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Transferring knowledge of floral transition regulatory networks of
A. thalianato B. oleraceais not an easy task
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Transferring knowledge of floral transition regulatory networks of
A. thalianato B. oleraceais not an easy task
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Don't worry, we
found a way to do
this robustly and

accurately!! @




Two curves can be compared by fitting them to a joint model

Two datasets - same dynamics? Hypothesis H;: same dynamics (“registered”)
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Hypothesis H,: different dynamics (“not registered”)
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I Curve registration method resolves differences in expression states \

a | Stretching process I

Original profiles
—

| Shifting process I




P(H,|D) = P(mi|r,q) = P(r,qlm1)P(m1)/P(r,q)
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{greatR} successfully registered simulated data with the same dynamics
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Curve registration resolves differences in expression states between

A. thaliana and B. rapa(yellow mustard)
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I {greatR} for comparing different B. napus cultivars \
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{greatR} for comparing gene expression between A, C subgenome in B. napus
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I Different kind of data can be compared using {greatR} \
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Summary

e knowledge transfer
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e theidentification of modules of co-regulated genes

e thediscovery of condition-specific
temporally differentially expressed genes
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