Study Purpose: To generate a molecular taxonomy of lung carcinoma using oligonucleotide microarrays.
Data Description: The 203 specimens include histologically defined lung adenocarcinomas (n = 127), squamous cell lung carcinomas (n = 21), pulmonary carcinoids (n = 20), SCLC (n = 6) cases, and normal lung (n = 17) specimens. Other adenocarcinomas (n = 12) were suspected to be extrapulmonary metastases based on clinical history.   
Array Type:  Affymetrix U95Av2
Data Source:  www.genome.wi.mit.edu/MPR/lung
Data Size: 67.4 MB
Note: annotation for clinical variables:  
	 type (ad = adenocarcinoma ) differentiation (p, m-p, m, m-w, w) /w= with

	 diameter (cm) subtype (BAC = bronchioloalveolar carcinoma)

	 features (w/BAC = with bronchioloalveolar features) (met = probable

	 metastasis; Br = probable breast met)

	 Operation: procedure from which specimen was obtained

	 Age:  Patient age at resection in years

	 Age:  Patient age at resection in years

	 Survival:  Patient survival ('Status' = 3,4 or 'd') or followup duration

	 ('Status' = 1 or 2) since resection in months

	 Status: Patient status at last followup or death (1= alive; 2=alive with recurrence; 3= dead with recurrence; 4= dead without evidence of recurrence; d= dead, disease status unknown)

	 Sex: patient gender

	 Smoking: patient smoking history (self-reported) in pack*years

	 Stage:  AJCC  TNM stage

	 Summary Stage

	 Site of relapse

	 Censor: Indicates whether observation is censored in life table


