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Chromosomal Copy Number  
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Cancer Using Single Nucleotide Polymorphic Allele (SNP) Arrays and a Novel Bioinformatics 
Platform dChipSNP  
 Marshall E. Lieberfarb, Ming Lin, Mirna Lechpammer, Cheng Li, David M. Tanenbaum, Phillip 
G. Febbo, Rene´e L. Wright, Judy Shim, Philip W. Kantoff, Massimo Loda, Matthew Meyerson, 
and William R. Sellers  
Cancer Research 63; 4781-4785, August 15, 2003 
 
14. High-resolution single nucleotide polymorphism array and clustering analysis of loss of 
heterozygosity in human lung cancer cell lines.  
Janne, P.A., Li, C., Zhao, X., Girard, L., Chen, T.-H., Minna, J., Christiani, D.C., Johnson, B.E., 
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