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Differences of EBV-DNA and VCA-IgM,VCA-IgG affinity in early EBV infection in children
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Abstract:Objective To analyze the difference of EBV-DNA, capsid antigen IgM antibody (VCA-IgM)
and VCA-IgG affinity detection in children with early EBV infection,and to evaluate the diagnostic value of
EBV-DNA in early EB virus infection. Methods A total of 154 children with suspected EBV infection were
collected. VCA-IgM, VCA-IgG, VCA-IgG affinity,early antigen antibody 1gG (EBVEA-IgG) ,nuclear antigen
antibody IgG (EBVNA-IgG) were detected by enzyme-linked immunosorbent assay (ELISA). The differences
of the positive rate among EBV-DNA, VCA-IgM and VCA-IgG affinity tests were compared.,the consistency
of the test and to explore the possible causes preliminarily was analyzed. Results The positive rates of EBV-
DNA,VCA-IgM and low-avidity VCA-IgG were 29. 87%,10. 39% and 37. 66% respectively. The results of
EBV-DNA tests were in weak agreement with VCA-IgM (Kappa=0. 237) and were no consistency with VCA-
IgG avidity (Kappa= —0.009). The positive rate of EBV-DNA and low-affinity VCA-IgG alone was 60. 87 %
(28/46) and 63.79% (37/58) in all EBV-DNA positive and low-affinity VCA-IgG positive samples respective-
ly,significantly higher than VCA-IgM (6. 25%). Moreover,only seven cases were positive for both EBV-DNA
and low-affinity VCA-IgG. Only in the recent infection group, the positive rate of EBV-DNA was closed to
VCA-IgM and low-affinity VCA-IgG and the difference was not statistically significant (P=0. 873),the con-
sistency was also good. And besides, only EBV-DNA could be detected in samples of previous infection
groups. Conclusion The positive rate of EBV-DNA detection is high,but the consistency with EBV antibody
detection is poor and it also could be positive in previous infections samples. The diagnostic value of acute in-
fection with EBV in children still needs further evaluation.
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