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d 3B MTP-BAC sequencing

Sequenced
. physical map
:: e Depth 19x
ﬁ e #BAC-contigs 1282
5 o #MTP BACs 8452
”:T e #BAC pools 922
© ' e #Roche 8 kb MP lib. 922
:: o #GS-FLX runs 150
- e bp coverage (Roche/454) 36X
:: e BAC-ends (Sanger) 42 551
|= e Whole 3B shotgun (illumina) 82x
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d RNASeq — Deep transcriptome sequencing

= 30 samples
o 9 organs (root, stem, spike, leaf, grain)
o 3 dev. stages
o X2 replicates

Presenter: Lise Pingault

Session: Analysis of complex genomes - Saturday 5:20 PM



1 Assembly and scaffolding

ACGTAGACTACA

= Manual improvement of the scaffolding
=  Gap filling
= Homopolymer error corrections

» Redundancy removal — scaffold merging

ACGTAGACTACAACGTCAGT

16,136 scaff
1040 Mb

18% Ns

2808 scaff

833 Mb
N50:892 kb

7% Ns
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d Completeness

949,

gaps in read assembly
gaps in the physical map
BAC clone contaminations
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] Annotation
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774 Mb

« protein coding genes 7264
(pseudogenes: 27%)

e NTRS (RNASeq) 3693 209
* NCRNAS (tRNA, rRNA, snRNA, snoRNAs) 791 37
« transposable elements 234,606 18,553




J Chromosome structure

_ Recombination
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] Evolution

o Synteny
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] Evolution

o Gene loss?

1

Wheat  Brachy. Rice Sorghum
Conserved genes Bd-Os-Sb: 38 chrz  chr1  chr3
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> 91% found on 3B
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=» Limited gene loss following polyploidization



] Evolution

o Intra-chromosomal duplications

Wheat  Brachy. Rice Sorghum
37% 3B chr2 chr1  chr3

intra-chr. duplicates * ‘ ‘ ‘

15% 18% 16%

Wheat Brachy. Rice Sorghum
3B chr2 chr1 chr3

= Higher rate of lineage specific intra-chr. gene duplication



] Evolution

o Intra-chromosomal duplications
o Inter-chromosomal duplications

I

Wheat  Brachy. Rice Sorghum

35% 3B chr2 chr1 chr3
intmasgyintedipljeat=s + ‘ ‘
15% 18% 16%
intra-chr. < an o
=3
Wheat Brachy. Rice Sorghum
3B chr2 chr1 chr3
i
# syntenic genes 3899 3400-3600
# nonsyntenic genes 2065 150-210

