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Abstract: Objective To investigate the effects of exposure to various concentrations of cigar smoke on gut
microbiota in mice. Methods A total of 40 C57BL/6 mice were randomly divided into the control group,the
low-dose cigar exposure group,the medium-dose group and the high-dose group,with 10 mice in each group.
After 4 weeks of feeding,fecal samples were collected for gene sequencing of 16S ribosomal RNA and analysis
of differences in gut microbiota. Results Compared to the control group,gut microbiota richness was signifi-
cantly reduced in the cigar-exposed groups (P <C0. 05). Compared with thecontrol group.the Shannon index of
mice in the high-dose group was significantly increased (P<C0. 05). In multi-group comparisons, ten bacterial
genera with high abundance-such as Akkermansia, Allobaculum,and Alloprevotella-were identified. Pairwise
comparison results indicated that compared to the control group,abundances of Akkermansia,Candidatus_Sac-
charimonas,and Lactobacillus decreased while those of Allobaculum, Alloprevotella, Muribaculaceae,and Pre-
votellaceae. UCGO01 increased (P <C0. 05). Alistipes and Faecalibaculum showed significant increases in low-
dose and medium-dose groups respectively,Blautia and Lachnospiraceae_ NK4A136 group exhibited notable in-
creases in the high-dose group (P<C0. 05). Linear discriminant analysis effect size revealed that six phyla and
forty-four species displayed significant differences across all groups at both phylum and species levels, distinct
dose-specific were observed among different cigar exposure groups. Conclusion Cigar smoke exposure and
different exposure concentrations can both cause changes in the gut microbiota. The effects of different con-

centrations of cigars on the gut microbiota of mice are specific.
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The predictive value of inflammation burden index combined with PAPP-A
for asymptomatic missed abortion
ZHANG Lina' \MAO Hui** ,MA Na'

1. Department of Family Planning Gynaecology s Northwest Women's and Children’s Hospital
Xi'an ,Shaanzi 710000,China ;2. Department o f Obstetrics and Gynecology sthe Second
Affiliated Hospital of Xi'an Jiaotong University s Xi'an s Shaanxi 710000 ,China

Abstract: Objective To explore the predictive value of inflammatory burden index (IBI) combined with
pregnancy-associated plasma protein-A (PAPP-A) for asymptomatic missed abortion. Methods A total of 108
asymptomatic women with missed abortions admitted to Northwest Women's and Children’s Hospital from
January 2020 to January 2023 were selected as the study group,and another 100 healthy pregnant women who
were examined in the hospital during the same period were selected as the control group. The levels of C-reac-
tive protein,neutrophils,lymphocytes,and PAPP-A of all research subjects were detected,and IBI was calcu-
lated. The receiver operating characteristic curve was plotted to analyze the predictive value of IBI combined
with PAPP-A for asymptomatic isolated abortion,and to explore the influencing factors of asymptomatic iso-
lated abortion. Results The IBI of the study group was higher than that of the control group.and the PAPP-
A was lower than that of the control group.the difference was statistically significant (P <Z0. 05). The area
under the curve (AUC) of the combined prediction of asymptomatic missed abortion by IBI and PAPP-A was
higher than AUC predicted by IBI and PAPP-A alone (Z=9. 251,10. 030,P <C0.001). There were statistically
significant differences in the proportions of smoking history, drinking history, intrauterine operation history
and reproductive tract infection between the study group and the control group (P <C0. 05). The results of
multivariate Logistic regression analysis showed that smoking history,drinking history.intrauterine operation
history,reproductive tract infection,and IBI were risk factors for asymptomatic missed abortion, while PAPP-
A was a protective factor for asymptomatic missed abortion (P < 0. 05). Conclusion IBI combined with

PAPP-A has certain clinical value in predicting asymptomatic missed abortion.
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