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Research and application of diagnostic technology of pathogenic microorganisms in bloodstream infection”
ZHANG Bo"* ,YIBEIBAIHAN Maimaiti' ,ZHANG Xin'*

(1. Department of Clinical Laboratory ,Xinjiang Production and Construction Corps Hospital /
Second A f filiated Hospital of Medical College of Shihezi University ,Urumqi , Xinjiang 830002,China;
2. Medical College , Shihezi University ,Shihezi, Xinjiang 832000,China)

Abstract: Bloodstream infection (BSID) is a systemic infectious disease in which pathogenic microorgan-
isms invade in the blood circulation and reproduce in vivo. In recent years, more and more attention has been
paid to BSI due to its high morbidity and mortality,and how to realize the rapid detection of pathogenic bacte-
ria in BSI and the accurate return of their drug sensitivity results is a long-term clinical problem. Blood culture
is the "gold standard" for the diagnosis of pathogenic microorganisms in BSI, but the positive rate is low and
the reporting period is long. Therefore, new techniques need to be explored to remedy this defect. In recent
years,many diagnostic techniques of microorganisms,such as positive alarm time, nucleic acid hybridization,
nucleic acid amplification, mass spectrometry, gene chip and sequencing technology.have gradually moved from
the research stage to the clinical application stage of BSI pathogenic microorganism diagnosis. The purpose of
this paper is to review the detection techniques of BSI pathogenic microorganisms based on whole blood sam-

ples and blood culture,and to provide methodological basis for rapid diagnosis and treatment of BSI pathogenic

microorganisms.
Key words: bloodstream infection;

ogenic microorganisms
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Research progress of homocysteine in the pathogenesis of coronary heart disease’
YI Fan',ZENG Zhaogiong' ,LI Ping® ,NING Xingwang®, XI1E Xiaobing*"
(1. Hunan University of Chinese Medicine ,Changsha, Hunan 410208 ,China;
2. Center for Medical Test and Pathology .the First Af filiated Hospital of Hunan
University of Chinese Medicine ,Changsha, Hunan 410007 ,China)

Abstract: Homocysteine (Hcy) ,as an independent risk factor for coronary heart disease (CHD) , has re-

ceived extensive clinical attention. The related research on Hcy in CHD is progressing,but the pathogenesis of

CHD caused by Hcy remains to be further studied. This article reviews the current research progress of Hey in

the pathogenesis of CHD, and aims to explore the role of Hey in the pathogenesis of CHD and its related

effects.
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