= Higher rate of lineage specific inter-chr. gene duplication
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Browser | Select Tracks Custom Tracks Preferences
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TACACCCAAGTTGGTGAGCTGAAAGTCCACCTCCTCCTTCTCTTCTCCTCGGACATGTGTATGATGATATTTGGACATGTGGCCTTTATTTGCAGGGAACACCTCCAAGAGTGTATGATGATATTTTATGGACATGTAATTAGTAGACAGCTAGGTGTTTGTGCCA
ACCACGTGTAACTCATGACTATTATATAAGGTCACCACGGAGTATCTAAATAGACTAGAAAAAAAGCTAGTAGGATGATGTCATAATTCAACATAAAACGTAGGGAGGTCCGCTATGTGATTGGGTGCACAAAACACATAGGATTGTTCGAGCTCTGCTTAAAAGA
AGTAGGAAAAGTAATCGGGTTGATAACAATCGACAGTTTAGCTCCCTGCAAAATACGAGCATTCAAGAATCCGTTTGGTTTATATTATTTCACAAAGCTGATGACAGATGTTTAATTTACCATATACAAGATTGTCTATAAACCTTTAAATTTCATGCTTATGCAG
TTGCCTTGCACGTAAACATTCAAGGCAAGAAAATGACTACGAGATTAATAGTATACTTCTAATTATCAAGACAACTACACGGTCAGATGTTTCAGTTATCTCAGTTGAACATGTAATGCATGAGCTCGGTTACAAGTGGCACACAATAATCTGCCCTGCAACCTGA
GGTGGTACCTGATCAATATTAAACTCACATCCAAATAGTAGATAACTACTCTCTCCGTTCCAAATTACTCGTCGCAGAAATGGTTGTATCTAGAATTAAAATACATCTAGATACATCTATAGATGCAACAAGTAATTCGGAACGGAGGGAGTAACCGAGAAGACTA
TGATCCCTCCTGGGTTTGCCATGATCTAATTAGTACCATATGAATAGTGGGTGATCAACAGTCACATAGCAAAAGTAATCAGGAAATATAAGAGTTGATAGTAAGGGTACATGATCCTTCTGAAGCACATCCTCTGAATGACCATCCAAATATGCATACGATTGTT
GGGGCTTGTTGCTTATCATCCCCAGGCGCCTAAGACACCCTGCCTTCTCCCACGTTTAAATCTGCAAGGGACACTGCATTGGTGGCTGCTAGGCCATCAAAGGCGGCTTGTCAAATATCAATCGAGCCTCGTTCTCCTTCTGGCGAAGCTGGGCTACTGCTACAAA
CGTGATGATTTCTTCAGTCGAAACTTGTGGTGTTGGATCCTCCATATCCATGAGTTTGCACATCAGCATCAC_THANKS TATTCAATTATCTCCTTCCTTGACCATGAGTGCCCTCTCCTTTGTGTCTTCTTACAGCTTCCTACATAGATTGCTGGAAAGAGGAG
TGAGCCGGGGCAGAACTTGAAGCACGGGAGAAGGAAAAAGAAGTATACAAGGGGTGCGTAGTTGGTATATGTAATGTACGGTATAGACCTTTCTTTGTGAATAGCTCTATGACTTTATGTTCCTGAGTAGATTATTGTTGTGGCAGCAGACAGATCTTCCTTTTGT
AAAACTTTTTTCTTTGACTTCTCTGACTGTTCATTGGTTTTCATTGCGGGGTGGTATTGCTGCCTCTATCTGACACCTTGTCTTTTTTCTACCCCTTTGGAGATCATCGCCCACAACTCAGCACACATAAGCATAAGGTACTCATCCTGTTCCGCAATAGCGTAAC
TAAGTTTCATCAGCTTAATAATCATGTTTTCGCAGCAGCGTAACTCAGTTTCATCAGCATTCATCTCGACGCCTGGGTGGTATGCAAAATTAAGATGAGAGAAATGATTACATATAAAACATATCTCCAGCAAATCTGCTCATATTCTGAGCATCGCGAAAGATAG
GAAGAAAGAAAGAAAGGAATTGCAGAAAAGAGCATATACCTTGTGTTGTTGAATAATCTACGTGGTAGAGAGTAAAGGTAGTCTGCCAGTCCAATCACTTTCAAAGCGCAATTTTCTGAAGTGGGAGCGAGGAGCCGCGACATGAGAAAGCAGTGCCCGAGTTCCC
ATGGCAGCTAGAGGATGTGAGAGAGGAGAATAAGAACAAGGGAAACAGGAGGGGGTGGTGGCTGCATTGGCGGTGGGATGAGGGCGTCTCGCTGTAACCGTAGAGGGACATATATAACTGGCTGCACCGTGGCCTGCATATAGCTCGCCCGGTTTGAGACTAACGA
