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Supplementary Table S1. EST gene expression profiles of RSKs and ELKs. Transcripts amount of human 

RSKs and ELKs, including RSK1 (Hs.149957), RSK2 (Hs.445387), RSK3 (Hs.655277), RSK4 

(Hs.234478), ELK1 (Hs.181128), ELK3 (Hs.46523) and ELK4 (Hs.497520) were downloaded from 

UniGene (https://www.ncbi.nlm.nih.gov/unigene/?term=) and the approximate gene expression patterns 

were summarized. The numbers indicate specific gene transcripts per million counted transcripts. The red 

color indicates the highest number of EST count for RSKs or ELKs. 
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Supplementary Figure S1. Alignment of amino acid sequences of ELK1, ELK3, and ELK4. The A, B, 

NID, J, CID, D, and C domains of the ELKs are boxed with different colors. Conserved amino acids are 

noted with star marks in the bottom line. Putative RSK2 phosphorylation motifs in the ELK domains are 

highlighted as red letters. 

 

 



 

Supplementary Figure S2. Summary of putative RSK2 phospho-motifs in ELK3. (a) Amino acid 

alignment of putative RSK2 phospho-motif, RxxS/T, in ELK3. (b) Group-based prediction system (GPS) 

analysis of phosphorylation sites. Kinase-specific phosphorylation site prediction analysis was performed 

by using the GPS against RSK2. (a and b) The analysis results were compared to the RSK2 phospho-motif. 

Amino acids 131, 133, 245, 254, 363 and 396 matched with (a) and (b) analysis. 

 

  



 

Supplementary Figure S3. Cis elements of the c-fos-luciferase reporter plasmid and confirmation of RSK2 

knockdown. (a) The ELK3 binding consensus nucleotide sequence is highlighted in red. (b) HEK293T cells 

stably expressing sh-mock or sh-RSK2 were established and RSK2 knockdown was confirmed by the 

western blotting results. β-actin was used as the internal control for equalized protein loading. 

 

  



 

Supplementary Figure S4. EST expression profiles of RSKs and ELK3 in various human cancers. (a) EST 

expression profiles of RSK1, 2, 3, and 4 in various human cancers were obtained from UniGene 

(https://www.ncbi.nlm.nih.gov/unigene/?term=). (b) EST expression profiles of ELK1, 3, and 4 in various 

human cancers were obtained from UniGene (https://www.ncbi.nlm.nih.gov/unigene/?term=). 
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