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Abstract ;: There is a large portion of transcribed DNA, which does not code for a functional protein. These long
non-coding RNAs (IncRNA) appear to have epigenetic regulatory function in animals. While epigenetic gene regu-
lation is also an essential mechanism in plants, relatively little is known about the presence or function of IncRNAs
in plants. To explore the function of IncRNA in plants, we have developed a computational pipeline for identified
potential IncRNAs based wheat full length cDNA (fl-cDNA) sequences, and there are 231 IncRNAs identified from
6162 wheat fl-cDNAs. Meanwhile, two novel miRNAs are identified from these IncRNAs, which indicate that wheat
IncRNAs would play their roles by acting as precursors for small RNA molecules. And by sequence analysis, there
are three conservative motifs present enrichment in IncRNAs, which shows that they may interact with other protein
or DNA with these motifs. These findings are useful for exploration of IncRNAs function mechanism in plant.
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