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Systematic discovery of short peptide coding ORFs in the human genomes
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Although a large number of long non-coding RNA (IncRNA) genes have been
identified in the human genome, a large part of them have not been functionally characterized, yet.
On the other hand, it has been reported that genes annotated as IncRNA have actually coded short
peptides. In this research, we have adopted an integrative approach of experimental and
computational methods: the former is based on molecular biology and biochemistry, and the latter is
based on bioinformatics. Our approach has systematically discovered human short peptide coding RNAs
which have been annotated as IncRNAs, and has successfully revealed their physiological functions.
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Figure 4 (c) (hidden Markov model, HMM)
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