
Supplementary Figure S1: Oct‐4 expression in various cancers 



gene  analysis  cancer (n)  healthy tissue (n)  P value  Reference 

0ct4  1  Adult Male Germ Cell Tumor (91)  Normal Testis (6)    1.1E-16  Korkola - Cancer Res 2006/01/20 

0ct4  2  Primary Colon Carcinoma (53)  Adjacent Normal Colon Mucosa (28)    3.2E-9  Ki - Int J Cancer 2007/11/11 

0ct4  3  Bladder Carcinoma (109)  Normal Bladder (48)    1.3E-8 
Sanchez-Carbayo - J Clin Oncol 
2006/02/10 

0ct4  4 

Superficial Papillary Transitional Cell Carcinoma 
(22), Muscle-Invasive Bladder Transitional Cell 
Carcinoma (28)  Normal Bladder (4)    1.6E-7 

Modlich - Clin Cancer Res 
2004/05/26 

0ct4  5  Ovarian Endometrioid Adenocarcinoma (37)  Normal Ovary (4)    1.4E-6  Hendrix - Cancer Res 2006/02/02 

0ct4  6  Ovarian Clear Cell Adenocarcinoma (8)  Normal Ovary (4)    1.4E-5  Hendrix - Cancer Res 2006/02/02 

0ct4  7  Oligodendroglioma (50) 
Normal Brain From Epilepsy Patient 
(23)    1.4E-5  Sun - Cancer Cell 2006/04/17 

0ct4  8  Ovarian Adenocarcinoma (31)  Normal Ovary (3)    3E-5 
Lancaster - J Soc Gynecol 
Investig 2004/01/01 

0ct4  9  Ovarian Serous Adenocarcinoma (41)  Normal Ovary (4)    4.3E-5  Hendrix - Cancer Res 2006/02/02 

0ct4  10  Clear Cell Renal Cell Carcinoma (10)  Normal Kidney Tissue (10)    1.2E-4 
Gumz - Clin Cancer Res 
2007/08/15 

0ct4  11  Embryonal Carcinoma (11)  Normal Testis (3)    1.3E-4 
Skotheim - Cancer Res 
2005/07/04 

0ct4  12  Glioblastoma Multiforme (77) 
Normal Brain From Epilepsy Patient 
(23)    1.8E-4  Sun - Cancer Cell 2006/04/17 

0ct4  13  Ovarian Mucinous Adenocarcinoma (13)  Normal Ovary (4)    3.8E-4  Hendrix - Cancer Res 2006/02/02 

0ct4  14  Lung Adenocarcinoma (139)  Normal Lung (17)    3.9E-4 
Bhattacharjee - Proc Natl Acad Sci 
U S A 2001/11/20 

0ct4  15  Astrocytoma (26) 
Normal Brain From Epilepsy Patient 
(23)    3.9E-4  Sun - Cancer Cell 2006/04/17 

0ct4  16  B-Cell Chronic Lymphocytic Leukemia (34)  Normal B-Cells (25)    7E-4  Basso - Nat Genet 2005/03/31 

0ct4  17  Pancreatic Adenocarcinoma (10) 
Normal Pancreas (5), Chronic 
Pancreatitis (5)    8.6E-4  Logsdon - Cancer Res 2003/05/15 

0ct4  18  Seminoma (23)  Normal Testis (14)    0.001 
Sperger - Proc Natl Acad Sci U S 
A 2003/11/11 

0ct4  19  Prostate Carcinoma (64)  Normal Prostate (23)    0.009  Yu - J Clin Oncol 2004/07/15 



Overexpression of Oct4 was found in in CLL compared to normal B-cells (P = 7E-4)[1]; oligodendroglioma, glioblastoma multiforme 
and astrocytoma compared to normal brain (P = 1.4E-5, P = 1.8E-4, P = 3.9E-4)[2]; in bladder carcinoma compared to normal 
bladder in two studies (P = 1.3E-8, P = 1.6E-7)[3; 4]; in primary colon cancer compared to normal adjacent mucosa (P = 3.2E-9)[5]; 
in lung adenocarcinoma compared to normal lung (P = 3.9E-4)[6]; in prostate cancer compared to normal prostate (P = .009)[7]; in 
testis tumor compared to normal testis (P = 1.1E-16, 1.3E-4)[8; 9]; in ovarian carcinoma compared to normal ovary (P = 3E-5, P = 
1.4E-6, P = 1.4E-5, P = 4.3E-5, P = 3.8E-4)[10; 11]; in pancreatic cancer compared to normal pancreas (P = 8.6E-4) [12] and in 
clear cell carcinoma compared to normal kidney tissue (P = 1.2E-4)[13]. 
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Supplementary Figure S2: Sox2 expression in various cancers 



gene  analysis  cancer (n)  healthy tissue (n)  P value  Reference 

Sox2  1  Oligodendroglioma (50)  Normal Brain From Epilepsy Patient (23)    8.1E-23  Sun - Cancer Cell 2006/04/17 

