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Supplementary Material 

This file includes Supplemental Figures 1-4 and Supplemental Table 1-3 (attached 

separately as 3 Excel files). 

Supplementary materials are available at Scientific Reports online. 

Figure S1. Differentially expressed miRNAs and genes among STTM160, 

STTM165/166 and STTM160×165/166 shown by heat map. 

Figure S2. Differentially expressed miRNAs and genes among STTM160, 

STTM165/166 and STTM160×165/166 shown by Venn diagram. 

Figure S3. qRT-PCR validation of differentially expressed miRNAs from small RNA 

seq and their targets. 

Figure S4. qRT-PCR validation of differentially expressed genes from RNA seq. 

Table S1. All primers used for qRT-PCR in this study. 

Table S2. GO analysis of all differentially expressed genes from RNA sequencing. 

Table S3. KEGG analysis of all differentially expressed genes from RNA sequencing. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplementary Figure Legends 

Figure S1. Differentially expressed miRNAs (A), and genes (B), among STTM160, 

STTM165/166 and STTM160×165/166 shown by heat map. The red color indicates 

up-regulated, while blue indicates down-regulated in single mutants compared to the 

double mutant. 

Figure S2. Differentially expressed miRNAs (A), and genes (B), among STTM160, 

STTM165/166 and STTM160×165/166 shown by Venn diagram. SG1, STTM160; 

SG2, STTM160; DB, STTM160×165/166 

Figure S3. qRT-PCR validation of a few differentially expressed significant miRNAs 

(labeled in red) from small RNA sequencing and their targets (labeled in green). First 

Column, STTM165/166 VS STTM160; Second Column, STTM160 VS 

STTM160×165/166; Third Column, STTM165/166 VS STTM160×165/166. 

Figure S4. qRT-PCR validation of a few differentially expressed significant genes 

from RNA sequencing. Genes labeled in red indicate up-regulated, while those 

labeled in green indicate down-regulated. First Column, STTM165/166 VS STTM160; 

Second Column, STTM160 VS STTM160×165/166; Third Column, STTM165/166 

VS STTM160×165/166. 
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Figure S2. Differentially expressed miRNAs (A), and genes (B), among STTM160, 

STTM165/166 and STTM160×165/166 shown by Venn diagram. SG1, STTM160; 

SG2, STTM160; DB, STTM160×165/166 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S3. qRT-PCR validation of a few differentially expressed significant miRNAs 

(labeled in red) from small RNA sequencing and their targets (labeled in green). First 

Column, STTM165/166 VS STTM160; Second Column, STTM160 VS 

STTM160×165/166; Third Column, STTM165/166 VS STTM160×165/166. 

 

 

 

 

 

 

 

 

 

 



 

Figure S4. qRT-PCR validation of a few differentially expressed significant genes 

from RNA sequencing. Genes labeled in red indicate up-regulated, while those 

labeled in green indicate down-regulated. First Column, STTM165/166 VS STTM160; 

Second Column, STTM160 VS STTM160×165/166; Third Column, STTM165/166 

VS STTM160×165/166. 

 


