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Supporting Figure 3A-D: LC-MS/MS mass spectra of a formely N-glycosylated peptides. Peptide 
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C- WFSGISSLFPKPDVSSSSSIEDIN*GTK (m/z 420.21) from a potential HSP20 protein. D - 

SLGENPTDAELKDMINEVDADGN*GTIDFAEFLTLMSQK (m/z 1815.90) from a potential calmodulin 
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Supporting Table 1 – Number of sequenced paired-end reads (in millions) for each 
tissue library and associated SRA accession numbers.

Sample Tissue SRA Accession Read Pairs (Mil)
Slineolata_Brain SRR5396792 18

Slineolata_Arms
SRR5396791 19

Slineolata_Ventral SRR5396790 20

Slineolata_Dorsal SRR5396789 19

Slineolata_Slime SRR5396788 19
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Supporting Figure 1: Relative abundance of orthologous proteins found in Su. austrinum 
and So. lineolata by KEGG Brite category. 
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Supporting Figure 2: Sample clustering based on iBAQ abundance measurements of 
orthologous proteins between Su. austrinum and So. lineolata. Points represent individual 
slime samples with colours indicating differences between species and shape indicating 
whether the samples were treated with PNGase-F. Axes are principle components based on 
a matrix of iBAQ intensities from 77 orthologous proteins with measurements across all 
samples.  Note that for So. lineolata sample 3 is not shown as it was a strong outlier and its 
inclusion would obscure relationships between all other samples.
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A

Supporting Figure 3A-D: LC-MS/MS mass spectra of a formely N-glycosylated peptides. Peptide identified is A – KQGYN*VSMMFHQAENFFTSIGLKK (m/z 
1815.90) from a potential calmodulin protein. B- NVMN*LTPAETQQLHAALESQLSPGELAK (m/z 460.19) from a novel secreted protein. C- 
WFSGISSLFPKPDVSSSSSIEDIN*GTK (m/z 420.21) from a potential HSP20 protein. D - SLGENPTDAELKDMINEVDADGN*GTIDFAEFLTLMSQK (m/z 1815.90) from 
a potential calmodulin protein. The asterisk (*) denotes the site of N-glycosylation. Spectra generated using the Lorikeet Spectra Viewer. 
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