
Figure	  S5.	   Tissue	   specificity	   in	   expression	   of	   mouse	  Rabs.	  We	   analysed	  microarray	   data	   from	   the	  

Mouse	  Exon	  Atlas	  (GEO	  accession:	  GSE15998)	   generated	  on	  an	  Affymetrix	  Mouse	  Exon	  1.0	  ST	  Array	   (GEO	  

accession:	  GPL6193)	  downloaded	  from	  [1].	  We	  mapped	  probes	  to	  genes	  using	   the	  R	  package	  provided	  in	  

[2].	  The	  data	  analysis	  has	  been	  performed	  in	  R	  using	  Bioconductor’s	  ‘affy’	  library.	  AVer	  applying	  RMA	  [3],	  

we	  combined	  biological	  replicates	  by	  averaging	  their	  expression	  value.	  To	  transform	  conXnuous	  expression	  
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into	  a	  discrete	  present/absent	  paZern	  we	  chose	  a 	  threshold	  (5.0)	  that	  maximises	  the	  agreement	  with	  the	  

PCR	  data	  from	  Figure	  8	  while	  achieving	  a	  balanced	  number	  of	  false	  posiXves	  (28)	  and	  false	  negaXves	  (25).
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