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Supplementary figures S1 to S4. 
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Figure S1: Multi-level chart of biological processes(A) and molecular functions (B) of the sialotranscriptome of R. annulatus female ticks based in Gene 

Ontology. For each slice a biological process or a molecular function is shown and its representation in number of transcripts. 
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Figure S2: Multi-level chart of biological processes(A) and molecular functions (B) of the proteome of R. annulatus female ticks based in Gene 

Ontology. For each slice a biological process or a molecular function is shown and its representation in number of transcripts.  
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Figure S3: Differentially gene expression of R. annulatus in response to B. bigemina infection evaluation by qPCR. Red bars represent the B. bigemina 

infected SG and green bars represent the SG from uninfected R. annulatus female ticks. * P < 0.05 



 

 

Figure S4: Evaluation of differential representation of the proteins Clathrin, Ran and 4D8 in R. annulatus in response to B. bigemina infection by 

Western blot. NI correspond to the uninfected sample; I correspond to the infected sample. The protein weight is referred below each panel.      


