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F— ~ & %7 30 % >2x SD(9381.852)

HsID Title AVET-AVEC
Hs.20725 Homo sapiens cDNA FLI20814 fis, clone ADSE01064 32096.918
Hs.278605 ER-associated DNAJ; ER-associated Hsp40 co-chaperone; hDj9; Erj3  20118.0647
Hs.195851 Actin, alpha 2, smooth muscle, aorta 17959.6165
|Hs.136010 EST 17510.0786|
Hs.179661 Tubulin, beta polypeptide 17353.0918
INA NA 16769.9581]
Hs.180920 Ribosomal protein S9 14092.2751
Hs.42644 Thioredoxin-like 13922.7309
Hs.20644 Branched chain alpha-ketoacid dehydrogenase kinase 13544.802
Hs.20580 Sterol O-acyltransferase 2 13452.1165
Hs.1706  Interferon-stimulates transcription factor 3, gamma (48kD) 12845.9393
Hs.7155 ESTS, Weakly similar to 2115357A TYKi protein  ( M. musculus ) 12300.841
Hs.79387 Proteasome (prosome, macropain) 26S subunit, ATPase, 5 11588.2861
Hs.153436 N-acetyltransferase, homolog of S. cerevisiae ARDI 11363.1422
Hs.55781 Hypothetical protein FL)20604 10937.262J
Hs.79748 Solute carrier family 3 10884.5916

(activators of dibasic and neutral amino acid transport), member 2
Hs.429  ATP synthase, H+ transporting, mitochondrial FO complex, subunit 10807.2671

¢ (subunit 9) isoform 3
Hs.77665 KIAA0102 gene product 10145.2483)|
Hs.1288  Actin, alpha 1, skeletal muscle 0897.98473
Hs.251064 High-mobility group (nonhistone chromosomal) protein 14 0825.59953
Hs.274416 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (14kD, Bl 9764.7C
Hs.1706  Interferon-stimulated transcription factor 3, gamma (48kD) 8987.38757
Hs.69855 NRAS-related gene 8883.76167
Hs.75914 Coated vesicle membrane protein 8797.8683
Hs.55823 SMC (mouse) homolog, X chromosome 8574.9822
Hs.165843 Casein kinase 2, beta polypeptide 8546.87087
Hs.7345 MADI1 (mitotic arrest deficient, yeast, homolog)-like 1 8345.25313
Hs.177766 ADP-ribosyliransferase (NAD+; poly (ADP-ribose} polymerase) 8323.10987
Hs.182248 Sequestosome 1 §261.9414
Hs.190703 ATPase, Na+/K+ transporting, a;pha 1 polypeptide 8118.31817



F o0 F X% 30 % <-2%SD

HsID Title AVET-AVEC
Hs.129953 Ewing sarcoma breakpoint region 1 -29136.4
Hs.211914 NADH dehydrogrnase (ubiquinone) Fe-S protein 7 (20kD) -29237.7

(NADH-coenzyme Q reductase)
Hs.82065 interleukin 6 signal transducer (gp130, oncostatin M receptor) -29802.9
Hs.76437 ribosomal protein L.36 -30076.2
Hs.249495 heterogeneous nuclear ribonucleoprotein Al -30472.9
Hs. 182447 heterogeneous nuclear ribonucleoprotein C (C1/C2) -30738.9
Hs.89399 ATP synthase, H+ transporting, mitochondrial FO complex, subunit ¢ -30957.1
{subunit 9), isoform 2
Hs.157777 Homo sapiens mRNA; cDNA DKFZp434G(118 (from clone -31183.9
DKFZp434G0118)
Hs.131255 ubiquinol-cytochrome ¢ reductase binding protein -31733
Hs.180946 ribosomal protein L5 -32032.2
Hs.84981 X-ray repair complementing defective repair in Chinese hamster cells 5 -32185.4
(double-strand-break rejoining; Ku autoantigen, 80kD)
Hs.3463  ribosomal protein S23 -32239.7
Hs.111515 CGI-43 protein -32809.6|
Hs.74497 nuclease sensitive element binding protein 1 -33187.6
Hs.196177 phosphorylase kinase, gamma 2 (testis) -33468.9
INA NA -33475.8|
Hs. 77039 ribosomal protein S3A -33582.1
Hs. 197116 solute carrier family 7 (cationic amino acid transporter, y+ system), -33583.6
member 4
Hs. 78771 phosphoglycerate kinase 1 -33723.2
Hs.174131 ribosomal protein L6 -34103.5
Hs.6315  acetylserotonin O-methyltransferase-like -35287.7
Hs.56 phosphoribosyl pyrophosphate synthetase 1 -35582.7
Hs.163593 ribosomal protein L18a -35710.1
Hs. 180920 ribosomal protein SO -35910.8
Hs.179718 v-myb avian myeloblastosis viral oncogene homolog-like 2 -36646
NA NA -36754.3
NA NA -37028.3
Hs.111782 ESTs, Weakly similar to ALUI_HUMAN ALU SUBFAMILY J ‘ 37357 5

’ SEQUWNCE CONTAMINATION WARNING ENTRY [ H.sapiens )

Hs. 75607 myristoylated alanine-rich protein kinase C substrate (MARCKS, 80K-L) 37644
NA NA -38362.9)




HsID

&

Hs.226795 glutathione S-transferase pi

Hs.9280

multifunctional protease2)
Hs.116577 prostate differentiation factor
Hs.129913 DNA-damage-inducible transcript 3

Title

=« #F i B7 30 £ >2%SD (4804.05)

proteasome (prosome, macropain) subunit, beta type, 9 (large

AVEL-AVEC
10649.72827

9340.820433

8265.170733
8066.133067

NA NA 7636.4837
Hs.108380 Rhesus blood group, D antigen 7617.3984
Hs.117729 keratin 14 (epidermolysis bullosa simplex, Dowling-Meara, Koebner) 7354.0111
Hs.99029 CCAAT/enbancer binding protein (C/EBP), beta 7317.335333
Hs.73798 macrophage migration inhibitory factor (glycosylation-inhibiting factor) 6857.609667
Hs.129811 pleckstrin homology, Sec7 and coiled/coil domains 3 6157.1796
Hs.281434 sialyltransferase 6106.180433
Hs.184582 ribosomal protein .24 6034.620733
Hs.143554 ESTs, Highly similar to B45036 Pur beta-human [ H.sapiens ) 5974.640767
Hs.11147 KIAAO0467 protein 5777.460167
Hs.154332 KIAAQ0212 gene product 57617722
Hs.77221 choline kinase 5434.816333
ESTs, Moderately similar to IA1_HUMAN ZINC FINGER
Hs.62813 PROTEIN IA-1 { H.sapiens ) 5319.712767
Hs.160786 argininosuccinate synthetase 4424562367
excision repair  cross-complementin rodent repair deficiency,
Hs.77929 complementat?on group 3 (xerogerma pigientosum grouppB complem ' 4239.60233
Hs.66718 RADS54 (S.cerevisiae)-like 4234.409267
Hs.169832 zinc finger protein 42 (myeloid-specific retinoic acid-responsive) 4003.451967
Hs.104114 H.sapiens HCG I mRNA 3625.6482
Hs.251664 insulin-like growth factor 2 (somatomedin A) 3386.822033
Hs.7570  hypothetical protein FLJ11230 3121.7107
Hs.89436 cadherin 17, LI cadherin (liver-intestine) 2779.9825
Hs.81994 glycophorin C (Gerbich blood group) 2692.2476
Hs.240062 hypothetical protein 2507.3831
Hs.45514 v-ets avian erythroblastosis virus E26 oncogene related 2491.3494
Hs.85885 ESTs 2475.753233
Hs.84981 X-ray repair complementing defective repair in Chinese hamster cells 2350.358733

