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Data Availability

~4% of all published 
phylogenetic trees

High archival rate of sequence data
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AVAToL: Assembling, Visualizing and Analysis of 
the Tree of Life



1. Build the first complete draft tree of life

2. Engage the community in refinement and 
annotation

3. Promote a culture of data sharing through software 
products

4. Develop novel methods for phylogenetic 
synthesis



Synthetic trees: description of the 
method

Smith et al. 2013 
PLoS Comp. Biol.
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AVAToL: Open Tree of Life

• Phylogeny of all life

- no new relationships

• Curated taxonomy

• Accessible to the public

• Add/Extract phylogenies

• Two additional AVAToL groups
Smith et al. 2013 PLOS Comp. Biol.
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www.opentreeoflife.org



The Tree of Life

- GenBank taxonomy has ~411,000 binomials (<5% of est.)
- AVAToL taxonomy = 2,227,481 terminals
- Tips represented by phylogenies = 49,487
- PNAS www.pnas.org/cgi/doi/10.1073/pnas.1423041112

Hinchliff et al. in review



Open Tree APIs

- command-line access to versions of the Open Tree of Life

- access the Graph of Life

- taxonomic name resolution services

- taxonomy

- studies containing source tree

- https://github.com/OpenTreeOfLife/opentree/wiki/Open-Tree-of-Life-APIs



Open Tree Curator App



Impacts

• Benchmark for current state of phylogenetic knowledge

• Increasing rate of data archive

• Placing “dark taxa” in global informatics framework

• Phylogenies for any set of species easily available for 
conservation and ecological studies



Maximizing Outreach



Future work: automatic updating

update trees 
with new 

sequence data

detect and incorporate newly 
published trees



“OPEN” TREE OF LIFE

http://opentreeoflife.org


