Workflow in processing microarrays for main analysis
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Using 126 patients for cross validation (illustration):
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Phase/Batch 1 Phase/Batch 2 Phase/Batch 3 Phase/Batch 4

38 patients 18 patients 42 patients 28 patients
[Total: 118 [Total: 55 [Total: 131 [Total: 87
microarrays ] microarrays ] microarrays ] microarrays ]
Train Test Train Test
19 patients 19 patients 14 patients 14 patients

ocMOF
ocMOF



