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EPE Features 

¥! Multiple notations (customisable) 

¥! View multiple maps 
¥! Linkage between maps 
¥! Reference to external resources 

¥! Stores annotation 
¥! Exchange information with other applications 

Ð!Excel reports 

Ð!SBML 
Ð!BioPAX 
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WhatÕs New in EPE 2.0 

¥! Completely redesigned 

¥! Syntax and semantic validation of notations 
¥! ÒParentingÓ 
¥! Export (and import) to SB data standards 

¥! (Plug-ins) 
¥! Improved usability 
¥! Sophisticated extensibility model 

¥! Developers SDK 



ÒPlug-inÓ Architecture 
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Notation Subsystem Services 

¥! Notation definition 
Ð! Glyphs 

Ð! Notation Syntax 

¥! Notation Validation 
Ð! Notation semantics 

Ð! Layout guidelines 

¥! Notation DOM 
Ð! API describing what the 

notation means 

¥! Context conversion 
Ð! To different notations 

Ð! Upgrade to new version 

¥! Autolayout 
Ð! Notation specific layout 

rules 

¥! Import/Export 
Ð! Pathways from databases 

Ð! From other applications  
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/** 
Reaction Notation. A notation that represents reactions used in a mathematical model of biochemical 
reactions.  
*/ 
context org.pathwayeditor.Reaction (name = "Reaction Notation"  
descr="A notation to represent reactions in a mathematical model" version=1.0.0) 

property Equation (name="Equation" descr="Mathematical equation" type=simple visualisable) 
property InitialConcn (name="IC" descr="initial concentration of the compound" type=number) = "0.0" 
property KineticLaw (name="KineticLaw" descr="MathML description of kinetic law and kinetic constants" 
type=simple) 

RMO  ( contains [Reaction, Species, Compartment]) 
shape  Compartment (name="Compartment" descr="Functional compartment" 

  stype = RECTANGLE 
  size = [200,200] 
  property Volume (name="volume" type=number )= "1.0" 
  contains [*] 
 ) 

link  LHSLink (name="LHS Link" descr="A link forming the left hand side of a reaction"   
  lcolor = [0,0,0] 
  source = Species target = [Reaction] 
  Stoichiometry = "1" 
  sport = NONE (stype = RECTANGLE 
   size = [0,0] 
   lcolor = [0,0,0] 
   fcolor = [255,255,255] 
  ) 
  tport = NONE (stype = RECTANGLE 
   offset = 0 
   size = [0,0] 
   lcolor = [0,0,0] 
   fcolor = [255,255,255] 
  ) 
 ) 



context org.sbgn.epe.Sbgn (name="SBGN-PD" descr="SBGN process diagram language context" version=1.0.0) 
... 
property Label (name="Label" type = rich visualisable) 
property Stoich (name="STOICH" descr="Stoichiometry coefficient" type=simple visualisable) 
RMO ( contains ![State,UnitOfInf]) 
... 
shape GeneticUnit(name="Genetic unit" descr="Unit of genetical information" 

  stype = BOTTOM_ROUNDED_RECTANGLE 
  size = [60,40] 
  lcolor(read-only) = [1,1,1] 
  fcolor(read-only) = [219,223,254] 
  contains [State,UnitOfInf,CloneMarker] 
 ) 

... 
Link Production (name="Production Link"  descr="Production is the arc used to represent the fact that an entity is produced by a process." 

  lcolor = [0,0,0] 
  source = Transition target = [ Complex, Macromolecule, MMultimer, SimpleChem, SMultimer, UnspecEntity,Sink,GeneticUnit] 
  source = OmittedProcess target = [ Complex, Macromolecule, MMultimer, SimpleChem, SMultimer, UnspecEntity,Sink,GeneticUnit] 
  source = UncertainProcess target = [ Complex, Macromolecule, MMultimer, SimpleChem, SMultimer, UnspecEntity,Sink,GeneticUnit] 
  source = Association target = [ Complex, Macromolecule, MMultimer, SimpleChem, SMultimer, UnspecEntity,Sink,GeneticUnit] 
  source = Dissociation target = [ Complex, Macromolecule, MMultimer, SimpleChem, SMultimer, UnspecEntity,Sink,GeneticUnit] 
  sport = NONE (stype = RECTANGLE 
   size = [0,0] 
   lcolor = [0,0,0] 
   fcolor = [255,255,255] 
  ) 
  tport = TRIANGLE[5,5] (stype = RECTANGLE 
   offset = 5 
   size = [0,0] 
   lcolor = [0,0,0] 
   fcolor = [255,255,255] 
   Stoich = "1" 
  ) 
 ) 





Future Developments 

¥! SBGN validation & export 
¥! Improve usablility 
¥! Conversion between notations types 
¥! Upgrade to new versions 
¥! Provide import from SBML/BioPAx etc 
¥! Autolayout 
¥! NDOM Builder 
¥! Public SDK 
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