Metabolic Imaging Of The Default Mode Network In Neurodegenerative

Disorders Provides A Novel Network-based Framework
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INTRODUCTION RESULTS
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69 corticobasal syndrome (CBS) Figure 3. Expression levels for the default mode network (DMN) and for the disease-related Figure 4. Relationships between expression
metabolic networks in patients and matched healthy subjects. ***p < 0.0001, *p < 0.05, ns - levels for disease-related networks and
499 normal controls (NC) non-significant. normal DMN in the patient groups. For each
group, mean expression values for the
Image analysis: normal DMN and the associated disease-
Expressions of validated disease-related metabolic specific pattern are represented by an
patterns and the normal DMN [3] were computed with arrowhead.
the TPR algorithm and similarity assessed with the
Dice—Sgrensen coefficient (DSC) and voxel-wise CONCLUSIONS
correlations. * Novel network-based stratification may improve diagnosis, staging, and trial design by linking disease-network progression to DMN integrity.
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