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Figure S1: Percentage occurrence of different types of mutations with respect to total data set. (a)
Percentage occurrence of different categories of mutations (b) Percentage occurrence of different

types of breast cancers.
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Fig S2: Example of pair wise alignments of normal and diseased proteins.

COHL DCI5_997949 1 P AVEDPMEILTVTDONDNK LE!"_EE".'F KGS/MEGALPGT SVMEVT ATDADDDVNT YNAALI 300

NORMAL AVEDPMEILTVT DONDRK Pe QEVFKGS/MEGALPGTSVMEVTAT DADDDVNTYNAL! 200

Fig S3: Barplot of highest and lowest leave one out accuracy of each classification strategies.
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