Supplementary documents
Supplementary Figure 
Supplementary Figure S1 Integrated single-cell analysis: QC metrics, clustering, and PRGs expression patterns. A Violin plots presenting quality control metrics for the GSE17538 single-cell dataset (nFeature_RNA: number of detected genes per cell; nCount_RNA: total transcripts per cell; percent.mt: percentage of mitochondrial gene expression). B t-SNE map of GSE175385 revealing 10 cellular subpopulations. C Dot plot showing the expression of 7 core PRGs across cell clusters. Color gradient indicates the average expression level, while dot size represents the percentage of cells expressing each gene within a cluster.
Supplementary Tables
Table S1. Overview of datasets retrieved and preprocessed from TCGA and GEO.
Table S2. RT-qPCR primers. 
Table S3. Comparison of Drug Sensitivity (IC50 Values) Between High-Risk and Low-Risk MM Patients.
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