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Mmi#F pgRNA R Z ZETFIMEIETTIE HBeAg /K FIEMH Z BT K B HBeAg F R
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X)&AR LX) R, R L, R F 0 400038 FEER, B A AR KA (A S BR R S — R BR e 4 ARk
TRITFERT , A T 7S B DR T B R S %

(fZ] Hm PP 0T 75 B 41 RNA (pgRNA) X R & B 1 4 & -a (polyethylene glycol
interferon-alfa, PEG-IFN-o ) 597 184 Z BIAT 4% ( chronic hepatitis B, CHB) B34 HBeAg %% [ i T R R
Jiik o BEHL 2015 4F 11 7 % 2019 4 7 HAEARH 125021 25 i) HBeAg PH% H 2 £ <50 S/CO 1y CHB
S TR BF 55, SR T PEG-TFN-o ML26 s 76 JBC3A 97 SER 1 101 PEG-TFN-a 347 3897 , HHHl 7
48~96 i, 1RYTEXTEE AT ISHEYT, DIRYT B U #E b HBeAg 2 & 56 BIKG F8 5 70 Jy HBeAg #
A4 (HBeAg % <1. 00 COI) Fl HBeAg RELBAL (HBeAg=1.00 COI) , 738 & FLL AL MRy 7 id e
HH R B AR AR S A AR L A, B I Logistic [8] )20 M7 & Z 1k TAERRAE # £k (ROC) PEA &5
TR Xt HBeAw BEBIMBUMAE S 4606 iR 2 ARHIEAT 13 B (13/25,52. 00% ) 1 56 B
HBeAg e[, FEL I U4 A I3 peRNA (HBerAg 7KV 22 7 BA GE 17 1 X (P<0. 05) s 52k pgRNA &
HBcrAg(r=0.575,P=0.003) .HBeAg(r=0.496,P=0.012) HA 5 Z % ; F L HBerAg 5 HBeAg
(r=0.888,P<0.001) & HBsAg(r=0.423,P=0.035) H A B ZE M &4 ; PEG-IFN-o JG77 i F2 0,25 fil &
# HBeAg BRI 458 Z BEL KOV 5 T R R AN R B ] A5 5% B 2 HBeAg 7K P B B2 34 85 T R e 1]
ZH(P<0.05) , K2k % 12 J&], pgRNA HBsAg 7KV T FE B i, Horh 3% B 20 pgRNA T [ 32 v TR % B 4
(P<0.05) , fEREMNBI i A h , HBerAg K- IS8 TR, AUTE 12 ~24 J8 I 55 B 41 2 B BRI
JERY R B (P<0.05) , HoAth I [i] 0 22 2 WL B 28 1k ; ROC il 2k 73 A 175 KR 2k pgRNA | HBerAg 2 Fiil]
HBeAg 1§ R AVELEFTRAR , 2 3R T Logistic 0117304 /R HEZL pgRNA JK-F-J216097 5 HBeAg i BR A
ST R 2R (P<0.05) , AUC 4 0. 763, cut off {5}y 2. 42 log,, copies/mL, 7 & & 69. 23% , ¥ 57 & hy
53.85%, &5 AIFRIILGG pgRNA 7E PEG-IFN-o 3577 (% HBeAg FHYE CHB S04 o HAT #0719 7 A4 9
DA e
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[ Abstract | Objective To evaluate the predictive efficacy of serum pregenomic RNA (pgRNA) level
in HBeAg clearance for chronic hepatitis B (CHB) patients treated with polyethylene glycol interferon alfa

(PEG-IFN-a ). Methods Twenty-five CHB patients with HBeAg positive and quantitative <50 S/CO treated
in our outpatient department from November 2015 to July 2019 were recruited in this prospective study. They
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were treated with PEG-IFN-o alone or combined with nucleoside and nucleotide analogs ( NAs) for 48 to
96 weeks. After treatment, the patients were followed up in the clinic. According to whether HBeAg was
cleared during treatment or follow-up, the patients were divided into HBeAg clearance group ( HBeAg

quantitative <1.00 COI) and HBeAg non-clearance group ( HBeAg = 1. 00 COIl ). The

characteristics and dynamic changes of virological indexes were analyzed for every patient during treatment.

