Transcriptome profiling of reproductive tissues characterize genetic basis of
the prolificacy traits in sheep (Ovis aries)
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representing short noncoding genes represent miRNA clusters

e Upto 103 known and 562 novel ovine miRNAs were expressed in the data.

A number of gene targets of differentially expressed miRNAs were also
differentially expressed between Finnsheep vs Texel with flushing diet (fig. 5).

* A high proportion of miRNAs are clustered within 194kb on chromosome 18,
which is homologous to Human (Chr14), Dog (Chr8), Horse (Chr24) and other
mammals. (fig. 6)

* The qRT-PCR results based on selected genes and miRNAs were consistent with
the results from the sequencing.




