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Figure S10. Investigation of Nucleocytoviricota and PLV relationships through (A) principal component analyses using combined and normalised qPCR data and 18S rDNA ASVs (i.e., metabarcoding) on tracked putative viruses and potential alga (Chlorophyta) hosts for Mimiviridae (M), Phycodnaviridae (P), and polinton-like viruses (PLV). Cos2 reports the strength of the principal component for the observations (i.e. virus or potential hosts), where a higher value depicts a stronger relationship between them or a “good representation”. The vector length of each observations represents the contribution they make to the ordination. Dates are represented by numbered objects, where 2017 is composed of 1–5 (April is 1 and 2, May is 3, June is 4 and 5), and 2018 is composed of 6–16 (April is 6, May is 7–9, August is 9, September Is 10–13, and October is 14–16). A second analysis: (B) Hierarchical clustering (SIMPROF,  = 0.1) of potential hosts (Chlorophyta) and viruses of interest, where colours represent different groups clustering at our minimum. Bolded text signifies hosts and viruses mentioned within the manuscript.  
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Figure S11.  Putative Nucleocytoviricota phylogeny based on the DNA polymerase B gene (PolB). Reference sequences were downloaded by NCBI GenBank (accession numbers as indicated) and sequenced recovered from the HRAP are included (in bold). Bootstrap values are indicated by circle size. 
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Tetraselmis virus 1@AUF82649.1
Mimiviridae sp. ChoanoV1@QDY51635.1
Pyramimonas orientalis virus@A7U6F2,1
Aureococcus anophagefferens virus@YP 0090522171
1109MEGAvirome 5-GSNCG NODE 1023 length 8594 cov 53.175315 9
Phaeocystis globosa virus@YP 008052566, 1
Prymnesium parvum DNA virus BW1@AQU04381.1
Chrysochromulina ericina virus@A7UBF1.1
Organic Lake phycodnavirus 1@ADX06143.1
Organic Lake phycodnavirus 2@ADX06483.1
1109MEGAvirome 5-GSNCG NODE 269 length 19151 cov 16.010653 22
1109MEGAvirome 5.GSNCG NODE 6 length 72487 cov 44.631037 39
uncultured Medterranean phage@ANS04157. 1
uncultured Mediterranean phage@ANS04296. 1
Cafeteria roenbergensis virus BV-PW1@YP 0039701831
Cafeteria roenbergensis virus BV-PW1@YP 003970130.1
Namao virus@AXN91119.1
Faunusvirus sp.@AYV79324.1
Satyrvirus sp.@AYV85114.1
Tupanvirus soda lake@AUL77893.1
Tupanvirus deep ocean@AUL79186.1
Acanthamoeba polyphaga mimivirus@YP 003986825.1
Megavirus potager@CRK54680. 1
Mimivirus sp. SHRAZL89277.1
Megavirus vitis@AVL93905.1
Moumouvirus ochan@AEY99267.1
Moumouvirus australiensis@AVL94893.1
Mournouvirus Monve@AEX62677.1
Hokovirus HKV1@ARF11096.1
Mimivirus LCMIAC02@QBK88920.1
Mimivirus LCMACO1@QBKB8617.1
Klosneuvirus KNVI@ARF11831.1
Kiosneuvirus KNV1@ARF 118321
Barrevirus sp @AYV76861. 1
Indiirus INA@AREORTT 11
Dasosvirus sp.
B e I OAT 80752 1
Catovirus CTVI@ARF09278.1
Edafosvirus sp @AYV78446 1
Terrestrivirus sp. @AYV75920.1
Hyperionvirus sp @AYV84229.1
Havfovius sp. @AYVE1261.1

1109MEGAvirome 6-GSNCC NODE 404 length 8027 cov 7.085350 2
1109MEGAvirome 6-GSNCC NODE 731 length 5181 cov 31.145694 3
1704MEGAvirome 6-GSNBU NODE 1660 length 3734 cov 5.075570 2
1109MEGAvirome 5-GSNCG NODE 18 length 49992 cov 33.646432 26
1109MEGAvirome 8-GSNCH NODE 3579 length 6664 cov 4190288 6
170SMEGAvirome 3-GSNBY NODE 227 length 21994 cov 43.346819 22
1704MEGAvirome 7-GSNBW NODE 1412 length 5395 cov 15.108113 2
1704MEGAvirome 6-GSNBU NODE 176 iength 14799 cov 35.073653 7
1704MEGAvirome 8-GSNCP NODE 3171 length 6993 cov 4.321398 3
1109MEGAvirome 5.GSNCG NODE 555 length 12903 cov 13.404981 8
Kaumoebavirus@YP 009352507.1
Heterocapsa circularisquama DNA virus 01@YP 009507841.1
African swine fever virus Lisbon 60/is60@P43139.1
African swine fever virus@YP 009702337.1
Pacmanvius AZ3@YP 000361596.1
Faustovirus@AIB52014.
ER s @oastss 1
Fauslovrus@AVNG3603 1

