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Correlation of Mutation Patterns in gyrA and parC Genes in Ureaplasma Urealyticum Isolates with Quinolones Resistance. Wang Chunyan
Du Jiang, Wu Senlin, Sun Aihua. Depariment of Clinical Laboratory, Shanghai East Hospital, Shanghai 200120, China

Abstract Objective To analyze mutations in the quinolone — resistance — determining — region (QRDR) within genes of gyrA and
parC patterns in gyrA and parC genes and quinolones resistance in ureaplasma urealyticum ( Uu) isolates. Methods Mycoplasma detec-
tion kits were used to culture and identificate mycoplasma as well as drug sensitivity. PCR and DNA sequencing were conducted to analyze
QRDR associated genes of gyrA and parC in 42 isolates. Results Only 1 isolate susceptible to all quinolones. Fourty — one isolates
showed varying degree resistance to at least one kind of quinolones. Sequencing analysis of gyrA and parC revealed that the susceptible i-
solate and 1 resistance isolate had no mutation, Fourty resistance isolates had mutation of D112E and/or S83L in GyrA and ParC. Con-
clusion Three quinolones should not be routine therapy for ureaplasma urealyticum infections. Mutations in gyrA and parC genes play an

important role in the development of quinolones resistance in ureaplasma urealyticum.
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FHEAT UM, 420 & U0 ] B R AR, 5 A RO IRAL LR B R
24h J&§ UU AL 25 60 248 SR 18 s 21 68 HL AR D0 ¥l 4 BA %, R
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rA il parC JE[H £ % JF 5] ( Genbank ; AF222894. 1) & QRDR fif
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ACA CAT GAT AAG CC -3', T8l ¥ 5 %1.:5 - TTC TGA
TGC ATC ATA ATT AGG -3', parC 3 eI ® T .5 -
TAC GCA ATG AGT GAA TTA GGA -3', Fial ¥ 5.5 -

TGA TAA TCG AGC AAC TGT ATA -3, Z4E gL T AW H
A A5 B/ ] (Sangon) & KB4 .
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i 5 . kot o En e
W E AR R GRS 336 fifdAE 112 (iR 248 (Ul 83 i & HL MR
M3 3 bRk S S S - - - -
14 S S S - - - -
40 I 1 1 c—a D112E c—t S83L
3,5 I S R c—a DI12E c—t S83L
32 I S S - - c—t S83L
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MW OE BE RIETKBMIE sLex(sialyl lewis X) ik K 5 RGE IR KRB SR C R FiE BAREALIEIE
Xt 55 51 I I B (1S 908 U1 e O 26 S B 20 481 I AR RS EAT sLex AN . ZER KRG BRIE KM IR sLex B335 443 51
50.0% (9/18) ,80.0% (44/55) (P =0.005) ;34 {5 fizs B s AH L 04 9 55 1E 5 266 IR B K N 328 1) 3 1 4 286 B sLoex PR 44 32 38 4 43 il
H79.4% (27/34) ,41.2% (14/34) ,5.88% (2/34) (P <0.05) ; 55 i K iz M i sLex PH P36 3k 15 58 3% A9 100 oo R0 TR JEE ok
B 45 ¥ 4% Duke's S KM AEAFIFAITEE (P >0.05) , M 50K B A K (P =0.021) . 2538 sLex S A K W Mo i A= B oK W
TR B AR RS .

XEIR KRB sLex ML RLY

Expression and Biological Significance of Sialyl Lewis X in Colorectal Mucosal Tissues. Yu Xiuwen, Wu Tian. Department of Pathology,
Qigihaer Medical College , Heilongjiang 161006 ,China

Abstract Objective To explore relationship between expression sLex( sialyl lewis X) and clinicopathological parameters in color-
ectal tumors. Methods The expression of sLex was detected in 20 colorectal adenomas,55 colorectal adenocarcinomas and 15 normal
colorectal mucosal tissues by immunohistochemical method. Results The positive expression rates of sLex in colorectal adenoma and

colorectal adenocarcinomas and normal colorectal mucosal tissues were 50.0% (9/18),80.0% (44/55) (P =0.005). The positive ex-
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