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In many studies, especially epidemiological studies, it is important to compare characteristics between
independent groups of individuals. Usually these comparisons are presented in the form of tables of descrip-
tive statistics where rows are characteristics, and each column is a group. Tables of this form are usually
called bivariate. For example, the comparison between treated and untreated patients (column variable), in
terms of age, history of hypertension, triglyceride levels, etc (row variables). Usually the number of charac-
teristics is large, and thus construction of the table is laborious. And if, as often happens, the results must
be presented stratified by sex, the process is even more laborious.

For these reasons, we have implemented a function which quickly and efficiently generates bivariate tables
in plain text, or as LATEX instructions. Depending on the nature of the row variable, different statistics can
be calculated:

• for numeric, normally distributed variables: mean and standard deviation are calculated, and a Stu-
dents t-test/ANOVA test is performed.

• for non-normally distributed numeric variables: median, and first and third quartiles are calculated,
and a Mann-Whitney U or Kruskal-Wallis test is performed.

• for categorical variables, frequencies are presented, and a Chi-square or Fishers Exact test is performed,
as appropriate.

In order to facilitate construction of the bivariate table, we have implemented a graphical interface
which allows the user to easily modify a variety of options: for example, specify how many decimals, select
individuals to include and variables to analyse, choose whether to display absolute or relative frequencies,
etc. All this functionality is also available using R syntax.

To illustrate its way of working, our function uses a data set resulting from a cross-sectional study1.
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