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Additional file 2.  

 Mapping analyses and expression pattern of the ha gene. (A) Sequencing of the ha gene in two mutant fish. ki79 fish 

harbors a nonsense mutation at 3856 nt of the ORF2 locus. (B) Architecture of OlPKS protein predicted from the amino 

acid sequence (Upper). Critical residues of each domain used for the mRNA injection experiment are shown by arrows. 

Mutation site of each mutant is shown by arrowhead. Three amino acids corresponding to 9-bp deletion is ‘KPS’. Central 

proline is found to be a highly conserved residue among PKSs although it is not previously considered as a conserved 

motif. Based on the structure of mammal fatty acid synthase (FAS), it is possible that the proline contribute to help a 

substrate to enter the active site of KS. The red bar indicates the region used as an antigen for producing anti-serum of 

OlPKS. Conserved motifs found in the amino acid sequence of OlPKS (Lower table). Asterisks show residues mutated in 

mRNA rescue experiments. Underlines show conserved amino acid residues. (C) Whole-mount in situ hybridization with 

olpks probes at st. 22. The dorsally- and medially- restricted pattern is evidenced by lateral view (Upper) and histology of 

the OV region (Lower). Yellow dashed lines show OVs. (D) Expression profiles of olpks and paralogous gene candidates 

in the embryonic stages or adult tissues. A RT-PCR analysis reveals that olpks is expressed but olpks-2 and olpks-3 are 

not expressed and that olpks is expressed only around embryonic stage 22. 

 

 

 

 

 

 


