RNAP

LG+F+R7 (ModelFinder)
Consensus Tree (IQTree 1.6.10)
UFBoot (1000 replicates) + SH-a
_og-liklihood =-182254.97
Rooted on outgroup

100

BAQ94481.1_uncultured_Mediterranean_phage_uvMED

100

BAQ94429.1_uncultured_Mediterranean_phage_uvMED

_RT test

100

BAQ94362.1_uncultured_Mediterranean_phage_uvMED

BAQ94423.1_uncultured_Mediterranean_phage_uvMED

43

85

100

ASL24386.1_Alteromonas_virus_vB_AspP-H4_4

QAX92387.1_Providencia_phage_vB_PstP_PS3

| _
|

I
I
|
I
|
| — 68
|
|
I
I
| 68
I
— 61
I
| 100

1 10p QBP32933.1_Shigella_phage Buco
| AFE86132.1_Enterobacter_phage_phiKDA1
CBW54794.1_Pantoea_phage_LIMElight

100 I

| 100

10p
| —— AGY47998.1_Acinetobacter_phage_Petty

AHY26803.1_Acinetobacter_phage_vB_AbaP_Acibel007
AMO43666.1_Pseudomonas_phage YMC11_06_C171_PPU_BP

100

|
|
|

56 I
|
|
|
|
|
I 100
|
|
|
|
|
|
|
|
|
I 100
|

ALA46497.1_Dickeya_phage BF25_12

r 1566\869547.1_Pectobacterium_phage_PPWS1

L ANT45336.1_Pectobacterium_phage PP16
CBY88564.1_Pantoea_phage_LIMEzero

100 — AIM40530.1_Enterobacteria_phage_J8-65

19 QBZ71539.1 Escherichia_phage Lidtsur

AVH86135.1_Pseudomonas_phage_phiNV3

I 100

100

99

100 |

| 9gAK25962.1_Pseudomonas_phage_LKD16
CAX63147.1_Pseudomonas_phage_phikF77

—  BAN92342.1_Ralstonia_phage RSB3
08 ‘L APU03175.1_Ralstonia_virus_phiAp1
CAK25005.1_Pseudomonas_phage_LKA1

98

CBH51594.1_Pseudomonas_phage_phi-2
AVI105028.1_Salmonella_phage_vB_SpuP_Spp16
| i AOT25394.1_Pectobacterium,_phage_PP2
90 [ 700
L AZF88092.1_Pectobacterium_phage_Arno160
o0 AFY63147.1_Cronobacter_phage vB_CskP_GAP227
100
| —— CUH74604.1_Cronobacter_phage Dev-CD-23823

| 100
oo

99
I

AZQ96400.1_Aeromonas_phage ZPAH7
100
| |_| QAX95980.1_Aeromonas_phage_ZPAH7B
100
| L |_|—_ AEZ65066.1_Aeromonas_phage_phiAS7

82

100

100
| AWH15415.1_Aeromonas_phage 25AhydR2PP
100 | AKQO07690.1_Yersinia_phage_vB_YenP_ISAO8
| 100
I

—— CCI88411.2_Yersinia_phage_phiR8-01

AEZ65095.1_Escherichia_phage_phiKT

|_100

ATS92446.1 Escherichia phage PGT2
i ANH51091.1_Pseudomonas_phage_VSW-3

100 i AUV61936.1_Pseudomonas_phage_PollyC

r AEX65868.1_Pseudomonas_phage_Bf7

100
L ANU79101.1_Pseudomonas_phage_Andromeda
APUO00310.1_Ralstonia_phage_RS-PII-1

BAG70384.1_Ralstonia_phage_RSB1

10p

]

0
| v AUG85423.1_Ralstonia_phage_RsoP1IDN
AGW43609.1_Burkholderia_phage JG068

100

| 94

_
99

|

104

|

L — — —

ASJ79294.1_Curvibacter_phage_P26059B
! APL99490.1_Aquamicrobium_phage_P14 |
AHB12124.1_Xylella_phage_Paz

