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JIIbSEDML — a Java library for SED-ML

JIiIbSEDML update

*Application support
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Aims and scope of JIibSEDML

* APl to read/write and interpret SED-ML files.
* Native Java, light-weight, few dependencies.

* Two independent implementations from VCell
and SBSI teams merged in Spring 2010.



JIIbSEDML on Sourceforge...

J IL

J sortware tor free at Sourcerorge.net

https://sourceforge.net/projects/jlibsedml/

sourceforge

Edit

Find Open Source Software

MIASE jlibsedml [ by anu_uch, otter606

Summary Files Reviews

Support  Develop

Richard Adams Account Log

Mailing Lists Forums Code Project Admin

A Java library to facilitate SED-ML support for applications to read, validate, edit, and write SED-ML
documents in compliance with MIASE guidelines. Also contains modules to execute simulation tasks and

produce outputs .

Project Home
wiki.veell.uchc.edu/twikibin/view
NNCelllJIbSEDML

Develop
sf.net/projects/jlibsedml/develop

Support
sf.net/projects/jlibsedml/support

Recommend Me
Show some love

Last Update
5 days ago

License
MIT License

Download
Jibsedml_1-1-0.zip

Other Versions
Browse all files

Share
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Report inappropriate content
More Detail
Hide

http://sourceforge.net/projects/jlibsedml/
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Java library for SED-ML
Open-source MIT license

Version 1.1.0 implements
SED-ML level 1 version 1




Scope of jlibSEDML

Export simulation
configuration

Simulator 1

Simulator 2 —é

Simulator 3

bioscience for the future

SED-ML file

e C S B E

CENTRE FOR SYSTEMS BIOLOGY AT EDINBURGH

“Pioneering research and infrastructure development to
model the dynamic aspects of biology”

Execute
configuration

N

Simulator 1

Simulator 2

Simulator 3




Applications 1 - online SED-ML
validator

SED-ML Validator
€3 http:/ /www.sbsi.ed.ac.uk/html/sedml/index.htm| - (Qv Google

CENTF

Home
FAQ

Overvie
SBSINt
SBSIVi
Project
Downic
Online {
Licensil
Contac!

Validation result

Errors found in file: sed1.xml
Initial time is after start of output start time at line 7

Lines with syntax errors are highlighted below:

1.<?xml version="1.0" encoding="UTF-8"?2>

2.<sedML xmlns="http://sed-ml.org/" xmlns:math="http://www.w3.org/1998/Math/MathML" version="1" level="1">

3.<notes>

4.<p xmlns="http://www.w3.0rg/1999/xhtml" />

.</notes>

.<listOfSimulations>

<uniformTimeCourse id="siml" name="Simulation 1" initialTime="230.0" outputStartTime="0.0" outputEndTime="10.0" nu

~oawnm

8.<algorithm kisaoID="KISAO:0000088" />

9.</uniformTimeCourse>

10.</1listO0fSimulations>

11.<listOfModels>

12.<model id="abcl_ 1j1_ 2 3e_4_i 1300826091904" name="" language="urn:sedml:language:sbml.level-2.version-2" source="ab:
13.<1listOfChanges>

14.<changeAttribute newValue="20.00" target="/sbml:sbml/sbml:model/sbml:listOfParameters/sbml:parameter[@id='k 1']/@valu
15.</1listOfChanges>

16.</model>

17.</1list0fModels>

18.<1listOfTasks>

19.<task id="taskl" name="default Task" modelReference="abcl_ 1jl_ 2 3e_4_i_ 1300826091904" simulationReference="siml" />
20.</1listOfTasks>

21.<listOfDataGenerators>

http://www.sbsi.ed.ac.uk/html/sedml/



Applications 2 - SED-ML web
service

Provides the following methods:

I/l Applies changes to a model and returns the new model
String applyChanges(String modellD, String originalModel, String
sedML)

//Validates the SEDML document and returns errors
SedmlError validate ( String sedMLDoc)

http://mook.inf.ed.ac.uk:8848/SedMLWebService/
sedmlws?wsdl



SED-ML support in SBSI-
www.sbsi.ed.ac.uk

® 00 Configure and Run Simulation

Configure time-r“é‘;ﬁ‘_“(‘j“"" Q_O_O

Configure your simulatic

Choose export options for SED-ML archive

Configure the required pre:

) Choose your preferred export format and location for your SEDML file.
Select project

Choose output types n|
Executable model E 2D plot [ DataSet SED-ML export type
Miase archive XML
Save Results to: Dependent variable [ Time O 8
—— -
D1
Choose simulation  Species ID (name) Inclu(  saye SED-ML file to.. lotkaVolterra/jobFolder
x, (prey) 54
v, (predator) 54 File name: sedml
Standard param Optional annotation note, in HTML aL

Duration I ( Select all ) ( Deselect .

