Table S4. Main functions retrieved in the viromes.
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PF02305 Phage_F 23197 856 X X

PF09675 4784 78 X X

PF01555 964 2450 X

PF02407 Viral_Rep Putative viral replication protein 171 2858 X X

PF00959 495 2218 X X

PF00145 1074 1437 X

PF04404 ERF 1171 1049 X

PF00118 Cpn60_TCP1 1183 245 X

PF03796 1084 262 X

PF08291 Peptidase_M15_3 Peptidase M15 910 345 X

PF06378 DUF1071 Protein of unknown function (DUF1071) 711 523 X

PF04466 733 464 X X

PF04860 Phage_portal Phage portal protein 879 234 X X

PF01370 768 273 X

PF02867 815 200 X

PF07230 Phage_T4_Gp20 479 479 X X

PF02511 Thy1 787 127 X

PF03237 538 351 X

PF08419 10 836 X X

PF04586 Peptidase_U35 609 217 X X

PF07068 Gp23 643 145 X X

PF08800 344 382 X

PF05792 Candida_ALS Candida agglutinin-like (ALS) 428 248

PF01041 493 133 X

PF05766 247 379 X X

PF00535 346 269 X

PF04851 Type III restriction enzyme, res subunit 216 379 X

PF01391 Collagen Collagen triple helix repeat (20 copies) 346 247 X

PF01520 587 0 X

PF08299 196 303 X

Lake Bourget Lake Pavin

Capsid protein (F protein)

Chlamy_scaf Chlamydia-phage Chp2 scaffold (Chlamy_scaf)

N6_N4_Mtase DNA methylase

Phage_lysozyme Phage lysozyme

DNA_methylase C-5 cytosine-specific DNA methylase

ERF superfamily

TCP-1/cpn60 chaperonin family

DnaB_C DnaB-like helicase C terminal domain

Terminase_3 Phage terminase large subunit

Epimerase NAD dependent epimerase/dehydratase family

Ribonuc_red_lgC Ribonucleotide reductase, barrel domain

Bacteriophage T4-like capsid assembly protein (Gp20)

Thymidylate synthase complementing protein

Terminase_6 Terminase-like family

RNA_helicase RNA helicase

Caudovirus prohead protease

Major capsid protein Gp23

VirE_N VirE N-terminal domain

DegT_DnrJ_EryC1 DegT/DnrJ/EryC1/StrS aminotransferase family

NinG Bacteriophage Lambda NinG protein

Glycos_transf_2 Glycosyl transferase family 2

ResIII

Amidase_3 N-acetylmuramoyl-L-alanine amidase

Bac_DnaA_C Bacterial dnaA protein helix-turn-helix / Replication initiation factor


[image: image2.emf]GO Id   GO Name 

GO:0019028 23741 1031

GO:0005198 GO:structural molecule activity 23592 1041

GO:0003677 GO:DNA binding 5164 6264

GO:0006260 GO:DNA replication 3704 4618

GO:0005524 GO:ATP binding 4528 3001

GO:0006306 2142 3963

GO:0016779 239 3750

GO:0042624 181 3694

GO:0009253 1183 2347

GO:0008170 973 2460

GO:0016998 744 2296

GO:0018142 GO:protein-DNA covalent cross-linking 171 2858

GO:0016888 171 2858

GO:0003796 501 2220

GO:0004519 513 1103

GO:0003824 GO:catalytic activity 1121 443

GO:0003678 1248 272

GO:0005515 GO:protein binding 1185 246

GO:0044267 GO:cellular protein metabolic process 1183 245

GO:0006231 1186 241

GO:0016787 669 735

GO:0003887 GO:DNA-directed DNA polymerase activity 1068 303

GO:0004748 1055 314

GO:0003676 GO:nucleic acid binding 765 515

GO:0006323 GO:DNA packaging 760 478

GO:0046872 GO:metal ion binding 189 1020

GO:0050662 771 273

GO:0044237 GO:cellular metabolic process 768 273

GO:0005971 815 200

GO:0050660 GO:FAD binding 127 787

Lake Bourget Lake Pavin

GO:viral capsid

GO:DNA methylation

GO:nucleotidyltransferase activity

GO:ATPase activity, uncoupled

GO:peptidoglycan catabolic process

GO:N-methyltransferase activity

GO:cell wall macromolecule catabolic process

GO:endodeoxyribonuclease activity, producing 5'-phosphomonoesters

GO:lysozyme activity

GO:endonuclease activity

GO:DNA helicase activity

GO:dTMP biosynthetic process

GO:hydrolase activity

GO:ribonucleoside-diphosphate reductase activity

GO:coenzyme binding

GO:ribonucleoside-diphosphate reductase complex


In the first table, the 30 most retrieved PFAM domains in the viromes are listed, with the number of sequences for each virome alongside informations about their description in viral genomes, or the fact that most of the sequences from this domain are of viral origin (identified as « viral » domains). In the second table, the 30 most retrieved GO terms are listed, with the associated number of sequences for each virome.
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		PFAM Id		PFAM name		PFAM description		Lake Bourget		Lake Pavin		Viral domain		Known in virus

