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HE] BE WSS R EHKD Toll BEZ K 4 (TLR4) REFAERLKNLEZEME, [
BT f# TLR4 mRNA, THE v (FN-v). HAM A FR 23 (IL-23), BEHERIE (PCT), C i
F (CRP) 7EA[A™ B AR S M85 B & D IR K R 2W M E. AiE WEZE0H S E
PRI 20 DNA, N 56 B0 2 i 00 J7 12 4 TLR4 Asp299Gly {7 #i 248, RT-PCR Jj ¥k
Tfft TLR4 mRNA 3k, I 655 W B0 s o W 0 ofi % o IFN-v. 1L-23. PCT. CRP #FikK
Fo &R (D 7F TLR4 EH Asp299Gly i si AMFAEREKN Z A, (2) A I TLR4 mRNA £
B EWAS 1 RS2 AERMEMERITES T (APACHEIN) <20 41% 1 XK. EW4HE 1 X
5 APACHEI >20 4% 1 X, APACHEI <20 #41% 1 X5 APACHEIl >20 4145 1 RZEFWE
Gt L (¢ =5.741, 14.780, 10.500, P {H#<C0.01), IE#W 414 7 X5 APACHE [ <20
A5 7K, IEFYE 7 KRS APACHET >20 4155 7 X . APACHEIl <20 41%% 7 X5 APACHE
[ >20 5 7 REFYHSEITFE L (¢ =4.186, 13.830, 9.645, P ¥ <C0.0D). (3) Mk#
SERE S 1 K, 8 7 Kl IFN-y, IL-23, PCT, CRP & J+% (P ¥ <<0.01), TLR4 5
IFN-v. 1L-23 2IEME (P ¥ <<0.01)., (4) TLR4, INF-v K& 11-23 5 5 H(891.6. 84.5 %
861 pg/ LMW 5 . X 2 B Ik 35 A A BCRR EE I O 100% . 2WT ISR SR 57% . 5T% K 97% .
2% (1) 78 TLR4 M Asp299Gly i i R A M LA M. (2 HEMREEH TLR4 mRNA,
IFN-y. 1L-23, PCT. CRP @ik, HPEi /™ w B EH MM &, (3) TLR4 mRNA 5 IFN-v,
IL-23 1Y 2235 AT R e 33 0 19 5 F AR 1840 .
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[Abstract]  Objective  To observe the presence of toll-like receptor 4 (TLR4) gene
polymorphism on the venous blood of patients with sepsis. Meanwhile to observe the expression and
the value of the diagnosis of TLR4 mRNA, interferon-y (IFN-y), interleukin-23 (1L.-23),
procalcitonin (PCT) and C-reactive protein (CRP) on patients with different severity of sepsis.
Methods The subjects in the peripheral blood were collected to extract genomic DNA, gene
sequencing and enzyme digestion method is applied to detection of TLR4 Asp299Gly loci
polymorphism. The mRNA expression of TLR4 mRNA in peripheral blood was detected by reverse
transcriptase polymerase chain reaction (RT-PCR). The expression of IFN-v,11.-23, PCT and CRP
were detected by enzyme linked immunosorbent assay (ELISA).Results (1) The Asp299Gly site in
sepsis do not exist polymorphism. (2) The expression of TLR4 mRNA in peripheral blood in

patients with sepsis compared among different groups had significant differences on d1 [with Acute
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Physiology and Chronic Health Evaluation [I (APACHE [l )<C 20 group and APACHE [l > 20
group vs normal group,and APACHE [[ <<20 group vs APACHE [l >20 group, t =5.741,14.780
and 10.500,all P <0.01] and d7 (with APACHE I[ <<20 group and APACHE [l >>20 group vs
normal group, and APACHE Il <20 group vs APACHE [l > 20 group, ¢t = 4.186, 13.830 and
9.645,all P <€0.01). (3) Blood IFN-7, IL-23, PCT and CRP of dl, d7 in patients significantly
elevated ( P << 0.01). The concentration of IFN-y, IL-23 were positively corelated with TLR4
mRNA concentration in sepsis. (4) The best cutoff value of TLR4 mRNA at baseline was 891.6 pg/
L, with a sensitivity of 100% , specificity of 57% . The best cutoff value of IFN-Y at baseline was
84.5 pg/L, with a sensitivity of 100%, specificity of 57 % . The best cutoff value of 1L.-23 at baseline
was 861 pg/L, with a sensitivity of 100%, specificity of 97 % . Conclusions (1) The Asp299Gly site
in sepsis do not exist polymorphism. (2) The diagnostic rate of TLR4 mRNA, IFN-7 and 11.-23 are
relatively high in the diagnosis of sepsis. Patients with sepsis had high expression of TLR4 mRNA,
IFN-7v,1L-23,PCT, and CRP, and increased with the increase of severity. (3) TLR4 mRNA, IFN-y

