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[ ] [ ] Create Workflow

Workflow Name: Sanger analysis
Author: | Geneious Prime

Sanger sequences trimming, de nove assembly, multiple alignment and tree building

Description:
Icon: | M Chromatogram ~ Choase Custom lcan...
Share (read-only) with other Shared Database users
Share (read-only) with other Genelous Cloud users
-+ Add Step @ Help

.2¢ Add Operation (from 111 available)...
Add Recently Used Operation >

For Each Document
For Each Sequence [ Extract Sequences From List
Group Documents

Group Sequences

% Add document chosen when running warkflow
2z Combine With Earlier Document(s)

[3] Save Documents [ Branch

£” Rename Documents)
[ Copy Praperty Between Documents
L Filter Documents

|= Sort Dacuments

£ Custom Java Code

Cancel


https://assets.geneious.com/tutorials/Creating+Workflows.tutorial.zip
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Create Workflow
Warkflow Name: Sanger analysis
Author: | Genejous Prime

Sanger sequences trimming, de nova assembly, multiple alignment and tree building

Description:
Iean: @ O @ Select an Operation ~ || Choose Custom Icon..
O P
b Filter: | C. trim| X
]

=i

B Trim Ends

-+ Add Step Bl Trim using BBDuk
| W Workflows - Trim and Filter

%) Help

Cancel

Cancel
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[ ] [ ] Create Workflow
Waorkflow Mame:  Sanger analysis
Author: | Geneious Prime

Sanger sequences trimming, de nova assembly, multiple alignment and tree building

Description:
Icon: | M Chromatogram ~ Choose Custam lcan...
=l Share (read-only) with other Shared Database users
=l Share (read-only) with other Genelous Cloud users
-+ Add Step Delete Step View/Edit Options Maove Up Mowve Down (@ Help
o Trim Ends

Options: Trim regians...
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[ ] [ ] Edit Trim Ends

Options to expose to user when workflow Is run
© Expose no options
Expose all options

Expose some options

Optionally label exposed options as: Access exposed options via button (7

Expose: |action With Alternative Label: | (Optional)

All Operation Options (those not exposed to workflow user and default values for options that are exposed)
a Annotate new trimmed reglens (regions will be excluded from assembly and consensus)
Remave new trimmed regions from sequences
Remave existing trimmed regions from sequences
Trim vectors: UniVec [High sensitivity) (will be automatically ...
Minirmurm BLAST alignment score: 16

Trim primers:

Choose...
Allow Mismatches: 5
Minimum Match Length: 5
Error Probability Limit: [].[]1| 2 | (decrease to trim more)
Trim regions with more than o 4.3% chance of an error per base
Maximum low quality bases: 0
Maximum ambiguities: 2
[ Trim 5° End At least 0 bp
[ Trim 3° End At least 0 bp
Maximum length after trim: 1,000 (Trim excess from 3" end)

Mare Options Cancel “
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[ ] [ ] Edit Align/Assemble -> De Novo Assemble

Assemble reads (eg. Sanger or NGS) without using a reference

Options to expose to user when workflow is run
© Expose no options
Expose all options

Expose some options
Optionally label exposed options as: Access exposed options via button ?

Expose: | None With Alternative Label: | (Optional)

All Operation Options (those not exposed to workflow user and default values for options that are exposed)

Data
Dissolve cantigs and re-assemble
ssemble by: | 1st ~ | part of name, separated by - (Hyphen) ~
Assemble each sequence list separately Assemble each paired read separately
Use 100 % of data. Suitable for genome size between 0 KB and 0 KB.
Methaod
Assembler: Geneious ~ 7
E{@ Mot sure which assembler to use? Let us help!
Sensitivity:  Medium Sensitivity | Fast w17
Memory Required: 84 MB of 13 GB
Note: Paired reads can be set up or changed using Sequence > 5et Paired Reads
Trim Before Assembly Results
Assembly Name {Reads Name} Assembly
Iﬂ- Use existing trim regians I Save assembly report
Remaove existing trim regions from sequences Save list of unused reads
Re-trim sequences Options Save in sub-folder

Do not trim [discard trim annatations) Save cantigsj( Maximum | 1,000 )

Save Consensus sequences Options

Mare Options Cancel “
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- Generate Consensus Sequence

- Alignment - MUSCLE Alignment
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Workflow Name:

Author:

Create Workflow

Sanger analysis
Genejous Prime

Sanger sequences trimming, de nove assembly, multiple alignment and tree building

Description:
Icon: M Chromatagram ~ Choose Custom Icon...
Share (read-only) with other Shared Database users
Share (read-only) with other Geneious Cloud users
-+ Add step (@ Help
kv Trim Ends
|

Options: Error probability..=0.01; Trim regions...

Align/Assemble -> De Nove Assemble

Options: "No Documents...”; Trim reglons...

(%  Generate Consensus Sequence

I

Alignment = MUSCLE Alignment

Cancel :]
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- TreeBuilding = Geneious Tree Builder (nucleotide)
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Method #7038 ELET,
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