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TIR – Toll/Interleukin 1 Receptor
CC – Coiled-Coil 

NB-ARC – Nucleotide Binding 
LRR – Leucine Rich Repeats
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v High number of NLRs in the transcriptome of 
HDT 832/2 reflects the high number of NLRs in 
plant genomes – Redundancy or Diversification?
v Most of HDT NLR sequences seem to have a 
low transcription level,  and are unaltered when 
compared to the control – Fine-tuning?  

Ø NLRs present in HDT transcriptome were in higher number localed at
chromosome 3. Although chromosome 11 in C. canephora genome has the
highest number of predicted NLR proteins, it is in chromosome 3 that NLR
clusters are predominant, it is also the predicted localization of SH3 gene,
which has been linked to Hemilea vastarix resistance (Denoeud et al. 2014).

We identified 68 different putative NLR proteins that showed at least one
of the conserved domains of NLRs:
Ø Most NLR mRNA sequences with higher Ra compared to the control
were upregulated in leaves inoculated with H. vastatrix and U. vignae;
Ø 8 NLR mRNA sequences were present only in inoclulated HDT leaves;
Ø 1 NLR mRNA was not expressed in leaves inoculated with H. vastatrix.
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v The identfiication of NLRs from other coffee genotypes with 
high spectrum of resistance to H. vastatrix, such as HDT 
derivatives and the Kawisari hybrid (C. arabica x C. liberica), under 
a new project named CoffeeRES that will contribute to unveil the 
role of these proteins in the immune system of coffee plants. 


