
SUPPLEMENTARY FIGURE LEGENDS: 

Fig S1: Mice were entrained in 12 hr Light – 12 hr Dark cycles (LD) and moved to 

constant darkness following 8 h of light prolongation on the last day of LD cycle. 

Locomotor activities were monitored by infrared sensors. (A) Representative actograms 

from locomotor activity of Wild type (CD38+/+) and CD38 knockout (CD38-/-) mice. 

Arrow indicates the day of transition to DD. (B) Bar graph representing the period length 

of WT and CD38-KO mice. Measurement of the free-running period was based on the 

onset of activity in DD. Data is represented as mean ± S.E.  **, p = 0.006, n= 6, 6. 

Fig S2: (A) Mice entrained in 12 hr Light – 12 hr Dark cycles were sacrificed at indicated 

times and their liver was dissected out. RNA was prepared at indicated times, reverse 

transcribed, and real-time PCR was performed using primers for Asns and 18S rRNA. 

Data is represented as relative levels of indicated gene normalized to 18S rRNA. *, 

p<0.05, n = 4. (B) Hepa1c1c7 cells were transfected with a luciferase reporter under the 

control of 3.4Kb ASNS promoter. 6 hours post-transfection, medium was changed to either 

complete medium or medium depleted in methionine, cystine and glutamine. 18 hours later 

cells were harvested and luciferase activity was measured. Luciferase activity was 

normalized to β-galactosidase activity. ***, p = 0.00008, n = 4. 

Fig S3: HEK 293 cells were transfected with indicated plasmids and 48 hours post-

transfection total lysates were prepared. BMAL1 was immunoprecipitated by anti-flag 

antibody and resolved by SDS-PAGE. Acetylated BMAL1 levels were detected by anti-

acetyl BMAL1 antibody. Total BMAL1 and CLOCK levels were detected by anti-Myc 

antibody. Nicotinamide treatment was used as positive control. 

 



SUPPLEMENTARY TABLE LEGEND: 

Table S1: Genes found to be differentially expressed in the WT and CD38-KO livers at  
the indicated circadian times. 
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