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Table S1 Variance in the chlorophyll content (SPAD value) in three environments (HB, YY, and YC).
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Table S2 Candidate genes detected by the six GWAS models.
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Table S3 Results of the GO and KEGG analyses of key candidate genes.
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Table S4 Summary of the variance in heritability.
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Table S5 Expression patterns of key candidate genes in different tissues.
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Table S6 Comparison of the haplotypes of key candidate genes in terms of the chlorophyll content (CC) of 290 inbred lines.
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Figure S1 Normal distribution of CC (SPAD value) in different environments.
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Figure S2 QQ plots of the chlorophyll content (CC) for five models in different environments.
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Figure S3 Differences in the chlorophyll content (CC) associated with key candidate genes.
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Figure S4 R2 values for all SNPs in the QTL of the significant QTN.
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Figure S5 Manhattan plots of the CC for six models in different environments or involving different methods.
