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H¥: Bt EZEEH =AW F (mNGS)EE T CURB-65 XS4 /2 AL X SRAG M it 4 (CAP) B FiZ T, T4
SRS AR HETUE P MM ANE. Fik: EBEHA2020E12H~20254%12  ZKBERKF
R 5 5 B EE S AHIIE 1204 CAP B, HRHECURB-65F 44 MK A4 (n = 65)H R G4 (n = 55).
R P HFELRRFE . LW 1R mNGSE FHUR F2R AR . PrBRGTr RIRE RIE R A%, XA
Gt F B ARER, SH mNGSTEAR FICURB-65 X4 EHN KB RIHMETEME. &8 &
fEAFIFER(74.0 £ 7.5%) . EREZHE LA (83.6%) K AAMIKF. R0, FBSRFEAKFREER
FRBA(P<0.05), HEHMKTEZETIRMELH. mNGSPHEZ(94.55% vs 64.62%) FINEE37FE 4
#(50.91% vs 30.77%) JBEBRYHH(65.45% vs 30.77%) B itk B VHHEAR (54.55% vs 32.31%)7ER
fEHBEEFR(P < 0.01). mNGSHEMHREAE253%], CAMASAIITE. MRATEEENE; EIR
TR mEAEs1F], UAGBLER. MRTHEAENE, mNGSREREEGXRHFEERS. WA
WEARUASHTHEEEEZER (¥ = 10.299, P = 0.016), mEfGHEE 5 (69.49%) B Em TRAH
(30.51%). FAEHAAS REIHE(54.55%) " TIRBEE(6.15%), EHEMFFPENRLELEESD, mNGS
B EREANREHEP = 0.028). LK ELogistic/H IHE7RCURB-654 212 A K # 5 {8 L il F
% (OR = 13.46,95% CI [3.54~51.17], P < 0.001) . RIEMNGSIHEFRRL S RE, Vel ERELLS T
2B X (0OR=0.533,95% CI[0.22~1.32], P=0.174). &®: A[FCURB-65X [ ECAPEE FImNGSZ
WiFHER A HB IR R T RABREHFEREER, mNGSERGAERFRESH PRERY, TTENE
U B R B b 7, IRESWIH R PR T RAE, ARBERS.
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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 (x?
=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.
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1. 5|15

FEIX 3R A5 fi ¢ ( community-acquired pneumonia, CAP) 2 — Filt /&9 R 45 i (K I Gt i, 3 o 2 4R 1E
2R Bt A1 SR P IS 9 P S BT, B9 R BRI O S (1 Do A SRR e A N 5 S T3 AR T A RO R I ¢ [1] o 7E
CAP (¥l R B AR, BRos A A 08 S 2212 W A PPk o 17 7 B AR B2 2 1 5 & BRIR YT 77 S FIVTAL LIS 1) O o
M5 CURB-65 1F7> R 4¢ 2 Im PR FH ) CAP i i 73 J2 TR, Al RUR 67 T3 5 S HIkr[2] . {5 CAP
I SR SEREUEZ W TR IR R AR, AR GuR I 5 iR AR A BHPERAR(IK T 20%), 59 S A 50 FH A &3 K
P AR F T 24 R 3G 0

ARk, 2L 4 — AL (metage- nomic next-generation sequencing, mMNGS)H A £ H:
M R e, iR RS HE I WSt T F@ AR [3] [4], (AAEE B RRY:, e
BHFEZVTHAR, IR 1S W R T e bR AR R RGN S AR AR AT B B A 10 U 55
(8 SR A AR N O R ) I, TR A S IRIREE A T, AT Be T LU S 5 R € [5] -

B, AWTFTE R4 120 5] CAP 38 Hlm PREE , IR AIRTT mNGS 7E CURB-65 AN A KUK 7
JEEFE P RYRIE W fa SRS R DL TS R AME, DU mNGS B4 CAP
RS VHE A B FR AR AR T AL IB U A HE -

2. EREHE
2.1. HRIME

R

[BIEPEZN A 2020 4F 12 H~2025 4F 12 H LRI ARSI f6 SRR DL A RHICIA IOAR X FRAT i ¢ &
#, A BELIRTE CAP S WibRiE, HEZIEHENR mNGS £l DIAbRHE: © f7& (hE MK
DXBRAF LT 22 Wi AR TR #I (2016 4EFR)) [6]; @ ik >18 5 O BEHEFMBFES; @ WAKTR
#, BJ5ER CURB-65 W WA G ™ AR . HERRAniE: O BRBESRASVEM 2 @ A FFHAh™ H Ak 4520
REXE; O HFERA S ML SF SRR B @ E42 5AR Fshi@iR i+

22. 3

22.1. &
ANBE Bl B E AR E T SOUE R R AR R B A TSR AL S, N THRGITI % e
YR AR, REREAR R RS 2 hr R IR U E BE b A J5 15K mNGS.

