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In this study, we investigated the function of Teneurin-2 (TEN2), a synaptic organizer essential for inhibitory synapse
formation. We found that TEN2 interacts with microtubule plus-end tracking proteins (EBs) to facilitate microtubule
recruitment to inhibitory postsynapses. Computational analysis using TSUBAME4.0 and subsequent experimental
validation revealed that TEN2 also binds to other microtubule-associated proteins and directly to microtubules
themselves. These findings suggest that TEN2 functions as a molecular hub at inhibitory synapses, coordinating
protein accumulation by acting as an adhesion molecule via its extracellular domain and directly associating with

microtubules via its intracellular domain.
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TOPS5 Prediction by LocalColabFold
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