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Fig.	
  S1.	
  Quan7ta7ve	
  proteome	
  profiling.	
  (A)	
  Histograms	
  of	
  log2-­‐transformed	
  SILAC	
  raLos	
  for	
  all	
  proteins	
  quanLfied	
  from	
  RAW264.7	
  	
  
(black)	
  and	
  HeLa	
  (grey).	
  (B)	
  FuncLonal	
  classificaLon	
  of	
  the	
  regulated	
  RAW264.7	
  proteins	
  (n=63)	
  and	
  HeLa	
  proteins	
  (n=61)	
  based	
  on	
  	
  
UniProtKB	
  annotaLon.	
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Fig.	
  S2.	
  Enriched	
  GO	
  terms	
  and	
  pathways.	
  (A-­‐C)	
  Logarithmized	
  corrected	
  p-­‐values	
  (dash	
  line,	
  p	
  <	
  0.01)	
  are	
  shown.	
  	
  	
  
Other	
  results	
  are	
  shown	
  in	
  Fig.	
  2.	
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Fig.	
  S3.	
  Overview	
  of	
  RAW264.7	
  proteins	
  (phosphoryla7on	
  site)	
  and	
  cellular	
  processes	
  modulated	
  by	
  SPI2	
  effectors.	
  	
  
Red	
  or	
  blue	
  represent	
  increased	
  phosphorylaLon	
  in	
  wt	
  Salmonella	
  or	
  in	
  ΔssaR	
  Salmonella,	
  respecLvely.	
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  Da)	
  
Charge:	
  +3,	
  	
  	
  Monoisotopic	
  m/z:	
  661.61578	
  Da	
  (-­‐0.22	
  mmu/-­‐0.33	
  ppm),	
  IonScore:30	
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  Da	
  (-­‐0.17	
  mmu/-­‐0.32	
  ppm)	
  IonScore:26	
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Fig. S5 

Fig.	
  S5.	
  MS/MS	
  spectra	
  of	
  phosphopeptdes	
  iden7fied	
  in	
  human	
  HSP27	
  from	
  in	
  vitro	
  kinase	
  assay.	
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Fig. S6 

Fig.	
  S6.	
  Representa7ve	
  images	
  of	
  the	
  other	
  condi7ons	
  presented	
  in	
  Fig.5	
  panel	
  B.	
  	
  


