./calc_rmsd_noalign_v2.py -h

Usage: calc_rmsd_noalign_v2.py [options]

        Calculate RMSD of protein data bank PDB files

        for complete PDB, or selected residues, or backbone, or by residue  using BioPython http://biopython.org

        to get help type: python calc_rmsd_noalign_v2.py -h

Options:

  --version             show program's version number and exit

  -h, --help            show this help message and exit

  -o, --overwrite       overwrite output file, if it exists

  -v, --verbose         print info about files being processed

  -r FILE, --reference=FILE

                        specify the reference PDB filename

  -i FILE, --input=FILE

                        specify the input PDB filename

  -d FILE, --output=FILE

                        specify the output RMSD data filename

  -s START_RESIDUE, --start_residue=START_RESIDUE

                        provide the starting residue id instead of the first

                        residue

  -e END_RESIDUE, --end_residue=END_RESIDUE

                        provide the ending residue id instead of the last

                        residue

  -c CHAIN, --chain=CHAIN

                        specify the chain to be used

  -b, --backbone        use backbone atoms only

  -p, --per_residue     calculate and report rmsd per residue