AACAAGGGGGCAAAACATGTGTGCTTTGAGAGTGCAGCTATGCCATGCCCGTTTCCAAATTGACTCTCTTCACATCTCAGTGGGGGTAATGCAAATTGACTGTTCGGACCTCTGTATCCCACAACATGTTCCACGTTCAAGATTGCCTCACTCACTTCTTCCTCCG
AGAAGCGGGCAAGTAAGAGCATCTCCAGCCGCGCCCCCAACAGGCCCCCCCAGGCCACTTCTTCGGCGCCGGCGCCAAAAAAACGGCCCAGTCGCGCCCCCCGGAAGACGAAAAGCGCCGGTTCGGCCCTTTTTTCTGCCCGGCGGCCGCAGGCTGAACCCGGCGC
GCTGGGGGGCGCCTGGGGGCTCTAGCGCAAGGGAAAAGCCCGCCTGGCCCACTCCGTCAGGTGAAAAGTCAAGATTTTCTTCCCCGACCGCCTCCC_3B_ACCCCCCGCGCTCTCGGCCGCAAGTAGATATATCCCGGCGCCGCCCCGCCGCTCTTCACCGGTAGA
TAGCCATTCCCCGCCGAAAAAAGCATAGGTTCACCGCGGCAACCCCTCCGGCACCAGCTGGGCGTTTCCGGCCGCCCTTTCCGGCCACAGAGGGGCAGTTTGGCGGCGGGGGGACGCCCACCGCACGCAAGGTGTTCGACGATTTGCCTGCCTCGGCGATGGACTC
GGATGACGAGGAAGTGCTCGCCGCGCTGCTGGAGGAGGAAGCCGAGGCCGACGTCCAGGAAGAAGATCATCTCATGGTGCTCGGCGCCCTCGCCCAGCTGCTGGCGAGCAATGAAAAGCCACGGCGAGGTGGCTCGGCGCCGGGGCGGGTGAAAGCAAAGAACCGG
CATCGTCTCGAAGGCTACTGCATGCTCTACTCCGACTACTTCGCTGATGCTCCACTTCAAGGCGACATAACATTTCGGCGCCGTTATCGGATGAACAGAAAGCTTTTCCTCAGGATTGTGAATTCCATCCGGGAGTTCGACAACTACTTCAATTGCAAGATTCATT
GCACTGGCAAACTTGGATTCACCTCCATCCAGAAATGCACGACAGCGATGAGGATGCTTGCATACGGAGCTCCCGGTCACTCACAAGACGACTATGGGCGCATGGCCGAGTCCACCAGCATAGAGTATTTCTACAAGTTCTGTCGGGCAGTGGTGGCATTGTTTGG
ACCGCAATACTTGAGAACACCCAATGCGGAAGACACTGCTCAGATCCTAGCACAGAATGCAGCAAGAGGATTTCCTGGGATGCTTGGAAGCATCGACTGCATGCATTGAAAATGGAAGAATTGCCCATTTGCTTGGCAGGGGATGTAC_CACTA TRANSPOSON_
AAAGGTGAGGCGGTGGCCACACATGACCTCTGGATTTGGCACTCCTTCTTTGGTATGCCAGGAACTCACAATGACATCAACGTGCTGCAGTGCTCTCCTGTCTTTGCCAAGCTTGTTGAAGGTCATTCTCCTCCGGTGAACTTCGATATCAATGGGCAGCACTACA
ACAAGGGATACTATCTAACTGATGGCATCTATCCGAGATGGTCGACATTTGTCAAGACCATCAAAAACCCTATGCCTGGAGGCAAGAACGCCTGGTTTGCGAAGATTCGGGAGGCTTGCAGGAAGGATGTTGAGCGGGCATTTGGTGTGCTCCAATCTCGATTTGC
TGTTGTCCGGTACCCCGCTCAGACCTGGTCGAAAGATCAAATGTGGGAGATCATGACCTGCTGTGTCATCTTGCACAACATGATCATTGAGAGCGAGCAGGAAGAGCCAGTGTTTGACACTGAACCATACCACCGGCAGGGTCCTCTTGCCCAAGTTGATCACCAG
CTACCGGCAAGCTAGACTGCCTATCTTAGTATGCGTCAGGAGATCCGAGACCCACAGGTGCATCATCAAACTGCAGCAAGATCTGATAGAGCACCTATGGAGGCTCAAGGGCGACACTGGCGCGACGTGTGATGAAATATGAGTTTTTATTTGTTGAACTATATAA
TTTGTATTGAACTATTTATTGTTGTACTATTTTGTTGAAGTACTTGAAATTTTTGTGATGAAAAATGTGATAAAAAAATATTTATGTTGATAATTGAACGCCGAGCCACGGCGAACCACGCCGAATATGGGCCTATTCTCGCCCATATGGGCCTTTTCGTCGAAAT
GGGGCTTCAAAAGTGGGCCAAAATCGGTGACTGGGGGCGAGCTGGGGGTGACGACTGGGCGCARAACCGCCCCCAGCGCCGAAAGAATCGCCGGCTCACCCACAGGGGACGATTT | FREDERIC CHOULET ADRIANA ALBERTI SEBASTIEN THEIL

