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Several approaches exist:

1 Mutual Information Dunn et al. Mutual information without the influence of

phylogeny or entropy dramatically improves residue contact prediction. Bioinformatics

(2008)

2 Direct Coupling Analysis Morcos, F. et al. Direct-coupling analysis of

residue coevolution captures native contacts across many protein families. Proceedings of

the National Academy of Sciences of the United States of America 108 (2011)

3 Correlated Changes in inferred Phylogenetic Trees
Miyazawa, S. Prediction of Contact Residue Pairs Based on Co-Substitution between Sites in

Protein Structures. PLoS ONE 8 (2013)

4 Bayesian InferenceBurger L, van Nimwegen E (2010) Disentangling direct from

indirect co- evolution of residues in protein alignments. PLoS Comp Biol 6: e1000633.i

⇒ Write a Review
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The End

Thank you for your attention!
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