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CONCLUSIONS

BACKGROUND

e |ncreased screening, including breast MR, is recommended for women carrying

RESULTS

e 4,640 (4.6%) women carried a PV in one of the five genes, with 57% in

Table 2. Women carrying PVs in breast cancer risk genes with remaining e Genetic testing for ATM, CHEKZ2, and PALBZ2

pathogenic variants (PVs) in certain breast cancer risk genes, as well as women
with an estimated remaining lifetime risk of breast cancer >20% using validated
models based on clinical risk factors.

e \We determined the extent to which genetic testing identifies women as appropriate
candidates for increased screening who would not have been identified through

BRCA1 or BRCAZ2, and 43% in ATM, CHEKZ2 or PALBZ2 (Figure 1A).

e Among women with a PV, 1,479 (31.9%) had a diagnosis of breast cancer,
and 407 (8.8%) were ineligible for TC for another reason.

e The distribution of PVs among the 2,754 women eligible for TC was similar
to that in the entire cohort (Figure 1B).
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significantly increases the number of women

identified at increased risk compared to testing
for BRCA1 and BRCAZ2 alone.
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