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Species get closer to extinction because of the small population size

● Stochastic demographic 
and environmental 
events

● Genetic processes
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Small population

Inbreeding depression

Genetic drift 
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Genomic evidences:

● Reduced heterozygosity

● Increased inbreeding

Unmasking deleterious 
alleles



”Relaxed” purifying 
selection

Accumulation of 
deleterious alleles

Small population

Genetic drift 

Mutational meltdown

Genomic evidences:

● Increased number of 
deleterious alleles
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● Demographic history

● Life-history traits



Interspecific comparisons of contemporary 
genomic erosion indices are poor proxies 
for conservation status of wild organisms
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● Inform of the rate of change in genomic 
erosion indices.

● Provide comparable trends for 
modern-day endangered populations. 
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GenErode

A bioinformatics pipeline to simultaneously analyze 
genome re-sequencing data from 

ancient/historical and modern samples, with the 
aim to look for patterns of genome erosion.



- Snakemake

- No programming knowledge required

- Conda and Singularity containers

- Designed for HPC clusters

- Modular and highly flexible

- Well documented (github wiki + article)

GenErode



- Reproducible analyses

- Standardization of indices

- Comparable indices historical/modern samples

- Accessible to non-experts
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Data processing
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Pipeline outputs
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Von Seth  et al. 2021







github.com/NBISweden/GenErode
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