baseline

The predictive value of virological markers to HBeAg clearance was evaluated by binary logistic regression
analysis and receiver operating characteristic (ROC) curve. Results At the end of treatment, 13 patients
(13/25, 52. 00%) achieved HBeAg clearance. There were significant differences in the levels of serum
peRNA and HBcrAg between the 2 groups at baseline (P <0. 05); Baseline pgRNA was significantly
correlated with HBerAg (r=0.575, P=0.003) and HBeAg (r=0.496, P=0.012), and baseline HBcrAg
was significantly correlated with HBeAg (r=0.888, P<0.001) and HBsAg (r=0.423, P=0.035). During
the treatment, the overall level of HBeAg in 25 patients showed a downward trend when compared with the
baseline level, and the decline of HBeAg level was greater in the HBeAg clearance group than the HBeAg
non-clearance group at different time points ( P<0.05). From baseline to 12 weeks, the levels of pgRNA and
HBsAg were decreased significantly, and its decline of pgRNA was more significant in the HBeAg clearance
group than the non-clearance group ( P<0.05). During the whole treatment process, the level of HBcrAg was
in a slow downward trend, and a significant decrease was observed only at 12 to 24 week in the HBeAg
clearance group (P<0.05), not at other time points. ROC curve analysis showed that baseline pgRNA and
HBcrAg were good indicators to predict HBeAg clearance. Multivariate binary logistic regression analysis
indicated that baseline pgRNA level was an independent predictor of HBeAg clearance after treatment ( P<
0.05), with an AUC of 0.763, cutoff value of 2.42 log,, copies/mL, a sensitivity of 69. 23% and a
specificity of 53.85%. Conclusion Pretreatment serum level of pgRNA shows good predictive value for the
efficacy of PEG-IFN-a in CHB patients with low HBeAg level.
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18 M 2 BT %8 ( chronic hepatitis B, CHB) £ &
HBeAg FHPEAAE AR 5w Lo 9] A T 68 1 0 JH e 1) ¢
AR R R S HBeAg FHYERY CHB B85 i 4 14
B HIR DNA (cceDNA ) & i I 5% 5% 55 3% IR %% U AH
57, CHB /93497 B bR i i /0 s 2% JIT R Ak 2k AR
2 FFI BB e 08 A0 TF 20 B 1) A A 38, AT ke AR 2
I B, SEAC A AF I (] . HBeAg []%% 2 HBeAg FH: &
FHIRIF B E H bR, S0 HBeAg B o E T AHE
AR AT WY S e, IR AL RN T R Y A R ] B R
60 PRI, I A 0o 12 S8 3 7 1 S6 9 BEL HBeAg
TR BR , SR 5 7E— 2038 5K HBsAg I 175 7 5% 8, i 1M 52
BUGRDIREIA @Y o BAF (IR) KHUm R 254 (NAs)
& H TN B iz w2 209, RS KM NAs 16
JTRERS TP HBY DNA &3 F B I FE SR T4 I
F,1H HBeAg B4 [ 3R 2 20% , K7 & 2697 5
4bF HBeAg (%52 HKFIFRESE PR A . 5 NAs
HHEE, TR (interferon, TFN) BEGSA LM ] HBV %%

I/ HBsAg Fl HBeAg 55955 73 £ [ 1 235 , [ I}
A A L o 4 R LA S 2 200 I A i A P 400 M D - )
FIRLIAE S TR BN (1SGs) 7= A 3 &
MEGF T EB RS ZMIURTFEASH TIERT
HBV & Hi| A5 S5 A W2 ok #2 , VR I A ¥ o 75 e
PEV T R

