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Figure S1. Mutation-gene “maps” showing the location, type, and number of the particular mutations 

(limited to the studies with a full list of pathogenic mutations) in selected genes. The figure scheme is 

the same as the one used in Figure 4. The abbreviations are as follows: FHA, Forkhead-associated 

domain; CLC, Calcineurin-like phosphoesterase domain; PWWP, named after a conserved Pro-Trp-Trp-

Pro motif; FHA, Forkhead-associated domain; BRCT, a breast cancer C-terminal domain; HJRA, 

Required for Holliday junction resolution activity; RAD51B/D, XRCC2, Interaction with RAD51B, 

RAD51D and XRCC3; NLS, Nuclear localization signal. 



                                           

                                               

Figure S2. Comparison of the association analysis results (ORs) for the BC most (black lines) and BC only 

(blue lines) groups, showing that a small fraction of non-BC cases (unaffected familial patients, a small 

fraction of OC patients and eventually other cancer types), which could not be separated from the BC 

group, does not affect the results. The figure scheme is the same as the one used in Figure 6. The 

detailed values of OR for particular genes are provided in Table S4. 

 

 

 



 

Figure S3. Comparison of the association analysis results (ORs) calculated for all ethnicities (black lines) 

and for the extracted European/White population (blue lines) for (A) BC cases and (B) OC cases, 

showing the only small difference in the range of their CI. The figure scheme is the same as the one 

used in Figure 6. The detailed values of OR for particular genes are provided in Table S5. 

 

 

 

 

 

 

 

                                                 



                                                            

Figure S4. Calculated ORs for selected genes in BC most groups, considering the heterogeneity 

between ethnicities. The Mantel-Haenszel method under fixed or random effects models, depending 

on the results of heterogeneity tests (p>0.10 for the Q test and I2<50% were considered to indicate a 

lack of heterogeneity) was used. Weighted ORs appropriate for a particular gene are indicated in red.  



                                             

Figure S5. Comparison of the association analysis results (ORs) for the BC most (All ethnicities) 

calculated for all studies (BC; black lines) and with the exclusion of the two largest studies (BC#; blue 

lines). The figure scheme is the same as the one used in Figure 6. The detailed values of OR for 

particular genes for all ethnicities, calculated with the exclusion of the two largest studies are provided 

in Table S6. 

 



 



 

Figure S6. The heterogeneity (I2) and the publication bias (funnel plots) of the studies included in the 

BC most group. The analysis was performed for candidate genes with at least 10 identified mutations. 

The individual OR values (dots) were calculated by comparing each study with the gnomAD control 

group separately. Diagonal lines represent (pseudo) 95% confidence interval limits of the aggregate 

OR (vertical line).  



 

Figure S7. The heterogeneity (I2) and the publication bias (funnel plots) of the studies included in the 

OC only group. The analysis was performed for candidate genes with at least 10 identified mutations. 

The individual OR values (dots) were calculated by comparing each study with the gnomAD control 

group separately. Diagonal lines represent (pseudo) 95% confidence interval limits of the aggregate 

OR (vertical line).  

 


