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[ Abstract] Objective
lapse after transplantation in haplotype transplant system. Methods

To explore the correlation between the intestinal microecology and disease re-
Nineteen patients with disease relapse af-
ter haplotype hematopoietic stem cell transplantation (relapse group) and 19 patients without disease relapse
in contemporaneous transplantation (control group) were retrospectively analyzed. The amplicon sequencing
and metagenomic detection methods were used to analyze the differences in the intestinal tract microecology
between the two groups. Results Compared with the control group,the Alpha diversity index in the relapse
group tended to increase and the number of harmful microbiota in the intestinal tract was increased. The met-
agenomic analysis showed that the microbial species at both genus and species levels in the relapse group were
increased significantly. The bioinformatics analysis showed the imbalance of nutrient metabolic pathway and
related factors in the relapse group. Conclusion The intestinal microbiota of the patients with disease relapse
after haplotype hematopoietic stem cell transplantation has the disturbance, which tends to increase of harmful
bacteria and imbalance of nutrient metabolic pathway.

[Key words ] haplotype transplant; relapse afterr transplantation;intestinal tract microecology;imbal-

ance of nutrient metabolic pathway
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