Assembling Data Breakout Group

Discussion of genes


Are a few genes enough to resolve 500,000 green plants?


Which genes to use?  matK and rps3?  Use rbcL?

How do we obtain material for all plants?


Herbarium material is required.


Problems with herbarium material:  no transcriptome

A genomics approach


What is the cost?  Will it decline in the future?


The 1KP project:  using transcriptome data distributed phylogenetically across plants to design nuclear primers to fill in the data matrix


A bioinformatics hurdle to leverage transcriptome data for nuclear phylogenetics

What are we going to do over the short term?  Genomics or gene-by-gene sequencing?

Branch lengths are important—more genes improves branch length estimates

How do we incentivize the community to buy in?


Build a data base specific to the project?


An automated database/treebuilding similar to mor (made by fungal of tree)


A hierarchical social network linking systematists?  A possible way to keep lines of communication open?


Using APweb to indicate missing genes and to indicate who is working on what groups


Adding morphological data (Morphbank?) to the social notework.


What can we as a community deliver to people to facilitate sequencing?


Provide free data generation?


A central data generation center might be highly efficient.

In order to make a tree of all plants, we need to create a cyberinfrastructure to facilitate interactions and to identify where steps need to be taken to build the tree

Leveraging “found resources” such as undergraduate classes (particularly at PUIs) would be a way to advance the goals of the project


“Crowdsourcing”—lowering the bar of entry so that many people in many countries can participate


Using unused sequencing center capacity (Sanger sequencers) might be a form of outreach for the sequencing centers that might be appealing to them

Potential recommendations for what could be done:

Proof of concept for genes that we select:  matK, rps3, rbcL?

Create network cyberinfrastructure to knit together plant phylogenetic community, including data collection, morphology

As part of previous point, create some sort of system to identify holes in our data
