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	Number of signature genes
	Gene selection method(s)
	Classification method(s)

	Shedden A
	 ~ 9591 Genes
	Clustering analysis
	Ridged Cox proportional hazard model

	Shedden C
	23 Genes
	SAM, Maximizing Chi-Square analysis (MCA, univariate Cox model and k-mean clustering)
	Binary Tree-Structured Vector Quantization (BTSVQ)

	Shedden D
	37 Genes
	SAM, Maximizing Chi-Square analysis (MCA, univariate Cox model and k-mean clustering)
	Binary Tree-Structured Vector Quantization (BTSVQ)

	Shedden E
	1 Gene
	Gene Expression Fold Change
	Post-hoc split of expression of one gene

	Shedden F
	42 Genes
	Univariate Cox Model
	Principal Components and Cox Model

	Shedden G
	38 Genes
	Univariate Cox Model
	Principal Components and Cox Model

	Shedden H
	 252 Genes
	Scoring and filtering on set of mitosis genes
	Majority vote

	Shedden J
	 5 Genes
	Univariate Cox model (Chen et al, NEJM 07)
	Ridged Cox proportional hazard model

	Shedden K
	 16 Genes
	Univariate Cox model (Chen et al, NEJM 07)
	Ridged Cox proportional hazard model

	Shedden L
	9 Genes

(from 80 Genes)
	Principal Components (Potti et al, NEJM 06) 
	Ridged Cox proportional hazard model

	Shedden M
	45 Genes

(from 80 Genes)
	Principal Components (Potti et al, NEJM 06) 
	Ridged Cox proportional hazard model

	Shedden N
	80 Genes
	Principal Components (Potti et al, NEJM 06)
	Ridged Cox proportional hazard model

	12-gene
	12 Genes
	t-test, SAM, RELIEFF
	Naïve Bayes


*Gene signatures A-H were identified in (Shedden et al, 2008).  Gene signatures J and K were identified in (Chen et al, 2007). Gene signatures L, M, and N were identified in (Potti et al, 2006). 
