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Figure S1. Hemolytic effects of serrulin on human erythrocytes. The concentration-response curve of the
hemolytic activity of the peptide shows the maximum tested concentration (50 uM), which is very similar to
that of the negative control (phosphate-buffered saline (PBS)).
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Mumber of amino scids: 37
Molecular weight: 3845.29
Theoretical pI: 11.18

amino acid composition: | GSW format

Total number of negatively charged residues (Asp + Glu): &
Total number of positively charged residuss (Arg + Lys): 4

Atomic composition:

not contain any Trp residues. Experience sh
in more than 1% error in the computed extinc

extinction coefficients are in units of W2 cm™, at 288 nm measured in water,

Figure S2. Physico-chemical parameters of serrulin. Data obtained by the sequence analysis,
"GFGGGRGGFGGGRGGFGGGGIGGGGFGGGYGGGKIKG," in ExPASy ProtParam. Information on the
following is provided: The theoretical pI, molecular weight, total number of negatively and positively
charged residues, atomic composition, extinction coefficients and percentage of amino acids found in the

sample.

B7P914  B7P914_IX0SC - Glycine-rich secreted protein, putative Ixodes scapularis (Black-legged tick) (Deer tick)

E-value: 1.8e-12
Score: 161

Ident.: 68.1%
Positives - 72 3%
Query Length: 37
Match Length: 192
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Figure S3. Results obtained by searching with BLAST (Basic Local Alignment Search Tool) using Uniprot
(Universal Protein resource). The amino acid sequence of serrulin had a similarity of 68% to a protein found

in the tick transcriptome of the species, Ixodes scapularis.



