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Figure S1. Nucleotide sequence of the M. amblycephala RNase1 gene. 5′-and 3′-untranslated regions 
are shown in lower case. The start codon (ATG) and asterisk indicated the stop codon (taa) is boxed. 
The putative polyadenylation site (aataaa) is underlined. The conceptually translated protein 
sequence is given below the DNA sequence, with the signal peptide boldfaced. Numbers in the left 
showed the numbers of MA-RNase1 amino acids. 

 

Figure S2. Negative control for immunohistochemstry assay (serum of rabbit before being 
immunized replace primary antibody). Liver (A), spleen (B) and gut (C,D). 
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Figure S3. Negative control for immunofluorescence assay (serum of rabbit before being immunized 
replace primary antibody). 

 

Figure S4. SDS-PAGE analysis of recombinant fusion Ma-RNase1 protein. (A) Optimization of the 
induction conditions of recombinant Ma-RNase1expression. M, protein molecular weight marker; 
Lane 1, total protein before induction; Lanes 2 and 4, supernatants of cell lysis after induction at  
20 and 37 °C, respectively; Lanes 3 and 5, total proteins after induction at 20 and 37 °C, respectively; 
(B) Purification of target protein. M, protein molecular weight marker; Lane 1, Ma-RNase1 fusion 
protein; Lane 2, TEV-digested Ma-RNase1 fusion protein; Lane 3, purified target protein. 


