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Abstract : Sequence type 11 (ST11) carbapenem-resistant klebsiella pneumoniae (CRKP) carrying bla-pro-
ducing klebsiella pneumoniae carbapenemase-2 has been widely distributed in the world,and it also been fre-
quently reported in China. In the absence of treatment options,these multidrug-resistant organisms are resist-
ant to almost all available antimicrobial drugs and cause severe infections associated with high morbidity and
mortality. Much of the spread of CRKP in China can be attributed to organisms producing klebsiella pneumon-
lae carbapenemases, most of which are produced by the ST11 clone. Understanding the molecular evolution

mechanism of drug resistance and the prevalence of ST11 CRKP in China will help to control and prevent the

emergence and outbreak of drug-resistant bacteria.
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Inc X #l IncF Il BikL b, #5347 Tnl1721-bla i A6 In-
cF Il #¢ B ki KPC-2 ol -F 75 A [6] (4 Jifi ¢ 52 & 10 B
ST11 WA 2 [ Ml HAg e FAR L A6 RS . A F o R A
2N ST 5N 43 Y (% B 3k A% ST A R bk i 3 R R H DK A
A3 Ml R O B AA A ST11 3G AL, A AL 28 FLSE 6
4L AN FH A T Tnl721 F IncFLI Bk A S
KRR T 2K S0 ST11 CRKP H k7 T 21k
(O TS f S

TE X T blaNDM-1 8t 1% 35 55 19 5 8 o 52 s
ZHANG 2 54 2013—2018 4F v [ 3 = 2% 5 5% fili
9 0 WA B ARVE M F ST L B TR AT Y
NDM-1 #HXJF5 & B, b T liF blaNDM-1 J K 3 &
A BB F—Tn3 S A B F H R B, #fE
blaNDM-1 3 3 kL5 v FK R A7 3K A5 . (18 11 =
) 2 7E T ] A I DR R AR rh R R 22 g STLL il 4% v iy
A A E ™ KPC-2 1 NDM-11"

B NEE BE 3K 153 T 145 kk B8 U R 52 5 A0 3
DRI RR 8 3 ik b 37 9 i P VK I S i T B R R AL G
HMEE H (OmpK35 Hl OmpK36) # 56 f it 25 v L 4%
BR.62% CRKP 43 &% % OmpK36,33% 7 & Bk
F2 OmpK35, % OmpK36/0mpK35 it A 2 %f
iE B M 2 25 P A R KR Y . OmpK36/
OmpK35 &K By 6 7 b [ ST11 CRKP L& A
FEIR I R 3 e e L I T B T 0 JS 2 W MU
fik. OmpK35/OmpK36 il Z LT X ik 75 5 4 IS Tif 24
PE LT B 52 ) 5 O IR A &R
2 B-HERRE AWM 2 1

Bt 75 B 0 W A0, B H Z RO T IE BN Ik
(ESBLs) #£ A, 1 blaCTX-M, blaSHV , blaTEM #1
AmpC KRR RE RN, T E R ST % 5
FHEEKSH 2~3 1 ESBLs 4i i £ K (blaCTX-
M.blaSHV #il blaTEMD ., 1 WF 58 M 19 % = B i 42
1930 R IR AL WY B 1 Bk T R M ST 24 1 AT A 40 B PR
HEAT KL PR A SRAE , 78 il 58 58 F5 A0 W Ar Bk b R T
blaSHV . blaCTX F1 blaTEM 4" i ESBLs %&£ [H
) A [\ 20 4, blaCTM-M-14/15, blaSHV-11/12 Fi
blaTEM-1 J&% UL1Y ESBLs SR A1,
3 EEEERGYm A

il 9 5 B AT A 6T s i T 28 24 4 T 24 ) AL o 6 3
WS % € AN G N o T L E N S/ A R
AW 5E X 40 Bk CRKP #1711 43 #7, AR #l8 PCR Al
DNA W7 77 . 22 A 557 51 43 B4R ik b 37 68 s L Ok

