Supplementary information for:
Macromolecular modeling and design in Rosetta: new methods and frameworks

Rosetta is licensed and distributed through www.rosettacommons.org. Licenses for academic, non-profit and government laboratories are free of
charge, there is a license fee for industry users.

The main documentation page can be found at https://www.rosettacommons.org/docs/latest/Home.
Tutorials, demos and protocol captures are documented at https://www.rosettacommons.org/demos/latest/Home.
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NGK (next-generation KIC)  Amelie Stein Tanja Kortemme 38 https://www.rosettacommons.org/docs/latest/application_docume
ntation/structure prediction/loop modeling/next-generation-KIC
https://www.rosettacommons.org/docs/latest/application _docume
ntation/structure prediction/loop _modeling/loopmodel-kinematic
(for -vicinity_sampling)
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