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The last few decades have seen the publication of many language phylogenies. These phylogenies have proven
to be incredibly powerful tools for making inferences about language relationships (e.g. Gray, Drummond,
and Greenhill 2009; Kolipakam et al. 2018; Remco R. Bouckaert, Bowern, and Atkinson 2018; Chang et al.
2015; Greenhill et al. 2022), or as a backbone for testing hypotheses about language change (e.g. Dunn et al.
2011), linguistic reconstructions (e.g. Carling and Cathcart 2021), and evolutionary processes (e.g. Greenhill
et al. 2017). Often the results of these phylogenetic studies are repurposed by other researchers to test other
hypotheses Watts et al. (2016). Or the results themselves are controversial e.g. witness the arguments about
the age of Indo-European Chang et al. (2015) or the debates about language universals Dryer (2011).
We therefore need good ways for researchers to obtain, inspect, compare them, and reuse these phylogenies.
However, to date this re-use is hard, often requiring detailed phylogenetic knowledge to identify the relevant
files, understand their formats, and extract the critical information. Phlorest is a database of published language
phylogenies that aims to standardise the outputs of these analyses to make them Findable, Accessible,
Interoperable, and Reusable (Wilkinson et al. 2016). Phlorest collects published language phylogenies into a
single database in a consistent and easily usable format (CLDF, Forkel et al. 2018). Currently, Phlorest contains
42 phylogenies, covering a total of 4266 varieties from 2172 languages. Each analysis is preprocessed to a
consistent format, providing a summary tree and a posterior tree sample, linked where possible to the raw data.
Each taxon in the analysis is mapped to catalogues like Glottolog (https://glottolog.org) and D-PLACE
(https://d-place.org/) so that users can readily identify which languages were included in each analysis.
In this talk we will present Phlorest and discuss the benefits it provides. First, phlorest enables replicability
and reuse of these trees. Second, having these phylogenies aligned in time and space enables us to compare
patterns and processes across the globe. Third, phlorest allows us to scale up to bigger questions by combining
trees into super trees. Finally, phlorest allows us to highlight interesting big picture findings from historical
linguistics to the wider public, providing a highly visible resource that brings this research to a wider audience.
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