	
	
	










	Demographics of iGAP Study Cohort

	 
	Subjects (n)
	% Cohort

	Geographic Distribution

	California
	389
	40.35%

	Texas
	222
	23.03%

	Illinois
	168
	17.43%

	New Mexico
	82
	8.51%

	Michigan
	56
	5.81%

	Tennessee
	15
	1.56%

	Maryland
	13
	1.35%

	New York
	11
	1.14%

	Florida
	8
	0.83%

	Race Distribution

	Caucasian
	674
	69.92%

	Unknown
	148
	15.35%

	Hispanic
	54
	5.60%

	African/Black
	35
	3.63%

	Asian
	24
	2.49%

	Ashkenazi
	18
	1.87%

	Other
	10
	1.04%

	Multiple
	1
	0.10%

	Age Distribution

	<30
	53
	5.50%

	30-39
	173
	17.95%

	40-49
	221
	22.93%

	50-59
	231
	23.96%

	60-69
	168
	17.43%

	>70
	118
	12.24%



Table 1: Demographic information of iGAP Study Cohort, including geographical distribution, race distribution, and age distribution. 


	Age

	< 55 years old

	≥ 55 years old


	Number of Subjects (n)
	12.02%
	8.57%

	Average TC

	12.84%
	5.25%

	Total Average TC
	12.74%
	5.47%



Table 2: Age distribution information of iGAP Study Cohort. Specific age ranges allude to ages at testing roughly approximating menopause as ages less than 50 or ages greater than or equal to 50 due to the impact of this factor on genetic risk. 


	Average TC LR by Germline Result and Breast Cancer Status

	 
	BRCA1/2
	Non-BRCA1/2 PV
	Negative
	Total Average TC
	Number of Subjects

	Breast Cancer
	12.02%
	8.57%
	14.47%
	14.16%
	134

	No Breast Cancer 
	12.84%
	5.25%
	6.35%
	6.66%
	830

	Total Average TC
	12.74%
	5.47%
	7.53%
	7.70%
	964



Table 3: Average TC LR of patients in the iGAP population, including those with BRCA, non-BRCA PVs, and no PV.
  





























	Average Tyrer-Cuzick Score (TC) by Pathogenic Variant (PV) Germline Result

	PV Reported
	Average TC
	Subjects (n)

	BRCA1
	13.76%
	30

	BRCA2
	11.85%
	26

	ATM
	9.66%
	7

	CHEK2/1100delC
	6.67%
	18

	NBN
	6.30%
	8

	CHEK2
	6.09%
	12

	BRIP1
	3.78%
	6

	PALB2
	2.75%
	2

	TP53
	2.52%
	2

	BARD1
	2.51%
	4

	NBN/657del5
	2.16%
	1

	PTEN
	0.57%
	1




Table 4: Average TC LR of patients in the iGAP population with each PV. Of note, 1 patient in our patient population is positive for two PVs, CHEK2 and BRCA1 and thus, is counted in the prevalence of both mutations. In discussions in our paper, the CHEK2 and CHEK2/1100delC groups are combined when discussing prevalence in the study cohort.


	
	Total average TC

	Number of Subjects (n)

	Breast Cancer
	14.16%
	134

	No Breast Cancer

	6.66%
	830



Table 5: Average TC LR was higher in patients who were enrolled in the registry long enough to develop breast cancer than those who were not diagnosed. 
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