sangeranalyseR: Simple and Interactive Processing of Sanger Sequencing Data in R Australian

e<¢ National
* : " Department of Ecology and Evolution, Australian National University; R < . .
Kuan-Hao Chao*, Kirston Barton, Sarah Palmer, Robert Lanfear The Garvan Institute of Medical Research; The University of Sydney School of Medicine @ <@ U nive rSIty

O https://github.com/roblanf/sangeranalyseR ﬁ https://sangeranalyser.readthedocs.io/ Bi(SCOﬂdUCtOI’ https://doi.org/doi:10.18129/B9.bioc.sangeranalyseR GBE https://doi.org/10.1093/gbe/evab028

AND EVOLUTION
OPEN SOURCE SOFTWARE FOR BIOINFORMATICS

Introduction BN/ h1 ACHLO006-09 1 F

< CTGGGCGTCTGAGCAGGAATGGTTGGA
sangeranalyseR is an R package that provides fast, flexible, and reproducible S >Achl ACHLO041-09 1 F

2 = _1_

LL
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