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A brief introduction

This project has received funding from the European Union’s Horizon 2020 research
and innovation programme under grant agreement No 817729
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Why did we apply (1)?
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Why did we apply (2)?
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Hologenomics: several steps beyond
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Restricted to 2 systems

Chicken Salmon
Gallus gallus domesticus Salmo sar
« Terrestrial environment * Marine Environment
« Closed Environment = Semi open environment
« Fast growth time * Slow growth time (2-3 years)
@ FEED ADDITIVES: Cé_r' NOVEL SUSTAINABLE FEEDS
Prebiotics Seaweed

Probiotics Blue mussel
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Transferable to other systems



What did we find?
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Overview of initial growth results
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e No difference in growth rate
e Small to no reduction in feed efficiency
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Seaweed =>

1. Stabilized natural microbiome

2. ‘Potential’ reduction of pathogens
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Overview of initial growth results

Specific growth rate Feed conversion ratio
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Functional hologenomics
Microbiome DNA

107} 10° 10! 102 103 104 10° 10°

Trial

(ARYRY TS TIRRRT V& IR L BRI L[] | [Jo_Cetobacterium A
f_Mycoplasmoidaceae

g_ Aliivibrio

s__Photobacterium phosphoreum
g_ Brevinema

DNA => No differences among hosts or microbiomes

RNA => Differences in both hosts & microbiomes
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Functional hologenomics

Hologenomic domain

~ Genome ‘\\

Host level = No diff.

Environmental
factors

Holo-omic domain

. ' Proteome e
/‘ Epigenome Transcriptome g
o “\QL\%—-———Tﬁ\\'\fetabolome\\
s ~ 3. ' X
- Genome 4 r \

Environmental

factors \ ¥ Microbiome level = Diff!
R ET e

s/
& & Metametabolome

“-_Metagenome . :
B Metatranscriptome 7
~ Metaproteome P



= Final project review .
June 2023 %L_

What did we find?
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Improve overall knowledge on poultry microbiomes

Hundreds of new genomes
Millions of new genes
Functional modelling

Metabolic capacity vs
composition analysis
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eveloped a generic tool for hologenomic analyses

Contents

Protocols, exercises and tutorials
Data sets

About the authors

How to cite this work
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1 Introduction to holo-omics

2 Study design considerations

3 About labwork
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A Practical Guide to Holo-Omics

The Center for Evolutionary Hologenomics

About this guidebook
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Thank You

x This project has received funding from the European Union’s Horizon 2020 research
and innovation programme under grant agreement No 817729
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