
 

  

Five gene expression databases of DRG after PNI 
were included, and Meta-analysis of five DRG gene 
expression databases revealed 211 upregulated 
mRNAs and 236 downregulated mRNAs.

GO analysis of these DEGs showed that functions of the upregulated genes in DRG after PNI were 
mainly concentrated in protein activity and cell secretion. The downregulated gene functions were 
mainly concentrated in the activity of ion channels as well as synaptic and neuronal development.

The DEGs obtained from the meta-analysis were used 
to construct the protein-protein interaction (PPI) 
network, the depth of color was proportional to the 
degree of protein interaction. The core proteins of the 
top3 functional modules clustered in PPI were Cybb, 
Rps20, and Nrn1. Most of these proteins function in 
a p o p t o s i s ,  i m m u n i t y,  i n f l a m m a t i o n ,  a n d 
neurotransmitters.

After taking the intersection of microRNA expression 
databases, we found two upregulated microRNAs 
(miR-21,  miR-221)  and three  downregula ted 
microRNAs (miR-30C-1, miR-500, miR-551b). We 
revealed 9 pairs  of  up-microRNA/down-gene 
interactions and 8 pairs of down-microRNA/up-gene 
interactions.


