SAC3D1: a novel prognostic marker in hepatocellular carcinoma
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Supplementary Information

Supplementary Figure S1. Comparison of overall survival between hepatitis B and non-hepatitis
B HCC patients. (A) Kaplan-Meier survival curve of HCC patients with respect to hepatitis B virus
infection. (B) Differences of cancer stage between hepatitis B and non-hepatitis B HCC patients. HBV
() or (+) means no infection or infection of hepatitis B virus. Relative percent = [HBV (-) or (+) patients

in given stage] / [Total HCC patients in given stage].

Supplementary Figure S2. Kaplan-Meier survival analysis of HCC patients with respect to
SAC3D1 gene expression. Survival analysis was performed for each subgroup of patients in TCGA

cohort. P-value was calculated using the log-rank test and is provided at the bottom right of each graph.

Supplementary Figure S3. Expression levels of SAC3D1 in patients with HCC (GSE20238). 0

means no vascular invasion, and 1 means vascular invasion.

Supplementary Table S1. Optimal cutoff values of genes in each cohort.

Supplementary Table S2. Patients’ information of used in current research in the GSE20238.

Supplementary File 1. Data combining the clinical and genetic information of the GSE10186

cohort (R data).



Supplementary File 2. Data combining the clinical and genetic information of the TCGA cohort

(R data).

Supplementary File 3. Data combining the clinical and genetic information of the ICGC cohort

(R data).

Supplementary File 4. R code for the GSE10186 cohort.

Supplementary File 5. R code for the TCGA cohort.

Supplementary File 6. R code for the ICGC cohort.
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Supplementary Figure S3
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Supplementary Tables

Cutoff values

Gene name
GSE10186 TCGA ICGC
SAC3D1 4485.109 286.1798 7.218211
BIRC5 15929.74 288.3768 5.3804
CD34 4386.906 1306.763 8.24675
GPC3 12135.64 5818.894 229.1579
MKI67 628.5131 1073.798 2.956712
TP53 2035.01 632.0375 5.44815

Supplementary Table S1. Optimal cutoff values of genes in each cohort.



Vascular invasion BCLC staging

No (0) Yes (1) 0 A B C

# of patients 34 45 9 56 7 8

Supplementary Table S2. Patients’ information of used in current research in the GSE20238.



