
SI Table S1. Characteristics of TNBC patients with CTGF expression level



SI Table S2. The thirty most significantly upregulated and downregulated DEGs with siControl vs. 

siCTGF



Supplementary Figure S1

BA

Figure S1. Kaplan Meier survival plots for BRCA and non-TNBC patient groups. (A) Kaplan-
Meier survival plot for TCGA BRCA patient groups, CTGF mRNA high expression group 
(n=285) and low group (n=140). (B) Kaplan-Meier survival plot for the non-TNBC patient group, 
CTGF mRNA high expression group (n=731) and low group (n=360).



Supplementary Figure S2

Figure S2. Over-representation analysis for CTGF associated pathways. Heatmap with 
selected pathways via CPDB (p-value<0.05 in over-representation analysis) based on 
mRNA expression in TNBC patients (n=97). Top annotation shows CTGF mRNA 
expression in TNBC patients (n=97). Rows represent the gene list for each selected 
pathway. Ten selected pathways are indicated next to the heatmap.
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Supplementary Figure S3

Figure S3. mRNA expression within cell cycle gene sets unaffected by kahweol. In the 
case of cells transfected with control siRNA, we identified 6174 genes ( 0.7 < FC < 1.3 ) 
through the comparison of kahweol treated cells and kahweol non-treated cells. Similarly, 
we selected 6229 genes ( 0.7 < FC < 1.3 ) compared between kahweol treated and 
kahweol non-treated in CTGF siRNA transfected cells. Over-representation analysis was 
performed by inputting overlapped genes between these gene sets that were unaffected 
by kahweol, and the prominent outcome pointed to gene sets related to the cell cycle (p-
value = 0.002). The representative expression of genes in the cell cycle gene sets are 
visualized.
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Figure S4. The expression of cell motility related genes in CTGF high and low group. 
Genes involving in migration related pathways based on transcriptomic analysis from 
TCGA BRCA patients.
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