
IMGVR_UViG_2811995347_000003|2811995347|2812090731|33571-67789 1:11082(+)

CDS_0001
CDS_0002

CDS_0003

CDS_0004CDS_0005
CDS_0006

DNA primase (CDS_0007)

CDS_0008
CDS_0009

CDS_0010

CDS_0011

IMGVR_UViG_2754412403_000001|2754412403|2754421030|115314-151191 1:12671(+)

PD-Lambda-5__PD-Lambda-5_B (CDS_0003)
PD-Lambda-5__PD-Lambda-5_A (CDS_0004)

CDS_0005 CDS_0006

IMGVR_UViG_2808606873_000001|2808606873|2808658159|18093-52645 1:11044(+)

CDS_0003
CDS_0004

CDS_0005 CDS_0006 CDS_0009
CDS_0012

IMGVR_UViG_2808606947_000001|2808606947|2808665538|153225-186961 1:10818(+)

CDS_0003
CDS_0004

CDS_0005 CDS_0006 CDS_0009

TemPhD_cluster_43889 30265:10160(+)

CDS_0003
CDS_0004

terminase small subunit (CDS_0040)
major head protein (CDS_0041)

CDS_0042

TemPhD_cluster_62298 32276:13275(+)

3 4 5 6 740 42 43

TemPhD_cluster_62248 33009:13440(+)

3 4 5 6 7 8 9

TemPhD_cluster_62261 32970:13393(+)

3 4 5 6 7 8 9

TemPhD_cluster_43081 35131:16120(+)

RM_Type_II__Type_II_MTases___Type_II_MTases_FAM_0 (CDS_0003)
4 5 6 7 8 9

TemPhD_cluster_30298 35460:15661(+)

3 4
Druantia_II__DruM (CDS_0005)

6 7 8 9 10

TemPhD_cluster_61921 34243:15488(+)

3 4 5 6
RM_Type_IIG__Type_IIG___Type_IIG_FAM_0.einsi_trimmed (CDS_0007)

8 9

TemPhD_cluster_61466 35870:16098(+)

3 4 5 6 7 8 9 10 11 12

TemPhD_cluster_61669 35134:15084(+)

CDS_0003
CDS_0004

CDS_0005 CDS_0006

TemPhD_cluster_62055 33691:13961(+)

CDS_0003
CDS_0004

CDS_0005CDS_0006

TemPhD_cluster_20639 32013:12449(+)

3 4 5 6 7

TemPhD_cluster_43194 34653:14938(+)

3 4 5
FS_HP_SDH_sah__SDH_sah (CDS_0006)

7 8 9

IMGVR_UViG_643692013_000004|643692013|643692093|123231-161701 1:16191(+)

3

RM_Type_II__Type_II_MTases___Type_II_MTases_FAM_0 (CDS_0004)
endonuclease (CDS_0005)

6 7 8 9 10

IMGVR_UViG_3300003763_000016|3300003763|Ga0055529_1000284|21668-58893 1:15854(+)

3

restriction endonuclease II (CDS_0004)
Druantia_II__DruM (CDS_0005)

6

stringent starvation protein Sspb-like (CDS_0007)

8 excisionase (CDS_0009)

IMGVR_UViG_3300003762_000018|3300003762|Ga0055542_1000249|3727-40260 1:15162(+)

3

restriction endonuclease II (CDS_0004)
Druantia_II__DruM (CDS_0005)

6 7 excisionase (CDS_0008)

IMGVR_UViG_2582580763_000002|2582580763|2582632465|21685-61586 1:17505(+)

3

restriction endonuclease II (CDS_0004)
Druantia_II__DruM (CDS_0005)

6 7 8 9 10 excisionase (CDS_0011)

NC_015266.1 1:18149(+)

3

restriction endonuclease II (CDS_0004)
Druantia_II__DruM (CDS_0005)

6 7 8 9 10 11 excisionase (CDS_0012)

IMGVR_UViG_3300003760_000003|3300003760|Ga0055527_1000174 1:22562(+)

3

restriction endonuclease II (CDS_0004)
Druantia_II__DruM (CDS_0005)

6 7 8 9
transposase (CDS_0010)

11 12 13 14 excisionase (CDS_0015)

TemPhD_cluster_43201 34707:15030(+)

restriction endonuclease II (CDS_0003)
Druantia_II__DruM (CDS_0004)

5 6 7 8

IMGVR_UViG_2808606846_000007|2808606846|2808655477|29566-64758 1:14075(+)

restriction endonuclease II (CDS_0003)
Druantia_II__DruM (CDS_0004)

5 6 7

IMGVR_UViG_2904564687_000001|2904564687|2904564698|107317-146241 1:16992(+)

3
Menshen__NsnA (CDS_0004)

5

Druantia_II__DruM (CDS_0006)

7 8 9 10 11
excisionase (CDS_0012)

13

IMGVR_UViG_2904571731_000001|2904571731|2904571743|80377-118664 1:16355(+)

