


Figure S1. Multiple Sequence Alignment of elovl5, elovl8 and fads2 genes used for primer 
design. The design sequence of the primers is marked with square. 

 



 

Figure S2. Maximum likelihood method parameters. 



 

Figure S3. Effect of dietary n-3 LC-PUFA levels (g/100g) on weight gain (%) of hybrid grouper 

 

 

 
Figure S4. Nucleotide and deduced amino acid sequence of Elovl5 in hybrid grouper 
(GenBank accession number MZ713365). The nucleotide sequence is numbered from the first 
base at 5’ end, started in codon (ATG) and stopped in codon (TGA). Four conserved motif of 
elongases are in gray; the putative histidine-richdomain (HXXHH) is in bold; the predicted 
seven (I-VII) putative membrane-spanning domains are underlined; the ER retrieval signal is 
wavy underlined. 



 
Figure S5. Nucleotide and deduced amino acid sequence of Elovl8 in hybrid grouper 
(GenBank accession number MZ713364). The nucleotide sequence is numbered from the first 
base at 5’ end, started in codon (ATG) and stopped in codon (TGA). The putative 
transmembrane regions are in gray; the putative histidine-richdomain (HXXHH) is in bold; 
the predicted seven (I-VII) putative membrane-spanning domains are underlined; the ER 
retrieval signal is wavy underlined. 



 
Figure S6. Nucleotide and deduced amino acid sequence of Fads2 in hybrid grouper 
(GenBank accession number MZ713366). The nucleotide sequence is numbered from the first 
base at the 5’ end, started in codon (ATG) and stopped in codon (TGA). The Cytochrome 
b5-like Heme/Steroid binding domain is in gray; the putative histidine-rich domain (HXXHH, 
HDXGH and QXXHH) is in bold; the predicted four (I-IV) putative membrane-spanning 
domains are underlined. 

  

 


