AMBER ff99SBnmr2

Instruction:
1. ff99SBnmr2 is an improvement over ff99SBnmr1. Both of them are based on ff99SB-ILDN.
2. For GROMACS, download and extract the force field into your working directory. 
tar -xvf nmr2.tar
3. Run pdb2gmx and select amber99sbnmr2 as your protein force field. 

Notes:
If your protein contains a residue type that is not common, please check aminoacids.rtp to see if the residue-specific modification in ff99SBnmr2 applies. For example, the atom type of carbon atoms under [CYX] is CT13 with number 13 indicating cysteine residue type, whereas the atom type of carbon atoms under [CYM] is simply CT without the specification of the residue type. Therefore, the modification of dihedral angle potentials is applied to cysteines forming disulfide bonds (CYX) but not S-methylcysteine (CYM).
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