NATASHA GLOVER_VALERIE BARBE JOSQUIN DARON_LISE_ PINGAULT PIERRE_SOURDILLE ARNAUD_ COULOUX ETIENNE_ PAUX PHILIPPE LEROY_ SOPHIE_MANGENOT_NICOLAS GUILHOT JACQUES LE_GOUIS_

FRANCOIS_BALFOURIER ! MICHAEL ALAUX VERONIQUE JAMILLOUX JULIE POULAIN_( CELINE DURAND_ARNAUD_ BELLEC_CHRISTINE_GASPIN_JAN SAFAR JAROSLAV_DOLEZEL JANE_ROGERS_KLAAS VANDEPOE
LE_JEANMARC_AURY_KLAUS_MAYER_HELENE_BERGES_ﬂADI_QUESNEVILLE_PATRICK_WINCKER_CATHERINE_FEUILLET__AGTTGCTTTACCTGGCTTTATCTTATTAAACGCAAATCTGATGTGTTTGACATTGTTGTTCAGTTTCAAA
AACATGTTGAACGCCTTCTCAAGCACAAAATTGTTCATGTCCAGTCGGAATGGGGGGTGAGTATCGCAACCTCAACTCCTTCTTTCAGTCGCTTGGGATCGCTCACCGTTTAGCATGTCCACATACACATCAACAGAATGGTTCTGTGGAACGTAAGCATCGTCAC
ATTGTTGAAACTGGTCTTACTCTTTTGGCCCATGCATCCGTTCCGTTTCGGTTCTGGAGTGATGCTCTCACCACTTCATGTTTTCTCATAAACCGTACCCCCACTTGTGTTTTGAATATGAAGACTCCCATTGAAGTTCTCCTTAATGAACAACCTGATTATACCT

TTTTTAAGGTTTTTGGGTGTGCTTGCTGGCCACATCTCCGCCCGTATAACAAACGCAAGCTTGAGTTTCGTTCCAAGAAGTGTGTCTTTCTTGGCTATAGCTCTCTTCATAAAGGATACAAATGTCTTCATGTTCCCACGAATCGTGTCTATATATCTCGGGATGT

