[bookmark: _GoBack]Supplementary table 1: List of MAGE-A genes and its role in cancer 
	Gene name
	Chromosomal location
	Expression in cancer
	Functional regulation in cancer
	Role in cancer progression
	Cancer hallmarks
	Signalling pathways affected
	References

	MAGE-A1
	Xq28
	High in breast cancer, lung cancer, LSCC, HNSCC, ovarian cancer, gastric cancer, ESCC and endometrial cancer
	Promoter demethylation and histone acetylation
	Induces proliferation by interacting with c-Jun directly or via ERK-MAPK pathway.
	Uncontrolled proliferation
	ERK-MAPK pathway
	[25, 28, 33, 35, 38, 50, 61, 65, 69,72, 73]

	MAGE-A2
	Xq28
	High in lung cancer, HNSCC, ovarian cancer and gastric cancer
	Promoter demethylation and histone acetylation
	Ubiquitin ligase regulator:
Enhances E3 RING ubiquitin ligase activity of MDM4 by targeting the interaction between MDM2 and MDM4.

Enhances the activity of TRIM28 (KAP1) by binding to its RING domain and mediates degradation of p53 by ubiquitylation.

Regulation of transcription factors:

Inhibits p53 transcriptional activity by recruiting HDAC3.

Enhances transcriptional activity of ERα

	Resistance to apoptosis & uncontrolled proliferation
	ER signalling &
p53-dependent apoptosis pathway
	[28, 35, 38, 39, 50, 73-77]

	MAGE-A3
	Xq28
	High in breast cancer, NSCLC, bladder cancer, lung cancer, HNSCC, ovarian cancer, HCC, gastric cancer, pancreatic cancer, IHCC and NHL
	Promoter demethylation and histone acetylation
	Ubiquitin ligase regulator:
Enhances E3 RING ubiquitin ligase activity of TRIM28 (KAP1) by binding to its RING domain and mediates degradation of p53 by ubiquitylation.

Forms a complex with KAP1 (TRIM28) E3 ubiquitin ligase and enhances ubiquitination of AMPKα1

Regulation of transcription factors:
Reduces activity of p21 and enhances Rb phosphorylation leading to cell cycle progression.
	Resistance to apoptosis & Deregulated energy metabolism
	p53-dependent apoptosis pathway & AMPK pathway
	[25, 26, 27, 28, 35, 38, 40, 50, 51, 52, 54, 55, 56, 66, 73,75,78,79]

	MAGE-A4
	Xq28
	High in endometrial cancer, ESCC, NSCLC, bladder cancer, IHCC, gastric cancer, HNSCC, HCC, ovarian cancer, lung cancer and breast cancer
	Promoter demethylation
	Not identified
	-
	-
	[25, 28, 30, 35, 38, 40, 49, 50, 54, 58, 62, 64, 65, 80]

	MAGE-A5
	Xq28
	High in gastric cancer
	Promoter demethylation
	Ubiquitin ligase regulator:
Forms a complex with KAP1 (TRIM28) E3 ubiquitin ligase and suppresses p53 mediated apoptosis.
	Resistance to apoptosis
	p53-dependent apoptosis pathway
	[50, 80, 75]

	MAGE-A6
	Xq28
	High in gastric cancer, HNSCC, ovarian cancer and lung cancer
	Promoter demethylation
	Ubiquitin ligase regulator:
Enhances E3 RING ubiquitin ligase activity of TRIM28 (KAP1) by binding to its RING domain and mediates degradation of p53 by ubiquitylation.

Forms a complex with KAP1 E3 ubiquitin ligase and enhances ubiquitination of AMPKα1.
	Resistance to apoptosis & Deregulated energy metabolism
	p53-dependent apoptosis pathway & AMPK pathway
	[28, 35, 38, 50, 52, 67, 80, 75, 79]

	MAGE-A8
	Xq28
	Not identified
	Not identified
	Not identified
	-
	-
	

	MAGE-A9
	Xq28
	High in bladder cancer, lung cancer, CRC, NSCLC, breast cancer, ovarian cancer, LSCC and HCC
	Promoter demethylation
	Not identified
	-
	-
	[29, 31, 33, 42, 43, 45, 46, 47, 58, 80]

	MAGE-A10
	Xq28
	High in NSCLC
	Promoter demethylation
	Not identified
	-
	-
	[30, 80]

	MAGE-A11
	Xq28
	High in HNSCC, ESCC and LSCC
	Promoter demethylation
	Transcription regulator:

Binds to p300 and modulates expression of androgen receptor in prostate cancer.

