
O ve rvie w  of th e  proje ct
O ur k e y re s e arch  q ue stion is  h ow  to tak e  advantage  of e xisting, 
partially re pre s e ntative  data s e ts  of diffe re nt type s  to support 

infe re nce s  in b iological and m e dical q ue stions.
W e  h ave  de ve lope d ge ne ral data analys is  m e th ods  for th is  tas k . 

D e ve lope d and e xisting m e th odologie s  h ave  be e n applie d in 
cance r re s e arch  and com parative  functional ge nom ics.
H e re  w e  s h ow  re pre s e ntative  e xam ple s  of th e  re sults.
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Colle cting re pre s e ntative  data
publicly available  CanGEM databas e  facilitate s  furth e r m ining of ge ne  
copy num be r and oth e r large - scale  ge nom ic data

D ata analys is  tools
as sociative  cluste ring is  one  of th e  
de ve lope d data fus ion te ch niq ue s; it is  
us e d for e xploring de pe nde ncie s  
be tw e e n data source s

Biom e dical applications
ge nom e - w ide  inte gration strate gie s  h igh ligh t 
re lations h ips  be tw e e n various  cance r type s. 
Inte gration of ge ne  copy num be r and e xpre s s ion 
data h as  le d to ide ntification of putative  targe t 
ge ne s  th at could h ave  value  in clinical 
applications
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