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ME:. BE  RODEIRSI IR O MR (CAHD) 85 1738 BEREF B 5 AR R BR AT R ARG, ik
TEHL 2016 4£ 9 F % 2017 48 11 A & BB — MR BE RO 18 A RHBGR 1 SEL CAHD #EA75R 3 ik 5 8 %

106 A FEXS 4, R AR bR B ki 2 45 R 43> CAHD 2 (n =68) 19 CAHD 4 (X B4, n =38) , ¥ T ARG IK HiE =
23 JE AT SBCRE e I ot G o 37 S T [ B (TC) =k H b (TG) AR5 I8 45 1 (LDL) | i %% ¥ IE 25 11 (HDL) | 1fil bR 1R
(UA) 7R3 3 TIRTT RIS 2 321X B B S MAEAS S g, 2 HEFEMEAEA DNA 4R BGRF] &5 AR IBGEMEHEA DNA R
JH Mumina MiSeq - £ S i i 380 1 00 77 , A0 52 1035 M 8 R 2 82, X M T R R 2 8 15 L L PR 7K P A T AR DG
Bro &R SXRAZIE A, CAHD 43230 B I UA TC \LDL /K- & 2 Ft = , HDL /K- 1 AR (P <0.05)
2 2R 2R W TE R R A 2 8 BT, AT R T) SR RE R ) R BT R T IR A8 0 100% , BRAT
T HRBER T CHLRIAT] I AT TR SR R 2 R B G E X (x* =0..009,0.000,0. 000,0. 000, P >0.05) ; 5%+
HRZH A2 L4, CAHD ZHHFF BT T4 1A = BE/N (P < 0..05) | JEEREG T T 40 = BE S (P <0.05) . CAHD 26 52
B-AETE TR AN A TR =F B /N TR R 21038 (P <0.05) MR AN A I = BE R T X IRAL (P <0.05) ,2 HZ I B-LTE A
PRTE A AN TG 1 2610 100% o CAHD 23230 AT 1 H | Burkholderiales F \XUSCAF I H \FLERFF B H 4058 F B2/ T
YIRAL(P <0.05) ,2 AZ IR H WA 1A H | Burkholderiales H YU 1A H (ZLERFF T4 H 4818 Kt #44 ) 100% . CAHD
3R E W AL 55 BR 18 B Erysipelotrichaceae B4 T+ B K T X BE2H (P < 0. 05),2 20 52 40 3% 11 b 5% Bk )
Erysipelotrichaceae B K L F 10 100% , CAHD 21572 X H WA 14 )8 | Roseburia J& (FLERFT W& | AUEAT 141 J8 48 14 =F
BE/NFXTHEA (P <0.05) , Blautia J& ,Odoribacter J& Ruminococcus-2 J& . Faecalibacterium J& . Alistipes J& . Subdoligranulum
J& 5% B R Stercoris AR T £ R FXHBZH (P <0.05) ; CAHD 2% 3% Odoribacter J& \Alistipe J& 20 & #6: H Z/NF
X HRZH (x* =3.892.8.853,P <0.05), 2 4032404 Il UA /KF-15 XU A5 B L 7L IR FF 1 8 20 1 =F 5 52 M 6 (r =
-0.562,-0.112,-0.429 . -0.045,P <0.05) , 557 K # @ 4 76 £ )% B IEAH 54 (r =0.781.,0. 193, P <0.05) ; CAHD
HZIRH M UA KV 5 Burkholderiales H AR 32 IEAI S (r =0.716,P <0.05) , 5FLIRAT W B 41 3= 2 771 A 3¢
(r=-0.687,P<0.05), 2 42X I TG KF-SHAFF# H . Odoribacter J& 4T F ¥ £ MK (r = -0.761, -0.354
-0.323,-0.256,P <0.05) , SR BN 40 32 5 L IFAH S (r =0. 867 .,0. 447, P <0.05) ; CAHD 428X 1. TG /K5
Stercoris FANTE TS IEA I (r =0.258,P <0.05) . 2 H3ZRFHE Il HDL /K75 TH AL 8E K R 2 B 40 40 18 1 3 5 1F
HIK(r= 0.650.0.146.0.597 0. 012, P < 0. 05) ; CAHD 21 3% i # Ifil. HDL /K -5 #0O8E B 140 B 3 2 IE A2 (r =
0.656,P <0.05), 2 #3213 Ml LDL K75 IH AL BBk B RL 2 i A0 i = S A (r= - 0,497, -0. 036,
-0.839,-0.181,P<0.05), &5it CAHD Zi{&E 5X AN EEEEFEREAETT N H BB FKEFE—EE
St WA TE BB 5 CAHD SR8 0 MG | M bR R /K AH G
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(UA) levels in patients with coronary atherosclerotic heart disease ( CAHD). Methods One hundred and six suspected
CAHD patients who underwent coronary arteringraphy in the First Affiliated Hospital of Xinxiang Medical University from
September 2016 to November 2017 were selected as the study objects. The patients were divided into CAHD group (n =68)
and non-CAHD group ( control group) (n =38) according to the results of coronary angiography. The fasting elbow venous
blood of all patients were taken on the next morning after admission to detect the total cholesterol (TC) ,triglyceride (TG) ,low
density lipoprotein (LDL) ,high density lipoprotein (HDL) and UA levels. Fresh fecal samples (5 g)were collected from the
patients of the two groups before treatment. The fecal sample DNA was extracted according to the method of the fecal sample
