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Supplementary Figure 1. m5C gene prognostic correlation and clustering analysis. (A) KM curves of DNMT3A.and (B) ZBTB38,
(C) principal component analysis of Subtype 1-4, (D) m5C gene expression distribution in Subtype 1-4, (E) KM curves of Subtype 1-4.
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Supplementary Figure 2. The m5CSS gene characteristics of training and validation set. In training set, (A) the m5CSS distribution,
(B) survival time of different samples, (C) expression of model genes, (D) survival analysis of high and low m5CSS group; in validation set,
(E) m5CSS distribution, (F) survival time of different samples, (G) expression of model genes, (H) survival analysis of high and low m5CSS
group.

Wwww.aging-us.com 2 AGING



A Risk factor Pvalue HR (95%Cl)
Univariant analysis

Age (>65 vs <=65) |——‘—| 01277  1.4(0.91-2.16)

FAB (M0-MT7)

0.63418  0.97(0.86-1.1)

m5C score (High vs Low) |—’—| 0.03815 0.66(0.44-0.98)
L
|l
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Multivariant analysis

Age (>65 vs <=65) ’ | 021386 1.32(0.85-2.06)

FAB (M0-M7) 0.46851 0.96(0.85-1.08)

m5C score (High vs Low) 0.03099 0.64(0.43-0.96)
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Supplementary Figure 3. Distribution of m5C score for clinical characteristics samples and m5C subtypes. (A) Univariable cox
analysis in validation set, (B) m5C score difference between m5C subtypes, (C) m5C score difference between DEG subtypes, (D—F) m5C score
distribution of different clinical characteristics samples (Age, Sex and FAB, respectively).
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