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Cold and hot-medicine microarray analysis
In Chang liver cell

Chen Guang Wei
ChinaMedical 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 isto find the novel genes or proteinsinvolved 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 (& 44), 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.

Keywords: Herb, cold, microarray
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293 wm i g2 (¢ ATCC #43 ) 3 & 74 10% fetal bovine serum (FBS) (#£
Hyclone) #2 100 U/ml penicillin-streptomycin &) Dulbecco’s modified Eagle's
medium (DMEM ) &35 %% > 3t B#7 37°C KR8 5% CO 9 =R/ ¥ >
B AR H bt i 38 A B 55 % ¢ BRL Life Technologies 8% B o 2 ik 20 4a i AX
AEMERHAR KRR - HfICLASF—H HEK293 7»-80C + » £5&
KA BRI > GRIR I B RAE A o BARERATE A 8 ta iR
VARG — 4k TR BREFRE -

(=) *RBEHRE

Pite AP &ayREN R PLETAERGRELPIFATHE - 235 L1t
B RARAEPTAE A ey #H 2 P 55 (Yano et al., 1994) » SAAT &) & B AT 45 A 6y #
g A Img/ml » LAWEET i A REHWRAABENZIEZE - 2
mFERER AR ﬁﬂ‘rﬁ:’?/ﬁf‘?é ERI e et 0 BRI IRAE

A 0.5mg/ml 8% > Hém At RAFADE - P BEHEBERIFE ﬂﬂ]gﬁﬁﬁ%—@i%
By E B m A BT 8 if*—l 1:1(FRAHE—ZE=4);

X:FiE EM=06:2:3(FRH=H ' & —8F) %H'J%%%AQ*%EE
& lmgiml ey miney A RAFBENBE B A LB MR AR
QAR R B 0 RS R IR B e R AR A 0.5mgiml L b ¥ o R B ey
REFKARNEREZ g3 FBE&YHE > AAUARSOE Z - Img/ml
# 0.5mg/ml ; &ig : 0.3mg/m| #.0.1mg/ml ; & 44 © 0.5mg/ml 2 0.2mg/ml -

HIER TG FE P B FHN 4C » &8 F &35 DMEM +
(lg/ml)> @ 1554 A TR THHEZ > BRABTREZA T IS o4 ER
ROERRBR - BRI RAEG 0221 B8 » LB » K BARHF-20C
B RE Y o 203 ta A Kk B] 5 AR BT 0 B BRI BMIBERMAIERIRT >
BTEAERSHOGER > i 48 a2 1% diote RInEC RNA -

(=) 2 RNA &8k
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HEK 293 %m fi kk LA % 4 22 B 4% LA DPBS ok > W22 m ¥ u A Iml 2 4M
GITC homogenization buffer (5.3 M guanidine-HCL ; 1.5 Triton-X100 : 2.5mM
TrisHCL » pH 7.5 ; 0.25mM EDTA) sz mimf » A E B KiTH e » FA
F 25 3R 4tsA 2 41 R Ko F DNA 3787 > & 0.5 Z - ta JIE AR o KA 2 8k
S AR B be B VS AR R 2 KBy (phenol 0 #i water saturate > pH 4.0)
0.1ml &.4% (chloroform) #1 0.5 | B& & 475 7% (2M » sodium acetate » pH 4.8)
dHKERIE LS 548 > &7 4CH:s (200 000xg) 20 o425 i & Lk > i
USSR BREIURZ 0 SRS AR EFRE F % RNA 32
S50u| 2 DEPC 3282 X8 FRIERZ > BUASAALEIFEE -

(w ) &4t mRNA Dynal beads :

1LE4AF 751 g 4y total RNA 757 - 5§ sbia 7k 82 #& A DEPC water 3% &
100l -

2.8 100 | Binding beffer Au A gt RNA 7% » A3 4 4% E# 65C2 4
4 > B ENKE -

3.bEFHR 200 1| (#4 % 1mg) # Dynabeads Oligo (dT) 25 # £ — #7 ¢4
#eod o e E By Dynad MPC s & E o

4.30 #1% > #F Dynabeads ¥k st £ &K » #M2 LR > RT S E L
A 100 ¢ | Binding buffer » ;24344 - #% 34 7 Dynal MPC L -

