Supplementary Table 1. Proteins have similarity to Arabidopsis GalT and their characteristics.
	Uniprot 
Entry No.
	Gene Bank
Accession No.
	Length 
(aa)
	MW 
(kDa)
	Pfam 01762
(GalT domain)
	Pfam 00337
(Galectin)
	Protein names
	Identity to A.Thaliana GalT
	Glycosyltransferase family (CAZy)
	Genomic location
(NCBI Accession)

	Q67X53
	XM_015788359.1
	637
	72.03
	401-592
	163-358
	Os06g0229200 protein (Oryza sativa subsp. japonica)Os06g0229200 protein (Putative beta-1,3-galactosyltransferase) 
	58.4%
	31
	Chr..6
NC_029261.1 (6715891..6721974) 

	Q69JV6
	XM_015771416.1
	621
	69.05
	386-572
	157-343
	Putative beta-1,3-galactosyltransferase (Oryza sativa subsp. japonica)Putative beta-1,3-galactosyltransferase 
	50.5%
	31
	Chr..2
NC_029257.1 (22175947..22178701) 

	A0A0P0VKS6
	XM_015771416.1
	627
	69.72
	392-578
	163-349
	Os02g0577300 protein (Oryza sativa subsp. japonica)Os02g0577300 protein 
	50.5%
	31
	Chr.2
NC_029257.1 (22175947..22178701) 

	Q0E054
	XM_015771416.1
	650
	72.22
	415-601
	186-372
	Os02g0577300 protein (Oryza sativa subsp. japonica)Os02g0577300 protein 
	50.5%
	31
	Chr.2
NC_029257.1 (22175947..22178701) 

	Q5ZDR9
	XM_015768460.1
	599
	65.58
	365-555
	133-324
	Os01g0328900 protein (Oryza sativa subsp. japonica)Os01g0328900 protein (Putative UDP-Gal:betaGlcNAc beta 1,3-galactosyltransferase-I)
	46.2%
	31
	Chr.1
NC_029256.1 (12667287..12672770,) 
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	Q67X53
	
	Q69JV6
	
	Q5ZDR9

	 
	LOC gene ID
	LOC_Os06g12390
	
	LOC_Os02g36770
	
	LOC_Os01g22550

	 
	
	
	
	
	
	 

	RNA-Seq FPKM Expression Values
	
	
	
	
	
	
	 

	 
	Library Description
	
	
	FPKM
	
	 
	
	FPKM
	
	 
	
	FPKM
	

	 
	Leaves-20 days
	5.47649
	
	2.90726
	
	4.24037

	 
	Post-emergence inflorescence
	7.35401
	
	3.11563
	
	6.03898

	 
	Pre-emergence inflorescence
	15.1264
	
	2.56551
	
	8.45655

	 
	Anther
	0.989647
	
	1.06575
	
	1.51878

	 
	Pistil
	9.53691
	
	3.47459
	
	5.88627

	 
	Seed-5 DAP
	2.39469
	
	1.09238
	
	3.02218

	 
	Embryo- 25 DAP
	11.0055
	
	3.5934
	
	5.72875

	 
	Endosperm- 25 DAP
	5.84271
	
	0
	
	0.268858

	 
	Seed- 10 DAP
	4.66478
	
	0.907427
	
	0.622973

	 
	Endosperm- 25 DAP (replicate)
	5.15155
	
	0.47669
	
	0

	 
	Leaves- 20 days (replicate)
	6.34215
	
	5.24312
	
	1.76141

	 
	Shoots
	23.939
	
	0
	
	3.23745

	 
	
	
	
	
	
	
	
	
	 

	TRAP-Seq FPKM Expression Values
	
	
	
	
	
	
	 

	
	
	RNA-Seq FPKM
	TRAP-Seq FPKM
	
	RNA-Seq FPKM
	TRAP-Seq FPKM
	
	RNA-Seq FPKM
	TRAP-Seq FPKM

	 
	Seedling
	8.99087
	2.4213
	
	2.74791
	1.08274
	
	3.67266
	1.93731

	 
	Callus
	18.3509
	7.97112
	
	2.99537
	1.31541
	
	7.59867
	5.39257

	 
	Panicles
	8.87375
	22.0583
	 
	0.936834
	3.05851
	 
	5.35808
	15.2603



*Rice genotype: Nipponbare
**Data obtained from http://rice.uga.edu/cgi-bin/ORF_infopage.cgi

Supplementary Table 3. Primers used for genotyping PCR and expected size.

	Cell line number
	Primer
	Sequence
	Expected size of PCR product

	3A-11407
	Light
	5’-CCGACGTCGACAGTGTCTAC -3’
	WT
	1047 bps

	
	Left
	5’-CTCTGGGCTCATGTCTTTCC-3’
	
	

	
	
	
	Homo
	450 bps

	
	LBP
	5’-ACGCTGAACTTGTGGCCGTT-3’
	
	

	3B-00747
	Light
	5’-GAGTTCAGGTTCAGCGTATGC-3’
	WT
	900 bps

	
	Left
	5’-CTAACCCTCGAGTGGATGTTTCC-3’
	
	

	
	
	
	Homo
	607 bps

	
	RBP
	5’-TTGGGGTTTCTACAGGACGTAAC-3’
	
	

	NF8522
	Light
	5’-TGATTTGCTCTGCAGGAATG-3’
	WT
	565 bps

	
	Left
	5’-CAGCACGTTGCTTGATTTGT-3’
	
	

	
	
	
	Homo
	323 bps

	
	RBP
	5’-GAGAGCATCATCGGTTACATCTTCTC-3’
	
	

	3D-02972
	Light
	5’-TACTGCATCCAAGTTCTGCG -3’
	WT
	1065 bps

	
	Left
	5’-GACTGGGGTTCTGAAGATCG-3’
	
	

	
	
	
	Homo
	633 bps

	
	RBP
	5’-TTGGGGTTTCTACAGGACGTAAC-3’
	
	

	1C-03248
	Light
	5’-TGCTACATCAAATGCCTTCAG-3’
	WT
	1010 bps

	
	Left
	5’-ACATGGTCCGGGATACATTG-3’
	
	

	
	
	
	Homo
	595 bps

	
	RBP
	5’-TTGGGGTTTCTACAGGACGTAAC-3’
	
	





