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Supporting Information 

Figure S1 Expression patterns of early-response and late-response DE miRNAs. For the 24 

DE miRNAs highly expressed in M1 macrophages, early-response and late response DE 

miRNAs are in two sub-clusters. The expression patterns of these sub-clusters are shown in 

M1_1 and M1_2.   

Figure S2. Time series clustering membership heatmap. The membership values of each gene 

to each cluster are shown in the heatmap.  

Figure S3. Highly correlated miRNA-target network--immune response genes. 19 immune 

related genes and the associated miRNAs were obtained from the highly correlated network, and 

the interaction was shown in the heatmap. The average fold change of M1 versus M2 

macrophages for each gene was filled in the cell when the interaction existed.  

Figure S4. Highly correlated miRNA-target network--cell growth genes. 7 cell growth 

related genes and the associated miRNAs were obtained from the highly correlated network, and 

the interaction was shown in the heatmap. Similar to Figure S3, the average M1/M2 fold change 

was filled when the interaction existed. 

Figure S5. Highly correlated miRNA-target network--metabolic genes. 19 metabolic genes 

and the associated miRNAs were obtained from the network, and the interaction was shown in 



the heatmap. Similar to Figure S3, the average M1/M2 fold change was filled when the 

interaction existed. 

Supplementary Tables 

Supplementary Table 1. Mapping rates in small RNA sequencing from 18 macrophage samples. 

Supplementary Table 2. The fold changes of 31 DE miRNAs at each time point. 

Supplementary Table 3. The normalized expression values of 31 DE miRNAs. 

Supplementary Table 4. Mapping rates in RNA sequencing from 18 macrophage samples. 

Supplementary Table 5. The fold changes of DE genes at each time point. 

Supplementary Table 6. The normalized expression values of DE genes. 

Supplementary Table 7. The enriched KEGG pathways in time-series clusters 

Supplementary Table 8. The robust target list of 31 DE miRNAs based on sequence complement 

and expression correlation. 

Supplementary Table 9. The fisher test result between the targets of miRNAs and targets from 

public databases.  

Supplementary Table 10. The top significantly enriched pathways of GSEA analysis on the 

targets of each miRNAs. 

Supplementary Table 11. The hypergeometric test significance table between targets of DE 

miRNAs and DE genes at each time point. 

Supplementary Table 12. The reported miRNAs involved in macrophage polarization from three 

independent studies.  
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