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Goal

e New input elements

e Unified design patterns
® Instant validation

e |nstant form update

e |Improved reliability on job submission



New Galaxy Tool Form

#~ Plot CuffDiff data with &% Versions | w Options

cummeRbund (Galaxy Tool Version 1.0.1 © Question?

Select backend database (sqlite) Q, Search
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& Download
Plots

1: Plots

€© Requirements

(4' See in Tool Shed
The width of the image

1280

The height of the image
960

Plot type

Boxplot

Replicates?

Yes No

Apply log10 transformation on FPKM values?
Yes | No

= Insert Plots




New Element: Batch Mode submission
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ésa 1Nis IS a batch mode input held. A separate
job will be triggered for each dataset.




New Element: Slider

Floating regions of regions of sizes

101.09




New Element: Color Selection

Title Color
@ Select a color

Theme Colors

aillllillu

Standard Colors




New Element: Data Library Selector

Some library dataset
Select Library
Library 2

%) | /sdafdasf/Pasted Entry

I /dsafdsafdsaf/ToolTemplate on data 3
[ /sdafdasf/Pasted Entry

Pick some a library dataset




Unified appearance: Selections

Drill down 2 /

(=) Select/Unselect all

(=] O Heading 1
[ Option 1
¥ Option 2
(=] O Heading 2
¥ Option 3
(J Option 4
(J Option 5




Unified appearance: All selections searchable

& Pick a genome

unspecified (?)

No selection

A. gambiae Feb. 2003 (IAGEC MOZ2/anoGam1l) (anoGaml)
A. mellifera Jan. 2005 (Baylor 2.0/apiMel2) (apiMel2)

A. mellifera July 2004 (Baylor 1.2 /apiMell) (apiMell)
Afrotheria Apr. 24. 2006 (UCSC Recon/afrOthl13) (afrOth13)
Armadillo Jul. 2008 (Broad/dasNov2) (dasNov2)

Armadillo May 2005 (Broad/dasNovl) (dasNovl)




Unified appearance: Repeat

1: Repeat

Standard columns

Auswahl 2

Dataset

19 | & O 82: Pasted Entry

Column for x axis

Column: 1




Unified appearance: Sections

A section

Some library dataset
Select Library
Library 2

%) | /sdafdasf/Pasted Entry

I /dsafdsafdsaf/ToolTemplate on data 3
[ /sdafdasf/Pasted Entry

Pick some a library dataset




Improved Error Handling

¥ Please verify this parameter.

Drill down

=] O Heading 1

(O Option 1

(O Option 2

|+] O Heading 2
(O Option 5

e |nstantly scrolls to the corresponding input element
e Highlights the error




Upcoming: New Workflow Tool Form

Get Data

Send Data

Lift-Over

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

Extract Features

Fetch Sequences

Fetch Alignments

Get Genomic Scores
Statistics

Graph/Display Data
Evolution

Motif Tools

NGS: QC and manipulation
NGS: Mapping

NGS: Simulation

Phenotype Association

Data Manager Tools

Workflow control

Inputs

e Data

Workflow Canvas | Unnamed workflow

Add column
to Dataset

out_filel

Workflow ared Data ~

Visualization~

ToolTemplateSimple
Bam
Dataset

SeriesSeries
SeriesSeriesSeriesSeriesSeriesSeries 1
> Dataset

SeriesSeries
SeriesSeriesSeriesSeriesSeriesSeries 1
> Series 1 > Dataset

fasta - Sequences
output (tabular)
trim_fasta (fasta)

trim_qual

Admin

Help ~

User~

At Mirrahinl Nad

=1

Using 51.9 MB
Details

# ToolTemplateSimple including ~
all supported features of the new
toolform (Galaxy Tool Version 1.0.0)

@ Pick a genome
B Select/Unselect all

A. mellifera Jan. 2005 (Baylor
2.0/apiMel2) (apiMel2)

Bam

Data input 'data_1' (tabular)
Dataset

Token

Standard columns
Extended columns

Output format

Tabular (extended 25 columns)
SeriesSeries w
SeriesSeriesSeriesSeriesSeriesSeries

Title Color
@ Select a color

Theme Colors

-
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Standard Colors

SeriesSeries




Upcoming: New Workflow Tool Form

Get Data

Send Data

Lift-Over

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

Extract Features

Fetch Sequences

Fetch Alignments

Get Genomic Scores
Statistics
Graph/Display Data
Evolution

Motif Tools

NGS: QC and manipulation
NGS: Mapping

NGS: Simulation
Phenotype Association

Data Manager Tools

Workflow control

Inputs

alyze Data

Workflow Canvas | Unnamed workflow

Add column
to Dataset

out_filel

Workflow red Data~  Visualizati

Using 51.9 MB

& Details

1: Series
Standard columns

Auswahl 2

Dataset
Data input 'input’ (tabular)

Supports Dynamic Column for x axis

ToolTemplateSimple
Bam
Dataset

SeriesSeries
SeriesSeriesSeriesSeriesSeriesSeries 1
> Dataset

SeriesSeries
SeriesSeriesSeriesSeriesSeriesSeries 1
> Series 1 > Dataset

fasta - Sequences
output (tabular)

trim_fasta (fasta)

trim_qual

Parameters

Include comment column

@ Pick a genome
A. mellifera Jan. 2005 (Bayl
Include comment column

Ono
©yes

Floating regions of regions of
sizes

88.04

Column with comment

Include comment column

yes

Column with comment

7 Category
=

Get Microbial Dat




Thank you for your attention.



