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202 N » IS 2 N g M L“ V<
TR = M i A B TR 995 9 DR 2 W I e 1 40 TR A 50 Bt
AR, R WA, BRI s S AR RIERE e
(" M EARFABPRMAEYFHAE AN 230032;7 F M T EIBIALG I+ o
WA FE, EZMN 236800;" ML KRG IR P OMAESEIHT, A 230601)

WE B TR SN AT R A0 A KOs T AT P TR0 1 DR R AL, A ) R A 3t DX A 5 S - 4
AR IR . Tk XERAEN 698 1y I AR AS AT BRAL V- Mt 4 105 ( RBPT) MRS BEAR 1A% (TAT) , e B gks I 5 i A 7
I “E OB, RSN 25 R AEATGE T 0 HT s B AR T SR I R RR BE R 2 DNA SR AT 16S rRNA I 3 J5 125 HEAT 43 185 T Bk 1) 40 1 % 5 7
5r 7, il Clustal W AT MEGA 7 $E47 51 ELXT 704, 452815 BCSP31-PCR & AMOS-PCR FURI A RIEAT LA, BR MAE#
RIS FAPEREA 66 6y, BAAPEAS: 3N 9. 46% 5 6 4 i o 19 B 2 B0 2 52 2% AR s B SR HH 1) 10 BR B PR T B 168
rRNA JEPRIN P28 2R 7R 245 3R & ROR GO R B0, HEAL W 7R 7E [ — 208 |, 15 BCSP31-PCR \AMOS-PCR % E 45 R —
B it MR ETEAMK AR AL TR, N IR 8 S S S HRML  HE v XUBS A 5 I BT S 405 2R D A
DX B SR R S AT PR AE R 2 BRI IR e 8 8 1 207 2E WA uEde , TR I 38 1 16S tRNA JEAT 73T I IR A A 280

XA
HES%ES R385
XaktRERR A

BT (PR ) A& R 51, T 1884
AR IRBIRBE, 1886 AE Ry st o A G )
AR ATl SR RFP VD RRARIET B A 4 A B
B 6 APIEE, X B0 B A R AR R R
P, AT Dl Jz A 11 B s B s R B E
Pt P MO iR o TR ARG AT
X IEBAEY K, HA B 0 23 A A 5 . =
AL T B W AL, B2 8 & X, AR R iU
SBIAET . BN T A p s, Fh B S K2
K L5 BSCP31-PCR 1l AMOS-PCR J5 &, X
Pl v R 20 A - TG TR A9 @ B0, 1 iz FHPE Y
R SR 2 1 16S rRNA L T 4% R 4T
G LN O s NI 311 W blina o = | i)
A 975 5 0 2 5 T M R L 375 2 A ) 235 B
11883t 53 4, 312 1 168 tRNA KL A JF7 41 4 Al B R
X AT 65 PG TR 43 B R AR R A5 A, F 5% 2 ) ol A s

2025 -01 - 10 Uk

FBIH - mAER (L) R AAEARGE BT (45 : gxbj
702020058 ) ; Z A4 T s B R K ZMABHCEETTH (S
*5:2022i01020022 ) 3 ZZ R B K 24 BLAF K P42 TR 15t
H (45 :2020xkjT003 )

YEE R RREAR, I3, LA A 5
M A, Lo, WA, B, B A U, B IR, E-mail
yliul6888@ 163. com

ST 3 9 S I s BCSP3 1 2R 5 i oS 0 5 AMOS 2R 5 i UL 5 16S rRNA 5 S fi A 5 [

TPIRAS I AL 43 FHFAE , A2 0 43 F- 30 VR A0
FEER P B 224K 4 |, IR B iz ] BSCP31-PCR Al
AMOS-PCR 3iE 16S rRNA HL[H 251 1A 30

1 #MR5EFZE

1.1 ##

111 BEAGRR  2020—2022 45 1 [a] B 5% 4 1Y 22
TR BEBE T 1202 W ) A i B8 B A 2 L S =
TR 2R S R0 45 A 698 D INVRFEAS o 1L
TR AR AR BT A W 58 0 2 01 R 2o

