Fine mapping and candidate gene analysis of the major QTL qSW-A03 for seed weight in Brassica napus
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Fig.S1 The sources of chromosomal fragments of 80 lines in the RIL population
Fig.S2 Collinearity between the genetic and physical map
Fig.S3 GO and KEGG analysis of 299 genes coexpressed with BnaDUF1666 in Module 1
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Fig.S1 The sources of chromosomal fragments of 80 lines in the RIL population
Blue: genotype of ZS11; red: genotype of DL704; green: heterozygous genotype. The whole map contains 1,306 bin markers. Chromosomes are separated by vertical white lines. 
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[bookmark: _GoBack]Fig.S2 Collinearity between the genetic and physical map
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Fig.S3 GO and KEGG analysis of 299 genes coexpressed with BnaDUF1666 in Module 1
X-axis and Y-axis represent the gene ratio (InTerm/InList) and enrichment terms, respectively. 
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