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Supporting figures 

 

Figure S1 Volcano plot of global DEGs in different comparison groups. M-PgPs vs. BL (A), 

P. gingivalis vs. BL (B), IL-1β + M-PgPs vs. IL-1β (C), and IL-1β + P. gingivalis vs. IL-1β 

(D). Blue dots represent significantly down-regulated genes (P < 0.05, Log2 fold change ≤-

1). Yellow dots represent significantly up-regulated genes (P < 0.05, Log2 fold change ≥1). 

Brown dots represent insignificantly differential expressed genes. Samples for RNA-Seq were 

obtained from three independent experiments. 

 

 



 
 

Figure S2 Venn diagram of global DEGs in different comparison groups. (A) Up-regulated 

genes. (B) Down-regulated genes. Samples for RNA-Seq were obtained from three 

independent experiments. 

 

 



 
 

 

Figure S3 FOXO1 inhibitor (Fi) concentration test. HGECs were treated with different 

concentrations of Fi (0 μM to 100 μM) for 24 h. (A) Cell viability tested by MTT assay. (B) to 

(D) Relative mRNA expression levels of FOXO1, KLF2 and TRAIL were determined by qPCR. 

* P < 0.01; ** P < 0.001 compared with BL. Data represent the mean ± SD of three independent 

experiments. 

 



 

Figure S4 FOXO1 inhibitor (Fi) rescues the inhibitory effects of M-PgPs on the immuno-

inflammatory response of HGECs under inflammatory condition. Relative mRNA expression 

levels of FOXO1 (A), KLF2 (B), IL-1β (C), TNF (D), IL-10 (E), TGF-β2 (F), IL-6 (G), IL-8 

(H) and CXCL5 (I) in HGECs after 24-h treatment of M-PgPs (1:100) were analyzed by qPCR. 

HGECs treated with P. gingivalis (1:100, 24 h) served as the positive control. IL-1β (1 ng/ml) 

was added 6 h prior to the treatments of P. gingivalis and M-PgPs, while Fi (1 μM) was added 

2 h before M-PgPs and P. gingivalis treatments. ns, no significance; * P < 0.05; ** P < 0.01. 

Data represent the mean ± SD of three independent experiments. 