and IL-23 might be used as a biomarker for early diagnosis of sepsis.
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it 2 0E Ay AL A X SRR G 1) s 0 2K T BT BRY fe e
A d B IR RS, HE— 2D R R T R BUR G R
T, Zin BRI LE A, G T U B
PR B DL R TRD R A X e T E 1 TR T R
I PR Ak BHOK - B 58 E 20 {8 R B A0 1) K 38 A1 S
FALTC W T K, IR R B B iy 2 R YT )
A TR RE R B B 5 o AR M S
I PR 2% 90 B 2 WL b I T L 5 i TR 45 2R
PRt B0 % SR A ) W i2 W K™ B R AR b A
Y, XPUGAEZEME. PR, SR
a2 N 5 R B OGRS, Toll Az K
(toll-like receptors, TLRs) ¥ KA 5 1 &
LA, EA PN, SHENZERES, A
B JIEAR S R S S Y . TLRA S TLRs Z %
R, BB Z B (lipopolysaccharide, LPS)
RMFCHE, 25 R%AEHF ™= E"", TLR4 fF1E
F AN £ &M (single nucleotide polymorphisms,
SNPs), AR[AZEM g SNPs § 0 TLRA Xt 45 & i
BB 8 e R S . A ET. TLR4 B SNPs f
FEELPAEIELE AREA K Asp299Gly i s,
W A AR DU ARER AT, BT LA, AR BT
FEEEH R R TR DU M T AE B A TLR4 5
Asp299Gly i si ) SNPs, 38 i Wi il A [m] ™ o 2 i
B TLR4 mRNA KR AE K T &k, WEEH
TE e F5AE AT BE 9 L
1 W&EEFE
1.1 BFSEX % 2014 4F 8 H & 2017 4F 11 H AAE
PR S A R B I e R BE A AR (I
%), BIFFA SEPSIS 3.0 B AE 2 Widn i . HE

BRbrifE: (1) RGPERZERFAZEGMERE: (2) &
EBHEA G AT REEMENGT B E (3 B
FIRITMEE (4D (O 8 AWAITIRIT IR
T (5) FR<I8FMEE: (6) T A
MR A . A dl . AR Sk A R A R T 43 DI
(Acute Physiology and Chronic Health Evaluation
I, APACHEID) #4441, APACHE Il <20 41
94 fil, B & APACHE Il ¥F4r ¥ <<20. % 54 i,
40 B, AR (64.947.4) &, FEBTEEH 55~
78 %3 APACHEI >20 41 68 #i|, ## APACHE
I PF53¥>20, 55 38 4, 2 30 fl, 4F#% (63.8+
7.2) %, ERNHEIN 50~75 % EWH. AHEN
Vi) 3F B= e A A v O A S 110 R 5 BN AT 32 B G 3
Wi s NHE 62 B, 3 37 B, & 25 I, AFE R
(64.5E£7.5) %, FWRWHENK 50~75 %, AHF
FXEAEEN ., FRTHMEF LG ITFEXL (P
=>0.05), ARIFRMFE (HR/RFEEREF) RN,
1.2 R FE

1.2.1 FRAEE BFFRANE T ABEYEEE 1 K&
ABES 7 RAMEGEF I 4 ml, 228 2%, 1%
2 mlBEJ5 VL& O24% 10 cm, 3 000 r/min B0 5
min >IN, 924 2 mliInA 2% EDTA B,
SRR AS R BE B IR VR S5 VR AF T —80 “CUkAR . Rt
xRl

