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- Hypothesis 1

A functional core metagenome can be defined for both species

- Hypothesis 2

Swine and wild boars have a different functional core metagenome
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Wild boar samples from Poland
Number of samples: 6

Swine samples from France
Number of samples: 12
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eggNOG [5,6]
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topGO [7]

Host removal:
– Swine (Sus scrofa domesticus) → GCA_000003025.6
– Wild boar (Sus scrofa scrofa) → GCA_006511355.1

Multi FastQC before preprocessing [1,2]

– Hypothesis 1

A functional core metagenome can be defined for both species. Most of the Gene Ontologies are 

shared by all samples for both species.

– Hypothesis 2

The core Venn diagram suggests that, if more samples were provided, swine and wild boars would 

not have a different functional core metagenome. A deeper analysis should be done to differentiate 

alpha and beta diversity within and between the two organisms gut metagenomes.

 Filter those reads with predicted gene ontology

 Use elim algorithm with Kolmogorov-Smirnov method to find the most 

specific (down in the hierarchy) gene ontologies that are significative. 

 Count number of samples where a significative ontology appears

Swine

Wild boar

Figure 1. a) Number of Gene Ontologies shared by a set of samples,

where 1.00 means that the Gene Ontology was found in all samples.

b) Venn diagram between core gene ontologies found in wild boar and

swine. Core here is defined as the set of gene ontologies found in all

samples. c) Venn diagram between no-core gene ontologies found in

wild boar and swine. Non-core here is defined as the set of gene

ontologies found in at least one sample but not in all of them.

RESULTS

a) b) Core 

c) No core

Figure 2. Wild boar gene ontology tree of significative Gene Ontologies scored by

number of samples where they appear. Here the number of tips is 5, but for it to be

meaningful this number should be increased. However, it was impossible for us to

keep it readable with more tips using topGO.

             

            

                     

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

                    

Multi FastQC after preprocessing [1,2]


