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Spatial mapping of protein abundances in the mouse
brain by voxelation integrated with high-throughput
liquid chromatography-mass spectrometry
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rim LE-ALAS st Nearly half of the identified proteins were detected in >65 out of 72 voxels. On
average 700 proteins were identified for a given voxel and no single voxel exhibited

the entire set of 1028 proteins.
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