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Supplementary Figure S3. WinQTL Cartographer plots showing LOD scores (Y-axis) and SNP markers (X-axis) linked to the QTL for flooding tolerance identified on

chromosome 13. Two SNPs AX-90363591 and AX-90445362 were also identified to be linked with the QTL (Dhungana et al. 2020) detected in a recombinant inbred line
population derived from ‘NTS1116’, one of the parents used in the present study as well.
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