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Table 3. Commonly down-regulated genesin clear cell renal cell carcinoma (RCC)

GenBank
accession no. Down-regulated gene Averagefold % of RCC
R89067 Kininogen 27.2 100
T53220 Fatty acid-binding protein 1, liver 22.8 95.8
AA682293 Phenylalanine hydroxylase 20.4 96.0
AAT705692 ESTs 18.0 100
AA954947 Epidermal growth factor ([3-urogastone) 15.0 100
H72098 Aldolase B, fructose-biphosphate 13.6 100
AA411988 ESTs 13.3 100
T73187 Plasminogen 12.0 100
T51617 Solute carrier family 22, member 3 11.8 96.4
AAT77384 ESTs 11.0 96.2
H53340 Metallothionein 1G 10.0 100
AA844930 Glycoprotein 2 (zymogen granule membrane) 9.6 100
AA101792 Phosphatidylinositol glycan, class F 94 96.6
AAB858026 Protein C inhibitor (plasminogen activator

inhibitor I11) 9.4 100
H18950 ESTs, highly similar to hepatocyte nuclear

factor 4y 9.2 100
AA405769 Phosphoenol pyruvate carboxykinase 1

(soluble) 8.9 96.6
AA040387 X-prolyl aminopeptidase 2, membrane-bound 8.8 96.4
H77766 Metallothionein 1H 8.4 96.6
W16424 ESTs 8.4 92.6
H88329 Calbindin 1 (28 kD) 8.1 100
N62179 M ethylmal onate-semial dehyde dehydrogenase 7.9 100
AAT75872 Glypican 3 7.9 100
AA457718 Homo sapiens mMRNA; cDNA

DKEZp564B076 7.8 95.7
R24266 Growth factor receptor-bound protein 7.1 80.8
R54778 Collagen, type XVI, a 1 7.1 100
AA702640 Dopa decarboxylase 7.0 96.3
N55459 RNA helicase-related protein 6.9 96.6
AA664180 Glutathione peroxidase 3 6.6 92.9
R10382 Protein C inhibitor (plasminogen activator

inhibitor I11) 6.4 92.6
AA227594 Mal, T-cell differentiation protein 6.3 100
H68509 UDP glycosyltransferase 2 family,

polypeptide B10 6.1 95.5

AA676466 Argininosuccinate sythetase 6.1 96.4
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T65482 L-3-hydroxyacyl-coenzyme A dehydrogenase,

short chain 44 96.2
AA457374 DKFZP586B0319 4.3 91.7
R33037 ESTs 4.3 92.0
AA437099 ESTs 4.3 85.2
w01011 SA (rat hypertension-associated) homolog 4.2 89.7
R16596 EST, moderately similar to Cd-7

metall othionein-2 4.1 86.2
AA863449 Oviductal glycoprotein 1, 120 kD 4.0 92.9
N53031 UDP glycosyltrasferase 2 family,

polypeptide B4 4.0 86.2
AA458884 S100 calcium-binding protein A2 4.0 92.9
AA608575 Propionyl coenzyme A carboxylase, a

polypeptide 3.8 89.7

H18608 Solute carrier family 22 (organic anion

transporter), member 8 3.6 89.3

Seventy-seven genes or expressed sequence tags (ESTS) that are at least 3-fold down-
regulated in at least 75% of RCC (n = 29). Average fold reflect average ratios of all
nonflagged spots. Percentage of RCC is the fraction of tumors that had at least 2-fold
down-regulation.