1.1.2 22X A  Hrlaseenln SRl A %
TR PR BT 45 v (45201903 202102 ) 5 4
PR HE PR 20 DNA S 30R50) &0 B AL 5t sl B A AR )
FHECA R A (4L45: T202106184 ) 5 FF4E L . 1fi -
W B b 5t BT R R AR A A (45
20200302 ,20200612 ,20200910 , 20210218 ) ; XL AH M.
Bl W B € B BD 2 A (4t 5. 402508135,
954260389 ) ; # 2% [Q ML % 5 R W A 2% [ A= YAy L
By v (45 2411325103 ) 5 PCR J b A& & R H
Promege = #) i R A BR /] GoTaq ® Green Master
Mix ($1t'5-:M7122) ; 519135 A R DUR — Wi A Y Ft
BARAH

1.1.3 FZH % PCR P 1L (EE MJ Research
], IS PTC200) s LUK R 48 (L st Rl A9
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Bl A BR A, K-S . COYOTE-GelBox-2000) ; 4= H
SR W 4 A (ks [ A W #fg B IR S W RS
VITEK2 Compact) ,

1.2 7i&

1.2.1  digsam KIS WS 2692019 1 & 14k
WY X R AR B R AS AT b B 4 BT
JEZ1 S M Bk £ (rose bengal plate agglutination test,
RBPT) Fliz & ik £E (tube agglutination test, TAT) W
PP, RBPT )il , 45 SR F e ARl -
PR AT UL A BESE D A s SAT i uEisss: , 45 2R )
FRufE . SAT B 1 2 10077 K DL b, s i A
150" " R A b HABRE HAT I ARAEAR ELAR 2 2 1522
1AERL B B

1.2.2 A&y sAm A TR IR,
FORH A S ml BB MW, & T CO, Hi5R4H
W B 37 CL IR 1 ~2 i I AR S Ie A R AR G
PR V5 B2 PP T B2 FL Wi P A, 37 C 4557 48 h,
PRIBCTR 7 0 R, TR P 2 5 AN A= ARSI
1.2.3 AP0 DNA B A& AR % e
S E AT IR VR L R WS 269-2019( i &[G
BETIZ ) Hh 2 b A 1 S Y A A B DNA
FEWGGH G UL 3 5L A & FRIE E N 41 DNA
1.2.4 BCSP31-PCR ¥ 480K . 55— WA 4
(94 °C ,4 min) ;55 M (94 °C ,1 min) B k(58
°C,1 min) JEfH(72 °C,1 min) , JGFF 30 ;55 =7
RPEFR(72 °C,5 min) o AR 2 pl, 225 pl 2
MR %, BCSP31-PCR 5| 4. L iiF5| 4 B4:5'-TG-
GCTCGGTTGCCAATATCAA-3' ({3 # :789 ~809) ;
W51 %) B5:5-CGCGCTTGCCTTTCAGGTCTG-3' ( fif
#:1012 ~992) . PCR J“¥y1E 1. 5% HilaHE b ik
J5 B AR R GEHEAT WSS , L Marker DL2000 7
THARE, B BRIV 224 bp,

1.2.5 AMOS-PCR §'¥SH . 56— LA 4
(94 °C ,4 min) ;55 275 M:(95 °C,1 min) .iE K (60
°C,1 min) JE{H(72 °C,1 min) , {5 30 IK; 56 =
ARPEFR (72 °C,5 min) o AR 2 pl, 225 pl 2
K &, AMOS-PCR 5|4 18711 (%4 ) . 5'-
TGCCGATCACTTAAGGGCCTTCAT-3"; A( Abortus, 2}
). 5'-GACGAACGGAATTTTTCCAATCCC-3"; M
( Melitensis,  Ff ). 5'-AAATCGCGTCCTTGCTG-
GTCTGA-3";0( Ovis, 4 FHFH 52 Ff1) :5'-CGGGTTCTG-
GCACCATCGTCG-3"; S ( Suis, %& #f): 5'-GCGCG-
GTTTTCTGAAGGTTCAGG-3', §" 3% PCR r= ¥ &
1. 5% HUIGHHEE IS LUK K, LA Marker DL2000 43

THARE, i BOR/INA 498 bp AT A=l 1.2 4
B, R BOR/NA 731 bp w350 R0 1,23 1Y, Jy
BOR/INH 961 bp ] M5 o 4 2 i SE R, 7 B/
285 bp n ¥R AERN 1 Y,

1.2.6 16S tRNA-PCR "M S0k . 58— T AF
PE(95 °C,5 min) ;55 A8 PE (95 °C,30 s) (1B k
(52 °C,30 s) FEf1(72 °C,1 min) ,JEFF 30 Y55 =
AARTERA (72 °C,10 min) , B 3 wl, 2L 50 ul
RAK F o 168 rRNA-PCR 514 Liif 5149 F: 5'-
AGTTTGATCCTGGCTCAG3"; F Wi 3| 4 R: 5'-
GTATTACCGCGGCTGCTG-3', PCR Jz ) 7= ¥y &
1. 5% B BHEE I B JK A , L Marker DL2000 43
TaARE, BB BRIy 522 bp

