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Study on the Relationship Between Five Hepatitis B Items in Different Models,
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Abstract: Objective To explore the correlation analysis of five different models of hepatitis B with hepatitis B virus DNA (HBV-DNA) and serum
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alanine aminotransferase (ALT).Methods A total of 509 hepatitis B virus (HBV) positive patients diagnosed in Gao'an People’s Hospital from January
to June 2018 were selected as the research subjects. Five hepatitis B items were tested by enzyme-linked immunosorbent assay (ELISA) and HBV-
DNA by fluorescence quantitative PCR (FQ-PCR) method, ALT was determined by lactate dehydrogenase method. According to the results of the five
items of hepatitis B, they were divided into three major yang (HBsAg+, HBeAg+, HBcAb+) in group A, three small yang (HBsAg+, HBeAb+, HBcAb+)
in group B, and two small yang (HBsAg+, HBcAb+) in group C. Five hepatitis B items of different modes were analyzed. Correlation with HBV-DNA
and ALT.Results (DThe positive rate of HBV-DNA in group A (87.50%) was higher than that of group B (50.64%) and group C (34.33%). The
positive rate of group B was higher than that of group C,the difference was statistically significant (P<0.05); @The ratio of HBV-DNA quantification>
1.0x105 (64.84%) in group A was higher than that of group B (18.47%) and group C (30.43%), and the ratio of HBV-DNA quantification <1.0x10*
(23.08%) in group A was lower than that of group B (64.33%), group C (60.87%); the proportion of the three groups with HBV-DNA quantification of
1.0x10°~1.0x10° is 10%~20%; (3 There were 70 cases of 509 patients with hepatitis B in serum ALT =50 U/L. The proportion of ALT=50 U/L in
group A (34.61%) was higher than that in group B (0.90%) and group C (0.89%),the difference was statistically significant (P<0.05), but there was no
significant difference in the ratio of ALT =50 U/L between group B and group C (P>0.05).Conclusion The five test results of different models of
hepatitis B were related to the amount of HBV-DNA and the content of serum enzyme ALT. The five test results of different models of hepatitis B for
patients with different models of hepatitis B had clinical significance for the diagnosis and treatment of hepatitis B.
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