Supplementary Information
The following Additional files with supplementary material are available.
Table S1 Overview of the 12 PCR primers used for the fine-mapping of the lentil accession ILL7537 resistance locus on the short arm of chromosome 2.
Table S2 PCR conditions for the molecular markers used to fine-map the Ascochyta blight resistance at the qAB_2.3 QTL region of in the ILL6002 × ILL7537 HIF population. (a) PCR parameters used for the Taq PCR method used for four markers as indicated. (b) PCR parameters used for the Touchdown PCR, used for eight markers as indicated.
Table S3 Sequencing statistics for Nanopore adaptive sampling of the qAB_2.3 region of interest for ILL6002 and ILL7537.
Figure S1	Marker distribution on seven linkage groups that correspond to the seven lentil chromosomes of the genetic map of the ILL6002 × ILL7537 recombinant inbred line (RIL) population.
Figure S2	A heatmap illustrating recombination and linkage between markers across the linkage groups of the constructed linkage map of the ILL6002 × ILL7537 recombinant inbred line (RIL) population. 
Figure S3	Comparison of the marker order as placed on the seven constructed linkage groups of the ILL6002 × ILL7537 linkage map (left) and the seven chromosomes of the physical map the markers were developed on, the CDC Redberry (v2.0) genome assembly (right). 
Figure S4	Overview of the Ascochyta blight resistance QTL located on chromosome 2, qAB_2.3. The full-length chromosome at left indicates where the region investigated sits on chromosome 2. The length in the middle shows the position of the 12 markers used for the HIF population (black), and the plant defence-associated genes in the region (green). The coloured bars right indicate the statistical boundaries for the qAB_2.3 identified for each phenotyping experiment and the respective isolates used. CER = controlled environment room.  
Figure S5	Boxplots that show the phenotypic variance of Z-standardised values for Ascochyta blight disease scores in the RIL population, grouped by the parental allelic variant of the respective marker located at the major resistance QTLs (ILL7537 allele, blue; heterozygotes, green; ILL6002 allele, red). Upper row: Seedling AB phenotypic variance for qAB_2.3 with Al4 (P2) shadehouse (A) and controlled environment room (CER) (B), and CER FT16299-1 (P2) (C) and FT14069 (P1) (D). Lower row: Field AB assay phenotypic variance for qAB_2.3 with WAC12393-1 (P1) (E) and WAE21002-1 (P2) (F), and for qAB_3.3 with WAE21002-1 (G).
Figure S6	The 12 polymorphic molecular markers used for fine-mapping the region of interest for QTL qAB_2.3, resolved on a 1.5% agarose gel.
Figure S7	Region of interest for CDC Redberry, ILL6002, and ILL7537, showing the developed markers (black), plant disease-associated genes (green), and resistance gene analogues (purple) within the region for each.
Data S1	Genotyping and phenotyping data generated for the ILL6002 × ILL7537 RIL and HIF populations. 

Data S2	List of annotated plant defence-associated genes, including corresponding annotations and markers, in the 2.05 Mbp region of interest in the CDC Redberry (v2.0) genome assembly and respective regions in ILL6002 and ILL7537. Genes in the same row and colour are homologous between assemblies, but not necessarily identical in sequence. 
Data S3 	Sequences of the six candidate resistance genes in ILL7537, five of which are classical resistance gene analogues (RGAs), as detailed in the results, and one an early-response element, as introduced in the discussion. The Receptor-like Kinase, marked in orange, has been discounted as a candidate due to apparent premature truncation, but is included here for reference.

