
 

 
Supplemental Figure S1. Multiple Alignments of the Inh3 Protein Sequences by 
CLUSTAL W.  



 
 
Supplemental Figure S2. Neighbor-Joining Phylogenetic Tree of Inh3 Protein 

Sequences with Bootstrap Values (1000 replicates). 

 



 
 

Supplemental Figure S3. Dry Mature Seeds from Siliques of Wild-type and 
Heterozygous inh3 Mutants. 
Arrowheads indicate shriveled and dark brown seeds. 



 
 
 
Supplemental Figure 4. Seed Development Defect by RNAi-mediated 

Suppression of At INH3 Expression 
(A) Phenotypes of inflorescence in wild-type and At INH3-RNAi T2 lines (RNAi-1, 

RNA-2, and RNAi-3). The bar represents 1 cm. 

(B) Expression of At INH3 transcripts in wild-type and three At INH3-RNAi T2 

lines determined by RT-PCR. Total RNA was extracted from immature siliques of 

both wild-type and RNAi lines. ACT8 was used as an internal control. 



 
 

Supplemental Figure S5. RT-PCR Analysis of the Expression of the 

Arabidopsis PP1c Isoforms in Young Green Siliques. 

 


