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The new pathway curation process in FlyBase Accurate pathway member lists fuel biological analyses
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By using the curated pathway member lists as training sets, we can train machine
learning models aiming to predict novel pathway members. We use various forms of
functional genomics data stored in FlyBase as features for training.
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Pathway network models and biological properties
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Functional pointers: membership of FlyBase gene groups and Research references used to link
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A Venn diagram of EGFR, Torso and Sevenless receptor core intracellular pathway members reveals a high

degree of overlap in components, corresponding to the Ras/Raf/MAP (Erk) kinase signaling module (left). The
Insulin receptor and PVR pathways show a high degree of divergence from the ‘classical’ RTK pathway (right).
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