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Figure S1.  A. Genetic map of this F2 mapping population where each vertical line segment represents one chromosome and horizontal line segment of each chromosome represent the position of genetic marker in CM. B. Plot of physical vs genetic distance of markers for the linkage map. 
Figure S2. Interaction plots of allelic effect of QTL and cytoplasm at seedling stage salinity treatment. Blue line shows plants with Horkuch cytoplasm whereas orange line indicates plants with IR29 cytoplasm. Alleles are plotted on x-axis where AA, AB and BB indicate homozygous Horkuch, heterozygous of Horkuch/IR29 and homozygous IR29 respectively. Allelic means +/- SE are reported. 
Figure S3. Interaction plots of allelic effect of QTL and cytoplasm at reproductive stage salinity treatment. Blue line shows plants with Horkuch cytoplasm whereas orange line indicates plants with IR29 cytoplasm. Alleles are plotted on x-axis where AA, AB and BB indicate homozygous Horkuch, heterozygous of Horkuch/IR29 and homozygous IR29 respectively. Allelic means +/- SE are reported. 
Figure S4. Comparison of two different QTL models for TK and FWG. Estimated LOD score for each model were plotted against the corresponding physical position of true markers. Orange points represent the LOD profile for new linkage map built using DArtSeq technique while blue points represent the old linkage map constructed from ddRAD data. Chromosomes that had one significant QTL in either model have been plotted.
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Figure S1.  A. Genetic map of this F2 mapping population where each vertical line segment represents one chromosome and horizontal line segment of each chromosome represent the position of genetic marker in CM. B. Plot of physical vs genetic distance of markers for the linkage map. 
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Figure S2. Interaction plots of allelic effect of QTL and cytoplasm at seedling stage salinity treatment. Blue line shows plants with Horkuch cytoplasm whereas orange line indicates plants with IR29 cytoplasm. Alleles are plotted on x-axis where AA, AB and BB indicate homozygous Horkuch, heterozygous of Horkuch/IR29 and homozygous IR29 respectively. Allelic means +/- SE are reported. 
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Figure S3. Interaction plots of allelic effect of QTL and cytoplasm at reproductive stage salinity treatment. Blue line shows plants with Horkuch cytoplasm whereas orange line indicates plants with IR29 cytoplasm. Alleles are plotted on x-axis where AA, AB and BB indicate homozygous Horkuch, heterozygous of Horkuch/IR29 and homozygous IR29 respectively. Allelic means +/- SE are reported. 
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Figure S4: Comparison of two different QTL models for TK and FWG. Estimated LOD score for each model were plotted against the corresponding physical position of true markers. Orange points represent the LOD profile for new linkage map built using DArtSeq technique while blue points represent the old linkage map constructed from ddRAD data. Chromosomes that had one significant QTL in either model have been plotted.   
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