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Supplementary Figure 1. DMT slightly affected circadian oscillations of clock genes in epididymal
adipose tissue. We profiled circadian oscillations of clock genes in epididymal adipose tissue. We measured
circadian oscillations of (a) BMALI, (b) CLOCK, (c) PER1, (d) PER2, (e) CRYI, (f) CRY2, (g) E4BP4, (h)
DBP genes related circadian clock in epididymal adipose tissue. The mRNA levels were analyzed using a
real-time PCR, and these were normalized by /8S rRNA level. The open and solid horizontal bars indicate
the light (ZT 0-12) and dark (ZT 12-24), respectively. The value of mRNA levels are means + SEM (n=3-
4). The open circles indicate control group (o) and the solid circles indicate DMT group (®). The results of
rhythmicity analysis for hepatic circadian clock genes using JTK CYCLE are shown in Supplementary
Table 5. The open star (¥¢) and the solid star (%) represent peak time points of circadian oscillation in the
control and DMT groups, as analyzed using JTK CYCLE (Supplementary Table 5), respectively. List of
gene names we used in the present study is provided in Table 1.





