Table S. The conserved motifs predicted in OsMGT protein sequences
	Motif no.
	Sites
	E-value
	Amino acid sequence of motif
	Width
(aa)
	Specific domain/region

	Motif 1
	8
	6.7e-219
	RAGVGGYSYLLEPLWWVGMITMJVGEIANFAAYAFAPAVLVTPLGALSII
	50
	Mg_trans_NIPA

	Motif 2
	7
	9.4e-184
	YLNKALDTFNTAVVSPIYYVMFTSLTILASAIMFKDWAGQNATQIATELC
	50
	Mg_trans_NIPA

	Motif 3
	7
	2.9e-140
	PRYGQTNIMVYIGICSLMGSLTVMSVKAVGIAJKLTFEGMNQLIYPQTW
	49
	Mg_trans_NIPA

	Motif 4
	7
	1.1e-141
	AHFILKEKLHRFGVLGCVLCVVGSTVIVLHAPQEREIDSVEEIWHLATZP
	50
	Mg_trans_NIPA

	Motif 5
	6
	1.3e-123
	EELEMLLEAYFVQIDGTLNKLSTLREYIDDTEDYINIQLDNKRNQLLQMG
	50
	-

	Motif 6
	7
	7.8e-114
	LPFEFRALEVALEAACSSLEAQTSELEKEAYPALDELTSKISTLNLERVR
	50
	-

	Motif 7
	6
	4.4e-073
	LKSRLVALSGRVQKVRDELEHLLDDDMDMAELYLTEKLAGQ
	41
	-

	Motif 8
	7
	1.1e-067
	NVKGLLLAVASSAFIGASFIVKKKGLRRA
	29
	Mg_trans_NIPA

	Motif 9
	7
	1.0e-055
	DKHAIMRRTGLPARDLRVLDPLLSYPSSILGRERAIVVNLE
	41
	-

	Motif 10
	7
	1.2e-033
	GFVTILAGTFLLHKTRDMDNG
	21
	Mg_trans_NIPA

	Motif 11
	2
	5.2e-017
	CDDITVADVAAPYWQRPVGPTWWCHVAAGHPAVDAWLNAARWLHPAIC
	48
	-

	Motif 12
	7
	1.2e-014
	LLSTATVVIAIGILVAGIFGMNIPISLY
	28
	CorA

	Motif 13
	4
	8.4e-013
	DEEDIPIPLRYWQAQGFGVTAKQKEGDSLNVDVIGVTEQDY
	41
	-

	Motif 14
	2
	1.1e-012
	RKYVFGEADEIELKFVNRRKQEDLKLLCIIFNQEIRRLATQVIRVKWSLH
	50
	-

	Motif 15
	7
	8.4e-009
	RAIITADEVLVLNPLDPAVAPFVEELRAR
	29
	-



