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Lconcepts on Biology will be introduced if they are necessary in applications.)

HRIZ (#HitRAE R - fF& +  Lecture notes on Computational Molecular Biology.i

AR - HAREEEFR ) Reference:

(1) Computational Molecular Biology, An Algorithmic Approach,
Pavel A. Pevzner, The MIT Press, 2000

(2) Pooling Designs and Nonadaptive Group Testing (Important
tools for DNA sequencing), Ding-Zhu Du and Frank K Hwang,

T | World Scientific 2006
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