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In the current study, to determine the potential involvement of PAX genes in oral
squamous-cell carcinoma (OSCC), we evaluated the status of PAX genes mRNA expression
in OSCC cell lines, by real-time quantitative reverse transcriptase-polymerase chain
reaction. A significant increase in PAX5 expression was observed in all OSCC-derived cell
lines examined compared to human normal oral keratinocytes (HNOKs). The results
suggest that PAX5 plays an important role during oral carcinogenesis, and that the gene
may have potential as a biomarker and therapeutic target for OSCC.
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Result of immunostaining
(no.of patients; %)

Clinical classification Total pax5(-) pax5(+) P
Age at surgery (year) < 60 19 4(21)  15(79)
60 < <70 12  2(17)  10(83) 0.997037
<70 19 5(26)  14(74)
Gender Male 29 5(17)  24(83)

Female 21 6(29) 15(71) 0.677405

T-primary tumor T1 5 1(20)  4(80)
T2 27 7(26)  20(74)
T3 8 00) 8(100) 0.832745
T4 10 3(30) 7(70)
N- N(-) 25 7(28) 18(72)
regional lymph node N(+) 25 4(16)  21(84) 0631773
Stage I 5 1(20)  4(80)

1 14 5(36) 9(64)

m 6 00) 6(100) 0826432
v 25  5(0)  20(80)
Histopathologic type Well 33 8(24)  25(76)
Modelately 10 2(20)  8(80) 1.000000
Poorly 7 1(14)  6(86)
Tumor site Gingiva 17 4(24) 13(76)
Tongue 25 5(20) 20(80)
Buccal mocosa 3 1(33) 2(67) 0.970242
Oral floor 3 0(0) 3(100)

Oropharynx 2 1(50) 1(50)
P{E: Mann-Whitney DUIRE I KWK IB B EERTE
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