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[ Abstract]
common region 1 (ISCR1) in clinical isolates of multidrug-resistant Acinetobacter baumanii and Pseudomonas aerugino—
sa. Methods

Pseudomonas aeruginosa in our hospital between January 2010 and December 2013 were collected. Class 1 integrase,

Objective To investigate the distribution situation of class 1 integron and insertion sequence

A total of 126 strains of multidrug-resistant Acinetobacter baumanii and 89 strains of multidrug-resistant

class I integron gene cassette, ISCR1 and variable region of ISCR1 were amplified by PCR. PCR products of class [
integron and variable region of ISCR1 were digested with Hinf I and Ras I, respectively. PCR products of different
types of the restriction map were selected, sequenced, and then aligned with GenBank database using BlastN program.
Results In 126 cases of multidrug-resistant Acinetobacter baumanii, there were class I integrase in 79 cases, class |
integron gene cassette in 67 cases, which contained 6 different types. ISCR1s were detected positive in 59 cases, of
which variable region of ISCR1 was positive in 9 cases. In 89 cases of multidrug-resistant Pseudomonas aeruginosa,
there were class | integrase in 41 cases, class | integron gene cassette in 36 cases, which contained 10 different types.
ISCRI1 positive showed in 9 cases, of which variable region of ISCR1 was positive in 4 cases. Eight strains of Acineto—
bacter baumanii and two strains of Pseudomonas aeruginosa contained class | integrase and variable region of ISCRI,
simultaneously. Conclusion Class 1 integron and ISCR1 are widespread in multidrug-resistant Acinetobacter baumanii
and Pseudomonas aeruginosa.
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Relationship between blocking antibodies and anti—cardiolipin antibodies in recurrent spontaneous abortion. L/U
Wei *?, NONG Cui—hui °, MA Li—hui **. 1. Department of Gynaecology and Obstetrics, Maternal and Child Health Care
Hospital of Sanya, Sanya 572000, Hainan, CHINA; 2. Shantou University Medical College, Shantou 515000, Guangdong,
CHINA; 3. Department of Clinical Laboratory, Maternal and Child Health Care Hospital of Sanya, Sanya 572000, Hainan,
CHINA; 4. Department of Rheumatology, Sanya Municipal People’s Hospital, Sanya 572000, Hainan, CHINA

[Abstract] Objective To investigate the relationship between blocking antibodies and anti-cardiolipin anti-
body in recurrent spontaneous abortion, and find the causes of recurrent spontaneous abortion. Methods From June
2014 to June 2016, 120 women with recurrent spontaneous abortion history were selected as the study group, and 120
healthy non-pregnant parous women were recruited as the control group, who were given blocking antibody detection
and anti-cardiolipin antibody detection by ELISA method. The negative rate of blocking antibodies and positive rate of
anti-cardiolipin antibody were compared by the chi-square test, and sensitivity, specificity and receiver operator charac-
teristic curve (ROC) were used to calculate and compare the prediction ability of the two antibodies for recurrent sponta-
neous abortion. Results Blocking antibody negative rate of the study group were significantly higher than that in the
control group (85.8% vs 30.0%, P<0.001). Anti-cardiolipin antibody positive rate of the study group were significantly
higher than that in the control group (19.2% vs 4.2%, P<0.001). The rate of blocking antibody negative and anticardiolip-
in antibody positive in the study group was 9.17% (11 cases), which was significantly higher than 0.83% in the control
group (P=0.003). According to diagnostic test evaluating, the sensitivity (85.8% vs 19.2% vs 9.2%), specificity (70.0% vs
95.8% vs 99.2%) and area under the curve (0.779 vs 0.575 vs 0.542) showed significant difference among blocking anti-
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