Promotes cell cycle progression by enhancing Skp2 mediated degradation of cyclin A and p130 and inhibits degradation of E2F1.
	Resistance to apoptosis & uncontrolled proliferation
	Androgen receptor pathway & Rb/E2F pathway
	[33, 36, 53, 68, 80, 81, 82]

	MAGE-A12
	Xq28
	High in ovarian cancer and gastric cancer
	Promoter demethylation and histone acetylation
	Not identified
	-
	-
	[38, 41, 73]



MAGE-A (Melanoma Associated Antigen-A), NSCLC (Non-small cell lung cancer) HCC (Hepatocellular carcinoma), LSCC (Laryngeal squamous cell carcinoma), HNSCC (head and neck squamous cell carcinoma), IHCC (Intrahepatic cholagiocarcinoma), NHL (Non- Hodgkin lymphoma) , RCC (Renal cell carcinoma), ESCC (Esophageal squamous cell carcinoma), CRC (Colorectal cancer)
Supplementary table 2: Prognostic utility of MAGE-A gene in various cancers 
	RNA expression

	Gene
	Cancer
	Sample type
	Technique
	Expression
	References
	Survival type

	MAGE-A1
	Lung, HNSCC, Ovarian and Gastric
	Blood, Tissue and Peritoneal wash
	qRT-PCR and Semi-nested PCR
	High
	28, 35, 38, 50
	OS and DFS

	MAGE-A2
	Lung, HNSCC, Ovarian and Gastric
	Blood, Tissue and Peritoneal wash
	qRT-PCR and Semi-nested PCR
	High
	28, 35, 38, 50
	OS and DFS

	MAGE-A3
	Bladder, Lung, HNSCC, Ovarian, Gastric and NHL
	Tissue, Blood and Peritoneal wash
	qRT-PCR and Semi-nested PCR
	High
	27,28, 35, 38, 50, 52, 55
	PFS, OS and DFS

	MAGE-A4
	Lung, NSCLC, HNSCC, Ovarian, Gastric and ESCC
	Blood, Tissue, Peritoneal wash
	qRT-PCR and Semi-nested PCR
	High
	28, 35, 38, 50, 64
	OS and DFS

	MAGE-A5
	Gastric
	Peritoneal wash
	qRT-PCR
	High
	50
	DFS

	MAGE-A6
	Lung, HNSCC, Ovarian and Gastric
	Blood, Tissue and Peritoneal wash
	qRT-PCR and Semi-nested PCR
	High
	28, 35, 38, 50, 52
	OS and DFS

	MAGE-A8
	-
	-
	-
	-
	-
	-

	MAGE-A9
	-
	-
	-
	-
	-
	-

	MAGE-A10
	NSCLC
	Tissue
	qRT-PCR
	High
	30, 35
	OS

	MAGE-A11
	-
	-
	-
	-
	-
	-

	MAGE-A12
	Ovarian
	Blood and Tissue
	Semi-nested PCR
	High
	38
	OS

	Protein expression

	MAGE-A1
	Breast, ESCC LSCC and Endometrial
	FFPE
	IHC and TMA
	High
	25, 33, 61, 65
	OS and DFS

	MAGE-A2
	Lung
	FFPE
	IHC and TMA
	High
	39
	OS

	MAGE-A3
	Breast, NSCLC, HCC, Pancreatic, IHCC, Gastric and Bladder
	FFPE and Tissue
	IHC and TMA
	High
	25, 26, 40, 51, 54, 55, 66
	OS, DFS and PFS

