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Statistic ComputationFiltering & File Conversion

Population genomics statistics are displayed

as tracks using JBrowse 2, an open-source

genome browser with a user-friendly interface

and able to handle vast genomic datasets.

General annotation tracks have also been

incorporated to facilitate comprehensive

analysis, including gene annotation, regulatory

elements, repetitive regions, and comparative

genomics data. Upon selecting the organism

and chromosome of interest, tracks can be

conveniently picked using the right-side

menu. Furthermore, by utilizing multiple linear

genomic views, it is possible to compare

tracks from different organisms, thereby

enabling enhanced comparative analysis.
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Statistics by population

• Modular & Scalable

• Containerized

• Version independent

• Portableselection
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Many genome browsers are currently available, offering comprehensive data on a vast

number of genomes. However, they rarely address population genomics information. To fill

this gap, we are developing PopLife, a novel genome browser to encompass population

genomics data across all species in the Tree of Life. Leveraging the wealth of data

generated by next-generation sequencing technologies, PopLife draws inspiration from our

previous successful models PopFly and PopHuman. This browser serves as a valuable tool to

describe population-level variation, investigating genetic adaptation and identifying

signals of selection. Our project aims to facilitate the computation of population genomics

statistics at a genome-wide scale through an accessible pipeline, making this information

publicly available via a user-friendly interface.
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Encompassing a 

broader range of 

species

Soon available at poplife.uab.cat

• Portable and reliable tool with high 

usability and dependency management.

• Improved performance in statistic 

computation at a genome-scale level.

• Highly modular, allowing different 

configurations in statistics, populations 

and chromosome selection.