1.2.2 TLRA LR ZEM MR 5 i 5 K
HAERXARBOLH & (Blood Gen Mini Kit, [
Rt AR I AR AR, HaS CW2087)
BECFEA DNA, W H 4 B 3 i F5{¢ (Thermo
Fisher Scientific, ZEE) MR DNA WE, ¥
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1 TLR4 £ K Asp299Gly X 48 (& E ABI 2\ #)
PCR {¥), #£ http://www. ncbi. nlm. nih. gov/
projects/ SNP/ B4 2 i) 56 [ )3 51 i 47 51 9 i 3t
Xib BT 36 037 5 0 primer 5. 051 #5883 #E 4T B Y
EESI I, SIaEIE. a5, 519F
5. TLR4 Asp299Gly, FH#5I4¥. 5'-ATACTT-
AGACTACTACCTCCATG-3", F ¥# 51 #. 5'-
TTGTTGGAAGTGAAAGTAAG-3", [l K 4k
PCR 7= % TLR4 Asp299Gly ( TIANgel Midi
Purification Kit, ' [E KX A4 #6526 R4
", Hsk5 DP209) . BRAEIHE A UIEE Neo 1 I,
fiih Neo [: 5 =+ CY TCATGG =+ 3'; 3+
GGTACY Ce+5", N IR HEBE RS AT HL Yk (&1
HARAED HEIEYI =Y, RGBT B A 7
BL A (LI DNA Marker 1 b #H X 2y F i &
FRifE)

1.2.3 FFEWF  xFaifb iy PCR =4t 47 )7
ChEAE R R IEH A FD .

1.2.4 ANAEIM TLR4 mRNA R 5 360 - ot
1% 5% PCR 2 BUF A4 B0 RNA J5. 17 Real
Time PCR #& il TLR4 mRNA F kKl (3% H
ABI /& @] PCR f%), £ NCBI gene bank F &
TLR4 (4t X P47 51 e, 514 4 Bk 43 il
H: NR-H-TLR4- Fi#514%) . NR-H-TLR4-F i 5]
Y. TH-GAPDH- I ii# 51 % & TH-GAPDH-F {if
508, 518 ¥ 5 4 0 k. 5-CATTGGTGT-
GTCGGTCCTCA-3", 5-CCAGTCCTCATCCTG-
GCTTG-3', 5-CCAGGTGGTCTCCTCTGACTT-
C-3'J% 5'-GTGGTCGTTGAGGGCAATG-3',

B ACE L2847 8 45 T8GRI AT &
=277 ACtempa = Ctymma Ctye )y WS
4 GAPDH,

1.2.5 [fii%H IFN-y, 1L-23, PCT, CRP & ##
) FAEEEC G W B (enzyme linked immunosorbent
assay, ELISA) J™A% #3005 0474000

1.3 St S8 SPSS 13. 04T
GiitepitE, SR £ FoR. W2 HEE
Il 2250 0. 22570, SR SR 3R Jr 22 0 b7
(One way ANOVA), J7Z AR, R B
By, AH IR B R R AR DG AT . 2 I e T Y
U B e S R A2 i H TAERRME (receiver
operating characteristic, ROC) Hi £k 7 #r, P <
0.05 N ERAGIT RN, WFrEEREZEN, X
Fe R ALK R It 4T Hardy-Weinberg - fiif 6 46, 18
Ji HaPloview 4. 28R 4b B, Xt FE S [1] fr) 32 R 784 43

A B A r FE IR BEAT 07 s [ UGS, o=
0.05) JEIHE A BL KA L H b (odds ratio,
OR ) fHH1 95 % iy Al {5 X [a] ],

2 #R

2.1 TLR4 Asp299Gly VI 5 4558  H M TLR4
Asp299Gly i s 28 BR il £ 4% R N YT B Neo 1 g 1)
Ja, AW TLR4 Asp299Gly v & PCR =41 R
218 bp, KRIWIZASHEKEAE (K D,

Marker

200 bp
160 bp

100 bp

. ] DNA Marker 20; TLR4 & Toll #5324k 4
Bl 1 TLR4 Asp299Gly £ & Nco T 8417 ¥y vk &l

