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The nematode Meloidogyne enterolobu

O Polyphagous species

O Tropical/Subtropical species

O Insutficient control methods

O Reproduce 1n plant-resistant genes
(containing the Mi-1 gene)

Impact the global food supply
European Quarantine pest \

Trwari S., et al. (2009) RKN in Field Corn, VCE




Exploration of the genomic plasticity of M.enterolobii

We have produced high-fidelity genome data (PacBio Hif1) for 7 different geographical
1solates of M. enterolobii. Each 1solate differs in its host range.
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Exploration of the genomic plasticity of M.enterolobii

We have produced high-fidelity genome data (PacBio Hif1) for 7 different geographical
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Exploration of the genomic plasticity of M.enterolobii

We have produced high-fidelity genome data (PacBio Hif1) for 7 different geographical
1solates of M. enterolobii. Each 1solate differs in its host range.
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(M.ent has a triploid genome

O 39, 532 protein coding-genes predicted

O 75.6% of the protein-coding genes are in 5
three copies g
@)




@ rceio Hifi Reads
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@ B0’ Improving Hifi Reads
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@ B0’ Improving Hifi Reads

No. of reads
Mean length

Mean Qscore

Read Density

No DeepConsensus
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11 194 bp

31.95
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11 187 bp
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Assembly statistics

Togo Florida ~ USA (‘Puerto Rico \ ( Senegal China Singapore
C6703 No01-514-3B )\ N02-283-14B E 1834 10.108 J\ E 1470 I 8336

[ . L - | . — H , [ [
Reads _— E - [ — —_ — _— — _l_.
N K | . H | . B H
go
$
Contigs _— r - _— _— - —
Assbl. Size (Mb) 286 287 290 273 283 283 289
No. Contigs 555 731 548 556 544 433 598
N50 (bp) 2.292.549 | 1.656.972 2.054.797 2.114.331 | 2.107.363 | 3.090.774 | 2.514.199

Estimated genome size via flow cytometry : 274.7 Mb +18.5 (256.2 — 293.2)
Koutsovoulos, G.D., et al. (2020) Sci. Data.



Exploration of the genomic plasticity of M.enterolobii

We have produced high-fidelity genome data (PacBio Hif1) for 7 different geographical
1solates of M. enterolobii. Each 1solate differs in its host range.
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Structural variations 1n a genome

Simple definition: Genome variation of size > 50 bp

Gathers many difterent types
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Structural variations 1n a genome

Simple definition: Genome variation of size > 50pb

Gathers many difterent types

Reference genome

Deletion

Inversion

B—

Genome pop. A

Insertion

Duplication




SVs Workflow
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Variant calling

Raw reads fastq Q(;I;o7g()03 )[ Fg)gllda J
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Average SV found per tool 11 142 16 232 5 593



Variant filtering
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MAPQ > 10



Variant filtering

Raw reads fastq (8“607%03 )
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Merging all the SVs
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Structural variants in M. enterolobi:

e\

Merging

Jasmine
min_support=2
min_overlap=80%

L

5000 A
4000 +

3000 A

Count

1000 H~

N W

Supporting
Tools

2000 -

Togo ) Florida ) USA Senegal China [Singapore)
C6703 J| Nor )\ No2 10.108 E 1470 E 8336

NO1 NO2 10108 E1470 E8336
2762 2716 2636 2746 2570 2709
2450 2327 2442 2451 2501 2409




Structural variants in M. enterolobi:
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Exploration of the genomic plasticity of M.enterolobii

We have produced high-fidelity genome data (PacBio Hif1) for 7 different geographical
1solates of M. enterolobii. Each 1solate differs in its host range.
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Exploration of the genomic plasticity of M.enterolobii

We have produced high-fidelity genome data (PacBio Hif1) for 7 different geographical
1solates of M. enterolobii. Each 1solate differs in its host range.
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