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[bookmark: _GoBack][bookmark: OLE_LINK64][bookmark: OLE_LINK65][bookmark: OLE_LINK62][bookmark: OLE_LINK63][bookmark: OLE_LINK58][bookmark: OLE_LINK59]A. Heatmaps of the expression pattern of the HDAC family in the MMRF-COMMpass dataset across genders and ISS stages. B. Kaplan–Meier survival analysis of the HDAC family in MMRF-COMMpass dataset, along with cutpoint selection. The x-axis represents overall survival time, and the y-axis represents the overall survival rate. P < 0.05 is considered statistically significant. The optimal cutpoint was determined using the maximally selected rank statistics.
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Supplementary fi gure 1  legend     A.   Heatmaps of the expression pattern of the HDAC family in the MMRF - COMMpass dataset  across   genders and ISS stages.  B . Kaplan – Meier survival analysis of the HDAC family in MMRF - COMMpass  dataset, along with cutpoint selection. The x - axis represents overall survival time, and the y - axis  represents the overall survival rate. P < 0.05 is considered statistically significant. The optimal cutpoint  was determined using the maximally sel ected rank statistics.    

