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Alternations of coronavirus genome structure caused

)

by selection pressures affect viral gene expression,
pathogenicity, evolution, adaptation
and antiviral drugs design.

*}5{ D FRIB

PEp:110& 1 % 15 p(E#HT)
R . b= 10 pF 00 &
N 13 ﬁq;fnf‘)}% C%TP o 405 %



—BFRNEFEFZ %M
REREENERTLH FLFLBXAEKL B

WXE T
e | 15 % . 5 F ;
Z K Z # g %
fiA | x = %% KER w3 g |5 A x 4
fe)
%3038 % P EEURIBERA ELALEBEIHK
! “K'f’ﬁ“. ™ 7 3 N 75 ! N Y ~
1972 £ B B M IS 110/1/15(Z.) %gg gi’g‘&%i’i ﬁ&%@%’r ziﬂ';%g
@4 A MR (R R BUAPR) £ 1000 LEPRC|HEX Alte;;a;';{ons of c?rilz:/i'r‘us g?Zme "
y¢ | & " < 2 < _ 7 ,'1‘ o7 o | 52 .
PRI | 50 BLALR %Bﬂ.»%ﬁk. 8 &/ " 2 405 structure caused by selection pressures
(BZERBRRKEKEER) 110/1/18(—) y P
3 3% M F%13: 004 affect viral gene expression, pathogenicity,
@ Py evolution, adaptation and antiviral drugs
(BZRERBLEGHESR) design.




	獸病所
	一百零九學年度第一學期
	獸醫病理生物學研究所 博士學位論文考試名冊