5 {(double-strand-break rejoining; Ku autoantigen, 80kD)




kg - FikiE 30 & <-2%¥SD

HsID Title AVEL-AVEC
Hs.5120  dynein, cytoplasmic, light polypeptide -11539.1
Hs.68756 ESTs, Moderately similar to similar to smoothelin [ H.sapiens ) -11642 .4
Hs.166011 catenin (cadherin-associated protein), delta 1 -11709.3
Hs.216354 ring finger protein 5 -11736.2
Hs.82793 proteasome (prosome, macropain) subnit, beta type, 3 -11916.5
NA NA -11933
Hs.1074  surfactant, pulmonary-associated protein C -11988.5
Hs.2934  ribonucleotide reductase M1 polypeptide -12320.4
Hs.183800 Ran GTPase activating protein 1 -12393.7
Hs.7678  cellular retinoic acid-binding protein 1 -12399.3
Hs.251064 high-mobility group (nonhistone chromosomal) protein 14 -12454 .8
Hs.2012  transcobalamin I (vitamin B12 binding protein, R binder family}) -12989.6
Hs.146354 peroxiredoxin 2 -13172
Hs.64797 amyloid beta (A4) precursor-like protein 2 -13172.3
Hs.278317 KIAA0632 protein -13177.2
Hs. 75061 MARCKS-like protein -13294.7
Hs.2706  glutathione peroxidase 4 (phospholipid hydroperoxidase) -13487.3
Hs.141011 calmodulin 3 (phosphorylase kinase, delta) -13507.7
Hs. 184693 tCr.;mscription elongation factor B (SIII), polypeptide 1 (15kD, elongin -13710.9
Hs.78996 proliferating cell nuclear antigen -14110.4
Hs. 17775 E;’?)Skl\]gT)R-associated cell death executor, ovarian granulose cell protein 145312
NA NA -14625.6
Hs.929 myosin, heavy polypeptide 7, cariac muscle, beta -15243.9
Hs.1288  actin, alpha 1, skeletal muscle -15447.1
Hs.3712  ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 -15634.1
NA NA -1569.5
Hs.250879 ESTs -16116.4
Hs.30738 hypothetical protein FLI10407 -17609.8
Hs. 75061 MARCKS-like protein -17896.6
Hs.69855 NRAS-related gene -18316.3




&R E ~ gHaAr 30 £ >2%SD (4232.796)

HsID Title AVEB-AVEC

Hs.75789 N-myc downstream regulated 12579.99937
solute carrier family 3 (activators of dibasic and neutral amino acid

Hs.79748 11698.31407
transport), member 2
Hs.226795 glutathione S-transferase pi 10579.49547
Hs.108380 rhesus blood group, D antigen 10465.83527
Hs.184582 ribosomal protein L24 0427.5359
Hs. 166456 ESTs, Highly similar to HPPD_IHUMAN 9264.160067
4-HYDROXYPHENYLPYRUVATE DIOXYGENASE [ H.sapiens )
Hs. 182248 sequestosome 1 9207.986867
Hs.80731 autocrine motility factor receptor 9060.5813
Hs.1438  gamma-aminobutyric acid (GABA) receptor, rho 1 9028.351933
NA NA 8992.233167
Hs.15243 nucleolar protein 1 (120kD) 8838.210867
Hs.155712 follistatin-like 1 8717.892833
NA NA 8471.4304
Hs. 73708 macrophage migration inhibitory factor (glycosylation-inhibiting 8446.2544
factor)
Hs.270845 kinasin-like 5 (mitotic kinesin-like protein 1) 8306.606333
Hs.22559 KIAAO097 protein 8158.263833
Hs.3254 ribosomal protein L23-like 8068.529
Hs.3069  heat shock 70kD protein 9B (mortalin-2}) 7993.086833
Hs.16001 sema shock 70kD protein 9B (mortalin-2) 7984.466867
Hs.129811 pleckstrin homology, Sec7 and coiled/coil domains 3 7904.524967
Hs.278268 homolog of mouse MAT-1 oncogene 7857.0325
Hs. 7879 interferon-related developmental regulator 1 7808.977867
Hs.697  cytochrome c-1 7573.46633

Homo sapiens chromosome 14 clones RP11-111016 and RP11-61F4

Hs.15251 containing genes for nuclear receptor coactivator NcoA-62 (nucle 7525.341933
Hs.6101  bone morphogenetic protein 6 7484.1032
Hs. 76244 sermidine synthase 7393.609
Hs.146393 KIAA0025 gene product; MMS-inducible gene 7359.307367
Hs.82173 TGFB inducible early growth response 7.19.8732
Hs.116577 postate differentiation factor 7094.562333
Hs.28491 sermidine/spermine N1-acetyltransferase 6980.094033




F - %% 30 % <-2%8D

HsID Title AVEB-AVEC
Hs.141011 calmodulin 3 (phosphorylase kinase, delta) -9426.6028
Hs. 78040 KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention _9432 6482

receptor 1

X-ray repair complementing defective repair in Chinese hamster cells
Hs.84981 5 (double-strand-break rejoining; Ku autoantigen, 80kD) “9453.2722
Hs.50732 protein kinase, AMP-activated, beta 2 non-catalytic subunit -9686.0124
NA NA -9879.5098

ESTs, Highly similar to DOCZ_HUMAN DIFFERENTIALLY
Hs.167421 v pRESSED PROTEIN 2 ( H.sapiens ) -9932.4046
Hs.75807 carboxy terminal LIM domain protein 1 -10201.986
Hs.108327 damage-specifie DNA binding protein 1 (127kD) -10216.468
Hs.28914 adenine phosphoribosyltransferase -10331.028
Hs 17775 ?173511{\]131;R-ass001ated cell death executor, ovarian granulose cell protein -10600.124
Hs.180714 cytochrome ¢ oxidase Via polypeptide 1 -10697.56
He. 184693 tcrz)mscnpuon elongation factor B (SII), polypeptide 1 (15kD, elongin -11097.213
Hs.64797 amyloid beta (A4) precursor-like protein 2 -11118.241
Hs.73980 troponin T1, skeletal, slow -11482.268
INA NA -11601.061
Hs. 146409 wingless-type MMTYV integration site family, member 4 -11604.787
Hs.7678  cellular retinoic acid binding protein 1 -11667.039
INA NA -11841.165]
Hs.1074  surfactant, pulmonary-associated protein C -11918.083
Hs 17775 ?f’:?li\lle)'R—assomated cell death executor; ovarian granulose cell protein -12094.407
Hs.2012  transcobalamin I (vitamin B12 binding protein, R binder family) -12194.342
Hs.146354 peroxiredoxin 2 -12244.934
[Hs.278317 KIAA0632 protein -12412.009)|
Hs.64797 amyloid beta (A4) precursor-like protein 2 -13480.277
Hs.197116 solute carrier family 7 (cationic amino acid transporter, y+ system), -13767.997

member 4
Hs.3712  ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 -13879.532
|Hs.30738 hypothetical protein FLJ10407 —14705.588—|
Hs.929  myosin, heavy polypeptide 7, cardiac muscle, beta -15311.565
Hs.73454 troponin T3, skeletal, fast -15517.857
Hs.250879 ESTs -16910.507|

BASE3E ¢ g - Kk o DNA L5
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Cold and hot-medicine microarray analysis in Chang
liver cell

Chen Guang Wei
China Medical University, Institute of Chinese Medical Science

ABSTRACT

Traditional Chinese Medicine (TCM) system has accumulated enormous
data regarding to human disease and its treatment with various natural
substances, including herbs. In order to scrutinize the molecular mechanism of
TCM, we aim to combine the updated techniques and TCM theory to unveil
their relationship. The underlying hypothesis of this study is to find the novel
genes or proteins involved in the TCM system regarding to the "hot" and "cold"
characteristics. These genes can be used as a diagnostic tool for related human
diseases. Three "cold" nature herbs: Rhizoa Coptidis (% i£), Cortex
Phellodendri (¥ #8), and Radix Scutellariae (# %) will be used to treat cells to
generate cold effects. Gene expression, and protein profile and modification will
he studied by micioarray The long-term goal of this study is to combine the
vast amount of TCM data with molecular biology to investigate novel genes
related to various characteristics and diseases, which will be used as powerful
tool for studying human disease. We will list the gene in this study.
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Table 1.% %37 30 % >2x SD (9381.852)

HsID Title AVET-AVEC
Hs.20725 Homo sapiens cDNA FLJ20814 fis, clone ADSE01064 32096.918
Hs.278605 ER-associated DNAJ; ER-associated Hsp40 co-chaperone; hDj9; Erj3  20118.0647
Hs. 195851 Actin, alpha 2, smooth muscle, aorta 17959.6165
Hs.136010 EST 17510.0786
Hs.179661 Tubulin, beta polypeptide 17353.0918
NA NA 16769.9581
Hs.180920 Ribosomal protein S9 14092.2751
Hs.42644 Thioredoxin-like 13922.7309
Hs.20644 Branched chain alpha-ketoacid dehydrogenase kinase 13544 802
Hs.20580 Sterol O-acyltransferase 2 13452.1165
Hs.1706  Interferon-stimulates transcription factor 3, gamma (48kD) 12845.9393
Hs.7155 ESTS, Weakly similar to 2115357A TYKi protein  ( M. musculus ] 12300.841
Hs.79387 Proteasome (prosome, macropain) 26S subunit, ATPase, 5 11588.2861
Hs.153436 N-acetyltransferase, homolog of S. cerevisiae ARDI1 11363.1422
Hs.55781 Hypothetical protein FLJ20604 10937.262
Hs.79748 Solute carrier family 3 10884.5916

(activators of dibasic and neutral amino acid transport), member 2
Hs.429  ATP synthase, H+ transporting, mitochondrial FO complex, subunit 10807.2671]

