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WFoE R O (J£3C) : The purpose of this study was to examine the potential
relationship of oral squamous cell carcinoma (OSCC) and HOX family which is
transcription factors. We evaluated the status of HOX genes mRNA expression in
OSCC cell lines by real-time PCR. The expression of HOXA1 and oral cancer related
genes were particularly increased in all OSCC-derived cell lines. Similar to cell lines,
increased expression was observed at mRNA and protein levels in clinical specimens.
In addition, suppression of HOXA1 expression with siRNA significantly inhibited cell
proliferation compared with the control cells. We suggested that HOXA1 and oral
cancer related gene are closely related to OSCC and HOXA1 may play an important
role in tumor progression.
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gene fold change gene fald change
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L OB A~ & Z A, primary tumor
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(+) (-) p-value

Age <60 12 6 0.2463
60~170 7 5
70< 18 10

Gender Male 36 11 0.2728
Female 5 6

T 1 9 5 0.0483
2 13 8
3 12 1
4 4 5
1+2 22 13
3+4 16 6

N - 19 15 0.0736
+ 22 2

Stage I 9 5 0.0814
i 6 9
m 6 0
Y% 15 3
I+1I 15 14
m+1v 21 3

Grade well 25 9 0.5066
moderate 14 6
poor 1 3
Location tongue 18 10

Gingiva 15 10
Buccal

mucosa 2 0
lip 0 0
Oral floor 3 0
sinus 0 0
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