	MAGE-A4
	Breast, HCC HNSCC, IHCC, Bladder, NSCLC and Endometrial
	FFPE and Tissue
	IHC and TMA
	High
	25, 40, 49, 54, 58, 62, 65
	OS, DFS and PFS

	MAGE-A5
	-
	-
	-
	-
	-
	-

	MAGE-A6
	Gastric
	FFPE
	IHC and TMA
	High
	67
	OS

	MAGE-A8
	-
	-
	-
	-
	-
	-

	MAGE-A9
	HCC, LSCC, Breast, ovarian, Lung, CRC, NSCLC and Bladder
	Tissue and FFPE
	IHC and TMA
	High
	29, 31, 33, 42 & 43, 45, 46, 47, 58
	OS, DFS and PFS

	MAGE-A10
	-
	-
	-
	-
	-
	-

	MAGE-A11
	LSCC, ESCC and HNSCC
	FFPE
	IHC and TMA
	High
	33, 36, 53, 68
	OS

	MAGE-A12
	Gastric
	FFPE
	IHC and TMA
	High
	41
	OS



39

qRT-PCR (quantitative real time-Polymerase chain reaction), MAGE-A (Melanoma associated antigen-A), NSCLC (Non-small cell lung cancer) HCC (Hepatocellular carcinoma), LSCC (Laryngeal squamous cell carcinoma), HNSCC (head and neck squamous cell carcinoma), IHCC (Intrahepatic cholagiocarcinoma), NHL (Non- Hodgkin lymphoma) and ESCC (Esophageal squamous cell carcinoma), IHC (Immunohistochemistry), FFPE (Formalin fixed paraffin embedded), MAGE-A (Melanoma associated antigen-A), TMA (Tissue microarray), NSCLC (Non-small cell lung cancer) HCC (Hepatocellular carcinoma), LSCC (Laryngeal squamous cell carcinoma), HNSCC (head and neck squamous cell carcinoma), IHCC (Intrahepatic cholagiocarcinoma), NHL (Non- Hodgkin lymphoma) and ESCC (Esophageal squamous cell carcinoma)
Supplementary Table 3: Prognostic value of the pan-cancer analysis of the MAGE-A members 