Sox2  2  Glioblastoma Multiforme (77)  Normal Brain From Epilepsy Patient (23)    4.2E-22  Sun - Cancer Cell 2006/04/17 

Sox2  3  Astrocytoma (26)  Normal Brain From Epilepsy Patient (23)    4.4E-9  Sun - Cancer Cell 2006/04/17 

Sox2  4  Squamous Cell Lung Carcinoma (21)  Normal Lung (17)    9.7E-9 
Bhattacharjee - Proc Natl Acad Sci U 
S A 2001/11/20 

Sox2  5  Seminoma (23)  Normal Testis (14)    2.1E-7 
Sperger - Proc Natl Acad Sci U S A 
2003/11/11 

Sox2  6  Adult Male Germ Cell Tumor (91)  Normal Testis (6)    7.4E-6  Korkola - Cancer Res 2006/01/20 

Sox2  7  Carcinoid (20)  Normal Lung (17)    3.3E-5 
Bhattacharjee - Proc Natl Acad Sci U 
S A 2001/11/20 

Sox2  8 
Anaplastic Oligoastrocytoma (4), 
Anaplastic Oligodendroglioma (23)  Normal Brain (6)    3.7E-4  French - Cancer Res 2005/12/16 

Sox2  9  Lung Adenocarcinoma (31)  Normal Lung (31)    4.2E-4  Su - BMC Genomics 2007/06/01 

Sox2  10  Hepatocellular Carcinoma (35)  Normal Liver (10)    4.6E-4  Wurmbach - Hepatology 2007/04/01 

Sox2  11  Astrocytoma (45)  Normal Neocortex of Temporal Lobe (6)    6.6E-4  Rickman - Cancer Res 2001/09/15 

Sox2  12  Glioblastoma Multiforme (25)  Normal White Matter (7)    0.001  Shai - Oncogene 2003/07/31 

Sox2  13  Squamous Cell Lung Carcinoma (5)  Normal Lung (5)    0.001  Wachi - Wachi_Lung 

Sox2  14  Small Cell Lung Cancer (6)  Normal Lung (17)    0.002 
Bhattacharjee - Proc Natl Acad Sci U 
S A 2001/11/20 

Sox2  15  Lung Adenocarcinoma (139)  Normal Lung (17)    0.002 
Bhattacharjee - Proc Natl Acad Sci U 
S A 2001/11/20 

Sox2  16  Lung Adenocarcinoma (20)  Normal Lung (19)    0.004  Stearman - Am J Pathol 2005/11/29 

Sox2  17  Adjacent Non-Tumoral (12)  Normal colon (10)    0.004  Hong - Clin Cancer Res 2007/02/23 

Sox2  18  Cervical Cancer (20)  Normal (8)    0.004  Pyeon - Cancer Res 2007/05/15 

Sox2  19  Prostate Carcinoma (23)  Non-neoplastic Prostate (3)    0.004  LaTulippe - Cancer Res 2002/08/01 

Sox2  20  Bladder Carcinoma (109)  Normal Bladder (48)    0.005 
Sanchez-Carbayo - J Clin Oncol 
2006/02/10 



Overexpression of Sox2 was found in brain cancers compared to normal brain (P = 8.1E-23,  P = 4.2E-22, P = 4.4E-9, P = 3.7E-4, 
P = 6.6E-4, P = .001)[1; 2; 3; 4]; in hepatocellular carcinoma compared to normal liver (P = 4.6E-4) [5]; in bladder carcinoma 
compared to normal bladder (P = .005)[6]; in primary colon cancer compared to normal adjacent mucosa (P = .004)[7]; in lung 
adenocarcinoma compared to normal lung (P = 3.3E-5, P = .001, P = .002, P = 9.7E-9, 4.2E-4, P = .002, P = .004)[8; 9; 10; 11]; in 
prostate cancer compared to normal prostate (P = .004)[12]; in seminoma compared to normal testis (P = 7.4E-6)[13]. 

