NextGENe AutoRun

@ Create custom templates (optional)
@ Create Job File
® Run AutoRun
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Customize Default Templates

@ Create custom templates
e Save pre-installed template as new template
e Add reference
e Add tracks (optional)
e Add/adjust other output report settings
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Customize Template

Pre-processing configuration NextGENe’s Tools menu

Post-processing configuration NextGENe Viewer’s report menus

Alignment/variant detection configuration | NextGENe’s Project Wizard
Build template AutoRun’s Job File Editor

Pre-processing Processing
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Pre-processing Configuration

(NextGENe's Tools menu)

® Format Conversion can remove low quality reads and adapters

® Sequence Operations are steps that are configured to trim
adapters, remove duplicates, as well as a few other possible
operations

® Make edits, and click Save




Post-processing Configuration

(NextGENe Viewer’s report menus)
® Reports like coverage, expression and variants

® Open a project in NextGENe Viewer

® Make edits to report settings, and click Save
Settings N

GEN ¢
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Alignment/Variant Detection

(NextGENe's Project Wizard)

@ Alignment and variant detection sensitivity can be adjusted
through the NextGENe’s Project Wizard

® Post-processing configuration files can be added to the last step
of the Project Wizard, or they can be added directly to the
template

Project Wizard - Alignment

Project Wizard - Post Processing

¥ Export BAM

[ Output to Geneticist Assistant
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Build Temglate

(NextGENe AutoRun’s Job File Editor)

@ Edit a template, or create a new
template Job name: |Jo 1D 20180921140805_182
e If only minor changes to a template are s
needed, select the template, click on Edit
and Save As a new template
@ Edit Preprocessing steps

e Select the Preprocesses link and load the
Format Conversion and Sequence
Operations configuration files

® Choose the alignment configuration file

® Edit Output details to add/edit report
configuration files

* If the alignment configuration file already
includes the output reports, then this step is
not necessary

® Save the template

* When you save a new template within the
NextGENe AutoRun, all configuration files
are copied to the template’s folder

NextGENe
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Create Job File

NextGENe AutoRun’s Job File Editor)

Add input files (multiple samples can be added)

Select Template (optional),

e Or add preproccessing steps, reference and process & report settings
Group input files into Jobs

Group Jobs can be used when multiple samples are analyzed with the
same settings

H MextGENe AuteRun Job Editor - Untitled
File Edit Tools

H MextGEMe AutcRun Job Editor - Untitled
| File Edit
o M|

-512_Runl
+513_Runl

Tools

BB R 2

Jab name: |ST 2_L000_12_001 fastg 1D: 20180321140805_182 Job name: 1D: 20180921143305_411 F

]

513_Runl

“hdanwinbwor AN et GENeD atahlumina',

- Whdanminbwork \MextGENeD atahllumina,
“hdanwinbwor AN et GENeD atahlumina',
- Whdanminbwork AN extGENeD atahlluming,
- hdanwinwork \MestGENeD atahllluming',
- Whdaninbwork \HextGENeD atahlumina,
- Preprocessing
50: C:A\Users\PublichD ocuments\S oftGe
-+ FC: CAUsersh\Public\DocumentshSoftG e
- 50: C:\Users\PublichD ocurnents\S oftGe
-+ 50: C:\UsersyPublichDocuments'S oftGe,
- Reference File[s]
H F:\MNestGENe'ReferencestHuman_w 37
- NewtGEMe Settings File
C:sUsersiPublichD ocuments\S oftGenetic
- Output Path
- Whdanwinwork \MestGENeD atablluming',

[T emplate: | NEBMext Direct Cancer GRCh37

Save As

nput sequence files: B files loaded

ShdarwintworksMNestGEM eD ata\l lumina'NHS57545 amples\S12_L00T_IZ_001.fastg.gz
Shdarwintwork s estGEM eD ata\l luminatNHE57545 amplest512_L001_R1_001 fastq.gz
“hdarwintwork SN extGEN el ata' luminatNH557545 amplest512_L0O0T_RZ_001.fastg.gz
Shdarwintwork \NextGEM D ata\ luminatNHS57545 amplest513_L001_I2_001 fastq.gz
ShdarwintworksNestGEM eD ata\l luminatNHE57545 amplest513_L001_R1_001. fastg. gz
“hdarwintwork \NextGEM eD ata\ lumina'NHS57545 amplestS13_LO0T_RZ_007.fastq.gz

Load

Remove

T

| Shdamwintwwork \WemtGENeD atah luminaWMHE57545 amplestS12_L0O01_I2_001.fastq_ Output

gerence

Human_»37p10_dbsnpl135

qul to Geneticist Assistant

Inspect input files to set optimum parameters

C:hl zerstPublichDocumentsySoftG enetics\MextGE M e\ T emplates\MEBNest Direct Cancer GRI

Select

Remove

S12_L001_12_001 Fastg

LCancel

~ - Sample File[s)
— ERERGE MeD atatlumina!
Adarwintwork \MestGEMeD atat lumina',
“hdanwiniwork WM extGE NeD atab luming',
- Preprocessing
0: C:AUsers\PublichD acumentshSoftGe
FC: C:A\UsershPublictDocumentshS oftGe
0: CAlUsershPublichD ocumentshSoftGe
0: C:AUsers\PublichD acumentshSoftGe
Reference File(s)
L FAMextGEMER eferences\Human_v37F
-MestGEMe Setlings File
§ L DAUsers\PublichD ocumentshS oftG enetic
- Output Path
- \darwin'work \NewGE NeD ataMllumina',

Template: | NEBMext Direct Cancer GRCh37

Input sequence files: 3 files loaded

“hdarwintweork \MextGE M eD atatl lumina\NH557545 ampless513_L001_|2_001 fastq gz
Shdarwinbwork\WextGEMeD atabllumina\WHE5 7545 ampless513_LO0M_R1_001 fastg.gz
Whdarwintweork\MextGE MeD atatl lumina\NH55754S ampless513_L001_R2_001 fastq.gz

Output:

Shdamwintwork M extGE M el atabl luminatHHE5754S amplest5 13 Runl_Dutput

Reference:
Human_v37p10_dbsnp135

|nzpect input files to set optimum parameters
Al gergPublichD ocumentshSoftG ensticesMestGENeNTemplates\MEBMext Direct Cancer GRI

Output to Geneticist Assistant

513 _Runl
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Run AutoRun

AutoRun checks for job files in the Job file detecting directory . When a
job file is found, it is scanned for number of jobs.

Each job within job file is checked for necessary files.
Jobs are processed as job files become available.
Completed job files are moved out of the queue.
New job files can always be added to the queue.

==~ MextGEMe AutoRun Settings

inahSHPABRCAMHGTOBSAERCA. ngj ob,
Time

Detect time interval EI ik

Parallel jobs

Mawx parallel jobs [1-8] Available RaM for each job: 13GE

[] automatically detect when AutoRun is launched
Minimize to taskbar
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