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Structure-Based Drug Design
Yang Jie, Hua Weiyi, Peng Siuxun
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Fig 1. The cycle of steps in drug design
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Fig 2. Basic pharmacophore of the 5-HT 4 antagonist recognition sitel2]
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Fig 3. An iterative cycle for the discovery and elaboration of lead compound
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Fig 5. Free-energy perturbation thermodynamic cycle(5]
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Fig 4. The cycle of steps in structure- based drug design strategy [5)
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Fig 6. The muhi drug tesistance pump '

(p) Hypothetical transmembrance folding and ATP binding sites bascd on primary sequence. (b) Possible trec-dimensional arrangement
'y lhowlng glycosylation site and two possible pathways for drug exit.ecither free or on a hypothetical carrier protein.
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Fig 7. Binding between DNA and antitumor drugl!5]
(a) intercatation site (b) stuffing
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