 

[1] L. Sun, A.M. Hui, Q. Su, A. Vortmeyer, Y. Kotliarov, S. Pastorino, A. Passaniti, J. Menon, J. Walling, R. Bailey, M. Rosenblum, 
T. Mikkelsen, and H.A. Fine, Neuronal and glioma-derived stem cell factor induces angiogenesis within the brain. Cancer 
Cell 9 (2006) 287-300. 

[2] P.J. French, S.M. Swagemakers, J.H. Nagel, M.C. Kouwenhoven, E. Brouwer, P. van der Spek, T.M. Luider, J.M. Kros, M.J. van 
den Bent, and P.A. Sillevis Smitt, Gene expression profiles associated with treatment response in oligodendrogliomas. 
Cancer Res 65 (2005) 11335-44. 

[3] R. Shai, T. Shi, T.J. Kremen, S. Horvath, L.M. Liau, T.F. Cloughesy, P.S. Mischel, and S.F. Nelson, Gene expression profiling 
identifies molecular subtypes of gliomas. Oncogene 22 (2003) 4918-23. 

[4] D.S. Rickman, M.P. Bobek, D.E. Misek, R. Kuick, M. Blaivas, D.M. Kurnit, J. Taylor, and S.M. Hanash, Distinctive molecular 
profiles of high-grade and low-grade gliomas based on oligonucleotide microarray analysis. Cancer Res 61 (2001) 6885-91. 

[5] E. Wurmbach, Y.B. Chen, G. Khitrov, W. Zhang, S. Roayaie, M. Schwartz, I. Fiel, S. Thung, V. Mazzaferro, J. Bruix, E. 
Bottinger, S. Friedman, S. Waxman, and J.M. Llovet, Genome-wide molecular profiles of HCV-induced dysplasia and 
hepatocellular carcinoma. Hepatology 45 (2007) 938-47. 

[6] M. Sanchez-Carbayo, N.D. Socci, J. Lozano, F. Saint, and C. Cordon-Cardo, Defining molecular profiles of poor outcome in 
patients with invasive bladder cancer using oligonucleotide microarrays. J Clin Oncol 24 (2006) 778-89. 

[7] Y. Hong, K.S. Ho, K.W. Eu, and P.Y. Cheah, A susceptibility gene set for early onset colorectal cancer that integrates diverse 
signaling pathways: implication for tumorigenesis. Clin Cancer Res 13 (2007) 1107-14. 

[8] A. Bhattacharjee, W.G. Richards, J. Staunton, C. Li, S. Monti, P. Vasa, C. Ladd, J. Beheshti, R. Bueno, M. Gillette, M. Loda, G. 
Weber, E.J. Mark, E.S. Lander, W. Wong, B.E. Johnson, T.R. Golub, D.J. Sugarbaker, and M. Meyerson, Classification of 
human lung carcinomas by mRNA expression profiling reveals distinct adenocarcinoma subclasses. Proc Natl Acad Sci U S 
A 98 (2001) 13790-5. 



[9] S. Wachi, K. Yoneda, and R. Wu, Interactome-transcriptome analysis reveals the high centrality of genes differentially 
expressed in lung cancer tissues. Bioinformatics 21 (2005) 4205-8. 

[10] L.J. Su, C.W. Chang, Y.C. Wu, K.C. Chen, C.J. Lin, S.C. Liang, C.H. Lin, J. Whang-Peng, S.L. Hsu, C.H. Chen, and C.Y. 
Huang, Selection of DDX5 as a novel internal control for Q-RT-PCR from microarray data using a block bootstrap re-
sampling scheme. BMC Genomics 8 (2007) 140. 

[11] R.S. Stearman, L. Dwyer-Nield, L. Zerbe, S.A. Blaine, Z. Chan, P.A. Bunn, Jr., G.L. Johnson, F.R. Hirsch, D.T. Merrick, W.A. 
Franklin, A.E. Baron, R.L. Keith, R.A. Nemenoff, A.M. Malkinson, and M.W. Geraci, Analysis of orthologous gene expression 
between human pulmonary adenocarcinoma and a carcinogen-induced murine model. Am J Pathol 167 (2005) 1763-75. 

[12] E. LaTulippe, J. Satagopan, A. Smith, H. Scher, P. Scardino, V. Reuter, and W.L. Gerald, Comprehensive gene expression 
analysis of prostate cancer reveals distinct transcriptional programs associated with metastatic disease. Cancer Res 62 
(2002) 4499-506. 

