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Supplementary Figure 1 A diagrammatic flow chart of the transgenic plants obtaining in this study. The words with red letters in parenthesis are abbreviated for the words in front of it. 
Supplementary Figure 2
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Supplementary Figure 2  Identification of the transgenic kasalath with expression of AtNF-YB1. (A), Statistics of hygromycin test of the three selected transgenic lines, TK-01, TK-02 and TK-03. The cut leaf segments with 1cm length were put in the water solution with 6-BA 2 mg·L-1 and hygromaycin 50 mg·L-1, and then cultured at 28 °C with a photoperiodic cycle of light (260 μmol photonsm−2 s−1 light intensity) 16 h and dark 8 h. After 4-5 days the leaves were still green identified as positive, otherwise the leaves showed brown color were negative. χ2 0.05 = 3.841, χ2 0.01 = 6.635. (B), Expression analysis of AtNF-YB1 in the positive plants. 12 positive T0 plants in hygromycin test were selected for the reverse transcription-polymerase chain reaction (RT-PCR) experiment. A1 to A12 represent samples of 12 individual plants and WT indicate wild-type Kasalath on the agarose gel. Unibiqutin gene (LOC_Os03g13170) was amplified from each sample as control. Finally, A1, A5 and A10 were selected as TK-01, TK-02 and TK-03 for further experiments. (C), Homozygous examination of AtNF-YB1 in the transgenic lines. Six T2 plants for each selected line were randomly chosen in the PCR experiment. M, N and P indicate the molecular marker, negative control and positive control on the agarose gel, respectively.
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Supplementary Figure 3 Identification of the transgenic Jinfeng B and Jinfeng A with expression of AtNF-YB1. A. Statistics of hygromycin test of the three selected transgenic lines, JF-01, JF-02 and JF-03. The detailed method is described in above Figure S1. B. Expression analysis of AtNF-YB1 in the positive plants. 12 positive T0 plants in hygromycin test were selected for the RT-PCR experiment. 01 to 02 represent samples of 12 individual plant and WT indicate wild-type Jinfeng B on the agarose gel. Unibiqutin gene (LOC_Os03g13170) was also amplified from each sample as control. Finally, 01, 08 and 10 were selected as TJ-01, TJ-02 and TJ-03 for further experiments. C. Homozygous examination of AtNF-YB1 in the transgenic Jinfeng B. Six T2 plants for each selected line were randomly chosen in the PCR experiment. M, N and P indicate the molecular marker, negative control and positive control respectively on the agarose gel. D. PCR examination of AtNF-YB1 in the transgenic Jinfeng A. Six BC2 F1 plants for each selected line were randomly chosen in the experiment. M, N and P indicate the molecular marker, negative control and positive control on the agarose gel, respectively.
Supplementary Figure 4
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Supplementary Figure 4 Diurnal expressions of flowering-time genes in the transgenic rice under NSD. Vertical axis indicates relatively expression in comparison with the reference gene (ubiquitin, LOC_Os03g13170). Horizontal axis is time (Beijing Time) in the day of Jan. 16th, and the day length is 11 about hours and the night is about 13 hours. White and black bars below the axis represent day and night, respectively. TK-01, T7-01 and T9-01 are respectively transgenic lines of Kasalath, Jinfeng × Chenghui 727 and Jinfeng × Chuanhui 907. The data are calculated from four replicates and error bars indicate SD.
Supplementary Figure 5
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Supplementary Figure 5 qRT-PCR validation of transcription levels of 16 genes detected in the RNA-Seq. The number in vertical axis is a relative numeral value to represent transcript levels detected in qRT-PCR and RNA-seq. For qRT-PCR, the reference gene is ubiquitin (LOC_Os03g13170).T7-01 and T9-01 represent respectively T7 and T9. The data show average from three replicates for both RNA-Seq and qRT-PCR with SD error bars.
