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[Analysis Summary]

Data file: rbcL_Analysis_1.fasta

Number of replicates: 100

Total runtime = 0 days, 8 hours, 37 minutes, and 34 seconds.

Summary of ln likelihood scores:
     Min.   1st Qu.    Median      Mean   3rd Qu.      Max. 
-7221.578 -7198.774 -7197.587 -7197.792 -7196.600 -7194.006 

Summary of symmetric tree distances (raw)
   Min. 1st Qu.  Median    Mean 3rd Qu.    Max. 
  0.000  14.500  20.000  19.657  25.000  35.000 

Summary of symmetric tree distances (normalized)
   Min. 1st Qu.  Median    Mean 3rd Qu.    Max. 
0.00000 0.11154 0.15385 0.15120 0.19231 0.26923 

Number of replicates needed to recover the best topology with 0.90 probability: 22 
Number of replicates needed to recover the best topology with 0.95 probability: 28 
Number of replicates needed to recover the best topology with 0.99 probability: 44 

[Citing the GARLI Web Service]

Here is an example of how the GARLI web service may be cited in a publication:

"To complete the phylogenetic analyses we used GARLI 2.0 (Genetic
Algorithm for Rapid Likelihood Inference; Zwickl 2006) and grid
computing (Cummings and Huskamp 2005) through The Lattice Project
(Bazinet and Cummings 2008), which includes clusters and desktops in
one encompassing system (Myers et al. 2008). A web service for GARLI
was developed (Bazinet and Cummings 2011) that uses a special
programming library and associated tools (Bazinet et al. 2007). 
Following the general computational model of a previous 
phylogenetics study (Cummings et al. 2003), which used an earlier 
grid computing system (Myers and Cummings 2003), we distributed 
required files among hundreds of computers where the analyses were 
conducted asynchronously in parallel.

Post-processing of the phylogenetic inference results was done using
DendroPy (Sukumaran and Holder 2010) and the R system for statistical
computing (R Core Team 2013). The estimation of the number of 
replicates required to recover the "best" topology follows 
Regier et al (2009), and the calculation of confidence intervals for 
the bootstrap probabilities observed in the majority rule consensus
tree follows Hedges (1992)."
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