Bk
eIl

FAAERLH

T+ it
1% &
-
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222, MEERFRIKEE

BN, T MR . AR (0 ) CURB-65 WA [7): Selss
HobR: BB RO IR . mNGS KA BLR AR IIZE L. (il CURB-65 114147 40
M, <2 NIEREAL. >2 4 M.

2.2.3. MNGS &R

(1) KT BREERZAT B IMILH B « BRESEREE S BB DR o AR iy, 32 DUR SRz — vl e AR
T SRR (R R AE T R HE R SR A A B AT 10, I ELYE B M FR(NTC)RE A i R giAG )
By HL BRI 209 JE R RPM (5 E /3 X E2HUEL, reads per million mapped reads) -5 BA P X E(NTC)
H) RPM B2 EE KT 105

(2) AT SR DA B ERTE, AR E LN &t —, wlHE ARIRAE: — 2 2RI 1
LR AR IR S 41, BAERAPEXS FE(NTC)REA R s R i 5K 1) RPM B (B /5 L
XHEEUEL,  reads per million mapped reads) -5 B PE X HE(NTC) B I ELAE K T 5. FF H.45 &18 £ 20 N,
Fabr AIG R R IR E I SE A . R IR 55) AT 25 & HI I [8]

3. it 554

K FH SPSS 26.0 A AT /0 #T . LB RA EAMRLR, & ESSME DI £+ RilEE(X+s)R
N, LRI LGRS A ¢ A5 S o0 Al B S8 & DA i 8 (P25, P75)HiA, ZH (A1 LR A Mann-
Whitney U f556. 70878 & DA (%) &R, HRILECRAR R . KA 0 Logistic [BIH 0 HT -l %
A R TANE . T RE R AT, 4 P < 0.10 FIAE =N Z HF Logistic [5]A#5(F
MAENTE), RS LE(OR) & 3 95% B (5 X [RI(CI) B & B2 ] Nagelkerke R? FMLLSREL 2 14t P <
0.05 N4uit 3.

31 HR

FLLRARHIE K LB =18 H5

RWFFEILGIN 120 BIRFFEXT %, HAKfEd 65 B, mifad 55 B, WAL TR R EoR, Kfad
Al fE AR SR IR T AR B R . mGdl PIER N 740275 %, B3 mTIELLI 54.9
+17.6 % (t=7.485, P <0.001); f=faZHBEmtpgm LB 83.6%, &3 & TK/an 50.8% (P <0.001). 5K
B S IRbR LIRSS B EOR, S A4 E(WBC). TR 4T A (NEUT) S TR G2, ke n it
BLYMKTRGELL, ZR¥AFY % X (Z = 2.830, P = 0.005; Z = 3.213, P = 0.001; Z = 2.589, P =
0.010); EEAHMFASRIRPCTKFEE S TREA, 7 EFS%E L (Z2=3.864,P <0.0017). F4LH
SR CRP K HLHR, Z SIS 5= X (P > 0.05) (.3 1).

3.2. WRFHRME RS RFE

3.2.1. MRFRWLESR

MNGS Kl 3Lk i 50 253 51, SLeinl @RSIFF BRI %, 9 21 B, bk 8.30%: LUz
S E(16 B, 6.329). HIALELEMLE(15 B, 5.93%). MR EEEREI(13 I, 5.14%): M. SHAH
PP A e, SNBSS N E TR A, [N mINGS X LV 75 EB ds . Mk Sk L 57
A S5 2 e AR SRR SR T AT B 3 B TR SRR S A% R S 81 491, e 6 R4
FRR (23 11, 28.400), FLUCRI A SO (HEE(LL 1, 13.58%). HRZHEL L 560 8 REFF i (% 6
fl, 7.419%), MAME. PRGURFIE . B, EB RS G B LI EAR L 2).

DOI: 10.12677/acm.2026.1641780 5072 Il PR 2 2 3t


https://doi.org/10.12677/acm.2026.1641780

TR, A

322, REESERENKREEFESHER

RSG5 B4R R AIEE 2R . SfaH A E R LR TR G, %SG 4 #7805 R A
mitETEfadl, ZREAS %8 X (?=10.299, P=0.016); PHME . HREMOMELE, ZRLSIT
2 (P > 0.05) (W% 3).

