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Clinical significance of MTB139 expression in clinical

tuberculosis isolates of children
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[ Abstract JObjective ; To verify the expression of new gene MTB139 in clinical tuberculosis isolates, and to explore its relevance to TB
drug resistance by detecting the differentially expressed MTB139 gene among clinical mycobacterium tuberculosis (M.tuberculosis)
isolates with various resistances. Methods :MTB139 gene expressions in 60 clinical isolates (including 9 multidrug resistant isolates,
24 non—multidrug resistant isolates and 27 drug sensitive isolates) were detected by semi quantitative reverse transcriptase polymerase
chain reaction technique. Results:The expression MTB139 gene was observed in 7(11.67%) out of the 60 study isolates. Statistical
analysis revealed that the difference in the expression of MTB139 among the three groups(multidrug resistant group,non—multidrug
resistant group ,drug sensitive group) was significant(P=0.000). The positive expression rate of MTB139 in multidrug resistant group
(5 isolates,55.56%) was significantly higher than that in both non—multidrug resistant group(1 isolates,4.17%) and drug sensitive
group (1 isolates,3.70% ) , with statistical significances (P=0.003;P=0.002). There was no significant difference in the expression of
MTB139 gene between non—multidrug resistant group and drug sensitive group(P=1.000). Conclusion ; The expression rate of new
gene MTB139 is high among the isolates in multidrug resistant group, and MTB139 gene may be associated with multidrug resistance
of M.tuberculosis.
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Fig.3 Expression of MTB 139 gene in M.tuberculosis

3 3 i

GERIRTE R — Ry B R , SR AR
R RRANA: A v R E B, I LERFIR 2SR
BETIRE M AR, B BB BT R, KRN
HEIEL VIR NG SRR B,
FILEEBRERBRBAD R A SW
B, BT LES BB RIRETERD, R
RHIILEERROERREFERETHRES
B RS ERE  BOLESERAE—ERE L
A R B FAt X SRR IR A T, Bk, L
BEEERRE BN S 25 B EARD, 4
RS 60 Bl RSB E T BRI RETILE, 5
BAMST I, LES SR E N RN, HiEsuE
WA HEMRE S, [t B LB & HA
%o, THREREMEX R, B, B9 MTB139 £H
EILEEBRBRSBRTHNERLIAEAERRE
X, ARELWHRLERBIR, 60 GRS B B I RS
BERPA 78R (5 BRI 2R 1 BRI INH AR A
1 BREURE R )RS MTB139 £ Fik , MTB139%:
B SR PR H N 11.67%, T 254 JEMm L2y
28 R U ISR I Y MTB139 BN FEM: kTR, 3
A~4H H MTB139 2 B FH 1 3R 35 2 43 71 4 55.56% ,
4.17%F% 3.70%, ZGiT250171,3 -4 MTB139 £
H A RIA RS T # 2 F (P=0.000) , BB Z [H]
RS RER, A HEERTS MTB139 EH
PEMEZRA R B 5 FIEmT 222540 K SURR4H (P=0.003 ,
P=0.002),{B3E R 2540 5 BURH FH ¥ MTB139 % H

FRIRBIG 27 (P=1.000),, G5FREH MTB139
HEEAFHAHSEERPFEERERE A
B HEBER PR FEE, 7R MTB139 H Al
RBEERRNTEA TR BYIXRER,

H BT E P 4h ¥ R & 3L MTB139 B 4 %3
1, HAE RS S R ThRE M AN IE RS, RATEIXMTB139
HEREHSTENR. E5E8EAFREARZE
(Mycobacterium canettii CIPT 140070010) #4821 14
15 29% , HEFr 2K MTB139 W] BEJ8 TS5 B R ~F
BEEOEFRZEWFTRA , EREMEL, BEEA
HENEEHAN RS Z—, EAEENE KT RS
REEEEEM . BAHASTENWAMINEE, tn
BREiE i A SO AR AR S F SRR AR
WS HRNMSEEHENEANTE, 258 FEME
REREAEN0, SEBRE AR S AIMER T
AT A& & A (carrier protein ) 138 iB 7 H (channel
protein) 8 H . BT KZ2EE A\ 5 MER 2 405 i
W —FEENLH, MR EE RS EA T U
B—MEEFLEY), RS ST 25 5 |
FIVEFZ B g AR, B Al A BFIESE T 25450 HE
RELBEXN AP FEF SEETER URE
REZY =L R R R IEEE/EAY, AT
FINKHBREATERIMHERERREREEAY
B FE/ERA, HFEH 20 FEEAE R
B INHER . IR M R E R T H5R
WESMES Y R BT =R, BRI
&P Rvl410.Rv1819¢ #1 Rv1258c F 4w MIEE H
¥ 5T %W HERTRZ5PLHI9, BRA
SIS RIRRET RN MTB139 Al e S5 BT 224
R FAL KRR GRS E AR
KEFREAR, Ra8 B MTB139 2 H7EE Kih
X LEEBEREHRBER, BERBRER
b IX  ABE FEARKRIXE, IS, MTB139 £
HMIHRER it — R, B, KAREN
MTB139 R H 545 2 MBS MR, H
BBESH5E IR 2 250 K= 4 W 25 LS
BB,

