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Figure S13. Quantitative RT-PCR analysis of ELF3-regulated genes.

Total RNA was collected 48 h after ELF3 knockdown in DMS53, ECC4, and A99 cells, and the regulation of ITGB6, 

AURKA, CDC25B, YWHAB, and CLDN4 by ELF3 was validated by performing quantitative RT-PCR. * indicates P < 

0.05. Data are expressed as the mean + SEM of three independent experiments. 


