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and after orthodontic treatment, the average overall facial changes in the high angle group were ( —3.25 +0.22)
mm, in the average angle group was ( —3.28 £0.30) mm, and in the average low angle group was ( —3.69 =
0.36) mm. Compared with the other two groups, the changes in the low angle group decreased more, and the
difference was statistically significant ( P <0.05). The mandibular angle area and temporal area decreased the most
in the low angle group, which were ( —=2.78 0. 18) mm and ( —2.27 £0. 35) mm, respectively, and the differ-
ence was slatistically significant compared with the other two groups (P <0.05), while there was no statistically
significant difference among the other groups (P >0.05). Conclusion The whole face and all facial regions of the
three groups had some negative changes, but the collapse in the mandibular angle area and the temporal muscle ar-
ea of the low angle group was more obvious than that of the other two groups.

Key words orthodontic treatment ;facial aesthetics ;three-dimensional ; class IT malocclusion; vertical facial type;
soft tissue; adult female
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Fig. 1 Venn diagram of apical periodontitis and pulpitis groups
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Tab.1 Comparison of general information of subjects

Group Patient(n) Gender( male/female ) Age( Year)
Apical periodontitis 7 3/4 59.57 +18.81
Pulpitis 6 2/4 51.00 +£11.38
F/x* value 0.124 0.687

P value 0.751 0.353
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Fig. 5 Metastats analysis of differential microbiota between pulpitis and apical periodontitis groups
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volved in selective splicing and translation of multiple genes. ESRP1 regulates signaling pathways that affect cell
proliferation and tumor growth via mediating target genes and regulating cyclic RNA cyclization and biogenesis in a
variety of cancers, including head and neck squamous cell carcinoma, carcinoma of colon, and prostate cancer.
Through integrating and analyzing the link between ESRP1 and related cancers, provide new ideas for the treatment
of tumor cells in which ESRP1 as a key factor.
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The root canal microbiota in apical periodontitis

and pulpitis based on 16S rDNA sequencing
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Abstract Objective To analyze the relationship between microorganisms and endodontic disease by using 16S
rDNA sequencing to compare the composition of the microbial community in the root canals of teeth with pulpitis
and apical periodontitis. Methods Clinical samples were collected from teeth requiring root canal treatment. The to-
tal DNA of the bacteria in the samples and the gene fragments of the V3-V4 highly variable region on the 16S rDNA
fragments were amplified through PCR. After sequencing by NovaSeq, statistical and bioinformatic analysis, inclu-
ding phylogenetic analysis, diversity analysis and analysis of group differences, were performed. Results In total,
6 teeth with pulpitis and 7 teeth with apical periodontitis were collected, and a total of 8,510 OTUs were obtained
after next-generation sequencing, and the analysis of bacterial diversity showed that the difference between pulpitis
and apical periodontitis in terms of the composition of the bacterial flora was statistically significant (P <0.05). In
particular, the relative abundance of Proteobacteria, Acidobacteriota and Actinobacteriota phylum was significantly
higher in the roots of teeth affected by pulpitis than apical periodontitis. The relative abundance of Bacteroidota
phylum and Synergistota phylum was significantly higher in the root canals of teeth with apical periodontitis. Con-
clusion There is a complex diversity of infecting microorganisms in the root canals of teeth affected by endodontic
diseases. The microbial communities in the infected root canals of pulpitis and apical periodontitis show some differ-
ences, and changes in the microbial composition of the root canals may be associated with the development of endo-
dontic diseases.
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