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Improve previously available genome of M.

graminicola by using a long read sequencing

(PacBio Sequel platform)

Introduction

First draft genome of Meloidogyne graminicola was

of 38.18 Mb sequenced through short-read Illumina

platform

Parameter Value

Assembled draft genome statistics

Total scaffolds           514

Total bases               36,860,138

Average scaffold length (bp)        71,712.33

Median scaffold length (bp)         44,375

N25 length (bp)                     226,273

N50 length (bp)                     105,012

Number of protein coding gene models 14,062

Fig. 3. The orthologous gene groups identified in the genomes of

various Meloidogyne species

Fig. 2. Topmost fifteen abundant protein domains in the M.

graminicola genome

Fig.4. pipeline and tools used for

identification of M. graminicola

secreted proteins

Fig. 1. A comparison of M. graminicola IARI strain draft

genome assembly (PRJNA411966) to M. graminicola VN18

strain (PRJNA615787) by synteny analysis
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