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Supplementary Figure S1. Phylogenetic analysis of BZR1-like genes in Glycine max and Arabidopsis. (a) The unrooted
tree of BZR1-like genes in Glycine max and Arabidopsis. (b) The schematic representation of conserved domain of BZR1-
like genes in Glycine max and Arabidopsis. (c) The alignment of the amino acid sequences of AtBZR1, AtBZR2(AtBES1),

GmBZL1, GmBZL2, GmBZL3, GmBZL4, AtBEH1, AtBEH2, AtBEH3 and AtBEH4. The PEST domains were shown in the
red rectangle. The conserved proline sites (P234L mutated in bzr1-1D) or putative conserved proline sites P were marked

with green asterisk.
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Supplementary Figure S2. Expression quantification of GmBZL1/2/3/4 in Glycine max . Expression quantification of
GmBZL1 (a) (https://phytozome.jgi.doe.gov/phytomine/portal.do?externalid=PAC:30479951&class=gene), GmBZL2 (b)
(https://phytozome.jgi.doe.gov/phytomine/portal.do?externalid=PAC:30533621&class=gene), GmBZL3 (c)
(https://phytozome.jgi.doe.gov/phytomine/portal.do?externalid=PAC:30550683&class=gene), and GmBZL4 (d)
(https://phytozome.jgi.doe.gov/phytomine/portal.do?externalid=PAC:30488412&class=gene).
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Supplementary Figure S3. The characterization of the GmBZL2-GUS lines. (a) The 6-week-old plants of Col-0, bzrl-
1D, and GmBZL2-GUS transgenic lines. Bar=2 cm. (b) The seed number per silique in Col-0, bzr1-1D, and GmBZL2-GUS

transgenic lines.
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Supplementary Figure S4. LiCl and bikinin treatments increase the ratio of dephosphorylation/phosphorylation of
GmBZL2 and GmBZL2*. Complete elimination of phosphorylated GmBZL2* by treatment with 100 mM LiCl in
GmBZL2*-GFP  transgenic line (@) and GmBZL2-GFP  transgenic line (b). The ratio of
dephosphorylation/phosphorylation was inceased in both GmBZL2*-GFP transgenic lines (c¢) and GmBZL2-GFP
transgenic line (d) with 5 pM bikinin treatment. Ribosome bands were used as loading control. The green and red arrows
indicate the phosphorylated and dephosphorylated proteins, respectively. The six protein marker belts are 130kD, 100 kD,
70 kD, 55 kD, 40 kD and 35 kD from top to bottom in (a) and (b), the five protein marker belts are 130kD, 100 kD, 70 kD,
55 kD and 35 kD from top to bottom in (c) and (d), LC indicates loading control.
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Supplementary Figure S5. Expression level of GmBZL2*. (a-d) GUS staining of 7-day-old seedling of
GmBZL2*-GUS transgenic lines. Bar=1 mm. The expression level of GmBZL2* was higher in line 4 (b) and line 9 (d)
than line 1 (a) and line 7 (c). (e) Western blot analysis of GmBZL2* protein level in GmBZL2*-GFP transgenic lines.
The ratio of dephosphorylation/phosphorylation of GmBZL2* is higher in line 1 and line 5. The green and red arrows
indicate the phosphorylated and dephosphorylated proteins, respectively. Ribosome bands were used as loading
control. The five protein marker belts are 130kD, 100 kD, 70 kD, 55 kD and 40 kD from top to bottom, LC indicates
loading control.
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Supplementary Figure S6. GmBZL2* is hypersensitive to BR. (a) Hypocotyl lengths of 7-day-old seedlings of Col-0,
bzrl-1D and GmBZL2*-GUS transgenic lines, which were all grown in 16 hr light and 8 hr dark on 1/2MS medium
containing 0 or 10 nM eBL. The student t test was used to analyze the significant differences among wild type and bzrl-1D,
GmBZL2*-GFP transgenic lines with BR treatment (**p < 0.01, *p < 0.05). (b) Hypocotyl lengths of 7-day-old seedlings of
Col-0, bzrl-1D and GmBZL2*-GFP transgenic lines, which were all grown in 16 hr light and 8 hr dark on 1/2MS medium
containing 0 or 10 nM eBL. The student t test was used to analyze the significant differences among wild type and bzrl-1D,
GmBZL2*-GFP transgenic lines with BR treatment (**p < 0.01).



