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Transcription factor binding sites 

The statistical testing of the predicted and conserved transcription factor (TF) binding sites 

among the upregulated genes revealed that binding sites for Arnt-Ahr, NHLH1, TCF11-MafG, 

RELA, SP1, CREB1, deltaEF1, ZNF42_1-4, and Pax5 were enriched among this list of 

genes, with p-values from 0.01 to 0.05 (data not shown). The function of these sites was not 

empirically verified. 

Based on the statistics, the most highly enriched transcription factor binding site among the 

upregulated genes was Arnt-Ahr, which can be activated through hypoxia. Hypoxia has pre-

viously been shown to induce expression of leptin and glucose transporter 1 [1], and glucose 

transporter 4 (Slc2a4) [2], which was also upregulated in the present microarray data. The 

data suggest that the diet has effect of the oxidative processes in the adipose tissue, and 

may require further study. CREB1 was among the statistically enriched transcription factor 

binding sites, which may help to understand how beta-3 adrenergic receptor could be one of 

the factors driving leptin transcription as observed in the present data. 
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