5.8 58 4 #rhLEk  RT#& % B A 100 ¢ |Binding beffer »
BP B 2 2 RNA BRiR4A3 4 » &% E7 roller machine £ - &
Fm T 5 54 0 £ MRNA %[ # Dynabeads L o

6.4 & % BE# Dyna MPC L - # Dynabeads ¥k st 42 8 & » #8 L
ik Au A 200 i | Washing Buffer B+ 5 4-34 4) > #§ 3% £ % Dynal MPC
't o

7. €48 6 A5 LA R - Ao A 2011 DEPC water - 5 Dynabeads it 4
b HEEsE BN T5CKS T 2 48 0 ik B4 Dynd MPC ko 7
Dynabeads 3444 s it 42 % & Br 7T 4 i 4b b2 mMRNA ik (#5342
©ng) -

() H~a# DNA RBURFIEFRXRE
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# S0ul 2 RNA SR AR~ RAB AR TR R EE B RBaz kD
#% RNA g2 oligo (dT) 5] F# 70C RJE 10 5481% > Wm A B ARBEEFRLTZ
M RIES SRR B8 (411 MgCl2, 25mM ; 2 1| 10xRT-buffer ; 2
[dNTP > 10mM each ; 0.5 1 Rnasin » 50U/ | 5 and 0.5 1 AMV-RT » 30U/ 1)
B A2CRJE L/NBs > RIE4 R#E ARSI T2C 2k 5 5454 L R 8855 RE
SSARTET-20CH A o F AR BERIES &k 90C W 44274 ik jlw A cCDNA
MEHER TN SCHEBAERIERR » &5 RIEHZ AT &SR
(0.5xSSC > 0.01% SDS) ##k &k > HEEF ey HE— it k&K (05
xSSC » 0.01% SDS; 0.06 xSSC) # ik Ik & — AR LIE > &K 6 5
( Genepix 4000B Array scanner) #i 8 h 4 #7 # 3% ( Genepix pro 4.0 Array
Analysis Software) »#7 % °

PR 7 47 25 BR800 AT AR S B 2 € & 0 CDNA arrys 2 & & #&1E

F GenePix #k8% - @BT EX HMFE L EATEZEL (EFIL H—1b)  &iBZ
RALZ BT LA — 5 4E A Gene Spring %48 B 69 B Bkt 0 Ao ERSAH -
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28X
%(— ®EA 304>2xSD  (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, apha 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 SO 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 TYKIi protein  ( M. musculus ) 12300.841
Hs.79387 Proteasome (prosome, macropain) 26S subunit, ATPase, 5 11588.2861
Hs.153436 N-acetyltransferase, homolog of S. cerevisae ARD1 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
Hs429  ATPsynthase, H+ transporting, mitochondrial FO complex, subunit 10807.2671

¢ (subunit 9) isoform 3
Hs.77665 KIAAO0102 gene product 10145.2483
Hs.1288 Actin, alphal, skeletal muscle 9897.98473
Hs.251064 High-mobility group (nonhistone chromosomal) protein 14 9825.59953
Hs.274416 NADH dehydrogenase (ubiquinone)1 a pha subcomplex, 6 (14kD, B14) 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
Hs7345 MADL1 (mitotic arrest deficient, yeast, homolog)-like 1 8345.25313
Hs.177766 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) 8323.10987
Hs.182248 Sequestosome 1 8261.9414
Hs.190703 ATPase, Nat+/K+ transporting, & pha 1 polypeptide 8118.31817

-332-



PRESSR K224 XS5

= E2#%304<-2D

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 A1 -30472.9
Hs.182447 heterogeneous nuclear ribonucleoprotein C (CL/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 ¢ 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 regjoining; 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

ESTs, Weakly similar to ALUI_HUMAN ALU SUBFAMILY J

Hs111782 SEQUWNCE CONTAMINATION WARNING ENTRY [ H.sapiens)

-37357.5

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

-37644

NA NA

-38362.9
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=~F#&A304>2*SD (4804.05)
Title

