
Phylogenetic diversity indices evaluate biological 
communities from the perspective of the evolutionary 
interrelationship between species, and thus, help to 
maximize taxonomic, genetic, or functional diversity 
conservation effectiveness. Phylogenetic diversity (PD) 
is an indicator that is pointed out in the recent COP 15 
Global Biodiversity Framework to measure biodiversity. 
This use case aims to improve computation time of the 
existing pipeline (PhyloNext), to make it a real-time 
exploration tool. Also, we wish to combine the 
PhyloNext pipeline with the possibility to feed in some 
geographic constraints to be able to address specific 
questions related to prioritization of nature 
conservation based on phylogenetic diversity and 
derived metrics of biodiversity.

Mammals: Phylogenetic diversity (PD) vs Redundancy

� The UC uses input data from the Global Biodiversity 
Information Facility (GBIF) and Open Tree of Life (OToL) 
in the form of species occurrence data and phylogentic 
trees, respectively�

� Phylogenetic diversity metrics are calculated using the 
Biodiverse tool, based on constraints (taxonomic, 
geographic) set by the user.

� The calculated phylogenetic diversity metrics are 
visualized in a graphical user interface in the form of a 
map with coloured geographical bins (hexagons)�

� If computational speed allows it, the user interface will 
be dynamic, allowing for adjustments of visualization, 
and imposing further grographical constraints to 
address specific questions related to prioritization of 
nature conservation.

Introduction

Technical description Outputs

DNA detected 
biodiversity in cryptic 
habitats – phylogenetic 
diversity
Authors:

Tobias Guldberg Frøslev, Global Biodiversity Information Facility; Dmitry 
Schigel, Global Biodiversity Information Facility; Vladimir Mikryukov, 
University of Tartu


