ReaderTT.config = {"pagecount":59,"title":"The Disk-Covering Method for Phylogenetic Tree Reconstruction","author":"","subject":"","keywords":"","creator":"Impress","producer":"LibreOffice 7.2","creationdate":"D:20220617173008Z'","moddate":"","trapped":"","fileName":"document.pdf","bounds":[[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825],[1100,825]],"bookmarks":[{"title":"Approaching multiple sequence alignment from a phylogenetic perspective","page":1,"zoom":"XYZ 0 825 0"},{"title":"Species phylogeny","page":2,"zoom":"XYZ 0 825 0"},{"title":"How did life evolve on earth?","page":3,"zoom":"XYZ 0 825 0"},{"title":"The CIPRES Project (Cyber-Infrastructure for Phylogenetic Research) www.phylo.org","page":4,"zoom":"XYZ 0 825 0"},{"title":"Step 1: Gather data","page":5,"zoom":"XYZ 0 825 0"},{"title":"Step 2: Multiple Sequence Alignment","page":6,"zoom":"XYZ 0 825 0"},{"title":"Step 3: Construct tree","page":7,"zoom":"XYZ 0 825 0"},{"title":"But molecular phylogenetics assumes the alignment is given","page":8,"zoom":"XYZ 0 825 0"},{"title":"This talk","page":9,"zoom":"XYZ 0 825 0"},{"title":"Performance criteria","page":10,"zoom":"XYZ 0 825 0"},{"title":"DNA Sequence Evolution","page":11,"zoom":"XYZ 0 825 0"},{"title":"Markov models of single site evolution","page":12,"zoom":"XYZ 0 825 0"},{"title":"PowerPoint Presentation","page":13,"zoom":"XYZ 0 825 0"},{"title":"Statistical consistency, exponential convergence, and absolute fast convergence (afc)","page":14,"zoom":"XYZ 0 825 0"},{"title":"Distance-based Phylogenetic Methods","page":15,"zoom":"XYZ 0 825 0"},{"title":"Slide 16","page":16,"zoom":"XYZ 0 825 0"},{"title":"Neighbor joining\u2019s performance [Nakhleh et al. ISMB 2001]","page":17,"zoom":"XYZ 0 825 0"},{"title":"Maximum Parsimony:","page":18,"zoom":"XYZ 0 825 0"},{"title":"Maximum Likelihood (ML)","page":19,"zoom":"XYZ 0 825 0"},{"title":"Approaches for \u201csolving\u201d MP and ML (and other NP-hard problems in phylogeny)","page":20,"zoom":"XYZ 0 825 0"},{"title":"Problems with techniques for MP and ML","page":21,"zoom":"XYZ 0 825 0"},{"title":"Problems with existing phylogeny reconstruction methods","page":22,"zoom":"XYZ 0 825 0"},{"title":"Warnow et al.: Meta-algorithms for phylogenetics","page":23,"zoom":"XYZ 0 825 0"},{"title":"Disk-Covering Method (DCM)","page":24,"zoom":"XYZ 0 825 0"},{"title":"Improving phylogeny reconstruction methods using DCMs","page":25,"zoom":"XYZ 0 825 0"},{"title":"DCM1 Warnow, St. John, and Moret, SODA 2001","page":26,"zoom":"XYZ 0 825 0"},{"title":"Neighbor joining (although statistically consistent) has poor performance on large diameter trees [Nakhleh et al. ISMB 2001]","page":27,"zoom":"XYZ 0 825 0"},{"title":"DCM1-boosting distance-based methods [Nakhleh et al. ISMB 2001]","page":28,"zoom":"XYZ 0 825 0"},{"title":"Slide 29","page":29,"zoom":"XYZ 0 825 0"},{"title":"Rec-I-DCM3 significantly improves performance (Roshan et al. CSB 2004)","page":30,"zoom":"XYZ 0 825 0"},{"title":"Very nice, but\u2026","page":31,"zoom":"XYZ 0 825 0"},{"title":"indels (insertions and deletions) also occur!","page":32,"zoom":"XYZ 0 825 0"},{"title":"Basic Questions","page":33,"zoom":"XYZ 0 825 0"},{"title":"Multiple Sequence Alignment","page":34,"zoom":"XYZ 0 825 0"},{"title":"Indels and substitutions at the DNA level","page":35,"zoom":"XYZ 0 825 0"},{"title":"Slide 36","page":36,"zoom":"XYZ 0 825 0"},{"title":"Slide 37","page":37,"zoom":"XYZ 0 825 0"},{"title":"Slide 38","page":38,"zoom":"XYZ 0 825 0"},{"title":"Basics about alignments","page":39,"zoom":"XYZ 0 825 0"},{"title":"Questions","page":40,"zoom":"XYZ 0 825 0"},{"title":"Our simulation studies (using ROSE*)","page":41,"zoom":"XYZ 0 825 0"},{"title":"Slide 42","page":42,"zoom":"XYZ 0 825 0"},{"title":"Non-coding DNA evolution","page":43,"zoom":"XYZ 0 825 0"},{"title":"Observations","page":44,"zoom":"XYZ 0 825 0"},{"title":"Two problems with two-phase methods","page":45,"zoom":"XYZ 0 825 0"},{"title":"Simultaneous estimation?","page":46,"zoom":"XYZ 0 825 0"},{"title":"SATe: (Simultaneous Alignment and Tree Estimation)","page":47,"zoom":"XYZ 0 825 0"},{"title":"Simulation study","page":48,"zoom":"XYZ 0 825 0"},{"title":"Our method (SATe) vs. other methods","page":49,"zoom":"XYZ 0 825 0"},{"title":"Alignment length accuracy","page":50,"zoom":"XYZ 0 825 0"},{"title":"Summary","page":51,"zoom":"XYZ 0 825 0"},{"title":"Future work","page":52,"zoom":"XYZ 0 825 0"},{"title":"Acknowledgements","page":53,"zoom":"XYZ 0 825 0"},{"title":"Guide Tree Accuracy","page":54,"zoom":"XYZ 0 825 0"},{"title":"SP-Error Rates","page":55,"zoom":"XYZ 0 825 0"},{"title":"Error Rates (100 Taxa)","page":56,"zoom":"XYZ 0 825 0"},{"title":"Alignment accuracy","page":57,"zoom":"XYZ 0 825 0"},{"title":"(but evolution is more complicated than that!)","page":58,"zoom":"XYZ 0 825 0"},{"title":"SATe-TL vs. SATe-ML vs. Clustal","page":59,"zoom":"XYZ 0 825 0"}],"thumbnailType":"jpg","pageType":"html","pageLabels":[]};
