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Supplementary Figure 1. Overview of mRNA-seq analysis bioinformatics workflow in WSSV-

challenged Carcinus maenas (white boxes). Specific tools, scripts and parameters are depicted within 

grey boxes and a summary of the resulting outputs are in yellow boxes. The results depicted originate 

from downstream analysis of WSSV-injected crabs when grouped by their ability to replicate WSSV.  



  Supplementary Material 

 4 

 

 

Supplementary Figure 2. Overview of miRNA-seq analysis bioinformatics workflow in WSSV-

challenged C. maenas (white boxes). Specific tools, scripts and parameters are depicted within grey 

boxes and a summary of the resulting outputs are in yellow boxes. The results depicted originate 

from downstream analysis of WSSV-injected crabs when grouped by their ability to replicate WSSV.  
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Supplementary Figure 3. miRNA length for (A) control and (B) WSSV-injected crabs. Average 

small RNA sequence length distribution for trimmed and filtered samples belonging to (a) saline-

injected and (b) WSSV-injected C. maenas groups (error bars depict ± 1 standard error of the mean).  
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Supplementary Figure 4. Bubble plot of significantly enriched GO terms (FDR q-val < 0.05) over 

time in C. maenas injected with WSSV. GO terms are grouped by type depending on whether reflect 
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cellular components, biological processes or molecular functions. Point size represented the number 

of transcripts assigned to each GO term. The colour of each point reflects the significance of the GO 

term’s enrichment (adjusted p value). In crabs, few processes are significantly enriched in direct time 

point comparisons, indicating that the virus is not subverting crab responses significantly to enhance 

infection. In crabs displaying evidence of WSSV replication, a greater number of processed were 

significantly enriched. 

 


