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Research Summary 
    This  review mainly focused on identifying several genes, 

microRNAs (miRNAs), and transcription factors (TFs) that 
influence axon regeneration.

l  Identification of axon-related DEGs
l Axon-associated miRNAs and predictions of 

miRNA targets
l Prediction of axon-associated TFs
l FFLs and miRNA-TF-target gene networks
l  Functional enrichment analysisJZ
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Innovation points
lObtain genes, microRNAs, and 
transcription factors involved in 
axon regeneration.

l Summary the regulatory networks 
and feed-forward loops involved .

l Emphasis seven important genes
six important miRNAs and eight important 
TFs which appear to play an important role 
in axon regeneration .

Figure 4
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Innovation points

Table 1│Axon-related and miRNA target genes.  

Table 2│Genes overlapping between Genes Cluster 1 (axon-related DEGs) and 
Genes Cluster 2 (axon-related miRNA target genes) and miRNA-target gene 
interactions. 

Table 3│Transcription factors overlapping between DEGs and human 
transcription factors (TFs Cluster 1). 

Table 4│Important nodes selected based on their closeness centrality and 
etwork.

A series of comprehensive tables were generated to 
summarize. 
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