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Particular Atom

Quantize atomic coordinates of the
particular atom 3202a

Assign voxel coordinates to the
quantized atomic coordinates on a

dimension-basis 3202b

voxel coordinates 3202¢

radix to generate an accumulated
sum 3202d

For each voxel, based on the
distances, identify a nearest
atom 3242

Figure 32A
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Atom-to-Voxels Mapping ™3402
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Voxel Atoms
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