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Supplemental Figure S1: Transformed linear genomescope?2 profile of 21-mers derived from ONT reads.



Inter-genomic comparison: hapA vs hapB (27,517 gene pairs)
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Supplemental Figure S2: Inter-haplotype comparison of gene pair ordering across all twelve
chromosomes.
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Supplemental Figure S3: Genome Continuity Inspector (GCl) profiles of ONT read alignments to
haplotype scaffolds. ONT read coverage is represented by the green graph, regions with potential
misassemblies are marked with blue or red highlights.



K-MER COUNT OF CANDIDATES
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Supplemental Figure S4: k-mer counts associated with NLRs across candidates from the assembled
haplotype 1 and haplotype 2, as identified through the association study.



