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SOCS3 regulates mucus hypersecretion via JAK/STAT signal pathway
Chen Lingxia' Zhou Xiangdong' *
(' Dept of Respiratory Medicine The Second Affiliated Hospital of Chongqing Medical University Chongqing 400010;
*Dept of Respiratory Medicine The Affiliated Hospital of Hainan Medical College Haikou 570102)

Abstract Objective To investigate the SOCS3 regulates mucus hypersecretion via JAK/STAT signal pathway in
inflammatory cells. Methods Culture 16HBE cells and divide into three groups: control group inter leukin( IL) —
6-exposed group; IL-6-exposed and microRNA-203-transfered group. The protein levels of JAK1/2 SOCS3 and
MUCSAC were measured by Western blot. The mRNA expressions of SOCS3 STAT3 and MUC5AC were detected
by Real-time PCR. The protein levels of pJAK1/2 SOCS3 and MUC5SAC were analyzed by ELISA. Results
Compared with the control group the mRNA expressions of SOCS3 STAT3 MUCSAC and the protein levels of p—
JAK1/2 SOCS3 MUCS5AC were both significantly increased in IL-6-exposed group( P <0.05) ; in the IL-6-ex—
posed and miR203ransfered group the protein levels of pJAK1/2 MUCSAC and the mRNA expressions of
STAT3 were both significantly increased ( P <0.05) but the mRNA expressions of SOCS3 was almost as much as
that in IL-6-exposed group the protein levels of SOCS3 was significantly decreased( P <0.05) . Conclusion
SOCS3 over-express when cells are stimulated by IL-6 and negativefeedback regulates MUCSAC secretion via
JAK/STAT signal pathway.
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Multilocus sequence typing of 87 strains

of multidrug-resistant Acinetobacter baumannii
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Abstract Objective To obtain knowledge of microbial colonial structures and epidemic strains of clinically isola—
ted multidrug—resistant Acinetobacter baumannii in Anhui in recent years. To analyze gene homologies and phyloge—
netic relationships of multidrug—~resistant Acinetobacter baumannii. To provide some laboratory data for clinical anti—
microbial application. Methods Eighty-seven strains of clinically isolate dmultidrug—resistant Acinetobacter bauman—
nii were collected in this study and the minimal inhibitory concentrations of these strains to 11 common antimicro—
bials were measured by agar dilution. Evolutionary relationships between the strains were revealed with employment
of multilocus sequence typing and clustering figures were constructed with the aid of the BioNumerics software
thus enabling genotyping. Results The drug-resistance rates of 87 strains of Acinetobacter baumannii to imipenem
and meropenem were 74. 7% and 66. 7% respectively while the drug-—resistance rates to other antimicrobials were
considerably high. All the 87 strains were sub-divided into 42 ST+ypes 6 of which were already involved in the da—
tabase while 36( temporarily named STnew01 ~ STnew36) were newly established. Thirty-seven strains were proved
dominant types and sub-isted in the ST2 category. The ST2 Acinetobacter baumannii belongs to the clone complex
CCl. Conclusion All multidrug—resistant Acinetobacter baumannii in research show high drug—esistance rates when
treated with 11 common antimicrobials. The ST2 category is the principal epidemic clones of multidrug-resistant
Acinetobacter baumannii in Anhui province and a highly recogonizable homology is observed between the principal
epidemic strains( ST2) in Anhui and those in the world.
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