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VI: Validity-integrated

All prediction results were accumulated prior to 
visualization.  
All were implemented in the GenoPoemicsTM system.
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The GenoPoemicsTM system: Overview

The GenoPoemicsTM system is the in silico spectrometer to visualize 
structures of mRNAs to help our validation of the structures.

The GP “spectrometer” utilizes regular secondary prediction software 
(such as mfold, UNAfold, vsfold, etc) as probe to obtain spectra on 
certain long RNAs.
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Motifs appear as columns on spectra ( 1/2 )

On the spectra,
“valid” motifs are:
1. Long (High VS)
2. Dark (High VD)
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Motifs appear as columns on spectra ( 2/2 )

On the spectra,
“valid” motifs are:
1. Long (High VS)
2. Dark (High VD)