1.2.7 @554 16S rRNA JE[H PCR 33 =4
28 1. 5% SR A B I v Dk Al , H A o7 B 2T (522
bp ) (4 BRPE = Pk BRI R — W A M BB A B 2 )
HATIFHIGE o GenBank i T 48 2 i 1 19 17
PR 25 28 531 19 AR 36 T AR O 471, 3 3o K1 DNA- Star
(V7. 1) FATIE S m P, 2K ok TR (Clustal W)
T3R8 A% 43 B 8744 ( molecular evolutionary ge-
netics analysis, MEGA 7. 0) #:47F# 31 e X434 o

1.3 RITRFEHEEES ST

1.3.1 B#EKE AURRATIHY PR T2
TN R BEBET T2 HR2 Wi Ao BE DL AR M M T
PRAFE O R AS DX 24 3 35 58 5 T AR EA T
FERG AT XS 42 o

1.3.2 Zitsam® SRR RTINS Ik
SRR NP AR R I ) B X 73
8525 5 AT et 73 M5 R F WPS Office 2021
GraphPad i {4 R 2 %5 45 JF 2 il 181 3%, 12 i} SPSS
17. 0 BRAF5E 5080 R AT G 31 o0 B, 61 LU R L X
K, L P <0.05 2w giit v Lo

2 HR

2.1 EMNHHFOLELAEEEERNER

2.1.1 mgrEEddaEawmERL 2020—2022
AP P T LT 2 A I A ) I VR AR 698 0y, 112
FIBHPEE 66 15y, BHYEAS H A 9. 46% , AN [R)AF-A7 A1
g PEMEA Hh R 22 ST R4 it # B L (P >0.05) , K[
R 114 5 PEAE A i R 22 R A it L (P <
0.05), W3 1, 24 1 A bSH RS E R
.3 ~7 A A B ERZ, 56, 1% (WLE 1) .
2.1.2 HmMEEZRRE S HFEL  ZMNHAFE
i DX HEAT 9 BH A 1 3 22 R G it 2 (P <
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0.05) , % DX PR S8 5 B dme 22 | PR AGE ) 23R a5 v 1Y
PP, HOCO AR B Lk 2,

*1 AEMERESEERHER
Tab. 1

[n(%)]
Identification of positive patients

at various time intervals [n (% ) ]

Number of ~ Number of Positive
Variable test positive X’ value P value
(n=6%8) (n=6s) "%
Year
2020 223(31.95) 19(28.79) 8.52
2021 250(35.82) 21(31.82) 8.40 1.712  0.425
2022 225(32.23) 26(39.39) 11.56
Season
Spring( Mar to May) 63(9.03) 21(31.82) 33.33 127.773 <0.001
Summer( Jun to Aug) 46(6.59) 19(28.79) 41.30
Autumn(Sept to Nov)  573(82.09) 21(31.82)  3.66
Winter( Dec to Feb) 16(2.29)  5(7.58) 31.25

F2 AEMXPEEEERHER [(2(%)]
Tab.2 Identification of positive patients
across various regions [n (%) |

Number Number of  Positive
Region of tests  positive patients rate  x*value P value
(n=698) (n=66) (%)
Qiaocheng district 263(37.68) 46(69.70) 17.49  59.176  <0.001
Lixin county 72(10.32) 12(18.18) 16.67
Guoyang county 156(22.35)  7(10.61) 4.49
Mengcheng county 138(19.77) 1(1.52) 0.72
Outside the jurisdiction  69(9.89) 0 0
151
g ol 10
g0 B
b= 8 8
3] 7 7
a
< 6 ¢ 6
=
20
P 3 3
= 2
: |
0

Jan Feb Mar Apr May Jun Jul Aug Sep Oct Nov Dec
Month

Bl FREAMBMAERENE

Fig.1 The count of positive patients across various months

2.1.3 FmmlkiEEmyymEan MHMRE
o B, NSRS TAE AU 2, HUOE N H B
MG ABHPEAS 205 S, AR 8 521
NGRS e, RO AR R AN RO AR AT
PR e 22 e ge it 27 (P <0.05) , L3k 3,

