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T RE S 5 HBV B 500 ~ 10260 19 48 5 bk, 4R 615 B
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4.3 HBV DNA & & GFHER )R Mm% HBV DNA
FE LR R R A BE 0 R BRSO W HBV {5 gk | ) I R
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5 B 2

I e B 2 1 BT B T 24 ) B T L 4 il AR HBY
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FHATT R G ST J7 5 » 28 B0 I 385 24 A5 W0 07 36 BT 24 109 40 12 12 it
7K S I M 9 A i Lk e A R A
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