Hs.226795 glutathione S-transferase pi

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

AVEL-AVEC
10649.72827

Hs.9280 multifunctional protease?) 9340.820433
Hs.116577 prostate differentiation factor 8265.170733
Hs.129913 DNA-damage-inducible transcript 3 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 L24 6034.620733
Hs.143554 ESTs, Highly similar to B45036 Pur beta-human [ H.sapiens ) 5974.640767
Hs.11147 KIAAO0467 protein 5777.460167
Hs.154332 KIAA0212 gene product 5761.7722
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 compl ementf';atliJ on group 3 (xerofj)erma pi g?nentosum grousp B complem) i 423960233
Hs.66718 RAD54 (S.cerevisiag)-like 4234.409267
Hs.169832 zinc finger protein 42 (myeloid-specific retinoic acid-responsive) 4003.451967
Hs.104114 H.sapiens HCG | 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
He.84081 X-ray repair complementing defective repair in Chinese hamster cells 2350.358733

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

transcription elongation factor B (S11), polypeptide 1 (15kD, elongin

Hs.184693 Q) -13710.9
Hs.78996 proliferating cell nuclear antigen -14110.4
HS 17775 ?]T??IL\ID_I;R-aSSOCi ated 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, apha 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 FLJ10407 -17609.8
Hs.75061 MARCKS-like protein -17896.6
Hs.69855 NRAS-related gene -18316.3
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HsID Title

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

AVEB-AVEC

12579.99937

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 9427.5359
ESTs, Highly similar to HPPD_HUMAN 4-HYDROXY PHENY LPY RU-
HS.166456 \ AT DIOX Y GENASE [ 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  ribosomal protein L23-like 8068.529
Hs.3069 heat shock 70kD protein 9B (mortalin-2) 7993.986833
Hs.16001 semashock 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  cytochromec-1 7573.46633
Homo sapiens chromosome 14 clones RP11-111016 and RP11-61F4
Hs.15251 .. . 7525.341933
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 KIAA0025 gene product; MM S-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
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HsID Title
Hs.141011 calmodulin 3 (phosphorylase kinase, delta)

Hs 78040 PEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention
receptor 1

X-ray repair complementing defective repair in Chinese hamster cells

AVEB-AVEC
-9426.6028

-9432.6482

Hs84981 ¢ (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 £y 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 E)Z??li\lD'l;R-assou ated cell death executor, ovarian granulose cell protein -10600.124
Hs.180714 cytochrome c oxidase Via polypeptide 1 -10697.56
Hs 184693 tcr:z)ﬂnscrlptlon elongation factor B (Sll1), 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 E)Zgli\lDT)R-assou ated cell death executor; ovarian granulose cell protein 12094.407
Hs.2012 transcobalamin | (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 %

AN E 2 EREETEEE - R gHACATELTANARA
cytochrome c¢ oxidase, subunit Via, polypeptide 1, ubiqunol-cytochrome c
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 5, metallothionein 1L, dystrophic
myotonica-containing WD repeat motif, hepatocyte growth factor receptor,
macrophage migration inhibitor factor, MHC classl, A # 18 B X R -

H % ubigunol-cytochrome ¢ reductase-binding protein & cytochrome ¢
oxidase, subunit Via, polypeptide 1 Z Az g2 P b - & F18 k4209 8 © EF
1% 3% 4% A v9 18 45 42 » ubiqunol-cytochrome ¢ reductase ;g;ﬁ__m A
cytochrome c oxidase & % W B 58 N E TR B RA b E T4 2 kBed)
ATP &4 k> — B L1842 4247 — 1B 48 A B4k Hp H1] A] ATP ﬂ%é&/{:éi i ATP
RABAREEORIFE > ATPYEE— BB D AR e E T -

P BEIEHRE > NEAHE TR AT RRARESB LT KEw
R AHRZ 3"'22‘[5 KALRYE 7 R 2 % #&%&/ﬁéﬁﬁ/ﬁkﬁﬁ%ﬁéﬁ*"@ B% R u‘%ﬂ%
BREMAEA ERF] > FRAAL @EEFG MMEEAMK S KETHMMHE
FL58F REE MAERHERARIANRGERLE  HETEHUEFL
e Ewr\u%m%%lé;\ » BARR D MABVAKE > mi KK MER S D
B RERE > FE5miE T ZHAENEARL  F My
EERE S R M%%&K%m/% AFE 0 Mt = AN E G B R 6] E TRk sk
?%:&%wmﬁA%’m%¢wp%éi’&ﬁ%%%%%éi%@’ﬁﬁ

