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. Table 1. The 30 most profoundly up—-regulated genes in TAA/NTA comparisons
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11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30

UniGene
code
Hs.77436
Hs.237856
Hs.1584
Hs.114599
Hs.2359
Hs.727
Hs.79381
Hs.1395
Hs.56937
Hs.77573
Hs.151777
Hs.73919
Hs.25732
Hs.308026

Hs.262150
Hs.119129
Hs.343475
Hs.519
Hs.202833
Hs.78344
Hs.76686
Hs.198253
Hs.75589
Hs.6551
Hs.5542
Hs.75416
Hs.8724
Hs.9914
Hs.134643

Gene name

pleckstrin

peptide transporter 3

cartilage oligomeric matrix protein
collagen, type VIII, alpha 1

dual specificity phosphatase 4

inhibin, beta A (activin A, activin AB alpha polypeptide)

grancalcin

early growth response 2 (Krox—20 (Drosophila) homolog)

suppression of tumorigenicity 14

uridine phosphorylase

eukaryotic translation initiation factor 2, subunit 1
clathrin, light polypeptide (Lcb)

eukaryotic translation initiation factor 4 gamma, 3
major histocompatibility complex, class II, DR beta 1
KIAA0822 protein

CD22 antigen

collagen, type 1V, alpha 1

cathepsin D (lysosomal aspartyl protease)

WW domain—containing oxidoreductase

heme oxygenase (decycling) 1

myosin, heavy polypeptide 11, smooth muscle
glutathione peroxidase 1

major histocompatibility complex, class II, DQ alpha 1
acid phosphatase 2, lysosomal

ATPase, H+ transporting, lysosomal, subunit 1
DnadJ (Hsp40) homolog, subfamily C, member 7
DAZ associated protein 2

serine threonine protein kinase

follistatin

Thy—1 cell surface antigen

Top/Neck

mean log ratio (—fold)

0.83+0.83 (6.84)
0.83+0.97 (6.74)
0.79+0.82 (6.20)
0.79+1.02 (6.14)
0.75+0.67 (5.61)
0.74%0.75 (5.47)
0.70%0.65 (5.01)
0.68+0.82 (4.75)
0.64+0.42 (4.39)
0.63+0.83 (4.30)
0.62+0.50 (4.20)
0.62+0.72 (4.19)
0.61==0.70 (4.05)
0.60%0.21 (4.01)
0.60+0.58 (3.95)
0.59+0.37 (3.93)
0.58+0.05 (3.84)
0.58+0.52 (3.81)
0.58+0.48 (3.80)
0.54+0.02 (3.46)
0.51+0.12 (3.22)
0.510.17 (3.20)
0.49+0.09 (3.11)
0.49+0.14 (3.11)
0.49+0.24 (3.10)
0.49+0.35 (3.10)
0.48=+0.60 (3.05)
0.47=+0.05 (2.97)
0.47+0.26 (2.95)
0.46+0.20 (2.92)
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