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The differences of the SFW, RFW, TRL, TSA, TNR, and TRV between NIL-A and NIL-B for six residual heterozygous lines (RHLs) by progeny test. “A”
and “B” indicate that the genotype of this line on this marker corresponded to ZS11 and 4D122, respectively. “H” indicates that the genotype of this line
on this marker was heterozygous. ** and * indicate significant differences at P <0.01 and P < 0.05, respectively.
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The sequence comparisons of amino acids for the three candidate genes.



Figure S3

Growing of plants at different stages (A) Materials sowed on germination device (germination stage). (B) Plants in the growth device six days after
transplantation (transplanting stage). (C) Plants in the growth device at 1/2 changing solution (tiny blue plastic basin). (D) Plants at sampling stage
(18 days old seedlings)



