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screened by GeneCards database. The “drug-component-disease-target” network relationship was constructed by
Cytoscape software, enrichment analysis and prediction mechanism were analyzed, and the molecular docking veri-
fication was carried out between the top three main active components and the top six targets in PPI network. Hu-
man myocardial AC-16 cells were constructed hypoxia/reoxygenation (H/R) model to initially verify the core tar-
get. Using CCK-8 assay was usedto detect cell viability and explore the optimal drugconcentration. The influence of
YD on cell morphology was observed by using optical microscope. LDH content was detected to assess the integrity
of cell membrane; Western blot was used to detect the expression of STAT3, p-STAT3, PI3K, AKT1 and p-AKTI.
Results A total of 105 active components, 382 drug targets, 1223 MIRI disease targets and 160 drug-disease com-
mon targets of YD were obtained. The key targets involved AKT1, STAT3, VEGFA,TNF, MAPKS8, PIK3CA and
so on. GO analysis mainly involved apoptosis, lipolysis, muscle cell proliferation, cytokine-mediated inflammation,
oxidative stress and so on. The results of molecular docking showed that VEGFA , APP and PIK3CA could bind to
quercetin, luteolin and kaempferol. Our results showed that 200 mg/L YD could significantly promote the prolifera-
tion of AC-16 cells and reduce LDH leakage. Western blot results showed that YD could activate STAT3 and PI3K-
AKT1 signaling pathways and protect myocardium. Conclusion YD can protect MIRI through multi-components,
multi-targets and multi-pathways.
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The preliminary study of the effects

of chronic inflammatory pain on the gut flora of mice
Wang Xiaomin, Xu Peng, Wang Yuqi, Zeng Jianye,Zhou Sichen, Xing Chengzhi,
Hu Xiangyu, Wu Yanan,Zhang Yiruo,Fan Hongjie
(Dept of Microbiology, Zunyi Medical University, Zunyi 563000 )

Abstract Objective This experiment was carried out to study the effects of chronic inflammatory pain on the gut
flora of mice by 16S rRNA high-throughput sequencing. Methods Twelve specific pathogen free (SPF) C57BL/
6J mice were randomly divided into CFA group and mock group, with 6 mice in each group. Chronic inflammatory
pain model was established by intraplantar injection of CFA in the right posterior pelma of C57BL/6J mice. In the
control group, normal saline was injected by intraplantar injection in the same position. Two weeks later, the mice
were euthanized, and the feces in the colon were collected. The feces of two mice in the same group were mixed,
detected and analyzed by 16S rRNA high-throughput sequencing technology. Results Compared with mock group,
the abundance and diversity of gut flora in CFA group decreased. The abundance of Firmicutes and TM7 increased
at the phylum level, the abundance of Aerococcus, Lactobacillus and Desulfovibrio increased significantly at the fami-
ly and genus level, while the abundance of Psychrobacter, Prevotella, Oscillospira and Bifidobacterium decreased
significantly compared to mock group. In addition, many biomarkers were found from the level of the phylum to the
genus. Conclusion The gut microflora structure, especially the dominant flora, has changed significantly in mice
with chronic inflammatory pain, which can provide basis for the treatment of microecological imbalance caused by
chronic inflammatory pain and the improvement of patients’ negative emotions through “gut brain axis”.
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