FISEBFFE M, R A IFN 3497 9 HBeAg FH: CHB
B, HIGYT 5 HBeAg % [ A 35 30% ~40% , [H 1,
FIELTF NAs, IFN 36 7 MHE K o SR IFN #rAR
o, ANRARZ, L, ZE1R YT RIS AR
HEEE, HAT, G R HE 1 TN J7 850000 48 br 45
HBsAg HBV DNA (ALT %, X S8 48 bR AE 510 B 20 19
R R A i B, (O 2 K U B R
J7 8 Ab F{IK HBeAg X & (1) HBeAg [HM: AFE VT BEFFAS
WM. MG R4 RNA (pgRNA) F1 2 BIRTF R AZ O
AP (HBerAg) S B R HBV JE (158 Y I 15 A 25
Yy, SR cceDNA A AH S B 558 . S8 ) i 9 IR S
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pgRNA F1 HBerAg ] 4 Jy FUl #5845 HI T CHB f& & #it
PRI TR T PR IEARL  JU T HBeAg FHAE H.
SE R TR/ CHB B T BB LA, 3
T AT 5 AEHTT pgRNA HBerAg 722 £ BT
Z-a( polyethylene glycol interferon-alfa, PEG-IFN-a) J&
ST HBeAg FHYEARIKF- 1) CHB 3 HBeAg Vi ERIY
TR S, vh T R 12 AR A BE LR T 8 b , AT 45
IIfi A HBeAg PHPEARAE /K V- OB PR REIRYT o

1 #MET®

L1 Jmbl3H

EHEMZ TARNT 2 X R TR«
( polyethylene glycol interferon-alfa, PEG-IFN-«) J&57
HBeAg FH AR E & /K F-#) CHB S8 BEAT ATIEPE ST o
ARIH E 7 R 5 T O T,
ChiCTR-ROC-16008735, ASWF5 i i A Bt FRZR 51 4
HAALE (2015 AERLIESE 28 5 ) o A ABRHME: DAF IR
18~65 % ; QHBsAg 2L 6 A H DL E, AT sk Rk
FIRA (1R FEPU 15 251 , F:2k HBsAg<2 000 U/mL,
HBV DNA < 500 U/mL, % 2 HBeAg [HVE H & &
<50 S/CO,ALT<2 fFIEHR{H LR ; @ S K@ % A
WEFE A R HEBR AR o : Il PR B2 A A A7 5 O
PEG-IFN-o i AR, 41 B B G e MEpm 45 s @ AR 4
PEGRBETEE N BT R EE A T R SO R O
IFRTAE AL JHF 20 0 55 5 @6 A H NG AT S e R 1 iR
7 s QU EIREUE 2 A IR RN A, AHEE
L, IETE F R NAs (8 A6 U R e 45 sl
BT Pt 5 Wi , SR FHIR & 2575 58, BIE ISR YT 1 2R Al |
JinA PEG-IFN-a, % F PEG-IFN-a-2a 1¥, PEG-IFN-a-2b
B 1R B ST AT IR ST, W0ih B DR A PEG-
IFN-a 1677 o HRILESTREZRD 48 i, 27 18 K 25
FRER | 12 R AR 8 S8 B AR 1 PR, (EA B
96 Jii ,#7 fE# HBsAg H1(50) HBeAg 1825 24 A JCH] 4%
A, W21k PEG-TFN-au 67 o 5 245 )5 4 L # EA T BT
WA 3 A HIRBEE A 1 12 o BEVII 1] =48 JH
1.2 Jrk
L2.1 WM il RAISEE Abbott 23]
4277 ARCHITECT i2000sr 942 { 5l G5 K567 i
M52 Ifl 35 HBsAg., HBsAb, HBeAg, HBeAb 7K 3, ¥
HBsAg £ 1>250 U/mL, W35 18 1:500 Lb 4 B J5 7
YA 5 2R FH Z BT 2 i 7 DNA T Al 15 4 (¢
Ot PCR 22 ) 4 I 1M 3% HBV DNA /K F (K3 B K
50 U/mL) ;3% H AX HITACHI 2 &) 4 7= [t 7600-020