DNA extraction kit. High-throughput sequencing was performed by using the Illumina MiSeq platform to detect the intestinal
flora abundance. The correlation between intestinal flora abundance and blood lipid, UA levels was analyzed. Results
Compared with the control group,the serum levels of UA,TC and LDL of patients in the CAHD group increased significantly,
while the serum levels of HDL decreased significantly (P <0.05). A total of eight bacterium phylum were detected in the two
groups. Among them, the detection rates of Bacteroidetes , Tenericumtes , Synergistetes and Actinobacteria were 100% ; there was
no statistic difference in the detection rates of Acidobacteria , Tendericutes , Synergistetes , Euryarchaeota between the two groups
()(2 =0.009,0.000,0.000,0.000;P >0.05). Compared with the control group,the abundance of Bacteroidetes of patients in
the CAHD group decreased and the abundance of Firmicutes increased ( P <0.05). The abundance of B-aproteobacteria of
patients in the CAHD group was less than that in the control group (P <0.05) ,and the abundance of Clostridia was more than
that in the control group (P <0.05). The detection rates of B-aproteobacteria and Closiridium were 100% in the both groups.
The abundance of Bacteroidales , Burkholderiales , Bifidobacteriales , Lactobacillales in CAHD group was lower than that in the
control group (P <0.05) ,and the detection rates of them were 100% in the two groups. The abundance of Pepiostrepiococcace
and Erysipelotrichaceae in CAHD group was higher than that in control group (P <0.05) and the detection rates of them were
100% in the two groups. The abundance of Bacteroide , Roseburia , Lactobacilleae and Bifidobacterium in CAHD group was less
than that in the control group(P <0.05) ;the abundance of Blautia ,Odoribacter , Ruminococcus-2 , Faecalibacterium , Alistipes ,
Subdoligranulum and Escherichiacoli in CAHD group was more than that in the control group( P <0.05). The detection rates of
Odoribacter , Alistipe in CAHD group was lower than those in the control group(y* =3.892,8.853;P <0.05). The blood UA
levels were negatively correlated with the abundance of Bifidobacteriales and Latobacillus (r = - 0.562, —0. 112, —0.429,
—-0.045;P <0.05) ,and were positively correlated with the abundance of Escherichia(r=0.718,0.193;P <0.05) in the two
groups. The blood UA levels were positively correlated with the abundance of Burkholderiales (r =0.716,P <0.05) ,and were
negatively correlated with the abundance of Lactobacillales (r= —0.687 ,P <0.05) in the CAHD group. The serum levels of
TG were negatively correlated with the abundance of Bacteroidales and Odoribacter(r = -0.761, —0.354, —0.323, —0.256;
P <0.05) ,and were positively correlated with the abundance of Clostridia(r =0.867,0.447 ;P <0.05) in the two groups. The
serum levels of TG were positively correlated with the abundance of Stercoris(r =0.258,P <0.05). The serum levels of HDL
were positively correlated with the abundance of Peptostreptococcace and Clostridia(r =0.650,0. 146,0.597,0.012;P <0.05)
in the two groups. The serum levels of HDL were positively correlated with the abundance of Tendericutes(r =0.656,P <0.05)
in the CAHD group. The serum levels of HDL were negatively correlated with the abundance of Peptostreptococcaceae and
Clostridia(r= -0.497, -0.036, —0.839,0.181;P <0.05) in the two groups. Conclusion The abundance of gut flora in
CAHD group and control group is different in the level of phylum,class,order,family, genus and species. The abundance of gut
flora was related to the blood lipid and blood UA level in patients with CAHD.

