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H ¥ 8RR H AN (mNGS)7EE: T CURB-65 K\ K4 B 4L X 3RE It 4 (CAP) B 3Z (2. #8
SHRYRIT UL RHMETE F RIS HAMME. Ak BIBHEHAN20205E12 A ~20254E12 A ZHRIERIK S
MR 5 fE EORE S SRR 1208 CAP B 3, R4 CURB-65VF434 AMESE4 (n = 65) M E &4 (n = 55).
W HBELRARFE . LR EFAR . mNGS S E IR E ZR W4 R Jrdgr R RIE R R E3E, XA
Gt ¥ AN ER, SHTmNGSEER FICURB-65 X4 BN KSE M ETEME. S8 &
fEHFIER (74.0 £ 7.58). ERER HH1(83.6%) K A4IMAKTE. PN, BREREKFEER
FREH(P<0.05), HEMAKTFEZMTLELH. mNGSFHH:Z(94.55% vs 64.62%) H L IEF7EH
#(50.91% vs 30.77%) BA BRG] (65.45% vs 30.77%) KHidE R A (54.55% vs 32.31%)FE =
BHBEEFE (P < 0.01). mNGSIL W EA2536], UIMMERIITE. MAREHEENE;: BHK
kP EAEB1H], MlEERLEBERE. AT EAENE, mNGSHEEERREEMRHERNS . WA
WEGRUIFHEEEEER (2 = 10.299, P = 0.016), HEAHAER HH(6949%)BEH TEG4A
(30.51%). EEAR B IAE(54.55%) 8 TEMGA(6.15%), EHEIMLEFHPENTGASEEH, mNGS
TMUEBEREARBEHEP = 0.028). £EELogistic[H HERCURB-654 A B & 9 i T Fiml A
% (OR = 13.46,95% CI [3.54~51.17], P< 0.001) . HIEMNGSHEHBR ST R, FEEERELLS W
2E X (OR=0.533,95% CI[0.22~1.32],P=0.174), &#: KR CURB-65X %4 ECAPEE ImNGSS
WirHER R G SHR AT RABRRGAEREER, mNGSERBHREFEXSH HFRARN, TENE
PR EE R b 7, R SWIRR R SRR T R, ARREI)E.
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Abstract

Objective: To investigate the clinical value of metagenomic next-generation sequencing (mNGS) in
the diagnosis, guidance of anti-infective therapy, and prognostic evaluation of patients with com-
munity-acquired pneumonia (CAP) stratified by CURB-65 risk. Methods: A total of 120 patients with
CAP admitted to the Department of Respiratory and Critical Care Medicine, Anhui Medical Univer-
sity from December 2020 to December 2025 were retrospectively enrolled. According to the CURB-
65 score, the patients were divided into the low-risk group (n = 65) and the high-risk group (n = 55).
Baseline characteristics, laboratory parameters, results of mNGS and conventional etiological tests,
adjustments of antimicrobial regimens, and clinical outcome data were collected from both groups.
Statistical analyses were performed to compare differences between the two groups and to evaluate
the value of mNGS in the diagnosis, treatment, and prognostic assessment among patients with dif-
ferent CURB-65 risk stratifications. Results: Compared with the low-risk group, the high-risk group
had a significantly higher mean age (74.0 + 7.5 years), proportion of underlying comorbidities (83.6%),
white blood cell count, neutrophil count, and procalcitonin level (all P < 0.05), while the lymphocyte
count was significantly lower. The positive rate of mNGS (94.55% vs 64.62%), positive rate of con-
ventional culture (50.91% vs 30.77%), proportion of mixed infections (65.45% vs 30.77%), and an-
tibiotic adjustment rate (54.55% vs 32.31%) were significantly higher in the high-risk group (all P
< 0.01). A total of 253 pathogens were detected by mNGS, mainly Acinetobacter baumannii and
Klebsiella pneumoniae; 81 pathogens were detected by conventional tests, mainly Candida albicans
and Klebsiella pneumoniae. mNGS exhibited superior performance in detecting special pathogens.
There was a significant difference in the distribution of pathogen types between the two groups (2
=10.299, P = 0.016), with the proportion of fungi in the high-risk group (69.49%) being significantly
higher than that in the low-risk group (30.51%). The adverse outcome rate was higher in the high-
risk group (54.55%) than in the low-risk group (6.15%). Among high-risk patients with negative
conventional culture, mNGS significantly improved the adverse outcome rate (P = 0.028). Multivar-
iate logistic regression analysis revealed that CURB-65 stratification was an independent predictor
of adverse outcomes (OR = 13.46, 95%CI [3.54~51.17], P < 0.001). There was a difference in prog-
nosis after adjusting antimicrobial regimens according to mNGS, but this difference was not statis-
tically significant (OR = 0.533, 95%CI [0.22~1.32], P = 0.174). Conclusion: Significant differences exist
in the diagnostic positive rate of mNGS and the rate of antimicrobial regimen adjustment guided by
mNGS among CAP patients with different CURB-65 risk stratifications. mNGS exhibits prominent ad-
vantages in etiological diagnosis of the high-risk group, and can serve as a supplement to negative
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conventional etiological tests to improve the diagnostic yield, guide the adjustment of antimicrobial
regimens, and effectively improve patient prognosis.

