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Additional file 5: Figure S4A. Hierarchical tree graph of over-
represented Gene Ontology (GO) terms in biological process
category generated by Single Enrichment Analysis (SEA) for
differentially expressed apple genes at day 131.

Boxes in the graph contain GO identification, GO term label and
for significant terms statistical information is displayed (p-value,
number of gene in the query list of the present GO/total
number of gene in the query list and number of genes in the
present GO in the reference genome/number of annotated
genes in the reference genome). The significant GO terms
(adjusted P < 0.05) are colored, while non-significant terms are
not.
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Additional file 5: Figure S4B. Hierarchical tree graph of over-represented Gene Ontology (GO) terms in biological
process category generated by Single Enrichment Analysis (SEA) for differentially expressed apple genes at day 151.

Boxes in the graph contain GO identification, GO term label and for significant terms statistical information is displayed
(p-value, number of gene in the query list of the present GO/total number of gene in the query list and number of
genes in the present GO in the reference genome/number of annotated genes in the reference genome). The

significant GO terms (adjusted P < 0.05) are colored, while non-significant terms are not.
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Additional file 5: Figure S4C. Hierarchical tree graph of over-represented Gene Ontology (GO) terms in biological process category

generated by Single Enrichment Analysis (SEA) for differentially expressed apple genes at day 222.

Boxes in the graph contain GO identification, GO term label and for significant terms statistical information is displayed (p-value,
number of gene in the query list of the present GO/total number of gene in the query list and number of genes in the present GO in
the reference genome/number of annotated genes in the reference genome). The significant GO terms (adjusted P < 0.05) are
colored, while non-significant terms are not.



