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We	  built	  GalaxyDX,	  an	  implementaRon	  of	  Galaxy	  containing	  a	  suite	  of	  soWwares	  used	  for	  the	  analyses	  of	  diagnosis	  

sequencing	  data	  (PGM	  torrent	  suite,	  BWA,	  GATK,	  VarScan,	  Annovar,	  …	  etc).	  Galaxydx	  allows	  Clinicians	  as	  well	  as	  Biologists	  

to	  be	  autonomous	  to	  perform	  a	  complete	  set	  of	  analyses	  such	  as:	  (1)	  mapping,	  (2)	  variant	  calling,	  (3)	  variant	  filtering,	  (4)	  variant	  

annotaRon,	  (5)	  rearrangements	  calling	  and	  (6)	  visualizaRon	  through	  diagnosis	  dedicated	  Genome	  browser	  (Alamut).	  

We	   also	   work	   on	  data	   integrity	   and	   confiden=ality	   by	   modifying	   the	   Galaxy	   wriRng	   methodology.	   	   Analyses	   in	  

Galaxydx	   are	   organized	   by	   project	   and	   user,	   output	   files	   are	   owned	   by	   the	   user	   who	   generates	   them.	   It	   allows	   us	   to	  

systemaRcally	  check	  system	  rights	  on	  data	  before	  any	  process.	  
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