Fig. S4 Manhattan and quantile—quantile (Q-Q) plots of the GWAS for egg

number of 7 lines.
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A, C,E, G, I, K and M represent the Manhattan plots of lines W1, W2, W3, W4, Y1,
Y2 and Y3, respectively; In the Manhattan plots each dot represents a SNP; The red

and blue horizontal lines represent genome-wide significance thresholds and potential



suggestive thresholds. B, D, F, H, J, L and N represent the Quantile—quantile plots of
lines W1, W2, W3, W4, Y1, Y2 and Y3, respectively; The red line represents the
concordance of observed and expected values. And the genomic inflation factor (A)
for each line is as follows: Y1, A=0.993; Y2, A=0.997; Y3, A =0.997; W1, A =1.069;
W2, A =0.988; W3, A = 0.983; W4, L = 1.026. These results demonstrate the high

accuracy and reliability of the GWAS results.



