Figure S1. Prognostic value of m6A RNA methylation regulators in patients with ccRCC with different clinicopathological
features in TCGA cohort. (A) Low histological grade; (B) high histological grade; (C) low pathological stage; (D) high patho-
logical stage. "P<0.05, “P<0.01, ""P<0.001. m6A, N®-methyladenosine; ccRCC, clear cell renal cell carcinoma; TCGA, The
Cancer Genome Atlas; HR, hazard ratio; CI, confidence interval.
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P value HR (95% CI)

WTAP 0.067 1.064(0.996-1.137
IGF2BP2 0.090 1.133(0.981-1.308
YTHDF2 0.080 0.931(0.859-1.009
HNRNPA2B1 0.247 1.010(0.993-1.027
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KIAA1429* 0.045 0.830(0.692-0.996
METTL14  0.052 0.759(0.575-1.002
YTHDF 0.256 0.961(0.897-1.029
IGF2BP3*  0.030 1.620(1.047-2.504
IGF2BP1 0.361 1.159(0.844-1.593
RBM15 0.118 0.688(0.431-1.099
ALKBH5 0.531 0.991(0.962-1.020
YTHDC2 0.419 1.075(0.902-1.280
YTHDF1 0.871 1.008(0.917-1.107
METTL3 0.953 0.995(0.848-1.167
ALKBH3 0.934 1.009(0.818-1.244
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KIAA1429* 0.028 0.829(0.702-0.980
METTL14* 0.035 0.759(0.587-0.981
YTHDF3 0.070 0.944(0.888-1.005
IGF2BP3  0.263 1.239(0.851-1.804
IGF2BP1 0.418 1.086(0.889-1.327
RBM15* 0.046 0.649(0.425-0.992
ALKBH5 0.194 0.983(0.957-1.009
YTHDC2 0.699 0.966(0.812-1.150
YTHDF1 0.994 1.000(0.923-1.083
METTL3 0.392 1.070(0.916-1.249
ALKBH3 0.346 1.089(0.912-1.300
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YTHDC1** 0.007 0.917(0.862-0.976
ZC3H13* 0.020 0.920(0.827-0.984
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YTHDF1 0.315 1.028(0.974-1.084
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Figure S2. Kaplan-Meier survival curves of patients with ccRCC. (A-H) OS and DFS of patients with different pathological
stages or histological grades in TCGA cohort. (I and J) OS of patients with different pathological stages in the ICGC cohort.
ccRCC, clear cell renal cell carcinoma; TCGA, The Cancer Genome Atlas; ICGC, International Cancer Genome Consortium;
0OS, overall survival; DFS, disease-free survival.
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Table SI. Primers used for quantitative PCR.

Primer Sequence (5'—3")
IGF2BP3 F: AGTTGTTGTCCCTCGTGACC

R: GTCCACTTTGCAGAGCCTTC
METTL14 F: CGCCTCCTCCCAAATCTAA

R: ACCTCTGTGTGCTCCTCCAC
METTL3 F: ATGGGAAGGAACACTGCTTG

R: ATGACTGGTGGAACGAACCT
KIAA1429 F: ATACTGATGGTCTGGTGCTAAGA

R: TGGAGGGCTTCCATTAAACTGAT
ALKBH3 F: TACCACTGCTAAGAGCCATCTCC

R: ACCTGCTGAGGTTCTTTGAACAC
HNRNPA2B1 F: ACTTTGGCTTTGGGGATTCA
R: TCCACGTCCACTGCCATATC

IGF2BP2 F: AGTGGAATTGCATGGGAAAATCA
R: CAACGGCGGTTTCTGTGTC
B-actin F: GTGAAGGTGACAGCAGTCGGTT

R: GAAGTGGGGTGGCTTTTAGGAT

F, forward; R, reverse.




