
Supplementary tables and figures 

 
Supplementary figure 1: Quantitative RT-PCR showing TRP channel mRNA expression (TRPA1, TRPV1, TRPV2, 

TRPV4, TRPV6, TRPM3, TRPM4, TRPM6, TRPM7, TRPM8, TRPC1, TRPC3, TRPC4 and TRPC6, in EEC and ESC. Results 

are shown as mean ± SEM relative expression to the geometric mean of housekeeping genes HPRT and PGK 

(published). N=5 p.s. Data used from own earlier publications[1, 2].  

 

 

 

 

 

 

 

 

 

 

 

Supplementary figure 2: TRP channels in decidualization. A) Validation of in vitro decidualization of HESC. Fold 

change of PRL mRNA expression after decidualization. **** p < 0,0001 using Wilcoxon signed-rank  test on ΔCT 

values. B) Fold change of TRPV2 in response to 12h, 1 day, 2 days, 5 days and 7 days of in vitro decidualization. 

** p < 0,01 using Kruskal-wallis test + Dunn’s multiple comparison test on ΔCt values. N=3-7 p.s C) Fold change 

of TRPV2 in response to 10 μM, 50 μM, 0,1 mM, 0,5 mM and 1 mM 8-Br-cAMP. N=1-2 p.s. All data is shown as 

mean ± SEM. D) Western blot displaying downregulation of TRPV2 protein expression after decidualization in 

ESC. GAPDH was used as loading control and IGFBP-1 upregulation demonstrates successful decidualization.
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Supplementary figure 3: Validation of in vitro EMT induction in EEC. A+B) Quantitative RT-PCR showing mRNA 
expression of epithelial (CDH1, KRT18, EPCAM, MMP7) and mesenchymal (MMP2, MMP9, ZEB1, ACTA, CDH2, 
VIM) markers shown as relative expression to housekeeping genes HPRT and PGK. * p < 0,05, ** p < 0,01, *** p 
< 0,001 using 2-way ANOVA and Sidak’s multiple comparison test on ΔCT values. N=3-5 C+D) 
Immunofluorescence staining (magnification: 40x) of the epithelial marker E-cadherin in untreated (C) and 
treated EEC (D). Scalebar = 20 µM 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary figure 4: Patient statistics. A-H) Pie charts displaying number of patients per pathophysiological 

category: FIGO stage (A), histology (B), grade (C), myometrial invasion (D), molecular subclass (E), steroid 

dependency (F), LVI (G) and recurrence (H). 
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Supplementary figure 5: Characterization of EC cell cultures. A) Immunofluorescence stainings (magnification: 

20x) of the mesenchymal marker MMP2 in EM018a, EM012, EM033 and EM046 cells. Scale bar = 50 µm. B) 

Immunofluorescence stainings (magnification: 40x) of the mesenchymal marker MMP2 in EM018a, EM012, 

EM033 and EM046 cells. Scale bar = 25 µm. C) Immunofluorescence staining (magnification: 20x) of the 

mesenchymal marker MMP2 in ESC cells. Scale bar = 50 µm. D) Immunofluorescence staining (magnification: 

20x) of the mesenchymal marker α-smooth muscle actin in ESC cells. Scale bar = 50 µm 

 



 
Supplementary  Table 1: SPSS output of multiple linear regression analysis of TRP channel expression (dependent 
variable) and marker genes (independent variables) in primary biopsies displaying R, R square, adjusted R square, 
SE and p-values for each TRP channel. . * p < 0,05, ** p < 0,01, *** p < 0,001 

 

 
Supplementary Table 2: SPSS output of multiple linear regression analysis of TRP channel expression 

(dependent variable) and marker genes (independent variables) in primary biopsies displaying B coefficient, SE, 

t- and p-values for all marker genes in the model. * p < 0,05, ** p < 0,01, *** p < 0,001 



 
Supplementary  Table 3: SPSS output of multiple linear regression analysis of TRP channel expression (dependent 

variable) and significantly correlated marker genes (independent variables) in metastatic biopsies displaying R, R 

square, adjusted R square, SE and p-values for each TRP channel. * p < 0,05, ** p < 0,01 

 
Supplementary Table 4: SPSS output of (multiple) linear regression analysis of TRP channel expression 
(dependent variable) and significantly correlated marker genes (independent variables) in metastatic biopsies 
displaying B coefficient, SE, t- and p-values for all marker genes in the model. * p < 0,05, ** p < 0,01 
 
 

 
Supplementary Table 5: Logistic regression analysis of TRPV2 expression and tumor grade (predictor variables) 

and disease recurrence (independent variable) displaying B coefficient, SE, p-values and odds ratio for all 

predictor variables in the model. * p < 0,05 

 

 

 

 



Supplementary Table 6: Logistic regression analysis of TRPV2, CTSB, MMP9 expression and tumor grade 

(predictor variables) and disease recurrence (independent variable) displaying B coefficient, SE, p-values and 

odds ratio for all predictor variables in the model. * p < 0,05 

 

 

Supplementary Table 7: M/E ratio for EC cancer cell cultures 
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