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OH MY GOD LATEX IS SO AWWWWWESOME!!!!!!
And github actions are producing the pdf from tex sources!

LaTeX is a really nice document processing tool that can
produce beautiful articles, preprints, manuals, reports, etc.
Here we introduced a GitHub template repository that auto-
mated the compilation and deployment of the document pro-
duced by LaTeX in this repository, thanks to GitHub actions.
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Introduction
Since the advent of the bioRxiv hosting platform in 2013,
the production of preprints became a common practice in
Biology-related fields. This initiative fostered what was
first a cautious interests from these fields (1). The bioRxiv
platform quickly entered exponential growth soon after its
launch (2) and in 2018, there have been more than 2000
preprints uploaded each month (3). Nowadays preprints in
Biology seem to be used more to establish precedence (4)
and facilitate dissemination than to foster collaborative re-
views (5). They also have been shown to have a positive im-
pact on citation and exposure (3, 6).

The production of documents to be published as preprints
has become therefore a common task of many researchers.
While unedited, unformatted word documents should suffice,
a more visually pleasing document will ease the reading of
the preprint and be subjectively better valued by its reader-
ship. But this requires a supplemental effort from the author,
which is classically handled by a journal edition team after
article acceptance.

Despite its old age, LaTeX (7) is still a favourite docu-
ment processing of many scientists, even in Biology-related
fields. It can typeset content in documents with a quality that
matches the production of professional editing teams. One
of us recently created a document class for LaTeX specifi-
cally made for scientific publications (8). LaTeX offers oth-
ers advantages. Because it relies on plain text files to pro-
duce the document, it fits very well with the version control
tools and continuous integration practices that are found in
software development. Several platforms offer source code
hosting with version control (9–13), and include collabora-
tion and continuous integration facilities. Continuous inte-
gration TODO

GitHub (11) is such a platform, and is used frequently

for the development of academic open-source software, for
instance in the bioimage analysis domain (14–16).
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