De novo assembled salivary gland transcriptome and expression pattern analyses for Rhipicephalus evertsi evertsi Neuman, 1897 male and female ticks
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Figure 1: Venn diagram to show the number of shared orthologs found for the Rhipicephalus appendiculatus transcriptome based on reciprocal best hits with the other publically available transcriptomes for Rhipicephalus microplus (Rmic), Rhipicephalus pulchellus (Rpul), Rhipicephalus sanguineus (Rsan), Rhipicephalus zambeziensis (Rzam) and for Rhipicephalus evertsi evertsi (Reve) (this study). Numbers in parenthesis indicate total number of reciprocal best hits for each transcriptome and while those shared among transcriptomes are indicated in numbers.
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Figure 2: Venn diagram to show the number of shared orthologs found for the Rhipicephalus microplus transcriptome based on reciprocal best hits with the other publically available transcriptomes for Rhipicephalus appendiculatus (Rapp), Rhipicephalus pulchellus (Rpul), Rhipicephalus sanguineus (Rsan), Rhipicephalus zambeziensis (Rzam) and for Rhipicephalus evertsi evertsi (Reve) (this study). Numbers in parenthesis indicate total number of reciprocal best hits for each transcriptome and while those shared among transcriptomes are indicated in numbers.
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Figure 3: Venn diagram to show the number of shared orthologs found for the Rhipicephalus pulchellus transcriptome based on reciprocal best hits with the other publically available transcriptomes for Rhipicephalus appendiculatus (Rapp), Rhipicephalus microplus (Rmic), Rhipicephalus sanguineus (Rsan), Rhipicephalus zambeziensis (Rzam) and for Rhipicephalus evertsi evertsi (Reve) (this study). Numbers in parenthesis indicate total number of reciprocal best hits for each transcriptome and while those shared among transcriptomes are indicated in numbers.
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Figure 4: Venn diagram to show the number of shared orthologs found for the Rhipicephalus zambeziensis transcriptome based on reciprocal best hits with the other publically available transcriptomes for Rhipicephalus appendiculatus (Rapp), Rhipicephalus microplus (Rmic), Rhipicephalus pulchellus (Rpul), Rhipicephalus sanguineus (Rsan), and for Rhipicephalus evertsi evertsi (Reve) (this study). Numbers in parenthesis indicate total number of reciprocal best hits for each transcriptome and while those shared among transcriptomes are indicated in numbers.
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Figure 5: Venn diagram to show the number of shared orthologs found for the Rhipicephalus sanguineus transcriptome based on reciprocal best hits with the other publically available transcriptomes for Rhipicephalus appendiculatus (Rapp), Rhipicephalus microplus (Rmic), Rhipicephalus pulchellus (Rpul), Rhipicephalus zambeziensis (Rzam) and for Rhipicephalus evertsi evertsi (Reve) (this study). Numbers in parenthesis indicate total number of reciprocal best hits for each transcriptome and while those shared among transcriptomes are indicated in numbers.
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Reciprocal best hit analysis for Rhipicephalus zambeziensis
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