[13] J.E. Korkola, J. Houldsworth, R.S. Chadalavada, A.B. Olshen, D. Dobrzynski, V.E. Reuter, G.J. Bosl, and R.S. Chaganti, 
Down-regulation of stem cell genes, including those in a 200-kb gene cluster at 12p13.31, is associated with in vivo 
differentiation of human male germ cell tumors. Cancer Res 66 (2006) 820-7. 

 
 



Supplementary Figure S3: KLF4 expression in various cancer 



Gene  Analysis  cancer (n)  healthy tissue (n)  P value  Reference 

Klf4  1  Hairy Cell Leukemia (16)  Normal B-Cells (25)    2E-4  Basso - Nat Genet 2005/03/31 

Klf4  2  Prostate Carcinoma (23)  Non-neoplastic Prostate (3)    5.5E-4 
LaTulippe - Cancer Res 
2002/08/01 

Klf4  3 
Acute Lymphoblastic Leukemia (TEL/
AML-1 Genotype) (20) 

Normal Pre B-Cell (CD19+, 2lg-) (5), Normal 
Immature B-Cell (CD19+, slg+) (3)    9.6E-4  Maia - Cancer Res 2005/11/03 

Klf4  4  Glioblastoma (31)  Normal Brain (4)    0.001  Bredel - Cancer Res 2005/10/05 

Klf4  5  Seminoma (23)  Normal Testis (14)    0.003 
Sperger - Proc Natl Acad Sci U S 
A 2003/11/11 

Klf4  6  Smoldering Mulitple Myeloma (12)  Normal Bone Marrow (22)    0.004  Zhan - Blood 2006/10/06 

Klf4  7  Benign Prostate (6)  Normal Testis (3)    0.008 
Skotheim - Cancer Res 
2005/07/04 

Klf4  8  Prostate Carcinoma (7)  Normal Testis (3)    0.01 
Varambally - Cancer Cell 
2005/11/15 



Klf4 was significantly overexpressed in acute lymphoblastic leukemia compared to normal pre-B cells  (P = 9.6E-4)[1]; in hairy cell 
leukemia compared to normal B-cell (P = 2E-4)[2]; in multiple myeloma compared to normal bone marrow (P = .004)[3]; in brain 
tumors compared to normal brain (P = .001)[4]; in prostate cancer compared to normal prostate (P = .01, P = 5.5E-4,)[5; 6]; in yolk 
sac tumor compared to normal testis (P = .008)[7]. 
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Supplementary Figure S4: c‐Myc expression in various cancers 



Figure 4 (end) 



gene  analysis  cancer (n)  healthy tissue (n)  P value  Reference 

c‐Myc  1  Burkitt Lymphoma (31)  Normal B‐Cells (25)    3.7E‐14 
Basso ‐ Nat Genet 
2005/03/31 

c‐Myc  2  Oligodendroglioma (50) 
Normal Brain From Epilepsy Patient 
(23)    7.4E‐12 

Sun ‐ Cancer Cell 
2006/04/17 

c‐Myc  3  Glioblastoma Multiforme (77) 
Normal Brain From Epilepsy Patient 
(23)    1E‐11 

Sun ‐ Cancer Cell 
2006/04/17 

c‐Myc  4  Multiple Myeloma (4)  Normal B‐Cells (25)    5.2E‐11 
Basso ‐ Nat Genet 
2005/03/31 

c‐Myc  5  Astrocytoma (26) 
Normal Brain From Epilepsy Patient 
(23)    4.9E‐10 

Sun ‐ Cancer Cell 
2006/04/17 

c‐Myc  6 
Diffuse Large B‐Cell 
Lymphoma (69)  Normal B‐Cells (25)    1.5E‐9 

Basso ‐ Nat Genet 
2005/03/31 

c‐Myc  7  Primary Colon Carcinoma (53)  Adjacent Normal Colon Mucosa (28)    6.8E‐9 
Ki ‐ Int J Cancer 
2007/11/11 

c‐Myc  8  Prostate Carcinoma (62)  Normal Prostate (41)    1.2E‐8 

Lapointe ‐ Proc Natl 
Acad Sci U S A 
2004/01/20 



c‐Myc  9 

Anaplastic Oligoastrocytoma 
(4), Anaplastic 
Oligodendroglioma (23)  Normal Brain (6)    6.8E‐8 