R4 B S A AR I L7 ALT (AST [ TBiL. /K5 2k H]
H A% Sysmex 23 7] 42 72 () XT-2000i %4> [ 5h 4328 1ML
W BT ARSI 1 7 WBC \RBC \PLT /K-,
1.2.2 [fiL¥E pgRNA A5l K 11 & BT 58 0% 75 Hil
FENZH RNA & A 370 & (PCR-ZOG IR E, T
MEE S A ) BB R W) 32 ) A R i T
PgRNA JKF- A6 I Fip i 51 P A 1 4 Bl 4 1 a9 2
I aliA B RNA, SRS TR & A I pgRNA 7K,
2R PG T B A (5% 10 ~ 1x10°) copies/mL, ¢ i 4
MIBR 5 15 copies/mlL,
1.2.3 (3% HBerAg fall SR fi3EF LUMIPULSE G
RGN SRR B A% O AH BT 5L (HBerAg) 46 I 1t
G (Pl &6k, 1 PS4 3 I8 24 4G 56 i B2 4 ) G0 1f.
1 HBerAg 7K o B HEA LG o i B bR 8 i 5, 2%
FEAEVERANE W, 60 CF FlALFE 30 min, 56 Ji il
AEPRAREAS BB S min oAl HOWK BRI, S8 5
LUMIPULSE G HBerAg £ I e il 41 i FE A , 4524 A
LUMIPULSE G RGRAE T W IEAT , P REA S AG I B it
BRIBCE S E A E . KIS 3.0~7.0 log,, U/mL
(1~10 000 kU/mL) , %5 B A< 1y HBerAg e JiF 48 1o
7.0 log,, U/mL( 10 000 kU/mL) , il il fetHe ARRER 1375
XIREA TR , SR 5 BRI
1.3 MERIBAT

HRAfE A5 24 I BB 7 1o 7% rp HBeAg 2 5 5% B i
#4y 1 HBeAg ¥ 9140 (HBeAg 5E H<1.00 COI,n=13)
Fl HBeAg K% BHZH (HBeAg=1.00 COIL,n=12), &
B RGORM IR AR M BEAE 25 R Y7 I A) K B
Vi [ 5 B 045 I 48 B5 £ 45 16 J7 Hil pgRNA  HBerAg |
HBsAg HBsAb HBeAg HBeAb HBV DNA N JifZ)GE+E
bRy IGIT 55 12,24 J8 45 1 PEG-IFN-o j7 ¥7 B Az i)
pgRNA HBerAg, J6 47 M Fifi U7 3o #& vb 4 12 J8 A6
HBsAg HBsAb HBeAg HBeAb HBV DNA N it IGE+E
P, R AN DU F) ek ) A5, SR FH 1T 01 005t ARV a5
REE AT
1.4 it o

K F SPSS 23. 0, GraphPad Prism 8 431 %4 % %
PEHEAT o3 BT AL B, RO LUIRER (40 1) B Ak
7 AL HE AR X G 5 i 785 43 A1 Tk BEORER A o
BrE (oA BUR R ) rIE R, R ] LBk AR S
B g, R Z AR Logistic [1H7047 S 21808 TAER:
AEHTZE (ROC) PEH 25 F5 A5 % HBeAg 5 BR Y Fili 4118,
FETHEE S SR ARG A R BORE R B AR BUA A 56
P<0.05 JERAGIHE X,
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2.1 AZHRL

25 f4i] PEG-IFN-a J47 1) HBeAg [HPE B # iR
7 12 .24 JE UL KB 7 4 i (>24~ 89 Jal) i 43 i 7
(28.00%) .11 5] (44.00% ) F1 13 5] (52. 00% ) £ 5L
B HBeAg ¥ [, 1A J7 2 i 2 Wi 15 2% 15 1 (8] JC HBeAg
STPRIE 1 o FH 2 I A BF A R 3 BH AL 78 A 1% M)
HBsAg .HBeAg .HBV DNA . ALT AST ) % TBiL 7k F-2%
S TG X A4 34k pgRNA  HBerAg /K-
WIFFAEB] B 22 7 (P<0.05) , W& 1,
2.2 K iE pgRNA HBerAg K-F 5 Hpt o i 52 45

