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Structural modeling of oligomeric proteins can largely benefit from ab initio docking procedures, as part of an integrative approach including
template-based data, experimental information on the interface residues, and symmetry restraints.

To evaluate this, we have participated, both as predictors and as scorers, in all the 22 CASP-hosted server predictions  [ofNS=Xefelaltalo 8 1ie)0
targets proposed for the joint challenge between CASP13 and CAPRI Round 46. B T T N ——— >> models
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essential to produce feasible models. In addition, the challenge was not only to
model the dimer orientation but also to describe
the assembly of the 5 different domains

within each monomer.
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