ERAR I E ¥ 4% 2013 4 11 H 4 34 %% 21 #] 1Int ] Lab Med,November 2013, Vol. 34,No. 21 o 2837

MRS 5 -
ZEIFFR%mE DNA 5“ZFA " KA X A2 IRKFAR

FrALa
CGFRRFTARER, &Rk 454690)

% E:BM KA EAFXREHBVIDNA A F"HX X A, Hik &4 240 #) 2R R FRITF X & & 447
AT % 4 A R OR B B S, R R W) 2 (ELISA) & R b & 2 R A B4k R (FQ-PCR) A& R “ AT # »F 7 % HBV-DNA, 5 2f = & 4§
MEMEIFHOHN ., R FRRACHBNFHXGEHF HBV-DNA MME 2R 45 RE, £ F ¥ H %% & L (P<0.05, HB-
sAg(fait) HBeAg(Fadt) = HBcAb(Fa M) 4 X 49 % % HBV-DNA fadt £ & 4 F % & .9 # 4 95.68%.(6. 72+ 1. 56) pg/mL,
7 s, HBeAg(Tabe) BE X 49 % % HBV-DNA [ £ % 4 %3 & F HBeAg(MI OB X (P<T0.05), “ZH AN E"H X 5
HBV-DNA Fa bk 547 8] 248 % 1 (* =36. 78,r=0.30,P<C0.05), #if “CH A £ # X5 HBV-DNA 48 Z iRk4k, TH A T
A A BB KT LT RO AE 6 T 35 AR

KR LAmE.LE; DNA; AHFiFie

DOI:10. 3969/j. issn. 1673-4130. 2013. 21. 021 ERFRIRED A NEHS:1673-4130(2013)21-2837-03

A clinical research of relationship of hepatitis B virus DNA and the “two and a half pairs of hepatitis B”
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Abstract: Objective

B” models. Methods

assay(ELISA) and fluorescent quantitative polymerase chain reaction(FQ-PCR) were employed to detect the “two and a half pairs

To investigate the relationship of hepatitis B virus(HBV) DNA and the “two and a half pairs of hepatitis
Two hundred and forty patients with hepatitis B were enrolled as study object. Enzyme-linked immunosorbent
of hepatitis B” and HBV-DNA, respectively, and their correlation were analyzed. Results Patients with different “two and a half
pairs of hepatitis B” models showed different positive rates and contents of HBV-DNA with statistically significant difference(P<C
0.05). The positive rate and content of HBV-DNA in patients with HBsAg (positive) , HBeAg (positive) and HBcADb (positive)
models were the highest, which were 95. 68% , (6. 72+ 1. 56) pg/mL, respectively. According to pair-wise comparison, the positive
rates and contents of HBV-DNA in patients with HBeAg (positive) model were both higher than those with HBeAg (negative)
model(P<C0. 05). The “two and a half pairs of hepatitis B” models markedly correlated with the positive rates of HBV-DNA(y* =
36.78,r=0.30,P<C0. 05). Conclusion The “two and a half pairs of hepatitis B” model and HBV-DNA may complement each oth-

er and act as reliable indicators of early diagnosis and curative effect evaluation of hepatitis B.
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