Keywords

Community-Acquired Pneumonia, CURB-65 Score, Metagenomic Sequencing, Pathogen Detection,
Clinical Outcome

Copyright © 2026 by author(s) and Hans Publishers Inc.
This work is licensed under the Creative Commons Attribution International License (CC BY 4.0).

http://creativecommons.org/licenses/by/4.0/

1. 518

X 345 1 il 4 ( community-acquired pneumonia, CAP) & — it & 955 R 45 v R R e s, S S 4R 7
IR . 47 e 25 PR 8 98 P s I, B0 4 LA B s AR %) D A IR G AE N B S5 T3 AR A R R i ¢ [ 1] 7
CAP [Mllm R B, PRI HER 5 S S 2 WA DAt 17 7 B AR B2 A 1) e & BRVR T 7 SRRVl T 1) DG
7. CURB-65 143 R4t 2 IR FH (1) CAP itk 4y |2 TR, wH &da 3697 sk 55 #IWr[2]. 15 CAP
I3 B 2R HE IS W AT 2 I R AE R, AR A 7 FE I A FEVERAR (IR T 20%), 5 S G A GE
P A F i 245 AR 3G

ITAER, 7% 3k R 4 AR (metage- nomic next-generation sequencing, MNGS)H A FE £ H
Pk LA, It G RS HE 2 W it 1B [3] [4], (EAEAEI] B R BRI, Hean: fr
BELTE A, SIS 12 W0 A 1 RE B bR A mT R 38 A8 2R A G R A 10 AU 4%,
(1095 JEL AR I AR N EOR B ), FRES A IRIRERG /i, & ] BT Hubu kg 7 Z i 5E [5]

Bk, AWF5TEEE 2 120 4] CAP B35 (il REE , IRAIRTT mNGS 7E CURB-65 A~ [A] XU 7
JZ B E R R F2 W 4R SPUR G T B DL U IR A, DU mNGS HARLAL CAP
(RS e SRR A AR LA IR UE AR o

2. ‘N EH*E
2.1. HIRMR

R

[BIBIPEGIN 2020 4F 12 H~2025 4 12 A HIERAR A IS i BUORE PR 7 RHIGA 1O X RIS MM 28 58
&, A BELIRTS CAP ZIWbRitE, HIEZAERESE I mNGS £l AIAbRHE: O 756 (PE B
DXSRAFPE R 2 Wi AR T 1579 (2016 SEhR)) [6]. @ it > 18 &; @ BFMIGFET: @ ImKBIE 5
#, H5Ep CURB-65 W WAL ™ AR . HEBRAnitE: O BRBERISVEM 2 @ & )FHAh ™ H Ak 2520
RETE; O HEERA Y MHFEMELF 4R SF S ML 3 @ EEAS 5AP R EhEIB 1 # .