French ‐ Cancer Res 
2005/12/16 

c‐Myc  10 
Head and Neck Squamous Cell 
Carcinoma (41)  Normal Oral Mucosa (13)    1.5E‐7 

Ginos ‐ Cancer Res 
2004/01/19 

c‐Myc  11  Prostate Carcinoma (25) 

Normal Adjacent Prostate (2), Normal 
Adult Prostate (7), Normal Pubertal 
Prostate (3)    7E‐7 

Dhanasekaran ‐ 
FASEB J 2004/11/17 

c‐Myc  12  Prostate Carcinoma (30)  Benign Prostate (22)    1.1E‐6 
Tomlins ‐ Nat Genet 
2006/12/28 

c‐Myc  13  Carcinoid (20)  Normal Lung (17)    6.3E‐6 

Bhattacharjee ‐ Proc 
Natl Acad Sci U S A 
2001/11/20 

c‐Myc  14  Colorectal Carcinoma (18)  Normal Colon (12)    8.2E‐6 
Graudens ‐ Genome 
Biol 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c‐Myc  17 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(31)  Normal 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(4)    2.2E‐5 
Bredel ‐ 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Res 
2005/10/05 

c‐Myc 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Myeloid 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c‐Myc  19  Colon 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 Normal Colon (18) 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‐ Cancer 
Res 2001/04/01 

c‐Myc  20  Prostate Carcinoma 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Yu 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J 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c‐Myc  22 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(8)  Normal 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‐ 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‐ 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c‐Myc  24  Prostate Carcinoma (23)  Non‐neoplastic Prostate (3)    1.3E‐4 
LaTulippe ‐ Cancer 
Res 2002/08/01 



c‐Myc  25  Breast Carcinoma (53)  Normal Breast (6)    1.6E‐4 
Finak ‐ Nat Med 
2008/05/01 

c‐Myc  26 
Clear Cell Renal Cell 
Carcinoma (10)  Normal Kidney Tissue (10)    2.6E‐4 

Gumz ‐ Clin 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Res 2007/08/15 

c‐Myc  27  Lung Adenocarcinoma 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 29 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‐ Oncogene 
2003/07/31 

c‐Myc  30 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and 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(34)  Normal 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(4)    9.7E‐4 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Oncogene 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c‐Myc  31 
Primary Prostate Carcinoma 
(59) 

Normal Prostate (6), Benign Prostatic 
Hyperplasia (16)    0.002 

Dhanasekaran ‐ 
Nature 2001/08/23 

c‐Myc  32  Prostate Carcinoma (16)  Benign Prostatic Hyperplasia (9)    0.002 
Luo ‐ Cancer Res 
2001/06/15 



c‐Myc  33  Glioblastoma Multiforme (30)  Normal Brain (3)    0.004 
Liang ‐ Proc Natl Acad 
Sci U S A 2005/04/20 

c‐Myc  34 
Tongue Squamous Cell 
Carcinoma (31)  Normal Tongue (26)    0.004 

Talbot ‐ Cancer Res 
2005/04/18 

c‐Myc  35 
Smoldering Mulitple Myeloma 
(12)  Normal Bone Marrow (22)    0.004 

Zhan ‐ Blood 
2006/10/06 

c‐Myc  36  Prostate Carcinoma (52)  Normal Prostate (50)    0.005 
Singh ‐ Cancer Cell 
2002/03/01 

c‐Myc  37  Prostate Cancer (23)  Normal Prostate (4)    0.005 
Holzbeierlein ‐ Am J 
Pathol 2003/12/25 

c‐Myc  38 
Clear Renal Cell Carcinoma 
(26)  Normal Kidney (3)    0.006 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‐ 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J 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c‐Myc  39  Astrocytic Tumor (5)  Normal Brain (4)    0.006 
Bredel ‐ Cancer Res 
2005/10/05 

c‐Myc  40 
Primary Effusion Lymphoma 
(9)  Normal B‐Cells (25)    0.007 

Basso ‐ Nat Genet 
2005/03/31 

 



