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Difference of microRNA Expression Profiles between EGFR
Double Mutations Human Lung Adenocarcinoma Cell Line

H1975 and EGFR Single Mutation Cell Line PC9
WANG Yong-sheng,DING Jin-jin ,MIAO Li-yun,et al.
(Drum Towel Hospital, Nanjing University Medical School , Nanjing 210008 , China)

Abstract: [ Purpose ] To differentiate microRNA (miRNAs) profiles in EGFR double mutations cell line -
H1975 versus EGFR single mutation cell line-PC9. [Methods ] The microRNA (miRNA) expression profiles
of H1975 and PC9 cells were analyzed by Agilent human miRNA microarray. The Agilent Feature Extrac-
tion software was used to analyze the differential expression of miRNA ,and bioinformatics software was used
to predict the potential target genes of differentially expressed miRNAs. RT-PCR was used to confirm the
result of microRNA microarray. [Results] Twenty-two miRNAs were up-regulated and 24 down-regulated
over 5 folds in H1975 compared with PC9 cell line. RT-PCR confirmed the result of miRNA microarray
(hsa-miR-489 ,hsa-miR-21 and hsa-miR-21,et al. were up-regulated ; hsa-miR-205 ,hsa-miR-200c¢ and hsa-
miR-155 et al. were down-regulated). The bioinformatics analysis revealed that 33miRNAs had their poten-
tial target genes,and 24 of which had the potential target genes over 100. [ Conclusion] The acquired resis-
tance to EGFR-TKI might be correlated to de-regulated miRNAs.
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A':Electrophoresis patterns of total RNAs;B:and C:the analysis of RNA integrity in PC9 and
H1975 cells. M:Marker;1:H1075 cell line ;2:PC9 cell line.

Figure 1 Eclectrophoresrs patterns of PC9 and H1975 cells
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Figure 2 Different expression of miRNAs in H1975 and PC9 cells
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