PREYES#HE biomed.cnjournals.com Progress in Modern Biomedicine Vol23 NO.2 JAN.2023 - 211 -

doi: 10.13241/j.cnki.pmb.2023.02.003

ABCA2 JEIH mRNA {EG5R 5 EEFTF R AR Beit 42
BRI *

X4 EOFD FHELT 4 W OEW ORERSE
(1R PR BESS /B A R B2 A TR s it T SRR RSy T BT AL ST T ALSEBR . 65 1000915
2 B PR ESRS /B A R A R 3 100091)

HE B kit ATP £ 44535 & & A2( ATP-binding cassette transporterA2, ABCA2 ) 2 Bl mRNA J& /& 3 M 45 M m o 4 4% o AT
AHBRBELERETHOREZLZFRIAEALWAREW NS . FiREFTDREEREH SRS HTFABREEH o AL
JE dn., 3 F % & PCR Mol 3% 4% 51 8 o AN A5 m i ABCA2 9 mRNA K-F | %t 3 4547 820 ABCA2 B £k £ 7, B %5
M AHRBLENR S, HREDR SR E LI LAt ABCA2 49 mRNA £ 235K F iR H Aot
BA((H=83.38,P<<0.0001), ABCA2 % 31# Wi &y fo bk B e & T @ARA 0.9235, ZAE A 73.53%(95%8 EAE R
18] % 63.87%~81.78% ), 4 otk 2 93.55%(95%44 B A5 X id] 4 78.58%~99.21%), Z5if: 418 fu 38 A5 2w P ABCA2 % B mRNA
LA F R RF R AR F R EAREY, AN T ES RGBS,

KEBIE): F SR R R ST AR E 4 ATP 264515 % 8 A2 A B ;mRNA

FEASEE. RS2 TEERIDAE. A XEHE:1673-6273(2023)02-211-05

The mRNA Expression of ABCA2 Gene from Individuals in Different
Infection Stages of Mycobacterium Tuberculosis and its Potential as

a Diagnositic Biomarker*
LIU Yan-hua', WANG Ruo', SU Jin-wer?, YU Shar?, SUN Wen-na', CHENG Xiao-xing'®
(1 Tuberculosis Prevention and Control Key Laboratory/ Beijing Key Laboratory of New Techniques of Tuberculosis Diagnosis and
Treatment, Senior Department of Tuberculosis, the Eighth Medical Center of PLA General Hospital, Beijing, 100091, China; 2 Tuberculosis

Depertment, Senior Department of Tuberculosis, the Eighth Medical Center of PLA General Hospital, Beijing, 100091, China)

ABSTRACT Objective: To investigate the mRNA level of ATP-binding cassette transporterA2 (ABCAZ2) gene from individuals in
different infection states of Mycobacterium tuberculosis and its ability as a diagnostic marker. Methods: The peripheral blood from
patients with active tuberculosis, individuals with latent tuberculosis infection and healthy people was collected. The mRNA level of
ABCA2 in peripheral blood mononuclear cells was detected by fluorescence quantitative PCR. The difference of ABCA2 mRNA in
groups and its diagnostic ability to distinguish patients with active tuberculosis from individuals with latent tuberculosis infection were
analyzed by statistical softwares. Results: The mRNA expression of ABCA2 from patients with active tuberculosis was significantly
lower than that from individuals with latent infection and healthy people (H=83.38, P<0.0001). The area under the curve of ABCA2
mRNA in discriminating patients with active tuberculosis from individuals with latent tuberculosis infection was 0.9235, the sensitivity
and specificity were 73.53% (95% confidence interval, 63.87% ~ 81.78%) and 93.55% (95% confidence interval, 78.58% ~ 99.21%)
respectively. Conclusions: The mRNA of ABCA2 gene in peripheral blood mononuclear cells is a potential marker to distinguish active
tuberculosis from latent tuberculosis infection, and is helpful to tuberculosis diagnosis.
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Fig.l1 The mRNA expression of ABCA2 gene detected by transcriptome
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Fig.2 The mRNA expression of ABCA2 gene detected by qPCR
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Notes: TB: tuberculosis, LTBI: latent TB infection, HC: healthy controls, PTB: pulmonary tuberculosis, extra-PTB: extra-pulmonary tuberculosis, bacteria

(-): tuberculosis with M.tb negative in sputum sample, bacteria(+): tuberculosis with M.tb positive in sputum sample.
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Fig. 3 Percentage of monocytes and MLR in peripheral blood from patients with active tuberculosis, individuals with latent tuberculosis infection and

healthy controls
Notes: TB: tuberculosis, LTBI: latent TB infection, HC: healthy controls.
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