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Homo-oligomer structure prediction











GalaxyHomomer: 
Performances in CASP13

• Unfortunately, we found critical bugs in our code 

• Some of inter-chain restraints were ignored for large 
complexes (n_res ≥ 1000) 

• Symmetry constraint was ignored in side-chain sampling 
during overall refinement

Seok-assembly (server)









akrys
Text Box
CASP:Images redacted







akrys
Text Box
CASP:Images redacted





Hetero-oligomer structure prediction
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Information from template or experimental data 
enabled more accurate complex structure predictions

• All successful predictions came from human experts 

• by building complex structures based on complex 
templates 

• by utilizing experimental data in docking (e.g. low 
resolution EM map)

Seok (human)
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• Ab initio docking of model structures is still challenging due 
to local inaccuracy of models especially at the interface 

• Template-based approach is really powerful if proper 
template can be found 

• Additional model refinement can improve model quality, 
but should be carefully applied. 

• Experimental data like low-resolution EM map can assist 
oligomer modeling, but requires additional optimization

Conclusion






