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Reference Sequence: |dum3 consensus - 18 documents Assembly ~ Choose... ?
18 documents will be mapped 1o dum3 CONSENSLS
Assemble by: |1st ~ | part of name, separated by |_ [Underscureﬂ W
Assemble each sequence list separately
Method
Mapper: | Geneious w17
Sensitivity: | Highest Sensitivity [ Slow w12
[ | Find structural variants, short insertions, and deletions of any size 2
[ "] Find short insertions and large deletions up to 1,000 | 3 | bp
Fine Tuning: Iterate up to 5 times w12
Memory Required: 24 ME of 13 GB
Trim Before Mapping Results

Assembly Name |{Reads Mame} assembled to {Reference Mame}

Save assembly report
o Use existing trim regions

] || Save list of unused reads
) Remove existing trim regions from sequences

] || Save list of used reads Include mates
_) Re-trim sequences| Options

[ ] save in sub-folder

Save contigs

: Do not trim (discard trim annotations)

| | Save consensus sequences | Options
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aru? conse.. aru3 conse.. arud conse.. dum2 cons.. dum3 cons.. dumd cons.. ortl conse.. ort2c
aru? consensus 96.84% 96.58%
aru3 consensus 100% 96.85% 96.58%
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dum2 consensus

e.. ort3 conse..

dum3 consensus

dum4 consensus

artl consensus

ort2 consensus

ort3 consensus

TIAOXNZERT. Distances 970y 095 & BA/MDEREZSHFEDHMENTRIINEK
T TFTRINBILIC. Y- IJIVREEBELVEERNTEIVEULTVWET . EFE. A
arundinaceus (aru)DI—IITIRIFE—TY, _hS Geneious D Tree WBERY—ILTY
— I ZADRRBREITOCELTEFT, oy YU SEREMBELFERNBFDIZHIC. 731X
Vbh% Fasta £7zI& Nexus 74—V YhTIVRXR—tU.DNAsp REDTOT S LTERITT
BDEMTTET,

Geneious EHEMEICDWTIFCES

TDB News 3.2022
ST IYINAFAOI /A
Phone 03-6240-0843 Fax 03-6240-0461


https://www.digital-biology.co.jp/allianced/category/products/software/geneious/

