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Figure S1. The distribution region of clean reads mapped to the reference genome. The circle map 
is in order from the outside to the inside. The outer circle is the genome length scale, the second 
outer circle is the gene density heat map of the species genome, the inner circle is the peak density 
heat map of the group of samples, and the rest of the circles are histograms of the distribution of 
reads of each sample on the genome. 



 

 

 
Figure S2. Overview of circRNAs in IMPA and IMA group. (A) The source of circRNAs in the two 
groups. (B) The length of circRNAs in the two groups. (C) Chromosome distribution. 



Figure S3. GO and KEGG enrichment analyses of differentially expressed circRNA in goat different 
adipocytes. (A) GO annotation of differential circRNA in two group. (B) KEGG enrichment scatter 
plot of differential circRNA in two group. 

Table S1. The differential m6A methylation peaks between the IMA and IMPA groups. 

Table S2. The m6A-circRNAs/miRNA interactions. 


