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miR-200 Family Regulation and its Role in
Epithelial-Mesenchymal Transition

MicroRNAs (miRNAs) are non-coding RNAs, |8-25 nucleotides in length that regulate gene expression post-transcriptionally.
miRNA action is performed through the inhibition mRNA transcription into proteins.

The participation of miRNA in cancer development has been discovered recently. It has been seen that miRNAs can prevent or
enhance cancer depending on which genes are repressing.

miR-200 family is a group of microRNAs organized in two clusters involved in the maintenance

Chr 1p36.33 Chr 12p13.31

of epithelial characteristics and in the inhibition of epithelial-mesenchymal transition (EMT). miR-200b UARUACUGCCUGGUAAUGAUGA

miR-429 UAAUACUGUCUGGUAAAACCGU

During EMT cells change their characteristics from epithelial to mesenchymal and this enables R2000 JRACACSICHSCIAC NG
them to detach from the primary tumor and produce metastasis.
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two different clusters of miR-200 family,and compare them.
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Materials & Methods
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enhance its expression and inhibit EMT in cancer. Repressing metastasis in cancer patients will
highly decrease mortality rate.




