Omit maps in phenix.refine

inement using the program phenix.maps.)

maps in X-PLOR or CCP4 format (V] Write MTZ e output tab

S... @Omit atoms... * Run phei

Omit map calculation

Omit map options

If you are using refinement to remove phase bias prior to calculating omit maps, you can specify the
atoms to omit here. The occupancies will be set to zero prior to refinement, and the bulk solvent mask
will automatically be adjusted not to include the area occupied by these atoms. Simulated annealing is
recommended to ensure minimal bias.
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Please not that you should never deposit models with zero-occupancy atoms in the PDB!

@] Ignore zero-occupancy atoms when calculating bulk solvent mask (recommended) 4— |eave this on

It is recommended that you restrain the omit selection and surrounding atoms to their starting
coordinates. Currently this must be done manually; see the phenix.refine manual for examples.

[2] Restrain atoms to starting coordinates
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Sigma for restraints to initial coordinates : 0.2
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Selection to restrain to initial coordinates :
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