
Supplementary Information 

 

Figure S1. Cont. 



 S2 

 

 

 

Figure S1. Cont. 



 S3 

 

 

 

Figure S1. Nucleotide and deduced amino acid sequences of DrLGP2a from Danio rerio. 

The start codon (ATG) was shown by underline. The termination code (TAG) was marked 

with an asterisk below. The motif associated with mRNA instability (ATTTA) was in bold 

underline. Shadow said DEXDc (DEAD/DEAH box helicase domain), double underline said 

HELICc, the box said RD (regulatory domin). 
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Figure S2. Nucleotide and deduced amino acid sequences of DrLGP2b from Danio rerio. 

The start codon (ATG) was shown by underline. The termination code (TAG) was marked 

with an asterisk. The typical polyadenylation signal AATAAA was bolded. The motif 

associated with mRNA instability (ATTTA) was in bold underline. Shadow said DEXDc 

(DEAD/DEAH box helicase domain), double underline said HELICc domain structure. 
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Figure S3. Multiple alignment of LGP2 using the Clustal X2 program. LGP2 are  

conserved in vertebrates. Identical amino acids among all sequences are indicated by 

asterisks whereas those with high or low similarity are indicated by “:” and “.” respectively. 

Marked conserved domains include the DEXDc (DEAD/DEAH box helicase domain) 

(Shadowed), the HELICc (bold underlined) and the RD (regulatory domin) (double 

underlined). CiLGP2 (Ctenopharyngodon idella, AFQ93565.1), Gg (Gallus gallus, 

AEK21509.1), HsLGP2 (Homo sapiens, NM_024119.2), IpLGP2 (Ictaluruspunctatus, 

AFS34610.1), MmLGP2 (Mus musculus, NM_030150.2), PoLGP2 (Paralichthys olivaceus, 

ADM18136.1), XlLGP2 (Xenopus laevis, NP_001085915.1). 


