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Evaluation Strategy

1. 10 fold cross validation
2. Interpretability

3. Gene Ontology Analysis
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Nback Task SDMT Task
Methods
Sens Spec Acc Sens | Spec Acc
RF 0.58 0.56 0.57 0.68 0.56 0.62
CCA+RF 0.41 0.47 0.44 0.55 0.69 0.62
Our Methoo 066 | 052 | 060 | 063 | 063 | 0.63
(Imaging Only)
Our Method 071 | 068 | 0.70 | 060 | 0.76 | 0.68
(Imaging + Genetics)

Table 1. Performance of each of the methods during 10 fold cross validation.
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Figure 1. The representative set of regions captured by the matrix, A.
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_ _ Datasets | Biological Processes FDR
Grap’h Loss  Group sz{sny Loss  Ridge Loss Central nervous system development 0.03
4~ S~ A - Nervous system development 0.0002
Nback -> System development 0.001
Generation of neurons 0.03
- Neurogenesis 0.02
—> Cell differentiation 0.003
Forebrain neuron differentiation 0.04
- Nervous system development 0.002
SDMT —> Generation of neurons 0.004
- Central nervous system neuron differentiation 0.04
Oetimization Central nervous system neuron development 0.02
Regulation of neurogenesis 0.03

Table 2. The enriched biological processes along with their level of significance.
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 Our matrix decomposition framework identifies the imaging and genetic
biomarkers as guided by the clinical diagnosis

 Robustly and efficiently integrate diverse datatypes.
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