Microbiome data science workflow
In application to appendicitis
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Pioneering Finnish Research
Chosen in Top Ten of the
Decade - Changes Treatment
of Acute Appendicitis
Worldwide

Journal of American Medical Association (JAMA) has
chosen a Finnish appendicitis study as one of the top ten
articles that are most important to clinical medicine and
public health published in the 2010s. The research shows
that for most patients, antibiotics could replace surgical
treatment when it comes to uncomplicated acute
appendicitis. The research article is the only surgical
research on the top ten list. JAMA, published by the
American Medical Association, has the world’s widest
circulation when it comes to weekly published peer-
reviewed high-quality medical publications.
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*Unpublished data

Workflow: TreeSummarizedExperiment & miaverse*
Import data The TreeSummarizedExperiment object

This workflow starts by importing bacterial abundance data The TreeSE object is uniquely positioned to support optimized
and cytokine concentration data into multi-assay data access, manipulation, and visualization.
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