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Figure S1. Biotic and abiotic parameters correlated

to proportions of total fungi or Chytridiomycota-like
sequences. Weak, but significant, positive correlations
are present between proportions of chytrids and either
chlorophyll a (a) or proportions of diatoms (b) for all
sample types together. Note that data on chlorophyll a
was not available for Lake Tahoe. A slightly stronger,
but negative, correlation was seen between total fungi

in temperate locations only

@ Arctic SW and temperature (c). Listed
A Atlantic SW are Spearman’s r values along
v Lagoon SW with the p values and sample
® Arctic FW : P P
A Lake Tahoe FW sizes (n) for each plot. FW,
O Arctic ICE freshwater; SW, seawater.
25
C
VVV vva v A
20 + v v
AV Ly
A vV g
DG“ 15 An , A /N
-;: A WA
5 A
® 10- A&
Q
o A A
: 2 Y A
54 A A
adde 04 A A A
A A
re ==0.52 A
%1 p<o0.01
n =60
-5 -4 3 2 1
log %fungi




Within Arctic

(A

FW
64

Ice
261

2764
SW

\

J

Figure S2. Numbers of shared OTUs (98% identity) between the various sample types. Color-coding for sample types
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Taxonomy in Fig. S3
Top 40 shown in Fig. S4

matches Fig. 3 and case numbers (A-F) are referred to in Fig. S3. FW, freshwater; SW, seawater.
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Figure S3. Taxonomic identities of the shared OTUs (98% identity) between the various sample types. Color-coding
for taxa matches Fig. 3 and case numbers (A-F) refer to Fig. S2. Asco, Ascomycota; Basidio, Basidiomycota; Crypto,
Cryptomycota; FW, freshwater; SW, seawater.



Figure S4. Top 40 OTUs. Distribution of
sequences within the top 40 shared
OTUs (98% identity) showing vastly
different profiles between Arctic and
Temperate samples.
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