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SA-­‐5AN SA-­‐5AN
SA-­‐5AT SA-­‐5AT
SA-­‐5BT SA-­‐5BT
SA-­‐9N SA-­‐9N
SA-­‐9T SA-­‐9T
SA-­‐11N SA-­‐11N
SA-­‐11T SA-­‐11T
SA-­‐17N SA-­‐17N
SA-­‐17T SA-­‐17T
SA-­‐18N SA-­‐18N
SA-­‐18T SA-­‐18T
SA-­‐19N SA-­‐19N
SA-­‐19T SA-­‐19T
SA-­‐21N SA-­‐21N
SA-­‐21T SA-­‐21T

Sa
ud

i	
  A
ra
bi
an

Sa
ud

i	
  A
ra
bi
an

Table	
  III	
  	
  	
  Distribution	
  of	
  Variants	
  Detected	
  in	
  10	
  Canadian	
  and	
  10	
  Saudi	
  Arabian	
  Breast	
  Cancer	
  Patients
Single	
  Nucleotide	
  Variants	
  (SNV),	
  Multi-­‐Nucleotide	
  Variants	
  (MVN),	
  Insertions	
  (INS)	
  and	
  Deletions	
  (DEL)	
  in	
  each	
  sample	
  are	
  shown	
  in	
  orange.	
  
Mutations	
  described	
  in	
  this	
  article	
  are	
  shown	
  in	
  red.	
  	
  The	
  SNVs	
  predicted	
  to	
  be	
  ‘probably’	
  or	
  ‘potentially’	
  deleterious	
  by	
  PolyPhen-­‐2	
  (www.genetics.bwh.harvard.edu/pph2/)	
  
are	
  shown	
  in	
  green.	
  	
  All	
  non-­‐coding	
  variants	
  and	
  synonymous	
  mutations	
  were	
  excluded.	
  	
  "N"	
  indicate	
  normal	
  samples	
  and	
  "T	
  indicate	
  tumour	
  samples.
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ATM MRE11A BRCA2 PALB2 CDH1 RAD51DMLH1 FAM175A RAD50 XRCC2 PMS2 NBNGene MUTYH BARD1 EPCAM MSH2 MSH6

Location Location

Type Type
PolyPhen Polyphen