		PF02305		Phage_F		Capsid protein (F protein)		23197		856		X		X

		PF09675		Chlamy_scaf		Chlamydia-phage Chp2 scaffold (Chlamy_scaf)		4784		78		X		X

		PF01555		N6_N4_Mtase		DNA methylase		964		2450				X

		PF02407		Viral_Rep		Putative viral replication protein		171		2858		X		X

		PF00959		Phage_lysozyme		Phage lysozyme		495		2218		X		X

		PF00145		DNA_methylase		C-5 cytosine-specific DNA methylase		1074		1437				X

		PF04404		ERF		ERF superfamily		1171		1049				X

		PF00118		Cpn60_TCP1		TCP-1/cpn60 chaperonin family		1183		245				X

		PF03796		DnaB_C		DnaB-like helicase C terminal domain		1084		262				X

		PF08291		Peptidase_M15_3		Peptidase M15		910		345				X

		PF06378		DUF1071		Protein of unknown function (DUF1071)		711		523				X

		PF04466		Terminase_3		Phage terminase large subunit		733		464		X		X

		PF04860		Phage_portal		Phage portal protein		879		234		X		X

		PF01370		Epimerase		NAD dependent epimerase/dehydratase family		768		273				X

		PF02867		Ribonuc_red_lgC		Ribonucleotide reductase, barrel domain		815		200				X

		PF07230		Phage_T4_Gp20		Bacteriophage T4-like capsid assembly protein (Gp20)		479		479		X		X

		PF02511		Thy1		Thymidylate synthase complementing protein		787		127				X

		PF03237		Terminase_6		Terminase-like family		538		351				X

		PF08419		RNA_helicase		RNA helicase		10		836		X		X

		PF04586		Peptidase_U35		Caudovirus prohead protease		609		217		X		X

		PF07068		Gp23		Major capsid protein Gp23		643		145		X		X

		PF08800		VirE_N		VirE N-terminal domain		344		382				X

		PF05792		Candida_ALS		Candida agglutinin-like (ALS)		428		248

		PF01041		DegT_DnrJ_EryC1		DegT/DnrJ/EryC1/StrS aminotransferase family		493		133				X

		PF05766		NinG		Bacteriophage Lambda NinG protein		247		379		X		X

		PF00535		Glycos_transf_2		Glycosyl transferase family 2		346		269				X

		PF04851		ResIII		Type III restriction enzyme, res subunit		216		379				X

		PF01391		Collagen		Collagen triple helix repeat (20 copies)		346		247				X

		PF01520		Amidase_3		N-acetylmuramoyl-L-alanine amidase		587		0				X

		PF08299		Bac_DnaA_C		Bacterial dnaA protein helix-turn-helix / Replication initiation factor		196		303				X
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				GO Id		GO Name		Lake Bourget		Lake Pavin

				GO:0019028		GO:viral capsid		23741		1031

				GO:0005198		GO:structural molecule activity		23592		1041

				GO:0003677		GO:DNA binding		5164		6264

				GO:0006260		GO:DNA replication		3704		4618

				GO:0005524		GO:ATP binding		4528		3001

				GO:0006306		GO:DNA methylation		2142		3963

				GO:0016779		GO:nucleotidyltransferase activity		239		3750

				GO:0042624		GO:ATPase activity, uncoupled		181		3694

				GO:0009253		GO:peptidoglycan catabolic process		1183		2347

				GO:0008170		GO:N-methyltransferase activity		973		2460

				GO:0016998		GO:cell wall macromolecule catabolic process		744		2296

				GO:0018142		GO:protein-DNA covalent cross-linking		171		2858

				GO:0016888		GO:endodeoxyribonuclease activity, producing 5'-phosphomonoesters		171		2858

				GO:0003796		GO:lysozyme activity		501		2220

				GO:0004519		GO:endonuclease activity		513		1103

				GO:0003824		GO:catalytic activity		1121		443

				GO:0003678		GO:DNA helicase activity		1248		272

				GO:0005515		GO:protein binding		1185		246

				GO:0044267		GO:cellular protein metabolic process		1183		245

				GO:0006231		GO:dTMP biosynthetic process		1186		241

				GO:0016787		GO:hydrolase activity		669		735

				GO:0003887		GO:DNA-directed DNA polymerase activity		1068		303

				GO:0004748		GO:ribonucleoside-diphosphate reductase activity		1055		314

				GO:0003676		GO:nucleic acid binding		765		515

				GO:0006323		GO:DNA packaging		760		478

				GO:0046872		GO:metal ion binding		189		1020

				GO:0050662		GO:coenzyme binding		771		273

				GO:0044237		GO:cellular metabolic process		768		273

				GO:0005971		GO:ribonucleoside-diphosphate reductase complex		815		200

				GO:0050660		GO:FAD binding		127		787
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