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1 Introduction

To install rTRMui you need to have installed r'TRM and shiny. To use rTRMui
load the library and then just run runTRM() from the R prompt:

> library(rTRMui)
> runTRM()

This will open a web browser and show the rTRMui home page (Figure
1). Instructions on how to use rTRMui are available in the Help tab from the
rTRMui server. Example datasets can be downloaded from the home page and
used with the Tutorial.

2 System information
> sessionInfo()

R version 4.5.0 RC (2025-04-03 r88103 ucrt)
Platform: x86_64-w64-mingw32/x64
Running under: Windows Server 2022 x64 (build 20348)

Matrix products: default
LAPACK version 3.12.1

locale:

(1] LC_COLLATE=C

[2] LC_CTYPE=English_United States.utf8
[3] LC_MONETARY=English_United States.utf8
[4] LC_NUMERIC=C

[6] LC_TIME=English_United States.utf8
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Figure 1: rTRMui home page showing the TRM indentified using the sample
datasets from the tutorial.
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XML_3.99-0.18
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org.Mm.eg.db_3.21.0
httr_1.4.7
igraph_2.1.4
png_0.1-8
shiny_1.10.0
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