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Figure S1. Confirmation of identified PeDofs using HMMER online software 

(https://www.ebi.ac.uk/Tools/hmmer/search/phmmer (accessed on 2 October 2024)). These 43 

proteins all contain the Dof domain. 



 

Figure S2. Prediction of conserved motifs in PeDof proteins. These 43 PeDof proteins contain 10 

conserved motifs, which were predicted using MEME Suite (http://meme-suite.org (accessed on 

2 October 2024)).



 

Figure S3. Neighbor-joining (NJ) tree of P. euphratica and A. thaliana. The bootstrap consensus 

tree inferred from 1000 replicates is taken to represent the evolutionary history of the taxa 

analyzed. Branches corresponding to partitions reproduced in less than 50% bootstrap replicates 

are collapsed. The evolutionary distances were computed using the JTT matrix-based method 

and are in the units of the number of amino acid substitutions per site. The rate variation among 

sites was modeled with a gamma distribution (shape parameter = 1). This analysis involved 79 

amino acid sequences. There were a total of 618 positions in the final dataset. Evolutionary 

analyses were conducted in MEGA11. The blue arrow pointed to AtSCAP1, and the orange 

arrow pointed to PeSCAP1. 



 

Figure S4. Sequencing analysis of AtSCAP1 in the atscap1-3 mutant. The scap1-3 mutant, 

characterized by an 8 bp deletion in the SCAP1 gene coding region, was derived from the T-DNA 

insertion mutant SALK_111683. This T-DNA is inserted into the AT5G50850 (MAB1) gene, and 

the SALK_111683 mutant is actually the mab1 scap1-3 double mutant. The scap1-3 single 

mutant was isolated from F2 progeny of a cross between SALK_111683 and wild-type Col-0 

plants. 



 

Figure S5. The relative expression levels of genes related to stomatal maturation. (A) Relative 

expression levels of PeSCAP1 were compared among Col-0 and PeSCAP1-com lines. (B) 

Relative expression levels of AtGORK and AtPME6 were compared among Col-0, atscap1 and 

PeSCAP1-com lines. Total RNAs were extracted from the 7-day cotyledons. Values 

represented means ± SD (n = 9). Statistical analyses were conducted by One-way ANOVA with 

Tukey’s test. Different letters above bars indicated statistically significant differences 

among genotypes (p<0.05). 



Table S1 Primers used in this study. 

Primer Name Primer Sequence (5'-3') 
Complementation & 
overexpression  

PeSCAP1-F ACACGATCGATAAGCTTCCCATGGTGCCCCCAGATAATCTTC 
PeSCAP1-R TCGCCCTTGCTCACCATCCCGGGCAAAGCACTATACTGATGC 
Real-time qPCR  
QPeSCAP1-F CTCAAGTGACTGCAACGCCAAC 
QPeSCAP1-R GGGCAAAGCACTATACTGATGC 
QAtGORK-F gcatcagggaaacatgagtt 
QAtGORK-R gatacaagcagcagtgtgag 
QAtPME6-F gttataaagacggtgacagag 
QAtPME6-R ccgtagccgtaatccaatag 

 