2.1.4 Al EEFiLmaoAEL BE
R/NERE 11 % e RAEIE 72 4,51 ~ 60 % Z [a] [
PERE R IR Z o ARSI FIAS [F] 408 20 HE A B
Pk AR 22 R TG A L (P >0.05) , L3k 4
K2,

#3 AEBRAULAEEEFLHER (2 (%)]
Tab.3 The identification of positive patients across

various occupational groups [n (% ) |

Number of ~ Number of  Positive
Occupation tests  positive patients  rate X2 value P value
(n=698) (n=66) (%)

Sheep breeder 392(56.16) 43(65.15) 10.97

Slaughter of sheep 20(2.87)  8(12.12) 40.00

Farmer 20(2.87) 6(9.09) 30.00 49.929 <0.001
Veterinarians and mut- 23(3.30) 4(6.06) 17.39

ton mongers

Other 243(34.81) 5(7.58) 2.06

R4 FEELKMEANAERFREER (2 (%) ]
Tab.4 Identification of positive patients categorized

by age and sex [n (% ) ]

Number of Number of Positive
Variable tests positive patients rate x* value P value
(n=698) (n=66) (%)
Age 6.394  0.172
<30 years 78(11.17) 6(9.09) 7.69
31 ~40 years  105(15.04) 13(19.70) 12.38
41 ~50 years  175(25.07)  9(13.64) 5.14
51 ~60 years  239(34.24)  26(39.39) 10. 88
>60 years 101(14.47) 12(18.18) 11.88
Gender 1.102  0.29%4
Male 512(73.35) 52(78.79) 10. 16
Female 186(26.65) 14(21.21) 7.53
25 X3IMale patients
@ Female patients
20
Z220F —
2
5]
a
2 15+ 13
2
a
= 10
E 6
s ST 4 3
< | 0
e I °
—

<20 20-30 31-40 41-50 51-60 61-70 <0

Age
B2 EFHRATEMEINEEEEHE
Fig.2 Demographic distribution of positive patients

stratified by sex across distinct age group
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2.2 BFRETHER M 66 &k EEMbE
Vi, IR A T Horb 33 AW IR AEAS, BT OBUM I
BRI 37 CHEFR 1 ~2 i, A 10 {3 M AEAS Bos A T8
AR, S HREM S ERN 10 Z 85 0,7 Ak 3K
X2 Ak BEBHE T ACkAFER, Hd 7 AN
FIFHTAE 2 NNF S F M, T ASZF
Wo B9 N, 1 N, Hrp 3 AN4EIRTE 25 ~38
% ZI], 7388 T NAFBREAE 40 ~56 % Z (0], A1)
e B AN S E S iR 75 1§t ( proline arylamidase, Pro-
A) G H 2 RTT i (glycine arylamidase, GlyA) ([i%
R F5 W I ( tyrosine arylamidase, TyrA) K JR Z [
(urease, URE) 2 FH 1, Ui RH X 4 - Fb A ST 18
2.3 BSCP31-PCR ¥ &R 10 A& RKESE
Ak BSCP31-PCR 4" 1 7= 1] 28 GelBox-200 Z 4t HY
vk B4, LA DL2000DNA Ladder hy4y T & R ifE, ¥
£ 223 bp {7 & 1 IR S 250 (1 3)  FI Ik B
IRAER

bp M 1 2 3 4 5 6 7 8 9 10 NChbp
2000

1000
750

500
250
100

223

3 10 #k & REE# BSCP31-PCR #1845 R
Fig.3 Outcomes of BSCP31-PCR amplification
for ten Brucella strains
M: Marker; 1 ~10: Outcomes of BSCP31-PCR amplification for ten

Brucella strains; NC; Negative control group

2.4 AMOS-PCR #8458 10 B E KFE 75
Pk AMOS-PCR 4 # 7=1) 2 GelBox-200 ZGEHLYK |
A%, L DL2000DNA Ladder 43 T & #5 i, I AE
731 bp fi E BRI S5 (18] 4) IR E AR, A
UGB 10 B & LR 81 A & G .

bppM I 2 3 4 5 6 7 8 9 10 NC bp
2 000
1000
oo 731
250
100
4 10 %K E KEEH AMOS-PCR R
Fig.4 Outcomes of AMOS-PCR amplification of
ten Brucella strains
M: Marker; 1 ~10: Outcomes of AMOS-PCR amplificationfor ten

