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Transcriptome analysis of liver diseases
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[:> [ ——
SRR R | WIS

[P ST S S

Kanazawa University SAGE library
600,000 expressed genes

Genes selected for analysis of the liver
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Gene Count Percent
Albumin 1,088 34774
Apolipoprotein A-I 876  2.7998
Apolipoprotein C-1 772 24674
Apolipoprotein C-111 669 2.1382
A'TPase 6/8 (mitochondrial) 468 14958
Cytochrome oxidase 3 (mitochondrial) M7 1109
Cylochrome oxidase 2 (mitochondrial) 346 11058
Alpha-1 antitrypsin 326 L0419
Cytochrome oxydase | (mitochondrial) 294 0.9396
Apolipoprotein E 294 09396
NADH dehydrog, 4 (mitochondrial) 292 09332
Vitronectin 291 093
Orosomucoid-1 291 093
Plasma retinol binding protein 274 0.8757
Apolipoprotein A-II 269  0.8597
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MHC, class 1 C 0 67 76

MHC, class 1 B 1 1+ 41

transmembrane protein BR1 0 3 19

superoxide dismutase 2 0 7 15

glypican 3 ! 0 15

DEAD/H box polypeptide 5 1 10 15
transeription elongation factor B | 3 15

EST 1 1 14

IFN-gamma inducible protein of 10 kDa 0 0 13

diubiquitin 0 0 12
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Normal liver 30,982 tags 8,596 unique tags
Chronic hepatitis C 30,543 tags 10,284 unique tags
Hepatocellular carcinoma C 31,381 tags 10,174 unique tags
Chronic hepatitis B 32,726 tags 11,178 unique tags
Hepatocellular carcinoma B 32,217 tags 13,372 unique tags
Normal liver pooled 97,150 tags 27,622 unique tags
Chronic hepatitis C pooled 69,322 tags 18,564 unique tags
Hepatocellular carcinoma C pooled 59,795 tags 16,689 unique tags
Chronic hepatitis B pooled 70,824 tags 19,413 unique tags

Hepatocellular carcinoma B pooled 47,009 tags 20,532 unique tags

Total 516,862 tags 82,575 unique tags
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gene name CySICy3>20  CySICy3
Human DNA sequence from clone 27IM21 on chromosome 6p21.31-22,2 8 2.80
cytoplasmic dynein light chain (hdlc 1) 7 347
Hepatoma-derived growth factor 6 347
Ribosamal prutein L6 6 559
Human glutathione S-transflerase 6 370
Fibranectin gene 5 254
Ras hamalog gene family, member B 5 253
TR3 orphan receptor H 293
c-mye transcription factor tpuf) H 4.58
Major histocompatibility complex, class I, € 5 257
number of cases  average of
gene name CySICy3<05  CySICy3
Plasminagen 9 0.24
Corticotropin releasing hormane-binding protein 3 .37
GRO2 oncogene 8 034
Interferon gamma-inducible protein 10 (IP-10) 7 0.37
Alpha platelet-derived growth fctor receptor precursor 6 034
Cell division cycle 25C 5 046
Cytochrome P450, subfumity 1€ H 025
Human intercrine-alpha (hIRH} 5 0.27
Interleukin 8 H 044
= - AT 47 4R o
€5, B ORISR TS
b
EHA off
PBC(Stage I) 645l
PBC(Stage=1l) 1041

Chronic hepatitis C (CHC) 8%

$:6. Stage 1 PBC ®» CNSDCRZETHRM LA+ 5 MET

«Cytokine PBC stage I/ICHC
«Interferon, gamma +10.9
«Interleukin 7 2.9
«Interleukin 6 receptor 2.7
«Interleukin 11 2.6
«Cell proliferation related

«elF 4A, isoform 1 8.0
*MAP kinase kinase 3 5.2
-Autocrine motility factor receptor 26
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«Transcription
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-iImmune modulator

*Rapamycin associated protein (INTOR) 2.9
*FK506-binding protein 4 (59kD) 2.6
*MHC class Il DR 3.7

), @k & LIRS TRBITTE 5 BB (1),
fE 4 20 0 a9 © ST ¥ 25 E T @) AW & e,
IRH O B ISBEFIESE, MEIHBEERTTH -2
(7)™,
3)Laser capture micro-dissection % % B\ BB Y > T
DEEAR

GmsEarly stage PBC

¢ | ate stage PBC

[€10. #WIHPBC &mWIMEAT 122l SIS ¥ 2 i

PBC stage |

PBC stage [l

CH-C

11. LCMZ & % CNSDCHiZE O E - FE B

Up—regulated in disbetic liver Down-regulated in disbstic liver

Up-regulation of angiogenic factors such as VEGF, endothelin, PDGF etc.
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