¢ {subunit 9) isoform 3
Hs. 77665 KIAAOQO102 gene product 10145.2483
Hs.1288  Actin, alpha 1, skeletal muscle 9897.98473
Hs.251064 High-mobility group (nonhistone chromosomal) protein 14 9825.59953
Hs.274416 NADH dehydrogenase (ubiguinone) 1 alpha subcomplex, 6 (14kD, B1 9764.7C
Hs.1706  Interferon-stimulated transcription factor 3, gamma (48kD) 8987.38757
Hs.69855 NRAS-related gene 8883.76167
Hs.75914 Coated vesicle membrane protein 8797.8683
Hs.55823 SMC (mouse) homolog, X chromosome 8574.9822
Hs.165843 Casein kinase 2, beta polypeptide 8546.87087
Hs. 7345  MADI (mitotic arrest deficient, yeast, homolog)-like | 8345.25313
Hs.177766 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) 8323.10987
Hs.182248 Sequestosome 1 8261.9414
Hs.190703 ATPase, Na+/K+ transporting, a;pha 1 polypeptide 8118.31817
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Table 2. & %44% 30 & <-2*SD

HsID Title AVET-AVEC
Hs.129953 Ewing sarcoma breakpoint region 1 -29136.4
Hs.211914 NADH dehydrogrnase (ubiquinone) Fe-S protein 7 (20kD) -29237.7

(NADH-coenzyme Q reductase)
Hs.82065 interleukin 6 signal transducer (gp130, oncostatin M receptor) -29802.9
Hs.76437 ribosomal protein .36 -30076.2
Hs.249495 heterogeneous nuclear ribonucleoprotein Al -30472.9
Hs.182447 heterogeneous nuclear ribonucleoprotein C (C1/C2) -30738.9
Hs.89399 ATP synthase, H+ transporting, mitochondrial FO complex, subunit ¢ -30957.1
(subunit 9), isoform 2
Hs.157777 Homo sapiens mRNA; cDNA DKFZp434G0118 (from clone -31183.9
DKFZp434G0118)
Hs.131255 ubiquinol-cytochrome c reductase binding protein -31733
Hs.180946 ribosomal protein L5 -32032.2
Hs.84981 X-ray repair complementing defective repair in Chinese hamster cells 5 -32185.4
(double-strand-break rejoining; Ku autoantigen, 80kD)
Hs.3463  ribosomal protein S23 -32239.7
|Hs.111515 CGI-43 protein -32809.6|
Hs.74497 nuclease sensitive element binding protein 1 -33187.6
Hs.196177 phosphorylase kinase, gamma 2 (testis) -33468.9
INA NA -33475.8}
Hs.77039 ribosomal protein S3A -33582.1
Hs.197116 solute carrier family 7 (cationic amino acid transporter, y+ system), -33583.6
member 4
Hs.78771 phosphoglycerate kinase 1 -33723.2
Hs.174131 ribosomal protein L6 -34103.5
Hs.6315  acetylserotonin O-methyltransferase-like -35287.7
Hs.56 phosphoribosyl pyrophosphate synthetase 1 -35582.7
Hs.163593 ribosomal protein L18a -35710.1
Hs.180920 ribosomal protein S9 -35910.8
Hs.179718 v-myb avian myeloblastosis viral oncogene homolog-like 2 -36646
NA NA -36754.3
NA NA -37028.3
Hs 111782 ESTs, Weakly similar to ALUI_ HUMAN ALU SUBFAMILY J . 37357 5
SEQUWNCE CONTAMINATION WARNING ENTRY [ H.sapiens ]
Hs.75607 myristoylated alanine-rich protein kinase C substrate (MARCKS, 80K-L) -37644
NA NA -38362.9)

13



HsID

Table 3. & & &} 30 % >2*SD (4804.05)

Hs.226795 glutathione S-transferase pi

Hs.9280

multifunctional protease2)
Hs.116577 prostate differentiation factor

Hs.129913 DNA-damage-inducible transcript 3

Title

proteasome {prosome, macropain) subunit, beta type, 9 (large

AVEL-AVEC
10649.72827

9340.820433

8265.170733
8066.133067

NA NA 7636.4837
Hs.108380 Rhesus blood group, D antigen 7617.3984
Hs.117729 keratin 14 (epidermolysis bullosa simplex, Dowling-Meara, Koebner) 7354.0111

Hs.99029 CCAAT/enhancer binding protein (C/EBP), beta
Hs.73798 macrophage migration inhibitory factor (glycosylation-inhibiting factor)

7317.335333
6857.609667

Hs.129811 pleckstrin homology, Sec7 and coiled/coil domains 3 6157.1796
Hs.281434 sialyltransferase 6106.180433
Hs.184582 ribosomal protein 1.24 6034.620733
Hs.143554 ESTs, Highly similar to B45036 Pur beta-human  { H.sapiens j 5974.640767
Hs.11147 KIAA0467 protein 5777.460167
Hs. 154332 KIAAQ0212 gene product 5761.7722

Hs.77221 choline kinase

5434.816333

ESTs, Moderately simitar to I[AI_HUMAN ZINC FINGER
Hs.62813 PROTEIN IA-1 [ H.sapiens ) 5319.712767
Hs.160786 argininosuccinate synthetase 4424.562367
Hs.77929 excision rePair cross-comp]ement%ng rodent repair  deficiency, 4239 60233

complementation group 3 (xeroderma pigmentosum group B complem
Hs.66718 RADS54 (S.cerevisiae)-like 4234.,409267
Hs.169832 zinc finger protein 42 (myeloid-specific retinoic acid-responsive) 4003.451967
Hs.104114 H.sapiens HCG I mRNA 3625.6482
Hs.251664 insulin-like growth factor 2 (somatomedin A) 3386.822033
Hs.7570  hypothetical protein FLJ11230 3121.7107
Hs.89436 cadherin 17, LI cadherin (liver-intestine) 2779.9825
Hs.81994 glycophorin C (Gerbich blood group) 2692.2476
Hs.240062 hypothetical protein 2507.3831
Hs.45514 v-ets avian erythroblastosis virus E26 oncogene related 2491.3494
Hs.85885 ESTs 2475.753233
Hs. 84981 X-ray repair complementing defective repair in Chinese hamster cells 2350.358733

5 (double-strand-break rejoining; Ku autoantigen, 80kD)
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Table 4. % &% 30 % <-2*SD

HsID Title AVEL-AVEC
Hs.5120  dynein, cytoplasmic, light polypeptide -11539.1
Hs.68756 ESTs, Moderately similar to similar to smoothelin [ H.sapiens ) -11642.4
Hs.166011 catenin (cadherin-associated protein), delta 1 -11709.3
Hs.216354 ring finger protein 5 -11736.2
Hs.82793 proteasome (prosome, macropain) subnit, beta type, 3 -11916.5
NA NA -11933
Hs.1074  surfactant, pulmonary-associated protein C -11988.5
Hs.2934  ribonucleotide reductase M1 polypeptide -12320.4
Hs. 183800 Ran GTPase activating protein 1 -12393.7
Hs.7678  cellular retinoic acid-binding protein 1 -12399.3
Hs.251064 high-mobility group (nonhistone chromosomal) protein 14 -12454.8
Hs.2012  transcobalamin I (vitamin B12 binding protein, R binder family) -12989.6
Hs. 146354 peroxiredoxin 2 -13172
Hs.64797 amyloid beta (A4) precursor-like protein 2 -13172.3
Hs.278317 KIAA0632 protein -13177.2
Hs. 75061 MARCKS-like protein -13294.7
Hs.2706  glutathione peroxidase 4 (phospholipid hydroperoxidase) -13487.3
Hs.141011 calmodulin 3 (phosphorylase kinase, delta) -13507.7
Hs. 184693 tCrz)mscription elongation factor B (SIII), polypeptide 1 (15kD, elongin 137109
Hs.78996 proliferating cell nuclear antigen -14110.4
Hs.17775 E);?’SII:IDT)R—associated cell death executor, ovarian granulose cell protein 145312
NA NA -14625.6
Hs.929 myosin, heavy polypeptide 7, cariac muscle, beta -15243.9
Hs.1288  actin, alpha 1, skeletal muscle -15447.1
Hs.3712  ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 -15634.1
NA NA -1569.5
Hs.250879 ESTs -16116.4
Hs.30738 hypothetical protein FLI10407 -17609.8
Hs. 75061 MARCKS-like protein -17896.6
Hs.69855 NRAS-related gene -18316.3
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Table 5. &= #8871 30 & >2*SD (4232.796)

HsID Title

Hs. 75789 N-myc downstream regulated

solute carrier family 3 (activators of dibasic and neutral amino acid
Hs.79748 ter family 3 (activator !
transport), member 2