/04MEGAVirome 8-GSNCP NODE 3289 length 6780 cov 2.218399 5

1704MEGAvIoms 6-GSNU NODE 68 Tength 7839 cov 11.322572 5
1109MEGAvirome 6-GSNCC NODE 526 length 6564 cov 5.833359 1
1109MEGAvirome 6-GSNCC NODE 1602 length 2614 cov 1.834458 1
1704MEGAvirome 8-GSNCP NODE 3070 length 7152 cov 9511407 5
1109MEGAvirome 5-GSNCG NODE 1261 length 719 cov 24.558941 2
1109MEGAvirome 5.GSNCG NODE 1200 length 7440 cov 39.329476 §
1109MEGAvirome 8-GSNCH NODE 1391 length 11696 cov 15.462546 6
2310MEGAvirome 8-GSNCO NODE 1 length 904082 cov 48.671656 736
1704MEGAvirome 8-GSNCP NODE 59 length 73646 cov 11.036247 26
1109MEGAvirome 8-GSNCH NODE 213 length 33927 cov 29.959683 60
1704MEGAvirome 8-GSNCP NODE 284 length 28470 cov 12.730608 14
2310MEGAvirome 6-GSNCN NODE 635 length 3002 cov 2.743722 1
Marseillevirus LCMACmS%QBKBasM 1

Marseillevirus LCMAC202@QBK88203. 1
Marseillevirus LCMAC201@QBK87527.1

Pithovirus LCPAC304@QBK92039 1

Invertebrate iridescent virus 6@NP 149500.1

Armadilidium vulgare iridescent virus@YP 009046615.1

Anopheles minimus irodovirus@YP 0090211281

Invertebrate iridescent virus 22@YP 009010762.1

Invertebrate ridescent vius J0GYP 009010295.1

Sus barbatus hadinovirus 1@AA

Molivirus sibericum@YP S0Siessbe T

Pandoravirus neocaledonia@YP 009481838.1

Pandoravirus dulcis@YP 008318996.2

Pandoravirus quercus@YP 009482957.1

Pandoravirus salinus@YP 009429988, 1

1704MEGAvirome 6-GSNBU NODE 40 length 26507 cov 41.506436 19
Heterosigma akashiwo virus 01@YP 009507574.1

Yellowstone lake phycodnavirus 2@YP 009174650.1

Yellowstone lake phycodnavirus 1@YP 009174732.1

Yellowstone ake phycodnavirus 2P 009174598.1

Dishui lake phycodnavirus 1@YP 00946591

unknown phycodnavirus@ACJ70688.1

Bathycoccus sp. RCC1105 virus BoVI@YP 004061614.1

Microronas pusil vius 121@YP 007676285.1

Ostreococcus tauri virus 2@YP 0040636:

Seleococcus tau vius 1GVP 003513031 1

Micromonas pusilla virus PL1@AET43521.1

Micromonas pusilla virus SP1@YP 009665020.1

unknown phycodnavirus@ACJ70693.1

Emiliania huxleyi virus 202@AET42621.1

1109MEGAvirome 8-GSNCH NODE 1551 length 13908 cov 5.423945 18
1109MEGAvirome 6-GSNCC NODE 13 length 35477 cov 47.359929 4
TI0SMEGAvirome 5-GSNGH NODE 2038 1ongih 8653 cov 6048525 6
Paramecium bursaria Chiorella virus 1@NP 0485322

Paramecium bursaria Chiorela virus NY-2B@AGE58286.1

Acanthocystis turfacea Chiorella virus NE-JV-2@AGES6805.1
Paramecium bursaria Chiorela virus NE-JV-1@AGES6179.1

Paramecium bursaria Chlorela vitus Can1e 4QAGE49692 1
1109MEGAVi NODE 3185 length 7643 cov 3.243906 3
TH0SMEGAvirome 7-GSNCE NODE 132 length 10355 cov 22578655 42
1109MEGAvirome 5-GSNCG NODE 722 length 11052 cov 4718262 18
1109MEGAvirome 6-GSNCC NODE 124 length 15589 cov 13.358849 67
1109MEGAvirome 6-GSNCC NODE 1124 length 3708 cov 35.344312 10
1109MEGAvirome 6-GSNCC NODE 31 length 26769 cov 52.486654 80
1109MEGAvirome 7-GSNCB NODE 665 length 4903 cov 15655366 3
1109MEGAvirome 6-GSNCC NODE 1020 length 4018 cov 29.088708 1
1109MEGAvirome 7-GSNCB NODE 41 length 19384 cov 38.667738 53
1109MEGAvirome 6-GSNCC NODE 1722 length 2435 cov 14.129915 1
1109MEGAvirome 7-GSNCB NODE 490 length 6092 cov 4267801 4
1109MEGAvirome 5-GSNCG NODE 538 length 13062 cov 11.021439 28