EEEHREY P LI

453 % (camodulin, CaM ) Rt B — (A& B3Rl nF > N
Ca"-CaM-CaMK ( Calcium/Calmodulin dependent protein kinases » CaMK ) #513
k188 -CaM Fo Ca' R & 09 M4 /1> — 18 CaM 4 F 7T $wa {8 Ca" 4 4- - CaM
ARG AR EN Aot Ca2+& btk BREE S @ Al Ca2+ -CaM 54
B E M o 8- Ca2+ -CaM A 4-82 < 82 dm i ¥ ¢y Ca2+ -ATP? ~ NAD a4 ~ &%
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BEER ~ & HERR 0-W BAE e B S 0 (RIS ERT L o H MR de A Y
5K AEAE -

HAER T X~ TiE ~ gL E TFHEHey Cadmodulin £ Camodulin 3 >
Camodulin % Camodulin 1 ~ Camodulin 2 % Calmodulin 3> {2 = % &
nucleotide #) %4 80% 48 Bl 4y > B B AT £4% ¥ Camodulin 38y THER % > B
R % o CAmodulin R 44 - S BIRAF R B E 5B BELH Camodulin 18
ARG T TRARBBEAEEY TRk -

Ca; modulin £ #4269 53% LA LA TFohaEe - — » gﬁﬁﬁﬁ%%&%;%ﬁ o =~
VMR LA e Z S MERE R AS% W AEETHAEHE - B~ FILEY éeaﬂ’v

BB ARES TR PHER  bER T X K@ ﬁ%‘ﬁﬁﬁﬁzﬁ%’
HNFEEZFE 2 R ESL B nikey TNF - IL-| ~ IL-6 > & 88 #8694 5] 5k
e hsh HREEFE ﬁéi%kﬁﬁﬁﬁﬁ@%%&iﬁ%wwm%%i
BAEHPHIMER -

A RAB 4RI FH Cadmodulin » @ Ca2+/CaM =T ;% 1t
phosphodiesterase | > & % 3% b — 4 H RipFI R AR O St BN F -
PR AL LM G UEFHBHEBE > THROTE—FHER -

HERFr AN2EERELZ T ANARYEE =R P EHHER LAL
ABAERRLBRZ BB RLERN 2 EEZELZLANAR Y REfvgMmE 12
BERAELRAE > EXfvgiahs 3BELELALRAER > mEEfoFgEAZAR
E NN E2EEEETHANAR T IMLLBRZ THRTRENETMA 34
BTFAELEBE g8 fvgaha METHRARMEE > mx XfoT2 A4 12 8

THRARAEE - Tﬁ%@ﬁﬁm&%l%%éﬁﬁm%%ﬁ

P BB B RBHFEIIRE - BREEHER > TERER
# lT/ﬁﬁﬁ&Ef fe& XA s mA ELE > Bpakaeey EF 34 - ?ﬁﬂ
R T & BPARER ) PRI > AR T & BPARER A T F 3L 0 Rem e
FTESHOFERESED > TURRART S r@ b 2EARMHER
PEHERARAG RO RALRMARETHAR S LE LARTHANSK
l BRAAAAFTEHTHAERROEEARTER - FXEE R A

i (2 E) 2545 FATEZRIEHBRAFENHT]RE S ME
ﬁﬂ%A AR x%m CEERH LK RANEE  EEXZOF AT A
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— ey RAEE (5-8%) H ) Birey s E8imsm (16-4%) 4% TXRS
NNEEMR e o mEXH c BEE R R S H Bl Faadyi o A gXd
BREEFE/REZRABARD > ko b 77T AR AT R B g6y LA~ TR
AR BB

PEEH (REMB) P BRS BRH AR BR 0 AREE X
G E WA ko AR EAT AR RS K o A4 IR R B
AHEBTR ARGRBHX AaRTm - 5 L ¥FRe % T Hidb

BREAEZE . 38l8 ABALTE, 6RE2 ABEELE 5Tk A
TS RFIEHFKR AERE-FER 50k AR ~mF e o (B

i) PR EE "THAAN EBCRK ) —b s X PREBER b HE
SR S FEUR O WL ERIRARE B EFI AL X e ) A
(Ae) Fuedgnw " 22BBE P& T B LR FLRTH
8 AGEeRE o 0 (REEIR) TFRE T Z40 % KA o BT AR M &2
FEERmMBERE RAEEK .  TAEMHBRBTTE TXRETEB8MBLEYE
HARALHEMBALAAREARAREERARARZAEOZIR  FBERGERLR
BT RMAAS—EAHEGEE TR -

