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- What is nodulation and why is it important?

Introduction - Nodulation

N cycling

Agriculture

Plant growth

Berckx, F. & Pawlowski, K. 2022. Frontiers for Young Minds 9: 660425.



Introduction – Nodule diversity

Sprent, J.I. et al. 2017. New Phytol. 215: 40–56.



Introduction – Origins of  nodulation

Griesmann M. et al. 2018. Science 361: eaat1743.



Introduction

Young, J.P. W. et al. 2021. Genes 12: 111.



Introduction

Young, J.P. W. et al. 2021. Genes 12: 111.



Introduction - Fabeae

Schaefer, H. et al. 2012. BMC Evolutionary Biology 12: 250.



Introduction - Fabeae

- The tribe includes four genera: Ervilia Link, Ervum L., Lathyrus L., and 

Vicia L.

Lathyrus magellanicus Lam.
Vicia andicola Kunth

Vicia hirsuta (L.) GrayVicia tenuissima (M.Bieb.) Schinz & Thell.

Source: Plants of the World – Kew (https://powo.science.kew.org/).



Methods

Three sets of  genes:

- 16S rRNA

- 120 core-genes

- Nodulation genes
Rhizobia 
isolates
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Preliminary results

16S



Preliminary results

nodA

nodC



Preliminary results



Next steps

Sample Best_kmer N_contigs Dead_ends Length N50 Longest_contig  N_contigs L50 N50 Longest_contig

17648 127 144 14 6,460,695 322,886 938,375 171 9 299,796 622,587
17649 127 1,281 67 7,677,786 103,842 426,828 469 20 98,805 426,954
17650 119 1,368 24 7,687,887 144,122 363,751 461 17 143,81 364,124
17651 119 1,964 53 7,018,180 72,678 215,999 885 30 75,479 216,725
17652 119 357 12 7,016,213 377,100 677,198 133 9 252,123 752,978
17653 127 623 28 7,246,404 181,637 534,086 216 15 152,259 419,216
22766 127 328 18 7,098,350 282,838 568,456 189 9 292,07 626,005
22767 127 335 29 7,096,549 215,547 489,205 189 12 226,803 546,690
22768 127 512 9 6,923,260 259,844 532,406 192 10 226,335 535,277
22769 127 352 14 7,011,273 263,162 567,874 129 9 263,429 631,435
22770 127 306 45 8,055,376 363,150 680,101 411 21 145,654 603,831
22771 127 278 16 7,567,465 253,488 642,125 120 11 244,377 571,185
22772 127 290 34 7,745,187 208,536 642,984 204 11 247,455 642,344



Next steps

1) Try to improve the assemblies 

(Jigome);

2) Extract the genes again (Rlc);

3) Rerun the analysis and use other 

tree estimations methods.
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Coming next…

RECENT ADVANCES IN THE MEGADIVERSE LEGUME SUBFAMILY PAPILIONOIDEAE - PART I

RECENT ADVANCES IN THE MEGADIVERSE LEGUME SUBFAMILY PAPILIONOIDEAE - PART II

LEGUME SYSTEMATICS: FROM COLLABORATIVE NETWORKS TO GENOME SEQUENCING
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