Supplementary Fig. 1. Correlation analysis between key genes and T staging. A–I. The correlation analyses of CCL17, CCL19, CD8A, CSF2, CXCL5, CXCL12, ICAM1, IL6, and PTPRC with T staging, respectively (T1&T2 reveal that the tumor was limited to the thyroid gland and that its diameter was not greater than 4 cm; T3&T4 show that the tumor grew in the thyroid gland with a diameter greater than 4 cm or infiltrated outside the thyroid gland).
[bookmark: _GoBack]Supplementary Fig. 2. Correlation analysis between key genes and N staging. A–I. The correlation analysis of CCL17, CCL19, CD8A, CSF2, CXCL5, CXCL12, ICAM1, IL6, and PTPRC with N staging, respectively (N0 represents no lymph node metastasis, N1 represents lymph node metastasis).
Supplementary Fig. 3. Correlation analysis between key genes and M staging. A–I. The correlation analyses of CCL17, CCL19, CD8A, CSF2, CXCL5, CXCL12, ICAM1, IL6, and PTPRC with M staging, respectively (M0 represents no distant metastasis, M1 represents distant metastasis).
Supplementary Fig. 4. Correlation analysis between key genes and TNM staging. A–I. The correlation analyses of CCL17, CCL19, CD8A, CSF2, CXCL5, CXCL12, ICAM1, IL6, and PTPRC with TNM staging, respectively.
Supplementary Fig. 5. Correlation analysis between key genes with prognosis. A–I. The correlation analyses of CCL17, CCL19, CD8A, CSF2, CXCL5, CXCL12, ICAM1, IL6, and PTPRC with prognosis, respectively.

