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S1 Fig. sc-RNA seq analysis and DEGs analysis.(A)DEGs expression in datasets.
(B)Scatter plot of DEGs count vs. feature. (C)Volcano plot of DEGs in datasets. (D)
and (E)Screening of differentially expressed DEGs in datasets. (F)Analysis of various

soft-thresholding pewers.
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S2 Fig. Correlationship between hub genes and IL17A. (A~G) Correlations between TGF-3 and hub

genes(ANXA1, ARL4C, CD79B, LRRC25, NKG7, SLC11A1, and VIM)
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S3 Fig. Correlationship between hub genes and TGF-R. (A~G) Correlations between TGF-3 and

hub genes(ANXA1, ARL4C, CD79B, LRRC25, NKG7, SLC11A1, and VIM)

S4 Fig. Expression of ANXAI protein in periodontitis tissues and normal gingival tissues.A.
Periodontitis tissue (x10);B. Periodontitis tissue (x40);C. Normal gingival tissue (x10);D. Normal

gingival tissue (x40).



S5 Fig. Expression of SLC11A1 protein in periodontitis tissues and normal gingival tissues. A.
Periodontitis tissue (x10); B. Periodontitis tissue (x40);C. Normal gingival tissue (x10); D.

Normal gingival tissue (x40).



S6 Fig. Expression of CD79B protein in periodontitis tissues and normal gingival tissues.A.
Periodontitis tissue (x10);B. Periodontitis tissue (x40);C. Normal gingival tissue (x10);D. Normal

gingival tissue (x40).
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S7 Fig. Transcriptional levels of Genes mRNA in gingival tissues



