
 
 
Supplementary Figure S1  

(A) Dorsal view (left) and ventral view (right) of a Syrian hamster in deep torpor during HIB.  (B) 

Anatomical location and morphology of iWAT in Syrian hamsters. Isolated iWAT was divided into 

four regions for histological analysis.  (C) Mass of perigonadal WAT (pWAT) and retroperitoneal 

WAT (rWAT) before and after SD-Cold exposure.  They tended to be gradually decreased during 6 

weeks after the exposure and rWAT seemed to be recovered before hibernation. 

 



 
 
Supplementary Figure S2 

Correlation plot of log10 FPKM values for genes between each combination of experimental groups.  

Each dot depicts a transcript.  Although the majority of transcripts distributed on the lines 

representing similar expression levels between each state, a subset of gene transcripts deviated from 

the lines, which was differentially expressed in a state against its comparison. 

  



 

 
Supplementary Figure S3 

MA plot of the log2 fold change of all genes.  Magenta indicate differentially expressed genes 

(DEGs) with q-value less than 0.01.  Blue indicate DEGs which exhibited more than twofold change 

between any groups with q-value ≤ 0.01.  

 

 



 

 
 
Supplementary Figure S4 

qPCR validation of RNA-seq results for genes related to PPAR signaling, adipocytokine signaling, an 

lipid metabolism.  RNA-seq fold change is shown in grey, and qPCR fold change is shown in white.  

Bar plots represent mean values of three animals for each group.  Error bars represent the standard 

errors. 

  



 

Supplementary Table S1 

Number and percentage of reads of each experimental replicate are shown. 

  



 

Supplementary Table S2 

Mapping rate of left, right, and overall reads of each experimental replicate are shown. 

  



 

Supplementary Table S3 

 (A and B) KEGG pathway analysis results for the top 300 genes that contributed most to PC1 (A) 

and PC2 (B). 

  



 
 
Supplementary Table S4 

KEGG pathway analysis results for Cluster 8 (1528 genes) in Figure 3D. 

  



 
Supplementary Table S5 

KEGG pathway analysis results for Cluster 5 (990 genes) in Figure 3D. 

  



 
Supplementary Table S6 

List of real-time PCR primers listed 5’ to 3’. 

 
  



 
Supplementary Table S7 

Gene symbols and gene names described in this study. 


