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Supplementary Figure S1. a) Water temperature along a depth profile from June 2015 to 
December 2017 in Římov reservoir. b) Oxygen concentrations along a depth profile from March 
2015 to November 2017 in Římov reservoir. Red circles indicate the time and depth of the 
samples. Oxygen measurements were not available for all time points.
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a) Římov Reservoir
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b) Jiřická Pond

Alphaproteobacteria
Actinobacteria
Bacteroidetes

Betaproteobacteriales
Gammaproteobacteria

Deltaproteobacteria
Cyanobacteria

Verrucomicrobia
Planctomycetes

Chloroflexi
Other

Water Temperature (WT)

High (18~24°C)
Medium (10~18°C)
Low (4~10°C)

2
0

1
6

2
0

1
7

0

10

20

30

40

50

60

2
0
1
6

2
0
1
7

70

80

90

100

20
ap

r1
6

15
au

g1
6

9n
ov

16

14
ap

r1
7

23
m

ay
17

27
ju

n1
7

26
ju

l1
7

18
au

g1
7

16
ju

n1
5

4n
ov

15

20
ap

r1
6

15
au

g1
6

9n
ov

16

14
ap

r1
7

23
m

ay
17

27
ju

n1
7

26
ju

l1
7

18
au

g1
7

1
6
S

 r
R

N
A

 A
b
u
n
d
a
n
ce

Epilimnion (0.5m) Hypolimnion (30m)

2
0
1
5

Supplementary Figure S2. 16S rRNA based abundances of prokaryotic groups. The figure 
depicts the SILVA SSU (Ref NR 99 132) classification of 16S rRNA reads in the metagenomes of  
(a) Římov reservoir and (b) Jiřická Pond. Water temperature at the time of sampling is also 
indicated (scale top right).
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Supplementary Figure S3. Length distribution of Viral RefSeq phage genomes (inset: enlarged view of 
phages up to length 100K).
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Supplementary Figure S4. Comparative GC% distributions of freshwater metagenomic data for 
Římov epilimnion (n=10 datasets), Římov hypolimnion (n=8 datasets) and Jiřická (n=5 datasets). 



Supplementary Figure S5. Phage proteomic tree showing relationships of freshwater (n=1330), 
marine (n=1202) and RefSeq (n=1887) phages used in this study. For more details see methods. 
From inside out: 100, phage Gray colored tree branches represent bootstrap values below 
dataset, predicted hosts, genome GC% and known phage morphology (for RefSeq). Figure made 
with iTOL (http://embl.itol.de).
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Supplementary Figure S6. Genomic variations in a persistent actinophage (Cluster1). Whole 
genome alignment of a phage genome that was recovered independently 12 times. The variant 
polymorphisms are indicated with a “*” at the top. T: Terminase Large Subunit, C: Major Capsid 
Protein, P: Portal protein.
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Supplementary Figure S7. Relative abundance of 279 Jiřická phages in 5 metagenomes 
(coverage per Gb of metagenome normalized by Z-score). Phages are clustered by sample and 
abundance  by average linkage (with Spearman Rank correlation method). Columns are 
annotated with the temperature and the sampling date. Temperature color key is shown at top 
right.
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