	Bladder Cancer

	Gene
	HR
	95%CI
	P value
	FDR

	MAGEA1
	0.59
	(0.42-0.83)
	0.0025
	50%

	MAGEA2
	0.49
	(0.36-0.67)
	7.40E-06
	1%

	MAGEA3
	0.76
	(0.56-1.03)
	0.074
	100%

	MAGEA4
	0.73
	(0.52-1.01)
	0.0547
	100%

	MAGEA6
	0.74
	(0.51-1.04)
	0.0786
	100%

	MAGEA8
	1.56
	(1.13-2.14)
	0.0059
	50%

	MAGEA9
	1.16
	(0.86-1.57)
	0.3339
	100%

	MAGEA10
	0.79
	(0.56-1.12)
	0.1837
	100%

	MAGEA11
	0.77
	(0.57-1.03)
	0.079
	100%

	MAGEA12
	0.69
	(0.51-0.93)
	0.0144
	50%

	Breast Cancer

	Gene
	HR
	95%CI
	P value
	FDR

	MAGEA1
	1.17
	(0.85-1.63)
	0.3321
	100%

	MAGEA2
	0.44
	(0.28-0.67)
	9.30E-05
	10%

	MAGEA3
	0.57
	(0.4-0.82)
	0.0022
	50%

	MAGEA4
	2.17
	(1.56-3.02)
	2.50E-06
	1%

	MAGEA6
	0.7
	(0.47-1.04)
	0.0751
	100%

	MAGEA8
	1.36
	(0.97-1.9)
	0.0765
	100%

	MAGEA9
	2.07
	(1.49-2.88)
	8.90E-06
	1%

	MAGEA10
	0.65
	(0.47-0.9)
	0.0087
	50%

	MAGEA11
	0.81
	(0.58-1.12)
	0.1933
	100%

	MAGEA12
	2.19
	(1.57-3.05)
	2.40E-06
	1%

	Cervical squamous cell carcinoma

	Gene
	HR
	95%CI
	P value
	FDR

	MAGEA1
	0.55
	(0.29-1.06)
	0.0686
	100%

	MAGEA2
	0.49
	(0.29-0.82)
	5.30E-03
	50%

	MAGEA3
	0.57
	(0.36-0.91)
	0.0161
	50%

	MAGEA4
	1.95
	(1.2-3.19)
	0.0064
	50%

	MAGEA6
	0.52
	(0.31-0.87)
	0.0105
	50%

	MAGEA8
	0.74
	(0.45-1.21)
	0.2258
	100%

	MAGEA9
	2.1
	(1.3-3.41)
	0.0021
	50%

	MAGEA10
	0.68
	(0.41-1.13)
	0.1345
	100%

	MAGEA11
	0.44
	(0.27-0.71)
	0.0006
	5%

	MAGEA12
	1.6
	(0.99-2.57)
	0.0511
	100%

	Esophageal adenocarcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	0.49
	(0.25-0.95)
	0.0305
	50%

	MAGEA2
	0.76
	(0.4-1.47)
	0.4209
	100%

	MAGEA3
	0.61
	(0.28-1.34)
	0.2128
	100%

	MAGEA4
	1.58
	(0.83-3)
	0.1592
	100%

	MAGEA6
	2.26
	(1.11-4.6)
	0.0208
	50%

	MAGEA8
	0.52
	(0.26-1.01)
	0.0497
	over50%

	MAGEA9
	1.94
	(1.01-3.72)
	0.0417
	over50%

	MAGEA10
	0.47
	(0.2-1.12)
	0.0824
	100%

	MAGEA11
	0.65
	(0.33-1.28)
	0.2079
	100%

	MAGEA12
	0.74
	(0.39-1.4)
	0.3471
	100%

	Esophageal squamous cell carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	0.56
	(0.24-1.32)
	0.1766
	100%

	MAGEA2
	0.56
	(0.24-1.31)
	0.172
	100%

	MAGEA3
	0.47
	(0.17-1.25)
	0.1209
	100%

	MAGEA4
	1.55
	(0.69-3.48)
	0.2837
	100%

	MAGEA6
	0.69
	(0.31-1.56)
	0.373
	100%

	MAGEA8
	0.76
	(0.34-1.7)
	0.503
	100%

	MAGEA9
	0.7
	(0.31-1.58)
	0.3892
	100%

	MAGEA10
	1.84
	(0.79-4.27)
	0.153
	100%

	MAGEA11
	1.44
	(0.59-3.53)
	0.42
	100%

	MAGEA12
	2.14
	(0.97-4.72)
	0.0544
	100%

	Head and neck squamous cell carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	0.63
	(0.48-0.83)
	0.001
	20%

	MAGEA2
	0.75
	(0.57-0.98)
	0.0363
	50%

	MAGEA3
	0.73
	(0.55-0.97)
	0.0288
	over50%

	MAGEA4
	1.54
	(1.16-2.04)
	0.0023
	over50%

	MAGEA6
	0.82
	(0.62-1.07)
	0.1378
	100%

	MAGEA8
	1.19
	(0.87-1.62)
	0.2691
	100%

	MAGEA9
	1.58
	(1.18-2.1)
	0.0017
	over50%

	MAGEA10
	0.58
	(0.44-0.77)
	0.0001
	5%

	MAGEA11
	0.83
	(0.62-1.12)
	0.2321
	100%

	MAGEA12
	1.76
	(1.32-2.34)
	9.50E-05
	5%

	Kidney renal clear cell carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	2.19
	(1.62-2.95)
	1.40E-07
	1%

	MAGEA2
	1.89
	(1.39-2.57)
	3.20E-05
	2%

	MAGEA3
	1.13
	(0.82-1.57)
	0.4472
	100%

	MAGEA4
	0.39
	(0.29-0.52)
	1.70E-10
	1%

	MAGEA6
	2.1
	(1.54-2.87)
	1.60E-06
	1%

	MAGEA8
	0.74
	(0.54-1.02)
	0.0662
	100%

	MAGEA9
	0.38
	(0.28-0.52)
	9.60E-11
	1%

	MAGEA10
	1.89
	(1.39-2.58)
	4.40E-05
	2%

	MAGEA11
	1.6
	(1.15-2.23)
	0.0053
	50%

	MAGEA12
	0.38
	(0.28-0.51)
	4.00E-11
	1%

	Kidney renal papillary cell carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	0.57
	(0.31-1.05)
	0.0656
	100%

