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Supplementary figure 2

Supplementary figure 2. Cluster
tree of selection of 86 probesets
involved in energy metabolism,
indicating expression changes in
8 overweight (O) and 9 lean
subjects (L). Green indicates
down-regulation of expression in
response to intervention, red
indicates up-regulation of
expression in response to
intervention. Gene and sample
clustering was performed using
average linkage clustering and
uncentered correlation as
similarity metric.



