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Supplementary Figure S1. a) Water temperature along a depth profile from June 2015 to
December 2017 in Rimov reservoir. b) Oxygen concentrations along a depth profile from March
2015 to November 2017 in Rimov reservoir. Red circles indicate the time and depth of the
samples. Oxygen measurements were not available for all time points.
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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) Rimov reservoir and (b) Jificka 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
Rimov epilimnion (n=10 datasets), Rimov hypolimnion (n=8 datasets) and Jificka (n=5 datasets).
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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: Gray colored tree branches represent bootstrap values below 100, phage
dataset, predicted hosts, genome GC% and known phage morphology (for RefSeq). Figure made
with iTOL (http://embl.itol.de).
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RE-9nov16-C108 OQDODKDDDDODW«DDKM»@WMW 1D ODHQEDIHID «v»m WDOA DI DD UIHOPYKYIIKIK D PPORDKRKKKKKIKHKKKKKIK K XIOHKOIKOIKK D ROKKKKKKOKKK
RE-23may17-C96 Q@ OOICIOCIITIITIIO® MU INOMIPDKKIKMIDDDIODDIDM 1D DMUMD € D I D DO DD ) Db HQODPODYYHKTD> b DO D><KKKKKKIKNKKKKKK T DIKK D ORI
RE-27jun17-C42 Q@O OIOICCIITIMTIIOOMKI KHTHODHKKIKMDDDIIDHIPI 1D DIDKQLIKD 4 D 1 D MO DIBDib D HDHODYKYIK 0D PPORDKKKKKKIKHKKKKKIK DK OUMKIDURKID MOMKIAOKK
RE-20APR16-C14 Q@O OIDIOCTIITIITIIOPDII KHOMIOHKDIKMDDDIIDMIPI | IDIDNIITIKIMD 4 D I Dl DO Mdbib I LAIDHPODYYYIKT0N 9 POPD><RIKKKIHKKKKK KDKDMK (ORI
RH-9nov16-C118

Q@ OOIICCOIITTICTTIOOMKU KHOMIOPIDIKDDDDIIDMIDI 1D ADIDNLTIKEND € D 1 Dt DO DibIibl) D LI ODYRYHKTD> DO D<KIKKKKKIMKKKKKK ORI HIMKODRKK D ORI
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RH-23may17-C696 Q@ OOICIOCTIITIITIIO@ DI INOMIODKIKMIDDDIODDIDM 1D DIDMQLTIKID € D I D DO DD ) Db HQDPODYYHKTD> b DO D><KIKKKKKIKNKKKKKK ORI ORKK D ORI
RH-26jul17-C209 Q@ O OIDIOCTIITIITIIOOIIU KHNTMHIOIKDIKMDDDIODIIDI | DKL 4 > I Dl DO Mdbi bbb UIHODUYKT0D DO D><KIKKKKIKNKKKKK DK DRI DKKKD WOMKIKHQKK
RH-27jun17-C246 Q@O OIDIOCIITIINTIIOOIIIKHTMIOHDIKMDDDD DIHDDH | DKL 4 > I Db DDOA Mdbih bbb UIDHODYYUKTT0D DO D><RIKKKIMKKKKC DK TR UK
RE-26jul17-C79 Q@O OIDICTIITIITIIOOIU KHONIOHKDIKMDDDIIDMIPI | D DKM ¢ D I D DO Mddbib b UIHODYYUKTIN DOPD><RIKRKKIKHKKKIKKCTDKDIMKODUKKKID WMIHQKK

RH-14apr17-C239 Q@ O OIOIOCTIITIITIIOOIIUKMOMIOIKIKMIDDDD DIDPI | DKL 4 > I D DO Mdbbih Db UIHODYUKT0D DO D><KIKKKKIKNKKKKC DK DRI WOMKIKHQKK
Y polymorphism

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 Jificka 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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