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evolutionary rate after 1 year by the sampling data within

& four months. The paired- t test is used to evaluate the
AT T A g ftiE 2 B -“é-‘fﬁ?% B hE RS hypothesis, and that is significant between the results of
TEAN S AP PR R AR E L own prediction and the real evolutionary rate (the
*ORIER - PRI SR S o A AT P-value is 0.32). The results verify the feasibility of the
AR AR PR FFH S TS BRI own method.Then, we apply own formula to calculate the
EQCE) L RBITR AN e MlEL RS mutation rate of the hepatitis B virus. The long-term (40

AP R R B R BRI EY ST B years) mutation rate is computed by our method, and the
) ?ﬁg FES B B A S B RO results are similar to related researches. Own formula
FEBF L B(PEE0.32) M AFT raE 2 B would be a useful technology to HBV sequence
LR R E 2N v o Bid > Apad o phylogenetic analysis of bioinformatics.
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The main of this research is to derive the formula of s RIEEFY 0 B RRBS R DL R R

mutation rate of the hepatitis B virus. We use the -2 RAd ko PIAEMPA RRF L THEEE B
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characteristic and competent of short time sampling 8¢ & 2 14x107 ~32x107 = 3 g (Mutations) » e o

sequences to derive the formula for long term evolution. ARG BB FRRELIFIFES DY 0 Al
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We make use of the formula to predict the evolution result ~ * B Fe— B 74— i » R iE- E S R0 R4
after a period of time later. In this research, we modify ~ 5 & R#F > Sh s L5525 B¢ A2
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