Key words: coronary atherosclerotic heart disease ;gut flora;blood lipid ;uric acid

e IR Bl Bk ok FE BE AL 1 O I S ( coronary
atherosclerotic heart disease, CAHD) 218 i N ZRIET-
)RR Z— o AR & B, W R 2K
Y5 CAHD (@I o0 ) v 8 1R B I .2 BB
VRIS AR AT RIS A e i R S
AR AR WA S 45 B9 % B, CAHD 57
HE AR CAHD ZIXFH EBUA W IS 2, A 4
B E Rk AT 25 0 T R R I
B 18 B A I B SR, 2 TR R Y PR IR (uric
acid, UA ) Ab FRRE 7 5 FLIER AT T M WU AT 7 & i

Ko HHATIMAR L UA /K-F5 CAHD & 17 iE 1
HEFER R AR WA AW o i 0y 5
LBV CAHD U il s i R S5 1M1 L i UA oK
PR F, BN CAHD RYi2ia S ST i S

1 ARSI

1.1 —f&#ER ®PE2016 49 H £ 2017 4£ 11 H
W P e o — B I Bt I A PR RHUACYE 114 B 1B
CAHD HA7 4R 3l ki 5 K & & 106 5] Sy F 58 %5
L ZAFE R BACE R H 2 AT &0 (1) &
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ML IR B R R AL O RS 52 15k 1 8 T A R B 5 I R L PR R K ST AR DG £ 625 -

THACIE T A 5 e PR 72 5 (2) JCHT B %5 (3)
ToO MG 5 5 (4) Tol&Ge; (5) ToNimi st 5 (6) 1
AN H LA AR FAEART 52 0 Ji 3 181 3 K% I 7 25 990 5
(7) ToWE DRI S 3500 38 B R 2R R A At [ R, P
AR WA AR B0 K it 5 45 ALk AT A 4, e e AR
Bk s Ac BT CHTRE S e S A e AR Bl ik
2O 1 SCE LRI SN =50% # 5 4
CAHD 41, HoAR 5| i} i 41, CAHD 4 68 fil, J 54
1), 4 14 5], 7488 37 ~75(60.23 £11.26) % 5 {& i
8% (body mass index, BMI)18.5 ~23.9(26.84 +
3.15)kg « m ™75 AL IE SO 5], A WM sk 47 . Xt
NB2H 38 ], 58 30 ], 4 8 ], 4R % 33 ~71(61.55 =+
10.99) %; BMI 18. 5 ~ 23. 0 (26. 26 =+
3.64) kg - m 7 EIALE 28 5, A WHH B 26 ], 2 40
SZARE AR PR BMI 5 I Hs WA 58 b AR 22 S G
Gt FE L (P>0.05) , RA W ik, AHFRAEE
B fe 322 D12 AL UE , 52300 G 38 i O 4 38 A
TR,

1.2 FZRFEMFE 5. i UA JE 50 (e
SOV BB AR F]) , 405 DNA 52 50
& (At RARA AR A BRA 7)), MetaVx ™ S
i tian & (2 B GENEWIZ 4 w)) ;4 H 3 A Y1k
A ( B A H 372 F) ), Qubit 2. 0 Fluorometer
( Z£ [ Invitrogen 23 7)), Agilent 2100 A= 4 73 #fr 4%
(& Agilent Technologies /3 H] ) , lllumina MiSeq [
AP (2 E Dlumina 245]) .

1.3 2 AZKEMAEFN M UA KFEEW 2 432k
BT GG H G =23 B AR Bk i 10 mL,
P4 B SR A2 o3 A ASCRS: I i, 37 i AEL 1] i ( total
cholesterol, TC) . = [t H i ( triglycerides, TG ) | ff %%
R H (low density lipoprotein, LDL) | & % g &
F1 2 A E M F MAS R M FRE; K F LL &

