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[bookmark: _GoBack]Additional file 3: Figure S1. Gene Ontology (GO) characterisation of the R. zambeziensis transcriptome. Level 2 GO terms of cellular components, molecular functions and biological processes were visualised using WEGO (Web Gene Ontology Annotation Plot). These included 18 436 cellular components, 20 487 biological processes and 9659 molecular functions. 

Additional file 3: Figure S2. KOG clustering of R. zambeziensis transcripts. In total, 9620 R. zambeziensis transcripts were assigned to 25 Eukaryotic Clusters of Orthologs (KOG) functional categories, of which 3814 were unique KOG terms.


Additional file 3: Figure S3. Top 30 most abundant KEGG pathways identified in the R. zambeziensis transcriptome. Four thousand eight hundred and sixty nine transcripts were assigned to 338 I. scapularis Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways. 

Additional file 3: Figure S4. Top 30 Pfam domain occurrences in the R. zambeziensis predicted proteins. A total of 13 451 Pfam domains were observed in the R. zambeziensis proteins, of which 3601 were unique. Eight thousand and sixty one of the proteins contained at least one Pfam domain.
Kunitz/Bovine pancreatic trypsin inhibitor domain	RNA recognition motif	Spectrin repeat	Trypsin inhibitor like (TIL) cysteine rich domain	Ankyrin repeat	Protein kinase domain	WD domain, G-beta repeat	Low-density lipoprotein receptor domain class A	Mitochondrial carrier protein	Tick histamine binding protein	PDZ domain	Helicase conserved C-terminal domain	Immunoglobulin I-set domain	Fibronectin type III domain	Metallo-peptidase family M12	THAP domain	Major Facilitator Superfamily	Immunoglobulin domain	CUB domain	Trypsin	LIM domain	Ras family	Tudor domain	DEAD/DEAH box helicase	Leucine rich repeat	EF-hand domain pair	Single domain von Willebrand factor type C	C2 domain 	PHD finger	Pleckstrin homology domain	283.0	213.0	195.0	184.0	167.0	146.0	109.0	107.0	99.0	98.0	83.0	79.0	79.0	76.0	68.0	67.0	66.0	62.0	60.0	59.0	58.0	57.0	56.0	55.0	53.0	52.0	47.0	46.0	46.0	45.0	Pfam domains
Occurrence
A: RNA processing and modification	B: Chromatin structure and dynamics	C: Energy production and conversion	D: Cell cycle control, cell division, chromosome partitioning	E: Amino acid transport and metabolism	F: Nucleotide transport and metabolism	G: Carbohydrate transport and metabolism	H: Coenzyme transport and metabolism	I: Lipid transport and metabolism	J: Translation, ribosomal structure and biogenesis	K: Transcription	L: Replication, recombination and repair	M: Cell wall/membrane/envelope biogenesis	N: Cell motility	O: Posttranslational modification, protein turnover, chaperones	P: Inorganic ion transport and metabolism	Q: Secondary metabolites biosynthesis, transport and catabolism	R: General function prediction only	S: Function unknown	T: Signal transduction mechanisms	U: Intracellular trafficking, secretion, and vesicular transport	V: Defense mechanisms	W: Extracellular structures	X: Multiple functions	Y: Nuclear structure	Z: Cytoskeleton	566.0	196.0	329.0	283.0	365.0	143.0	369.0	81.0	392.0	521.0	803.0	223.0	96.0	11.0	1336.0	228.0	99.0	1267.0	864.0	1187.0	644.0	98.0	99.0	52.0	364.0	KOG functional classes

Number of transcripts
Ribosome	RNA transport	Spliceosome	Protein processing in endoplasmic reticulum	Endocytosis	Huntington's disease	Pathways in cancer	Purine metabolism	Epstein-Barr virus infection	Alzheimer's disease	Oxidative phosphorylation	Non-alcoholic fatty liver disease - NAFLD	Carbon metabolism	Parkinson's disease	Ubiquitin mediated proteolysis	HTLV-I infection	Viral carcinogenesis	Ribosome biogenesis in eukaryotes	PI3K-Akt signaling pathway	Pyrimidine metabolism	MAPK signaling pathway	Lysosome	Cell cycle	mTOR signaling pathway	Regulation of actin cytoskeleton	mRNA surveillance pathway	Herpes simplex infection	Focal adhesion	AMPK signaling pathway	Insulin signaling pathway	104.0	99.0	96.0	94.0	93.0	85.0	82.0	77.0	76.0	73.0	68.0	66.0	65.0	64.0	62.0	62.0	58.0	57.0	56.0	55.0	55.0	51.0	51.0	50.0	48.0	47.0	47.0	45.0	44.0	44.0	KEGG pathway
Number of transcripts
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Gene Ontology distribution of R. zambeziensis salivary gland transcriptome
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