Table S3. Local sequence alignment around KXGGL and ADP-glucose binding motifs.
Conserved amino acid residues (grey), Cys residues (yellow). Alignment was done by tCOFFEE server (http://www.tcoffee.crg.cat/) and numbering based on the full-length protein sequence. 
	GS/SSs
	AA No
	KXGGL motif
	AA No
	ADP-glucose binding motif

	AtSS1
	156
	KTGGLGDVCGSL
	539
	PSRFEPCGLNQLYAMRYGTIP

	EcGS
	15
	KTGGLADVIGAL
	373
	PSRFEPCGLTQLYGLKYGTLP

	HvSS1
	149
	KSGGLGDVCGSL
	531
	PSRFEPCGLNQLYAMQYGTVP

	AtGBSS
	98
	KTGGLGDVLGGL
	482
	PSRFEPCGLIQLHAMRYGTVP

	AtSS2
	315
	KTGGLGDVAGAL
	687
	PSRFEPCGLNQLYAMNYGTIP

	AtSS3
	591
	KVGGLGDVVTSL
	915
	PSIFEPCGLTQLIAMRYGAVP

	AtSS4
	556
	KVGGLGDVVAGL
	925
	PSIFEPCGLTQMIAMRYGSIP


[bookmark: _GoBack]

LT —
COME e e ko ) b b

T R R
frar T e
[ PR T
I i e |
e L L L L
o |
s it T
st i T




