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Supplementary Figure 2. DFAM slightly delayed circadian oscillation of clock genes in
epididymal adipose tissue. We profiled expression of clock genes in epididymal adipose
tissue. We measured circadian oscillation of mRNA of (A) BMAL1, (B) CLOCK, (C) PER1,
(D) PERZ2, (E) CRY1, and (F) CRY2 genes in epididymal adipose tissue. The mRNA
expressions of each gene were analyzed using real-time PCR and those were normalized by
Apo E gene expression level. The open circle indicates control group (o) and the closed
circle indicates DFAM group (e). Each value in ZT point is means + SEM of 4 rats. The open
and closed horizontal bars indicate the light (ZT 0-12) and dark (ZT 12-24), respectively. The
rhythmicity of gene expressions of clock in epididymal adipose tissue were analyzed by
JTK_CYCLE and the results were provided in S8 Table. The statistical significance of
differences was analyzed by two-way ANOVA. The results of two-way ANOVA were
described in S9 Table.



