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1. Table 1. Primers for RT-qPCR
	Name
	Forward Primer (5'-3')
	Reverse Primer (5'-3')

	β-actin
	TGACGTGGACATCCGCAAAG
	CTGGAAGGTGGACAGCGAGG

	DPYSL3
	GACAACTTCACAGCCATTC
	CAGATGACAACCAGAGGAG


2. Table 2. Sequences of siRNA
	Name
	Sequence (5'-3')

	siDPYSL3-1
	sense
	CCGACUAUGUCUACAAGCG

	
	antisense
	CGCUUGUAGACAUAGUCGG

	siDPYSL3-2
	sense
	CCGUAAUAGGUCAUCUCAG

	
	antisense
	CUGAGAUGACCUAUUACGG


3. Table 3. Antibodies used in this study
	Name
	Supplier
	Cat#

	Anti-human GAPDH antibody
	Santa Cruz Biotechnology
	sc-47724

	Anti-human DPYSL3 antibody
	UpingBio Technology
	YP-Ab-08064

	Anti-human E-Cadherin antibody
	Cell Signaling Technology
	3195

	Anti-human N-Cadherin antibody
	Cell Signaling Technology
	13116

	Anti-human Snail antibody
	Cell Signaling Technology
	3879

	Anti-human Slug antibody
	Cell Signaling Technology
	9585

	Anti-human CD133 antibody
	ABclonal Technology
	A0219

	Anti-human OCT4 antibody
	ABclonal Technology
	A7920
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Fig. S1. Relationship between stemness and clinical characteristics in thyroid cancer. A. Relationship between and Stage. B. Kaplan–Meier curves for overall survival of thyroid cancer patients in the high and low groups of mRNAsi. C. Volcanic map of genes associated with differential stemness between high and low mRNAsi groups.
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Fig. S2. Functional enrichment analyses of stemness-related differentially expressed genes (DEGs) and immune cell infiltration. A-C. Gene Ontology (GO) enrichment analyses of stemness-related DEGs. These panels show the results of conducting GO enrichment on the genes that were found to be differentially expressed between the high and low stemness groups in thyroid cancer. GO is a comprehensive classification system that organizes genes into three main categories: biological processes (A), cellular components (B), and molecular functions (C). For each GO category, the plots display the top enriched terms, which represent biological themes or pathways that are significantly associated with the stemness-related DEGs. The x-axis indicates the gene ratio (proportion of DEGs involved in a GO term), and the y-axis lists enriched GO terms. The size of the circles corresponds to the number of genes in the pathway, and the color represents the statistical significance (-log10 p-value). D. Proportions of immune cell infiltration in different immune groups.
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Fig. S3. Correlation analysis of stemness-related genes and comparisons of immune-related metrics between high and low stemness groups. A. Radar plot of correlation analysis for stemness-related genes. This radar chart visualizes the pairwise correlation coefficients between a set of genes that are associated with stemness in thyroid cancer. Each spoke of the radar plot represents a different gene, and the distance from the center indicates the strength of the correlation between that gene and the others. B. TIDE (Tumor Immune Dysfunction and Exclusion) score difference. TIDE is a computational approach that estimates the likelihood of a patient responding to immune checkpoint blockade therapy. The box plots show that the high risk group has a significantly higher TIDE score compared to the low risk group, suggesting these patients may be less responsive to immunotherapies. C-E. Differences in immune cell abundances: The box plots illustrate the relative proportions of cancer-associated fibroblasts (CAFs, C), M2-polarized tumor-associated macrophages (TAM M2, D), and myeloid-derived suppressor cells (MDSCs, E) between the high and low risk groups. These cell types are known to have immunosuppressive functions and contribute to an unfavorable tumor microenvironment.
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Fig. S4. Correlation analysis between the expression of five signature genes and immune scores.
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Fig. S5. Correlation of different immune cell infiltration algorithms analyzed with the expression of five signature genes.
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