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title/abstract review
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Articles excluded based on full-text review

(n=145)

Exclusion criteria:

• The full-text article not available (n=1)

• Editorials/Comments/Reviews/Meta-analyses (n=6)

• BARD1 germline mutations not analyzed* (n=96) 

• Unaffected, or patients referred for genetic testing

without types of cancers/diseases listed (n=3)

• Exact number of analyzed BC/OC patients not 

given (n=5)

• Identified variants not listed (n=16)

• Not entire gene analyzed (n=6)

• Sample overlap (n=12)

* BARD1 not present in a gene panel or other aspects

analyzed in the study, including somatic mutations,

splicing, methylation, functional analysis

Articles retrived by handsearching, e.g., 

references in other reviewed articles

(n=3)

Figure S1. The flow diagram indicating the strategy and criteria used for the 

selection of articles for the analysis. 


