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In there manuscript called ,,Hot-starting software containers for bioinformatics analyses" Pai Zhang and
colleagues describing an idea about hot-starting containers and providing some benchmarks with the claim
that this could speed up calculations, potentially many, and improving overall performance. This was
demonstrated with the well known STAR software for mapping reads.While the idea on a first glance looks
super cool and the graphs promising some major performance difference I have some major concerns and
questions.* The authors compare a system where a container is generating the index on the fly, with a
system that has a pre-build index in memory. But in reality people do not generate the index on the fly but
using pre-build indices that are mounted from external source into the container. It would be interesting to
see how much faster this approach is, if the index does not need to be generated but can be mounted as is
into the container. Please elaborate on the performance difference between "STAR reads the index into
memory" and "mmap reads the memory-container dump".* Assuming hot-starting a container in
comparison to using a pre-build index is still faster I would like to see a small discussion about how this
compares in price and efficiency. Because with this approach a researcher still needs to transfer and store
the memory dump in the cloud - and storage in the cloud is not cheap.* In the last sentence it was
mentioned that these snapshots are more or less not transferable to arbitrary hosts because of the different
kernel versions. This is a major drawback of this approach and should be more prominently discussed. How
stable is the interface between kernel versions or operating systems? How is reproducibility guaranteed?
What can happen if I choose the wrong memory dump?* Pre-generated indices are provided by a lot of
different community projects and can be even mounted into containers. Please discuss if the performance
gain of your approach is worth the extra steps and the loss in reproducibility and usability.* How many
times was the experiment repeated to produce Figure 2? A standard deviation is missing in this figure.* The
authors claim that this approach is usable by other bioinformatics software. I would like to see at least 2-3
other examples where this speedup is archived. If not please adopt the title and don't make generalize
claims.Minor things:* The authors using the term containers, but only mentioned Docker in the manuscript.
Is the same technique possible using other container technologies? Singularity or rkt for example?* Figure 2
has a bad quality this should be improved.* A citation for the paragraph "Thus, containerization enhances
..." would be nice. There is a lot of literature and big communities in bioinformatics that have studied this
topic already.With kind regards,Bjoern Gruening
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