22. A%

2.2.1. 5k
B 5 12 B T S R B AR R R 1S L TR SR AR, O T B RIAST 154
VERATRCHE o A0 B R A S 2 BRI LM VWU A6 B2 mNGS.

1% 5 S N
&

FEAERL
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2.2.2. IGARFERSE

BEN—RUEE, B8 YAl ER. A TEERPOR (L A /ACEH); CURB-65 PF/X[7]; L=
fobns PURGTT RAH A R Im AR )T . mNGS eIl AT MU B AR 45 3 . fikdls CURB-65 120 2t4T 7>
H, <2 NRfadl, >2 75 mfadl.

2.2.3. MNGS &R Ri%

(1) X TBREIZAT MM G BREEIREE M E B LA Ay, W2 LA SR — e A fE e
—, T A (R P 7 5 2R AE A RSO HE e SR AR AL AT 10, I ELAE IR BE(NTC) AR o AR g A
By H 2, B 00 )5 R RPM B (R 3 XSz HUE, reads per million mapped reads) 5 [ 14X} B (NTC)
Tt RPM A2 EE KT 105

(2) XIThaEE. SSZAT B DL ABRERE, G AN R —, FIEE MR — 2 2 R 1
%00 IR AR R e A1, BLAE AR B (NTC) A AR HH B A ot a2 Js AR 1) RPMEL(RF E T L
XHEZHUEL, reads per million mapped reads)-5 9T HE(NTC) iz B I ELAE KT 5. H H 456 18 32 25 ROV
BRI PRR IR S IR AR . R TS AT 45 6 1T [8]

3. it 5o

KH SPSS 26.0 FAF AT 0 HT . ELAERA ESMHRR, FEESSME U + RlEE(X+s)®
N, A ECECR ISR A ¢ RS R AS /A (13 248 5 LA A £ (P25, P75)HHIR, 4HIF LLH:RH Mann-
Whitney U #56. 7028 & DUATIEN(%) %R, HEIECRAR R . KA 0 Logistic [BIH 5> HT i %
AR RIFE M TAE . e AT R R 0, 4 P < 0.10 FIE BN LR E Logistic [AIFHERI(CR
AN, THEAR S HL(OR) & H: 95% B 45 [X 8] (CI) R AU 44 FF Fi] Nagelkerke R2 FILLARLE 42 PPt P <
0.05 NGt R%E.

31. &R

FEERRHIE J LI E FE AR

AHFFEILAN 120 GIRFFExT G, HA K faH 65 4], mifad 55 . PRI BRI R, Rfad
A FE A BRI T TAFAE R 57 . mfa il PIEt y 74.0275 %, B35 m TIRE4LH 54.9
+17.6 & (t=7.485, P <0.001); r=fasHBLmlipm Ly 83.6%, W3 = T{Ka4li 50.8% (P <0.001). SE
K= febn L A S R, R AA AN T E(WBC). R g T A (NEUT) 3 i TR /a4, ki it
HLYMK T RGEH, ZRBAHS T35 X (Z = 2.830, P = 0.005; Z = 3.213, P = 0.001; Z = 2.589, P =
0.010); EEAHMFERE(PCTKFEE S TG, ERBEHSH2E X (Z2=3.864,P<0.001™). HalM
IR CRP K- H#E, ZFITGT 2= X (P > 0.05) (W7 1).

