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Supplemental Figure 1
The ER stress-responsive genes showed higher express level in the agb1-–3 plants
[bookmark: _GoBack](A) - (D) Quantitative RT-PCR analysis of binding protein 3 (BiP3) transcripts in the wild type (WT) and agb1-3 plants in response to tunicamycin as described in Figure 4 A. Data are mean ±mSDean ±SD  from three 3 technical replicates, and four 4 independent results were shown in A to D. (E) - (H) Quantitative RT-PCR analysis of binding protein 1 and 2 (BiP1/2) transcripts in the wild type (WT) and agb1-3 plants in response to tunicamycin as described in Figure 4C. Data are mean ±mSDean ±SD  from three 3 technical replicates, and four 4 independent results were shown in E to H. (I) - (L) Quantitative RT-PCR analysis of calreticulin (CRT) transcripts in the wild-type (WT) and agb1-3 plants in response to tunicamycin as described in Figure 4E. Data are mean ±mSDean ±SD  from three 3 technical replicates, and four 4 independent results were shown in I to L. (M) - (P) Quantitative RT-PCR analysis of calnexin (CNX) transcripts in the wild-type (WT) and agb1-–3 plants in response to tunicamycin as described in Figure 4G. Data are mean ±mSDean ±SD  from 3 technical replicates, and  4 independent results were shown in M to P. Student’s t-test was performed for statistical analysis. The asterisks indicate significance between WT and the agb1-3 (P<0.001, ***; P<0.01, **; P<0.05, *).
Supplemental Table 1
List of oligonucleotide primers used in this study



