
Supplementary	
  Table	
  1.-­‐	
  Distribu5on	
  of	
  most	
  abundant	
  PTMs	
  in	
  proteins	
  of	
  the	
  lipid	
  	
  
metabolism	
  category.	
  Number	
  of	
  pep+des/PSMs	
  in	
  each	
  protein	
  and	
  type	
  of	
  PTM.	
  	
  
Classifica+on	
  was	
  made	
  semi	
  automa+cally	
  as	
  described	
  in	
  Supplementary	
  Material	
  and	
  	
  
Methods.	
  Modifica+ons	
  that	
  could	
  not	
  be	
  unequivocally	
  assigned	
  to	
  PTMs	
  were	
  classified	
  	
  
as	
  “Other” 



Supplementary	
  Figure	
  1.-­‐	
  Proteomics	
  characteriza5on	
  of	
  HDL-­‐like	
  par5cles	
  from	
  5ssue.	
  
Quan+ta+ve	
   distribu+on	
   (spectral	
   coun+ng)	
   of	
   proteins	
   from	
   HDL-­‐like	
   par+cles.	
   LeM:	
  
distribu+on	
   among	
   func+onal	
   categories.	
   Right:	
   distribu+on	
   of	
   proteins	
   related	
   to	
   lipid	
  
metabolism.	
  



Supplementary	
  Figure	
  2.-­‐	
  Proteomics	
  characteriza5on	
  of	
  HDL	
  incubated	
  with	
  AAA	
  ILT-­‐CM.	
  
Quan+ta+ve	
  distribu+on	
  (spectral	
  coun+ng)	
  of	
  proteins	
  from	
  HDL	
  isolated	
  from	
  plasma	
  and	
  
incubated	
   with	
   	
   AAA	
   +ssue-­‐condi+oned	
   media.	
   LeM:	
   distribu+on	
   among	
   func+onal	
  
categories.	
  Right:	
  distribu+on	
  of	
  proteins	
  related	
  to	
  lipid	
  metabolism.	
  



Supplementary	
  Figure	
  3.-­‐	
  PTMs	
  and	
  cholesterol	
  efflux	
  in	
  HDL	
  isolated	
  from	
  plasma	
  and	
  	
  
incubated	
  with	
  healthy	
  wall-­‐CM.	
  
A)  Abundance	
  changes	
  of	
  oxida+vely	
  modified	
  ApoA1	
  pep+des	
  in	
  HDL-­‐control	
  (HDL-­‐C)	
  as	
  	
  
compared	
  to	
  healthy	
  +ssue	
  condi+oned	
  media	
  expressed	
  in	
  terms	
  of	
  the	
  standardized	
  log2	
  	
  
ra+o	
  Zpq	
  (n=3,	
  p=ns).	
  Aos=Healthy-­‐CM;	
  Aa=aminoacid.	
  Ox,	
  2ox	
  and	
  3ox:	
  addi+on	
  of	
  one,	
  two	
  	
  
or	
  three	
  oxygens,	
  respec+vely.	
  	
  	
  	
  
B)	
  Ability	
  of	
  HDL	
  healthy-­‐	
  CM	
  and	
  HDL-­‐control	
  for	
  promo+ng	
  cholesterol	
  efflux	
  
	
  from	
  J774A.1	
  [3H]cholesterol-­‐labeled	
  mouse	
  macrophages.	
  AMer	
  4	
  h	
  of	
  incuba+on,	
  efflux	
  of	
  
	
  cholesterol	
  was	
  determined	
  and	
  expressed	
  as	
  [3H]cholesterol	
  medium	
  /([3H]cholesterol	
  cells	
  	
  
+	
  [3H]cholesterol	
  medium)	
  x	
  100.	
  Values	
  were	
  normalized	
  as	
  percent	
  of	
  HDL-­‐C	
  	
  and	
  represent	
  	
  
means	
  ±	
  SEM	
  (n=3,	
  p=ns).	
  

A	
  

B	
  



Supplementary	
  Figure	
  4.	
  Post-­‐transla5onal	
  modifica5ons	
  in	
  lipid	
  metabolism	
  proteins	
  of	
  
HDL	
  recovered	
  from	
  AAA	
  5ssue.	
  Abundance	
  changes	
  of	
  pep+des	
  in	
  proteins	
  of	
  the	
  lipid	
  
metabolism	
  category	
  in	
  HDL	
  from	
  pathological	
  wall	
  (P.	
  wall)	
  and	
  thrombus	
  (Thrbs),	
  as	
  
compared	
  to	
  HDL	
  from	
  healthy	
  +ssue	
  (H	
  wall)	
  expressed	
  in	
  terms	
  of	
  the	
  standardized	
  log2	
  
ra+o	
  Zpq	
  (n=3,	
  p<0.05).	
  Ox:	
  Oxida+on,	
  DeA:	
  Deamida+on,	
  MethylMal:	
  Methylmalonyla+on,	
  
Phos:	
  Phosphoryla+on,	
  Methyl:	
  Methyla+on,	
  AGE:	
  Advanced	
  glyca+on	
  end	
  products,	
  Pyro-­‐
Glu:	
  Pyroglutamic	
  acid,	
  Kyn:	
  Kynurenine.	
  	
  



Supplementary	
  Figure	
  5.-­‐	
  Abundance	
  changes	
  of	
  modified	
  pep5des	
   	
   in	
  HDL	
  incubated	
  
with	
  ILT-­‐CM.	
  
Sta+s+cally	
   significant	
   changes	
   of	
   PTMs	
   pep+des	
   in	
   proteins	
   of	
   the	
   lipid	
   metabolism	
  
category	
   in	
   HDL	
   isolated	
   from	
   plasma	
   and	
   incubated	
   with	
   ILT	
   condi+oned	
   media	
   as	
  
compared	
   to	
   control	
   HDL	
   expressed	
   in	
   terms	
   of	
   the	
   standardized	
   log2	
   ra+o	
   Zpq	
   (n=4,	
  
p<0.05).	
   Ox:	
   Oxida+on,	
   DeA:	
   Deamida+on,	
   MethylMal:	
   Methylmalonyla+on,	
   Phos:	
  
Phosphoryla+on,	
   Methyl:	
   Methyla+on,	
   Pyro-­‐Glu:	
   Pyroglutamic	
   acid,	
   Oxa:	
   Oxoalanine,	
  
Kyn:	
  Kynurenine,	
  AGE:	
  Advanced	
  glyca+on	
  end	
  products.	
  	
  


