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Characteristics of Novel qnrB31 and qnrB32 Genotypes in Klebsiella Pneumoniae. ~ Wang Dongguo, Wang Haibao, Qi Yongxiao, Liang
Yong,Zhang Jin. Department of Clinical Laboratory, Medical College of Taizhou University Affiliated Municipal Hospital, Zhejiang 318000,
China

Abstract Objective To study the distribution and characteristics of Klebsiella pneumoniae plasmid — mediated quinolone resistance
genes. Methods The qnr, qepA and aac (6 ") — b — cr genes were amplified by PCR, then PCR positive products were sequenced to
determine their genotypes. The transfereability of plasmid — mediated quinolone resistance was ensured by conjugation experiment. MICs
were tested by dilution. Results There were new subtype genes,qnrB31 and qnrB32, to be discovered in isolates KP3606 and KP4047 of
Klebsiella pneumoniae ,and the GenBank accession numbers were HQ418999 and H(Q704413 , separately. The susceptibility tests to quin-

olone showed different results about conjugon and other isolates. The qnrA ,qnrS, qnrC, qnrD, qepA ,aac(6’) - Ib — cr genes were not de-

tected. qnrB31 and qnrB32 gene were located on the 23kb plasmid through gene mapping. Conclusion

Of all various genes resistance to

quinolone, the qnrB gene is most likely to be mutated. It should be taken seriously enough.
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EIR/EZS IFH(5'—-3") ER gl BKREE(C) H A5 EE (bp)
qniB - F ATGACGCCATTACTGTATAAAAAA D(Q777878 54 681
qnrB - R CTAGCCAATAATCGCGATGCCA

qnB = F(I ) CGTGCGATGCTGAAAGAT DQ777878

qnrB - R(J ) CCAACGGTTTTCCCACAG
qnrA - F GCCGTATGGATATTATTGA AY070235 57 657
qnrA - R CTAATCCGGCAGCACTAT
qnrS - F ATGGAAACCTACAATCATAC AB178643 50 657
qnrS - R AAAAACACCTCGACTTAAGT
qnrC - F ACTGAGTTGGCTCATGTAGC EU917444 50 666
qnrC - R CCATTAAGTGACCCGTTG
qnrD - F ACTAACTCGCCGTTTAACAT EU917444 51 645
qnrD - R TACCACATTGGGGCATTAGG
qepA - F TCAACCAGATGCGAGCGC EF150886 55 981
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aac(6’) —Ib - F TTGCGATGCTCTATGAGTGG EF100892 57 600

aac(6') -1b - R CTCGAATGCCTGGCGTGTTT
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Malignant Pheochromocytoma: A Clinicopathologic Analysis and Diagnostic Markers’ Study of 15 Cases. Wang Ning, Cai Jufang, Lu
Hongsheng. Zhejiang Province Shaoxing People's Hospital/Shaoxing Hospital of Zhejiang University , Zhejiang 312000 , China

Abstract Objective To study the morphologic features, immunophenotypes and prognosis of malignant pheochromocytoma, and
further study the problem of the pathological diagnosis. Methods The clinical and pathologic finding of 15 cases of malignant pheochro-
mocytoma were reviewed. Immunohistochemical assay( Envision staining) was also performed. Follow — up information was available in 10
patients. Results (DThe pathologic features of tumor size, spindle cell pattern, including pleomorphic cell pattern and large cell nests
were differented between benign and malignant pheochromocytomas, which were with statistical meaning( P <0.05). Malignant pheochro-
mocytomas, in general, were obviously advantage in large size, spindle cell pattern, including pleomorphic cell pattern and large cell
nests’ numbers. @ There was a statistically significant relationship between Ki —67,S —100,CXCR4 and C - erbB2 staining of the tumor
cells and the malignant behavior of the pheochromocytomas( P < 0. 05). Immunohistochemical staining of malignant pheochromocytomas
showed that Ki — 67 — positive, CXCR4 - positive and C — erbB2 — positive was higher than benign pheochromocytomas, while S —100 -
positive was lower than that. Conclusion Tumor size, spindle cell pattern, including pleomorphic cell pattern and large cell nests are
significantly associated with tumor behavior. In addition, Ki67 positivity, S — 100 negativity and CXCR4, C - erbB2 expression can be
used as immunohistochemical markers for predicting the malignant behavior of pheochromocytomas.

Key words Pheochromocytoma; Malignant; Clinicopathologic; CXCR4;C - erbB2
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