Table 1. Comparison of baseline and laboratory parameters between two groups
e 1. PUAEAFE R LI EHRAREL IR

— Bk AARFEA (n = 120) i fE4(n = 65) B fa 4 (n = 55) Y252 18 P {H
R (2) 63.6 + 16.8 54.9 +17.6 74.0+75 7.485 <0.001
PERI (B, %)
% 82 (68.3) 40 (61.5) 42 (76.4)
% 38 (31.7) 25 (38.5) 13 (23.6) 2.380 0.123
BB (B, %)
A 79 (65.8) 33 (50.8) 46 (83.6)
W 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

E: RSO E LA & DLP AL E(P25, PT5) AR, 4LIE LK A Mann-Whitney U £536; IES A EUMIE + i
HEZERR, A CBER MO REAR t4A856 . R BIEE SRS, CRP AR 104 ], PCT HRAEA R
9 111

Table 2. Detection of pathogens by mNGS versus conventional culture

52 2. MNGS 5S4 Mm R IER

R A (MNGS) k" F R EE (%) I3 S A AE D (5 R) I FIRLE (%)
] 2 A B 21 8.30 (SRR EEAE AN 23 28.40
Jifi 9 e 6 AH A 16 6.32 Jifi 9 e 6 AH A 11 13.58
A 2R A P T 15 5.93 A 2R A B P T 6 7.41
Jiti 9 B IR T 13 5.14 1 2 ANEAT 1 6 7.41
{0 22 1% B 11 4.35 JH 25 3 3.70
TS E 97 11 4.35 PR R 8 7 3 3.70

JH 25 10 3.95 Egiik 2 2.47

SR BT E AR 9 3.56 EB i 2 2.47

T A 9 3.56 AR 22 B 2 2.47

N 15 8 3.16 S O I R TR 2 2.47
PR R 2 8 3.16 LA IR 1 1.23
BRI JF A4 8 3.16 VAR L2 IR B 1 1.23
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E 40 25 7 2.77 At SR R 1 1.23
it ¢ S J Ak 5 1.98 R T 5 0 2 1 1.23
SO AR LI B 4 1.58 PN RSy | 1 1.23
it SR AT B 4 1.58 E 40 i 25 1 1.23
Kilh 2 4 1.58 AR 1 1.23
U HEIRAT B 4 1.58 PG AT 1 1.23
O R 4 1.58 Jiti 98 3 JE A 1 1.23
EB Ji 3 1.19 Jiti 9 BEBR 1A 1 1.23
o) R R 3 1.19 A AR 1 1.27
T ARFRNAR B AR, RS AR L S LR BB 2 BT S
Table 3. Pathogen distribution in low-risk group versus high-risk group
# 3. KEESEREREFESHIER
T SR A Y 6% fés 2451 K0 (%) o fa 2R 51 5(%) ST
L 68 (51.52%) 64 (48.48%) 132
HE 18 (30.51%) 41 (69.49%) 59
R 24 (53.33%) 21 (46.67%) 45
3 4 7095 JER A 11 (64.71%) 6 (35.29%) 17

E: P<0.05, ZRAEBGHEE L.

3.23. {REESERERRFRH AR R RS R

MNGS FH P RAEAR G A A 64.62% (42/65), =ifadlrik 94.55% (52/55), #LIA 23 HA G R X
(x*=8.87,P =0.003); ML FEPHMERAML G N 30.77% (20/65), = fG4H N 50.91% (28/55), # 5% [FFEHA
Giit = (= 7.58, P =0.006) . VA EGL LU 7 1H, (R fE4 Y 30.77% (20/65), =i ft2H )y 65.45% (36/55),
5 i 2H R DUIE 98 5 B AT R 4 ot ZELTR)6 bl 22 57 B 3 (% = 13.04, P = 0.001);  $L/sk Y )7 B Ik
fE4H N 32.31% (21/65), mifEdl A 54.55% (30/55), 5 HA Giil 28 (P =9.27, P =0.002) (L3 4).

3.3. MNGS 5 S H RS R ARG RN RIEREETRWE R Logistic BIYA54r

3.3.1. mNGS 5 SHnmE5 RiIFE X FUE R

RN B3 V7R (54.55%) i TR AL 41(6.15%) , 3k— 5% m fi 28 rp i WS 72 BA PR T mNGS 45 JEBH 1%
(1) CAP B H AT WA AT, FLGINIZWALEE 19 6, R4 mMNGS 45 TP YT 22 75 15 0y N A i #
H(n=5)5TRHHN =14). REH+L 1 41(20.00%) K15 RIFH 19, 4 141(80.00%) A RFEH; %A
H1 10 411(71.43%) S R 4% U5, 4 4611(28.57%) 9 AN B4 UH o >R F Fisher i UJE 283246 36 (R 36 7K 1 . = 0.05),
iR EIR P=0.028<0.05, ZRAAGIEE X (WE5).

