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4 SBGN-ED
4 LibSBGN support

4 Application examples
4 RIMAS (Regulatory Interaction Maps of Arabidopsis Seed Development)
4 MetaCrop (metabolic pathways in crop plants)
4 The key steps in the development of diabetic retinopathy
4 Layouting SBGN maps



SBGN-ED

4 Editing, Validating and Translating of SBGN maps
4 Add-on for VANTED

4 Supports all three SBGN languages
4 Syntactic and semantic validation

4 Utilising information from pathway databases (MetaCrop and KEGG)

http://vanted.ipk-gatersleben.de
http:// vanted.ipk-gatersleben.de/addons/sbgn-ed/

Czauderna, T., Klukas, C., Schreiber, F.: Editing, Validating, and Translating of SBGN Maps. Bioinformatics, 26(18):2340-2341, 2010



Editing SBGN maps 1 Process Description
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Validating SBGN maps
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Hint: To get more information about invalid glyphs and arcs dose this message box.

Move the mouse cursor about an invalid glyph or arc. Additional information is shown in the
status line at the bottom of the window. Validation annotations can be removed using the context
menu in the drawing area or using the according function from the SBGN-ED Tools panel.
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Translating from MetaCrop to SBGN

File Edit Analysis Edges Elements Hierarchy Layout Mapping Modes Window Help
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Translating from MetaCrop to SBGN
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LIbDSBGN support in SBGN-ED

4 Reference implementation of SBGN: diagram exchange format and library
handling import/export and validation (http://sourceforge.net/projects/libsbgn)

4 SBGN-ED supports all features of Milestone 1 except:

4

4
4
4

4 Features still to be implemented in SBGN-ML (planned for future Milestones):

4
4
4

state variables in the form value@variable
stoichiometry

arcs with quadratic and cubic splines

label positioning (especially for compartments)

font style
colour
line style including arrow style



Examples i Glycolysis
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Examples i Insulin-like Growth Factor (IGF) signaling
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Examples T Neuronal / Muscle signalling
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Plants
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Examples T MetaCrop - Central Metabolism in Plants

T. Czauderna, E. Grafahrend-Belau, A. Junker, A. Hartmann, C. Klukas, F. Schreiber