Tab.1 Comparison of serum levels of blood lipid and UA between the two groups

1 (high density lipoprotein, HDL) £z UA 7K~

1.4 EEREXRFEER DNA R 2 HZiH
BFa) 7 AR S S A NS ¢, BT T
PRFECEE , B 1S TUKEIRAF,S h AR IBUHEAS &
DNA,JE T —80 CokAA LR B , sl AL 5t RARAEALRL
HOA PR AR DNA SEEUR] S TR DNA
1.5 BER#EMNSEENF H GENEWIZ(7;
M) 24 w) R AT Tlumina MiSeq - &5 747 I 7y F1 & Ji
0 SR R o R DU A5 B 4 T S 0] reads
AT LR i R PR A R P S A N
JPo, PR B Y S > 200 bp (9751 Zead i g
U8, BRI S T I, I ZAR B 7 5 T ] $#AE 2y
Z5 BT, (operational taxonomic units, OTU ) 4341, {# F
VSEARCH(1. 9. 6) #:47 F7 51 52 (7 SR PE N
97% ) , FLXF 16S TRNA 224 dR 7 H Silva 123, %t
PERNEF I AT RN o3 222000, FEAEA R b 232
HCE NG REAR RS 8. 1] ANOVA %
T3 CAHD 20 5% BRAHAEAN R 2328 R Ik By
JE2ESR

1.6 ZEits4b38 )i SPSS 20. 0 # A4 4e it
PO THEGORHASEL £ FRufE2E (v £5) 3R, 4
] PR I ST REAS o AGr s THECBE R LA 3 R 3R
7R x5 5 R I Pearson 3 HEATAH SE 4347 5
P <0.05 A gEE L.

2 HR

2.1 2AFRKEMABERM VA KFELEER 29081
F 1o SRR 520 A, CAHD 21 32003 1ML ¥
UA TC LDL 7K &g 2 Fh & , HDL 7K i 35 [ AR, 22

A AR (P <0.05) 52 HZH M TG /K
FH A ZE RIS (P >0.05) .

(x xs)

215 n UA/(mmol + L") HDL/(mmol - L™") TC/(mmol - L") TG/ (mmol + L") LDL/(mmol + L")
popiizEi) 38 311.56 +63.18 1.68 +0.21 3.64 +0.53 1.75 +0.24 2.26 +0.51
CAHD 41 68 374.64 £56.16° 1.06 £0.10* 4.72 +0.85" 1.81 +0.31 2.84 +£0.43°

H GXTIRYL P <0.05,

2.2 2ARREMERHFEILR

2.2.1 2 HAZRNEMEREHTKEEELE %45
KWK 2, 2 W2 H B W AT KT EIbk
RN JRRER T T R ] AR T i
LW BERE ) BRI w8 Nwi T,
EjXTREZAH L, CAHD 20 32 305 04T o 1) 4 7 =F B
/0N JEREE TR TN B 3= BE I, 2 R A it m X
(P<0.05);2 HZAELILETT RITFE T R
T VBRBEDE 1] VEL IR ) ) o o 40 2 5
BESRTGEIT¥FEL(P>0.05), 2 HZil& M

FRATT JREERS ] RIE R 1] R BT T R A 5
o0 100% 5 %t HE AL ARAT B 1) VIR RE TR 1] L LR 1
1T BT 34 B 57, 9% (22/38)
13.2% (5/38) .13.2 % (5/38) .5.3% (2/38),
CAHD 22 iR FEARAT ] BB 1) R
T A R B 58.8% (40/68) . 14. 7%
(10/68) .11.8 % (8/68) .5.9% (4/68) ,2 £ Zik
FARAT BT RORE B T ] LSRR )l B T A
R ZE R IG I # 2 L (x* =0.009.0. 000,
0.000.0.000,P >0.05) .
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x2 2HZKEMEFRVKFFELR

Tab.2 Comparison of bacterial phylum-abundance between the two groups (¥ xs)

@ on TR

LN T T AT 2y pp T AL T 1, 19 Th —H TPRS
R JREER ] I W AT BRBERT HFRHI Tl

XPHEZH 38 22264.8 £1203.2 11 583.4 £926.1 3064.2+101.5 1562.4+66.9 468.4+72.5 29.8+£5.3 16.2 5.9 3.7+0.4

CAHD 4 68 14472.8 +1 041.3*  17590.9 +1 154.8* 2526.3+85.7 1354.5+73.5 396.3+64.1 32.2+6.7 13.4+1.1 2.6+0.2

T GXFIRA LA P <0.05,
2.2.2 2AZKEMHERBENKTEEERE 4 2.2.5 2HAFREMERHBE. MKTEEELR

KU 3. 2 2K o 1E = A AR 2 15 A TE
#. CAHD =i (1 B0 W 49 40 vl = B2/ T
Xt B AR B AN AR - R TR IR, 2 e it
(P <0.05), 2 2k B-LIE i 49 AR il 4
2 A L R0 100%