EXFE S FAABEHNGER P o KA T AT 8E

W% X @ % 0 ¥ parathyroid hormon-like hormone (PTHLH) 2B X B £ L
FEeGER SRR A — W A M4 4 B F (endogenous antiproliferative factor )
THEGERERERG AR AT I AR 0y B B G RBeER 0 F
Buhd "THERLE > REWERAREANTH ) BEBE ZXEPELE
BB — R E B Ran T B EB R A% T EBZeREAL
CAkPL 5 B o erythropoietin receptor iz 1B 3k R & 4% i % fn 4m B 64 7R, & o 2
b HaohRey3 A FH B mMESH "TIBHARR AN ATEmTA
Wy TReEAARR | RIERPEEHBRAB LA BEFEARLARR  UBN S
Bahdg  BERALCHMABHNERRAL  ABROEOLL  FHEHAEE
LA SR MRS T KR Chyperfunction) /8 & T 0 1R
Zgp b ARy AT RS R R > % X ¥ erythropoietin receptor i3 /& B A L3y
YER > TR dmtm o) sk ~ b R eg3g A4 > AT T 7 X A1/
BB GRE ;B E B ¥ maor histocompatibility complex classl, B
(HLA-B) A F#He&+/ERA » HLA-B =T #2 cytotoroxic T cell 4y CD8 44 > 24
WiT@BHE& 0 FET FALERRIE ¥ BRALA FHIEKAEFHE
o TR HE XA LR RIER Bireha ] o
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Vascular cell adhesion molecule | 2 —# cell surface glycoprotein » =] #£ &
cytokine &4t endothelium 2k % £ - it %% 5] monocyte & lymphocyte 5 % » & 44
R AR > AHHUE X RIE  F48H maor histocombility complex, classli,
DR beta-5 (HLA-DRB5) 754 #4145 B > & % %4 CD4 & helper T cell & ik w3
2L 754k B cell ~ macrophage ~ T cell 5 RS %7 RJIE » P A mAa L F I K »
ThBEERFALCREEE D A58 LAY AR F & » phosphoenolpyruvate
carboxykinase % AF % 4 m ( gluconeogenesis) & key enzyme, %447 L A
phosphoenol pyruvatecarboxykinase2, mitochondrial (PEPCK?2) » i #f4% 2% % 47
e mA LAER » T RRA TR AREEERRE > BHEMME  R3F
b3 5] — b gL S o B 4h o ADP-ribosylation factor-like 4 (ARL4) B %
RAeHAH#e germeel i Ay testis B ki3 KRBT E A LR — 2 )48
Bl mEsa b ARA LAGER > FERATHNFEZ—RAFLE BT
B BARG LKA RZGRA M > FioTF LA R ER RAE T
oy P B EIE o

¥ FAKXTHAYG AR ¢ 438 MARCKSlike protein  (MLP) ~ solute
carrier family 1 - member3 ( SLC1A3) » potassium channel - voltage-gated,
delayed-rectifier » subfamily s> memberl (KCNSl) 1744 2 4 a912 % ~ 9465
i 69 4% %] ~ neurotransmitter 43R E A B > BPELAR PR E A S~ RIEKE B
WEBAM  SRFEREAFBENFEZ —RACETHEE S Lo i
¥ S100 calcium-binding protein AI3( SIOOA 13 ) » calcium-modulating cyclophilin
ligand (CAMLG) %41 Ca2+A AR a9 AR 5 7] A T AL L3RG IER » B
AL A B M HE R R BRI A — & 6y B B 5 desmocallin 2 & B #
calcium-dependent glyecoproteins iz 418 superfamily ¥ 45— & » A — 4 cell
adhesion molecules » ¥R &4 0 A WA AH — LHER » M ET LALE
P BCTREHBRBE O RG A H B e

B RRARZAIUKRE B ERZEE NRAEROBETELZCAHK
eHRAL - BEEEEZERKN (BaRBE) MR EEARN LR L EAX
TH O ZHEBEFZERENBEARAIMPBELARNLARAETNME KAHAXEL
WEIRE o ARAREANEEEER Z EERET -
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18 ~ &

