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Supplementary Figure 1. The workflow of filtering samples for the survival analysis. We processed 

samples from 150 patients for the NanoString OxC assay. Before the survival analysis, we filtered out one 

sample that was endometrial serous carcinoma (HH-138), because the analysis was focused on SOC. We 

next filtered out 6 samples (HH-039, HH-056, HH-066, HH-073, HH-076, HH-102 and HH-138) without 

overall survival data. We further filtered out two samples (HH-008 and HH-132) with EMT scores over 

0.95, which were the outliers in this cohort.  
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Supplementary Figure 2. NanoString readout is highly correlated with the RNA-Seq data for the 52 

genes comprising the OxC gene panel. Each dot represents one gene. Subfigures indicates different 

samples. The Pearson’s r and the p value of Pearson correlation test are shown in the subfigures. 
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Supplementary Figure 3. EMT scores are associated with overall survival independent of BRCA 

status. (A) The association is not significant between the expression subtypes and BRCA1/2 mutant tumors 

in TCGA data. (B) The EMT-high BRCA-wildtype group has the poorest prognosis. Out of the 308 TCGA 

samples with RNA-Seq data, 191 have BRCA status available on cBioPortal. Among the 191 samples (49, 

25.7% BRCA-mutated and 142, 74.3% BRCA-wildtype), one did not have survival data and one did not 
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have stage information. Therefore, 189 samples were used for survival analysis. The EMT-high BRCA-

wildtype group has the worst survival compared to the other groups. The EMT-high BRCA-wildtype group 

had the hazard ratio of 1.8 and p value of 0.0016 compared to other cases, by proportional hazards 

regression model with stage as a covariate. (C) The Kaplan–Meier curves of four groups intersected by 

BRCA status and microarray-derived EMT scores. The color code is the same as panel B. Compared to 

other cases, the EMT-high BRCA-wildtype group has the hazard ratio of 1.7 (p = 0.00031), by proportional 

hazards regression model with stage as a covariate. 
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Supplementary Figure 4. The relationship between EMT scores and macrophage M2 enrichment. 

(A) The Pearson correlation coefficients between Oxford Classic scores and the proportion of LM6 

signatures in TCGA data. Tiles are colored by Pearson correlation coefficients. The dendrogram 

represents the results of hierarchical clustering. (B) The Pearson correlation coefficients between Oxford 

Classic scores and the proportion of LM22 signatures in TCGA data. Tiles are colored by Pearson 

correlation coefficients. 
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Supplementary Figure 5. The positive correlation between the expression of SPARC and CD163 in 

nine datasets. The Pearson correlation coefficients (Pearson’s r) and p values are shown at the corner of 

each scatterplot. The blue lines represent the linear regression result and the grey regions show 95% 

confidence intervals. 
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Supplementary Figure 6. ROC curve of the logistic regression model that uses CAPS 

immunohistochemistry data to predict tumor grades. The data were partitioned by patients 

rather than samples, where 60% patients were used as the training set and the rest as the testing 

set. 
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Supplementary Table 1. Multivariate analysis for progression-free survival in the HH cohort. 

Covariate Sample 
size 

Hazard ratio p CI95 

lower 

CI95 

upper 

EMT score (continuous) 111 2.488 0.033 1.078 5.742 

Stage (III-IV vs I-II) 111 2.450 0.016 1.184 5.073 

Grade (low vs high) 111 0.110 0.029 0.015 0.801 

Residual disease (not tumor-free vs 
tumor-free) 

111 1.938 0.012 1.160 3.237 

 

Supplementary Table 2. The QuPath classification results for the immunohistochemistry of CAPS in 

SOC tissue microarrays. 

 

Supplementary Table 3. Multivariate analysis for overall survival in TCGA data with BRCA status and 

RNA-Seq-based EMT score. 

Covariate Sample 
size 

Hazard ratio p CI95 

lower 

CI95 

upper 

RNA-Seq-based EMT score  189 2.053 0.036 1.050 4.015 

Stage (III-IV vs I-II) 189 1.910 0.207 0.699 5.220 

BRCA status (wildtype vs mutated) 189 1.602 0.032 1.041 2.464 

 

Supplementary Table 4. Multivariate analysis for overall survival in TCGA data with BRCA status and 

microarray-based EMT score. 

Covariate Sample 
size 

Hazard ratio p CI95 

lower 

CI95 

upper 

Microarray-based EMT score  315 2.249 0.015 1.173 4.312 

Stage (III-IV vs I-II) 315 1.627 0.286 0.666 3.978 

BRCA status (wildtype vs mutated) 315 2.066 0.000084 1.439 2.967 

 


