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¥ Trim using BEDuk >

BBDuk Adapter/Quality Trimming Version 38.84 by Brian Bushnell

Trim Adapters
Adapters: | All Truseq, Nextera and PhiX adapters (158 sequences) V Choose... ?
Trim: Right End e

Kmer Length: 27 |3
Maximum Substitutions: 15
e

Maximum Substitutions + INDELs: 0|

Trim partial adapters from ends with kmer length: -

Trirn Low Quality
Trim: | Baoth Ends

Minirmum Quality: 0|5

Trim adapters based on paired read overhangs

Minimum Overlap: 24 (5

Discard Short Reads

Minimurmn Length: 20 | & |bp
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JNICFTVIOUET, FDMDEREIET IAILEDEE T,

NvEDITEINEI T4 =22 TERL. Annotate & Predict X=Z1— - Find
Variants/SNPs &Y. TERD{ZE T SNP Z# £ U £ 9, Analyze effect of
polymorphisms on Translation #7232 %#47J(ZU. Use separate annotations for
each variant at a position 77232724 ICLTEE L,



¥ Find Variations/SNPs

Find Variants

Minimum Coverage: 10

X [€2

Minimum Variant Frequency: 0.25
Maximum Variant P-value: 10 ~ & 2 {0.0001% to see variant by chance) ?

Minimum Strand-Bias P-value: 10 -5 2 when exceeding | 65 2 % bias |7

S

Find Variants |Inside & Outside CDS
In selected region only
Analyze Effects on Translations
Analyze effect of variants on translations

Default Genetic Code: | Standard

Mote: Variations found within overlapping CDS annotations
will create separate annotations for each CD5

+ | Calculate Variant P-values

Assumed quality of bases without quality: | 20 (99.0% correct)
P-value calculation method: | Approximate W
Homopaolymer quality reduction for 454 [ lon Torrent: 0 % (7
Advanced

Only Find SNVs

Merge adjacent variations

Ignore reference sequence (only find variations within the sample)
Exclude paired reads over | 100 O | % from their expected distance
Use separate annotations for each variant at a position

Record names of all contributing sequences for each variant

Ignore reads mapped to multiple locations

Don’t find variations in annotation types: | Coverage - High

Only find variations in annotation types: | motif

Also find variations within 0 bases of those types

CDS Properties to Copy: | gene, product, protein_id, locus_tag, note
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¥ Apply Variants to Reference Sequence >

For each variant track, creates a new sequence derived from the reference sequence by applying all variants in that track.

If a contig is selected, variant tracks on the reference sequence are only applied if they were created using that contig.

Mask low coverage nucleotides with N | ?
Create alignment | 7
Create ambiguities when variant sequence frequency is under B0 | & (w ?

Ambiguity symbol for mixed gap and non-gap sites: QN
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¥ Batch Rename >

Rename Method
Aspectto Rename: Sequencesin alignment
Property to rename: | Name of Sequence e

Rename Original Sequences

Replace with | Mame Mone None None None
Add to |start

Remove 100 character(s) from |end

Advanced
Replace entire field
© Replace parts matching: ktrimmed] Ignore Case Regex
With: Add Property...
Help Fill From Basic
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