2.2 EEWFPLEFRE XEEVIAET4ifk A PCR =9 it
AT, 25 F W R 8RR, AW TLR4
(Asp299Gly) i fSayRR %2 (K 2),

280 290 300 310
SAGCAGTTGTCTCCAACAGCATTTAACTCACTCTCCCGGG
>, L S P T A F N_ S L S S L

c L @ @ H L T H S P Vv

. TLR4 & Toll BEAZ 44k 4
Bl 2 TLR4 (Asp299Gly) [ &%

2.3 RT-PCR # 9l #h Ji . TLR4 ) mRNA &
ik TLR4 mRNA FiE 45 5. 5 1 K IE % 4.
APACHE [ <20 41, APACHE [ >20 4 TLR4
mRNA FEik/F 51k 816162, 13244231, 2 124+
639, APACHE Il <<20 41} APACHEIl >20 4t
EFHAHEBEE (r =9.000, 22.000, P ¥ <
0.000 1), APACHE Il >20 41t APACHE Il <20
MU B E (r =15.000, P <<0.000 1), % 7 K
IEH 4, APACHE [l <20 41. APACHE I >20
41 TLR4 mRNA ik 73l 2 822 £ 167, 886 &
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206, 10974448, APACHEIl >20 ZH{5 80 B & T
1IE# 41 & APACHE Il <20 41 (¢ = 4.500,
3.830, P {H¥1<C0.01)., IE# 45 APACHE Il <
20 HZEF RGBS (¢t =1.100, P >>0.05),
% 7 KX APACHE [ <20 %1 2 APACHE Il >20 4
TLR4 mRNA MM ILHHRSE 1 KRR TR (¢ =

8.700. 17.000, P fH¥<C0.000 1), WK 3.
4 000 -
o .
3
K x
R 2000F *
28 200} A i
3 v
ol B
"E ool et py ‘e
~ ame BES LA -
000
0 L 1 1 1 1 Q_
I II I v \'% VI

451
He TR 1 RERWA; DR 7 REFH; MRHE 1R
APACHEII <20 41; IV W% 7 X APACHEII <20 41; V
JE 1 K APACHEI >20 415 VI B8 7 X APACHEI >
20 215 PBMC J8h 8 i S A2 4 ; TLR4 24 Toll HEZZ44 4
B3 £4 PBMC TLR4 mRNA #ik

2.4 ELSIA A3  IFN-y, IL-23 & PCT
Fik %1 RIEW 4L, APACHE 1 <20 41 &
APACHE Il > 20 4 IFN-v 4% %K (107.9 &
47.01) pg/L, (183.3+62.53) ug/L M (252.8+
83.52) pg/L; 1L-23 3%l k. (501+223) pg/L.
(1 9574657) pg/L Al (2 980+713) pg/L; PCT
I3 (0.2540.06) pg/L, (2.6244.03) pg/L
A (5.97+6.66) pg/L; % 1 K APACHE [l <20
% APACHE Il >20 4l b $5 452 HoE # 49 8
WE (¢ = 7.564 f113.550, 19.000 Al 31.800,
4.020F19.010, P {H#<C0.01), APACHEI >20
Mk APACHE Il <20 ¥ B W 8w (1 =
13.550, 14.500, 5.810, P {H#<C0.01),

7 K IE W 4. APACHE 11 < 20 4 M
APACHE I > 20 # IFN-y 43 %] A (105.5 +
47.01) pg/L. (108.3£47.46) pg/L K (154.94
71.05) pg/L; 1L-23 4351k (499 +217) pg/L.
(5364252) pg/L F& (890+359) pug/L; PCT 434l
H(0.2540.06) pg/L. (0.99+1.11) pg/L K
(3.18+4.17) pg/L,

57 RIEW A Fk48hr 5 APACHE [l <20
HER LG T FE X (r =0.2884, 0.490 I
1.249, P {¥>0.05), 1B APACHE Il >>20 4%

IEF 4 ERIEFR A B S (¢ =4.619, 4.800 )%
4.606, P {9 < 0.01), APACHEI > 20 4 %
APACHEII <20 HW ¥ B (¢ =4.619,
4.800M4.606, P {H1#)<C0.01),

% 7 X APACHE Il <20 41 % APACHEIl >
20 41 IFN-vy, 1L-23 J PCT AN M LS 1 K
B R (¢ =7.176, 14.0005%3.089; P {H <<
0.001%0.01), W1, B 41~6,

R 1 MREESE A FIRIR ROC #{H

o L AUC UK R
(pg/L) %) %)
Toll KE3Z & 4 mRNA  891.60 0.975 100 57
THR Y 84.50 0.952 100 57
1L-23 861.00 0.992 100 97
[ 45 2 R 0.83 0.866 85 100
C M H 8.25 0.894 97 50

. ROC HZ I TARRME: AUC 4 T

800 7
2 600 [ .
o
=
N 400 |7 o
h 2 oo
= 00
- v ‘e
v a ﬁ * i
0 1
VI

51
e IFN-y BTH#HEv; [ RH 1 RIEFH; 1HHE7TRIE
WA M A% 1 K APACHETT <20 4l; VA% 7 K
APACHETI <20 41; VA% 1 X APACHEI >20 41; VI
HF% 7 K APACHET >20 41
B4 miEH IFN-y £k

