1 Supplementary materials and methods
1.1 Gene mapping and protein structure
	Based on the UCSC Genome Browser for the human Dec. 2013 (GRCh38/hg38) assembly (http://genome.ucsc.edu/), we retrieved the genome location information for KIF13A. Furthermore, we employed the "HomoloGene" feature on the NCBI website (https://www.ncbi.nlm.nih.gov/homologene/) to examine the conserved functional domains of the KIF13A protein in various species. Using the constraint-based multiple alignment tool on the NCBI website (https://www.ncbi.nlm.nih.gov/tools/cobalt/), we constructed a phylogenetic tree for KIF13A spanning different species.
1.2 Gene expression analysis
We accessed the Human Protein Atlas (HPA) database (https://www.proteinatlas.org/humanproteome/pathology) to retrieve the expression data of KIF13A in various cells and tissues under normal conditions by searching for KIF13A. And  the database provided the expression level of the KIF13A protein in a plasma sample, determined through mass spectrometry-based proteomics. The database defined "low specificity" as "NX (Normalized expression) ≥ 1 in at least one tissue/region/cell type but not elevated in any tissue/region/cell type". Subsequently, we accessed the gene profiler module of GENT2 at http://gent2.appex.kr/gent2/ to analyze the expression of KIF13A between tumor and normal tissues.
1.3 Survival prognosis analysis
	We used the mRNA_genechip and mRNA_RNA-seq modules of Kaplan-Meier plotter (http://kmplot.com/analysis/) to analyze the survival prognosis of OS, DMFS, RFS, PPS, FP, DSS, and dPFS in cases of BRCA, OV, LUNG, STAD, and liver cancer. The cases were divided into two groups by setting the "autoselect best cutoff." Hazard ratio (HR), 95% confidence intervals, and log-rank P-value were calculated, and Kaplan-Meier survival plots were generated. Next, we utilized the Survival analysis model of GEPIA2 to analyze the survival prognosis of OS and RFS in 33 types of tumors. Finally, we accessed the RNA-seq Pan-cancer module of Kaplan-Meier Plotter to analyze the survival prognosis of OS and RFS in pan-cancer. The parameter was set to auto-select the best cutoff.
1.4 Correlation of KIF13A and TMB/MSI
We accessed Sangerbox2 (http://past20.sangerbox.com/Index) and submitted "KIF13A" for analysis to investigate the potential correlation between KIF13A expression and TMB (tumor mutational burden) or MSI (microsatellite instability) in different types of tumors using TCGA datasets. The Spearman’s rank correlation test was performed, and we obtained the p-value and partial correlation (cor) value.
1.5 DNA methylation analysis
	We logged into DNMIVD (http://www.unimd.org/dnmivd/) and searched for the gene symbol KIF13A to conduct DMG (Differentially Methylated Genes) analysis for KIF13A across all cancers, as well as Meth-Exp correlation (Methylation-Expression correlation) analysis. We obtained a list of differentially methylated genes and calculated the Spearman correlation between methylation and FPKM in the promoter region. Finally, we used the R package ggradar to visualize the results.
1.6 Phosphorylation feature prediction
	We accessed the open-access PhosphoNET database (http://www.phosphonet.ca/) and retrieved the predicted phosphorylation features of the S1698 sites by searching for the protein name KIF13A.
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