
Figure S1. Correlation between MAPK12 expression and survival prognosis for various types of cancer based on data obtained 
from TCGA. The correlation between MAPK12 mRNA expression and (A) overall survival, and (B) disease‑free survival in 
different types of cancer using Cox regression survival analysis on TCGA datasets. MAPK12, P38 mitogen‑activated protein 
kinase 12; TCGA, The Cancer Genome Atlas; CI, confidence interval.



Figure S2. Experimental verification of MAPK12 overexpres‑
sion in THCA cell lines. (A) The mRNA and protein expression 
levels of MAPK12 following MAPK12 overexpression in 
the TPC‑1 cell line. (B)  Cytotoxicity assays were used to 
measure cell viability and proliferation following MAPK12 
overexpression in HTH‑83 cells. (C)  EdU assays were used 
to measure cell viability and proliferation following MAPK12 
overexpression in TPC‑1 cells. **P<0.01, ****P<0.0001. 
MAPK12, P38 mitogen‑activated protein kinase 12; THCA, 
thyroid carcinoma.



Figure S3. The correlation between MAPK12 mRNA expression and tumor immune‑related cells in THCA. Correlation between 
MAPK12 mRNA expression and immune cell types in THCA calculated using the ImmuCellAI algorithm on the data obtained 
from TCGA. *P<0.05, **P<0.01, ***P<0.001, ****P<0.0001. MAPK12, P38 mitogen‑activated protein kinase 12; THCA, thyroid 
carcinoma; pMAPK12, pcDNA3.1‑MAPK12; ICA, Immune Cell Abundance Identifier (ImmuCellAI).