5 000
- 4 000 [
=
> e
E) 3 000 |
o
S o) am
=

[ *e
1000 o ‘ i a
- .
J\Y

I
EIJ
He ITAEIRIEHEH; DRE7REFH; MHE 1R
APACHEIl <20 41; IV % 7 X APACHEIl <20 41; V
J55 1 K APACHEI >20 4; VIM5 7 K APACHEI >
20 ¢
B 5 i IL-23 Kk
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30
R4
~ AM L ad
= 20
D) A o
=Y N < o
~ A
= N
£  1f oo
o
”ﬂ&ﬁf—
0
I I m v v VI
AR
W PCT HBEESEE; | A% 1 RIEFH; 1% 7RIE

W M ME 1 K APACHE T <20 41; IV A% 7 K
APACHEII <20 41; VA% 1 X APACHEIl >20 41; VI
JE5 7 KR APACHET =20 41

B 6 g PCT £k

2.5 TLR4 mRNA 5 IFN-y, IL-23 ) PCT #i X%
PEO BT S HZLAMC M, 4 1 K TLR4 mRNA
5 IFN-y. IL-23 #£ APACHE [l < 20 4 M
APACHE Il > 20 #H 19 #H & & %20 5 4 0.949,
0.957#10.914 9, 0.910, TLR4 mRNA #l IFN-y
K 11-23 FiRABAE (P {HI<T0.000 D, 57
K TLR4 mRNA 5 IFN-y }% 1L-23 £ APACHEI<C
20 4471 APACHE 11 > 20 41 i A0 & 2 504> % M
0.116 2 &% 0.110 A1 —0.1751 & 0.040, TLR4
mRNA Fl IFN-y XA XM (P EHH>0.05),
2.6 TLR4 mRNA, IFN-y, TL-23 X il ik 25 A
iz Wi B A B 1 K TLR4 mRNA K
IFN-v, IL-23 % 4% i % ROC #ii £, TLR4
mRNA, IFN-y, 1L-23, PCT & CRP gy ih£ T i
F1 (area under curve, AUC) 4 % & 0.975.
0.952, 0.992, 0.86650.894, A HIf 1L ki
M, TLR4. INF-y K& 11-23 435I HL891.6 pg/L.
84.5 pg/L J861.0 pg/L WAL, X & Bl &
i BRI BE Y R 100%0. 2 WT IR SR 57 %0,
5T% K 97% ., WK 7, £1,
3 itig

FE Z 5 Pk 48 5 W E 5 B R R AR
SNPs, fistfe 48 5 0% WG &L . SNPs W] g5 2
FEEAE . FE R Y A 4 AR SOH B A R AR
MR, PEAEAUARTIRE . A B B I R R R K
ZYWIRYT RN AR S5 R Y A SRR T 4 TG R T
1M JC Y RE AR B 58 R WD MR BE G & 5 P TLRs
AT A 5 53 B T B S R R RN A T AR
S, Frlh, TLRs 3 2 25 M ar DU i 35 0 19
Gy N B ERE Y. T TLRs B9 SNPs

FECT MG B, S T R R AR
K. M S 8 TLRs A 5 /9 4% P I Ry 2 Bl
AgL0 0 TLR4 B9 SNPs 16 G~ 4 & A 5 10 ik 24
W 585y, Hoh TLR4 Asp299Gly K4 &R
B H Z R Thr3991le 77 22 R B 5 =5 28 i BUL
WFoE i A 3e 57, Lorenz 285 & Agnese 255 BF
FE W], TLRA % SNPs 5 I i B 0F & 5 . ™ H 2
JE RS . (B A iR W TLR4 Asp299Gly K&
Thr3991le & £ 25 P 5 e 5 o &0, ARBFS
TEPEDUR Me 30 % TLR4 19 Asp299Gly {7 f
WFFENT G2, 56 DI e B 07 35 DR A7 o iU 245 SR 45
K TLR4 B9 Asp299Gly 2K Z 81, 5 Ahren
SR ) E 5T A L, AT RE 5 AR BF 5T B B D
X,

1.0

0.0 0.2 0.4 06 08 10

1-H¥e 5B
. TLR4 4 Toll BEZ A 4; IFN-y N FIE v; PCT Mk
R ; CRPA C RN EM; ROC HZIXH TAERE
7 ABEE 1 K%ZiX#H TLR4, IFN-y, 1L-23, PCT,
CRP ROC £

