radiomics_extraction:
software:
name: PyRadiomics
version: 3.1.0
preprocessing:
intensity normalization:
method: z-score
scope: per_volume
mask: brain_mask
resampling:
voxel size:[1, 1, 1] #inmm
interpolator: B-spline
discretization:
method: fixed bin_width
bin_width: 25
roi_definition:
source: BraTS annotations
regions:
-WT # Whole Tumor
- TC # Tumor Core
-ET # Enhancing Tumor



