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Introduction

o In a previous study, an activation tagged mutant rice line (line-9)
developed on a susceptible landrace JBT 36/14 showed high
degree of resistance as compared to other mutants (Hatzade et al.,
2019)

o Minimum to no galling was observed in line-9 upon M. graminicola
inoculation

o RNA-Sequencing was performed to identify pathways responsible
for early defence response observed in line-9 as compare to
wildtype JBT 36/14
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Methods
Inoculation of RRKN J2s on 3-4 day old line-9 and JBT 36/14 seedling

A

Root tissue 1 cm from root tip harvested from infected seedlings
24 h post inoculation
$
Isolation of Total RNA from infected root tissue

RNA extraction and sequencing through Illumina X ten platform
A 2
Analysis of generated RNA-seq data

A 2
Profiling Differentially expressed genes (DEGS)

@
Annotation of DEGs

Results
o A total of 22,241genes were expressed in both line-9
and JBT 36/14
o In RRKN resistant line 9, 674 genes were differentially
expressed compared to JBT 36/14
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Transcriptome analysis of Meloidogyne graminicola infected roots of resistant mutant rice
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Discussion

Line-9
(mutant of JBT 36/14)
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DEGs mapped on to biotic stress pathway related genes of rice on MAPMAN :

A model of probable molecular mechanisms and pathways conferring

: nematode resistance to mutant rice line-9
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