AR AR K

2k pgRNA 5 HBerAg HBeAg HA W& HHOCHE,
BB B r=0.575(P=0.003) .r=0.496(P=
0.012) ,{H5 HBV DNA(r=0.340,P=0.096) HBsAg
(r=0.346,P=0.090) FH M8 55, 73 4h, T LT
HBcrAg 5 HBeAg(r=0. 888,P<0.001) & HBsAg(r=

0.423,P=0.035) ¥ 5 B 2 & M1 6, 5 HBV DNA

(r=0.341,P=0.095) A JPEE 5 .

2.3 PEG-IFN-a %97 G 3 & dn iF F AR ARG 30 /) F &
14F &

PEG-IFN-o JG¥7 1,25 ] i 3% HBeAg # {4 7K
W5 Z HE R KT 5T R R B AN [R) I [E) R B A
HBeAg 7K - B B2 1 2 T AR B B4 (P<0. 05) o &
£k % 12 Ji,peRNA \HBsAg /K R FERA i, Horp i [ 41
pgRNA T iR & TR, 2R A5 i3 X
(P<0.05),12 Al J5 Wit An TR T V%, E%
AT, HBerAg K- 2 G218 T K 3 AUTE
12 ~24 JH| B4 [ 20 2R B0 o R B2 1) R R (P<0. 05)
A RS ] g H A D Sk R AR A, LA 1
2.4 HRBIRAEFIARTAN HBeAg & htd 3 B & 547

B 28 pgRNA | HBerAg, HBsAg 47 1 [H
Logistic [E[JH43#T, pgRNA 5 HBerAg %1457 J5 HBeAg
TH B BA B R B A A, T HBsAg AN & i35 52
R, WK 2. %2,

#& 1 25| PEG-IFN-o j5f7 ) HBeAg PR B EZFE L FRILE [M(Qy~Qs5), n(%) ]

Y5 hT HBeAg KHERH4H (n=12) HBeAg #:BA4 (n=13) vz 18 P{H

ARy % 34(30.00~45.00) 31(29.50~42.00) 0.623 0. 650
P51

5 10(83.33) 11(84.62) 0. 008 0.930

& 2(16.67) 2(15.38)
WEAE 125

WG 7(58.33) 6(36.15) 0. 371 0. 543

Z30 5(41.67) 7(53.85)
PEG-IFN-o J&¥7 B B i/ JH]

