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[ Abstract | Objective To preliminarily investigate the association between changes in intestinal
microbiota and oral microbiota of allogeneic hematopoietic stem cell transplantation (allo-HSCT) patients and
early gastrointestinal acute graft versus host disease (aGVHD ), and try to explore potentially effective
biomarkers and provide theoretical basis for early prediction and intervention of gastrointestinal aGVHD.
Methods Ten acute leukemia patients who developed gastrointestinal aGVHD within 1 month after receiving
allo-HSCT in Department of Hematology of Sichuan Provincial People’ s Hospital from September 2021 to June
2023 were enrolled, and their fecal samples and saliva samples before and after the aGVHD were collected.
16S rRNA sequencing analysis was applied for the differential changes in intestinal and oral microbiota before

and after the development of early gastrointestinal aGVHD. Results (1) A decrease in Bacteroides spp. and
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an increase in Enterococcus spp. and Enterobacteriaceae spp. in the intestinal microbiota were positively

correlated with the occurrence of early upper gastrointestinal aGVHD (P <0. 05), whereas no significant

difference was observed in the overall microbial diversity of the oral microbiota ( P>0.05). ) LEfSe analysis

of the intestinal microbiota before and after gastrointestinal aGVHD revealed an increase in Klebsiella spp. and

Enterococcus spp. and a decrease in Escherichia coli; In the oral microbiota, LEfSe analysis revealed 10

microbial markers with significant difference, of which Gamma proteobacteria was the most significant. (3) The

difference in B-diversity of the intestinal microbiota was significant (P = 0. 03), whereas there was no

significant difference in the a- and B-diversity of the oral microbiota. Conclusion Significant differences are

found in intestinal microbiota before and after the occurrence of early gastrointestinal aGVHD in patients after

Allo-HSCT, and the occurrence may have a correlation with the chang in oral microbiota.
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