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Table 1 The transcriptional effects of “ cantide” on genes in HepG2 cells

Gene name GenBank Accesion NO. Flugrescent ratio ( Gy3/Cy3 )
MonoCyte-denved neutrophil chemotactic factor NM-000534 0. 46
Detnyhypusine synthase HSUZ6266 0,42
JNE alpha protem kinase U34820 2.21
M-phase phosphoprotein X53260 2.53
Linker for actvation of T cell NM-014387 260
Intestinal mucn L21998 208
Gastre cancer multidmg resstance-associated protein AF326778 2,16
Data are expressed as means.
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Fig.2 Effects of different concentrations of probes on the

fluorescent signal intensity

o—e: MALTI; aA—a: CCNAL; m—m: ALR.
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Table 2 Analysis of signal intensity of repeated genes in
top and bottom panel of hybridization area (parts of controls

and genes)

Probe Signal intensity (Cy3)
Top panel Bottom panel oy
Positive control 10 800 11 600 <15%
Negative control 230 244 <15%
GAPDH 6 500 5 800 <15%
alpha-tubulin 8 600 8 100 <15%
Dnee 5500 5300 <15%
NPM/ALK 3 800 3 600 <15%

Data are expressed as means.
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Table 3 The genes closely related with treatment with “ Cantide”

Genes Description Expression
MonoCyte-derived neutrophil An important autocrine multifunctional cytokine, an important role in controlling the down
chemotactic factor phenotypes associated with melanoma progression and metastasis.

Deoxyhypusine synthase ( DH3) Catalysis of the first step in the post-translational synthesis of hypusine in a single down
cellular protein, the precursor of eukaryotic initiation factor SA (elFSA).

c-Jun N-terminal kinases 3 A member of the MAP kinase group., a critical role in activation of e-Jun and up

(JNK3) apoptosis, loss of expression of the JNK3 gene may play an important role in the
development of brain tumors

M phase phosphoprotein 11 A candidate for the putative cancer-related activity, an oncogenic function. a tumer up

(MPP11) suppressive role

The linker for activation of T cells Be essential for T cell activation. a potential substrate for PKC and calcineurin up

CLAT) signaling pathways

Muein (MUC2) The fidelity of MUC2 expression held imespective of the degree of malignant up
transformation, the essential roles in carcinoma-host and other cellular interactions.

Gastric cancer multidmg Be related to the chemosensitivity of tumor cells against some anticancer drugs up

resistance-associated protein

(MRP)
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Preparation of Oligonucleotide Microarray for Tumor-associated
Gene Expression Detection and Its Primary Application ®

HUANG Jian"*, DU Qing-You , DING Yu”, WANG Sheng-Qi'’ ™
(UBeijing Instinute of Radiation Medicine, Beijing 100850, China; ZjYiShengTang Biological Products Co. Ltd, Shengzhen 318026, China)

Abstract  Preparation of oligonucleotide microarray for gene expression detection of tumor-associated gene and its
primary application in study on molecular mechanism of antisense oligonucleotide “ecantide” were carried out. An
oligonucleotide microarray consisting of about 450 kinds of tumor-associated genes was constructed and the
standards of quality controls of it were founded at the same time. Tumor cells were treated with “ cantide ” mixed
with lipofectin and total RNA was extracted. Through reverse-transcription, cDINA was synthesized and labeled with
Cy5 or Cy3. After hybridized with the prepared microarray, signal intensities were detected and expression profiles
were analyzed by software. The results indicate that the oligonucleotide microarray prepared has high specificity,
good sensitivity and stablity etc. Compared to cells treated with lipofectin alone, the mRNA expression levels of
seven genes appeared to show significant change. The mRNA expression of MDNCF . DHS genes were
downregulated, while the mENA expression of MUC2, MPP11, LAT, HRIF-B, JNK3Al genes were upregulated
after HepG2 cells treated with “ cantide” for 15 h. The data should provide some candidate genes that may be
involved in antitumor effect of “ cantide ™. and it is helpful to make a further investigation on the molecule
mechanism. It can be concluded that the prepared oligonucleotide microarray can be used to investigate the gene
expression profile of tumor-associated genes and provide techonical paltform for clinical diagnesis and basic

research.

Key words tumor-associated gene, oligonucleotide microarray. cantide, gene expression profile
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