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Abstract

BACKGROUND: In recent years, based on high-throughput molecular imaging, integration of genomics,
proteomics and computer aided design and the application of correlative “technical chains” have achieved great
achievements in the research of breast cancer, lung cancer, gastric cancer, colon cancer, ovarian cancer and
melanin tumor. However, there are few researches on oral squamous cell carcinoma.

OBJECTIVE: To detect the gene expression profile of the oral squamous cell carcinoma tissue and normal
paracarcinoma tissue using DNA chip-based gene expression profile.

METHODS: Two samples of oral squamous cell carcinoma tissue and normal paracarcinoma tissue of patients
who received treatment at Stomatological Hospital of Guangdong Province of China in 2013 were included in this
study. The gene expression profiles of oral squamous cell carcinoma and normal paracarcinoma tissue were
determined by the Roche NimbleGen gene expression microarrays.
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RESULTS AND CONCLUSION: According to screening criteria of differential genes, 7 872 out of 32 448 detected genes
were differentially expressed genes of oral squamous cell carcinoma, which accounts for 24% of the total number of the
screening genes. 3 800 genes were up-regulated, and 4 072 were down-regulated. The results confirm that through
detection with the help of gene expression profile clip, 7 872 differentially expressed genes were obtained through DNA
chip-based gene expression profiles according to the screening criteria. Thus it can be concluded that the occurrence
and development of the tumors are not a result of single or several genes. Previous experiments based on a single or
several genes have great limitations. These findings also suggest that the occurrence of tumor is a result of mutual
regulatory effects of many genes forming a network, moreover, the interactions of the network is quite complicated.

Subject headings: Tissue Engineering; Microchip Analytical Procedures; Oral Spray; Tumor
Funding: Medical Science Research Foundation of Guangdong Province of China, No. A2011092; the National Natural
Science Foundation of China, No. 81271159\H1405
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IENanoDrop ND-100048#hk 43 M6 6 BE VAR A 45 R o : 4
A LU ARNATI Asgo nmaso nm {53 341,95, 1.92, 1.93,
1.94, Ao nmzso nmfH 2T M 42.28, 2.31, 2.14, 2.23, It
¥R T1.8, RNAFTRAFE OB ER, WLgRT.

1 NanoDrop ND-1000 55 &5 KX E ITHNFER RNA RE

Table 1 The RNA quality of samples tested by NanoDrop
ND-1000 ultraviolet spectrophotometer

ﬁZ'Kfﬁ"Zj' A260 nm/280 nm A260 nm/230 nm )ﬁ%*ﬁ?ﬁﬂ%%
g 4 1 1.95 228 Gk
il 2 1.92 2.31 G
FE574 3 1.93 2.14 i
554 4 1.94 2.23 i

ik 4 DMUZHRA RNA IR INE R KT 1.8, RNA FUERFGB A ZK.

2.2 AR M IR IR MR R IR b Ok M 3K RNA 69 T bt Ae
gDNAF 4 WKL S5 R 7R : 4N HZUR AT B RNA
FEARBSAEMW, AR, RMASLRLE, 1128S rRNAT)
SERE/E18S rRNAM21E, RIARNATEHEVEL:, KRR
fitt, WTUAH TS, WA

1 2 3 4

Bl 1 AR MEIRARRE R F it RNA RISEEEIEF gDNA 544
Figure 1 RNA integrity and gDNA contamination tested by
standard denaturing agarose gel electrophoresis
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Table 2 The ds-cDNA quality of samples tested by NanoDrop
ND-1000 ultraviolet spectrophotometer

FEAR Gy A260 nmi280 nm A260 nm/230 nm Jo AT 5
e 4 1.95 2.15 G
Ji 5 41 1.99 2.09 ok

Rk BAIEE R A0 nmizs0 nm FH Azeo nmizso nm AT 1.8, FEEAGI A4 o

2.4 Nanodrop ND-1000% 5} £ 4% 0 B i+ # AT 4705
DNA# R BARIE  %IER IS B K Ao nmizso (R 4 JRY5
A FAzso nmiozo nm (B AL 075 ) K T1.8. e fes
S5 13 e 55 A EN S R A Ageo nmizso nm 73 31 4 1.92H11.92,
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3 NanoDrop ND-1000 £5h k4 ¢ S & M AFRIE 7 DNA
B R ERIE

Table 3 The DNA quality of labeled samples tested by NanoDrop
ND-1000 ultraviolet spectrophotometer

FEAR G5 A260 nm/280 nm A260 nm/230 nm i sl RPN
Test 1.92 2.22 ks
Control 1.92 2.23 ik

ﬁ‘)i ﬁgﬁgﬁ}# A260 nm/280 nm *D A260 nm/230 nm j(:F 1.8, )ﬁ%*ﬁ‘/)ﬂﬂ%%’a
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B 2 NimbleGe £EEFIZIEE R RAESHAKE
Figure 2 The scans of fluorescence signal of NimbleGen gene

expression microarrays
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Control test

& 3 NimbleScan v2.5 5 {4HrE 4 A IBHE 2K R 1A £3E B9 Box-Plot &
Figure 3 The Box-Plot picture of sample raw data dealt by the
software of NimbleScan v2.5
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Control
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Figure 4 The Scatter Plot picture of raw data dealt by the software
of NimbleScan v2.5
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Control Test
I  Sample
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Figure 5 The hierarchical clustering picture of raw data dealt by
the software of NimbleScan v2.5
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