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Supplemental Fig 1. Volcano graph of all expressed genes in dt compared to the wild type. Red parts above the dotted line indicate significantly different expressed genes which under the criterion of log2Ratio ≥1 (and ≤-1) and probability ≥0.8.

Supplemental Fig 2. GO enrichment analysis of DEGs in dt mutant. The graph represents the percentage of annotated GO (“biological process” and “molecular function”) categories of the identified data set that were found to be significantly enriched (P＜0.05). BP, biological process; MF, molecular function.

Supplemental Fig 3. KEGG pathway enrichment analysis of DEGs in dt. The significantly enriched pathways (P＜0.05) are listed. Left y-axis indicates the name of pathway, and x-axis indicates the ratio of the number of proteins annotated with the KEGG pathways in the test set to the number of proteins annotated with such term in the background set the number of genes in a pathway.

Supplemental Fig 4. qPCR validation of genes participate in SAM sustain and cytokinin signal transduction. Y-axis indicates the relative expression level of dt mutant (black) compared to the wild type (gray). Error bars represent ± standard deviation from three replicates. *, **, ***, **** indicate significant difference with the wild type at P<0.05, 0.01, 0.001 and 0.0001 respectively (t-test).

Supplemental Fig 5. Statistics of yield related agronomic traits of dt and NY12. Error bars represent ± standard deviation from three replicates. **, **** indicate significant difference with the wild type at P< 0.01and 0.0001 respectively (t-test).

Supplemental Fig 6. Detection of oil content in dt and NY12 seed. Error bars represent ± standard deviation from three replicates. *, *** indicate significant difference with the wild type at P< 0.05 and 0.001 respectively (t-test).

Supplemental Table 1. Significantly differentially expressed genes list from the RNA-seq experiment.

Supplemental Table 2. All differentially expressed genes list from the RNA-seq experiment.

Supplemental Table 3. Primers used for qPCR.

Supplemental Table 4. Transcription factor identification of DEGs in “nucleic acid binding transcription factor activity” category.

Supplemental Table 5. Significantly differentially expressed genes in tryptophan metabolism and plant hormone signal transduction pathways.
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