CGTGTTTGATGAGCATGTTTTTCCCTTTGCCAAGCTCCCTGTGTCCACTGCTGAACCACCATCTTTGCATTCATCCTCTGTTGCATATG_INTERESTING_GENE_TGTTGCATACTCTCCTTTATTGTTGCCTAACCATGGTGCAGGCACTGGACGTGGGGCTC
GTTTGGAAATTTTGGAGGCGCCATCGTCTCCCTCGCTGGTCTTACCAGCGGTTCACGACGATCAGGGTGTTCCCCTGCATGGCTTCGGTCCTCGTGCCCATGCATGTTCGATCGAACCACCTGCCGCACCATGTGCTTCAGCGCCCCCGGCCTCTAGACCGGCGCC
CTTGGCCTCTGGGCTGCCTGCGTTGTTGCCTGGATCGACCAGCTTGGCGCCCCTGGCCCCTGAGCTGGCCTCGTCACTTCGCTCGGCCCCGCCGGCCTCGGCGCCCCTGGCCCCTGAGCCGGCCTCGCCGCTTTGCTCGGCCACGCCGGCCCCATCGCCCCCTCGG
CCCGCCTCGCCGGTTTTGCCCGGGCTGTACTCGCCCGGGCCGAGCTCACCTGCCTCCGGTGTGCTCTCGCCGGTGCTCCCTGAGGCCTCCCCGTTGCTGGCCGAGTCATCATCGCCATCGCCGCCTTCATCACCTGAGTCCTCTCTGGCTCCTGTGGCTCCTGTGG
TCCCTCAACGACCACACATACGGAGTCGCAGTGGTGTTTTTCATCCCAAACAGCGCACTGATGGTATTGTTTCTTGATTGGCTGCATGTCTGGCTGCTGCTCGTGCGGATCCTACCTCTGAGCCTTGTACGTACCAAGCTGCTATGAGTATACCTCATTGGCGAGA
GGCCATGGAGCAGGAGTATCATGCTCTTCTTCGTAACAAGACATGGACTCTTGTTCCTCCACCACCCCGTGTTAATGTCATTGATTCTAAATGGATTTTCAAAGTGAAGAAGCATTCTGATGGTTCTATTGAGAACTACAAGGCGCGGCTGGTTGATAGAGGTTTT
CGGCAGCGTTATGGTCTTGATTATGAAGACACCTTCAGTCCAGTGGTTAAACCTACTACTATCAGGCTTCTTCTCTCTCTTGCAGTTACTCGGGGATGGTCACTTCGTCAGCTTGATGTGCAGAATGCTTTTCTCCATGGTGTTCTGGAAGATCTCACTAAAGCAC
TCTATGGTCTGAAGCAAGCTCCCCGTGCTTGGCATGCTCGTCTTGCGACATCCCTTCGTGCTCATGGTTTTGCATCATCAGCTGCTGACTCTTTGTTATTTCTTCTACAAAGGCCCGAAGTTACCATGTATCTGCTGGTCTATGTGGATGATATTATACTCGTCAG
TTCTTCTCAGTCGGCTGCTGCTGCTCTTGTTCGGTCTCTTGGTGCTGACTTTGCGGTCAAAGATCTTGGGCAGCTTCACTACTTCCTTGGTGTGGAAGTTGCTTCTGTTTCCAATGGTATTGTTATGACGCAAAGAAGTACTCTTTGGATTTGTTGTAGCGGGATG
GGATGCTTAAGTGCAAACCGACTACTACACCTATGTCTGCTACTGACAGGATCACTGCTGTCGATGGTGATCTCCTGCCTTCTGCTGATGCGACACAGTACAGGAGCATTGTTGGTGGGTTTCAGTACTTGACGATCACATGTCCAGATATATCCTTTGTTGTCAA
CAGAGTATGTCAGTATCTCCAAGCACCTCGTGACACTCATTGGTCTGCGGTGAAGTGCATCTTGCGCTACATTCGCTTCAAGTTGTCCTA_DUPLICATED_GENE_TGGTTTGCACATTCGACCGAACCCCTCTAGGGTCATTTCGGCGTATTCTGATGTGGATT
GGGTTGGCAGTCCGGATGACAGGCGATCCACGGGAGGCTCTGCTGTATTTTTTGGTTCTACCTTGATCGCCTGGAGTGCTCGGAAACAGGCTACTGTTTCGCGTAGCAGTACTGAAGCTGAGTATAAGGCTGTGGCTAATGCAACTGCAGAAATTATTTGGATACA
