
Paper Source Is in Conda? Notes Resource Name Resource Link Web or Desktop
 https://doi.org/10.1093/molbev/msw210 http://cran.R-project.org no Broken link in the paper haploReconstruct: Reconstruction of Haplotype-Blocks from Time Series Datahttps://cran.r-project.org/package=haploReconstructDesktop

https://doi.org/10.1093/molbev/msw217 github no PANGEA Phylodynamic Methods Comparison Exercisehttps://github.com/PangeaHIVDesktop

 https://doi.org/10.1093/molbev/msw220 github no Broken link in the paper PhyloBayes-MPI https://github.com/bayesiancook/pbmpiDesktop

 https://doi.org/10.1093/molbev/msw227 github no CTDGFinder https://github.com/biofilos/ctdg_finderDesktop

https://doi.org/10.1093/molbev/msw211 github no very nice site SLiM https://messerlab.org/slim/Desktop

https://doi.org/10.1093/molbev/msw252 github no bad readme, figure links broken on MBE website IMGui https://github.com/jaredgk/IMgui-electron-packagesDesktop

https://doi.org/10.1093/molbev/msw267 no not really a tool paper

 https://doi.org/10.1093/molbev/msw260 github no very nice manual PartitionFinder 2 http://www.robertlanfear.com/partitionfinder/Desktop

https://doi.org/10.1093/molbev/msw275 github no R package, very nice manual TransPhylo https://github.com/xavierdidelot/TransPhyloDesktop

https://doi.org/10.1093/molbev/msx055 github no tool comparison, github contains datasets and scripts https://github.com/stamatak/tree-viz-issues

https://doi.org/10.1093/molbev/msx089 pip/github no BuddySuite https://research.nhgri.nih.gov/software/BuddySuite/Desktop

https://doi.org/10.1093/molbev/msx116 unclear no Confusing disclaimer TimeTree http://www.timetree.org/ Web

https://doi.org/10.1093/molbev/msx124 github no data is at github genPomp https://github.com/kingaa/genpompDesktop

 https://doi.org/10.1093/molbev/msx137 https://sites.google.com/site/cbiomichael/software/etdbnno source download link dead ETDBN http://www.computingforbiology.org/software/etdbnDesktop

https://doi.org/10.1093/molbev/msx126 github no StarBEAST2 https://github.com/genomescale/starbeast2Desktop

 https://doi.org/10.1093/molbev/msx148 github / website no eggNOG-Mapper http://eggnogdb.embl.de/#/app/emapperBoth

 https://doi.org/10.1093/molbev/msx191 github no Bad Clade Deletion (BCD) Supertreeshttps://bio.informatik.uni-jena.de/software/bcd/Desktop

https://doi.org/10.1093/molbev/msx149 PhyML yes Smart Model Selectionhttp://www.atgc-montpellier.fr/phyml-sms/Both

https://doi.org/10.1093/molbev/msx200 github yes a new method by combining other methods, no cohesive descriptionRay Surveyor https://github.com/zorino/raysurveyor-tutorialDesktop

https://doi.org/10.1093/molbev/msx186 github no The Structured Coalescent and its Approximationshttps://github.com/nicfel/The-Structured-CoalescentDesktop

 https://doi.org/10.1093/molbev/msx195 github no EpiGenMCMC https://github.com/lucymli/EpiGenMCMCDesktop

https://doi.org/10.1093/molbev/msx209 github no BetaScan https://github.com/ksiewert/BetaScanDesktop

 https://doi.org/10.1093/molbev/msx225 github/R no poolSeq https://github.com/ThomasTaus/poolSeqDesktop

 https://doi.org/10.1093/molbev/msx259 github no STRIDE https://github.com/davidemms/STRIDEDesktop

 https://doi.org/10.1093/molbev/msx235 github no PhyloNetworks https://github.com/crsl4/PhyloNetworks.jlDesktop
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