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Table 1. List of deleterious missense SNPs in the BRCA2 gene using consensus bioinformatics tool.
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Table 2. Prediction of the molecular mechanism by mutpred?2
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Altered Disordered interface (P = 0.03)
Altered Transmembrane protein (P = 0.04)
Altered Disordered interface (P = 0.03)
Loss of Relative solvent accessibility (P = 0.01)
Altered Transmembrane protein (P = 0.04)
Altered Disordered interface (P = 0.03)
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Gain of Intrinsic disorder (P = 0.03)
Altered Disordered interface (P = 0.03)
Altered Ordered interface (P = 0.01)
Gain of Intrinsic disorder (P = 0.03)
Altered Disordered interface (P = 0.03)
Loss of Helix (P = 0.03)

Gain of Intrinsic disorder (P = 0.03)
Altered Disordered interface (P = 0.03)
Altered Metal binding (P = 0.01)
Altered Ordered interface (P = 01)
Altered Disordered interface (P = 0.03)
Altered Metal binding (P = 0.01)
Altered Ordered interface (P = 0.02)
Altered DNA binding (P = 0.01)

Loss of Methylation at K589 (P = 0.01)
Altered Stability (P = 0.04)

Loss of Acetylation at K1032 (P = 0.03)
Loss of Acetylation at K1530 (P = 0.03)
Altered Disordered interface (P = 0.02)
Altered DNA binding (P = 0.02)

Gain of Intrinsic disorder (P = 0.04)
Loss of Ubiquitylation at K2232 (P = 0.05)
Loss of Methylation at K2232 (P = 0.03)
Altered Disordered interface (P = 0.05)
Altered Metal binding (P = 0.05)

Gain of Helix (P = 0.02)

Gain of Strand (P = 0.04)

Loss of Loop (P = 0.03)

Loss of B-factor (P = 0.04)

Altered Transmembrane protein (P =0.01)

Altered Transmembrane protein (P = 0.02)






