retron_type_VI_hth_cluster2_1 (CDS_0016)
IHNH endonuclease (CDS_0020)
MTase_|_00018 Type (CDS_0015) HNH endonuclease (CDS_0026)
9 10 11 12 13 14 | 17 1819 2122 23 24 25 | terminase small subunit (CDS_0027)
I e O/ O/ ) o O b B O ;B B B B 2
I e e A ———————— P .
MGV-GENOME-0161275:6,238-21,989 (+)
retron_type_VI_hth_cluster2_1 (CDS_0016)
HNH endonuclease (CDS_0020)
MTase_|_00018 Type (CDS_0015)
14 | 17 1819 | 2122

I
uvig 487471:6,238-21,893 (+)
HNH endonuclease (CDS_0018)
14 15 1617 | 19 20

I
MGV-GENOME-0145255: 6,249-19,896 (+)
11 15 16 17 18 HNH endonuclease (CDS_0019)

I
SAMEA2580228 _al ct39373 vs1:6,242-18,678 (+)
14 15 1617 HNH endonuclease (CDS_0018)

I
MGV-GENOME-0134786: 6,246-18,706 (+)
14 15 16 17 HNH endonuclease (CDS_0018)

I —
MGV-GENOME-0135560: 6,246-18,785 (+)

retron_type_VI_hth_cluster2_1 (CDS_0018)
MTase_|_00018 Type (CDS_0017)
11 15 16 | 19 2021

MGV-GENOME-0154813: 6,244-21,128 (+)

PrrC__Ecoprrl (CDS_0015)
14 16 17 1819 20 21

I —
MGV-GENOME-0154588: 6,246-21,099 (+)

retron_type_VI_hth_cluster2_1 (CDS_0022)
tail protein (CDS_0015) 16 17 18 19 2021 23 2425

——
SAMNO0792066_al_ct55208_vs1:6,249-22,426 (+)

endolysin (CDS_0017) retron_type_VI_hth_cluster2_1 (CDS_0022)
14 15 16 18 19 20 21 23 24 25

— I S EE— I —  — e -
MGV-GENOME-0165095: 6,240-22,510 (+)

ParB-like partition protein (CDS_0015)
14 16 17 18 19 20 21 22

I
MGV-GENOME-0165660: 6,235-22,589 (+)
15
Ti617

—— - ———— e —— — ]
OTU_6579:6,246-17,045 (+)

14 151617

I
uvig_326205:6,242-17,967 (+)
14 15 16

I
MGV-GENOME-0124895: 6,242-17,688 (+)
14 15 16

I
SAMNO0791944 a1 _ct58855_vs1:6,242-17,850 (+)
14 15 18

I —
MGV-GENOME-0128410: 6,243-18,043 (+)
tail protein (CDS_0014) 15

I —
MGV-GENOME-0137405: 6,240-18,990 (+)
HNH endonuclease (CDS_0016)
15 | 17 1819

MGV-GENOME-0138800: 6,953-19,146 (+)

I
SAMEA2737802_b1_ct82_vs2:6,242-17,626 (+)
holin (CDS_0018)
endolysin (CDS_0019) HNH endonuclease (CDS_0024)
15 1617 | 20 21 2223 | 252627

I
MGV-GENOME-0168927: 6,953-23,045 (+)
holin (CDS_0018)
15 1617 | 19 20212223

I
MGV-GENOME-0160539:8,041-21,890 (+)

holin (CDS_0018)
15 1617 ] 19

I —
MGV-GENOME-0124661:6,938-17,666 (+)

holin (CDS_0017)
14 15 16T endolysin (CDS_0018)

I —
MGV-GENOME-0126475: 6,248-17,849 (+)
holin (CDS_0017)
endolysin (CDS_0018)
14 1516 | 19 20 2122

I —
MGV-GENOME-0147746:6,234-20,199 (+)

MTase_II_00157 Type (CDS_0020)
holin (CDS_0017)
endolysin (CDS_0019)
14 1516 |18 \ 21 2223 2425

I
MGV-GENOME-0163876: 6,245-22,341 (+)
MTase_l1_00157 Type (CDS_0019)

holin (CDS_0017) Holliday junction resolvase (CDS_0023)
endolysin (CDS_0018) HNH endonuclease (CDS_0025)
14 1516 | | 20 2122 |24 | 262728

I
MGV-GENOME-0168011: 6,235-22,915 (+)
MTase_ll_00157 Type (CDS_0019)
holin (CDS_0017)
endolysin (CDS_0018)

14 1516 | \ 20 2122
-.——--“_2—!!!—!—2!!!-_.!!

SAMEA2737822_a1_ct82212_vs1:6,235-25,365 (+)
9 10 14 15 16

N
uvig 326382:6,121-16,375 (+)
tail protein (CDS_0015) 16 capH (CDS_0017)
[, B O — R
SRS146832_al ct91858 vs1:6,241-17,460 (+)
[ 7000 nt i
DNA, RNA and nucleotide metabolism head and packaging lysis tail unknown function defence (DefenseFinder) defence (PADLOC)
— L]