3.2. MEFHRMERMTRERS RFE

3.2.1. MEFERWEER

MNGS A H S A 253 1], P ifl @ AR A i, 2141, itk 8.30%; AT %
TOEAATE (16 ], 6.32%). AL (15 51, 5.93%). fili A BEEREE (13 15, 5.14%); MHEhE . Sik%0kL
FrEE AR, MM ESY N EER R A, FR mNGS 6 F AL URR 28 . EB . fili 28 S5k, 2ot
PR S AR S50 2 S A S R0 B AR TR A 5w R 2R o S A A HH o A 81 5], e rp i L T
BER H (23 1], 28.40%), FLURONATi % 7R AA T (11 511, 13.58%). 4% 5 B I i 5 i B RS AT 5 (5% 6
fl, 7.41%), M. AR BAIEE . EB N E SR A B AR ER (L 2).
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322 REESSEENKREESHIER

RfAEHE m AR EARR RO MAEES . A B EW R TICE L, K a4 5 20 R A
T fadl, 25 EA S E (2 =10.299, P =0.016); M. WK AGLLE, ZRES T
7% (P > 0.05) (WL 3).

Table 1. Comparison of baseline and laboratory parameters between two groups
1. PIUEE R HE R LU AR R

— R PR (n = 120) K fE4(n = 65) f fa i (n = 55) VZ/P 1l P {H
H (%) 63.6 + 16.8 549 +17.6 740+75 7.485 <0.001
TERI(F], %)
5 82 (68.3) 40 (61.5) 42 (76.4)
% 38 (31.7) 25 (38.5) 13 (23.6) 2.380 0.123
SEREPE (], %)
A 79 (65.8) 33 (50.8) 46 (83.6)
x 41 (34.2) 32 (49.2) 9 (16.4) <0.001
WBC (x10°/L) 9.02 (5.80, 14.79) 7.43 (5.17,11.91) 10.58 (7.42, 14.27) 2.830 0.005
NEUT (x10° /L) 7.42 (2.95, 13.62) 5.93 (3.35, 9.97) 9.13 (6.27, 13.30) 3.213 0.001
LYM (x10°/L) 0.78 (0.30, 1.30) 1.05 (0.58, 1.38) 0.66 (0.32, 1.04) 2.589 0.010
CRP (mg/L) 90.35(35.00,171.70)  85.90 (18.71,152.10)  92.10(58.00,171.70)  1.394 0.164
PCT (ng/mL) 0.30 (0.08, 1.39) 0.15 (0.05, 0.77) 0.71(0.21, 3.12) 3.864 <0.001

T RS AT 2 8 DA 7 B (P25, PT5)HA, 4 1A Eb &R H Mann-Whitney U #5536 IEASORAELIIIE + ¥
WA, AR BRI MSIFEAR t /3. KRB EEER, CRP AR EAE N 104 5], PCT BRFEAE
111 4.

Table 2. Detection of pathogens by mNGS versus conventional culture

F* 2. MNGS 5 E IS F MR R A 1E5R

R AE I (MNGS) %k 4 R L (%) I3 R A (5 R1) 511 F R E (%)
i 2 A B 21 8.30 I A 22 9 B 23 28.40
Jiti ¢ e e AA T 16 6.32 Jiti 98 e A 11 13.58
2R R T 15 5.93 SRR T 6 7.41
Jits ¢ BEER TR 13 5.14 il & AN ZHTIE 6 7.41
SRR 2S: 11 4.35 JH 25 3 3.70
HRS EC i85 o 11 4.35 PR R s 3 3.70

