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, and:

1) Data provenance

2) Visualization and publishing

3) Plugin system

was@bi

Details and nice video: http://wasabiapp.org

wasabiapp.org

http://wasabiapp.org


Backround jobs

Dataset 
library

wasabiapp.org:8000?id=tiger

was@bi
Portable HTML5 webapp + python server modulehttp://wasabiapp.org:8000

wasabiapp.org:8000


Backround jobs

Dataset 
library

wasabiapp.org:8000?id=tiger



Tree + sequence alignment

Annotations 
& graphs

Evolutionary 
events

Ancestral 
sequences



DATA PROVENANCE





REST API

Fileread

URL

fasta

phyloXML

PHYLIP

newick

JSON

NEXUS

HSAML

ClustalW



















PUBLISHING

















PLUGINS



Executable

JSON



Wasabi plugin description Common Workflow Language

dependent/exclusive

parameters:

type

prefix

label

defaults

references

expressions

executable



Executable

JSON

Wasabi interface





THANKS!

http://wasabiapp.orgAri
Alan

andres.veidenberg@helsinki.fi
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