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+ Annotate genes within contigs (intron-exon structure)
» Caoding variants
 Link features to chromosomes (within sub-genomes)

» Implement localised synteny studies

» Obtain estimations for
— coding genes

— “pseudogenes” @CristobalUauy
— lineage specific genes
— comparative analysis of homoeologous genes Ricardo Ramirez-Gonzalez ..
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The Genome Analysis

« Obtain a complete and finished genome
« Detect large re-arrangements

« Annotate regulatory elements

“Properly” develop genome-wide studies (such as GWAS)

« Characterise CNVs, and other structural variants
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Alignment of bin-mapped wheat ESTs to the repeat masked assemblies
(Qiet al, 2004)
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. (a) All 20mers "I (b) ISBP marker 20mers

Frequancy of occumence.

I

Kmer count
1SBP makers were identified using the Isbp-Finder script (Paux et al, 2008) on a preliminary
assembly. Peak at 20x kmer coverage.

Assembly algorithms expect uniform coverage
and “well-behaved” kmer distribution
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Whole genome datasets . Integration of Data b
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Read Type Sequencer Read Length Fi #bases Ci g Long single-molecule reads WS \yild species sequences
Size (bp) (Gbps) Physical Maps Survey Sequencing
Pairend  MiSeq 2x250bp 600-800 12.9 0.76x POPSEQ RNA-seq Long Mate Pairs
Pairend  HiSeq 2500 2x150bp 600-800 131.7 7.74x RH/Genetlc Maps )
Pairend  HiSeq 2000 2x100bp 600-800 335.3 19.73x MTP Sequencing BES
Mate pair MiSeq 2x250 bp 6500 12.7 0.75x (9.67x*)
Mate pair HiSeq (BGI) 2x100 bp 5000 6.1 0.36x (8.93x*)

* Fragment coverage

Trackable .
Customisable

Test assemblies m Assembly size

PE ABySS k71 scaffolds 1,729 6.79 Gb
PE ABYSS k71 + BGI LMP (Soap) contigs

Updatable Standard

Wheat Draft
Reference
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Genome Reference Releases TEAC*:#x. WGP 2D* Map TGAC X%

3500

F [ Community Support (help desk) J 3000

Feedback 00

2000
Whole Genome Feedback =0

205 (364 Z
25 (364 Mb) Total size (Wb}

20L (473 Mb) Number of contigs
201 (473 Mb) Total size:

1000

and ‘ 500

Data Integration

o
Draft Reference KevGeneds| TGACV | TGACY | KeyGenes | TGACYS | ToACW | TGACYS
Feedback i v

Genome Annotation V
_ & ﬂ . .
Comparative Analysis TGAC v1 + v3: filtered using CSS

Annotated Draft Reference Keygene high TGAC v4: filtered on <5 BACs
stringency maps TGAC v2 + v5: filtered using CSS + <5 BACs

EnsemblPlants

plants.ensembl.org

2D* MTP

MTP according to the TriticeaeGenome guidelines for FPC

.
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Arm size (Mb) 364 473
Number of BAC clones in FPC contigs 37,634 50,687
Est. map size 364,392 590,666
Number of MTP clones 3,545 5,326 + Bioinformatics and Computational Biology. .
www.tgac.ac.uk/fellowship

Number of MTP clones from TGAC v5* 3,180 4,737 -

+ Competitive salary and research support

grant. [s)
* Removed MTP clones from excluded contigs i . App\y n
« Fastapplication process, call open until

posts are filled.

Up to five years: for early career scientists L
who want to become scientific leadersin a TG Ac o
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Computational Genomics
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Genomics team
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