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Dear reviewer. Thanks for taking the time to thoroughly review our paper. We would here
like to give an initial response to your major concerns, and get back to you with our final
response once we get the comments from the other reviewer and the editor.

In Arctic waters, processes connected with the ice edge such as melting and stratification,
are crucial for the primary production and microbial life. Therefore, we aimed to get as
close as possible to the ice edge during each cruise, rather than sampling from a fixed
location. The temporal change in taxonomic composition in our metabarcoding data
reflects what is previously known from morphological studies on the succession of the
major groups of microplankton in the Arctic – few autotrophs in winter, a spring bloom
dominated by diatoms, Phaeocystis and Micromonas, followed by a high proportion of
dinoflagellates in summer. At all sampling locations there is polar night, i.e. the sun is
below the horizon from autumn until spring. This pattern could thus not have been
produced only by variation in location.

We agree that the inconsistent size-fractionation is unfortunate. This was due to the
different space available to us on the vessels on these cruises. However, we consider it
unlikely that the taxonomic composition in the 3-180 micron fraction would be
qualitatively different from the composition in 3-200 fraction (consisting of 3-10, 10-50
and 50-200).

Regarding different sequencing platforms and downstream processing – in the cases
where the same sample was sequenced with both HiSeq and MiSeq, the taxonomic
composition was similar between the two platforms. This can be seen in the interactive
version of Figure 4 found in the Shiny app, where the taxonomic compositions produced
by MiSeq and HiSeq are shown separately for the samples in question. We are therefore
confident that variation in sequencing method does not introduce a bias. The Shiny app is
now permanently available at: https://micropolar-protists.metapr2.org/ .

With regards to primer choice, it is always a question whether to use published primers
that are already tested, or to try to improve on existing primers, but risking that the
changes make them less efficient. The primers from Piredda et al. 2017 have been
carefully tested. Allowing for 1 mismatch, they amplify 94% of Haptophyta, and 58% of
Rhizaria. However, we agree that possible primer bias should be kept in mind when
interpreting the data.



Finally, please keep in mind that the purpose of this paper is purely to present data. We
are not concluding anything regarding the seasonal and depth variation in taxonomic
composition. Those type of analyses will be presented in follow-up papers.
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