YRIT RN 53.00(48.00~72.00) 59.00(43.00~74.00) 0.138 0. 894

it FEL A 52.50(43.25~74.25) 60. 00(35.50~76.50) 0. 326 0. 769
pgRNA (log,, copies/mL) 3.59(2.58~4.37) 2.24(1.38~3.05) 2.348 0.028
HBcrAg(log,,U/mlL) 5.55(5.23~5.78) 5.00(4.80~5.65) 2.170 0. 041
HBsAg(log,,U/mL) 2.83(2.32~3.21) 2.81(2.05~3.03) 0.707 0.503
HBeAg( log,, COI) 0.64(0.39~1.14) 0.32(0.18~0.77) 1.958 0.052
HBV DNA (log,,U/mL) 1.70(1.70~1.70) 1.70(1.70~1.70) 1.041 0.728
ALT/U - L7 24.85(16.58~34. 83) 30.00( 18. 85~47.45) 1.088 0.295
AST/U - L™ 17.65(17.10~27.78) 23.30(19.60~31.55) 1.088 0.295
TBiL/ pmol « L' 11.44(9.05~13.87) 9.95(7.52~13.51) 0. 160 0.874
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P=0.004 0025
P=0.028 Siie
407 L= 000 Ty 407 p=0.041 P=0.021
3 P=0.040 5 R 5 P<0.001
E . P=0.026 E 307
= ‘ ‘ : 0 ! :
= T
% =RUE] R .
- 1T Rni=p)= HL B g
 p— — T T 0 T — T
2 244 {524 A 128 248 1524 B
. P=0.039
F=0.014 40 - [ 1 .p=0010 HBeAg AHFL 141
P;:O'026 P=0.052 }):0,021 [ ] HBeAg %:BA%H
g ; | P=0.001
= L P0.040 N D1 P<0.001
& s s g ; : :
i
HLg, o LB E
T T 1 ';F- — _:F_ —T T ;I-
7 12 J#] 24 J (=] C 12 8 24 J 52l D
A:pgRNA;B:HBcrAg;C:HBsAg;D:HBeAg
Bl 1 PEG-IFN-o ;447 CHB 312 B HIEFRRI B W E T
£ 2 FEAITRE R &R S FIERAT HBeAg & MR AT 48
95%CI
£zt AUC Cutoff ff  RELE(%) FERE(%) PR M —_—
THR IR
pgRNA (log,, copies/mL) 0.763 2.42 69.23 83.33 0.102 0.010 0.552  0.908
HBerAg(log,oU/mL) 0.756 5.00 53.85 100. 00 0.107 0.016 0.545  0.904
HBsAg( log,oU/mL) 0.580 312 100. 00 33.33 0.123 0.514 0.368  0.773
1.0 74/ HH%E;@A 3N, PEAN XS HBeAg T BR U2 , 45 R R, BE2k
08 —— = peRNA KT S TR T I HBeAg 1 I 1) 2 S 50 [ 22
|7 — HBsAg (P<0.05),Exp(B)=0.448, AUC=0. 763, #Wi{E H~
oy 0.6 .
% I x — BEL 2.42 log,, copies/mL, W3 3,
E 04|
OQJ 4 £4 EBEHELIEFHN HBeAg 755 # = 7T Logistic
7 U3 534
ok
02 04 06 08 10 o ] " 95%CI
T TiH B bRfERR RURTE REME Exp(B) E T
S - ) peRNA  —0.803 0.395 4.129 0.042 0.448 0.207 0.972
B2 ELERFHN HBeAg FkH ROC f£ Wi 2,318 1.207 3.688 0.055 10.159
2.5 RZKEBmAEFIAATN HBeAg Fhed $ HE =
7T Logistic =3 44 3 e
= — y 1‘ -I’
B P R R T A T U FE AR pgRNA (HBerAg L
JSCHRARE Hra] e X HBeAg 15 BR A LI (6 19 46 b TEAME T, 25 |3 5% PEG-IFN-a G979 CHB

U1 HBsAg ALT M50 55 #4722 PR G Logistic [a]

BERI A R H

BeAg 15 IR E 29K 52. 00% , 3% —
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BOtms T XU 25 HR6E 59 35. 80% FI LI %5 9 1Y
CHUANG 28 B9 $R 35 1) 48% , 1 e 5 A0F 55 vh A4
B HELE HBeAg A FHAIK-F H R4 & R T
NAs 75t PEG-IFN-« BIRYT R IEAG o b nl I, 2
A1) HBeAg FH%: CHB 35 B2 b a7 1)
SRNRESE L HBeAg W5 o DR BL, M¥Em &P 4k 23U
% , 7 PEG-IFN-o 3677 1l 38 2 Bt 2645 bk 7 126 O 2 A B
HAEZLEEME L.

