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Table S1. Patient cohort detailed demographic details. 

 

 

 

 

 

 

 

 

 

 

 

 

Patient Group 

Number 

of 

patients 

Age 

median 

(range) 

BMI 

median 

(range) 

Parity 

median 

(range) 

Smokers 

number 

(%) 

HRT 

number 

(%) 

Death 

number 

(%) 

Recurrence 

number  

(%) 

Proliferative 

Phase 7 

43 

(32-57) 

35.7 

(22-40.5) 

2 

(1-3) 

2 

(29%) n/a n/a n/a 

Secretory Phase 6 

41 

(37-45) 

22.05 

(18.9-31.6) 

4 

(2-6) 

4 

(67%) n/a n/a n/a 

Post-

Menopausal 27 

62 

(51-85) 

24.9 

(17.9-39.6) 

3 

(0-5) 

6 

(22%) 

1 

(4%) n/a n/a 

Grade 1 

Endometrioid 15 

65 

(46-88) 

29 

(21.6-46.1) 

2 

(0-5) 

1 

(7%) 0 

4  

(27%) 

3  

(20%) 

Grade 2 

Endometrioid 13 

67 

(37-86) 

27.6 

(21-54.4) 

0 

(0-5) 

1 

(8%) 

2 

(15%) 

4  

(31%) 

4 

(31%) 

Grade 3 

Endometrioid 8 

69.5   

(60-80) 

28.6  

(23.9-42.7) 

2 

(0-6) 0 0 

4  

(50%) 

3 

(38%) 

Endometrioid 

Carcinoma*  36 

67 

(37-88) 

28.9 

(21-54.4) 

2 

(0-6) 

2 

(6%) 

2 

(6%) 

12 

(33%) 

11 

(31%) 

Clear Cell 

Carcinoma 4 

67 

(60-82) 

30.25 

(26.6-39) 

3 

(2-4) 0 0 

3  

(75%) 

3 

(75%) 

Carcinosarcoma 16 

71.5  

(57-87) 

24.2 

(20.2-51.4) 

2 

(0-4) 

1 

(6%) 

4 

(25%) 

10 

(63%) 

10 

(63%) 

Serous 6 

75.5  

(64-79) 

30.4 

(27.5-34.8) 

3 

(2-7) 0 

1 

(17%) 

4  

(67%) 

5 

(83%) 

Mixed Clear 

Cell & 

Endometrioid 1 82 28 3 0 0 

1 

(100%) 

1 

(100%) 

*Combined data for all grades of endometrioid carcinoma 



 

 

 

 

 

 

 

 

 

 

 

Figure S1. Kaplan-Meier survival curves using The Cancer Genome Atlas mRNA sequencing dataset 

for the proteins of interest, publicly available from the Human Protein Atlas [1] using optimal cut-off. 

mRNA sequencing data demonstrates NOP10 [2], NHP2 [3] and NOP56 [4] are significant 

prognostically in EC. High expression of NHP2 and NOP56 is unfavourable (p=0.0005 and p=0.00012 

respectively), while high expression of NOP10 is favourable (p=0.000015). TERF1 [5], TERF2 [6] and 

TERF2IP [7] are not prognostic.  

Image credit: The Human Protein Atlas. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

Figure S2. Previous in silico study findings [8]. The top 10 hub genes of a protein interaction network 

constructed from differentially expressed genes in stage I and IV EC, ranked according to degree. 

Degree represents the number of other genes within the network that they each interact with. 

Amongst the hub genes, NOP56 and NHP2 had the highest degrees. The colour of the node signifies 

the degree; red and yellow represent higher and lower degrees respectively. The network was 

constructed with Cytoscape and hub genes were identified using the Cytohubba plug in. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S3. STRING [9,10] network for proteins of interest and related proteins including steroid 

receptors. ESR1 (ERα), ESR2 (ERβ). Network nodes present proteins, edges represent protein-

protein associations.  

Node colour: coloured nodes - query proteins and first shell of interactions; white nodes - second 

shell of interactors. 

Node content: filled nodes - some 3D structure is known or predicted.  

Colour of edges: turquoise - from curated databases (known interactions); fuchsia - 

experimentally determined (known interactions); green - gene neighbourhood (predicted 

interactions); red - gene fusions (predicted interactions); blue - gene co-occurrence (predicted 

interactions); yellow – textmining; black - co-expression; lilac - protein homology. 
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