
Sunday

	4:00pm – 8:00pm
	Registration and reception (Edward Percival Marine Lab)


Monday
(Rates, dates and models)
	9:00 – 9.15 

9:15 – 9:30

9:30 – 9:50

9:50 – 10:10

10:10 – 10:30

10:30 – 11:00

11:00 – 11:20

11:20 – 11:40

11:40 – 12:00
12:00 – 2:00
2:00 – 2:30
2:30 – 2:50

2:50 – 3:10
3:10 – 3:40

3:40 – 4:00

4:00 – 4:20

4:20 – 4:40

5:00 –


	Registration

Greetings and opening

Eric Matsen
- New approaches to tree shape
Tanja Gernhard

- The age of a vertex
Klaas Hartmann

- Biodiversity conservation: The Noah's ark problem
Morning break

Oliver Will

- Dating the origin of trophically diverse bird orders

Mike Hendy
- Estimating evolutionary rates from mitochondrial pedigree data
Russell Gray 

- Express trains, slow boats and tangled banks
Lunch

Alexei Drummond 

- Changing rates of molecular evolution
Michael Woodhams 

- Can deletarious mutations explain the J-shaped curve?
Neil Gemmell 
- When good molecules go bad
Afternoon break

Thomas Lepage 

- Testing heterotachy
Camilla Ip 

- Inferring the age of Prochlorococcus
David Penny 

- Will the asymmetric Ornstein-Uhlenbeck process save the variable molecular clock?
Reception at Donegal House (Irish pub) 


Tuesday
(Rates, space and complex evolution)
	9:15 – 9:20

9:20 – 9:50
9:50 – 10:10

10:10 – 10:30

10:30 – 11:00

11:00 – 11:20

11:20 – 11:40

11:40 – 12:00

12:00 – 2:00
2:00 – 2:20

2:20 – 2:40

2:40 – 3:00
3:00 – 3:30

3:30 – 3:50

3:50 – 4:10

4:10 – 4:30

4:30 – 4:50


	Greeting and notices

Andrew Roger
- Accounting for site-specific patterns of amino acid substitution in protein phylogenetics
Rachel Bevan

- How to best account for gene rate heterogeneity in phylogenetic inference
Guy Baele 

-A novel approach to modelling site dependencies
Morning break

Allen Rodrigo 

- Modelling changes in models of evolution as functions of covariates
Chris Simon 

- Accurate branch length estimation in partitioned Bayesian analyses
Peter Lockhart 

- The New Zealand beech gap
Lunch

Trevor Bruen 

- Characters, trees and recombination
Katherine St.John 

- Approximating subtree distances between phylogenies
Phil Novis 

- Origins of the green algae: a New Zealand perspective
Afternoon break

Ron Shamir 

- On the dynamics of transcription regulation in yeast
Jim Whitfield 

- A polydnavirus paradox: cophylogeny and mosaic genomes
David Bryant 
- Statistics of Split Networks
Craig Benham
- Assessment of DNA duplex destabilization and its role in biological processes
Dinner (own arrangements)



Wednesday
	All day
7:00pm – 
	Excursions 
Refreshments, discussions and posters


Thursday
(Bioinformatics and modelling molecular evolution)
	9:15 – 9:20

9:20 – 9:50
9:50 – 10:10

10:10 – 10:30

10:30 – 11:00

11:00 – 11:20

11:20 – 11:40

11:40 – 12:00

12:00 – 2:00

2:00 – 2:20

2:20 – 2:40

2:40 – 3:00

3:00 – 3:30

3:30 – 3:50

3:50 – 4:20

4:20 – 4:40

5:00 – 

	Greeting and notices

Michael Baake 

- Recombination dynamics in continuous time
Sigurbjorg Gudlaugsdottir 

- Exon size distribution and the origin of introns
Peter Jarvis 

- Path integral formulation and Feynman rules for phylogenetic branching models
Morning break
Thomas Buckley 

- Phylogenetic Studies on New Zealand insects
Vincent Moulton 

- Counting vertices and subcubes of median graphs
Simone Linz 

- Estimating the rate of horizontal gene transfer
Lunch
Greg Ewing 

- Estimation bias of population parameters with both ghost demes and very biased sampling of demes
Keith Crandall 

- Ability to detect molecular adaptation using known drug resistance mutations in HIV
Daniel Ford 

- Using phylogenetic methods in the search for drug resistance mutations in HIV
Afternoon break

Tobias Dezulian 

- CrossLink: visualization and exploration of sequence similarities between (non-coding) RNAs
Daniel Huson
- Metagenomics and Megan
Barabara Holland 

- Testing the longevity of sexual and asexual endophyte species
BBQ at Kaikoura Winery


Friday
New phylogenetic methods and theory
	9:15 – 9:20

9:20 – 9:50
9:50 – 10:10

10:10 – 10:30

10:30 – 11:00

11:00 – 11:20

11:20 – 11:40

11:40 – 12:00

12:00 
	Greeting and notices

Mark Pagel 

- Detecting conflicting phylogenetic signals in gene-sequence data a Bayesian multiple topologies mixture model
Mike Steel

- From trees to pedigrees: the curse of the unfaithful grandparents
Jeremy Sumner 
- What use is the tangle?
Morning break

Charles Semple 
- Identifiability: weakening the notion of uniqueness
Klaus Schliep 
- Tree shape biases of different clustering methods
Stefan Grünewald 
- Thin quartet sets
Meeting ends



