No of

Tissue samples Age Accession Reference
Median Min Max
Whole blood 643 65 20 102 GSE40279 (Hannum et al., 2013)
Monocytes (CD14+) 1202 60 44 83 GSE56046 (Reynolds et al., 2014)
Tissues
Bladder 14 70.5 48 84  TCGA TCGA
Colon 38 72 40 90 TCGA TCGA
Kidney 160 63 38 90 TCGA TCGA
Lung 32 64.5 42 86 TCGA TCGA
Thyroid 56 42 15 81 TCGA TCGA
Normal bone marrow progenitor cells 10 - - - GSE58477 (Quetal, 2014)
Skin (dermis - exposed & unexposed) 20 495 20 90 GSE51954 (Vandiver et al., 2015)
Skin (epidermis - exposed & unexposed) 19 65 20 90 GSE51954 (Vandiver et al., 2015)
Subcutaneous fat 648 60 39 85 E-MTAB-1866 (Grundberg et al., 2012)
Tumors
Bladder urothelial carcinoma (BLCA) 250 68 34 90 TCGA TCGA
Colon adenocarcinoma (COAD) 296 68 31 90 TCGA TCGA
Kidney renal clear cell carcinoma (KIRC) 307 61 26 90 TCGA TCGA
Lung adenocarcinoma (LUAD) 400 65 33 86 TCGA TCGA
Thyroid carcinoma (TCHA) 469 46 15 89 TCGA TCGA
Acute myeloid leukemia (AML) 62 53 27 77 GSE58477 (Quetal, 2014)
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