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Figure S1. Length distribution and abundance of the sRNAs from hyperoxia model rats 

and normal control samples. sRNA reads with a length of 22 nt were the most abundant, 

which accounting for about 50% of total reads, then followed by 23 and 21 nt reads. 

 

Figure S2. Distribution of different small RNA categories in hyperoxia and control 

libraries. Sequenced sRNAs were annotated and classified as: Other ncRNA, repeats, 

mRNA and miRNAs, et al. 
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Figure S3. Hierarchical clustering analysis of miRNAs expression in hyperoxia model rats 

compared to the control. The data removed those low copy numbers of miRNAs (<5 copies). 

The each pattern means the fold change as Log 2 (treatment/control), from high (red) to  

low (green) (a–c). 
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Figure S4. miRNA-mediated regulatory network in the hyperoxia model rats. The green 

nodes represent the miRNAs and the red nodes represent their targets. 