®3 2HZKEMEFRHNKFFELLLR

Tab.3 Comparison of bacterial class-abundance between

the two groups (xxs)
i3
2551 n e FE pE—
Gk B HMN
papitskiil 38 7270.2 £312.4 855.3 £82.7
CAHD 2 68 13 868.6 +1 085.7* 245.5 +34.5*

W GATIRYL P <0.05,
2.2.3 2 AZREMHER#HBKTEEERR 4
%JFH%4 2 41 374 g T TR R R AR E 19 AT
o Hr CAHD 437X F WA E B . Burkholderiales
Eﬂﬁﬁlﬁﬂ%ﬂlﬁ%l$r$?ﬁ%é
ZRAGIFE (P <0.05), 2 A2 H W H
H .Burkholderiales B . YUECATF I H FLERAT IH H 4 13
it %348 100%
®4 2HZREMERFBEKFEELER

Tab.4 Comparison of bacterial order-abundance between

the two groups (x xs)
Nia
415 o M
WHFFEHE  Burkholderials H MU EH ABITHE A
el 38 21358.1£917.6  834.6+58.1 752.8 +84.7 256.4 +52.4
CAHD #4168 13911.6+843.5" 243.3+46.9* 333.6+73.1%  162.6 £62.4*

i X A P <0.05,
2.2.4 2AZREREEHBKFEFERER 25
RIS 2 M52 il R AN ) 35 A4S TE
Flo Ho CAHD 4 52 3K & 1 1k & 2k = F
Erysipelotrichaceae B H F 1 KT XTRA, 2R EHR
HEE (P <0.05), 2 203230 T 10 B Bk i )
Erysipelotrichaceae T} 40 7 ¥ H 2R354 100% |
®5 2HZREREEHRKEFELER
Tab.5 Comparison of bacterial family-abundance between

the two groups

i
R e e
T A R AR Erysipelotrichaceae F}
X HEZH 38 56.2£6.3 10.2 1.1
CAHD 4 68 84.2 +8.9¢ 133.8 £22.4*

E X BRAL P <0.05

5 6, 2 32183 I A 2] 99 TR
J& o Hrfr CAHD 432135 AT 1 J& | Roseburia J& |
FLERFT & OBUECHFT PR I 4 B =F B /N T X BR A (P <
0.05) , Blautia J& . Odoribacter J& . Ruminococcus-2 Jg .
Faecalibacterium J& | Alistipes J& . Subdoligranulum J& |
i TR | Stercoris it 4 18] 42 BE R TR HRZH (P <
0.05) . 2 HZI#  Blautia J& AT 14 & XU AT
W& | Faecalibacterium J& . Subdoligranulum & . 3% %
I @A %358 100. 0% 5 %f B 4H Odoribacter J& |
LA M J&8 . Ruminococcus-2 J& | Alistipes g LR
FF R A 243 51 81. 6% (31/38) .94. 7% (36/
38) .100.0% (38/38) .92. 1% (35/38) .55.3% (21/
38); CAHD #H Odoribacter J& . B3R 20 1 I )& .
Ruminococcus-2 J& \Alistipes J& . FLERTT B & 16 H R 4y
5k 63.2% (43/68) 94.1% (64/68) 98.5% (67/
68) .66.2% (45/68) .60.3% (41/68) ;2 HZikH
Hh I B B R Ruminococcus-2 J& | FLER AT 7 J& K
HAR 2R G2 5 L(x* =0.000.0. 000,
0.009,P >0.05) ; CAHD 24523 # Odoribacter & .
Alistipes Ji& 41 T K5 2/ F X4 B4 (x° = 3892,
8.853,P<0.05),

