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~5000 wheat
TE sequences

l classification

e ~500 (sub)families
— with classification

Daron et al. Genom Biol 2015



Importance of TE classification...
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The TE turnover
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Wicker et al. Genom Biol 2018
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Abundant families are the same on A-B-D
o family specific to 1 subgenome

Similar copy numbers of each family betw A-B-D

TE inserted in the diploids

rare insertions in tetraploid AABB




copy number

FAMILY A B D
| RLG_famc5 45056
I RLG_famc6 30352
RLG_famc7 31771
5 - RLG_famc8 13226
Myrs RLG_famc9 19001
RLG_famc1e 12470
RLG_famc11 18187
E RLG_famc12 9459
RLG_famc13 18342
RLG_famc14 7710
RLG_famc15 11705
RLG_famc16 950
1—5 RLG_famc17 6835
RLG_famc18 533
RLG_famc19 6756
RLG_famc20 3747
RLG_famc21 1128
! RLG_famc22 712
_‘% RLG_famc23 1025
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» Enrichment in gene promoters is conserved
betw A-B-D




Common
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¢ Whole Genome Alignments
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* T. dicoccoides N
* T. aestivum * Ae. tauschii

13 assembled genome seqs
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* T. urartu

Papon et al. Plant Genome 2023
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¢ Counting novel insertions
~4,000-13,000 / subgenome

Query

Ref
4 N\ N\
AA # novel insertions % variable
Query Ref Query Ref
T. urartu’* 8k 10k 34 | 32%
T. dicoccoides”4"” 11k 11k 13 | 10%
= T. durum?*"” 6k 6k 7 7%
T. aestivumA4°#PP 4k ! 4k 6 6%
\\ /U J

* No genome contraction/expansion
* No impact of polyploidy on TE activity

» ~ All families were active recently



20 most abundant families
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1 Conclusions

 TE turnover without expansion/contraction

« ~All families were active recently

* Constant transposition rate

 No impact of polyploidy

* Transposition not a response to stress...

e ...rather, a highly regulated process

* Equilibrium model of evolution (as opposed to the TE-burst model)
e Structural function of TEs under constraint?



*» Acknowledgments

* GDEC
Nathan Papon

Romain De Oliveira
Josquin Daron

Thomas Wicker, UZH Zurich
Heidrun Gundlach, PGSB Munich

Int. Wheat Genome Seq. Consortium

@® || MESOCENTRE
Université Clermont Auvergne

Frédéric CHOULET
orcid.org/0000-0003-1788-7288
GDEC, Clermont-Ferrand, France

INRAS

w‘
UNIVERSITE

Clermont
Auvergne



	Diapositive 1
	Diapositive 2
	Diapositive 3
	Diapositive 4
	Diapositive 5
	Diapositive 6
	Diapositive 7
	Diapositive 8
	Diapositive 9
	Diapositive 10
	Diapositive 11
	Diapositive 13
	Diapositive 14
	Diapositive 15
	Diapositive 16
	Diapositive 17
	Diapositive 18
	Diapositive 19

