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The nematode Meloidogyne enterolobii

Root 
galls

Polyphagous species 

Tropical/Subtropical species 

Insufficient control methods

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

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

Impact the global food supply

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

isolates of  M. enterolobii. Each isolate differs in its host range. 
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Reference genome 
assembly

Workflow strategies for 
variant calling
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Hifi Reads
DNA is sequenced 

multiple times

pbccs method

DeepConsensus New polished read

Baid, G., et al. DeepConsensus (2023) Nat. Biotechnol.

Trimmed of 
adapters

99% accuracy
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Improved the quality of  the final assembly



Assembly statistics
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Reads

Contigs

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

Assbl. Size (Mb) 

No. Contigs

N50 (bp)

286 287 290 273 283 283 289

555 731 548 556 544 433 598

2.292.549 1.656.972 2.054.797 2.114.331 2.107.363 3.090.774 2.514.199



Workflow strategies for 
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Structural variations in a genome

Simple definition: Genome variation of  size > 50 bp

Gathers many different types 

Genome pop. A

Genome pop. B
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Gathers many different types 

Reference genome

Genome pop. A

Deletion

Insertion

Inversion

Structural variations in a genome

Duplication



SVs Workflow

Mapping on the 
reference genome

Variant calling 

Raw reads (fastq)

Hifi long-reads
Ref  E1834

Singapore
E 8336

China
E 1470

Senegal
10.108

USA
N02

Togo
C6703

Florida
N01



Variant calling
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Merging
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Reference genome assembly

Workflow strategies for variant calling
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