R 4l 0 3 S L 2R 4 A0F 1T R0 31 PEG-IFN-«
TRIT B HE, WEAE O 8 I LR A 45 « AT 4R
B(FEHAE) A 5k B R L R ALT /K (2~
10 f5IE & R ) Ik HBV DNA i FE Ik HBsAg 7K
gt R s KRR PR BIF S & B, bR bR e HAK
N SRR AT AT AE — 28 R BR P, FRIAE E X A5 or
KTEMATEIEAE F, R, 16 R b s 7 R 2 1) Fi
IS4 HIRR G, LA 5 PEG-TFN-o Y7 RS2 o
w ik, N cceDNA (1) 3 5 K K & AT RS
HBeAg 7K V- K36 97 Ja WA &, (H I IR & 2 )
cceDNA A TG A, ME LT 32 1 8, 75 25 oK Hoft 1fn
TH2F A S (B2 S cceDNA 16 1

134 pgRNA F1 HBerAg J& Wi Ff H {if ¢ T CHB #if
TR IS AR S . B RS BE e W, 78
52 NAs IG5, 898 HBV DNA C IR A
ALK 8 7K, (ELIX 26 F8 5 1 T I AL 2T SR A R E A
LA RIN ; E— W5 R B, I pgRNA 5 iFIE &
JEVEI> M LT AL PE o Y B A O . AWFSE P LT- r
BETEIRYT R HBV DNA ¥ 40 T 8ARACE (KT
KT BR) ALk pgRNA 4734 T4 7K F-, L RE IR
JPIT R IE K, pgRNA ZKF- B W RIS, H L 156 AH E
T HBV DNA, pgRNA 1E 4 2Bt cceDNA & V)25 A 45
FRMEE A" HBerAg fi HBeAg HBcAg il p22cr
3 EEYA N, HBerAg 5 HBeAg . HBV DNA #H e P4
SR, FEPUIR BEIRIT R T R M G218, H OS5 A0
cceDNA B S IE PR UIAH G, PR 4 100 L Fl NAs Al
PEG-IFN-a J78% f5: 24 )5 & & LA S wiiill HCC & A= XU
ST MBS . AW HBeAg # A4 5
ARFL A TEIR YT R pgRNA (HBerAg W 351 45 5 25 1
BEXAE, HPIE P B A — M KL R, Logistic
(8] 05 43 BT T SE HEZR M3 pgRNA 1 HBerAg X6 YT 45 )
FLUA B0 AN S, BB (EL 53 531 F 2. 42 log,, copies/mL |
5.00 log,, U/mL,AUC 435124 0. 763 .0. 756 , H:rf 2%
pgRNA 7K V2697 J5 HBeAg i bR 19 S5 O 1000 5] 3=
(P<0.05) o AHF5E o8 3 XA YT 1o 72 R s bR sl )
SRR, FEE 12 8], i RS pgRNA 7KK i
TR, H A R AT R R v TR AR B4 (P<0.05) ,

12 J& )5 pgRNA T B3 B 16 08, AERE AT YT i 7
H1, HBerAg 7K ~F- 52 311 G2 1 T B e 35, (%% F 4 78
12~24 JAIF R0 H AR IR B R R (P<0.05) , fH LT
pgRNA [ FLEA PR T B, HBerAg 1T RN V- 22, 3X
5 MA %5 (RS ARAAT . TR iR 12,
24 FERTE 4> B4 7 51(28. 00%) Fil 11 ] (44. 00% )
HLHL T HBeAg # [, I K 12,24 J§] HBerAg 7K F
YERRYT 15 HBeAg T B 1) T R 7 (54 B o

AR AN R Z AL, H 56, T PEG-IFN-a
Wrks & ot AR RN Z , b AEEAT B, B AE IS 52 %
BB 7 RE I BB /D, S BO0F 9 Hp RS0 1149 81 4
B HOR R B4R JT 1 7 v HBeAg WY R B 11
I ) 4N 4k 22 4E K 97 2 T BB Ak 15 HBeAg ¥ B, i %
PEG-TFN-a J7RUBARAS o BRI, B — 2B RN k229
RAEAS i, R AIE YT AR Bk vh G T7 58 2 FG7  &
WMEE pgRNA [ HBerAg W 45 5 1) 25 5 B A8 A0 45 5 30 iE
HYF R E
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