AR E RN T R BRNERB I ARG FEMA G S HAR G
BRRFTRGER - KT X~ i~ FAAZREPEREAR THAGERGL
cytochrome c oxidase, subunit Via: polypeptide| (COX6A1) - ubiquinol-cytochrome

c reductase-binding protein (UQCRB) A& » 7T 4u ¥ % R 228 F & 3 o Hp )
TR FE R FUBEESME T FERSRKET OATPREEAL > M
PRA% R AE B FAK

f Camodulin B @A & B2 458 F a9 0 > LB A A RIHEE - — ~ A
GEBE TR o — WA B AL M EHEA L W RETHAHE R
EICE S o b= P RE T FRALLAR -

% #b » macrophage migration inhibitor factor, MHC classl, A, interferone-
induced transmembrane protein | % st =F& ¥ &R A dp sl e94E A > Bsmdp sl X
B F % RN By R S B Z A5 1L

AARNERALEARGANERRALRMATEEMAER S HLE LHAX
THGEAE > AFARAREERAREYS BERBTMZIESZALRTHE
NEERE (FREF ) RRFRP/NEROSERTEA S &L ARE/NER
TEHAARAERHEREFLRE - o b R ETREAT R EHFMHG LA
TRAARNZEG  WERBAFELH X R RAMEAN  2LERMT BT
ERRR P RBELSZLE FAth PREENABART AL RBENRA-

ARG EARMET > w XS A HpH IL-6 BT & interferon-stimulated
transcription factor 3> gamma #9145 A ; & i B =T 4] interferon » alpha-induced
protein (IFI-6-16) A Lt 3 macrophage migration inhibitor factor ¢54 A ; 44 &
T3 T cel receptor delta locus ™ L3 macrophage migration inhibitor factor -
interferon-related development regulator |, interleukin enhancer binding factor 2 -
45KD % »f2 & X~ &8~ F 418 =4 P % ¥ macrophage migration inhibitor factor
NAER THNER > ToB = FEe - LFTnARLE (Flo:
macrophagemigration inhibitor factor ) 4. -F 5 B A LA R FHE/ER - RHFT
UL RABFE T RO QFAG AR My ELABEROERA LLERE —HE®
B RT B AALARE Ly EnRE RS B 2R 0 L LR F
Heag ey A IR M A R B & BIBAE R AR T THRE — &M T F L
PR T A —eF T A B T RFTUARRA T & AR A E BEILE S
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BB R G| RBEMB RV B E A RREI G EEER -

CmERMBEEEREPRHEER X b RIAEMRER R
z%%’$mml* B3R T AEAR B SR 2 A B 5 HAbdo i R AT T
E_ﬁ BREANZEEAINBZTRAMARELE (XM-P) BHEERATRR
= @_%gﬁ@ﬁx log2 % > Rl LA A THEZ AT~ 1% 30 £ A H > L4 % Pubmed
B NCBI 38t 2R ZER > HERRH—bialle 2% A&k
BB AR &M ENEEGAR LA ? S5 % 48 5 005 7 R L3E
ZHHEFH -

2
b
)w} o
I W

PR BEIEL > X T AR BN FREE S BRKRFZ TR
B HANRMSER EREEREEIZXZZERRAZRANET LR FIHF KA
o Z R eI1ER ;e:@a“/a K ERE KOVER > mEMAH FRERRFHT K
VR %A "mRGLEE RRETE ZMSETE 2R -HBRARESD
ﬁa’%:m%mM% BARE  TooZHEEEEARZ AR » JREP K
RBEABERIT > RMARNMTHE— PR ERHENSE -

AAREAKRARNG R @ RBKIT P RO EEER > MERLEHFANBRE
AETTURRARESZER R RRGFESGZME - REEI T /FA £ HEK293 ¥ 4a
B L2 FTRe ey R B AR BVE R AR > Ble L P Bagekx S 3ed ~ S AR ek
o SR\ TH S TRRAREAAMGAR *%iﬁﬁéﬁﬁ& RE & T
R K BRMEEHIK Northern blot Ay M EE: Bk—F WA TEARZ
RIXZEROBE  BoHEE - HE2E QWestern blot =& BREZ R EHME
Ao NBEE SR UUR TRAB R /A -
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Table 1.5 £ 37 30 & >2xSD (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 SO 14092.2751
Hs.42644 Thioredoxin-like 13922.7309
Hs.20644 Branched chain apha-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 ARD1 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
Hs429  ATPsynthase, 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 a pha subcomplex, 6(14kD, B14) 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 1 8345.25313
Hs.177766 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) polymerase) 8323.10987
Hs.182248 Sequestosome 1 8261.9414
Hs.190703 ATPase, Nat+/K+ transporting, a;pha 1 polypeptide 8118.31817
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Table2. & X4 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 L36 -30076.2
Hs.249495 heterogeneous nuclear ribonucleoprotein A1 -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 ¢ reductase binding protein -31733
Hs.180946 ribosomal protein L5 -32032.2
Hs.84981 X-ray repair complementing defective repair in Chinese hamster cells5 -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