Notatiorl .
Intervals M Export to SED-ML ’.
Interval size -l

Cutoff —

_—
( Help

<Back ) (Next3
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SED-ML support in SBSI — viewing
SEDML

7 EXsBSI Default Perspective

ESystemVuew‘ =R= oTweonng. = ha = 0 noErr.da W preqatorpreyseami o ex | 2 |
F . =-Data = version="1" level="1"
b (= Diagrams <list0OfSimulations>
(=~ jobFolder <uniformTimeCourse id="id2" name="name"” initialTime="0.0"
¥ (= Models outputStartTime="8.0" outputEndTime="100.8" number0fPoints="2000¢
Slﬂccc.dat falgor}thm kisaolD="KISAQ:0000019" />
) ccc.sbsineader -</un1formT1rpeCourse>
Wnew.dat </11stOFS1mulat10ns>
— <list0fModels>
& new.hdr m <model id="modelid"” name="Predator Prey basic model " language="urn:
P X] normal2.xml source="Predator_Prey.xml"” />
arires P— ; i i
> &3 Predator_Prey.xml
¥ X predatorPreySedml.xml Design ‘ Source'[
p Data Cenerators |
b Models -
» Outputs 2 errors, 8 warnings, 0 others

Description |Resource 'Path |
p mSBML (8 items)
v ESEDML Problem Marker (2 items)

wSedML Errors
&) ERROR: Simulation 'id' not
p Simulations

mSimulation 'id' not found ' predatorPreySedml.x /flotkaVolterra/Models
mSimulation 'id' not found ' predatorPreySedml.x /lotkaVolterra/Models
(== Objective Functions .
(~% Other Resources
> ﬁl newProject e
b SE§ test >

(":é. — =) O <l»!
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SED-ML support in SBSI — executing
SED-ML

—E—————————— S R I

e SBSI- Vlsual

| % | 477 | fe s |ClicH | @ € v
[ [T SBSI Default Perspective

[, System ViewL_ =1 % 7 || 5l MULTIPLE EXPERIME... | [5] pok10_prr7RDD.sbs... | [ pokl0_newxml | [] BestCosttxt.20 | [ BestCost_pok10_cc..
» si§i ABC_example_i 8,00

v $#§ ABCFinal
» (= Data
(= Diagrams
» (= jobFolder
¥ (= Models
>

i ( cancel ) € ok )
» | sedml2.xi

e ID: plotl_Basic, Name: protein numbers per time point, type:Plot2D

() ID: plot2_damped_oscillations, Name: protein numbers per time point - damped oscillations, type:Plot2D

() ID: plot3_normalized_protein_levels, Name: Normalized Plot, type:Plot2D

| E] shapesExamplel xml
(== Objective Functions
(% Other Resources
_Ibiopepa
) §&) BitesizeBio
) i bordagel
{_Icholes
] GoldbeterFinal
L] GoldbeterTutorial
[CTkappa
b $8 paszekTest
I swTest
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A SED-ML editor

1 N Ll A - -
SBSI-Visual
— e
sedml3.xml 23 | Name Basic simulation
Simulation start: 0.0
Output start: 0.0
| model | uniformTimeCourse
Simulation end: 10.0

Number of timepoints: 100

Algorithm [ algorithm using deterministic rules, (KISA... %]

@ ( cancel ) ok )

W

dataGenerator

curve

model the dynamic aspects of biology”
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Future implementation work

e Jlibsedml

— Bugfix /maintenance releases

* Providing executable SED-ML through web
service

e SBSI (www.sbsi.ed.ac.uk)
— Rich editor for editing and annotating SED-ML
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