-

AXN53746.1_Sphingomonas_phage_Scott
ALF01667.1_Caulobacter_phage_Percy
ATI16335.1_Caulobacter_phage_Lullwater

100

100

100
100

100

ANS06226.1_Phage_MedPE-SWcel-C56

100

: _

40

AUR95242.1_Vibrio_phage_1.204.0._10N.222.46.F12

I_ _
| —— AIM51235.1_Lelliottia_phage_phD2B

AFP33672.1_Pectobacterium_phage_PP1
100
ARB10926.1_Pectobacterium_phage POP72

100

100

100

AHN84679.1_Vibrio_phage_Vc1
AUGB87649.1_Vibrio_phage_ VEN

100 —mm™M—
| —{ 100

99

| 100
|

| —— ATW58212.1_Pseudomonas_phage_uligo
100
—— AWD90592.1_Pseudomonas_phage_Njord

10 AWD90684.1_Pseudomonas_phage_Achelous
79
| 700 AWD90639.1_Pseudomonas_phage_Nerthus

AWD90730.1_Pseudomonas_phage_Alpheus

53

AGEG60541.1_Pelagibacter_phage_HTVCO011P

33

BAQ94272.1_uncultured_Mediterranean_phage_uvMED

AIK68488.1_Mesorhizobium_phage vB_MIoP_L0o5R7ANS

100

BAQ94080.1_uncultured_Mediterranean_phage_uvMED

53

100

BAQ94309.1_uncultured_Mediterranean_phage_uvMED
— AGE60589.1_Pelagibacter_phage HTVC019P

‘ﬂ) BAQ94189.1_uncultured_Mediterranean_phage_uvMED
AKG94487.1_Delftia_phage_IME-DE1
ATN92952.1_Ralstonia_phage RPSC1
BAJ51806.1_Ralstonia_phage_RSB2

100

100

AJT60813.1_Ralstonia_phage_philTL-1_

| AXY81987.1_Dickeya_phage_Mysterion
MRD92361 .1_Dickeya_phage_Dagda
I&)YM 610.1_Dickeya_phage_Dagda_B1

| A0Y81879.1_Dickeya_phage_Luksen

| AXY81723.1_Dickeya_phage_Katbat
CDM21594.1_Citrobacter_phage CRS8

| — AWY03129.1_Cronobacter_phage_GW1

| AZS12994.1_Escherichia_phage_vB_EcoP-Ro45lw
- AUX83594.1_Escherichia_phage_YZ1

| . s:é:QQ29248. 1_Escherichia_phage_ZG49
#QT25408.1_Escherichia_phage_vB_EcoP_F
&}BTZSOQS.1_Escherichia_phage_LM33_P1
AAZ72968.1_Enterobacteria_phage K1F

| 73 gggd29347.1_Enterobacteria_phage_K1 F
AMR59537.1_Citrobacter_phage SH3
KEF15785.1 _Enterobacteria_phage_EcoDS1

| %g(OF38891 .1_Escherichia_virus_Vec13

| i AIB06962.1_Escherichia_phage_PE3-1

r #§§Z651 77.1_Escherichia_phage_JSS1

|| 1A0(I)2W56841.1_Escherichia_phage_ST31

| - CDM21533.1_Citrobacter_phage CR44b

| 1192 & ALP47773.1_Escherichia_phage_vB_EcoP_GA2A

CDM12529.1_Cronobacter_phage_Dev2

| — WMR59589.1_Citrobacter_phage SH4

| 1 A?\(/I)R59637.1_Citrobacter_phage_SH5
ATI16970.1_Escherichia_phage IMM-002

| AWD92624.1_Dickeya_phage_Ninurta

| : 1P(\))%G66358.1_Dickeya_phage_vB_DsoP_JA10

100

53

— 19 APD19621.1_Pectobacterium_phage_ PP74

| APU03032.1_Pectobacterium_phage_PP81
100

%W79749. 1_Pectobacterium_phage_PP47

BBA26420.1_Pectobacterium_phage_PPWS4

100

29

99

99

100

AXC34605.2_Escherichia_phage_SRT7

| ——— AEJ81474.1_Erwinia_phage_vB_EamP-L1

|— ] 0)80Y74627. 1_Morganella_phage_ MmP1

| L ANM46341.1_Morganella_phage_vB_MmoP_MP2

| 00 ATS93671.1_Pectobacterium_phage_DU_PP_II
AWD92487.1_Pectobacterium_phage_Jarilo