ESTs, Weakly similar to ALUI_HUMAN ALU SUBFAMILY J
SEQUWNCE CONTAMINATION WARNING ENTRY [ H.sapiens)

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

Hs.111782 -37357.5
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HsID

Table3. i A7 30 £ >2*SD (4804.05)
Title

Hs.226795 glutathione S-transferase pi

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

AVEL-AVEC
10649.72827

Hs.9280 multifunctional protease?) 9340820433
Hs.116577 prostate differentiation factor 8265.170733
Hs.129913 DNA-damage-inducible transcript 3 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 siayltransferase 6106.180433
Hs.184582 ribosomal protein L24 6034.620733
Hs.143554 ESTs, Highly similar to B45036 Pur beta-human [ H.sapiens ) 5974.640767
Hs.11147 KIAAO0467 protein 5777.460167
Hs.154332 KIAA0212 gene product 5761.7722
Hs.77221 choline kinase 5434.816333
ESTs, Moderately similar to 1AL HUMAN ZINC FINGER
Hs.62813 PROTEIN IA-1 [ H.sapiens) 5319.712767
Hs.160786 argininosuccinate synthetase 4424562367
excison repair  cross-complementin rodent repair  deficiency,
Hs.77929 compl ementa?t? ongroup 3 (xerogerma pig?nentosum grousp B complem) ’ 423960233
Hs.66718 RAD54 (S.cerevisiag)-like 4234.409267
Hs.169832 zinc finger protein 42 ( myeloid-specific retinoic acid-responsive)  4003.451967
Hs.104114 H.sapiens HCG | 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, L1 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
He.84981 X-ray repair complementing defective repair in Chinese hamster cells 9350.358733

5 (double-strand-break rejoining; Ku autoantigen, 80kD)
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Table4. &% 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 1l -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 | (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 camodulin 3 ( phosphorylase kinase, delta) -13507.7
Hs 184693 tcr:;;\nscription elongation factor B (Sl11), polypeptide 1 (15kD, elongin -13710.9
Hs.78996 proliferating cell nuclear antigen -14110.4
Hs 17775 ?Igli\lD-I;R_aSSOCi ated 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 FLJ10407 -17609.8
Hs.75061 MARCKS-like protein -17896.6
Hs.69855 NRAS-related gene -18316.3
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Table5. ##AT 30 £ >2*SD  (4232.796)

HsID Title AVEB-AVEC
Hs.75789 N-myc downstream regulated 12579.99937
Hs.70748 solute carrier family 3 (activators of dibasic and neutral amino acid 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 9427.5359
ESTs, Highly similar to HPPD_HUMAN
Hs.166456 4-HYDROXYPHENYLPYRUVATE DIOXY GENASE [ 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  ribosomal protein L23-like 8068.529
Hs.3069 heat shock 70kD protein 9B (mortalin-2) 7993.986833
Hs.16001 semashock 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  cytochromec-1 7573.46633
Homo sapiens chromosome 14 clones RP11-111016 and RP11-61F4
Hs.15251 . . 7525.341933
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 KIAA0025 gene product; MM S-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
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Table6. ¥ 484 30 & <-2*SD

% 5t

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) 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 £x pPRESSED 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 E)Zgli\lD'l;R-assom ated cell death executor, ovarian granulose cell protein -10600.124
Hs.180714 cytochrome c oxidase Via polypeptide 1 -10697.56
Hs 184693 té;anscnptlon elongation factor B (Sl11), 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 E)Z?&\IDT)R-as@ou ated cell death executor; ovarian granulose cell protein -12094.407
Hs.2012 transcobalamin | (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
Hs197116 solute carrier family 7 (cationic amino acid transporter, y+ system), -13767.997

member 4
Hs.3712  ubiquinol-cytochrome ¢ reductase, Rieske iron-sulfur polypeptide 1 -13879.532
IHs.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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