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Abstract : Objective To investigate the correlation of Epstein-Barr viruss-DNA (EBV-DNA) load with im-
munity,liver and kidney function in children with Epstein-Barr virus (EBV) infection. Methods A total of 90
EBV-DNA positive children admitted to our hospital from May 2016 to May 2019 were selected as the research
subjects. According to the difference of EBV-DNA load.44 cases were divided into low load group (<(5X10'
copy/mL) ,24 cases in medium load group (5X10' —5X10° copy/mL) and 22 cases in high load group (>>5X
10° copy/mL) ,and another 50 healthy children who received physical examination in the hospital during the
same period were selected as the control group. T lymphocyte subsets, immunoglobulin (Ig), alanine amin-
otransferase (ALT) ,aspartate aminotransferase (AST) ,total bilirubin (TBil) ,and urea (BUN) ,serum creati-
nine (Scr),and uric acid (UA) levels were compared in each group. The correlation between EBV-DNA load
and T lymphocyte subsets,Ig, ALT,AST,TBil,BUN,Scr, UA was analyzed. Receiver operating characteristic
(ROC) curve was used to analyze the predictive value of DNA load on abnormal liver and kidney function and

immune status in children with EB virus infection. Results With the increase of EBV-DNA load,the levels of
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CD3" T cells,CD8" T cells,IgM, ALT,AST, TBil, BUN, Scr and UA gradually increased (P <(0.05),while
the levels of CD4" T cells,CD4" /CD8" ,IgA gradually decreased (P<C0.05). The IgG levels in the low-load
group,medium-load group and high-load group were higher than those in the control group (P<C0.05). EBV-
DNA load was positively correlated with CD3" T cells,CD8" T cells,1gM,IgG,ALT,AST, TBil.BUN, Scr,
and UA (P<C0.05) ,and negatively correlated with CD4" T cells,CD4" /CD8" ,IgA (P<Z0.05). The area un-
der the curve (AUC) of EBV-DNA load for predicting abnormal immune status in children was 0. 849, the
sensitivity was 85. 46 % ,and the specificity was 82. 53% ; the AUC for predicting abnormal liver function in
children was 0. 754, the sensitivity was 82. 20% and the specificity was 80. 37% ;the AUC for predicting ab-
normal renal function in children was 0. 701, the sensitivity was 79. 24 % ,and the specificity was 80. 02 %. Con-
clusion The EBV-DNA load in EBV-infected children has a certain relationship with the immune status and
liver and kidney functions. With the increase of EBV-DNA load, the body's immune and liver and kidney func-

tions decrease.
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