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<7 Global warming

O Fire disaster Global warming breached 1.5°C threshold in 2024
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FACING A WORLD ON FIRE

<7 Global warming

3 Flood disaster
103.3

(Espafia et al,, 2024)
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< Greenhouse gases

Greenhouse gases: gases in the earth’s atmosphere that trap heat ot

GREENHOUSE
EFFECT

STRENGTH OF GREENHOUSE GASES
Reflected back to space
by the atmosphere

)

Greenhouse gases
trap the heat from the sun
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< Global Methane Pledge in livestock

Reduce methane emissions
by 30% below 2020 levels until 2030

If successful, warming is projected to d
ecrease by 0.2°C by 2050

160 countries signed up to GMP

ANIMAL & FEED MANAGEMENT
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Results

2% Results

- Characterization of experimental treatments based on FE and Methane yields
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Results

- Physiological results of cattle
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> Results

- Rumen microbiome analysis
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Results
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“ Results
- qPCR analysis related to methanogen
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Results

- qPCR analysis related to methane-producing bacteria
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.y Results

- gPCR analysis related to methane-producing genes
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- Correlation analysis of physiology results and methane-related genes
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Results

- Correlation analysis of methane-related genes and rumen microbiome
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- Correlation analysis of methane-related genes and rumen methanogen
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=% Results

- Machine learning analysis to predict methane yield
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Conclusion & Perspectives

>y ML-based mitigating methane emission
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