Brucella strains; NC: Negative control group

2.5 16S rRNA-PCR J #4810 fhfi & KEH 4
B 16S tRNA-PCR § 7= 2 GelBox-200 R4t
FLUK 84, LA DL2000DNA Ladder A4y bk,
BIFE 522 bp i & IR SR A (LB S ) Ui H
W B S 50y 1, BLAE EH, 20 T, S A
T

bpM 1 2 3 4 5 6 7 8 9
2000

1000

750

500 522
250

100

10 NC pp

B 5 10 %kHmEKEE L 16S rRNA-PCR 184 R
Fig.5 Outcomes of 16S rRNA-PCR amplification
of ten Brucella strains
M. Marker;1 ~ 10; Outcomes of 16S rRNA-PCR amplification for

ten Brucella strains; NC: Negative control group

2.6 FIHENMAH 16S rRNA-PCR ¥ 34 fHME =)
P RIUR — W A PR B /A7 00 ),
25530 5 DNA Star #4547 1E 5 1] 4%, Clustal W
FIMEGA 7 #4751 17 5 GenBank (4 % T 2%
12 48 12 i A B G ZHU & (CP069385. 1)
B29 #k ( CP035794.1) RM57 #k ( CP044343.1)
VB12455 Ff ( CP044986. 1) L J% 4 Ffi i 22 [C 1 clpP
Bk ( CP044339. 1) J& Ff £ £ [C 1 2011017258 #f
(CPO17012.1) K Fh #i & & B 2009004498
(CP016973. 1) B4y YT 57 52 Yk 4 054 £k ( AF178037)
() 16S rRNA 3 [ 5 51 47 b X, 45 3R s L s
SN T 10 BEAT G FC B 20 2 B AR 2 5 F Rl A 6 QA
SRR AR R TE TR — Ak (ILE 6) .

AHBZ07
AHBZ09
AHBZ08
AHBZ04
AHBZ03
AHBZ01
° AHBZ05

AHBZ06
AHBZ10

ss Brucella melitensis B29 CP035794.1
Brucella melitensis VB12455 CP044986.1

55 Brucella abortus clpP CP044339.1
AHBZ02

55 Brucella melitensis ZHU CP069385.1
Brucella melitensis RM57 CP044343.1
Brucella suis 2011017258 CP017012.1
Brucella canis-2009004498 CP016973.1
Rickettsia conorii subsp.heilongjiangensis
HLJ-054 AF178037

0.02

E6 10 ##% S KEEH 16S rRNA B E 551 RGO
Fig.6 Phylogenetic analysis of 16S rRNA gene sequences
from ten Brucella strains

AHBZ01-AHBZ10 ; Ten Brucella strains were isolated in this study;
Phylogenetic trees were constructed utilizing the neighbor-joining method ,

accompanied by bootstrap resampling conducted 3 000 times.
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3 i

A5 1) A R R AN S S fe b BRI BE 55 B
RN R R %, 1 H 5 40 SUfb SR8 R
SRS PN R BT RS M X
A ST EA G E ARG, A9 BRI AN BT 3
SR P UL 375 25 R AL A AG: 00 81 B e 2, 0 T 0 3
BN 2B R B, AT E IS T 16S tRNA S R
XA BB IR FE A 2 7 0 ARG A6 L 2
I Rl HE— 2852 T 16S tRNA 5L R 5 4%
AT FEXH 2Z MI T A 95 B4 43 T AT, DA S I 4 42
A EC B 1Y R PR 0 A1 B R UGS o

AW K BN T 45 I A 1L B AN T L F
TR LT EC, A 996 A B S8 8 AR 0
s 22 R AR D5 PR A, o AT R PR g S i X A
o W 5, FUSETE TIT A  E3IX, i o A7 i o
F L XA R AT 2 1 7 7K S v 4 A e i s
B, R4 R BB AAS U 5 3840 7T B S AR
Wi IX P HLI AT REAETE IR 2 iR s R iR ) A
TN JE AT S I s 8 S5 00 o 22 M i e Ak Y3
DAL, & Tl 22 KU, & AR FER i
KIRZHERT 3 ~T Ay, a5e S8 ST
T T 4 R — B 2N T X P 3 X
il L I A 2R BB A R W e TG b X
J5 DR T o 4 DA S SR B S I T R Y
WP, TAERA kT3 il 4k & o3 ek #2 v 2R
B 3R M 15 G 0 4 v RS AT o, 84 0 T A7 o JE e
FOHER 1 ARBFSE R R S BN T A
X GHM T LR ST AR
(ELRIFSE Fp e BRI PG Hh 2 e e P P 2 A 2355
NG, HUGRFRFE AR R G E g 2
] T2 5 Wi TR , 3R 7 3 11 S 5 % AR
HIGLIE S H R