	MAGEA2
	0.56
	(0.31-1.01)
	0.0506
	100%

	MAGEA3
	0.6
	(0.33-1.11)
	0.1023
	100%

	MAGEA4
	0.76
	(0.42-1.39)
	0.3779
	100%

	MAGEA6
	2.12
	(1.16-3.88)
	0.0121
	over50%

	MAGEA8
	1.4
	(0.72-2.72)
	0.3184
	100%

	MAGEA9
	0.77
	(0.42-1.39)
	0.3798
	100%

	MAGEA10
	2.23
	(1.19-4.16)
	0.0099
	over50%

	MAGEA11
	1.43
	(0.78-2.63)
	0.2447
	100%

	MAGEA12
	0.58
	(0.31-1.11)
	0.0959
	100%

	Liver hepatocellular carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.62
	(1.11-2.35)
	0.011
	over50%

	MAGEA2
	0.76
	(0.53-1.08)
	0.1261
	100%

	MAGEA3
	0.59
	(0.42-0.84)
	0.0027
	over50%

	MAGEA4
	0.45
	(0.32-0.64)
	6.20E-06
	1%

	MAGEA6
	1.56
	(1.07-2.28)
	0.0192
	over50%

	MAGEA8
	0.54
	(0.38-0.76)
	0.0004
	20%

	MAGEA9
	0.38
	(0.27-0.54)
	1.90E-08
	1%

	MAGEA10
	0.6
	(0.41-0.86)
	0.0053
	over50%

	MAGEA11
	1.69
	(1.17-2.44)
	0.0044
	over50%

	MAGEA12
	0.42
	(0.3-0.6)
	5.10E-07
	1%

	Lung adenocarcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.37
	(1-1.88)
	0.049
	over50%

	MAGEA2
	0.82
	(0.59-1.15)
	0.25
	100%

	MAGEA3
	0.59
	(0.44-0.8)
	5.00E-04
	20%

	MAGEA4
	0.8
	(0.59-1.07)
	0.14
	100%

	MAGEA6
	1.34
	(1-1.79)
	0.0523
	100%

	MAGEA8
	2.03
	(1.48-2.78)
	8.40E-06
	1%

	MAGEA9
	1.47
	(1.06-2.02)
	0.019
	over50%

	MAGEA10
	0.75
	(0.55-1.02)
	0.066
	100%

	MAGEA11
	0.81
	(0.58-1.12)
	0.2003
	100%

	MAGEA12
	0.78
	(0.58-1.05)
	0.0987
	100%

	Lung squamous cell carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.48
	(1.06-2.06)
	0.0195
	over50%

	MAGEA2
	0.71
	(0.54-0.95)
	0.0189
	over50%

	MAGEA3
	0.7
	(0.51-0.97)
	0.0298
	over50%

	MAGEA4
	0.69
	(0.53-0.91)
	0.0088
	over50%

	MAGEA6
	0.81
	(0.6-1.09)
	0.1693
	100%

	MAGEA8
	0.76
	(0.58-1)
	0.051
	100%

	MAGEA9
	0.74
	(0.56-0.97)
	0.0291
	over50%

	MAGEA10
	1.33
	(1.01-1.75)
	0.0395
	over50%

	MAGEA11
	0.82
	(0.61-1.11)
	0.2092
	100%

	MAGEA12
	0.76
	(0.58-0.99)
	0.0446
	over50%

	Ovarian cancer

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.27
	(0.98-1.65)
	0.0668
	100%

