
 

Table S1. Primer sequences for RT-qPCR. 

Genes Forward primer (5’-3’) Reverse primer (5’-3’) 

DLG4 TCGGTGACGACCCATCCAT GCACGTCCACTTCATTTACAAAC 

MMP13 ACTGAGAGGCTCCGAGAAATG GAACCCCGCATCTTGGCTT 

IL-1β ATGATGGCTTATTACAGTGGCAA GTCGGAGATTCGTAGCTGGA 

IL-6 ACTCACCTCTTCAGAACGAATTG CCATCTTTGGAAGGTTCAGGTTG 

IL-8 TTTTGCCAAGGAGTGCTAAAGA AACCCTCTGCACCCAGTTTTC 

 

 

 

Figure S1. Transcriptome analysis of mechanical stress-related pathways and inflammatory 

response changes between LTP and MTP. (A) Heatmap of the expression profile of DEGs 

related to response to mechanical stimulus, response to inflammatory cytokines, and response 

to anti-inflammatory cytokines, which were upregulated in MTP compared to LTP. (B) The 

significantly overrepresented (adjusted p-value < 0.01) GO enrichment related to response to 

mechanical stimulus. (C) GO enrichment related to response to inflammatory cytokines. (D) 

GO enrichment related to response to anti-inflammatory cytokines. 

 

 



 

 
Figure S2. Gene-level characterization of collagen synthesis and degradation, cellular 

senescence, and activated sensory neurons between LTP and MTP. (A) Heatmap of the 

expression profile of DEGs related to collagen synthesis and degradation, cellular senescence, 

and activated sensory neurons, which was upregulated in MTP compared to LTP. (B) The 

numbers of significantly overrepresented (adjusted p-value < 0.01) GO enrichment related to 

collagen synthesis and degradation. (C) GO enrichment related to cellular senescence. (D) GO 

enrichment is related to activated sensory neurons. 

 

 


