Constraint Maximal Inter-molecular Helix Lengths
within RNA-RNA Interaction Prediction Improves
Bacterial sSRNA Target Prediction
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RNA-RNA Interaction
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The underlying energy model
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Length restriction increases flexibility
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New method constrains maximum helix length
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Prediction quality for different maximum helix lengths
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Further improvements are possible
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- restriction on the
maximum helix length

- investigation of different
parameterisations

- quality 1 runtime |

- Next: investigate a
possible correlation
between cg and Eax

iz
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Appendix

| sRNA queries | target regions
15 ‘ 4319

E.coli

Salmonella typh. 15 4552

- 133065 potential sSRNA-target interactions
- 149 experimentally verified interactions

- genomic subregions of the target mRNA,
including 200nt upstream and 100nt downstream
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Benchmark
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Original IntaRNA recursion
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Cannonical Helix-length Restricted Prediction
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Enforcing seed constraints
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Allowing only stable helice
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