AVEB-AVEC
12579.99937

11698.31407

Hs.226795 glutathione S-transferase pi 10579.49547
Hs.108380 rhesus blood group, D antigen 10465.83527
Hs.1845872 ribosomal protein L24 0427.5359

ESTs, Highly similar to HPPD_HUMAN

Hs.166456 4-HYDROXYPHENYLPYRUVATE DIOXYGENASE [ H.sapiens ) 9264.160067
Hs.182248 sequestosome 1 9207.986867
Hs.80731 autocrine motility factor receptor 9060.5813
Hs.1438  gamma-aminobutyric acid (GABA) receptor, rho 1 0028.351933
NA NA 8992.233167
Hs.15243 nucleolar protein 1 (120kD) 8838.210867
Hs.155712 follistatin-like 1 8717.892833
NA NA 8471.4304
Hs. 73798 macrophage migration inhibitory factor (glycosylation-inhibiting 8446.2544
factor)
Hs.270845 kinasin-like 5 (mitotic kinesin-like protein 1) 8306.606333
Hs.22559 KIAA097 protein 8158.263833
Hs.3254  ribosomal protein L23-like 8068.529
Hs.3069 heat shock 70kD protein 9B (mortalin-2) 7993986833
Hs.16001 sema shock 70kD protein 9B (mortalin-2) 7984.466867
Hs.129811 pleckstrin homology, Sec7 and coiled/coil domains 3 7904.524967
Hs.278268 homolog of mouse MAT-1 oncogene 7857.0325
Hs.7879  interferon-related developmental regulator 1 7808.977867
Hs.697  cytochrome c-1 7573.46633

Homo sapiens chromosome 14 clones RP11-111016 and RP11-61F4

Hs.15251 .. .
containing genes for nuclear receptor coactivator NcoA-62 (nucle

7525.341933

Hs.6101  bone morphogenetic protein 6 7484.1032
Hs.76244 sermidine synthase 7393.609
Hs.146393 KIAAO025 gene product; MMS-inducible gene 7359.307367
Hs.82173 TGFB inducible carly growth response 7.19.8732
Hs.116577 postate differentiation factor 7094.562333
Hs.28491 sermidine/spermine N1-acetyltransferase 6980.094033
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Table 6. F481% 30 & <-2*SD

HsID Title AVEB-AVEC
Hs.141011 calmodulin 3 (phosphorylase kinase, delta) -9426.6028
Hs 78040 IIélc)eli;lt_,or(lltys—Asp—Glu—Leu) endoplasmic reticulum protein retention -9432 6482

X-ray repair complementing defective repair in Chinese hamster cells

Hs 84981 5 (double-strand-break rejoining; Ku autoantigen, 80kD) 94552722
Hs.50732 protein kinase, AMP-activated, beta 2 non-catalytic subunit -9686.0124
NA NA -9879.5098
ESTs, Highly similar to DOC2_HUMAN DIFFERENTIALLY
Hs.167421 gy pRESSED PROTEIN 2 ( H.sapiens ) "9932.4046
Hs.75807 carboxy terminal LIM domain protein 1 -10201.986
Hs.108327 damage-specifie DNA binding protein 1 (127kD) -10216.468
Hs.28914 adenine phosphoribosyltransferase -10331.028
Hs.17775 €1735](1\II)1;R-assocmted cell death executor, ovarian granulose cell protein -10600.124
Hs.180714 cytochrome ¢ oxidase Via polypeptide 1 -10697.56
Hs. 184693 té&)ll’lSCl‘lpthIl elongation factor B (SIII}), polypeptide | (15kD, elongin -11097.213
Hs.64797 amyloid beta (A4) precursor-like protein 2 -11118.241
Hs.73980 troponin T1, skeletal, slow -11482.268
INA NA -11601.061]
Hs.146409 wingless-type MMTYV integration site family, member 4 -11604.787
Hs.7678  cellular retinoic acid binding protein 1 -11667.039
INA NA -11841.165)|
Hs.1074  surfactant, pulmonary-associated protein C -11918.083
Hs 17775 l(al’n’;jg;l;R—assocmted cell death executor; ovarian granulose cell protein -12094.407
Hs.2012  transcobalamin I (vitamin B12 binding protein, R binder family) -12194.342
Hs. 146354 peroxiredoxin 2 -12244 984
Hs.278317 KIAA0632 protein -12412.009
Hs.64797 amyloid beta (A4) precursor-like protein 2 -13480.277
Hs.197116 solute carrier family 7 (cationic amino acid transporter, y+ system), -13767.997
member 4
Hs.3712  ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 -13879.532
IHs.30738 hypothetical protein FLI10407 -14705.588)|
Hs.929 myosin, heavy polypeptide 7, cardiac muscle, beta -15311.565
Hs.73454 troponin T3, skeletal, fast -15517.857
[Hs.250879 ESTs -16910.507|

Keywords : Herb, cold, microarray
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FPRODEHEAMOBEIRE B 2 - 2 X - R E -FH
B B TFRAATEFBSERTESHFE AT T EHEERR
BN FTERRSBFBENB R ITALERLFRRAHER  TEY
BRSPSl S rFAMENERERBERE SR BHRLOR
E-BR-HBERRNRGBESE-ROGMATE 5B BRRER
HEBERBEZAENLBGS - FEMMNREBOLAHERSEE
AAEMBERBRAALAR MUABRTHMA SHEALSER - #E -
HRGMGA RTREREATERARALE B —EEBRYIER
2 BB T AR oFHUEE)  RE(ER)AAG T HYF ik -

ReoEr TEAETRAELRSY,) FRE . —BZRE% 2L
MAREG BmHAKERFEK BRRERBEIS > BHBRERE - b3t E
BFRTHAREBRABRAARESE AR TESEH PRAHRLK
EhHEREEe TERAR  BARFPEESE TR RBERATEATH
WA AREAR - ZRRE HEX FR 7 R=kBE HT. A
M.OEE BARAREER > REMNALYEA RSV AEIRAAH
AR ERR  EMARAMARGAFTRFIUARABBREREAR X
Rtk EP =k RELABW PISARBZFOHEE ) RBXR
oA E BT AR MR R R A e B A AR o sbH R
ERRE B NGEBRRMATENH SN EERETUARE
TP EBZEAGEE FEHTFPEHAARAREREAARKRS
FAEM T FR O SBEAERES T MMN > MRS
B2 rayiEd o PRAFSLHABLOHEARMEMET » K3t E
BREPEESTREERRTLESNTITH > AAEEGFELTUA
HERARGER BHATERTERMERORATHNRAR
AR EES ARG EmaBEman  ERELLER
AEES o
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R ARk

(—)éa B 38 %

203 tmpn s (4¢ ATCC # 43 ) 3% 74 10% fetal bovine serum
(FBS)( #¢ Hyclone ) #2 100 U/ml penicillin-streptomycin &5 Dulbecco’s
modified Eagle’s medium (DMEM) &4 38 &% » 3t BE# P 37°C 74K
A8 5% CO 0y Z AP » 3B AR 4blm B3 & 8 b5 4 BRL Life
Technologies B2 & « AV im X B AR MmE R LR KRR -3
A E B RFF — 4t HEK293 #-80C 7 » £BRA 7 8 K 5 4a f 85 >
GRR I mBRER c EHREBRAERAS @I XKEE T —
o TR BERGYRE -

() FEEYRE

FRER P ROREN DT RETAERGREELLBRAZTAH
E o 2 F B RREAER OIS P EHAH (Yanoetal, 1994)
MATHIERATERGOMREREES Img/ml > AWLEET » afeth &
EEHBRAFRENCINEE - ESTLREHR  BRFEFLEY
RECERB e T  @REREE RS A 0.5mg/ml 8% » #a
BERAAEBE - B FBGEK 1%%WE&%%&%%K¥@&
B AEMTF  E AE=111 (FRYE 24 %
AL F#E D FM=6213 (”"‘Fﬁéfl:é““ DR R ) SLATH
FRERE T Imgml WA EH @ REAFREHRE B
BAEEHHAREITOAMERS  REFREENGREFAK
% 0.5mg/ml £ ALY - HRBHFILFHRADEHE  REETER
BYHgEH o MUARSGEF  Img/ml #& 0.5mg/ml ; =i ¢
0.3mg/ml £ 0.1mg/ml ; 44 : 0.5mg/ml #L 0.2mg/ml -

HIBR EAREGMEFTEFHFHRY 4C SBF BFERN
DMEM # (lg/ml): #& 15 543 A EBTHBHE > BHABTRE
BT 1S pAEER RGBT o EALMERES 0228
JE IR > SLBP B RAFN-20C 694 R B F 2 293 tmfinfE K B] 5 AR
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B BERENENERMARERY BTAAZRFHOHK
o e g AE 48 N BFZ 15 A R I EL RNA -