HH 2 10 3.95 payliifs 2 2.47

SR BT E SR 9 3.56 EB i 2 2.47

Lk 9 3.56 PR LBy RE 2 2.47

N 13 8 3.16 S P E R B 2 2.47
HA Y At s 7 8 3.16 CAGEAR T 1 1.23
TR PAAR S A 8 3.16 T AR 2 B 1 1.23
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Bk
EL40 i 75 7 2.77 At S 1 1.23
Jiti 98 3 JR AR 5 1.98 IR T 5 L 75 1 1.23
TR AR LI B 4 1.58 KIG#57 T 1 1.23
IR AT T 4 1.58 B4 a5 25 1 1.23
K h B 4 1.58 & 1 1.23
SUHTHRARAT T 4 1.58 VLG AT 1 1.23
A O ] 2 R TR 4 1.58 Jili ¢ S S Ak 1 1.23
EB Ji# 3 1.19 Jili 5 B BR B 1 1.23
rh ) IR KT 3 1.19 KRR 1 1.27
VE: AFRANIR FER R AR, RS e R R b DA LS BB 23 BB
Table 3. Pathogen distribution in low-risk group versus high-risk group
* 3. KeEESEREREESHIER
T SR A Y 1R SE2H 1 (%) e fa 2R 815 (%) ST
e 68 (51.52%) 64 (48.48%) 132
M 18 (30.51%) 41 (69.49%) 59
i 24 (53.33%) 21 (46.67%) 45
AR SR S A 11 (64.71%) 6 (35.29%) 17

E: P<0.05, ZREAGTHHENL.

3.23. RRESESRAREFKHAMEENBLS RAEAXE

MNGS BHHEZFTEAL G F  64.62% (42/65), i fadlHik 94.55% (52/55), I %R HA G2 m X
(*=8.87,P=0.003); %77 BH ARG AL A 30.77% (20/65), Fifa 2 A 50.91% (28/55), %R FFERA
Giit = (= 7.58, P =0.006) . VR & G LU 7 1, (KA 2H N 30.77% (20/65), =it 65.45% (36/55),
e fE 2 b AT 28 50 TR AR AT 1R 20 & e . ZH AL BE 22 57 2 25 (4 = 13.04, P = 0.001);  HL/RGL 7 S B4 LI
fE4 AN 32.31% (21/65), Hifadl N 54.55% (30/55), % HEA G (% =9.27, P =0.002) (L5 4).

3.3. MNGS {E SR A RPEMN TGN MR FKEZVAMWEE Logistic EYR5347

3.3.1. mMNGS SR S RFE XTI RF

AN B VA 3R (54.55%) 1 TR fE 4H.(6.15%) 33— 25 %o v f 28 i W% 97 B 14 1T mINGS 45 SR BH 14
(1] CAP S #HAT WA /b, FEANNZ A B 19 6, RIE mNGS &5 PTG 7 Z2 5 A%y N AR %
H(n=5)5HEHN = 14). RFEH B 1 451(20.00%) 3515 BIFH T, 4 141(80.00%) A4 BEEH, HEEH
T 10 491l(71.43%) SR R U U1, 4 4611(28.57%) A B4 UH < R F Fisher i DR 283246 56 (o 3% 7K #E @ = 0.05),
ZEREIRP=0.028<0.05 ZREFLGIHERLLED).

3.3.2. IGFREVASLMEE Logistic BV

IR Logistic [A1H 43 H1 &7~ , E#Y(OR = 1.08, 95% CI [1.03~1.12], P <0.001). F:Aifi7%% (OR = 4.18,
95% CI [1.47~11.83], P = 0.007)F14>41(OR = 18.30, 95% CI [5.84~57.36], P < 0.001)/2& A~ K %4 ) f#) {2 Tl
R, ME mNGS 3R YT 25 2 F LS8 L (OR = 1.326, 95% CI [0.67~2.62], P = 0.66). X
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Z R R e R (S NE), ARIRE R AR AR R, INFRE . A IR . 7341 &% mNGS 4
R BB AR Ry AR R, VPR IX PR 0 B A R A U5 KU A S TN o B R AR A O B AT
Nagelkerke R2 {8 /9 0.419, ASR LA I B 35 (52 = 41.36, P < 0.001). %45 5 A B Wil G vRAb 3Rt 1 AT S 10 4%
THIESE, SCRFIIR 73 )28 NS . FE AR . A JCEE RO UK G B SRR 3 5, CURB-65 X,
62 7 2HL 2 I R AN B 4 U1 (R Bk ST 53 T30 X7~ (OR = 13.46, 95% CI [3.54~51.17], P < 0.001) (1. % 6).

