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[bookmark: _Hlk156765403]Table S6 List of TPM values for the 76 genes in the QFLANG-4B mapping interval, based on differentially expressed genes (DEGs) analysis from the lamina joint at the heading stage of the two bulk samples of homozygous ND3331 and Zang1817.
Table S7 List of the TPM values for the seven DEGs in the QFLANG-4B mapping interval. 
Fig. S1 Fine-mapping of QFLANG-4B.
(a) Genetic location of the QFLANG-4B mapping interval on chromosome 4B. (b) Diagram of the 14 recombinant genotypes from the BC3F3 population in the ND3331 background. Black, homozygous for ND3331; gray, heterozygous; white, homozygous Zang1817. 

Fig. S2 Effect of the genotype at the QFLANG-4B region in the homozygous ND3331 and Zang1817 in different RIL pairs on mean FLANG values. 
***, P < 0.001 as determined by a two-tailed Student’s t test. (color figure online) 

Fig. S3 Colinearity analysis of the QFLANG-4B mapping interval between the Zang1817 and Chinese Spring genomes. The reference genome version IWGSC RefSeq v1.1 was used for Chinese Spring. The genes and lines of homologous gene pairs are grouped by their strength of relationship. Color priority: RBH (Reciprocal Best Hit) > SBH (Single-side Best Hit) > 1-to-many (all putative homologous genes). All homologous lines are grouped by score: 0–50, 50–70, and 70–100.

Fig. S4 Analysis of genes expressed at very low levels (TPM ≤ 1) (a) and with similar relative expression levels (b) in the two bulks of homozygous ND3331 and Zang1817 within the QFLANG-4B mapping interval at the heading stage. 

