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Abstract: Objective To discuss the effects of the different de-host methods for the detection of blood stream infection (BSI)
samples. Methods  Staphylococcus aureus was injected into the peripheral BSI samples. And the simulated BSI samples with
concentrations of 10°, 10°, 10%, 10CFU/ml, respectively, were as the objects. The detection was divided into the whole blood
and the plasma group. Metagenomic next generation sequencing (mNGS) was used to detect the reads and proportion of the
nucletc acid of pathogenic microorganism to evaluate the de-host efficiency of four protreatment methods (Saponin method,
Wash method, CD45 method and MolYsis method. Results The detection of pathogenic microorganisms in BSI with an
initial concentration below 10°CFU/ml was less than 0.15%. Among the four host removal methods, the Saponin method could
significantly increase the proportion of microorganisms, especially in the plasma group, which could increase the proportion
of pathogen detection results to more than 18%. Compared with the direct extraction method, the Wash method and the CD45
method were not rich pathogenic nucleic acid significantly. The detection level of the reads by MolYsis method was significantly
higher than that by direct extraction method. The number of microorganisms detected in the plasma group was higher than that
in the whole blood group, and the de-host methods can significantly increase the abundance of pathogenic microorganisms.
Conclusion Comparing the mNGS detection results of the four de-host methods, the Saponin method could significantly
remove human nucleic acids and increase the proportion of pathogenic microorganisms, especially in the plasma group, which
had the best host removal effect.
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INF 5 Gy IRIRRUE IR I EE R S L LR 2, FEA K reads K AU HAD I IR WT G, 25
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0 350071 - - - - - - - - -
10' 5.50+3.54 622.00 + 808.93 43.00+24.04 - -108 047 -108 047 - -
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10° 1960.00+32527 16 145.00 + 1292.59 4115070 - 1240 005 -1240 005 - -
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R (CFUMmD)  EHARIGE  Saponin ¥ CD45 % Mol Ysis ¥ 1 P, 1, P, 1, P,
10 0.12 131 0.16 - -102 049 =700 0.09 - -
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e - FORTCEAE. ¢, A1 P, N BRI AN Saponin 32 reads K M HLEL, ¢, A1 P, A BRI A Wash 32 reads K H B LR



PRI B BE 2 2aE 45384 94 20234E7 H  J Mod Lab Med, Vol. 38, No. 4, July 2023 157

F4 MRAFREBEHESHBAEIKESLBER (%)
TRRRRIE (CFUMD) B B4R Saponin ¥ Wash ¥ 1, P, t, P,
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A M AFFE—E R RR M. B Hh TR
W BERA BE MIREAC TR B/ DN, T 3 5 TR A D 45
AMERERE , o BT B INFEAS 1 I ] B SRR AR
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2k b, ARWFEiE A R Saponin 15 Wash 7 |
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