
Fig. S1. Common and specific sRNA reads in different libraries and tissues of LYP9 
hybrid rice combination. (A) Venn diagram of total sRNAs in libraries of flag leaves (FL). 
(B) Venn diagram of unique sRNAs in libraries of flag leaves. (C) Venn diagram of total 
sRNAs in libraries of panicles (PA). (D) Venn diagram of unique sRNAs in libraries of 
panicles. (E) Venn diagram of total sRNAs between libraries of flag leaves and panicles. 
(F) Venn diagram of unique sRNAs between libraries of flag leaves and panicles. 

A B 

C D 

E F 

PA64s_FL                                            93-11_FL         PA64s_FL                                                     93-11_FL 

LYP9_FL                                                                            LYP9_FL 

Flag leaves                        Panicles                        Flag leaves                                 Panicles 

PA64s_PA                                              93-11_PA      PA64s_PA                                                     93-11_PA 

LYP9_PA                                                                              LYP9_PA 

2,495,472                                                   3,150,755                                    2,201,747                          2,808,399 

565,004 

182,657 

346,550 

1,210,882                                 1,497,560  

251,647       315,162 

2,546,362 

2,300,710 

23,677,850 

2,711,591                                               2,676,355                                     2,441,585                         2,382,598 

535,536 

14,288,483 

1,709,699                              3,504,044  

2,787,040 

18,077,294        34,504,206         10,775,133                         7,436,431         970,441           7,895,673  

187,688 

415,716 

362,282      548,761 

2,527,484 

Small RNAs as important regulators for the hybrid vigor of super-hybrid rice 
 Lei Zhang, Yonggang Peng, Xiaoli Wei, Yan Dai, Dawei Yuan, Yufei Lu, Yangyang Pan and Zhen Zhu 



Fig. S2. Common and specific detected miRNAs/ta-siARFs, DES, detected protein-
coding genes, and DGs in different tissues. (A) Venn diagram of detected miRNAs/ta-
siARFs between flag leaves and panicles. (B) Venn diagram of DES between flag leaves 
and panicles. (C) Venn diagram of detected protein-coding genes between flag leaves 
and panicles. (D) Venn diagram of DGs between flag leaves and panicles.  
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Fig. S3. Expression patterns and functions of DGs in flag leaves and panicles at grain-
filling stage. Expression patterns of DGs in (A) flag leaves and (B) panicles. (C) 
Functional category analysis of DGs by KEGG annotations using KOBAS. Inner circle: 
flag leaves, outer circle: panicles. 
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