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Percellome Project

« DNA — mRNA — FAKE — BERE
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Percellome Project

« DNA — mRNA — FAKE — BEXE
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& IEIKTFE! Toxicogenomics
Phenotype-independent Toxicogenomics

Percellome Project

“No direct links

between mRNA expression profile and toxicity
(phenotype)”
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Percellome %
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LBM (Liver-Brain-Mix) for verification
of Dose-response capability of the system

Mouse U74v2
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Two color system

Prcotome e @ Ratio Only
100 copy : 100 copy = 1:1
» 2000 copy : 2000 copys= 1:de e32° « .
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Liver-Brain Mix sample
by 2-color array

mY axis: LogRatio
sX axis: Array (duplicate)

Trend_NIHS_1_ug Trend_NIHS_2_1ug

Cy5.Sample3 Cy3-Sampled
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Percellome Project

BIVIC Genomics

Methodology article

@,

BioMed Central

"Per cell" normalization method for mRNA measurement b

y
quantitative PCR and microarrays
Jun Kanno*tt, Ken-ichi Aisakit!, Katsuhide Igarashi!, Noriyuki Nakatsu!,
Atsushi Ono?!, Yukio Kodama! and Taku Nagao?
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Global
Normalization

in vifro Experiment

Cyp1at induction
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Fetus (Developmental) toxicogenomics
(Percellome)
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Rat Toxicogenomics (TGP1)
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