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Figure S1: The LvSOCS6 protein coding nucleotide region (top) and its deduced amino acid sequence 

(bottom). The start (ATG) and stop (TGA) codons are presented in red color. In the amino acid sequence, 

SH2 and SOCS-box domain positions are shown in red and blue color boxes. 
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Figure S2: The LvSOCS7 protein coding nucleotide region (top) and its deduced amino acid sequence 

(bottom). The start (ATG) and stop (TGA) codons are presented in red color. In the amino acid sequence, 

SH2 and SOCS-box domain positions are shown in red and blue color boxes. 
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Figure S3: Multiple sequence alignment (MSA) of LvSOCS6 and its counterparts. Strongly 

conserved and similar residues are highlighted by black and gray shading and the conserved 

phosphotyrosine recognition site (pY) of LvSOCS6 is indicated with (▼ ). The regions of the 

phosphotyrosine binding pocket, hydrophobic binding pocket, and putative elongin B/C binding pockets are 

indicated in purple, yellow, and green color respectively. The species and the GenBank accession numbers 

used for the MSA were as follows: SOCS6 from H. sapiens (NP_004223.2), M. musculus (NP_061291.2), G. 

gallus (NP_001120784.1), X. tropicalis (NP_001096240.1) D. rerio (XP_687041.2) O. mykiss 

(NP_001182102.1), E. sinensis (ATW63847.1) and T. castaneum (XP_008190646).  
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Figure S4: Multiple sequence alignment (MSA) of LvSOCS7 and its counterparts (Only the regions associated with 

SH2 and SOCS box are represented in the MSA analysis). Strongly conserved and similar residues are highlighted 

by black and gray shading and the regions of phosphotyrosine binding motif, hydrophobic binding motif, and 

putative elongin B/C binding motifs are indicated in purple, yellow, and green color respectively. The species and 

the GenBank accession numbers used for the MSA were as follows: C. opilio (KAG0725835.1), Z. cucurbita 

(JAD11819), C._capitate (JAC02138), O. mykiss (CAP17279.1), D. rerio (ABM68038.1), X. tropicalis (NP_001121531.1), 

G. gallus (XP_040509254.1), M. musculus (NP_619598.1) and H. sapiens (NP_055413.1). 



Fishes 2023, 8, x FOR PEER REVIEW 8 of 8 
 

 

 

Figure S5: Temporal mRNA expression analysis of (A) LvSOCS6, (B) LvSOCS7, and (C) LvSTAT in heart tissue as 

determined by qPCR following stimulation of the immune response. Shrimps were challenged with LPS, poly (I:C), 

PGN, or phosphate-buffered saline (PBS), as a control. The expression of LvSOCS6 was normalized to EF1α internal 

control gene. Results are represented as the mean ± S.E (N= 3). Statistically significant values (P < 0.05) are denoted 

with alphabets. 


