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Sequencing strategy update
An improved Minimal Tiling Path
/B sequencing progress

Progress on anchoring MTP to genetic and
physical maps

Transcriptome analyses



7B sequencing work-flow
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Improved 7B Minimum Tiling Path

Physical mapping
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MTP-based assembly strategy
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Expected overlap size in BAC-MTP sequence assembly
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Improved MTP BAC-by-BAC assembly

Assembly v1 OLC Assembly v2 OLC
(20% low coverage) (1-5% low coverage)

7BS 7BL 7BS 7BL
Total size 337 Mbp 550 Mbp - 580 Mbp
Scaffold # 55,109 72,020 - 71,000
Max scaffold size 274 Kb 597 Kb - 600 Kb
N50 scaffold size 23 Kb 36 Kb - 46 Kb
Mean scaffold size 6.1 Kb 7.6 Kb - 7.2 Kb
Scaffolds per BAC 15 13 - 13
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Anchoring of MTP to genetic and physical maps

VS

Recombination/LD maps

- Naxos*Synthetic (629 markers)
- Collaboration INRA (autumn 13)

CGH based bin-mapping

- 8% 7B bin mapped
- 9 bins
- 72% MTP contigs anchored

RH maps

700 DARTseq markers
85 RH lines

BS 0.27-1.00




- total ~40,000 DARTseq markers

- 692 unique polymorphic 7B markers

Marker deletion frequency
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Preliminary results: RH-mapping

7BL

centromere?

e Three linkage groups
 Markers from same physical scaffolds are close in RH map
 Low resolution

 Non-stable maps (non linear topology)
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