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If you publish results using ANOLEA, please cite the following paper:
Melo, F. and Feytmans, E. (1998) Assessing Protein Structures with a Non-local Atomic Interaction Energy. Journal of Molecular Biology 277,
1141-1152

If you publish results from QMEAN, please cite the following paper:
Benkert, P., Schwede, T. and Tosatto, S.C.E. (2009). QMEANCclust: Estimation of protein model quality by # combining a composite scoring
function with structural density information. BMC Struct Biol. 2009 May 20,9:35.
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The QMEANSG score is a composite score consisting of a linear combination of 6 terms (estimated model reliability between 0-1). The pseudo-
energies of the contributing terms are given below together with their Z-scores with respect to scores obtained for high-resolution experimental
structures of similar size solved by X-ray crystallography:

Scoring function term Raw score Z-score
C_beta interaction energy 1014.94 -6.11
All-atom pairwise energy 14137.34 -4.94
Solvation energy 30.22 -4.05
Torsion angle energy -35.21 -4.09
Secondary structure agreement 80.5% -0.21
Solvent accessibility agreement 73.2% -1.20
QMEANG score 0.528 -2.35
References:

If you publish results from DFire, please cite the following paper:
Zhou, H., and Zhou, Y. (2002). Distance-scaled, finite ideal-gas reference state improves structure-derived potentials of mean force for structure
selection and stability prediction. Protein Sci. 11:2714-2726.

If you publish results from QMEAN, please cite the following paper:
Benkert P, Biasini M, Schwede T. (2011). "Toward the estimation of the absolute quality of individual protein structure models." Bioinformatics,
27(3):343-50.
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Arnold K., Bordoli L., Kopp J., and Schwede T. (2006). The SWISS-MODEL Workspace: A web-based environment for protein structure homology
modelling. Bioinformatics, 22,195-201.

* Disclaimer and user agreement: The use of SWISS-MODEL Server and SWISS-MODEL Workspace is free for both academic and commercial users. However, some of the tools provided on
this page may require a valid license for some users. If you are in doubt, please check carefully the licensing conditions for each tools. Links to the original sites are provided in the help file. By
using SWISS-MODEL workspace, you confirm that you are legally entitled to use these tools. You also agree to cite SWISS-MODEL Workspace AND the corresponding reference of these
tools in any of your publications reporting results obtained from this service.

SWISS-MODEL is developed by the Protein Structure Bioinformatics group at the SIB - Swiss Institute of Bioinformatics & the Biozentrum University of Basel. © 2011.
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