	MAGEA2
	1.34
	(1.01-1.78)
	0.0447
	over50%

	MAGEA3
	0.83
	(0.64-1.08)
	0.1633
	100%

	MAGEA4
	1.69
	(1.29-2.22)
	0.0001
	2%

	MAGEA6
	0.9
	(0.69-1.18)
	0.4569
	100%

	MAGEA8
	1.24
	(0.94-1.63)
	0.1332
	100%

	MAGEA9
	1.77
	(1.32-2.39)
	0.0001
	5%

	MAGEA10
	0.62
	(0.46-0.83)
	0.0014
	20%

	MAGEA11
	0.7
	(0.53-0.91)
	0.007
	over50%

	MAGEA12
	1.62
	(1.21-2.16)
	0.0012
	50%

	Pancreatic ductal adenocarcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.46
	(0.94-2.27)
	0.094
	100%

	MAGEA2
	0.5
	(0.32-0.78)
	0.0021
	10%

	MAGEA3
	0.54
	(0.35-0.81)
	0.0029
	50%

	MAGEA4
	0.56
	(0.37-0.84)
	0.0046
	50%

	MAGEA6
	1.31
	(0.84-2.05)
	0.224
	100%

	MAGEA8
	1.77
	(1.09-2.89)
	0.0197
	over50%

	MAGEA9
	1.8
	(1.09-2.98)
	0.021
	over50%

	MAGEA10
	1.56
	(0.94-2.59)
	0.0847
	100%

	MAGEA11
	0.58
	(0.37-0.89)
	0.0119
	over50%

	MAGEA12
	2.39
	(1.39-4.1)
	0.0012
	50%

	Pheochromocytoma and Paraganglioma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.97
	(0.38-10.17)
	0.4107
	100%

	MAGEA2
	0.3
	(0.06-1.47)
	0.1136
	100%

	MAGEA3
	3.08
	(0.36-26.39)
	0.2793
	100%

	MAGEA4
	3.29
	(0.6-17.99)
	0.1451
	100%

	MAGEA6
	2.59
	(0.29-23.22)
	0.3759
	100%

	MAGEA8
	10.44
	(1.17-93.52)
	0.009
	over50%

	MAGEA9
	6.79
	(0.79-58.7)
	0.0447
	over50%

	MAGEA10
	0.32
	(0.06-1.63)
	0.1507
	100%

	MAGEA11
	0.15
	(0.02-1.29)
	0.0462
	over50%

	MAGEA12
	3.48
	(0.64-19.01)
	0.1258
	100%

	Rectum adenocarcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.78
	(0.81-3.89)
	0.142
	100%

	MAGEA2
	0.52
	(0.22-1.2)
	0.119
	100%

	MAGEA3
	2.16
	(0.96-4.85)
	0.0557
	100%

	MAGEA4
	1.47
	(0.68-3.2)
	0.3223
	100%

	MAGEA6
	2.11
	(0.94-4.75)
	0.0665
	100%

	MAGEA8
	0.47
	(0.18-1.25)
	0.1226
	100%

	MAGEA9
	1.88
	(0.86-4.13)
	0.1074
	100%

	MAGEA10
	0.59
	(0.27-1.28)
	0.178
	100%

	MAGEA11
	1.97
	(0.88-4.4)
	0.0926
	100%

	MAGEA12
	1.86
	(0.85-4.08)
	0.1138
	100%

	Sarcoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	1.59
	(1.06-2.39)
	0.0233
	over50%

	MAGEA2
	0.71
	(0.46-1.1)
	0.1229
	100%

	MAGEA3
	0.62
	(0.39-0.99)
	0.042
	over50%

	MAGEA4
	1.3
	(0.88-1.94)
	0.1914
	100%

	MAGEA6
	1.5
	(0.99-2.25)
	0.0518
	100%

	MAGEA8
	0.83
	(0.55-1.24)
	0.3576
	100%

	MAGEA9
	1.5
	(1-2.23)
	0.0464
	over50%

	MAGEA10
	0.61
	(0.4-0.94)
	0.0226
	over50%

	MAGEA11
	0.69
	(0.46-1.05)
	0.079
	100%

	MAGEA12
	1.51
	(1-2.27)
	0.0475
	over50%

	Stomach adenocarcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	0.76
	(0.53-1.09)
	0.1306
	100%

