L1 L2 L3 | Stem | Root

Phytozome ID Description

Glyma.12G109800 | (R,S)-reticuline 7-O-methyltransferase
Glyma.11G256500 | (RS)-norcoclaurine 6-O-methyltransferase
Glyma.07G048900 | anthranilate N-methyltransferase
Glyma.04G227700
Glyma.06G137100
Glyma.06G 137300
Glyma.07G048700
Glyma.07G048800
Glyma.13G263200
Glyma.15G241100
Glyma.19G260700
Glyma.13G173600 | isoflavone 4'-O-methyltransferase
Glyma.08G246700
Glyma.18G267800
Glyma.18G269600
Glyma.09G094400
Glyma.20G213500
Glyma.20G213700
Glyma.09G281800
Glyma.11G150800
Glyma.18G263700
Glyma.20G003500
Glyma.06G286200
Glyma.06G286600
Glyma.06G286700
Glyma.12G119600

caffeic acid 3-O-methyltransferase

isoflavone 7-O-methyltransferase

isoliquiritigenin 2'-O-methyltransferase

trans-resveratrol di-O-methyltransferase

Figure S5. Expression of genes encoding SAM-MTases. Heatmap showing the log ratios of dehydration-responsive genes encoding SAM-MTases. Soybean organs and

treatments are shown in Figure 1. Each square indicates the level of gene expression. Grey squares indicate no significant differences in expression.



