Additional file 2: Figure S1. a Alignment of the amino acid sequences of tick chitinases belonging to the
glycoside hydrolase-18 (GH-18) family. OeCHI, Ornithodoros erraticus chitinase. Uniprot entry names
are shown for the other sequences: AMBAM, Amblyomma americanum; IXORI, Ixodes ricinus; IXOSC, I.
scapularis; ORNER, Ornithodoros erraticus; ORNMO, O. moubata; ORNTU, O. turicata; RHIPU,
Rhipicephalus pulchellus; RHISA, R. sanguineus; RHIZA, R. zambeziensis. The amino acids conserved in
all sequences are labelled with asterisks (*); the conservative and semi-conservative substitutions are
labelled with colons (:) and periods (.), respectively. The four signature amino acid sequence motifs of the
arthropod GH-18 chitinases are highlighted in yellow. The GH18 family active site is underlined. On the
OeCHI sequence, the signal peptide and the carboxy-terminal transmembrane domain are highlighted in
blue, and the alanine 35 and asparagine 398, both in purple, are the start and end points of the GH18
catalytic domain. The percentage of sequence identity showed by OeCHI to the other tick GH-18 family
members is indicated in the column on the lower right corner. b Topology predictions for OeCHI using the
TMHMM server. The values indicate the amino acids forming part of each region. ¢ Three-dimensional
modelling. Left: 3D model of the GH-18 catalytic domain of the OeCHI showing the (0/B)8-TIM-barrel as
a core structure. Right: 3D model showing the linear B-cell epitope predictions on the molecule surface

(yellow).
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