100
| ﬂ‘ 5 ALK86936.1_Yersinia_phage_vB_YenP_AP10
| ALA45066.1_Enterobacter_phage_phiEap-1

100

96
I

| —— BAO20676.1_Pseudomonas_phage_PPpW-4

100

CBZ41982.1_Pseudomonas_phage_phi15
| ——  ASD52184.1_Pseudomonas_phage PspYZUO08

[ ATS93364.1_Ralstonia_phage_DU_RP_|I

100
| AUO78209.1_Ralstonia phage RsoP1EGY

AGC35521.1_Rhizobium_phage_RHEph01

ADD94542.1_uncultured_phage_MedDCM-OCT-S08-C159
ABP87922.1_Synechococcus_virus_Syn5

T4 AGG54508.1_Cyanophage_SS120-1

AGA17876.1_Synechococcus_virus_P60

AHJ10567.1_Outgroup_Shewanella_phage_Spp001

100

100

APD18140.1_Vibrio_phage_JSF7

Novosibovirus

Drulisvirus

Maculvirus

Friunavirus

Phimunavirus

Kotilavirus

Bonnellvirus

Phikmvvirus

Wanjuvirus

Cronosvirus

Prokrovskaiavirus

Aerosvirus

Ahpunavirus

Ermolevavirus

Napahaivirus
Pollyceevirus

Bifseptvirus

Higashivirus

Risjevirus

Ampunavirus

Aqualcavirus

Pradovirus

Atuphduovirus

Cuernavacavirus

Eracentumvirus

Axomammavirus

Vectrevirus

Zindervirus

Acadevirus

Gajwadongvirus

Murciavirus

Kaohsiungvirus

Uliginvirus

Pelagivirus

Wuhanvirus

Aarhusvirus

Kayfunavirus

Ningirsuvirus

Helsettvirus

Berlinvirus

Pektosvirus

Minipunavirus

Teseptimavirus

Przondovirus

Teetrevirus

Pifdecavirus

Ghunavirus

Chatterjeevirus

Gyeongsanvirus

100
4|— AGK86693.1_Synechococcus_phage_ S-CBP42

Aegirvirus

AGK86720.1_Synechococcus_phage_S-CBP2

Tangaroavirus

0.5

ADD95360.1_uncultured_phage_MedDCM-OCT-S05-C243
100 ADP00231.1_Cyanophage_P-SSP2 | Tritonvirus
100 100 AAX44193.1_Prochlorococcus_virus_PSSP7 . .
| sq ,10\0(())Y76218.1_Prochlorococcus_virus_PSSP7 | Tiamatvirus

ADD95399.1_uncultured_phage_MedDCM-OCT-S05-C849
BAQ94003.1_uncultured_Mediterranean_phage_uvMED

100

ADD95501.1_uncultured_phage_MedDCM-OCT-S08-C41

100
L—— AXF42073.1_Synechococcus_T7-like_virus_S-TIP37

100

Sednavirus

AFK66464.1_Synechococcus_phage_S-CBP3

Lirvirus

[ AGF91727.1_Synechococcus_phage_S-CBP4
99 |

Poseidonvirus

100
100 AGK86619.1_Synechococcus_phage_S-CBP4

AGK86519.1_Synechococcus_phage_S-CBP1
QBP05838.1_Synechococcus_phage S-B28
— AGG91275.1_Synechococcus_phage_S-RIP1

100
L—— ADD94991.1_uncultured_phage MedDCM-OCT-S04-C24

86

Lauvirus

9

_I

9

-

1

-

Slopekvirinae

Beijerinckvirinae

Corkvirinae

Krylovvirinae

Melnykvirinae

Okabevirinae

Molineuxvirinae

Corwellvirinae

Studiervirinae



