
BioJS2Galaxy

Sebastian Wilzbach
seb@wilzba.ch

@MrGreenify @greenify



What is BioJS?

● open source JavaScript 
library

● build & share biological 
visualizations

● stop to reinvent the wheel
● modularity



Building blocks



BioJS.io - discover components



Preview the visualization

TODO

biojs.io/d/msa



Interactive workspace (JSBin)



Super-powered by github

● no central, large repository 
● own github repos

○ pull requests

○ issues

○ forks



NPM (Node packaged modules)



Web Components
ȊDocker of the Webȋ

● Custom 
Elements

● Shadow DOM



BioJS & Web Components
<bio-msa colorscheme=”Taylor”>

<bio-io-clustal url=”<path>/Q7T2N8.clustal” />
</bio-msa>

under development - see: github.com/biojs/biojs3



BioJS & Web Components
<bio-pv url=”1SEB.pdb” />

<bio-tree>
<bio-io-newick>

(pongo_abelii:3, (Pan_troglodytes:3,
Homo_sapiens:5):3);

   </bio-io-newick>
</bio-tree>

under development - see github.com/biojs/biojs3



Integration with Galaxy

github.com/biojs/biojs2galaxy

⇒



Multiple sequence alignments
biojs.io/d/msa



Phylogenetic trees
biojs.io/d/exelixis



RNA
biojs.io/d/drawrnajs



What is a Galaxy vis plugin?

● config (xml)
● templates (mako)
● static files (js, css)



1) Config

 
> package.json

"galaxy": {
    "datatypes": ["sequence.Fasta"]
}

config (xml)
templates (mako)

static files (js, css)



2) Hello world Ȋvisȋ

> helloworld.mako

galaxy.getData(function(data){
    galaxy.el.textContent = data;
});

config (xml)
templates (mako)

static files (js, css)



2) msa.mako

var msa = require("msa");
var fasta = require(“biojs-io-fasta”);

galaxy.getData(function(data){
var seqs = fasta.parse(data);
var m = new msa({

el: galaxy.el,
seqs: seqs,

});
m.render();

}
* slightly simplified version

config (xml)
templates (mako)

static files (js, css)



2) Create template

predefined `galaxy` (mini JS client)
● el
● dataType
● getData(cb)
● meta
● config
● ...

config (xml)
templates (mako)

static files (js, css)



Where is step 3?

msa.min.js
msa.min.css

config (xml)
templates (mako)

static files (js, css)



How to run?

npm install --global biojs2galaxy

biojs2galaxy msa,biojs-vis-sequence --output 
<path/to/galaxy>/config/plugins/visualizations/



Enable visualization in Galaxy

> config/galaxy.ini

[...]
visualization_plugins_directory =config/plugins/visualizations
[...]



3) Downloading all

biojs2galaxy --all

> package.json

keywords: [..., "galaxy-vis", …]



biojs2galaxy ➡ galaxy vis toolshed?



To come: not only Galaxy

Shiny

Project Chi



It’s your turn!

@BioJSLibrary @biojs

Importer:
github.com/biojs/biojs2galaxy

Discover components:
biojs.io

Socialize @ github
github.com/biojs/biojs

BioJS & We Components:
github.com/biojs/biojs3


