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Supplementary Figure S1.
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Ochrophyta unclass.

M Chrysophyceae
M Katablepharidophyta M Archaeplastida

Other stramenopile

Perkinsea

Five most abundant OTUs retrieved in each sample arranged by

M Synurophyceae
M Eukaryota unclass.

M Dinoflagellata
B Haptophyta

Taxonomy group
Choanoflagellida

M Ciliphora
W Bacillariophyta

B Cryptophyta
major taxonomic group (top color bar) following color codes from Figure 4. The color of the dots

(purple). Annual (green) OTUs detected in all samples, open-water (orange) OTUs detected in
all open-water samples and under-ice (blue) OTUs detected in all under-ice samples. The
intensity of shading indicates the z score, which is the number of standard deviations above the

corresponds to membership of the Figure 4 core (orange, blue, green) or no core categories

mean relative abundance for all OTUs.
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Supplementary Figure S2: Maximum likelihood tree: Chrysophyta with results from
evolutionary placement algorithm (EPA) of core Chrysophyta OTUs. Core OTUs (Figure 4)
were placed at nodes with the highest likelihood. OTUs from each of the indicated nodes are



listed on the right, with the EPA likelihood in parenthesis.
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Supplementary Figure S3: Maximum likelihood tree: Cryptophyta and Katablepharidales
with results from evolutionary placement algorithm (EPA). Core OTUs (Figure 4) were placed at
nodes with the highest likelihood. OTUs from each of the indicated nodes are listed on the right,
with the EPA likelihood in parenthesis.
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Supplementary Figure S4: Comparison od OTUs identified as core and top-five OTUs from
each sample. Venn diagram indicates the number of OTUs from each category, with core OTUs
on the right and top 5 OTUs on the left, with 27 OTUs shared. Pie charts show the proportion of

OTUs assigned to each taxonomic group.



