EAA | A | S

EEER KEFIE

ES S AER FEH % | HEH 68U00073 /A
L2 3553 2 e ME

BB thar i EETRETEYE SHELSR Fundamental computational molecular biology

B d e S R Be SR —EE 7 B

ABERR 60 A EEAR 43N

15 55185 /1221 1 ZHH125036

A3 5183 /1221 1 BI04
ERASE / EEA83E 11221 1 L1598

A (R ELE ST RS RS FZ0FRRE -

DT EVVERRI PRI RATE T AT SRR R - 0 T BV ERRIN T DA BRI RI RS
— -~ HBH WS T SR TR AT - TEFARIERN R A VISR - 5 (58 THmIIE a1 - 51
£2(Objective) &/ ppea 2 —F DI AARIEA F SRR TAE MERI E2 R - AR U E (TR R & & at
RN > SRR E SR A AR A an B AT

Couny OIS w5 TR - SEDIER

=~ BHMA £44 ¢ Introduction to Computational Molecular Biology {E3 : Carlos Setubal, Joao Meidanis Hiffiit:
% (Outline) : PWS(E L)

~ B2

3 (Teaching EL

Method)

Computational Molecular Biology
Pavel A. Pevzner
g(f;ffwe) The MIT Press
Biological Sequence Analysis : Probabilistic Models of Proteins and Nucleic AcidsRichard Durbin,
Sean R. Eddy, Anders Krogh, Graeme Mitchison Cambridge University

2009/9/21  Introduction R
2009/9/28 Sequnce Comparison SR
2009/10/5 Sequnce Comparison R
2009/10/12 Sequnce Comparison =B
2009/10/19 Database Search B
2009/10/26 Fragment Assembly Y]

2009/11/2  Fragment Assembly Y]


C:query.asp
http://webap.asia.edu.tw/courseinfo/
http://www.asia.edu.tw

2009/11/9 Fragment Assembly Y]

%(éﬁi’% 2009/11/16 Hrfr# =
2009/11/23 Physical Mapping I
2009/11/30 Physical Mapping )R]
2009/12/7 Physical Mapping B
2009/12/14 Phylogenetic Trees Y]
2009/12/21 Phylogenetic Trees =B
2009/12/28 Genome Rearrangement R
2010/1/4  Genome Rearrangement e
2010/1/11  Genome Rearrangement U
20101118 HIRE U

 Emiaton)  HEE10% - {££30% ~ HI1#30% ~ HIA#30%

J\ > HERAL
it (http://)

BT

SRR R4 Viewable With Any Browser & 1024 x 768 Resolution -
FEACES 41354 & rhifi G TR I 150058 TEL: 886 + (0)4 + 2332-3456 FAX: 886 + (0)4 + 2331-6699 © Asia University, Taiwan



