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gith gV Blol e HUER o= A el 49
L=} 24 A=E 54 OW‘% 2 S ERcRE &
2= WA Boled 5 S48 76l Sekeds 9

ol 2435} 2 olL H}O]gﬂl/ﬂ 7 @ Hlo] @ assay”Z|H
W 7)<, 7 AEA WollAl9] v s 5
o] dA7|eoltt, t7], BEF B X|sler, 12l A #ES
<9 =4 ;ﬁE 43 TrOH*éé B7FstAY A o5 et
S BT 27 Hole BUEY 7]

¢

>l

e )%

of

4
$0 ©
o
|V
ox
N
>
=)
ok
rE
1o
=5
e
rlo
m&;
_lZi
o,
i)
N
ﬁ
N

(3 2) 2w I%?_* 3 =4 2UEY FX,
17|17t 22| S50 FYeez {FIsk= Aol
ERI5HH -‘r‘é!%' |2 =dofl 2lsh
27| 78 &7} 20157 =[H HH AFEC

=

HAE HEATIE 222 23

AREEIL 9= AEARI 2 Hhol e HUEY Vel =4
=
jm s

2 @y D, B/ Y D, 3L 3 AP D © WA
WPn| YRS Aokl AEAS ol§le] S0 EAHS

Bkl WhgolSitk, &, ol 24/ i85 Ao 3
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biomarker) ¥&-& 7]t & <= QI YA AR-E+= DNA
<) DNA &20f mhE F55 = DNA TS Z4T2
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s} o] Tk AR Suol o] B4 Ao Tssict
nijgtos stedel 4 54 Fe A7) 54 s
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et S = A o] kg IA BREths Hal
T ot (Kitagawa et al, 2003). Bartosiewicz + =il7]
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Pathway Overview
Expression Analysis

= Chemotoxicogenomics

- Chemical exposure
expression data

- Time course
expression data

Prediction hazardous effect
of environmental stress
in terms of ecotoxicology

- Construct gene
expression data library
using full genome E.coli,
fish cDNA microarrays

(1% 5) DNA 22 283t 54 934 3|
AWks o7 58E

Finger printing mapping

TRC Member Components

« Cross platform comparisons
« Toxicant signatures

« Trans-species comparisons
« Dose and time effects

« RNA extraction
« Microarray analysis
« Bioinformatics

development, cell cycle regulation,
signal transduction, metabolism of
xenobiotics, cellular responses to
injury or stress responses.
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(EX : htte://www.niehs.nih.gev/dert/trc/intre.htm)
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translation & & T UH pEoX o] =4 BTN 274 Hhole RUEFH A E thE DNA 9| &
289 ¢ Jlrhs SHAA AT BRI AR T 7S ©4 AlRoAM e AY #3s A ‘214%
& v 4= ok Holoh, 87 mAE AL ot Ak & &

(7h (Lh
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Paraquat

Mitomycin C

Salicylic acid

Intensity Low High
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¥ probe®| 47t 571 &pE A E 5 Qs =Y 5
7t 713t o5 A= AP or EA Eed
nucleic acid A|EE ©]-8519 Geobacter@t Desulfovibriod:
O] &R AlEgt 797t 1o (Small et al, 2001), Loy &
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