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Effect of CT window technique for diagnosis of early atherosclerosis plaque
Yao Wenjun Zheng Suisheng Wang Longsheng et al
( Dept of Radiology The Second Affiliated Hospital of Anhui Medical University Hefei 230601)

Abstract Objective Evaluation of the effects of CT on early diagnosis of atherosclerosis plaque window tech—
nique. Methods By a high-fat diet to establish the rabbit model of atherosclerosis and parallel CT angiography we
only selected 2 confirmed by gross specimens and whose pathological atherosclerotic plaque was distributed in the
entire section of the aorta rabbit observed its cross-sectional CT angiography image ( 800) and applied the follow—
ing 9 display window observation images: (200 HU 200 HU) (250 HU 200 HU) (300 HU 200 HU) (350
HU 200 HU) (400 HU 200 HU) (450 HU 200 HU) (500 HU 200 HU) (550 HU 200 HU) (600 HU 200
HU) . 800 vessels cross—sectional images were observed and the number of abnormal images were recorded. Using
test display rate between the two groups and the adjacent display probability difference of early atherosclerotic
plaques was compared under different conditions. Results Under window level in certain circumstances (200
HU) bandwidth (200 ~250 HU) was relatively narrow for the high rate of early plaque. Conclusion CT window
technology application shows great influence on early plaque of atherosclerosis plaques.

Key words window technique; window width; window level; atherosclerosis plaque; CT angiography
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Expression of Ets4 mRNA in CD4" CD25" T regulatory

cells from patients with systemic lupus erythematosus
Xiang Nan Li Xiangpei Li Xiaomei et al
( Dept of Rheumatology and Immunology The Affiliated Provincial Hospital
of Anhui Medical University Hefei 230001)

Abstract Objective To detect the mRNA expression of Eisd mRNA in CD4 " CD25" Treg cells from patients
with systemic lupus erythematosus ( SLE) in order to investigate its potential role in the pathogenesis of SLE.
Methods Peripheral blood from SLE patients and healthy controls was collected respectively. PBMCs were fur—
ther purified using CD4 * CD25 * regulatory T Cell Isolation Kit. Real-time transcription-polymerase chain reaction
analysis ( RT-PCR) was performed to determine the expression of Etsd mRNA in CD4* CD25" Treg cells. The
correlations between Ets-4 mRNA and systemic lupus erythematosus disease activity index ( SLEDAI)  laboratory
measurements clinical features were also analyzed. Results Compared with the healthy controls 0. 503( 0. 248
0.785)  the Etsd mRNA expression level was decreased in patients with SLE  0.225(0. 111 0.416) (P =
0.011) . SLE patients were separated into active SLE groups and inactive SLE groups according to the SLEDAI. No
significant difference was found between active SLE groups 0.190(0.121 0.617) and inactive SLE groups
0.243(0.094 0.304) (P =0.895). Compared to healthy controls Ets4 mRNA expression in active SLE
groups and inactive SLE groups were decreased ( P <0. 05) . No correlations were found between Ets4 mRNA and
SLEDAI laboratory measurements clinical features. Conclusion The expression levels of Ets4 mRNA in CD4 *
CD25" Treg cells from patients with SLE are significantly decreased. The results indicate that the abnormal expres—
sion of Etsd may contribute to the pathogenesis of SLE.
Key words systemic lupus erythematosus; regulatory Tdymphocytes; Ets-d