ASHIFFE I 7 45 S S 7 P A A A X AR
b O , S RE RS TR A g A R
—F, AT A R RN, 10 £ 5 5 E % E
BE NN T A L S, 30350 B 52 %
B2 TAE, S TR R e [l — o0 b #E
W20 B 1A E A Hb DX F7 58 A 3 P AL 10 “E Fh A
FCTE , 2R BT 1) 07 b 52 0 38 ) A5 X 3 55 5 7
(UNIO PSS

HF VITEK2 A4 B 8% e 30K I A & (G
Sy B R A AE PR S I R BRAE ) AR5
(OB % a5 S T alifb i bk, DA = 3L R 41 DNA

TP HERTE . 165 TRNA-PCR #4Eid 2 5) =215 ¢,
SN S RAER 1, ASBF ST [ if >R A BCSP31-PCR 5
AMOS-PCR fiHE X8, Bl 1 16S rRNA J7 ik i#E47
O T IR A A R

EEXSABIE TSR, 2 M T4 i A 9 5 4 L
SRR A IOA T AN 52 VI LR NI A
TS, FEARAF TR B R M 00 AR 00 P i ft
O, S0 Ve VST T A B S /s, LA o T AT
F B I RE ST 5 515 F7 BH ™ F 308 FH 5 7o A 45 1R
PRSP e Al 5 o i X P R TR B R 2 1k A
P, B B S 1) A A

BT A Z AL T 73 B I R R /D, (L RE
BI85 2 M T A o 2 AT KB 7 1 8 A5 4
ik, 156 75 7 R F A W J2 i DNA AR AT RE R A1
R 45 R 9 B PE R, L e 16S rRNA-PCR 347 )
B, AT RERS M ZS R RGPS , AL IR 0Rs 1 5 25
Wt — ik

il

B Lk
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Epidemiological surveillance and molecular profiling of

brucellosis in Bozhou city, Anhui province
Kang Xiaodong'”, Wang Jun’, Qian Shusheng”, Wang Xiangying”, Tang Yunfei’,
Huai Xuefei’, Jiang Dongdong”, Liu Zhengxiang’, Liu Yan'
(' Dept of Microbiology, Anhui Medical University, Hefei 230032 ; *Laboratory of Microbiology ,
Bozhou Center for Disease Control and Prevention, Bozhou 236800 ; °Laboratory of Microbiology,
Anhui Center for Disease Conirol and Prevention, Hefei 230601)
Abstract Objective

the genetic attributes of brucellosis in Bozhou City, Anhui Province, thereby furnishing a substantive foundation for

To illuminate the distribution of brucellosis patients and the epidemic typologies as well as
formulating efficacious prevention and control strategies for this disease within the region. Methods The rose ben-
gal plate agglutination test (RBPT) and the tube agglutination test (TAT) were conducted on a total of 698 blood
samples that had been collected. Epidemiological data of the tested subjects were meticulously collected, followed
by statistical analyses of the obtained results. The genomic DNA of positive bacterial strains was cultured and ex-
tracted. Molecular identification and typing of the isolated strains were executed through 16S rRNA sequencing. Se-
quence alignment was conducted employing Clustal W and MEGA 7, with comparisons made against the outcomes
of AMOS-PCR and BCSP31-PCR. Results

with a positive rate of 9. 46% . The demographic cohort demonstrating the highest detection rate primarily comprised

A total of 66 positive samples were detected through serological assays,

individuals engaged in live sheep slaughtering. The 16S rRNA gene sequencing on ten positive strains disclosed
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close phylogenetic affinities with Brucella melitensis. Moreover, the phylogenetic tree analysis indicated that these
strains coalesced within the same branch, the findings were in alignment with the results obtained from BCSP31-
PCR and AMOS-PCR assays. Conclusion Brucella melitensis assumes a predominant position in the transmission
dynamics within this area, identifying individuals involved in sheep breeding, slaughtering, vending, and related
occupations as high-risk groups. The outcomes of this study offer molecular biological substantiation for the distribu-
tion of brucellosis patients in this region, contribute to genotyping endeavors and tracing studies associated with the
pathogen, and concurrently verify the efficacy of 16S rRNA molecular tracing.
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