()& 7 RNA #& Bk

HEK?293 % ffL#k oA 8 4 3L B 1% 04 DPBS ik » 738 % m 7 A
Iml 2 4M GITC homogenization buffer (5.3 M guanidine-HCL; 1.5
Triton-X100; 2.5mM Tris-HCL, pH 7.5; 0.25mM EDTA) $4 /%5 4% #a fg, >
L E S Rframbe - AAA 25 SR BZH R KL T DNA 47
B 0 & 05 £ zRRSENMEECTY  REREN @R
A2k z X & (phenol, # water saturate, pH 4.0) ~ 0.lml &
(chloroform) # 0.5 1| 848%4075 & (2M, sodium acetate, pH 4.8) i #>
K ERJE 1S 4480 &3 4°C 8 (20,000xg) 20 2484 £ FiF R -
RS EEZ BHERLBL  EMEBCE LR EAREFR
#: RNA #4501 2 DEPC R Bz 3 -FAKER 2 ERFAA

B3R -

(v9) %k 41t mRNA Dynal beads -

1. R4 F TSpg # total RNA JE&R » #8 sbiE R #8565 X4 DEPC water
FAEZE 1004l -

2. Ht 100 ¢1 Binding beffer suv A b RNA Bk - RAH % EH 65
C2oég BRBEBENAE -

3. puBFER 200 11 (£ 4% 1mg)4y Dynabeads Oligo (dT) 25 % 2 —#1
g8 0 FULE X Dynal MPC 4 & | o

4. 30 ###% » % Dynabeads ¥ikat M8 & » B LER - RT i
3 % 3t e A 100 1 1 Binding buffer » ;2434 4) » 4% % E# Dynal
MPC L -

5. SHEFER 4 BRLER  RTESE EHwA 100 ¢ 1Binding
beffer » Be# 8% 2 2 RNA ZR:RE4A33HE » L& B roller
machine £ » A FEF#$E 5 548 » 5 mRNA % it # Dynabeads
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E -

6. #5# <% B Dynal MPC L » # Dynabeads ¥4 a4 £ % &
#% 0 b ER 0 Aok 200 1 1 Washing Buffer B - 24394 » #F%E
&% Dynal MPC Lt -

7. EHEEEE G B EEk > v 20 41 DEPC water » $2 Dynabeads
RAE > BEESEERMN TSCKBP 2 44 0 iR BEH Dynal
MPC } » # Dynabeads ¥ s Mt #2 % & BF 7T 4 & 44162 mRNA
Bk (EErs2pg -

(B~ Z4 DNA i 5 & h X RE

45 50l 2 RNA MR B4R TRE AT TR R B AR
M2 &5 4F RNA 2 oligo (dT) 3] -F# 70°C R & 10 74844 > A
SR ARBEEZ LIS RAESHRRARSGESE @yl MgCh,
25mM; 2 11 10xRT-buffer; 2 z IdNTP, 10mM each; 0.5 ¢ 1 Rnasin, 50
U/ul;and 0.5 u 1 AMV-RT, 30 U/ 1) 7 42°CRE | /[BF> REH
RHE B T2 Chodh 5 4RI RESERELIRFR -20CH
o A A RS SRIR 41 0 vk 90°C & 94874 ik Au A cDNA £ 7]
SR 65CHREBAERERR » 5T RER AT REMR
(0.5xSSC,0.01% SDS)FHh &b h AR B F &SR — it R&ER
(0.5x SSC, 0.01% SDS; 0.06x SSC) FAIEF — ML IBE »
8 B e % (Genepix 4000B Array scanner ) #1 5 R o #7 $ 2%
( Genepix pro 4.0 Array Analysis Software ) 447 °

B FII S HIEO SN ARBIIHBZ LR - CDNA arrys 2
& F HA1E B GenePix #0588 - LB X T2 SiF S T8 8L (EF
b 3 —4b) » Ei842 E b2 3T L ik — 4% A Gene Spring % 48
W a0 B ERARF RSB ER M -
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F— ~ H XA 30 % >2x SD (9381.852)

HsID Title AVET-AVEC
Hs.20725 Homo sapiens cDNA FLJ20814 fis, clone ADSEQ1064 32096.918
Hs.278605 ER-associated DNAJ; ER-associated Hsp40 co-chaperone; hDj9; Erj3  20118.0647
Hs. 195851 Actin, alpha 2, smooth muscle, aorta 17959.6165
Hs. 136010 EST 17510.0786
Hs.179661 Tubulin, beta polypeptide 17353.0918
NA NA 16769.9581
Hs.180920 Ribosomal protein S9 14092.2751
Hs.42644 Thioredoxin-like 13922.7309
Hs.20644 Branched chain alpha-ketoacid dehydrogenase kinase 13544 802
Hs.20580 Sterol O-acyltransferase 2 134521165
Hs.1706  Interferon-stimulates transcription factor 3, gamma (48kD) 12845.9393
Hs. 7155 ESTS, Weakly similar to 2115357A TYKi protein  { M. musculus } 12300.841
Hs.79387 Proteasome (prosome, macropain} 26S subunit, ATPase, 5 11588.2861
Hs.153436 N-acetyltransferase, homolog of S. cerevisiae ARDI 11363.1422
Hs.55781 Hypothetical protein FLI20604 10937.262
Hs. 79748 Solute carrier family 3 10884.5916

(activators of dibasic and neutral amino acid transport), member 2
Hs.429  ATP synthase, H+ transporting, mitochondrial FO complex, subunit 10807.2671

¢ (subunit 9) isoform 3
Hs. 77665 KIAA0102 gene product 10145.2483
Hs.1288  Actin, alpha 1, skeletal muscle 9897.98473
Hs.251064 High-mobility group (nonhistone chromosomal) protein 14 9825.59953
Hs.274416 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (14kD, B1 9764.7C
Hs.1706  Interferon-stimulated transcription factor 3, gamma (48kD) 8987.38757
Hs.69855 NRAS-related gene 8883.76167
Hs. 75914 Coated vesicle membrane protein 8797.8683
Hs.55823 SMC (mouse) homolog, X chromosome 8574.9822
Hs. 165843 Casein kinase 2, beta polypeptide 8546.87087
Hs.7345 MAD?1 (mitotic arrest deficient, yeast, homolog)-like 1 8345.25313
Hs.177766 ADP-ribosyltransferase (NAD+, poly (ADP-ribose) polymerase) §323.10987
Hs.182248 Sequestosome 1 8261.9414
Hs.190703 ATPase, Na+/K+ transporting, a;pha 1 polypeptide 8118.31817
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i 30 % <-2*SD

P

HsID Title AVET-AVEC
Hs.129953 Ewing sarcoma breakpoint region 1 -29136.4
Hs.211914 NADH dehydrogrnase (ubiquinone) Fe-S protein 7 (20kD) -29237.7

(NADH-coenzyme Q reductase)
Hs.82065 interleukin 6 signal transducer (gp130, oncostatin M receptor) -29802.9
Hs. 76437 ribosomal protein L36 -30076.2
Hs.249495 heterogeneous nuclear ribonucleoprotein Al -30472.9
Hs. 182447 heterogeneous nuclear ribonucleoprotein C (C1/C2) -30738.9
Hs.89399 ATP synthase, H+ transporting, mitochondrial FO complex, subunit ¢ -30957.1
(subunit 9), isoform 2
Hs.157777 Homo sapiens mRNA; ¢cDNA DKFZp434G0118 (from clone -31183.9
DKEZp434G0118)
Hs.131255 ubiquinol-cytochrome c reductase binding protein -31733
Hs. 180946 ribosomal protein L5 -32032.2
Hs.84981 X-ray repair complementing defective repair in Chinese hamster cells 5 -32185.4
(double-strand-break rejoining; Ku autoantigen, 80kD)
Hs.3463  ribosomal protein 523 -32239.7
[Hs.111515 CGI-43 protein -32809.6]
Hs.74497 nuclease sensitive element binding protein 1 -33187.6
Hs.196177 phosphorylase kinase, gamma 2 (testis) -33468.9
INA NA -33475.8]
Hs.77039 ribosomal protein S3A -33582.1
Hs.197116 solute carrier family 7 (cationic amino acid transporter, y+ system), -33583.6
member 4
Hs.78771 phosphoglycerate kinase 1 -33723.2
Hs.174131 ribosomal protein L6 -34103.5
Hs.6315 acetylserotonin O-methyltransferase-like -35287.7
Hs.56 phosphoribosyl pyrophosphate synthetase 1 -35582.7
Hs.163593 ribosomal protein L18a -35710.1
Hs.180920 ribosomal protein S9 -35910.8
Hs.179718 v-myb avian myeloblastosis viral oncogene homolog-like 2 -36646
NA NA -36754.3
NA NA -37028.3
Hs.111782 ESTs, Weakly similar to ALUI_ HUMAN ALU SUBFAMILY J - 37357 5
SEQUWNCE CONTAMINATION WARNING ENTRY ( H.sapiens ]

Hs,756(7 myristoylated alanine-rich protein kinase C substrate (MARCKS, 80K-L) -37644
NA NA -38362.9




HsID

&

i

Hs.226795 glutathione S-transferase pi
proteasome (prosome, macropain) subunit, beta type, 9 (large

Hs.9280

multifunctional protease?)

