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An exploratory scoring system: evaluate whether esophageal foreign

bodies can be successfully removed under gastroscopy
Yu Wenyong Ding Xiping Zhang Kaiguang et al
( Dept of Gastroenterology Anhui Provincial Hospital Hefei 230001)

Abstract A retrospective study of 162 cases of successful and unsuccessful removal of esophageal foreign bodies
by endoscopy with transparent cap at the front of gastroscope was carried out. Through detailed analysis of clinical
data and rigorous statistical treatment an operable scoring system was established to evaluate whether the foreign
bodies in esophagus could be successfully removed under gastroscope on the basis of endoscopy foreign species and
foreign body size. The accuracy of the prediction was 91.4% which indicated the accuracy of the scoring system.
The preoperative scoring system for removal of esophageal foreign bodies under endoscopy can predict whether the
foreign bodies can be successfully removed by gastroscope.
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Application of CNV-Seq in

prenatal diagnosis of elderly pregnant women
Wang Jing Xu Jingjing Chen Ling et al
Dept of Gynaecology and Obstetrics
The First Affiliated Hospital of USTC( Anhui Provincial Hospital) Hefei 230001

Abstract To evaluate CNV-Seq based on high-throughput sequencing in prenatal diagnosis of elderly pregnant
women. The genomic DNA of fetal amniotic fluid cells of 80 elderly pregnant women was detected by high-through—
put sequencing technique while G-banding chromosome karyotype analysis was performed. The sequencing reads
were precisely mapped using the human genome( GRCh37 UCSC release hgl9) as a reference. Then the patho—
genicity of CNVs were interrogated in ISCA Decipher Clinvar and other databases. The differences between G-
banded chromosome karyotype analysis and CNV-Seq results were compared. Of 80 amniotic fluid samples 6 cases
of trisomy 21 3 cases of trisomy 18 2 cases with sex chromosomal numerical abnormality(47 XXX 47 XXY)

were detected by CNV-Seq. The result was consistent with that of G-banding karyotype analysis. In addition 2
clearly pathogenic chromosome microdeletion 1 suspected pathogenic chromosome microdeletion and 39 chromo—
some microdeletion and microduplication with unknown clinical significance were detected by CNV-Seq. There were
27 cases without chromosome microdeletion or microduplication. The detection rate of chromosomal abnormalities
was 17.5% by CNV-Seq. On the basis of the results of G banding karyotype analysis the detection rate of abnor—
malities increased by 3.75% . CNV-Seq has a good application value in prenatal diagnosis of elderly pregnant
women. The combined application of CNV-Seq and G-banding chromosome karyotype analysis can significantly im—
prove the detection rate of chromosome abnormalities in elderly pregnant women.

Key words elderly pregnant women; CNV-Seq; karotyping; prenatal diagnosis



