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PGIGFPGPPGPKGDQ non-­‐ep.	
   RRMISRMPIFYLMSG epitope	
  

PNMVFIGGINCANGK non-­‐ep.	
   LPPGFKRFTCLSIPR epitope	
  

DGIGGAMHKAMLMAQ non-­‐ep.	
   EFSQMESYPEDYFPI epitope	
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Represent	
  pep$des	
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  eight	
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  sets	
  for	
  machine	
  learning	
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average	
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  proper$es	
  

Hydrophobicity	
   Size	
   Polarity	
   Flexibility	
   Accesibility	
   ...	
  

0.448	
   0.596	
   0.306	
   0.231	
   0.376	
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  set	
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  set	
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AS1	
   AS2	
   AS3	
   AS4	
   AS5	
   AS6	
   AS7	
   AS8	
   Class	
  

0.98	
   0.77	
   0.93	
   0.82	
   0.43	
   0.79	
   0.91	
   0.85	
   ?	
  

AS1	
   AS2	
   AS3	
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0.32	
   0.21	
   0.12	
   0.64	
   0.31	
   0.25	
   0.02	
   0.16	
   non-­‐ep.	
  /	
  epitope	
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Pep+de	
   Class	
  

RRKGGLEEPQPPAEQ non-­‐ep.	
  

SEDLENALKAVINDK non-­‐ep.	
  

EDHVKLVNEVTEFAK non-­‐ep.	
  

GEKIIQEFLSKVKQM non-­‐ep.	
  

ILVSRSLKMRGQAFV epitope	
  

YTCQCRAGYQSTLTR epitope	
  

...	
  

Pep$des	
  w
ith	
  predicted	
  class	
  

OUR	
  METHOD	
  
Accuracy:	
  83.7	
  %	
  	
  
Area	
  under	
  ROC:	
  0.883	
  

STATE	
  OF	
  THE	
  ART	
  
PUBLISHED	
  METHOD	
  
(EL-­‐Manzalawy	
  et	
  al.	
  2008,	
  
trained	
  and	
  tested	
  on	
  our	
  data)	
  
Accuracy:	
  82.0	
  %	
  	
  
Area	
  under	
  ROC:	
  0.868	
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