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Screening the Candidates of Tumor Suppressor Genes
in Human Carcinoma by cDNA Representational
Difference Analysis. ZHAN Feng-Huang, JIANG
Ning, CAO Li, DENG LongWen, ZHOU Ming,
XIE Yi, ZENG Zhao Yang, LI GuirYuan ( Cancer
Research Institute, Medical
Changsha 410078, China).

Abstract Using ¢cDNA from normal human primary

Hunan University,

cultures of nasopharyngeal epithelial cells as tester
amplicon and ¢cDNA from nasopharyngeal carcinoma
(NPC) cell line HNE1 as driver amplicon, four dif-
ferential cDNA fragments were isolated by ¢cDNA rep-
analysis ( RDA ). While

these differential cDNA fragments were hybridized to

resentational difference

Prog. Biochem. Biophys. 169 -

it was found that they really
RNA

blot also revealed that the differentially expressed

amplicons by DNA blot,
came from the tester amplicon. In addition,

fragments were not expressed or downrregulated in
the NPC HNEI cells;

indicated that those differentially expressed fragments

and sequence analysis also

may include tumor suppressor gene relative to NPC.
Therefore, it shows that the cDNA RDA is an effec
tive, sentitive and specific method for screening the
candidates of tumor supressor gene.

Key words
supressor gene,

analysis ( RDA)

nasopharyngeal carcinoma, tumor
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