FBAT DATA SETS

CAMP Data on Asthmatic Children

The first dataset comprises a collection of parent/child trios in the Childhood Asthma Management Program (CAMP) Ancillary Genetics Study. The CAMP study is a clinical trial of asthmatic children (mild to moderate asthma) who were randomized to three different asthma treatments (CAMP 1999; see Manual References). The data set includes 651 pedigrees with complete parent/child trio information. Some participants are siblings, and therefore 652 nuclear families are included. 

The genetic data consists of 8 markers (SNPs) in the beta2-adrenergic receptor ((2AR). Both quantitative and qualitative traits are available. The CAMP phenotypes can be grouped into the following categories:

· Asthma diagnosis

· Atopy: IgE, eosinophil count, allergy skin tests

· Pulmonary function/severity: FEV1 (% predicted), FVC (% predicted), PEFR (am and pm), asthma symptom score

· Airway responsiveness: FEV1 increase post bronchodilator inhilation (absolute volume, % baseline, % predicted), pc20

Basic descriptive statistics for the available CAMP quantitative phenotypes are given in Table1.

	Phenotype
	Number of Subjects with Phenotype Values
	Mean
	Standard Deviation

	Post-Bronchodilator FEV1 (% Predicted)
	698
	102.8
	12.7

	Post-Bronchodilator FVC (% Predicted)
	698
	106.3
	12.8

	Ln PC20 to Methacholine
	698
	0.042
	1.166

	Bronchodilator Responsiveness              (post-FEV1 – pre-FEV1) as Absolute Volume in liters
	680
	0.159
	0.135

	Bronchodilator Responsiveness as % of Baseline FEV1
	680
	10.36
	9.42

	Bronchodilator Responsiveness as % of Predicted FEV1
	680
	8.99
	7.18

	Morning Mean Peak Expiratory Flow Rate
	700
	245.4
	64.7

	Evening Mean Peak Expiratory Flow Rate
	700
	255.3
	65.4

	Mean Asthma Symptom Score
	700
	0.611
	0.345

	Total Eosinophil Count
	687
	512.9
	456.7

	Log Total Serum IgE
	692
	2.63
	0.68

	Number of Positive Skin Tests
	700
	3.53
	2.66


Table 1: Quantitative Phenotypes in CAMP Genetics Ancillary Study Participants
These data are used to illustrate underlying ideas of the FBAT statistics outlined in the FBAT manual.  Special attention is given to assess linkage and association between a marker locus and any gene influencing the trait(s), or between a haplotype and a disease susceptibility locus. We show how a dichotomous or a measured trait is accomodated by the software. In addition we show how multiple traits can be analysed simultaneously.
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AD Data on Alzheimer Disease
Two data sets are subsamples from the National Institute of Mental Health (NIMH) Genetics Initiative Alzheimer’s Disease (AD) Sample. The ascertainment and assessment of AD families collected have been discussed in Blacker et al. (1997). None of the families in this data set have parental genotype information; practically all of them have both affected and unaffected offspring.. 

Affection status is the trait of interest. The genetic data in AD.ped consists of two markers, one in the human erythropoietin gene (APOE), and one in the alpha 2-macroglobulin (A2M) gene. There are 901 individuals contained in 319 nuclear families in this ped.file.  The second AD data set, AD2.ped,

has 9 markers (SNPs) from 437 pedigrees (586 nuclear families,2557 persons).  See Saunders et al.,(2003) Genetic association of Alzheimer's disease with multiple polymorphisms in alpha-2-macroglobulin Hum Mol Genet. 2003 Nov 1;12(21):2765-76. 

             We exploit the more complex family-structure of this data to show additional features of
             the FBAT-tools software that cannot be illustrated using the 

             CAMP data set. 
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NICO Data on Nicotine Dependency  

    The final data set comes from a study of Nicotine Dependency in Chinese Men.  There are 6 markers (SNPs) from the nicotine acetylcholine receptor alpha 4 subunit gene in 621 persons from 206 nuclear families in 221 pedigrees.  See Feng, Y (2004) A common haplotype of the nicotine acetylcholine receptor alpha 4 subunit gene is associated with vulnerability to nicotine addition in men. Am J Hum Genet, 2004; 75(1):112-21.  The phenotype is a 0/1 indicator of nicotine dependency.  Unlike our other data sets, whenever parents have genotype data, they also have phenotype data.
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