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Comparative study of abdominal imaging quality between mixed energy

mode and mono-energy mode reconstruction on dual-energy spectral CT
Wei Wei Deng Kexue Zhao Yingming et al

( Dept of Radiology Affiliated Provincial Hospital of Anhui Medical University Hefei 230001)

Abstract Objective To evaluate the difference of mixed energy mode and mono-energy mode reconstruction ima—
ges on abdomen spectral CT imaging. Methods Abdomen pre-contrast and contrast enhanced CT scans were ap—
plied with spectral CT on sixty patients. Images were reconstructed by two-modes: QC mode and Mono mode. The
following variables were compared: signal-to-noise( SNR) of liver spleen and pancreas contrast-to-noise( CNR) of
liver spleen and pancreas. Two experienced radiologists evaluated the artifact level of images of the two reconstruc—
tion modes. Results Compared with mixed-energy mode images 70 keV mono-energy images yielded significantly
greater SNR and CNR( P <0. 05) . Subjective score of 70 keV mono-energy images was higher than that of mixed—
energy image( P <0. 001) . Conclusion 1In abdominal spectral CT imaging mono-energy reconstruction can provide
higher quality of images than mixed-energy reconstruction and can replace mixed-energy images in clinical diagno—
sis.
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Research of genetic mutation in Anhui Han people AAID patients
Xu Bin Yu Yuanxun Wang Yingxin et al
( Anhui Medical Genetics Center in Anhui Medical College Hefer 230061)

Abstract Objective To study the relationship of the gene mutations of Anhui Han people aminoglycosides antibi—
otics induced deafness( AAID) patients and non-syndromic hearing loss( NSHL) and set up next-generation se—
quencing ( NGS) of oral mucosal cells genoma DNA. Methods From 122 cases of NSHL patients and 120 cases of
healthy children we got the oral mucosal cells genoma DNAs and using NGS sequenced GJB2 12S rRNA genes.
Results The genoma DNAs of oral mucosal cells were good quality for NGS study. In 122 cases of NSHL patients
we found GJB2 gene mutations of 28 casea( 22.95%) and found 12S rRNA gene mutations of 10 casea( 8.20%) .
In 120 cases of healthy children we did not find any mutation( P <0. 01) . Conclusion NGS sequencing method
of oral mucosal cells genoma DNA can be used for detecting the mutations of Anhui Han people AAID. The muta—
tions of GJB2 12S rRNA genes in Anhui NSHL patients have some different charicters and can help to study the
gene mutations of Anhui Han people AAID.
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