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[ Abstract] Objective: Screen the differentially expressed genes in differentially malignant transformed lung cancer
cell lines, in the hape of applying to lung cancer diagnosis. Methods: suppression subtractive hybridization (SSH),
sequence, cDNA Microarray, northern blot. Result: Constructed three differentially expressed cDNA libraries from different
malignant iransformed human bronchial epithelial cells(BEP2D) using SSH: A. subtraction library (The ¢cDNAs of BEP2D
cells as tester and that of R15Hp35 cells as driver. ) contained 416 clones; B. subtraction library (The cDNAs of R15Hp20
cells as tester and that of R15Hp35 and BEP2D cells mixed together as driver. ) contained 301 clones; C. subtraction library
(The ¢cDNAs of R15Hp35 cells as tester and that of BEP2D cells as driver. ) contained 568 clones. Then, 107 cDNA clones
were sequenced and analyzed: 19 cDNAs were found to be novel ones; and 88 ¢cDNAs represent 76 different known genes.
After that, the three library clones were made on one cDNA chip and hybridized with probes which come from 15 samples
lung cancer tissues, 5 sample lung paracancerous tissues and other 8 kinds of tumor tissues(3 samples for each, including
liver, gastric, esophageal, breast, leukaemia, endometrium,
ERMN:BRE U973~ ), B, LbELELEFEA, ESEH glioma, colorectal. ) respectively: 27 cDNAs expressed higher in
+ HMERLR, ZEHEMHBL LG T, lung cancer tissue than in paracancerous tissues; 31 cDNAs
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expressed higher in lung paracancerous tissues than in cancer tissues. Compared with other 8 kinds tumors, lung

paracancerous tissues have 63 cDNAs and lung cancer tissues have 87 cDNAs over expressed. Put the 208(27 +31 +63 +

87) cDNAs on one ¢cDNA chip and hybridized with cancer and paracancerous tissues which come from same squamous cell

carcinoma patient, the expression profile has distinct difference between the two tissues. Conclusion: The differentially

expressed genes may be the potentially genes for diagnosis of lung cancer.
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