The VetResearchLMM application

Muhammad Yaseen

2026-11-10
Table of contents
1 Abstract 1
2 Pages 1
3 Deployment 2

1 Abstract

vlim_app() opens a point-and-click application in the web browser. It needs the
packages shiny, bslib and DT. Every example of the book loads with one click,
and every result comes with a plain-language interpretation, the printed output,
tables to copy or download, plots and the R code that repeats the analysis.

vlm_app(
launch.browser = TRUE
)

2 Pages

e Data: the ten data sets of the book or a CSV file.

e Model: fixed effects, random variance components, random coefficients
per subject, a residual structure, estimation method, denominator degrees
of freedom and test type. Load an example of the book fills every field for
one of the 17 analyses of the book.

e Means: least-squares means and their differences with Tukey, Bonferroni
or Sidak adjustment.

« Estimates: estimates and contrasts typed as in SAS, one per line,
for example Samorin mean: intercept 1 Drug O 1 dose 0.5 0.5
Drug:dose 0 0 0.5 0.5.

¢ Random effects: best linear unbiased predictions.



o Expected mean squares: the analysis of variance of PROC GLM with
a RANDOM statement.

e Compare: independent, compound symmetry, AR(1) and random coeffi-
cient structures for the fixed effects of the Model page.

3 Deployment

vlm_app_object () returns the application object, for example for a file app.R
on a server: library(VetResearchLMM); vlm_app_object().



VetResearchLMM Home Data Means Estimates Random effects Expected mean

Load an example of the book

Example 3.3, Model 3: random intel

Fixed effects (response ~ effects)

PCV ~ breed + breed:time

Random variance components (~
terms; blank: none)

» Random coefficients per subject

» Residual covariance within a
subject

Estimation

REML ¥,

Denominator df

as SAS (default) v
Tests
O Type 3 Type 1(sequential)

Numeric variables to treat as factors
(comma separated)

Interpretation Plot Table

PCV ~ breed + breed:time (REML) fitted by REM

Findings

« The random intercepts and slopes correlate -0.
« Significant at the 0.05 level: breed:time (F = 88
« Not significant: breed (p = 0.7).

Recommendations

= The interaction breed:time is significant: compa
(vim_Ismeans() of the interaction, or vim_estima

« Report means with standard errors in the broad
for the narrow space of the observed levels.

Cautions

« Denominator df by the containment method; wit
"kenward_roger".

» How this is read

Figure 1: The Model page with Example 3.3, Model 3.
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VetResearchLMM Home Data Model Estimates Random effects Expected mean

<
Effect (for example Drug:dose) Interpretation Plot Table
Grugidose Least-squares means with confidence limits
Covariate values (for example PCV1 = —_—
18; blank: means)
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Figure 2: The Means page with Tukey-Kramer comparisons.
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