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Colorectal cancer Glioma blastoma Pituitary Adenoma
Esophageal squamous cell carcinoma Lung cancer Renal cell carcinoma
Gastric tumor Messothelioma (pleural) Thyroid cancer
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From CMAP

From GEO Breast Cancer Leukemia Prostate Cancer

Colorectal Cancer 15.7% (3495 genes) 40.6% (9051 genes) 22.8%(5071 genes)
Esophageal 49.0% (10910 genes)  47.0% (10469 genes)  48.0% (10676 genes)

Gastric tumor 9.0% (2002 genes) 10.1% (2253 genes) 9.9% (2212 genes)
Glioma blastoma* 21.7% (4381 genes) 33.2% (7375 genes) 40.6% (9018 genes)

Lung cancer 8.4%(1862 genes) 9.5% (2126 genes) 9.2% (2056 genes)
Messothelioma 31.5% (7051 genes) 31.3% (6966 genes) 31.8% (7087 genes)
Pituitary Adenoma 12.2% (2718 genes) 37.1% (8280 genes) 19.2% (4279 genes)
Renal cell carcinoma  34.0% (7549 genes) ~ 33.8% (7533 genes)  33.9% (7557 genes)

Thyroid cancer 55.6% (12379 genes)  51.8% (11543 genes)  54.9% (12224 genes)

# 2! t-test(FDR>0.00D) DHEI A, AR 21347 22,268(Glioma D7+ 22,215)
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