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  Table I.  Offspring Genotype Probabilities under Mendelian

  Inheritance and Transmission Distortion
	
	
	
	Probability of Offspring Genotype

	
	
	
	Mendelian
	
	Distortiona

	Parental Mating Type
	Offspring Genotype
	
	
	
	Exposed

(z=1)
	Unexposed

(z=0)

	
	
	
	
	
	
	

	AAxAA
	AA
	
	
1
	
	
1
	
1

	
	AB
	
	
0
	
	
0
	
0

	
	BB
	
	
0
	
	
0
	
0

	
	
	
	
	
	
	

	AAxAB
	AA
	
	
.50
	
	
.50
	
.50

	
	AB
	
	
.50
	
	
.50
	
.50

	
	BB
	
	
0
	
	
0
	
0

	
	
	
	
	
	
	

	AAxBB
	AA
	
	
0
	
	
0
	
0

	
	AB
	
	
1
	
	
1
	
1

	
	BB
	
	
0
	
	
0
	
0

	
	
	
	
	
	
	

	ABxAB
	AA
	
	
.25
	
	
.27
	
.24

	
	AB
	
	
.50
	
	
.55
	
.48

	
	BB
	
	
.25
	
	
.18
	
.28

	
	
	
	
	
	
	

	ABxBB
	AA
	
	
0
	
	
0
	
0

	
	AB
	
	
.50
	
	
.60
	
.47

	
	BB
	
	
.50
	
	
.40
	
.53

	
	
	
	
	
	
	

	BBxBB
	AA
	
	
0
	
	
0
	
0

	
	AB
	
	
0
	
	
0
	
0

	
	BB
	
	
1
	
	
1
	
1


a) assuming a single binary covariate z with prevalence 20% among BB

homozygotes and 30% among carriers of allele A

       Table II.  Distribution of Daughters and their Mean Ages at Riska,

       by CYP19 Genotypeb and Breast Cancer Status
	Breast
	
	CYP19 Genotypeb

	Cancer
	
	BB
	
	AB
	
	AA
	
	Total

	
	
	N (Agea)
	
	N (Age)
	
	N (Age)
	
	N (Age)

	
	
	
	
	
	
	
	
	

	Yes
	
	145 (44.8)
	
	135 (44.4)
	
	19 (41.4)
	
	299 (44.4)

	
	
	
	
	
	
	
	
	

	No
	
	103 (49.4)
	
	   94 (49.1)
	
	16 (44.1)
	
	213 (48.9

	
	
	
	
	
	
	
	
	

	Total
	
	248 (46.7)
	
	229 (46.3)
	
	35 (42.6)
	
	512 (46.3)

	
	
	
	
	
	
	
	
	


a) mean age (in years) at breast cancer diagnosis for affected daughters, and age at interview for unaffected daughters

b) 11 repeats (A allele) of the tetra-nucleotide TTTA repeat polymorphism vs. all other repeat lengths (B allele)

  Table III.  Empirical Size and Powera of Test Statistics Using 300 Nuclear

  Families,b each with Two Offspring
	A.  300 Affected/Unaffected Sib Pairs

	
	covariate uncorrelated

with disease
	
	covariate correlated

with disease

	
	( = 0
	( > 0
	
	( = 0
	( > 0

	
	covariate uncorrelated with genotypes

	TDT/no cov
	.07
	.91
	
	.06
	.88

	TDT cov
	.06
	.82
	
	.06
	.77

	CLR
	.05
	.81
	
	.05
	.74

	
	covariate correlated with genotypes

	TDT/no cov
	.05
	.89
	
	.09
	.97

	TDT/cov
	.05
	.79
	
	.06
	.73

	CLR
	.05
	.79
	
	.05
	.77

	
	

	B.  150 Affected/Unaffected and 150 Affected/Affected Sib Pairs

	
	covariate uncorrelated

with disease
	
	covariate correlated

with disease

	
	( = 0
	( > 0
	
	( = 0
	( > 0

	
	covariate uncorrelated with genotypes

	TDT/no cov
	.07
	.98
	
	.07
	.98

	TDT/cov
	.05
	.77
	
	.05
	.77

	CLR
	.04
	.46
	
	.05
	.47

	
	covariate correlated with genotypes

	TDT/no cov
	.06
	.98
	
	.14
	.99

	TDT/cov
	.05
	.76
	
	.05
	.76

	CLR
	.05
	.47
	
	.04
	.47


a) to detect association between a binary disease outcome y and a diallelic polymorphism, based on 1,000 replications

b) one parental genotype is missing for 150 families, and both genotypes are missing for the remaining 150 families

