e 34 . EFARIE¥4%5 2019 4F 1 A% 40 %% 13 Int J Lab Med,January 2019, Vol. 40,No. 1

RIVEEREZAEHEMAERERIHHERTHT

Hag . mER, L , G AR
(Koo ERaRA, 3a Ky 410004)

 E.HN THERIVEERZBMIBAAAMIB & BZLAAN>FHEL., Fik SH KV TPSER
2014 7 A 22017 5 3 A4 541981 4 MTB #t25 & B ropB.KatG #= inhA 8§ 45 A, R 1 981 4
MTB g% &4 F k4t ropB AR R XA 335 sk, R EFH 16.912%(335/1 981, ropB AEE SR E X b G
FARAR R A 531[50. 75% (170/335)7.516[21. 19% (71/335)7.526[[17. 0% (157/335)7.511[14. 33% (48/
335)].513[2.69%(9/335)].533[2. 39%(8/335) J; #& th KatG & & 4k 310 #k. % T & 4 15.65%(310/1 981);
inhA 2 &R 68 4k, R X 4 3.43%(68/1 981) , At F B A B £ & &4 18.6%(369/1 981), X ¥ KatG
AGC—ACC £ E A L 79.95%(295/369), %5 ropB A H 531,516,526 #= 511 42 & % & 4= KatG AGC—
ACCRERGFHR KV EREHBRA BT FRMAENELZREZ, AREAERTHESZ KR MTB At 25 A K
a9 Pk i it F ik,

KPR SHMHFA LS4 AW, AR, RE:; FHFRFINSH

DOI;10. 3969/j. issn. 1673-4130. 2019. 01. 009 hEE 4 E S :R378. 911 ;R969. 3

NEHS:1673-4130(2019)01-0034-03 XEkARIZAS A

Distribution of Mycobacterium tuberculosis resistance genes in a hospital in Changsha”
PAN Jianhua ,SHI Guomin ,MA Xiaohua s XIANG Yangen®
(Changsha Central Hospital ,Changsha 410004 ,China)

Abstract: Objective To study the distribution of MTB resistance genes in Changsha Central Hospital.
Methods Totally 1981 strains of MTB were identified in Changsha Central Hospital from July 2014 to March
2017, resistant genes ropB .KatG and inhA were screened by DNA microarray. Results A total of 335 ropB
mutant strains were detected,with a mutation rate of 16.91% (335/1981). Site mutation rates were followed
by 531 (171/335,50.75%),516 (71/335.21.19%),526 (57/335,17.01),511 (48/335,14.33%),513 (9/335,
2.69%),and 533 (8/335.2. 39%); The KatG mutant was detected in 310 strains, the mutation rate was
15.65% (310/1981) ;the inhA mutant was 68,and the mutation rate was 3. 43% (68/1981). The total muta-
tion rate of isoniazid resistant genes was 18. 6% (369/1981). KatG AGC—ACC mutant accounted for 79. 95%
(295/369). Conclusion Mutations of the 531,516,526 and 511 loci of ropB gene and mutations of KatG AGC
—ACC are the main factors resulting RFP and isoniazid resistance in tuberculosis in Changsha Central Hospi-
tal. DNA microarray can be used as a rapid screening method for MTB resistance genes in Changsha.
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