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Supplementary Table S1	Overview of the 12 PCR primers used for the fine-mapping of the lentil accession ILL7537 Ascochyta blight resistance locus on the short arm of chromosome 2. Primers were designed using the CDC Redberry (v2.0) genome assembly.

	Identifier
	Primer start position (bp)
	Forward primer
	Primer end 
position (bp)
	Reverse Primer
	Marker Length (bp)
	Marker type
	Designed on
	PCR program used

	1
	6,675,032
	CGACTTCGGACGTTAAGATTATGG
	6,676,416
	AATTGACCAAAAACACGTTCGGAG
	1385
	Dominant
	Functional Resistance Protein
	Touchdown PCR

	2
	10,100,887
	GCTATTGTTGGCTGAGCTGAAG
	10,102,395
	CAAAATAAAACACGACATTAAAGGAAGG
	1,508
	Dominant
	PPR-Containing
	Touchdown PCR

	3
	10,462,391
	GTAATGCAGGTGGAAACTGGTTG
	10,463,565
	TGGTGTTGGACAAATCTTTGCTTC
	1175
	Dominant
	NB-ARC domain disease resistance protein
	Standard Taq PCR

	4
	11,164,026
	TATCATGTGTGTCCTTCAATGGCC
	11,165,371
	TCTTCCCTTTATTGTCCTGGAAGC
	1345
	Prescence/Absence
	LRR receptor-like Serine/Threonine-kinase
	Touchdown PCR

	5
	11,220,794
	GTTTTACCATCCCAATCCCAAACAG
	11,221,304
	CATTCTTTTCTTGTTCCTCTCTTTTGG
	511
	Dominant
	Ethylene Response Factor
	Standard Taq PCR

	6
	11,323,134
	CGAGGTTCTGCTTCCAACTGC
	11,324,172
	GGAAGCAAATCTCAAGTTCCTATCATAAC
	1,038
	Dominant
	Glutamate Receptor
	Touchdown PCR

	7
	12,152,133
	GTTTATTGTGGGAGAGATTGGAGGC
	12,162,842
	CATTGTGTAGCTAATGAAACTCCAGAG
	1,057
	Dominant
	GDSL Esterase/Lipase
	Standard Taq PCR

	8
	12,565,319
	GCCTTTGAATGTCAATCCACACTC
	12,565,568
	CTGCAGACGAGATGCCGAG
	249
	CAPS
	ddRADseq Marker
	Touchdown PCR + Restriction Digest (MboI)

	9
	14,641,706
	TCTAATGAGTTGGTTAGCATGGCC
	14,642,697
	CGGGCATTACATGTGAAATCTCATC
	992
	Dominant
	Calmodulin-domain kinase CDPK protein
	Touchdown PCR

	10
	16,007,052
	AACGCTTCTATTCTCGATCCGATC
	16,007,291
	GAAGATGCCGAGACTAAACTCTCC
	240
	CAPS
	ddRADseq Marker
	Touchdown PCR + Restriction Digest (ApaLI)

	11
	16,498,442
	CCGGACATAATTAAAAGGAGACGAC
	16,499,807
	GTTCTTGTTCGCGTTGATTGTG
	1,366
	Dominant
	F-Box Plant-Like Protein
	Touchdown PCR

	12
	19,459,142
	CAACGCCCAGTATTCACCTTC
	19,460,617
	GACCTGACCACGTCCTGAATCTC
	1,476
	Dominant
	Uncharacterised Protein
	Standard Taq PCR
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Supplementary Table S3 	Sequencing statistics from Nanopore adaptive sampling of the qAB_2.3 region of interest for ILL6002 and ILL7537.

	Adaptive Sampling Statistics
	ILL6002
	ILL7537

	Average Genome Coverage
	7.3×
	10.0×

	Chromosome Coverage
	12.5×
	13.9×

	Adaptive Region Coverage
	45.3×
	39.3×

	N50 Simplex
	20,479
	26,376

	N50 Duplex
	17,140
	24,106

	Contigs Generated
	248
	221

	Scaffold Length (Mbp)
	85,345,691
	88,899,400

	Contigs mapped to ROI
	6
	4

	ROI Mapped length (Mbp)
	2.13
	1.69

	ROI GC Content
	35.0%
	34.8%