3.3.2. IEFREVARMMERE Logistic BV

IR ZK Logistic [H4HT 878, F#Y(OR = 1.08, 95% CI [1.03~1.12], P <0.001). F£Aifi% % (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) & A~ K %4 )1 {1t {5 2 1510
RZ; MR4E mNGS PR T 25 2 5824 & L (OR = 1.326, 95% CI [0.67~2.62], P = 0.66). /]
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Z K3 o8 BB (4 N, DAIGIRES R A AR &, GINAERS . A TCEERI . 7340 &% mNGS 45
RGP YR ARG, PRSI LS PR F0F B AN R 37 U5 UK (1 S TR FH o AR AR A 0 R AT
Nagelkerke R2 {4 0.419, ISR LA 53 (42 = 41.36, P <0.001). %45 5N B E TR TG4 T AT 5248
THIESE, SCHFImIR 7> 28 PLENE . (EIRREAERS . A o atipom M it gL i B R k& 5, CURB-65 X
B8 43 ZEL A I R AS B 55 U1 () ik 37 5 T 5] ¥ (OR = 13.46, 95% CI [3.54~51.17], P < 0.001) (W5 6).

Table 4. Comparison of etiological test results and adjustment of anti-infective regimens between low-risk and high-risk groups
= 4. KREESSREREFRNERIMRL S ZIREAXTEL

A 1 fE41151 (%) i fE 4151 (%) P! Pi
mNGS fHMEZR 42 (64.62%) 52 (94.55%) 8.77 0.003
WG FRBA P A 20 (30.77%) 28 (50.91%) 7.58 0.006
TR AL 20 (30.77%) 36 (65.45%) 13.04 0.001
UG 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
5. EEEPENEFRANY CAP BENTME S

i it RIFFEH n (%) ARE n (%) P 1t (Fisher)
AT 5 1 (20.00%) 4 (80.00%) 0.028
A 14 10 (71.43%) 4 (28.57%)

KH Fisher B UIMERZAE S0, AL /KHE a =0.05; "P < 0.05,

Table 6. Results of multivariate logistic regression

52 6. %FEZE Logistic @YILER

B/ B SE Wald y2 OR 95%Cl P1H
e 0.029 0.027 1.187 1.03 (0.98, 1.09) 0.276
HERL 0.633 0.632 1.001 1.882 (0.55, 6.50) 0.317
Paxil 2.600 0.681 14.567 13.46 (3.54,51.17) <0.001
PURGLTT R -0.629 0.463 1.845 0.533 (0.22,1.32) 0.174
E: AR NGRS R McFadden’s R2=0.289; Cox & Snell R2=0.292; Nagelkerke R2=0.419. "P <0.05 NZF BAH
it o
4. #ig

CAP HAERWMEE. BEIEBE IR SR, SN ERRFEEA I TA NS 2 —[9]. AHFFELA
CURB-65 X0 E NIZ D UIN R, S CAP BB 2IT % LB BRI /A, B R AN 5] XU 4
3% mMNGS TR R A2 0T T8 S U T ZAEE, SCE S LIS N E, N CAP R BRIt 2
YEPENEUFSCHE . CURB-65 VM E NI IRESE s A E 70 2 TR, HaEERAR LR T B35 kD)
RERAS . B Ve Rt M AR B I S P, X P S R PEAN AR BIAE SRR AE (1 22 57 b, FE E e
i SR AT RRE 0 JEUAR R IR ST, K T CAP 43 /21297 A% O BB B Al o