GTCTTTGCTTCAGGAGTTGGGAATATCTAATCACAGTCTCCTGTTCTTTGGTGTGATAACATCGGTGCTACATACCTATCTGCTAATCCGGTATTCCATGCCCGAATGAAACACAACGAAGTGTACTATCATTTTGTACAGGAACGGGTATCTCAGAAGCAACTAC
AGATCAAGTTCATTTCTTCCAAGGATCAACTTGGGTAGTATATACGTTTGGAATGCACTAAAGCATTCATTTGAGTAGTAGGTTGCATGCATTATACACGTAGCAAAATATTTTAATTGAACATAACATGAATTCAAAGTTTTGAATGACATTTGTAGTGCGCATT
GATTTGGTACAGTACACGTTAGGCTTGTCCGGAAATTTCAACCCGCTCCTTGTTAGCCCCAAATATTTAAGATATATCTTTGTCTCGTTGTGCTCCGACAACTCCCTCCATCTCAACCCGCGCCTTGCTATTCCGAAATTACAACGCGCGCGAAAACTCCCTCCTC
CTGTGAAATCCCGACACGCGAAATGCTCGTGGTACCCCTGAACCGAAAGAACCGCCTCAAATCGGTGGGGGGTACTTTCGTAACTTACCCCACATTTCGGACAAGCGCGTCTCTAAGCCATGGTTCCCCACAGCCATCCCATCCGCCCACCCATTCGTACACCGAG
GCCGCGAAAACCCGCGACGAAACTCCACACCCTGCTCCGTCCGCCACCCAGCCGGAGCTTCTTCCCCGACGACATCGTCCACAGCAACACCTCGATGTCCCTCATCCACCGTACCGGATGAGGATCCGTCATCGATCTCATCGTCCCGCCGGTTCAGCCACCCCGT
CCTCCACCTCCAAGGAGCTGCCCCGACGTTCCCCTCGTCTTTCGCGCCACCTCCATTCCCACACCGCCGTCTTCACCTGCACCACCGGAAGAGCATCATCATCACCGTTTCCTCGGATGAAGCTGCGGCCTAATCGGCGCCACCAAAGAGGTTGTACACTAATCGC
CGCATTTTCTTCTTGATTCGATCTCACGGTGCTGCCGACGTTCGGTCCCAAGCCGACACGGCGCGGCTCCATCCACGGCAGCGTCGCCGGCCACTTCCTCCACGACGTCGCTCCCTCGGCGGCGACGTCCACATCAGTAGGAGCTGCTGCTGCTTTAGCTCTCGCT
CACGCTGCTGCTCTGCTCTTGCTCTCGGTCCCCTGCCTGGTCTGCTCTTGCTATTGCTCTTGCTCGCGCTGCTTCTCTTGCTCTTGCTCTTGCTTGCGATGCTGCTCCAATTTGGCTACACTTCAGTCGACTGAATCGACTTTTGGGTCAGTCGATTTCCAAGGGG
TGGGCTCGCCGGGGTGAAGGAAGAACCAGCAGCAGCAGGGAGGGGGGCTCGCTGGAGAGGTACCCCACTATCTATCTTAGGGTTCAGGATGGGGGCGGTGGTCGCCGACGGTAGCGGGGAGTTGGCGGGGAGGTGGCGTGGGGATCGCCGGAGAAAAAGCTCGGCA
CGGGGGGGCCTAGAGGGATGGCCGGGGCGGCAGTGGACCGGCGGTGGGGAGTGTTTTTGGGCCGGGTAGGGAGGTGCACCGCCGGCCGCGGGCGGCGTGGGGCTGCTGTTTGGCCGGTGGTGGCTGGCGGCTCAGGGGGGGTGGAGGTTCAAGATGAACCGTAGGC
TCTTGATTTCGTATCCAACGGCTGCAAAATCGACTGACCAGAGATGAAAAAGTCAGTCGACCGATGTGTAGCCTCACCTTGCTAGTGTGTTCAGTTTCGATAGCAAAATTCAGTTTCGACAGTTAGGTTCAGTTTCGACAATTAAATTCAGTTTCGACAGTTAAGT
TCAGAGATGAGCGGCAGATGTATTTTACATCTAGCACTTTGTGGTTATGTATTTTACGTCATGTATTGGAGATGCTATTAGAATTCCACTCAGGTTAACGTTGTTCATTGTCTTTCTTGTCCTGCTTCAGCCTCGGCGTCGTACAACTCACTGTAGCTGCTCCAAC