£ LR, R LB BRI UE L T AR
RURIHER , 0E T B 2 N MTB139 78 45 8% 4 B FF
B RRIE, I AR 4 R R MTB139 A K&
MTB139 HHEERRIXA RS EZ I ZIITAM L



— 340 —

BEKER KA FEH 2016 £ 41 %% 4 8 ( Journal of Chongging Medical University 2016.Vol.41 No.4 )

FYIMR, EREIESE MTB139 K 545 80KT £
A AN TR KRB ORI, RlAtA
BREH A EREARE MTB139 A6, %
EHERSE5EES THENTE 2258, I EBEHL
Hlo WRX—HENEBENE , BH B TR -8/ R
it 25 245 25 1% B8 ) 5 R R A R AR R S T B 2 7=
WEEFETILH, AT KGR BETRES,

2 % X W

[1] Marais BJ,Zumla A. History of tuberculosis and drug resistance
[J]. N Engl J Med, 2013,368(1) ; 88-89.

21 X B WEAERORTISERIL FERREBEE,2013,51

(21):12-15.

[3]1 World Health Organization. Global tuberculosis report 2014[R].

Geneva; World Health Organization,2014:1-171.

[4] Zhao Y,Xu S,Wang L,et al. National survey of drug-resistant tu—
berculosis in China[J]. New Engl ] Med,2012(366):2161-2170.

[5] ®ESBERGEZHRRATRFMERTHREFA. 2010 F4
HEAREBRIATREMERARED. FEPERE,2012,34
(8):505.

[6] Cohen KA,Bishai WR,Pym AS. Molecular basis of drug resistance
in Mycobacterium tuberculosis[J]. Microbiol Spectrum,2014,2(3):

MGM2-0036-2013.

[71 Centers for Disease Control and Prevention(CDC). Provisional CDC
guidelines for the use and safety monitoring of bedaquiline fumarate(Sir—
turo) for the treatment of multidrug-resistant tuberculosis[J]]. MMWR
Recomm Rep,2013(62):1-12.

[8] Zhang Y,Zheng G,Wang Y,et al. Screening and comparison of dif—
ferentially expressed genes between one MDR-TB strain and the virulent
M. wberculosis H37Rv{J]. Gene,2012,506(1):223-229.

O 2 RO, % SRRt R ERERSE
R X 12 B L AR A KRR BZEEREFH 2010,

32(23).2545-2548.

[10] Malen H,Berven FS,Softeland T,et al. Membrane and membrane—
associated proteins in Triton X~114 extracts of Mycobacterium bovis
BCG identified using a combination of gel-based and gel—free fractiona—
tion strategies]J]. Proteomics,2008,8(9) : 1859-1870.

[11] FKIBF, 3R, R, 5. M AMEIERATE AR R 525
G RFAEE B cDNA SUE[T. BRERKFEFENH 2012,

37(10) . 868-872.

[12] Li G,Zhang J,Guo Q,et al. Efflux pump gene expression in mul-
tidrug—resistant Mycobacterium tuberculosis clinical isolates [J]. PLoS
One,2015,10(2):e0119013.

[13] Bailo R,Bhatt A, Ainsa JA, et al. Lipid transport in Mycobacterium
tuberculosis and its implications in virulence and drug development{J].

Biochemical Pharmacology,2015,96(3):159-167.

[14] Ramon-Garcia S,Martin C,Thompson CJ et al. Role of the My~

cobacterium tuberculosis P55 efflux pump in intrinsic drug resistance,

oxidative stress responses,and growth[J]. Antimicrob Agents Chemother,
2009,53(9):3675-3682.

[151 Jiang X,Zhang W,Zhang Y ,et al. Assessment of efflux pumps gene
expression in a clinical isolate Mycobacterium tuberculosis by real-time
reverse transcription PCR[J]. Microb Drug Resist,2008,14(1).7-11.

[16] Lee RE,Hurdle JG,Liu J,et al. Spectinamides:a new class of
semisynthetic antituberculosis agents that overcome native drug efflux

[J). Nat Med,2014,20(2) : 152-158.
(Tt HH4)

J

DOI: 10.13406/j.cnki.cyxb.000913

1C

AH] 2016 4F55 41 28 3 I 61 WHIBH C B HEMIE ARG I & e Taimi
25697 ) —3C, H DOl S ML Se AR ML BB IENT .

56 1 AL hitp://www.cnki.net/kems/detail/50.1046.r.20160408.1557.002.html




