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RNA-RNA interaction prediction - thermodynamic
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Interaction formation process
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Interaction formation process
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Interaction formation process

# seeds of length 7
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confirmed background

41 experimentally confirmed interactions in E. coli
20 randomized background interactions per confirmed interaction (same Eiherm)
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Interaction kinetics
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Interaction kinetics
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How fast does the full duplex form?
Dissociation before full duplex?
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Direct folding paths
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Direct folding paths
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Direct folding paths
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Energy barrier:
confirmed interactions vs. randomized background

Ebarrier
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Exact kinetics on reduced state space

mRNA: ptsG

5'-A C GA U-3'
GCACC AUACUCAG GCAC
SUEEE PR =l
UGUGG UAUGAGUC UGUG

3'-A U AG U-5'

sRNA: SgrS
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Exact kinetics on reduced state space
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Exact kinetics on reduced state space

mRNA: ptsG
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Probability of dissociation before full interaction is formed
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Energy model - intramolecular refolding
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Energy model - intramolecular refolding
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RNA-RNA interaction formation process
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mechanistic hypothesises

identify kinetic features

benchmark data set and background models
efficient computation methods for kinetic features

extend and improve interaction prediction method
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Direct Paths Recursion
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