GACGAAACCCTCCATCACAGCGGAGCAGTACCTTGGGATCCATCTCCAGACGCCTAAGATCTTCTTCCCCTCCTCCGACAGCAAAGTCAGCCGGAGCATCCTCACTGGCCAACCCAATCATGCTGAGATCGACATGGCTTCGCCAAAGAGGTTGTACACTTGTTGC
ATCTCATTTTTACTCTACATGTTATATATATATATTGTCCACTGAGCACACGGATTTGTTCCTTTAGTGTCTCAGTCGGCTGCTGCTGCTCTTGTTCGGTCTCTTGGTGCTGACTTTGCGGTCAAAGATCTTGGGCAGCTTCACTACTTCCTTGGTGTGGAAGTTG
CTTCTGTTTCCAATGGTATTGTTATGACGCAAAGAAGTACTCTTTGGATTTGTTGTAGCGGGATGGGATGCTTAAGTGCAAACCGACTACTACACCTATGTCTGCTACTGACAGGATCACTGCTGTCGATGGTGATCTCCTGCCTTCTGCTGATGCGACACAGTAC
AGGAGCATTGTTGGTGGGTTTCAGTACTTGACGATCACATGTCCAGATATATCCTTTGTTGTCAACAGAGTATGTCAGTATCTCCAAGCACCTCGTGACACTCATTGGTCTGCGGTGAAGTGCATCTTGCGCTACATTCGCTTCAAGTTGTCCTA DUPLICATED
_GENE_TGGTTTGCACATTCGACCGAACCCCTCTAGGGTCATTTCGGCGTATTCTGATGTGGATTGGGTTGGCAGTCCGGATGACAGGCGATCCACGGGAGGCTCTGCTGTATTTTTTGGTTCTACCTTGATCGCCTGGAGTGCTCGGARACAGGCTACTGTTTCG
CGTAGCAGTACTGAAGCTGAGTATAAGGCTGTGGCTAATGCAACTGCAGAAATTATTTGGATACAGTCTTTGCTTCAGGAGTTGGGAATATCTAATCACAGTCTCCTGTTCTTTGGTGTGATAACATCGGTGCTACATACCTATCTGCTAATCCGGTATTCCATGC
CCGAATGAAACACAACGAAGTGTACTATCATTTTGTACAGGAACGGGTATCTCAGAAGCAACTACAGATCAAGTTCATTTCTTCCAAGGATCAACTTGGGTAGTCGGCTGCTGCTGCTCTTGTTCGGTCTCTTGGTGCTGACTTTGCGGTCAAAGATCTTGGGCAG




 Ordering scaffolds

ACGTAGACTICA

16,136 scaff
1040 Mb

SNP —_
0 i

= SNP discovery: 39,077 SNPs (Cs/Renan)

= genotyping: 3075 SNPs

« 284 Cs/Re RILs

genetic mapping

e association panels

LD mapping

ACGTAGACTACA'CGTCAGT

2808 scaff

833 Mb
N50:892 kb



o orientation unknown: 869 scaff (48% of the seq.)
o micro-order unknown: 620 scaff
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d 3B-MTP vs 3B-CSS
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syntenic nonsyntenic

genes genes
e pseudogenes 17% 32%
e expressed 82% 69%
e mean genome-wide no. copies 8 19
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1 Relation between CACTAs and gene duplications?

O

Clustering distributions of 57 CACTA families
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Sub-telomeric regions

o 16% of chromosome length
o 76% of recombination events
o 33% of genes

o EXxpression specificity

o Variability/Plasticity

o Adaptation



