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Supplementary Figure 1 - Heatmap of all differentially expressed proteins in all tissues vs average expression
(normalized LogFC P<0.05). Tissues are SLIME — slime, VMG - ventral mantle gland, DME — dorsal mantle
epithelium, DMM — dorsal mantle muscle, VME — ventral mantle epithelium, VMM — ventral mantle muscle.
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Supplementary Table 1 —Top 28 most positively differentially expressed proteins within the slime and ventral mantle glands and negatively differentially

expressed proteins in the mantle muscle of S. lineolata. ID’s are given according to protein groups found in the proteingroups.txt file from MaxQuant.

Log2 expression values from left to right — SlimevsAv — Slime compared to the average expression of all tissues and slime, VMEvsAv — ventral mantle

epithelium compared to the average expression of all tissues and slime, VMGvsAv — ventral mantle gland compared to the average expression of all

tissues and slime, DMMvsAv — Dorsal mantle muscle compared to the average expression of all tissues and slime, DMEvsAv - dorsal mantle epithelium

compared to the average expression of all tissues and slime, ventral mantle muscle compared to the average expression of all tissues and slime.
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Supplementary Figure 2 — TopGO analysis of significant proteins differentially expressed in secretion when
compared to average expression. Rectangle boxes indicate proteins with a p value < 0.01 (17 nodes). (17 nodes
p value < 0.01) with the most significant terms in red and the least in yellow.



	Corresponding author: njcaruana@students.latrobe.edu.au



