Additional File 2. Functional annotation of total proteome of C. cacaofunesta and C. fimbriata.

Figure 2. Gene ontology GO and KEGG classification of predicted genes in C.cacaofinesta genome A.
Biological process (BP). B and C. Distribution of predicted genes involved in metabolic pathway by

General and specific KEGG Categories respectively.
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Figure 2. Gene Ontology GO and KEGG classification of predicted genes in C. cacaofunesta and C. fimbriata. (A).
Biological Process (BP). (B) and (C) Distribution of predicted genes involved in pathway by General and Specific
KEGG Categories, respectively.



Figure 3. Functional annotation of C. cacaofunesta and C. fimbriata using GO (Biological
Process)
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Figure 3. Functional annotation of total C. cacaofunesta and C. fimbriata total proteomes — GO/Biological
Process, Cutoff 7.



Figure 4. Functional annotation of C. cacaofunesta and C. fimbriata using GO (Molecular
Function).
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Figure 4. Functional Annotation of C. cacaofunesta and C. fimbriata total proteomes — GO/Molecular Function,
Cut off 7.



Figure 5. Functional annotation of C. cacaofunesta and C. fimbriata using GO (Biological
Cellular component)

Sequence distribution: cellular_component(Filtered by #Seqs: cutoff=7.0)
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Figure 5. Functional annotation of C. cacaofunesta and C. fimbriata total proteomes — GO/Cellular Components,
Cut off 7.



