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	* 
	Histology of cell lines is based on Beaufort et al@. 

	ATCC
	American type culture collection

	#
	Imperial College London, London, UK

	$
	Fox Chase Cancer Center, Philadelphia, USA

	HGSOC
	High grade serous ovarian cancer

	 -/-
	Homozygous deletion

	Mut
	Mutation

	WT
	Wild type
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image1.emf
Category or 

Measure

(Set 1)

n or value % n or value % n or value % n or value % n or value % n or value %

Median (range) 61 (38-72)

61.7 (37.8-

74.2)

62.25 (39.7-

75.7)

60 (46-80) 62 (37-87)

Non-responder 61.5 (48-72)

52 (45-72)

62.1 (40-76)

61 (46-80) 61 (46-83)

Responder 57.5 (37-75)

57.5 (43-71)

56.9 (40.5-73)

66 (51-71) 61 (39-87)

Intermediate NA

NA

NA

60.5 (47-78) 63 (37-87)

Median 360 690 653 175 587 420

(range) (0-1350) (90-1080) (0-5291) (18-5975) (25-2780) (0-3622)

Non-responder 10 55.6 6 54.5 31 59.6 47 52.8 14 15.3 24 12.0

Responder 8 44.4 5 45.5 21 40.4 18 20.2 33 36.2 70 35.0

Intermediate 0 0.0 0 0.0 0 0.0 24 27.0 44 48.5 106 53.0

Median NA NA NA 916 945 896

(range) (133-6139) (25-2780) (91-4012)

Early (I-II) 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0

Advanced (III-IV) 18 100.0 11 100.0 52 100.0 91 100.0 105 100.0 208 100.0

Well differentiated 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0

Moderately

differentiated

Poorly differentiated

or undifferentiated

Optimal 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0

Sub-optimal 18 100.0 11 100.0 52 100.0 91 100.0 105 100.0 208 100.0

Platinum-based 18 100.0 11 100.0 52 100.0 91 100.0 105 100.0 208 100.0

Adjuvant 18 100.0 11 100.0 52 100.0 91 100.0 105 100.0 208 100.0

Neo-adjuvant 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0 0 0.0

208 100.0

External 

expression (n=208)

(Set 6)

NA



0 0.0

Progression 

Free Survival 

(Days)

Overall Survival 

(Days)

Debulking 

Status

Table S1. Patient characteristics of methylation and expression analysis
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Source Description

Histology and p53 status

1 SKOV3 ATCC Mixed, p53 -/- DMEM-High glucose + 10% FCS

2 OVCAR3 ATCC HGSOC, p53 -/- RPMI + 20% FCS

3 PEA-1 SIGMA HGSOC, p53 -/-  RPMI + 10% FCS+ 1% calcium Pyruvate (2mM)

4 PEA-2 SIGMA  HGSOC, p53 -/- RPMI + 10% FCS+ 1% calcium Pyruvate (2mM)

5 PEA-14 SIGMA  HGSOC, p53 Mut RPMI + 10% FCS+ 1% calcium Pyruvate (2mM)

6 PEA-23 SIGMA  HGSOC, p53 Mut RPMI + 10% FCS+ 1% calcium Pyruvate (2mM)

7 CaOV3 ATCC Serous, p53 Mut DMEM-High glucose + 10% FCS

8 IGROV-1 Prof. R. Brown Mixed, p53 WT RPMI + 10% FCS+ 1% L-glutamine

9 A2780 Dr. TC HamiltonEndometroid, p53 WT RPMI + 10% FCS+ 1% L-glutamine

10 C-30 Dr. TC HamiltonEndometroid, p53 WT RPMI + 10% FCS+ 1% L-glutamine

11 Cp70 Dr. TC HamiltonEndometroid, p53 WT RPMI + 10% FCS+ 1% L-glutamine

S.no. Cell line* Culturing conditions

Table S2. Ovarian cancer cell lines and their culture condition used in this study
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HR p-value HR p-value

low high low high

Age 0.994 0.970 1.019 0.656

Stage 0.609 0.321 1.152 0.127

FZD10 0.439 0.272 0.709 0.001* 0.390 0.233 0.653 0.003

FAM83A 1.052 0.681 1.625 0.820

MYO18B 0.673 0.434 1.044 0.077* 0.922 0.579 1.468 0.734

MKX 0.587 0.378 0.913 0.018* 0.489 0.312 0.767 0.002

Age 0.972 0.946 0.999 0.043* 0.971 0.943 0.999 0.040

Stage 0.599 0.287 1.251 0.172

FZD10 0.470 0.281 0.786 0.003* 0.402 0.237 0.681 0.001

FAM83A 1.153 0.724 1.834 0.549

MYO18B 0.701 0.440 1.118 0.136

MKX 0.577 0.358 0.930 0.024* 0.458 0.280 0.752 0.002

Table S3. Result of Survival analysis of External methylation set 4 (n=91) 

Multivariate Analysis Univariate Analysis

In relation to progression free survival (PFS)

In relation to overall survival (OS)

95% CI 95% CI



Category or 

Measure

(Set 1)

n or value

%

n or value

%

n or value

%

n or value

%

n or value

%

n or value

%

Median (range)

61 (38-72)

61.7 (37.8-

74.2)

62.25 (39.7-

75.7)

60 (46-80)

62 (37-87)

Non-responder

61.5 (48-72)

52 (45-72)

62.1 (40-76)

61 (46-80)

61 (46-83)

Responder

57.5 (37-75)

57.5 (43-71)

56.9 (40.5-73)

66 (51-71)

61 (39-87)

Intermediate

NA

NA

NA

60.5 (47-78)

63 (37-87)

Median

360

690

653

175

587

420

(range)

(0-1350)

(90-1080)

(0-5291)

(18-5975)

(25-2780)

(0-3622)

Non-responder

10

55.6

6

54.5

31

59.6

47

52.8

14

15.3

24

12.0

Responder

8

44.4

5

45.5

21

40.4

18

20.2

33

36.2

70

35.0

Intermediate

0

0.0

0

0.0

0

0.0

24

27.0

44

48.5

106

53.0

Median

NA

NA

NA

916

945

896

(range)

(133-6139)

(25-2780)

(91-4012)

Early (I-II)

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

Advanced (III-IV)

18

100.0

11

100.0

52

100.0

91

100.0

105

100.0

208

100.0

Well differentiated

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

Moderately

differentiated

Poorly differentiated

or undifferentiated

Optimal

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

Sub-optimal

18

100.0

11

100.0

52

100.0

91

100.0

105

100.0

208

100.0

Platinum-based

18

100.0

11

100.0

52

100.0

91

100.0

105

100.0

208

100.0

Adjuvant

18

100.0

11

100.0

52

100.0

91

100.0

105

100.0

208

100.0

Neo-adjuvant

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

0

0.0

208

100.0

External 

expression (n=208)

(Set 6)
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