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BAZEERRER () Is it possible to evaluate the carcass trait of fattened Japanese black cattle
with exosomal microRNA markers?
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WHFep S OMEEL (F3L) : In this study, relations between carcass traits and exosomal miRNA
expression profiles in serum were analyzed to identify circulating exosomal miRNA biomarkers for
predicting carcass traits and meat quality characteristics of Japanese Black cattle by
bioinformatics analysis. Eleven secreted microRNAs were listed as biomarker candidates as a result
of microRNA microarray analysis using serum of fattening cattle. Subsequently, reproducibility was
confirmed for the two biomarker candidate microRNAs by the association analysis between the amount
of blood microRNA quantified by real-time PCR analysis and the carcass traits. Those selected
microRNAs were inferred to affect the expression of genes related to differentiation and development
of cells constituting muscle tissue by computational searches of existing public databases.
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