938-1.017) -
ZC3H13 0.326  1.034(0.967-1.107) - ZC3H13 0.180  1.061(0.973-1.158) —
METTL3 0957  0.997(0.909-1.094) —_— METTL3 0.160  0.920(0.820-1.033) _—
YTHDF2 0.090  1.025(0.996-1.054) - YTHDF2 0249  1.023(0.984-1.063) -
RBM15 0.369  1.082(0.911-1.286) —— — RBM15 0359 0.897(0.710-1.132) i
YTHDC2 0.840  0.985(0.852-1.139) _— YTHDC2 0581  0.950(0.793-1.139) —_—
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Supplementary Figure 1. LASSO regression and visualization of risk score. (A, B) Univariate and multivariate cox regression based
on 13 m6A related genes. (C) LASSO coefficient profiles of the m6A related genes associated with the overall survival of OSCC. (D) Partial
likelihood deviance was plotted vs. log(c). The vertical dotted line indicated the lambda value with the minimum error and the largest
lambda value, where the deviance is within one SE of the minimum. (E) Visualization of risk models. The y axis represents percentage and x
axis log2(risk score). (F) The scatter diagram according to survival time and log2(risk score). The red means death and green live.
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Supplementary Figure 2. HNRNPC survival analysis in TCGA. (A) Survival analysis of m6A reader HNRNPC in TCGA (p=0.0234).

Supplementary Figure 3. Transfection efficiency of HNRNPC. (A) Overexpression vector of HNRNPC was transfected in scc9 and
cal27 cell lines. (B) Si-HNRNPC was transfected in scc15 and scc25 cell lines.
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Supplementary Figure 4. Detection of migration and invasion abilities. (A, B) Migration and invasion abilities were detected in
scc25 cell line and scc9 cell line. (C, D) EMT markers were detected with Western bolt assay.
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Supplementary Figure 5. Statistical analysis of Clonogenic assay and Transwell assay. (A) Clonogenic assay (p=0.0257),
migration (p=0.0014) and invasion assay (p=0.0330) in scc25 cell line. (B) Clonogenic assay (p=0.0085), migration (p=0.0041) and invasion
assay (p=0.0044) in scc15 cell line. (C) Clonogenic assay (p=0.0127), migration (p=0.0008) and invasion assay (p=0.0093) in cal27 cell line. (D)
Clonogenic assay (p=0.0209), migration (p=0.0078) and invasion assay (p=0.0180) in scc9 cell line.



