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Biomarker strategies using blood microRNA to predict pharmacokinetics
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MicroRNA (miRNA) is a non-coding small RNA that regulates gene expression at the t
ranslational level by mainly interacting with 3"-untranslated region of target mRNA. It was reported that
miR-328 expression influences on breast cancer resistance protein (BCRP) expression in cancer cells. We sh
owed that the methylation patterns of several CpG dinucleotides proximal to identified two C/EBP binding s
ites in the pre-miR-328 5"-flanking regions were negatively correlated with miR-328 expression and positiv
ely associated with BCRP expression in the human placental samples. Recent studies suggested that circulat
ing microRNAs as stable blood-based markers for cancer detection. We analyzed the association between circ
ulating miR-328 expression and the pharmacokinetics of BCRP substrate drug. Circulating miR-328 expression

was not significantly associated with the pharmacokinetics.
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Comparisons of means for multiple groups against non-treatment
control were analyzed with Dunnett's multiple comparison tests.
A one per cent level of probability was considered to be significant.
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