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Patterns of genetic diversity within species contain information about the
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10000 to 1) empower students to actively learn about computer code, genetics, and biodiversity

science by repurposing genetic and geographic data and 2) enable basic scientific
research in a discipline that is fundamentally about global change
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,M QLE_Q_QLAI{_E_C_O_I:‘_O G_Y_f R . Sequence alignments: what to watch out for
R E S O U R C E S 2. Importing data The following alignments are meant to show you potential errors you might run into
3. Vi - when inspecting your sequence alignments. PhylogatR takes steps to minimize these
i issues (see here), but it can never hurt to check your data
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Uniting genetic and geographic databases to understand the
relationship between latitude and population demography
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Analysis of biodiversity data suggests that mammal species are |
hidden in predictable places
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A global analysis of bats using automated comparative
phylogeography uncovers a surprising impact of Pleistocene |

esearch using phylogatR is ongoing and Educational modules and teaching resources nteractive web applications are available to
includes several published projects. rcoding and data analysis are available. facilitate learning at all skill levels.

Data analysis can be conducted using R scripts or R Shiny apps from phylogatR.
The database phylogatR is freely available via the Ohio Supercomputer Center




