.« 110 - ARSI FTIG REKG 9 244 35 (FELTAAR) 20204F4 A £514%: 25239 Chin J Exp Clin Infect Dis (Electronic Edition), April 2020, Vol.14, No.2

e

W

A5 78 HUp 2R T A R e B R
S HFE AL

e R? BhEEXR' ML L&' kkE' Emp!

[HBE] BW B7E 7 MW7 i X AFEE SRR TR EEE, o HERER. 5% A
T 1) 10 DX 5981 30 A 8 HRUJR R AT R0 2 1l P B SR AR SR AT AR M s s SREURRJ4HlEDNA,  #L:(PCR
P19 57 88 U R D7 MR 56-KD RV R HU R (TSA) R APUR L8 F 3 F (groESL) FHMFE: RH
MEGA 7.0% 4%, #ATFHIL MR G RKE . SR W R FMIASHIE HUR B, I3 236 UK
FRITRwMR. PR, SEHEH A2 AI56-kD TSAJE K FgroESLAELR 100%—F, F2m k1L
TANEEE T H B TR N100%, 4350l T 4 B B 42 R - 1B RIWTIT-2 28 . 56-kDa TSA R (Al LX)
MARGRE SHRE, WL-13FHL-220 5505 6 -AJEF R AGilliam-CHE R T SR 480 (98.45%
F198.50%) , HAHEA R, 5 IMKE Wuj/20145 G E-AZL B G AL (99.94%) . 56-kDa TSA%:
IR %3 R Y S A IR (AP AT 3R 0, B -AFE R . WL - 1 BRI T -2 8 357 R 540 5 1 2 BB 1) AR
Sof A R BRI, JCHORATT -2, B e 3 [N R B Y AU A 2 R 2R R A RE R I
530 AW ARG TR S HUR R TR R AN, AR RO IRIG T MR R Y, 38 V) R BT
AR FHIN, FEERT R A 7 5 A8 RUR B E R R,

(8817 Lk ikss; B BHBATIR, EEM, EEFR

Gene genotypes and variation of 5 cases with Orientia tsutsugamushi infection Yao Linong’, Lu Qunying’,
Ruan Wei’, Zhan Zhe', Zhu Shuirong', Jiang Liping'. 'Department of Microbiology, Zhejiang Province Center for
Diseases Control and Prevention, Hangzhou 310051, China; *Department of Communicable Diseases Control and
Prevention, Zhejiang Province Center for Diseases Control and Prevention, Hangzhou 310051, China
Corresponding author: Lu Qunying, Email: lqgycdc@163.com

[ Abstract] Objective To investigate the genotype of Orientia tsutsugamushi (O. tsutsugamushi)
infection in Zhejiang and Fujian provinces, southeastern China and to analyze the gene variation. Methods
Strains of O. tsutsugamushi were isolated from the blood of 5 scrub typhus patients of febrile phase and then cell
culture were carried out. DNA from the infected cells were extracted and full-length 56-kD type-specific antigen (TSA)
gene and full-length heat shock protein gene (groESL) were amplified. The gene products were sequenced. Multiple
sequence alignment and phylogenetic analyses were conducted by Mega 7.0 software. Results Five febrile patients
with O. tsutsugamushi infection were confirmed etiologically and five O. tsutsugamushi strains were isolated. The
sequence alignment of 56-kD TSA gene and groESL gene showed that 2 among the 5 strains had 100% identity;
while other two strains also had 100% identity of these two genes. These two groups were temporarily named
Zhejiang-1 and Zhejiang-2. The 56-kDa TSA gene alignment and phylogenetic analysis showed that Zhejiang-1
was closely related to Taiwan-A genotype (98.45%) and Zhejiang-2 was closely related to Gilliam-C genotype
(98.50%), but there were obvious variations. The other 1 strain of Wuj/2014 was significantly similar to Taiwan-A
genotype (99.94%). Based on 56-kDa TSA gene, the timetree based on the RelTime method showed that Taiwan-A
genotype, Zhejiang-1 and especially Zhejiang-2 genotype were later than other prototypes on the divergence time
from their ancestors of each genotypic clade. These genotypes or subtypes emerged later in evolutionary process of
O. tsutsugamushi. Conclusions There may be unrecognized novel O. tsutsugamushi variants among the patients in
this study. The relationship between genetic variation and severity of scrub typhus also should be discussed.
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