Hs.116577 prostate differentiation factor

Hs.129913 DNA-damage-inducible transcript 3

Title

~ F & AT 30 £ >2*SD (4804.05)

AVEL-AVEC
10649.72827

9340.820433

8265.170733
8066.133067

NA NA 7636.4837
Hs.108380 Rhesus blood group, D antigen 7617.3984
Hs. 117729 keratin 14 (epidermolysis bullosa simplex, Dowling-Meara, Koebner) 7354.0111
Hs.99029 CCAAT/enhancer binding protein (C/EBP), beta 7317.335333
Hs. 73798 macrophage migration inhibitory factor (glycosylation-inhibiting factor) 6857.609667
Hs.129811 pleckstrin homology, Sec7 and coiled/coil domains 3 6157.1796
Hs.281434 sialyltransferase 6106.180433
Hs. 184582 ribosomal protein L.24 6034.620733
Hs.143554 ESTs, Highly similar to B45036 Pur beta-human  { H.sapiens ) 5974.640767
Hs.11147 KIAAQ0467 protein 5777.460167
Hs.154332 KIAAQ212 gene product 5761.7722
Hs.77221 choline kinase 5434.816333
ESTs, Moderately similar to [A1_HUMAN ZINC FINGER
Hs.62813 PROTEIN IA-1 [ H.sapiens ) 5319.712767
Hs. 160786 argininosuccinate synthetase 4424.562367
Hs. 77929 excision rePair cross-comp]ement'ing rodent repair  deficiency, 4239.60233
complementation group 3 (xeroderma pigmentosum group B complem
Hs.66718 RADS54 (S.cerevisiae)-like 4234.409267
Hs.169832 zinc finger protein 42 (myeloid-specific retinoic acid-responsive) 4003.451967
Hs.104114 H.sapiens HCG I mRNA 3625.6482
Hs.251664 insulin-like growth factor 2 (somatomedin A) 3386.822033
Hs.7570  hypothetical protein FLLJ11230 3121.7107
Hs.89436 cadherin 17, LI cadherin (liver-intestine) 2779.9825
Hs.81994 glycophorin C (Gerbich blood group) 2692.2476
Hs.240062 hypothetical protein 2507.3831
Hs.45514 v-ets avian erythroblastosis virus E26 oncogene related 2491.3494
Hs.85885 ESTs 2475.753233
Hs 84981 X-ray repair complementing defective repair in Chinese hamster cells 2350 358733

5 (double-strand-break rejoining; Ku autoantigen, 80kD)
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Fm - Fi8% 30 % <-2*SD

HsID Title AVEL-AVEC
Hs.5120  dynein, cytoplasmic, light polypeptide -11539.1
Hs.68756 ESTs, Moderately similar to similar to smoothelin [ H.sapiens ] -11642.4
Hs. 166011 catenin (cadherin-associated protein), delta 1 -11709.3
Hs.216354 ring finger protein 5 -11736.2
Hs.82793 proteasome (prosome, macropain) subnit, beta type, 3 -11916.5
NA NA -11933
Hs.1074  surfactant, pulmonary-associated protein C -11988.5
Hs.2934  ribonucieotide reductase M1 polypeptide -12320.4
Hs.183800 Ran GTPase activating protein 1 -12393.7
Hs.7678  cellular retinoic acid-binding protein 1 -12399.3
Hs.251064 high-mobility group (nonhistone chromosomal) protein 14 -12454 .8
Hs.2012  transcobalamin I (vitamin B12 binding protein, R binder family) -12989.6
Hs. 146354 peroxiredoxin 2 -13172
Hs.64797 amyloid beta (A4) precursor-like protein 2 -13172.3
Hs.278317 KIAA0632 protein -13177.2
Hs. 75061 MARCKS-like protein -13294.7
Hs.2706  glutathione peroxidase 4 (phospholipid hydroperoxidase) -13487.3
Hs.141011 calmodulin 3 (phosphorylase kinase, delta) -13507.7
Hs. 184693 gz)mscription elongation factor B (SIII), polypeptide 1 (15kD, elongin 137109
Hs. 78996 proliferating cell nuclear antigen -14110.4
Hs.17775 Ff;}i\g‘)R_aSSOCiated cell death executor, ovarian granulose cell protein 145312
NA NA -14625.6
Hs.929 myosin, heavy polypeptide 7, cariac muscle, beta -15243.9
Hs.1288  actin, alpha 1, skeletal muscie -15447.1
Hs.3712  ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 -15634.1
NA NA -1569.5
Hs.250879 ESTs -16116.4
Hs.30738 hypothetical protein FLJ10407 -17609.8
Hs. 75061 MARCKS-like protein -17896.6
Hs.69855 NRAS-related gene -18316.3

25




F A~ FAAAET 30 8 >2%SD (4232.796)

HsID Title

Hs.75789 N-myc downstream regulated

Hs. 79748
transport), member 2

solute carrier family 3 (activators of dibasic and neutral amino acid

AVEB-AVEC
12579.99937

11698.31407

Hs.226795 glutathione S-transferase pi 10579.49547
Hs. 108380 rhesus blood group, D antigen 10465.83527
Hs. 184582 ribosomal protein L24 9427.5359

ESTs, Highly similar to
Hs.166456
4-HYDROXYPHENYLPYRUVATE DIOXYGENASE

HPPD_HUMAN

( H.sapiens )

9264.160067

Hs. 182248 sequestosome 1 9207.986867
Hs.80731 autocrine motility factor receptor 9060.5813
Hs.1438 gamma-aminobutyric acid (GABA) receptor, rho 1 9028.351933
NA NA 8992.233167
Hs.15243 nucleolar protein 1 (120kD) 8838.210867
Hs.155712 follistatin-like 1 8717.892833
NA NA 8471.4304
Hs. 73798 macrophage migration inhibitory factor (glycosylation-inhibiting 8446.2544
factor)
Hs.270845 kinasin-like 5 (mitotic kinesin-like protein 1) 8306.606333
Hs.22559 KIAAQ97 protein 8158.263833
Hs.3254 nbosomal protein L.23-like 3068.529
Hs.3069  heat shock 70kD protein 9B (mortalin-2) 7993.986833
Hs.16001 sema shock 70kD protein 9B (mortalin-2) 7984.466867
Hs.129811 pleckstrin homology, Sec7 and coiled/coil domains 3 7904.524967
Hs.278268 homolog of mouse MAT-1 oncogene 7857.0325
Hs. 7879  interferon-related developmental regulator 1 7808.977867
Hs.697  cytochrome c-1 7573.46633
Hs.15251 Homt.) s.apiens chromosome 14 clones RP1 .1-111016 and RP11-61F4 7595 341933
containing genes for nuclear receptor coactivator NcoA-62 (nucle
Hs.6101  bone morphogenetic protein 6 7484.1032
Hs.76244 sermidine synthase 7393.609
Hs.146393 KIAAQ025 gene product; MMS-inducible gene 7359.307367
Hs.82173 TGEB inducible early growth response 7.19.8732
Hs.116577 postate differentiation factor 7094.562333
Hs.28491 sermidine/spermine N1-acetyltransferase 6980.094033
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&N wHEHE 30 £ <-2*%SD

HsID Title AVEB-AVEC
Hs.141011 calmodulin 3 (phosphorylase kinase, delta) -9426.6028
Hs.78040 KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention -9439 6482

receptor 1

X-ray repair complementing defective repair in Chinese hamster cells
Hs 84981 5 (double-strand-break rejoining; Ku autoantigen, 80kD) "9455.2722
Hs.50732 protein kinase, AMP-activated, beta 2 non-catalytic subunit -9686.0124
NA NA -9879.5098

ESTs, Highly similar to DOC2_HUMAN DIFFERENTIALLY
Hs.167421 pxpRESSED PROTEIN 2 [ H.sapiens ) -9932.4046
Hs. 75807 carboxy terminal LIM domain protein 1 -10201.986
Hs.108327 damage-specifie DNA binding protein 1 (127kD) -10216.468
Hs.28914 adenine phosphoribosyltransferase -10331.028
Hs. 17775 p75NTR-associated cell death executor, ovarian granulose cell protein -10600.124