Table 4. Comparison of etiological test results and adjustment of anti-infective regimens between low-risk and high-risk groups
4. KiEESSREREFENERITERLS IR

Ay %16 41451 (%) = fE 2151 (%) ! Pfa
mNGS [ P2 42 (64.62%) 52 (94.55%) 8.77 0.003
W IR B 20 (30.77%) 28 (50.91%) 7.58 0.006
TRA G ) 20 (30.77%) 36 (65.45%) 13.04 0.001
UG TT R 21 (32.31%) 30 (54.55%) 9.27 0.002

Table 5. Prognostic analysis of conventional culture-negative CAP patients in the high-risk group
F* 5 EfREFEMEFRAMN CAP BENTE D

il it RIFFE I n (%) AR n (%) P 1& (Fisher)
RIFHEEA 5 1 (20.00%) 4 (80.00%) 0.028
WA 14 10 (71.43%) 4 (28.57%)

K F Fisher B YIHEZR A6 5, A 067K#E a = 0.05; "P < 0.05,

Table 6. Results of multivariate logistic regression
% 6. %FEZE Logistic EYALER

B B SE Wald »2 OR 95%Cl PH
RS 0.029 0.027 1.187 1.03 (0.98, 1.09) 0.276
BRI 0.633 0.632 1.001 1.882 (0.55, 6.50) 0.317
Pan) 2.600 0.681 14.567 13.46 (3.54, 51.17) <0.001
PG T R -0.629 0.463 1.845 0.533 (0.22,1.32) 0.174
M AR E NI RS B McFadden’s R2=0.289; Cox & Snell R2=0.292; Nagelkerke R2=0.419, *P < 0.05 A% & BAT
it Lo
4. g

CAP HEARAH . HAEBERICRRER A, CROVEREEAL DA RS —[9]. A#TTTL
CURB-65 X[ 70 R A O UIAN R, S CAP B3 R 2)T L GIZRETT /04T, 5 R AR R 41
B mMNGS 7 JL S HES I . 15 S HURATT R BOE TS LR INE, 9 CAP AFHEE 2Lt 2
UEFEARIUES ¥ . CURB-65 WM RS b i 1 0 J2 TR, K R ZE R AR bR 7 855 %)
RERAS . AR bk St ™ EAR LI 5 B vk, XA S B e A UL S 2R R IR R 22 57 b, T B
T SR AR RE o SRR RS IR, #IRR T CAP 202297 IR L B JE A

TR SR A ) 7 2 22 57 AR T b AN [ RS 2L A6 3 TR AR I 5 G T B AR L R /R T A 45 2R - mNGS
5 M TR ARE LI RS, iR T e adUR R A NIRRT
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PUH YT, 1 mNGS AR FAG T B 08 TR AN AU I R J AR —— i & o e PR U 1
AU Z U2 S, PRI e B 20 SR A i TR e A, JCHUE A T R A TR ARG
93 B S A G0 R e AR 500 P9 SR A I, IX 5 B AR AH SO AL 45 18 — BX[10]-[12]. AHELZ R, LR FR A
TR AMETE, G2 iR WAL R . i JF RS TR TR RS R R BRG], S EURIIER RS, HIGRINMEE
ST W R AR IR0 I 2. EARE R, A BB Bk, #2508 T mNGS 1E 5 i
HEZEP N AME, SfadlBaF e ae Rl R, BHREZEBKRY, T mNGS g%
FEAER 2R 5 R B, NI AR TR YT R SR LGB - RIRT R A AR mNGS HE AR SR, IR
FrAHfE £ DNA 5 Lo i v] REAE 5 AIC T B SRS 5, 4RI R b (1035 G IRt w52 v A
[13][14], BASHMBED T LA WRRER . AL G A, Bl e 75 R IRADABURE, Xt
ST PR R FH Hh 55 B A OV I 7] R

