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Diagnostic value of plasma mNGS in patients with hematological malignancies complicated by infection
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Abstract Objective: To explore the diagnostic value of metagenomic next—generation sequencing(mNGS )in patients with hematological
malignancies complicated by infection. Methods:From January 2019 to December 2020,a total of 190 patients with hematological
malignancies who were treated in the Department of Hematology, Tianjin First Central Hospital were retrospectively analyzed. The types of
pathogenic bacteria detected by plasma mNGS, positive rate,detection time and the results compared with traditional detection methods
were analyzed. SPSS22.0 statistical software was used for data analysis,and discrete variables were compared by Pearson y* test or
McNemar test. Results: The positive rate of mNGS in plasma was 77.37% , which was significantly higher than that in blood culture
(x*=13.36,P<0.01 ). Bacteria were the pathogens with the highest detection rate in mNGS(43% ), and the most common were
Staphylococcus, Acinetobacter,and Enterococcus. The time required for mNGS was less than blood culture (1=22.37,P<0.05). In addition,
the sensitivity of mNGS was higher than that of blood culture(80.25% vs. 8.02% ,x*=10.83,P<0.01) ,but the specificity was lower (47.06%
vs. 100% ,x*=8.21,P<0.01). According to the mNGS results, after adjusting the anti-infective treatment regimen in 75 patients(46.30% ),
the effective rate was 49.3%. Conclusion: Plasma mNGS combined with traditional detection methods can rapidly and effectively improve
the etio logical diagnosis ability of patients with hematological malignancies complicated by infection,thus optimizing anti —infective
treatment.
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Fig 3 Distribution of fungal genera
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Fig4 Prophylactic antibiotic coverage
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