998 S SR ) 0 J2 22 5 AT B AN TR RIS 4 R B AR AU 5 A I AR 3 ) 1 FH 1 45 R - mNGS
HEMBFREAN KR LMo BER, ROET S BE B EE, PR AEE S, B
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PR G-, 17 mNGS IIHARM 15 L B 88 TR IS AR —— il & o BRI AR 1
RN SZ PR 23905 FH G2, R 58 % 2800 R AR It s iR A, JRHOE TR W SR A TR AR K
94 B S5 AR GRS A TEA (0908 SR ARSI, 3 5 BEAE AR DG AL 45 18— B[10]-[12]« MHELZR, 5 HLES SR KM
T JRARARSNETE, i AL B i JE RS TR TR R R R G, S EURBIE R S, IR R A S
b T WIREAR YD I . (EfHER I, IRAEREEI S Eai, #—2NE T mNGS 7E & fa
HEHEPNHME, sfadBa R et Ral. BB, B5RAEZ ERKY, M mNGS i
FEEUA LR X, NIRRT R SR (ORI . [ 75 2 WA IR mNGS AR RER, IR
FrAHE £ DNA (5 Hbfn s vl BEHE 2 1K RO SRS 5, A I A% rb )3 G XUt T e s e sl v
[13][14], HAEHMMAEDTESIGARIER . AAFLEERIB, Bk e SR FAEUR R, Xt
TR I R L FH Hp 75 B DG I 1) R

W RARSR AL A B 53 J2 22 7, 9 CAP 4 JE PTG T 348 1 BRI Ia ik dls , S 5 5 AN A XU 41
B GIRFFE R VA OC . mfe A e B m TUE A, FES BRI, &I 2 PR
Wi RIEINRECT, DLARAVERAE, TP Z A A B S AR R ARG, MR T 5 R AR IR
il 7 RN T R, MR RRPAA R FEUREERE . e MENEERIFE. K
WEFTH, PRSI 7 VR (8 B 25 5, SRR IR 75 2 T CURB-65 43 J2 & BLE BRI I e s vy fa i & s A
JeKH mNGS K, T RIS B S ARG R AR, PR Gy R R TR &, JCHIEH T
W IR Ve R R ARG R AT R RS N 45 & IR R YT, TECRIEISTT RO 1 R 38 S i 2
BRI, /D ERIT RN o R R A5 A

ARWFFEN CURB-65 432 RILE ] PSI/PORT 432 1 E Fr mNGS STk —20, HAHT 5T sk sk
R, SIEZH . —I CAP W 5T% PORT score | (i fadd, n=25)-1V (& /@4, n=6)7Z BALF mNGS,
S5 R WIR G PORT IV AHBHTEZIE 100% (3 FUkrASAR), TR-A gy S it 245 3% 535 FH i [15]: 35— CAP
BF TSR PSHI-IN (BAELL)vs IV-V (EFEA) 22, KBEEH B FHSHLE 5 5 L B E[16]; 290
CAP 5 LA PSI low (55E, n = 14) vs high (BiE SCAP, n=75)4r)Z, BALF mNGS fHMERE i, 16
SPUEIEAE[17]. XL EHHEET PSI/PORT vFor 4y B4R, SAHEF & fE41(CURB-65 > 2 7)) mNGS [
PEZR 94.550%. R A KLU 65.45%. FUE 7 EL 69.49% M W) A, HE— B IGAE T E 4 Z T mNGS 1)
ZRUAH . 5 PSIPORT VWA (RRZ . HHER, £iA 20 RIUELWEIRR, AT PR 55 PO N ) AH
tb, CURB-65 VT4 Y 75 5 Tl R ahs, BRAERIE. SRR, TEAREMSETR. AN RERRS
DL CURB-65 fE N M7 2 T B, Kk ik mNGS 7E CAP AN KU 2H 2 16 I B (DU e 7 2 1 B 5 4
TF 22.24%. ek A TG B35 00 P = 0.028), A T A AL SIS 5 mNGS 454 iFHE &
H, AETHES) mNGS fEKEIHX CAP 297 fam iRk S &8N A . #—P50FE T CURB-65 VP4 7E
CAP IIfi RE OB, HAE A R FMSI RN RS w, 8 7% RGeS, W
Je FIWT R B S AN . BPR R AT R RS . FERRE N TS R, BT i@ IS CURB-65 V7 SEILLE &
B, ULHAZVR o RENE AT IR W AR DR 1B P AR, RN R UG PR SR AL B A (MRS
TH. EREMNRAT R SR, 2HEEBMNIG SRR, AWM. BITRNL. BF R
ERMNRZ W TG, XSG TIRH T 7 M—— AR KA R, GNTE e H %,
BE—BARAL CAP 73 21297 5lE, ST+ TG VPN B HERf 1% .

25 I, CURB-65 732 T CAP [ IR RAFAE 9 J5 5 3R I B 05 A7 AE 22 S v, i S ot Mk e e
T ECIT IR ENE. mNGS 5 B E AR EAR F AR H B S h & H HEHY &, KR4 E6 72
SERA PR PR AR RGBT 77 %6 X fa B, R mNGS Kl SR B AA, R v A s g
FHE, SHERAEE, KA &SRR, Bt EEST.
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