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Supplementary Figure 1. Diagram of hormonal biosynthesis and signaling pathways
The intermediates and enzymes involved in the biosynthesis of various hormones are indicated in blue and red, respectively.

Supplementary Figure 2. Heat maps of expression of genes involved in auxin signaling 
(A) Genes showing dynamic expression patterns during endosperm development (ANOVA, P < 0.01). (B) Genes specifically expressed in either endosperm or embryo (two-sided Student’s t-test, P <0.01).

Supplementary Figure 3. Heat maps of expression of genes involved in cytokinin, brassinosteroid and gibberellin signaling 
(A–C) Genes involved in cytokinin (A), brassinosteroid (B) and gibberellin signaling (C) showing dynamic expression patterns during endosperm development (ANOVA, P < 0.01). 
(D–F) Genes involved in cytokinin (D), brassinosteroid (E) and gibberellin (F) signaling specifically expressed in either endosperm or embryo (two-sided Student’s t-test, P < 0.01). 

Supplementary Figure 4. Heat maps of expression of genes involved in biosynthesis and signaling of various hormones
(A and B) Genes involved in ABA biosynthesis and signaling (A) and ethylene signaling (B) showing dynamic expression patterns during endosperm development (ANOVA, P < 0.01). (C–E) ABA (C)-, ethylene (D)- and JA (E)- related genes specifically expressed in either endosperm or embryo (two-sided Student’s t-test, P < 0.01). 

Supplementary Figure 5. OsTFSE1 is specifically expressed in developing endosperms
GUS staining analysis of transgenic plants expressing pOsTFSE1::GUS in flag leaf blade (A), sheath (B), node (C), internode (D), floret (E), stamens and ovule (F), and caryopses at 4, 7, 11, 14, 21 and 28 days after fertilization (G–L). Bars = 1 mm.

Supplementary Figure 6. RT-qPCR analysis of transgenic plants
[bookmark: _GoBack]Enhanced expression of bacterial IaaM (A) or rice Dwarf4 (B), IPT3 (C) and GA20ox (D) in seeds of transgenic plants expressing IaaM, Dwarf4, IPT3, or GA20ox driven by the pOsTFSE1 promoter. Expression levels were normalized to that of UBQ5. Three biological repeats were performed for each experiment, and data are shown as means ± SD (n = 3). 


Supplementary Table 1. Primers used in this study.

	Name
	Forward (5’-3’)
	Reverse (5’-3’)
	Purpose

	TFSE1
	GGATCCGTCGACGCTTGAATCCATAACGAGGCT
	GGATCCATGATCTCGATCGCTTCAACCT
	TFSE1 promoter amplification

	IaaM-CDS
	TCCCCGCGGATGTCAGCTTCACCTCTCCTTGAT
	CGGGGTACCCTAATTTCTAGTGCGGTAGTTATATCTC
	IaaM CDS amplification

	Dwarf4-CDS
	GGTGGATCCATGGCCGCCATGATGGCGTC
	CGGGGTACCTTACTCCTGCTCATCATCCTGTGCA
	Dwarf4 CDS amplification

	IPT3-CDS
	ATGGAAGGCAGCCGCGGTGA
	TCCCCGCGGTCAAACTGCCGCGGCCGCCT
	IPT3 CDS amplification

	GA20ox2-CDS
	GGTGGATCCATGGTGGCCGAGCACCCCAC
	GGTGGTACCTCAGCTGGCCGCCTCGACCT
	GA20ox2 CDS amplification

	OsTFSE1-GUS
	TAGTTGGAATGGGTTCGAACTAGAAGGTGGATGTGATAGC
	TTATGGAGTTGGGTTCGAAATGATCTCGATCGCTTCAAC
	GUS

	UBQ5
	ACCACTTCGACCGCCACTACT
	ACGCCTAAGCCTGCTGGTT
	qRT-PCR

	IaaM-RT
	CCGAAATGGGGGCGATGCGA
	TGGTGTCACGCTTCCGGGGA
	qRT-PCR

	Dwarf4-RT
	GGAAGAGCGGGTTGAGAAGC
	AGCAAGAGGTCCAGGATTTG
	qRT-PCR

	IPT3-RT
	GAGCTGTGCTTCCTGTGGGTGGACT
	GCGACCTTGTACTTGTCTCCGTGCG
	qRT-PCR

	GA20ox2-RT
	CGATAGCGACGGTGGACA
	CCGTTGAACCCGATGCTC
	qRT-PCR

	OsTFSE1-RT
	GCCGATGCGCGAGTGT
	GCAATGCAAAAGCCATGATG
	qRT-PCR



