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[ Abstract])

characteristic of rifampicin resistant TB control guiyang provide foundation and basis.

Objective  To analysis of guiyang rifampicin with genetic mutations associated with drug resistance
Methods Suspected tuberculosis
samples were collected from Guiyang Public Health Treatment Center from June 2022 to June 2023. Gene array
technology was used to detect the rpoB gene of Mycobacterium tuberculosis rifampicin, and the drug sensitivity test
verification results were compared with gene chip method.  Results 3081 cases of positive specimens, the sputum
specimens (50. 44 %) and the fine brush samples (34. 99%) than most, 387 cases of rifampicin rpoB gene mutations,
mutation rate was 12. 84 % (387/3013) .6 cases showed other mutations type.accounting for 1. 55% of the total mutation
types. Conclusion The mutation rate of rpoB gene in Guiyang is 12. 84 % (387/3013). The mutation rate of 531 site

(C—T) is the highest,followed by 511 site (T—=>C) and 526 site (C—>T),which is different from other regions.
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Table 1 MTB nucleic acid test results and general
information of patients
gl B 5 4 ait FHPESR 20
Group Positive Negative  Total Positive rate
0~6 4 158 162 2.47
7~12 11 236 247 4.45
A 13~17 84 586 670 12.54
R CE)
18~45 1172 7542 8714 13.45
46~69 1332 10221 11553 11.53
70~ 478 3859 4337 11.02
5 1946 14161 16107 12.08
P51 .
I 1135 8441 9576 11.85
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Table 2 Detection results of MTB nucleic acid PCR
( fluorescent probe method)

FEA A AR MARL%) R RO
Sample type Sample size N=25683 Positive numberPositive rate
W 9884 38. 48 1554 15.72
2 il ) 8539 33.25 1078 12. 62
frg 7K 1650 6.42 40 2.42
i 5 1572 6.12 2 0.13
B 938 3. 65 40 4. 26
PR 856 3.33 31 3.62

il 34 7 O 722 2.81 51 7.06
Jie 43 35 ¥ 499 1.94 149 29. 86

2 ) 319 1.24 13 4.08
BaplisY] 246 0.96 70 28. 46
& K 195 0.76 2 1.03
2 R 96 0. 37 26 27.08
LA R 48 0.19 1 2.08
ALK 20 0.08 3 15. 00
JRUTHE 12 0.05 2 16. 67
HoAlh 87 0.34 17 19. 54




. 1472 -

T E B R AE M F EE
Journal of Pathogen Biology

2023 4F 12 H 55 18 B4 12 11
Dec. 2023, Vol. 18.No. 12

2 AHRBRESEERERONE R —BIEWIE

MTB ¥R FHPE R 3 081 3 BEA v, BEHL L B T
162 3 47 25 WOk g, H 25 SR 5 5L DR v i A ) 45 2R
LR 3. LR R R I 45 5 2 B0 5 25 R
Kappa li /7 0. 831 KT 0. 75, 2% W J5L PR 46 T 4%
5 ak g 45 R — Bk R4

x3 EELRFANERSHELRERE
Table 3 Comparison of the results of gene chip detection
and drug susceptibility test
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Table 5 Distribution of rpoB gene mutations in 387 cases of rifampicin
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Table 4 Specimen types of 3 081 positive specimens and rpoB gene
mutation detection in each type of specimens

FEARET B HEE 4 B L rpoB A GEAR LI (05)
Sample Sample Y% B Prominent
type size (N=3081) No. proportion
IR 1554 50. 44 210 13.51
EAEY) 1078 34.99 115 10. 67
e 53 1 4y 149 4.84 25 16.78
53 70 2.27 9 12. 86
it e T O TR 51 1.66 9 17.65
FEfiE 40 1.30 5 12.50
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HE 22 0.71 3 13. 64
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Mutation type Mutation frequency Mutation rate
511 (T—=0C) 62 16.02
511(T—>G) ,516 (A—>G) 1 0. 26
513(C—>A) 1 0. 26
516(A—>G) 8 2.07
516 (A—T) 11 2. 84
516(G—=>T) 11 2.84
526(A—>G) 2 0.52
526(A—>T) 10 2.58
526(C~>G) 23 5. 94
526(C—>T) 26 6.72
531(C—~G) 5 1.29
531(C—~>T) 199 51.42
533(T—>0C) 22 5.68
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