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Supplementary Figure S1 Morphology of wheat spike at six developmental stages. a-

f Morphology of spikes at the six developmental stages (S1-S6) under a 

stereomicroscope. g-l The scanning electron microscopy images of the spikes described 

in a-f. SM, spikelet meristem. GP, glume primordium. LP, lemma primordium. FM, 

floret meristem. STP, stamen primordium. PP, pistil primordium. ANP, anther 

primordium. AWP, awn primordium. Bars: a-f, 1mm; g, 0.1 mm; h, 0.2 mm; i, 0.3 mm; 

j, 0.4 mm; k, 0.3 mm; l, 0.5 mm.  

  



 

 

 

Supplementary Figure S2 Venn diagrams of the lncRNAs expressed in wheat spike. 

Six developmental stages (S1 to S6) are indicated by different colors.   

  



 

 

Supplementary Figure S3 Numbers of DE lncRNAs among developmental stages. 

The numbers of DE lncRNAs with increased or decreased expression between two 

compared stages are shown in red or blue, respectively. DE lncRNAs were filtered 

according to p-value < 0.05 and log2 (fold change) > 1 or < –1.   

  



 

 

 

Supplementary Figure S4 Quantitative RT-PCR analysis of six representative 

lncRNAs. The expression levels of six representative lncRNAs are shown based on the 

data from qRT-PCR (blue) and RNAseq (red), respectively. The wheat ACTIN was used 

as an internal reference to normalize the qRT-PCR results. Data are from three 

biological replicates and error bars indicate SD.  

 

 