EHAR T E ST11 CRKP % WL 1 w4 3% B it 24 #L
i, FEAHE qnrS, qnrB. oqxA . oqxB. oqxAB 1 aac
(6")-Tb-cr BIAETE . VA K gyrA(S831 11 D87G) il parC
(S80D) JE [K 2 ARM M (H 2 245 18 H AT X B #F 98 19 40
Pk CRKP, By TREA & /N, R 28 7 b 4 i R TIE , L
WA e it — 23R
4 SEBERGYMANE

il 5 e, T A1 T G 42 BE 0 2 25 ) 1 T 2 L A
$55 308 375 1 O AR L A HlE 25 905 G L e A o R A 3
PR 2455 1 30S ORI SR . P E ST11
CRKP Bk H UL 20 3 0 1 28 it L A 45 armA |
rmtB.rmtC (4% 16S rRNA F EALRE) Fil aac(3)-1
a.aac(6)-1 b.aac(3)-M a.aac(3)-1 d.ant(2)-1
asant (3)-1 a Fl aph (3)- 1 a (J 5 & 5 Bl 4 15 i
i) . LIAO S5 N — % = Bl 4 T 39 #k
e 75 B 47 T 24 P R 5 1 S 4% 5 B 411 B (CR-hvKP)
B HR I THRSE 16S rRNA HY 5L il 5L K (4 48 45 1% 0
KBRS 16S rRNA LB R K armA, HIk
A rmtB, 3 H armA f1 rmtB 75, B F R AN,
armA Fl rmtB 35 515 R 5 8 4k b 5 — 2 55 0k b i
ESBLs S ILA7, JF 5 A 165 298 ki [ %) ESBLs
N I R e B8 B 2 AL FE R B & A arm A FI rmitB ()
SEMRT armA FER A TF YAk L, rmtB 3 H AL F
JORL b KO 56 AR B i s BE T B2 rmtB FI arm A
HE R o SR
5 BIEEMAN

HEE WL ST11 CRKP B 5 £ i 3% N A 45 fo-
sA . fosA3 Fll foskp96, 7B B35 M o [ JE & A% B2 e 3R
8T 97 BRI R 588 A 7 B Bk (KPC-KP) , Hop 57 #
(58. 76 %0) X W 5 Z i 24, Horfr 44 Bk (45. 36 20) & A
fosA3.1 R4 fosA™ . BLAb. &F 5t 2012—2013 4
BIEHIX 16 FKEEBE 642 Bk CRKP i PR 43 25 ¥k 19 BF 5%
RIL,HHX AR 36, 45% (234/642) ) CRKP 43
B REXT B E W25, 7E 234 METI B 2 10 CRKP 42 5
PR 62 BRA W8 Z (35 Pk fosA3 PHYEFN 27 Fk fos-
kp96 BHMED
6 BETIEMZEMNE

fEE ST11 CRKP 1 # b i 3E i B R BE St
T B 45 sull. sul2. dfrAl. dfrAl2. dfrAl5.
dfrA17 ,dfrA25 1 dfrA27%) 0 5 4h, 5 xF 2015 —
2017 A [E 2R 8 CRKP gk 4 11 95 5] % B BIF 92 ¢ B
549k ST11 CRKP 2Bk b4 . ST11 CRKP 43 & Bk Xt
PP 4075 I/ e P WU e 4 T 2 SR AR IR
7 BMREMEE

BB R T KPC i 4 58 & A B 51
e TR A BT 2 2 — TR I ER R A i R
AR AR & BT K2R T AT B 5 R



+ 1608 -

Kb E 5K 2023 42 6 F % 20 %% 11

Lab Med Clin,June 2023, Vol. 20,No. 11

BRI E i 25 KBS . H R, o E ST il 4 5 i
TR B R I R R 25 L AT R 58 4 B L 2 4 2 K I
DL BLED : (1) gt i pE -2 57 -4 i 43 24 K% (RND) Ak
HEE AcraB (W3 it ik, HH A &5 3 sk 83 K
(U0 ramA Fl ramR)PH , (2) tet (A) FL AR Sl HEHT
BEXFRE 8 % = EE B iy 202 161 B A Wa AP0 B R
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Research progress on influencing factors of life quality in elderly
patients with chronic heart failure”
HE Kai',HU Zongping*®
1. Department of Cardiovascular Medicine ;2. Department o f Integrative Medicine and Nutrition ,
the 13th People’s Hospital of Chongqging sChongging 400053 ,China

Abstract ; With the development of aging society and the increasing number of elderly patients with chron-
ic heart failure in China, the life quality of elderly patients with chronic heart failure has become a serious pub-
lic medical problem facing the current society. The quality of life has become an important index to evaluate
the efficacy and prognosis in medical programs. The family and social environment, life style and medical serv-
ice mode of the elderly patients have important effects on the life quality. The life quality of patients can be
improved by developing a good lifestyle,improving physical symptoms,increasing self —management and fam-
ily support ability, maintaining a good psychological and emotional state and extending medical services.

Therefore, the implementation of comprehensive management for elderly patients with chronic heart failure is
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