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Estimated Immature Dendritic Cell Score 

 

   K3      K1+K2 hypo   K1+K2 hyper 

C

Mean Number of Unbalanced Segments: 383.5

Mean Number of Unbalanced Segments: 442.1

Mean Number of Unbalanced Segments: 530.9

AmplificationDeletion
log2 copy ratio

1.5-1.5