AR A 1) 5y JE 2 5%, 9 CAP 3 JZPUR IR YT SR it 1 BIAf i RE n 4k 4, FL15 5 5 A R AU 2
AR RAEZ VI OC . mfad B thp 3 m TR fEd, TESZH AR, &It 2R
Wi RIZINREAR T, AR AVERRAE. TP R A G B S R AR OC, R T 5 R AEHR IR
il 7o i B LM R Y, TR R R S EURE R . TR A EMEERSFR R, A
WIS BRIRGI J7 2 B R 2 5%, BRI IR 75 35T CURB-65 43 )2 & B FAG I S . fa 4 :B s i
Je K mNGS K, AT PIE B R 2 BT R SRR 2R, bRy R R TR S, UIHEH T
HREE TR 1) A s K SE 2R AT R R &5 A S IR IR TT, AR IRUEIZTT RO I [ B i e i
BRI, el BRI BURIR 9 B A A A

AHFFLH CURB-65 7= KI5 H PSI/PORT 42 BIE Br mNGS SCHkm B —2L, (HAH 5T vTik At
K, LB . —I0 CAP 7144 PORT score | (fKfE4L, n=25)-1V (FfE4l, n=6)%)Z BALF mNGS,
g RN fi PORT IV A FHMHE AR IE 100% (BRI ELAR), TR G IEe i 25 3% 2 25 F+=i[15]; 55— CAP
WFFER A PSHI-NN (BAEAL)vs IV-V (BEIEH) )2, KB EAE 4L B B S 200 55 E i B T m[16]; £
CAP WF 7 LA PSI low (BE, n = 14) vs high (FJE SCAP, n=75)4rZ, BALF mNGS BHIERE &, Hig
FHEVP[17]. X E R T PSIPORT VP4 245K, 5 AW 7t & /& 41 (CURB-65 > 2 4) mNGS FH
PEZR 94.55%. VRO LL] 65.45%. LB EL 69.49% W) &, BB IGIE 7V E E )2 N mNGS K
. 5 PSIPORT 1Wir(REZ . tHHEER, ik 20 RIS FIRR, AR TR 557 DL B ) AH
tt, CURB-65 iF/M N 5 Tl R fabr, HAEMIE. &AM, FEEAEEMZ LY R. AMAERRS
PL CURB-65 fE AR 732 TR, AR mMNGS 75 CAP AR 2H 12 i B (BB G 7 S 1 B 2 4
Tt 22.24%. = fa i FE A TE A TS 835053 P = 0.028), Kb T AL 5E 5 mNGS 454 (iFE 4%
H, ABITHES) mNGS ZELHEIEX CAP 297 Hem b 5 & #NH. #F—F%iE T CURB-65 1T/ 7E
CAP Il PR ELH PRZ ONME, HAE A R IBMSI TN F R 1e, W TP KA IE IS 7
Ja AT S FANME . BRI R M AR RS . FERE X TS s, 2] i@ CURB-65 V4 SLBLZE &
G, ULIHZIE AT e s A T R MR B AR IS TR AR AL, nONIGIR TS VRS SR A T k. (ISR A
TH. EFERNRAT IR R, SHEEBMUAE SRR, AWM. JBITRHL. BE KM
SERPINHF R EMTE, KNG TR 15— R R KRR, PATEZEELHHE,
B0k CAP 43 2297 ik,  $RTH TS VRAl A HE AR %

Zx I, CURB-65 47z T CAP B [ RAFAE « 93 S 2% R I P0G AR AE 035 e I 3 e S 2 Wi
T E2 T R EYE . mMNGS 5% HUW AR IEA [F MBS 4B h & A HE R =, WIRRE 602
SR G BIE PR ME AR SIBIT T % W mfadl B, PSR mNGS Kl B iffs 4, A ok TR B Bk e
HHE, WRfEAER, RAFEIENEGEMERYT, Bl EERT.
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