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Supplementary Figure 1. Expression characteristics of SP110/SP140/SP140L at the single-cell level in PAAD. (A) The single-cell

level of SP110; (B) The single-cell level of SP140; (C) The single-cell level of SP140L.
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Supplementary Figure 2. SP100 family members were positively correlated with the expression levels of most M6A
methylation regulators.
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Supplementary Figure 3. Top 50 genes co-expressed with SP140/SP140L. (A) Top 50 genes co-expressed with SP140; (B) Top 50
genes co-expressed with SP140L.
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Supplementary Figure 4. The GO enrichment of the CC terms and MF terms of the SP100 family and its 400 co-expressed
genes. (A) CC terms; (B) MF terms.
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