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²  New	
  study	
  overview	
  summary	
  page	
  coming	
  soon!	
  
²  Machine	
  learning	
  predic;on	
  of	
  cancer	
  driver	
  genes	
  from	
  user’s	
  data	
  
²  Annota;on	
  for	
  non-­‐coding	
  variants.	
  	
  
²  Availability	
  on	
  NCI	
  cloud	
  pilot	
  plaTorms.	
  
²  Support	
  for	
  genome	
  assembly	
  hg38.	
  

²  CRAVAT	
  is	
  now	
  available	
  in	
  GALAXY.	
  
²  Integra;on	
  with	
  NDEx,	
  Xena,	
  IGV,	
  and	
  Trinity.	
  
²  Follow	
  on	
  twi\er	
  @CravatMupitTool.	
  

²  Comprehensive	
  and	
  easy-­‐to-­‐use	
  web	
  interface	
  for	
  assessing	
  and	
  priori;zing	
  
genes	
  and	
  variants	
  important	
  in	
  cancer.	
  

²  Scores	
  and	
  annotates	
  all	
  coding	
  exonic	
  non-­‐silent	
  muta;on	
  types,	
  including	
  
missense,	
  in-­‐frame	
  and	
  frame-­‐shi_	
  inser;ons	
  and	
  dele;ons,	
  splice	
  variants	
  
and	
  stop	
  muta;ons.	
  	
  	
  

²  Analyze	
  one	
  variant	
  or	
   tens	
  of	
  millions,	
   fast	
   results	
  are	
  quickly	
  emailed	
   to	
  
users	
  in	
  spreadsheet	
  and	
  machine-­‐friendly	
  format.	
  

²  Create	
  an	
  account	
  to	
  store	
  your	
  projects	
  online.	
  	
  
²  Create	
  an	
  account	
  to	
  access	
  the	
  new	
  graphical	
  interac;ve	
  results	
  browser.	
  

Cancer-­‐Related	
  Analysis	
  of	
  VAriants	
  Toolkit	
  

Publica2ons	
  this	
  year	
  

Important	
  new	
  features	
  
²  Scoring	
  for	
  all	
  non-­‐silent	
  muta;on	
  types.	
  
²  Cancer	
  muta;on	
  hotspot	
  regions	
  iden;fied	
  by	
  new	
  HotMAPS	
  algorithm.	
  
²  Docker	
   version,	
   useful	
   for	
   protected	
   data,	
   allows	
   analysis	
   on	
   local	
  

computers	
  or	
  in	
  the	
  cloud.	
  
²  Interac;ve	
   results	
   viewer	
   includes:	
   lollipop	
   diagrams,	
   popula;on	
   MAF	
  

widget,	
  dynamic	
  sor;ng	
  and	
  columns,	
  and	
  pathway	
  enrichment	
  viewer.	
  

Future	
  development	
  

Tokheim	
  C.	
  Exome-­‐scale	
  discovery	
  of	
  hotspot	
  muta7on	
  regions.	
  Cancer	
  Research	
  (2016)	
  
Douville	
  C.	
  Assessing	
  the	
  pathogenicity	
  of	
  indels.	
  	
  Human	
  Muta0on	
  (2015)	
  

Broadened	
  reach	
  

Jobs	
  

Excel	
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  Text	
  

RESTful	
  API	
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  summary	
  page	
  widgets	
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