*k6 2AZFNEMEERHE. MEELER

Tab.6 Comparison of abundance of bacterial in genus and

species between the two groups (¥ xs)
TS +E

X HRZH (n =38) CAHD 4 (n =68)
Blautia J& 24.6 +6.2 290.0 +20.5*
Odoribacter J& 169.6 +31.8 205.4 £54.7°
AT R 18 237.4 +1 361.2 9374.7 £617.3°
HHL R 1481.4 £106.4 914.3 +87.6"
BT T T 752.8 +64.1 333.6 +36.7"
Ruminococcus-2 )& 93.5+11.7 889.2 £76.4°
Faecalibacterium J& 1274.2 £178.9 2 865.6 £213.5*
Alistipes J& 741.2 £41.4 1536.1 +183.8"
Subdoligranulum Jg& 416.5 £63.0 1024.2 +100.1*
B KRR 54.6£4.9 378.7 £69.9*
HIERF B 5.9+0.8 3.1+0.3*
Stercoris Fft 33.0+4.1 68.0+6.7%

P+ S XHRALIH P <0.05
2.3 In UA.TG.HDL ¥ LDL X E5i7EHMEF
EHMEXME ZPRILE T, 2 2603 1 UA K
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EBUBAT P H LR R 8 41 R R A OC (r =
-0.562,-0.112,-0.429, -0.045,P <0.05) , 5
A QA i 4 B 5 B BE AH DG (r = 0..781,0. 193,
P <0.05), A0 6 4E CAHD 41 &% % ; CAHD 41
ZARE M. UA 7K F 5 Burkholderiales | 41 B 7 B 5
EAASE(r=0.716,P <0.05) , 5FLERATH H 414
BERGAEYE (r= —0.687,P <0.05) ;A IR4] UA
IKV-Y Burkholderiales H FLERAT B H ICAH M (r =
0.658.0.562,P >0.05), 2 HZikXE 1M TG KTV 5
$UFF B H . Odoribacter J& 40 1 F B R AAH K (r =
-0.761,-0.354,-0.323,-0.256,P <0.05), 5
MR TR F B 2 IEAH G (r = 0. 867.,0. 447, P <
0.05) ; CAHD 437k # Ifi. TG /K5 Stercoris Fj 4l
PR R IEA G (r=0.258,P <0.05) , 2 HZiX#H
I HDL 7K P55 TH AL FEBR R R AR 1 49 40 T 2 5 52 0
FI(r = 0.650.0. 146 .0. 597 .0. 012,P <0.05),
CAHD 4 i 1. HDL /K- 5 BORE B 1] 4i B = B
BIFAXE(r=0.656,P <0.05) , 2 213t # Ifl LDL
TP 5 THALEEBR A B 4R B 20 4 1A = B2 1 2 fRORH OC
(r= -0.497,-0.036, —-0.839, —0.181,P <
0.05) , JAHSCHFE CAHD 21 3 i 2%

%7 I UATG.HDL % LDL /X F 57858+ EHiaklE
Tab.7 Correlation between blood UA, TG, HDL, LDL

levels and gut flora abundance

Wt HAZH (n =38) CAHD 41(n =68
Wit n=38) (n=68)

LRI E= 7N

r P r P
UA Burkholderiales H ~ 0.658 0.421 0.716  0.041
BUECFF T H -0.112 0.006 -0.562 0.028
FLERFF# H 0.562 0.145 -0.687 0.014
FLERFTF H & -0.045 0.016 -0.429 0.013
WA IR 0.193 0.041 0.781 0.016
TG AL 0.447 0.012 0.867 0.036
W H -0.354 0.037 -0.761 0.023
Odoribacter J& -0.256 0.031 —0.323 0.043
Stercoris T -0.544 0.254 0.258 0.028
HDL TR ] -0.522 0.265 0.656 0.045
AL 0.012 0.014 0.597 0.034
AL R E R 0.146 0.032 0.650 0.023
LDL AR -0.181 0.043 -0.839 0.013
Wik ER -0.036  0.028 —0.497  0.035
3 itig

CAHD Sy tge i DL B0 L8000 , g 258 2 AT
AR KRR R TR LT . AT, CAHD
AL i AN SE 4 is A o AR A L UA
S5 CAHD By R A4 R EE YIS, 1984 4R, F
WFEEYCUE W] T FEAIX TC A1 LDL JH [ 5 n] AR A
CAHD %55 % FTSER | ML 5% & CAHD )
Bfak R, W5 R, HDL KP4, CAHD X

BB T BRI, CAHD B i UA
K5 CAHD A8 F2 B2 52 TE AR OG , J2 Sz i Sl IR 2y ik
oA AR R A ST A bR . WESE SRR IS S R
FAE 2O DU BE [ Bl ST fE B R L AR 4
R, CAHD 4 53 TC LDL,UA /K- % Bt 40
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