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Supplementary Figure 1. Overview of mMRNA-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.
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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).



Supplementary Material

2'-deoxyribonucleotide biosynthetic process
2'-deoxyribonucleotide metabolic process

amide transport

biological regulation

carbohydrate derivative biosynthetic process

cell communication

cellular response to stimulus

chromatin organization

chromatin remodeling

chromosome organization

deoxyribonucleoside monophosphate biosynthetic process
deoxyribonucleoside monophesphate metabolic process
deoxyribonuclectide biosynthetic process
deoxyribonucleotide metabolic process

deoxyribose phosphate biosynthetic process

deoxyribose phosphate metabolic process

establishment of localization

establishment of protein localization

intracellular fransport

ion transport

localization

nitrogen compound transport [~

peptide transport

protein transport

proteolysis

pyrimidine-containing compound biosynthetic process
pyrimidine-containing compound metabolic process
pyrimidine deoxyribonucleoside monophosphate biosynthetic process [~
pyrimidine deoxyribonucleoside monophosphate metabolic process
pyrimidine deoxyribonuclectide biosynthetic process
pyrimidine deoxyribonucleotide metabolic process [
pyrimidine nucleoside monophosphate biosynthetic process
pyrimidine nucleoside monophosphate metabaolic process
pyrimidine nuclectide biosynthetic process

pyrimidine nucleotide metabolic process [

regulation of biological process

regulation of cellular process [~

response to stimulus

signal transduction

signaling

transmembrane transport

transport

L B T S e B e e e
( X ]

T

LI S e |

.
®
ssadsold |ealbojoig

T

T

Adjusted
p-value

T

0.04

T

0.03

T

0.02

cell

cell part

cytoskeleton

endomembrane system
envelope

integral component of membrane
intracellular

intracellular membrane-bounded organelle
intracellular organelle
intracellular organelle part |-
intracellular part

intrinsic component of membrane
membrane-bounded organelle
membrane part

nuclear envelope

nuclear part

nuclear pore

nucleus

organelle

organelle envelope

organelle part [~

viral envelope

viral membrane

virion [

wvirion part

T

0.01

T

0.00

Count
@® 30
® o0
@ =«

Enriched GO Terms

jusuodwo? Jejnjeo

T

T

anion binding

carbohydrate derivative binding

hydrolase activity

hydrolase activity, acting on acid phosphorus-nitrogen bonds

inorganic molecular entity transmembrane transporter activity [~

ion binding

nucleoside phosphate binding

nucleotide binding

oxidoreductase activity, acting en CH or CH2 groups

oxidoreductase activity, acting on CH or CH2 groups, disulfide as aCellular Componenteptor
peptidase activity, acting on L-amino acid peptides

phosphotransferase activity, alcohol group as aCellular Componenteptor [~
protein binding

purine nucleotide binding

purine ribonucleoside triphosphate binding

purine ribonucleotide binding

ribonucleoside-diphosphate reduc Ibsoé-' gglﬁ?@ﬂ%‘i%‘%%ﬁ?ﬂ“ﬁ%\} i ecéaésg(‘aéﬁmg L °
r\bnn&?éno%%‘;ﬁ;‘tﬁ&lnogr r

serine-type peptidase activity @

small molecule binding

structural molecule activity

transmembrane transporter activity

transporter activity i 1

24 48 WSSV-rep

T

T
®

&P | prhhde DD o“o‘”o-ooco-oo ssope @eco0ccoce

T T T
000

T

,.
[ X X ]
@
uonaung Iena3jo

T
[ ]

T

T

Time Post Injection (hours)

Supplementary Figure 4. Bubble plot of significantly enriched GO terms (FDR g-val < 0.05) over
time in C. maenas injected with WSSV. GO terms are grouped by type depending on whether reflect



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.



