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Strength training alters the tissue fatty acids profile and
slightly improves the thermogenic pathway in the adipose
tissue of obese mice

The additional material corresponds to the RT-PCR analysis of
the genes Involved In the Dbrowning process of the
subcutaneous adipose tissue. The data that were removed
correspond to outliers that were identified after the statistical
test (when using the ROUT method or when using the
GRUBBS analysis).
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Relative mRNA expression
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