TLRs 5 19 5B 15 5 % T30 % 15 HLAAR 5 982 7
e R E EE A, BT R IR R AR S
TLR4 #06 » 7E5 LRI UL (0 08 47 1 G0 38 s g
RN, LA S 4 B G g NG, N IR BERE Y Ak
KR B X, W R 5K AT fig R R 2 B K
W 17 7 AR . TLR4 32 840 A 78 B A% 40 i
H s TR, AW S I R A B oF A I R A% 2
Fil . % e OE BB 4T TLR4 mRNA F3k 00, LU
APACHE Il ¥¥43 20 43 43 5t #E A7 e 15 i 7™ o 72 )32
e, HEEER, TLR4 mRNA #£ikk§ APACHE
11 PEAr 3 v R AR KOF 5 e 3 i ™ 1 78 3 5 4 A
Ko AWFFEEE L] SIE RN L P ™ AR B S 0l
TLR4 A, NERATMEEEAE B2 W . PEA SG )T
AL T EENMCY . B IRATHE— P IR A S
BEAE J 0 HL ) B2 it A I, 5 RT IR B 9T 45 R
AT
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e FEAE B 42 5 TLR4 i 3 I 3] LPS i #8415
TLR2 il TLR4 3 [\ /¢ 5 09 85 B {5 = % 508 2% A
K, g5 T Bk My R AE T A R
IL-23 2B R 7 Z RIKA M H +, J& T IL-12
FiE, m— WA pl9 A1 pd0 i 5 6 5 8.
ENPERAER F. 1L-23 S50 MA 51k, &
B WA, FERAER VAT PR EEEM. 1L-23
AERTAKAGANE, %% IFEN-y /=4 EH
Tac 42 T Wk 48 M. K AR RCET R AE A IR
IL-170 0 AR WF oY & BLMe A R 55 1 K IFN-v,
IL-23 ) £ ik 7€ IE % 4. APACHE Il < 20 4.
APACHEIl >20 Az M 22 R WA Zit#E L (P
fH5<0.01); 5 7 RBRIE# 415 APACHE I >20
HUESRASE T FEL (P <0.01) 4, HAe4H
E WM 2R EEITFE L (P HY>
0.05), FRWIHREAE £ 75 BEIR J7 B 18] 1Y E 4 TFN-y
1L-23 7K B G AU, 100 B 4 0 S g Y 8 ik 55, T
R AN R 5 17 A2 (L B WG 1 8 45, 5 Gordon' iy
I AL . ASBFST KB, BREEAE B H R OGF
1 X) TLR4 mRNA #ik 5 IFN-v. IL-23 W] & 4
* (P {E¥<C0.000 1), % 7 KA TLR4 mRNA
5 IFN-v. IL-23 ®ETLMHXMHE (P {HI¥>0.05),
ViU e L 80 TLR4 mRNA 5 IFN-y, 1L-23 %
IKE G, B T BIECE D, BITESS SR AT T K
R IVBGIESS . HAT, 4 SpEAf e 7™ 5 R B 0 S0 06
EAEFR FE N CRP K PCT, {H CRP AHE X 51 4 4
(AL, PCT J&FEG R AT, T 4 T Jak g i vk Ji2
Thim s XA R YL 51 W R AE A 2 W E N, A
WFFE W T 1 3% CRP, PCT ik, FWHHYS
TLR4 mRNA 2355 IFN-v. IL-23 F+E R, 9F
W] LR ds b B 2 bR e W IR 45 i I R & 50, 5T
B FEAH L

ROC ] Lk 952 95 12 W 1) 5 g B Fn e S
FIAH B G R AT E . ROC 9 AUC 512 Wb #h 1
WIE FEE L, AR WS LA 1 K TLR4 mRNA,
IFN-v. 1L-23, PCT. CRP #ik%i %547 ROC &
38T ABLEY AUC 4350 0.975, 0.952, 0.992,
0.866 & 0.894, # I, TLR4 mRNA. IFN-y,
1L-23 f AUC # T PCT. CRP., 7 #f 5% % Wi,
TRL4 mRNA. INF-y K& IL-23 4% %] Bt 891.6.
84.55%861.0 pg/L g BN s, X K Ik B AE 1Y B
R R 100%, WS E N 57% . 57% &
97 %, FRW] = X e 5 5E 1Y 12 W 0 (5 2 3 =
(U E 4 100%) . AT WL, TLR4 mRNA. IFN-v,

IL-23 AlfE N B2 Wibric ¥, HRRE S F PCT.
CRP.
FIzsohoR A M 39 75 R 77 76 ) 25 vh o

2 % X W
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