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Abstract

Objective: To investigate the effect of lung microbiota on the prognosis of patients with severe
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abdominal infection complicated with acute respiratory distress syndrome (ARDS) in Qingdao.
Methods: Alveolar lavage fluid from patients with severe abdominal infection complicated with
acute respiratory distress syndrome in the intensive care unit of Qingdao Municipal Hospital East
Campus from June 2021 to May 2022 who met the inclusion criteria were collected, and the samples
were genetically tested using 2bRAD-M microbial diversity analysis technology, and compared with
the 2bRAD database, the impact of lung microbiota on prognosis was analyzed. Results: According
to the inclusion and exclusion criteria, a total of 11 patients with intra-abdominal sepsis were in-
cluded in the analysis. According to the prognosis of the patients, they were divided into three groups:
group A (4 cases in the survival group), group B (3 cases in the abandonment group), and group C
(4 cases in the death group). Conclusion: By comparing group A and group C of patients with severe
abdominal infection complicated with ARDS, it was found that there were differences in the lung
microbiota between the two groups, and the lung microbiota structure of the survival group was
more complex than that of the death group.
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Table 1. Basic information of the patient
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Table 2. Statistics of microbial culture results after hospitalization
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Table 3. Relative abundance of each bacterium per sample (family, species level) (Only higher abundance of related bacteria
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Figure 1. Proportion of abundance at the family level in each sample
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Figure 2. Proportion of abundance at the species level in each sample
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Figure 3. Box plots of diversity indices within and between groups A, B, and C; Box plots of diversity indices within and
between groups A and C
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Figure 4. Rank Abundance curves of samples A and C; PCoA analysis plots of samples A and C
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