Overexpression of c-Myc was found in leukemia compared to normal bone marrow (P = 3.2E-5)[1]; in lymphoma compared to 
normal B-cell (P = .007, P = 3.7E-14, P = 5.2E-11, P = 1.5E-9)[2]; in smoldering myeloma and in multiple myeloma compared to 
normal bone marrow (P = .004, P = 1.1E-4)[3]; in brain tumors compared to normal brain (P = 2.2E-5, P = 1.1E-4, P = .006, P = 
.004, P = 7.4E-12, P = 1E-11, P = 4.9E-10, P = 6.8E-8, P = 7.3E-4)[4; 5; 6; 7; 8]; in head and neck cancer compared to the normal 
oral mucosa (P = 1.5E-7, P = 9.7E-4)[9; 10]; in primary colon cancer compared to normal adjacent mucosa (P = 6.8E-9, P = 8.2E-6, 
P = 4.2E-5)[11; 12; 13]; in breast carcinoma compared to normal breast (P = 1.6E-4)[14]; in lung adenocarcinoma compared to 
normal lung (P = .004, P = 6.3E-6, P = 6.8E-4)[15]; in tongue squamous cell carcinoma compared to normal tongue (P = .004)[16]; 
in pancreatic cancer compared to normal pancreas (P = 7.1E-4)[17]. in prostate cancer compared to normal prostate (P = 7E-7, P = 
.002, P = .005, P = 1.2E-8, P = 1.1E-6, P = 9.4E-6, P = 6.6E-5, P = 1.3E-4, P = .002)[18; 19; 20; 21; 22; 23; 24; 25; 26; 27; 28; 29]; 
in seminoma compared to normal testis (P = 2E-5)[30]; in clear cell carcinoma compared to normal kidney tissue (P = .006, P = 
2.6E-4)[31; 32] and in salivary-gland tumors compared to the normal (P = 9.9E-5) [33]. 
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Oct4 was significantly overexpressed in glioma grade IV compared to grade II and III (P = .002)[1]; in poorly differentiated breast 
carcinoma compared to well differentiated tumors from patients (P = .001)[2]; in head and neck cancers grade IV compared to 
grade I (P = .005)[3] and in metastatic sarcoma compared to non metatstatic sacrcoma (P = .002) (Expression Project for Oncology 
- Sarcoma Samples: https://expo.intgen.org/expo/public/ 2005/01/15) 
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Sox2 is overexpressed in bladder carcinoma grade III compare to grade I (P = .001) [1]; in glioma grade IV compared to grade II 
and III (P = .004)[2]; in head and neck cancers grade III and IV compared to grade I and II (P = .002)[3]; in breast tumors grade III 
compared to grade I in 8 independent studies (P = 8.4E-5; P = .001; P = .003; P = .004; P = .007; P = .009; P = .01); in colorectal 
carcinoma T stage 4 compared to T stages Tis and T1 (P = .005) (Expression Project for Oncology - Colon Samples: 
https://expo.intgen.org/expo/public/ 2005/01/15); in cervical carcinoma stage IV compared to stage I (P = .006)[4]; in endometrial 
carcinoma stage IV compared to stage I and T stage 4 compared to T stages 1 (P = 1.1E-4 and P = 1.7E-4) (Expression Project for 
Oncology - Endometrium Samples: https://expo.intgen.org/expo/public/ 2005/01/15); in metastatic sarcoma compared to non 
metastatic sarcoma (P = .007)[5]; in metastatic papillary renal cell carcinoma compared to non metastatic papillary renal cell 
carcinoma (P = .003)[6] and in thyroid gland carcinoma stage IV compared to stage I (P = 4E-4) (Expression Project for Oncology - 
Tyroid Samples: https://expo.intgen.org/expo/public/ 2005/01/15). 
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Klf4 is overexpressed in metastatic ovarian carcinoma compared to non metastatic ovarian carcinoma (P = .006) (Expression 
Project for Oncology - Ovarian Samples: https://expo.intgen.org/expo/public/ 2005/01/15); in prostate carcinoma stage III compared 
to stage II (P = .007)[1] and in primary melanoma tumors N stage 1 compared to N stage 0 (P = .002)[2]. 
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C-Myc is overexpressed in poorly differentiated lung adenocarcinoma compared to well differentiated lung carcinoma (P = 1.3E-
4)[1]; in ovarian carcinoma grade IV compared to grade I (P = 1.4E-4)[2]; in poorly differentiated pancreatic ductal adenocarcinoma 
compared to well differentiated pancreatic ductal adenocarcinoma (P = .009)[3]; in breast carcinoma grade III compared to grade I 
(P = .003)[4]; in breast ductal carcinoma stage N1 compared to stage N0 (P = .004)[5]; in mantle cell lymphoma grade IV compared 
to grade I (P = .002)[6]; in metatstatic sarcoma compared to primary sarcoma (P = .003)[7] and in melanoma stage N1 compared to 
stage N0 (P = .002)[8]. 
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