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Figure S1 | Schematic for CRK gene intron/exon structure in Gossypium barbadense. The 

black lines indicate introns, the green boxes represent exons. Genes are listed arranged in the order 

they appear on the phylogenetic tree and the number of exons per gene is listed on the right of 

gene symbol. 



 

Figure S2 | Location of CRK genes on Gossypium barbadense chromosomes. Paralogous pairs of genes are linked by red dotted lines. Chromosome numbers are 

located at the top of each vertical bar. The scale on the left represents the lengths of the chromosomes in megabases (Mb). 



 

Figure S3 | Expression of GbCRK02, GbCRK03, GbCRK06, GbCRK07, GbCRK08, GbCRK18, 

GbCRK19, GbCRK22 and GbCRK23 genes in control and silenced plants as determined by 

reverse transcription-quantitative PCR analysis. WT and CK represent cv. Hai 7124 and 

pTRV2:00 respectively. Error bars were calculated based on three biological replicates using 

standard deviation. ** indicates significant difference (P < 0.01). 


