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Legends for Supplementary Figures S1, S2 and S3

Figure S1

The box-plot shows percent of read pairs in the 24 S. chilense RNA-Seq libraries aligned to the genome 

sequences of Homo sapiens (Human), Escherichia coli, Fusarium (Fungi) and chloroplast and mitochondrial 

genomes of Nicotiana tabacum (Plant organelles).

Figure S2

GenomeScope (Vurture et al. 2017) output profile with indication of the estimated genome length.

Figure S3

Maximum  Likelihood  (ML)  phylogenetic  tree  of  S.  pennellii  and  S.  chilense NLRs  in  red  and  black,

respectively. Several previously identified NLR genes from different species are included for comparison and

Apaf1.1 and Ced4 are used as an outgroup, similar as in Andolfo et al. (2014) and Stam et al. (2016). These

genes are shown in blue.  A list of the genes and their species of origin can be found in Table S8. Several

clades are highlighted to illustrate clades with even numbers (NRC),  clades with higher numbers for  S.

pennellii (CNL8), for S. chilense (CNL6) and newly discovered clades (CNL20, CNL21). The branch length is

shown as expected number of substitutions per site. 
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