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Motivation: The NCI60 Human cancer cell lines are extensively used as experimental
models.
Goal: Perceive relationships between three datasets containing  three different types
of attributes of the NCI60 – genome-scale expression, sensitivities to more than
70,000 chemical compounds and chemotherapeutics, and proteomic profiles.



KEY PAPER 1 : [ Alter et al, 2000]



KEY PAPER 2 :

[ Alter et al, 2003 ]



•Proteomic Profiling of the NCI-60 Cancer Cell Lines
Using New High-density Reverse-phase Lysate
Microarrays

     [Nishizuka et al ,2003]

•A Gene Expression Database for the Molecular
Pharmacology of Cancer
    [Scherf et al, 2000]

•Systematic variation in gene expression
   patterns in human cancer cell lines
   [Ross et al, 2000]

KEY PAPERS 3,4 & 5:  Data Sets


