
Synteny analyses 

From the Ensembl database (www.ensembl.org), we downloaded the protein datasets publicly 

available for the zebrafish Danio rerio (version Zv9) (Cypriniformes), and three Percomorpha the 

medaka Oryzias latipes (v. MEDAKA1), the stickleback Gasterosteus aculeatus (v. BROADS1) 

and the tetraodon Tetraodon nigroviridis (v. TETRAODON8). In order to retrieve the 

interspecific potentially orthologous genes, we performed a blastP analysis of all proteins of one 

species against all proteins of a second one. This was done for those four species onto which 

genes are assigned to chromosomes. We generated lists of simple reciprocal best blast hit 

(RBBH) selecting the best e-values, and then best score, of each pair of genes (from their 

corresponding proteins). Among them, we took only those RBBH that have the two genes 

assigned onto chromosomes. For intraspecific paralogous gene detection we used the same 

method, blasting all proteins against each other within a species, as previously done for the 

Tetraodon genome (Jaillon et al. 2004). Tandem gene duplications were not taken into account to 

only keep genes observed onto different chromosomes. 

To ascertain the orthology or ohnology of each RTK gene between species or within species, we 

draw all the rbbh links between the chromosomes or group onto which orthologous genes or 

ohnologous genes of interest were located, and highlighted the links of the genes of interest. 

 

Black lines represent chromosome, drawn at different scale to have them all represented at the 

same comparable size. Chromosome label is Dr for the zebrafish, Ol for the medaka, and Tn 

stands for Tetraodon. The group label is Ga for the stickleback. The orthologous relationship 

between genes is represented in green. The relationship of ohnologous genes between 

chromosomes is represented in cyan. The bold red lines show the orthologous or ohnologous 

relationship of the rtk of interest. Genes are ordered as in main Figure 6. 
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