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« DNA microarray analysis: We designed a pathway focused
low-density oligonucleotide microarray (Novusgene Inc.,
Tokyo, Japan) which contains 667 selected genes related to cell
growth, cell cycle, apoptosis, transcription, DNA repair and cell
stress responses (GPL 2535).  For dual color analysis, cDNA
obtained from untreated TaY cells was labeled with Cy3 as a
reference, and cDNA obtained from bortezomib-treated cells was
labeled with Cy5. Hybridization was carried out automatically
using GeneTAC Hybstation (Genomic Solutions, AnnArbor,
MI, US) as reported previously [Zhang et al. Br J Cancer. 2006,
94: 599]

« Data analysis and statistic validation : The hybridized signals
were scanned by GenePix 4000B Microarray Scanner (Axon
Instruments, Union City, CA, USA), then analysed by a
GeneSifter® (VizXLabs, Seattle, WA, USA). Analysis of vari-
ance (ANOVA), and Student’s t-test, were done using
GeneSifter®.  Values of P <0.05 were considered to be indicate
a statistically significant difference and theBenjamini-Hochberg
algorithm was used for estimation of false discovery rates. We
also performed a genetic network analysis using a VoyaGene®
VoyaGene® is a computational statistical software (Mitsui
Knowledge Industry, Inc, Tokyo, Japan) for constructing an
artificial genetic network from microarray gene expression data

[Takaku et al., Biochem Biophys Res Commun. 2005 336 : 469]
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