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Abstract: Objective To summarize the clinical characteristics and treatment experience of 10 patients with severe pulmonary candidiasis who were positive
for metagenomic second generation sequencing (mngs). Methods ten patients with severe pulmonary candidiasis admitted to Yunnan Provincial People's
Hospital from january 2020 to December 2021 were selected, and their mngs test results were positive. Retrospective analysis of the clinical data of this
group of patients, focusing on combing the results of gene sequencing in lavage fluid, lavage fluid culture, common sputum culture and drug treatment, and
summarizing the clinical characteristics and diagnosis and treatment experience of this disease. Resufts There were 9 males and 1 female, aged 41-82 years.
The main clinical manifestations were fever, cough and expectoration. The laboratory examination showed that the serum procalcitonin level of 5 patients
was higher than the normal value, the C-reactive protein, erythrocyte sedimentation rate and leukocyte count of most patients had a significant upward
trend, and the chest CT examination showed the inflammation and consolidation of lung lobes. The detection results of mngs in this group of patients
were all positive, and the diagnosis was made by combining the gene sequencing results with the clinical manifestations of the patients. Based on the
results of laboratory examination and mngs test, a targeted medication plan was designed. Except for one patient who had poor medication effect and was
discharged automatically, the other patients improved after treatment and reached the discharge standard. Conclusion the detection results of mngs are of
great significance for the diagnosis and treatment of patients with severe pulmonary candidiasis, and can provide an important reference for the targeted
design of drug regimen.
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AAAEITER (white blood cell, WBC)X BRI E,
MNGSIN: IZREBE LR IOHF AR IGKRIRIEINE, WEE
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24 BYRTHREER FARELEARRERETEMNGSK
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RITABEREEER
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£2£2 B 17T A& RIR(40.4°C) F IR R COPD. BINgeFRZ 1EEMA 2.2} =IE3. MERRR
BEI & T2 % IR, RN IR, FER(39.3°C) CHWEME. SR, FFRE. S84848% | 1IRSE2.BEMAI FR=IB4, MEEDR
£2E4L B 49 £ I I 98 e 4% #4(38.4°C) FFIneeins. BRI 1.ffeER% 2. B Zp Rk
BES B 41 #& M. & (40.0°C) RS SMERERE. FHRE. AN 1LEEMA 2 RSN 3R RIB
£E6 B 62 F B2, XBHEM(38.6°C) FRNARTFH 1.FfEp R, O B R R
B2ET B T % . Iz ARG BRIE. BEMEMA. fhBRF4EY 1RSI MR =IB3. EEMA 4 R E B
£2E8 B 61 £ W B IR PR 3 COPD. HfilalRsreitt. TS EMMG 1. AR IR =18
BEI B 64 #H ZH. SRR & #4(38.4°C) fitesE, FFRE. REAME 1EEMA 2. FRE AT 3. BB R4 IR =B
BEI0 B 62 X R ZERARI(38.7°C) TR 1R
RIFABELRERTLR

b dll PCT(ng/mL)  CRP(mg/l)  ESR(mm/h) WBC(109/L)

BE1 3.990 106.000 42.000 12.290

£E) 1.150 169.600 40.000 27.670

£E3 1.740 97.600 48.000 15.990

£E4 0.060 13.300 39.000 9.710

8E5 >200 >200 89.000 18.170

£E6 0.050 190.000 88.000 15.100

BET 0.100 23.200 18.000 6.290

£E8 0.990 52.000 27.000 24.440

£E9 0.310 5.130 23.000 16.310

££10 0.110 67.250 54.000 6.880
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