(13kD)
Hs.180714 cytochrome ¢ oxidase Via polypeptide 1 -10697.56
Hs. 184693 gz)mscrlpnon elongation factor B (SIII), polypeptide 1 (15kD, elongin 11097.213
Hs.64797 amyloid beta {(A4) precursor-like protein 2 -11118.241
Hs.73980 troponin T1, skeletal, slow -11482.268
INA NA -11601.061|
Hs. 146409 wingless-type MMTYV integration site family, member 4 -11604.787
Hs.7678  cellular retinoic acid binding protein 1 -11667.039
INA NA -11841.165]
Hs.1074  surfactant, pulmonary-associated protein C -11918.083
Hs.17775 Fl’;f‘;li\ID'l;R-assocmted cell death executor; ovarian granulose cell protein 12094 407
Hs.2012  transcobalamin I (vitamin B12 binding protein, R binder family) -12194.342
Hs.146354 peroxiredoxin 2 -12244.984
Hs.278317 KIAA0632 protein -12412.009
Hs.64797 amyloid beta (A4) precursor-like protein 2 -13480.277
Hs 197116 solute carrier family 7 (cationic amino acid transporter, y+ system), _13767.997

member 4
Hs.3712  ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide 1 -13879.532
|Hs.30738 hypothetical protein FLJ10407 -14705.588)|
Hs.929  myosin, heavy polypeptide 7, cardiac muscle, beta -15311.565
Hs.73454 troponin T3, skeletal, fast -15517.857
Hs.250879 ESTs -16910.507|
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B 3

LEORALBEEEFRFLE AL FHAZATEYTHOELRR
cytochrome ¢ oxidase, subunit Via, polypeptide 1, ubiqunol-cytochrome ¢
reductase-binding preotein, calmodulin 3, interferon-induced transmembrane
protein 1, chromsome-associated polypeptide C, high mobility group
nucleosomal binding protein 1, endoplasmic reticulum KDEL receptor,
GTPase-activating protein RNA, 1-amyloid beta (A4) precursor-like protein 2,
peroxiredoxin 2, solute carrier family 7 member4, thyroid hormone receptor
interaction 13, X-ray repair, complementing defective, in Chinese hamster 3,
metallothionein 1L, dystrophic myotonica-containing WD repeat motif,
hepatocyte growth factor receptor, macrophage migration inhibitor factor, MHC
classl, A &£ 18 EA K -

H + ubiqunol-cytochrome ¢ reductase-binding protein & cytochrome ¢
oxidase, subunit Via, polypeptide 1 &g B £ - - F1:R4ke9 8 8 0 &
F 1%k 48 F w1E3E 488  ubiqunol-cytochrome ¢ reductase & ¥ = {245 5 5%
cytochrome ¢ oxidase # £ W BHE A% dAETEHERT R IET FHAR
Bedy ATP &4k > — B sbihfz PR —EA SR HR] ATP HREE
& @ ATP R AR RF ATP g H it — B VAR ERTIF -

P BREHRE  ANEAWBRETUAREAET > EBRARBSBET X
HHEAARTENKEBSERE BB THR ARG ERE  BR
AEOREREMAER BRI FRA @EEE MMEERAMEK
RETHAMF 55aF REE TRENTEARTHTXGERE
WMETH LS RAGOES  BROIFOEIK BA4 AR &
AR NMERESK MEEF  KERE  FEE M REE FHE
EARR BB MHEOTHRENRTR  ARXRREZBENEE » Mt
ZHENEHE AP ETEEASTE R FUEASH BT ATP 89 £
A MBEBEEETEHALRR RS RBEHEENTBHER -

4538 % (calmodulin,CaM) R a5 —EEZHEREE ST I
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# Car’-CaM-CaMK (Calcium/Calmodulin dependent protein kinases, CaMK)
B ERES - CaM v Ca’' F R 589847 > — 48 CaM o F T 2 w8 Caz’
4 -CaM ARG RFTH 85 Car' 4% > BUBES @448 Ca'
-CaM #8432 » H 3751k« 8- Caz’ -CaM 3 482 9T #L 4m A F &9 Caz* -ATP # -
NAD %85 - i8558 - T O HM8eH B-0 RO AL S B EBEL
P fa B 63 S R UBAE o

FATEEIREF X~ FiE - FHEE T HELY Calmodulin & Calmodulin 3 »
Calmodulin 4 5% Calmodulin 1 ~ Calmodulin 2 & Calmodulin 3 » {8 = 3/ &
nucleotide #18 80% & 4858y > B B A1 255 ¥ Calmodulin 3 89 T A2 R % »
B KR % 4 Calmodulin R 4048 » R FIRE & €45 ®H %2 ¥ Calmodulin
CEEARYTH ERAREBBIHREGTESLE -

Ca;modulin A #Z6)EREBEEH LT | — WP FSHETFRE o — ~
B E Al o =~ WEBT AL - 0~ B EHHRBR - F -~ Z/LE%m

Be o

RLELABITRTER  dRE - FX R RF-HEamz
HE - HNEEFFE2 BB E S nibsy TNF - IL-1 ~ IL-6 » 4 6485
Sl A HRNEFFTHEMAELNAN A LB o i il
cytokines JFR ZEAE HpHi4E A o

AEFE BB R T T3 Calmodulin »+ M Ca2+/CaM 7] 7% 4k
phosphodiesterase 1> & & 34 ds sb — M F1 RIpFI N B MR B O LM HLANH
EAMBMEBERELRAL  UEFABEEY  THEYEE—FAR -

HERFH o AN 2 EREEFPHNARNTEE =BT ELHR LR
o FBAERRILRZBFERAAN 2 SR ELZ L ANABR T iR
A 12ELREEME FXEHME 3BLERARMEE > @EXioFid
AAERE &7 E 2 BREZTHNADN RSB THERAT Fi&
FokiaE 34 ETHEAERE  F50E0h 4 EBTHEARHEE L
FoFiRAH 12ETRARAEER - ToRwdamaa il RErauts
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#i -

AFPBGEITF BZHBNEFRIGEE - BXBENER S THEAE
%E#»ﬁﬁmﬁﬂﬂ&%@,@%XMﬁ%%L%’W%%%L%%m’
WA MR P E 0 BPAAR e T R MBI T E > BB e T £
i R ATBERANFLRRELED > TUHREF Lo FiEtbdin
PARMPGER YT HERAANS AR IRMA TS o FHER S 1
Fl LR THERGEAE  SRFXNARERFTHERRGERTE FHER
ZHEZ X R RS E B WE%)wﬁ%A*éﬁ T A R AR AR AR A
BRIEM e d © MFHA S5 MR - KRBt  TEw e - £48K
BEE EEENFBARSA K RAEFEG8%)E B 4B 8T
(1.6-4%) B & > TR Bik > 2o R Ed - FXF - ERFH xS
FRFEME AP RLARELEATLZE MRS o sb RET UM
BAMFTEAFMAG LT THRAEREL -

BH-HA(RE@B) FuRasd TR A# - BRE  FHMAE -
KOG "B kb o ~TIFEEAT » BEERETRTFEX - 1554058
B BHNELETH FLEREMK Bakil- s EdFE %2

"RBEBRALEE 5B ABRAER KRS BELY
B ETh AEE -~ RHEFX BER -F8 %608 AFE -
o e JA(BHRE) PRREEE TARAN BOREK —&
EPEBRM . b HBELR S FEE Wi 5 HIRER BEL
PR N e WA (AE) Pl TEEMBTPLER £
BB LA FERTAG  BHEEE - 0 (REHEIR) T3
PEMERRA > BATAEMMES  FEREMBRE > AR - | T
FHERTTE RERZTESBLEVE A FTEMELRAHAEREA
BREAREFREFGZIR  FABEHRUERERBETERAZI—BAEY
BAER .

