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Abstract

Project Code : TRG5380008
Project Title : Specific DNA Methylation Pattern in Squamous Cell Epithelium for
Diagnosis Lymph Node Metastasis

Investigator : Rungnapalttiwut, PhD. Institute of Pathology, Division of Medical Service.
E-mail Address : rungnapahirunsatit@gmail.com
Project Period : 2 Years

Squamous epithelia are found lining surfaces of a variety of tissue cavities in the body
such as skin, oral cavity, lung and cervix. Aberration of cell growth of these tissues may cause
squamous cell carcinoma (SCC). In individuals diagnosed with primary tumor with possible
secondary or progressive SCC lesion, effective tumor markers are useful to aid diagnosis and
prognosis of cancers. Determining of DNA methylation level of specific loci is highly promising
molecular biomarker in this case. Here, we try to identify specific DNA methylation as tumor
markers specific to squamous cell by using free available public dataset from Gene Expression
Omnibus (GEO) database. In vivo analysis of the level of promoter DNA methylation of FGFR3
and /IL18BP genes will be tested in paraffin-embedded tissue (PET)oflip, tongue, stomach, bladder
and prostate samples. Pyrosequencing was used to detect the level of promoter methylation and
percentage of C to T conversion. However, no statistical difference was found in these samples.
Only nominal significant difference was presented on IL18BP gene between bladder and tongue
(p=0.05) and lip and tongue (p=0.07). DNA methylation is an appropriate biomarker for tumor
progressive but effective database and methodology are crucial. More than one methylation

database were need.
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