Additional file 1. Supplementary Figures S1. Heterozygosity 4666 SNP markers in the 153 inbred lines.
Additional file 2. Supplementary Figures S2. The FarmCPU model was used in the Laiyang area to analyze the traits and construct Manhattan and QQ plots. The x-axis represents the chromosomes, and the y-axis represents the thresholds.
Additional file 3. Supplementary Figures S3. The BLINK model was used in the Laiyang area to analyze the traits and construct Manhattan and QQ plots. The x-axis represents the chromosomes, and the y-axis represents the thresholds.
Additional file 4. Supplementary Figures S4. The RTM-GWAS model was used in the Laiyang area to analyze the traits and construct Manhattan and QQ plots. The x-axis represents the chromosomes, and the y-axis represents the thresholds.
Additional file 5. Supplementary Table S1. DNA libraries for sequencing data quality.
Additional file 6. Supplementary Table S2. Indel-labeled primers.



