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1. Background 2. Question and Aim
O

Fabaceae, the legume family, is a large and diverse angiosperm crop family, with much ecological

and economic importance.’? However, biotic stress continues to seriously constrain legume yield* Wh at iS the nature and
O Resistance breeding is considered the most sustainable plant disease management method* o o 2
O Nucleotide-binding Leucine Rich genes (NLRs) are intracellular receptors that detect pathogen dlverS]ty Of Legume NLRS'

effectors, triggering a powerful defensive mechanism known as Hypersensitive Response”

O The NLR resistance genes and their respective classes remain largely unexplored in legumes
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Characterization of Legume NLRomes

5. The abundance and distribution of NLR classes in the Fabaceae is variable

| TIR-NLR .~ CCe-NLR CCs1o-NLR | CCNLR B TP | Other Pattern Discovery

Legume NLR abundance Legume NLR Class distribution Ratio between TIR-NLRs and CC-NLRs

Total Number of NLRs

s| 9] & Lathyrus sativus [T (107 213 [ _ E : I :
s| 218 Pisum safivum | [ 53 — : [
al =1 g *Lens culinaris [ [ *x : — B
=1 3| o Tl praterse E— wo [ — : —
Q | S| ® | Medicago truncatla DO e I - : B
> 12 Cicer arefinom [0 [ s I - = - o
2 Lotus japonicus [ . [ B ;
Glycine max ste [ I - - o
¥ Glycine soj 2 I D : :
9 Phaseolus lunatus 27 B R E E 137
0 Phaseolus vulgaris 6 [ I o . .
o) Phaseolus acutifolius m B B 50 : \ 73
= Vigna unguiculate sz = : : 149
= Vigna angulris |11 s W I : :
& Vigna radicta [l [0 s W B : :
Abrus precatorivs L1100 o6 [ I ; o
Cajanus cajan | 268 | & ' | 112
Y Arachis hypogaea |\ o9 [ ! !
Dalberdioid Arachis ipaensis [N wo N D : :
alberglolids Arachis duranensis| 6 L D 0 . : 176
Aeschynomene evenia [0 [ 20 I > : | 7s
s Wy Lupinus albus [ s B B - : : 11
Genistoids | ¥ Lupinus angustifolius | 55 [T I | |
Prosopis alba [ S e [ B 5o I T | 142
Solanum lycopersicum [0 [ o [ D—— 2 | : 130
Arabidopsis thaliana | [ o B —_ : 26
Zeamays| [ 2¢s [ . o | ; | 224
Oryzasativa] 9 | O O ! | | 416
0 0.5 1.0 1.5 0 25 50 75 100 5 0 5
Percentage of Protein-coding Loci that encode for NLRs (%) NLR Class distribution (%) 1- TIR-NLR/CC-NLR

Pattern Discovery

6. Legumes display expansions
and contractions in NLR numbers .

NLR number according to total number of proteins
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7. Conclusions and Outlook

The number and distribution of NLR classes across legume species is variable and
mostly reflects legume phylogeny

Most legume species tend to have more CC-NLRs than TIR-NLRs

The number of CC..,-NLRs and CC,-NLRs appears less variable

Whole genome duplications and genetic erosion could be altering NLR numbers
The Fabaceae NLR repertoire will be an important tool for comparative resistance
mapping studies and for R gene enriched Genome-Wide Association Studies
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