UGENE Workflow
Designer.
Flexible control
and extension of
pipelines with
scripts
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UGENE Workflow Designer

'[¥] New Project UGENE - [Workflow C

4% File Actions Tools

mE ==
]| Elements Samples

Settings

Window Help
nHEE v b B#HS L

Element style, Runmode. Scripting mode,

=
f": Local BLAST search

:-': Local BLAST+ search

. Merge annotations

¥ ORF Marker
| Remote BLAST

SW_ Smith-Waterman Search

Data Converters ]
HMMER2 tools ]
Multiple Seq...ce Alignment |
Transcription Factor ]
Utils ]

. DMA statistics
. Generate DMA

Custom Elements with Script]
Custem Elem...h CMD Tools |
Data Flow ]

@ Fitter

. Sequence Marker

Read
Sequences

Reads
sequence(s)
from the list of
files,

Sequence

)
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Sequence

Marker

Adds one or
several marks
to the input
SEQUENCE,
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Filter "Short'
Sequences

Filters input data

from Seguence
Marker by

value(s) shart,

Filter 'Long’
Sequences

Filters input data

from Seguence
Marker by

value(s) long.

[Cu——

| filtered-data
1
1

Write "Short'
Sequences

Save all
sequences from

Read Seguences
to short. fa.

Save all
I sequences from
Read Seguences

rs

Property Editor

Element name: ong' Sequences

Write sequence : Writes all
supplied sequences to file(s)
in selected format,

To configure the parameters
of the element go to
"Parameters” area below.,

|+ Iterations
|=| Parameters

Mame
Accumu.,.bjects
Docume.. format
Output file
Existing file

|=| Input data

Set of a...otations <Li..es»

Sequence

Seq..es)

Location Le.y>

L) 2:Tasks | | L 3:Log

Mo active tasks @' [
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UGENE Workflow Designer

On local machine

Share files with schemes
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Imports data to internal DB

Or passes file URLs

. Extension with
i external instruments



Wizards to setup the
parameters

SAMtools mpileup parameters

Parameters
Count anomalous read pairs [False v ]
Disable BAQ computation |False v |

Mapping quality downgrading coefficient 0

Max number of reads per input BAM 250 =

Extended BAQ computation [False v ]

BED or position list file

Pileup region
Minimum mapping quality

Minimum base quality

Additional
Show additional parameters




Dashboard for
results and statistics

Output Files Workflow Task
res_seab - Wite Sequence —

Open containing directory The workflow task has been finished successfully?

| Open by operating system

Commeon Statistics

S T pr—

Fitter 00:00:00 1
Sequence Marker 00:00:00 1
Read Sequence 00:00:00 1
Find Pattern 00:00:00 1

Write Sequence 00:00:00 0



UGENE Workflow
Designer API

Implementedin C
Extended for Python

Let users setup and
run workflows



Running Single %
Algorithm Scheme %

import u2py
u2py.initContext( './' )

inputFile = '../../data/samples/FASTA/chrUn_glo00231.fa'
outputFile = '../../data/samples/FASTA/ann.gb*

u2py.Scheme.launchSas( 'repeats-search', inputFile, outputFile )

u2py.releaseContext( )



BioPython %
Objects

from Bio.Align import MultipleSeqAlignment
from Bio import AlignIO

import u2py

u2py.initContext( './"' )

#read an alignment

inputAlignments = []

inputFile = open( '../../data/samples/CLUSTALW/COI_copyl.sto', 'rU' )
inputAlignments.append( AlignIO.read( inputFile, 'stockholm' ) )
inputFile.close( )

#create a scheme
scheme = u2py.Scheme( 'muscle', 1inputAlignments )
scheme.setElementAttribute( 'Write Alignment', 'document-format', 'stockholm' )

#run the scheme
outputAlignments = scheme.launch( )

scheme.cleanUp( )
u2py.releaseContext( )



GUI for — API for
biologists 2! technicians




& Contacts

UGENE
ugene@unipro.ru
ugene.unipro.ru
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