	MAGEA2
	0.72
	(0.52-1)
	0.048
	over50%

	MAGEA3
	1.55
	(1.12-2.14)
	0.0077
	over50%

	MAGEA4
	1.33
	(0.96-1.85)
	0.0876
	100%

	MAGEA6
	0.85
	(0.61-1.18)
	0.3417
	100%

	MAGEA8
	0.83
	(0.59-1.16)
	0.264
	100%

	MAGEA9
	1.53
	(1.1-2.12)
	0.011
	over50%

	MAGEA10
	0.73
	(0.52-1.03)
	0.0702
	100%

	MAGEA11
	1.46
	(1.02-2.07)
	0.0365
	over50%

	MAGEA12
	1.6
	(1.15-2.24)
	0.0055
	over50%

	Testicular Germ Cell Tumor

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	4.89
	(0.5-47.67)
	0.1314
	100%

	MAGEA2
	3.29
	(0.34-31.66)
	0.2747
	100%

	MAGEA3
	4.15
	(0.41-42.41)
	0.1976
	100%

	MAGEA4
	4.35
	(0.43-44.08)
	0.1789
	100%

	MAGEA6
	5.38
	(0.49-59.47)
	0.1235
	100%

	MAGEA8
	5.26
	(0.54-51.45)
	0.1124
	100%

	MAGEA9
	0
	(0-lnf)
	0.1935
	100%

	MAGEA10
	4.57
	(0.41-50.42)
	0.1726
	100%

	MAGEA11
	0.37
	(0.03-4.18)
	0.408
	100%

	MAGEA12
	6.46
	(0.65-63.88)
	0.0697
	100%

	Thymoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	3.83
	(0.77-19.13)
	0.0807
	100%

	MAGEA2
	4.25
	(1.06-17.07)
	0.0264
	over50%

	MAGEA3
	2.13
	(0.55-8.3)
	0.2658
	100%

	MAGEA4
	2.87
	(0.58-14.27)
	0.1766
	100%

	MAGEA6
	0.13
	(0.03-0.62)
	0.0027
	50%

	MAGEA8
	3.49
	(0.43-28.02)
	0.2103
	100%

	MAGEA9
	0
	(0-lnf)
	0.044
	over50%

	MAGEA10
	19.51
	(2.43-156.67)
	9.00E-05
	2%

	MAGEA11
	0.14
	(0.03-0.59)
	0.0022
	20%

	MAGEA12
	4.79
	(0.6-38.32)
	0.103
	100%

	Thyroid carcinoma

	Gene
	HR
	95%CI
	P value 
	FDR

	MAGEA1
	0.3
	(0.09-1.07)
	0.049
	over50%

	MAGEA2
	2.6
	(0.94-7.19)
	0.0567
	100%

	MAGEA3
	2.58
	(0.96-6.9)
	0.0506
	100%

	MAGEA4
	0.12
	(0.03-0.52)
	0.0008
	50%

	MAGEA6
	1.79
	(0.62-5.15)
	0.2749
	100%

	MAGEA8
	0.44
	(0.16-1.22)
	0.1034
	100%

	MAGEA9
	0.11
	(0.02-0.48)
	0.0004
	20%

	MAGEA10
	0.17
	(0.02-1.3)
	0.0523
	100%

	MAGEA11
	1.62
	(0.56-4.67)
	0.3672
	100%

	MAGEA12
	0.12
	(0.03-0.52)
	0.0007
	50%



[image: ]
Supplementary Figure 1: Summary of the prognostically significant members of the MAGE-A and associated cancer types.  MAGE-A (Melanoma Associated Antigen-A), NSCLC (Non-small cell lung cancer) HCC (Hepatocellular carcinoma), LSCC (Laryngeal squamous cell carcinoma), HNSCC (head and neck squamous cell carcinoma), IHCC (Intrahepatic cholagiocarcinoma), NHL (Non- Hodgkin lymphoma) , RCC (Renal cell carcinoma), ESCC (Esophageal squamous cell carcinoma) and CRC (colorectal cancer)
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