LFE S FiE s wAAABRNARAB Y » R T LT HIE -
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3% A E - ¥ parathyroid hormon-like hormone (PTHLH) iz @A B &
FEEER o AR A — N4 MIE 4 R F (endogenous antiproliferative
factor) » TG KA RELZ A K AT UMSLE R ey Bin g ok iR
WA TRAA THERL  REANERRFEN TH,) EBEAKE &
XEaTELHNRBI—RENWE  BPHEHEN "TH , B@M L4450 ¢
R 2ay 8 b O it 5 B 0 erythropoietin receptor 3548 4 B £ {2 i&
Ehiafa g koot HaohRHEFE e mELH TBHRE
FEH O ETBMTHEG "TBARR ) RERESHRAM LS B A
HRARBUARR  UBRNGROLR - BRELCHCBHERRR
BROEOLL  FREALEE LA SRS mEFEAEY "X
A,y (hyperfunction)® E R T » A2 P EH2 A " R% | X4
erythropoietin receptor 58k B F L#HaY 5 A > TiRiEi hm o) s & o
fbfvbr 3K 3 4 > BT T R X AMESBBARETHRER B4 F
X ¥} major histocompatibility complex classl, B(HLA-B)& F #H e545 A >
HLA-B 7T #1 cytotoroxic T cell k&) CD8 &4 » i fTtapn 2% £ X7 F
FHEARE T BRAEAAREXKEEGER > TraipFg X
B RIZBRIER ENGARA o

Vascular cell adhesion molecule 1 & —#& cell surface glycoprotein » =] ##
& cytokine ;&b endothelium & % i » it %% 3] monocyte & lymphocyte ¥ if >
WA T AR > RIS £ KRB &48 % major histocombility complex,
classIl, DR beta-5(HLA-DRBS)TF H 3 #I1/E A » 1 %A CD4 &5 helper T cell
SEEPR LLE/E B cell ~ macrophage ~ T cell 5 R ELE) %78 R » FR UL & 46
EERBR  THREEEFALIRETE AFHLANEAR T @
phosphoenolpyruvate carboxykinase % Af 88 4 & (gluconeogenesis) &5 key
enzyme, % #8 9] Lk 38 phosphoenol pyruvatecarboxykinase2, mitochondrial
(PEPCK2) & st BB IS mA LR TR MASMAREMR
ER R BB A LTFE — g3 o 5 4b - ADP-ribosylation
factor-like 4(ARL4) A A E £ F EM 4y germ cell # 5 A#Y testis A £ iE -
HEgFaEE LA — Ml ARad b ARA LR ER TER
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BEMNFEL -RAANTE  BTE BARGLEARAGEN T
T Ak B 69 4E R AR AR Bl — ey b B

fe57i8 PR T Was A B P 48 MARCKS-like protein (MLP) + solute
carrier family 1, member3 (SLC1A3), potassium channel, voltage-gated,
delayed-rectifier, subfamily s, memberl(KCNSI) #1344 4 #4518 5 - 8§15 T4
#19E#| ~ neurotransmitter #9EE H M C PRAB TR E AL - RIEEE
ROAZTHAM ERFAFTRATRBOFEZ -~ R ANCETHHEE | b
i #F S100 calcium-binding protein Al3 (SIOOA13), calcium-modulating
cyclophilin ligand (CAMLG)% #2 Ca2+AF A8 69 A B 45 %K TS L @a 4k
A BT EALA SIS R B R A — R 89 BB desmocollin 2 2B
calcium-dependent glyecoproteins 48 superfamily +45— 8 » & —# cell
adhesion molecules * ¥R 0 A M e mEH — LKA > MIFET LAk
AR S TRUBAECBEA Y -

A AMREZAMUAREEERFEZE L NRATRRBETHELLE
AHGEGHRAL BEALERR(BLERBE) HRALEAREREY L
ARTH ZHRBRFLEREBHBEAREI MY ELARNARENME &
HBEELURME  AMRBEURECBE LA LR BT -

A R

ARRETERBTEEANBERB AR S FE DAL # A
Eay B RFARITT R - KEFX - Ri& - FEHBTERBELETH
4 % B 4% cytochrome ¢ oxidase, subunit Vla, polypeptide | (COX6A1),
ubiquinol-cytochrome ¢ reductase-binding protein (UQCRB) & » TT4u f & £
RETEHIHI I RN I ZRENBEELE T TR R s e
AT ATP 87k & 4 » MiE s B aE S %R -

f Calmodulin 8] 3G HENE5ETF 0 H » T AFERINEE o — -
BASBETFIEE o — BIWEMHE ALK = WEET AL - W~ LB
Xeoh~ELE R c b PEENFT FHLLR -
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# $F » macrophage migration inhibitor factor, MHC classl, A,
interferone-induced transmembrane protein 1 2 pb = & o r A pHl a4 A -
BTt R REBRRERERELR 2 45 M -

ARAETHERAEADGZRAOAR LR MA TR foFHM AR S 2R L
RTHEGAR BFARREZHRTADS > AEEoEHT I EHH8
T B DERGTER) ARFRP I EROSERTHAS . ERARS
NEERR  ERABARTAFRLETRELE c b RGETHBL T LIRS
TN LW s THRARRSEN LR BATREB2ZRAFEA =
LEBMTHAINTEARCAE P BREA 208 » Aih P REgy A
REULK KRB EERA -

wEANERMmE  TXEFHH IL-6 RI2i& interferon-stimulated
transcription factor 3, gamma &)1k B ; & & B 7T #7 4| interferon, alpha-induced
protein (IFI-6-16)A _E ¥ macrophage migration inhibitor factor 854 ; 544
@ F3# T cell receptor delta locus M k3 macrophage migration inhibitor
factor, interferon-related development regulator 1, interleukin enhancer binding
factor 2, 45KD % - {2 & X - i - %4838 = 48 ¢ & ¥ macrophage migration
inhibitor factor 7 H £ E T ER > Thoit ZfE P A - T AR
(##]4= : macrophagemigration inhibitor factor) 4 F 65 B4 L2H A F a4k
Ao RFTULRBETEGEQEGOER > MPRABROEN LY
EHRE—RBENEMRTR  MALEREREHABRERERE B EHHE
B MR RS H AR RBOAERAMNE REI G BREARRAHE T TH
RE—~HEY TR LFERTHG - LHEHEE > TRGETURRRSA
PRAHMENREEEEOEERIGEMERRG B E L RF oy e
R -

A EiR FMBHEEPHFLEEEZ o kbR
FERELARZHELE  AARERERETHEAMHAEZLAR | £ ibdofy
R ZRREBHNZEEMINBR2TRAMARLE (E MP)» BE
ERAAA_ARER log2 1% # ML ERARTHEZAT £ 30845 >
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L8 E Pubmed B NCBI ##42#rr 2R 28R » HF¥seieE—sbiglio &
o FEHHNFELEBRE MM AR LE ENIEOARNLEAEM? &
FHEBBMOARRIMFTGELE -

AEFBAHBEE X FiE - ML BN ERIEEE - BXRES
EREBRANBMNE AREFEREFCIZHRRAZRANELE#
Bk R LS4 > BEEFCKRE KOGKER > mEHeH 588
HERFRXGOER A" EX6LE  F8 6P & FMETE ZR - #
BREBRREMET » bZEHBU > LARE  TooZElHe 4L
BZAE  FEPRARBEAERAAL > REARMTABE—FEH HE
ARy HE -

ARREETAKARANEDRBEF PROBEER > R REEFALY
BEATITUARRBZ2ARNERRMAENEM - FEFRTHAL
HEK293 Ftafp L2 TG R EMMAEREE R ER FEagEL S8
) SRABGMER  RBETHS THRERERHWAR A2 255
THEMARER CHELLFRMG S Northern blot Av il 4 £ &
BE-FoymRERARN MR ZEAGLE &460% 8 2 44 Western
blot 6 HHRERGMTROAETSH  UMETHREER2ME -

5~ 2 F UK
1. Chen JJ, Wu R, Yang PC, Huang JY, Sher YP, Han MH, Kao WC, Lee PJ,
Chiu TF, Chang F, Chu YW, Wu CW, Peck K. Related Articles Profiling
expression patterns and isolating differentially expressed genes by cDNA
microarray system with colorimetry detection. Genomics. 1998 Aug 1;
51(3):313-24.
2. Gening LV, Klincheva SA, Gusev AS, Surovoy AY, Potapov VK. SSCP

screening of individual aptamers. Biotechniques 2001 Oct; 31(4):828, 830,
832, 834.

3. Gygi SP, Rist B, Gerber SA, Turecek F, Gelb MH, Aebersold R. Related
Articles Quantitative analysis of complex protein mixtures using
1sotope-coded affinity tags. Nat Biotechnol. 1999 Oct; 17(10):994-9.

34



. Izumoto S, Ohnishi T, Kanemura H, Arita N, Maruno M, Moriuchi T,
Suzuki S, Yoshimine T. PTEN mutations in malignant gliomas and their
relation with meningeal gliomatosis. J Neurooncol 2001 May; 53(1):21-6.

. Oda Y, Nagasu T, Chait BT Enrichment analysis of phosphorylated
proteins as a tool for probing the phosphoproteome. Nat Biotechnol. 2001
Apr; 19(4):379-82.

. The International SNP Map Working Group. A map of human genome
sequence variation containing 1.42 million single nucleotide
polymorphisms. Nature 2001; 409:928-933.

. Zhou H, Watts JD, Aebersold R. Related Articles A systematic approach to
the analysis of protein phosphorylation. Nat Biotechnol. 2001 Apr;
19(4):375-8.

. Bains W, Smith GC: A Novel method for Nucleic Acid Determilation. J
theor Biol. 1998; 135:303-307.

. Hacia JG: Resequencing and mutational analysis using oligonucleotide
microarrays. Nature genet (suppl) 1999; 231:42-47.

10.Fodor SPA: Massively parallel genomics, Science 1997; 277:393-394.
11.Marshall A, Hodgson J: DNA chips: An array of possibilities. Nat

Biotechnol. 1998; 16(1):27-31.

35



