Description of additional supplementary files

Title: Supplementary Data 1

Description: Proteins used for phylogenetic tree construction. All 123 proteins used in
constructing the phylogenetic tree were listed in the table with their R gene names, source
organisms, pathogens/diseases and the protein types.

Title: Supplementary Data 2

Description: Summary of MutRenSeq NGS data of wildtype Sr26 and Sr61 lines and mutants.
Detailed information of the NGS data used for identifying Sr26 and Sr61 were showing in the
table. Raw reads: four rows are taken as a unit to calculate the total amount of readl and read2 in
raw data files; Raw bases: (total raw reads) * (sequence length), calculating in G; Error rate: base
error rate; Q20, Q30: (Base count of Phred value > 20 or 30) / (Total base count) GC content: (G
& C base count) / (Total base count).