3
Menshen__NsnA (CDS_0004)

5

Druantia_II__DruM (CDS_0006)

7 8 9 10 11

IMGVR_UViG_2900907213_000001|2900907213|2900907213|300719-338750 1:15642(+)

3 4 5 6 7 8 9

IMGVR_UViG_2754412377_000001|2754412377|2754419019|125185-174170 1:26520(+)

3

endonuclease (CDS_0004)

5
Druantia_II__DruM (CDS_0006)

7 8 9 10

transcriptional regulator (CDS_0011)
single strand DNA binding protein (CDS_0012)

13
14 15

minor head protein (CDS_0016)
Zot-like toxin (CDS_0017)

assembly (protein IV of M13) (CDS_0018)
rolling circle DNA replication initiation (CDS_0019)

20
dCTPdeaminase__dCTPdeaminase (CDS_0021)

22

IMGVR_UViG_2754412399_000001|2754412399|2754420687|125214-174199 1:26520(+)

3

endonuclease (CDS_0004)

5
Druantia_II__DruM (CDS_0006)

7 8 9 10

transcriptional regulator (CDS_0011)
single strand DNA binding protein (CDS_0012)

13
14 15

minor head protein (CDS_0016)
Zot-like toxin (CDS_0017)

assembly (protein IV of M13) (CDS_0018)
rolling circle DNA replication initiation (CDS_0019)

20
dCTPdeaminase__dCTPdeaminase (CDS_0021)

22

IMGVR_UViG_2814123404_000001|2814123404|2814202292|2587089-2626478 1:14097(+)

3 4 5 6 7 8 9 1314 16

IMGVR_UViG_2808606840_000003|2808606840|2808654717|109884-144719 1:12715(+)

CDS_0001 CDS_0002 CDS_0003CDS_0004
CDS_0005

excisionase (CDS_0006) CDS_0010

IMGVR_UViG_2754412310_000002|2754412310|2754414489|5570-42158 1:14515(+)

3
RM_Type_II__Type_II_MTases___Type_II_MTases_FAM_0 (CDS_0004)

5 6 7 excisionase (CDS_0008)

IMGVR_UViG_2808606826_000002|2808606826|2808653482|7997-44588 1:13474(+)

3 4 5 6 7 8 9
excisionase (CDS_0010)

11

IMGVR_UViG_2808606917_000006|2808606917|2808662274|59238-100194 1:17503(+)

3 4 5 6 7 8 9 10 11 12
excisionase (CDS_0013)

14

IMGVR_UViG_2881618687_000003|2881618687|2881618767|100512-141216 1:16204(+)

3 4 5 6 7 8 9 10 11
excisionase and transcriptional regulator (CDS_0012)

13 excisionase (CDS_0014) 18

IMGVR_UViG_2879890355_000001|2879890355|2879890355|373394-407841 1:12273(+)

ShosTA__ShosT (CDS_0003)
ShosTA__ShosA (CDS_0004)

5 6 excisionase (CDS_0007)

IMGVR_UViG_2648501169_000001|2648501169|2648506857|123473-164098 1:15887(+)

3 4 5 6 7 8 9 10 11 12

NC_055863.1 1:15691(+)

3 4 5 6 7 8

ShosTA__ShosT (CDS_0009)
ShosTA__ShosA (CDS_0010)

11 12

TemPhD_cluster_13719 36907:13752(+)

3 4 5 6 7 8 948 49

TemPhD_cluster_37306_ 34464:11926(+)

3 4 5 6
excisionase (CDS_0007)

8

IMGVR_UViG_2816332252_000003|2816332252|2816339812|107530-146214 1:16311(+)

3 4 5
Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0006)

7 8 9 10 11 12 16

TemPhD_cluster_43112 34969:15296(+)

3 4 5
Protein of unknown function (Retron_VII_2__DUF3800) (CDS_0006)

7 8 9 10 11

IMGVR_UViG_2579779144_000001|2579779144|2579860656 1:14310(+)

3 4 5 6 7 8 9 excisionase (CDS_0010)

IMGVR_UViG_3300030497_000244|3300030497|Ga0268252_1000147 1:22289(+)

3 4
RelE-like toxin (CDS_0005)

transcriptional regulator (CDS_0006)

7 8 9 10 11 12
aminotransferase (CDS_0013)

14 15 16

IMGVR_UViG_2808606838_000003|2808606838|2808654469|379599-414613 1:12401(+)

3 4 5 6 7 8

IMGVR_UViG_2877396331_000001|2877396331|2877396333|2312727-2351378 97:15903(+)

3 4 5 6 7 8

TemPhD_cluster_50745 35041:15007(+)

3 4 5 6 7 8

IMGVR_UViG_2808606867_000003|2808606867|2808657495|255090-292916 1:15293(+)

Retron_I_B__ATPase_TOPRIM_COG3593 (CDS_0003)
4 5 6 7 8 9 10 14

IMGVR_UViG_2597490133_000002|2597490133|2597521958|2950504-2991834 97:18584(+)

2 3
transposase (CDS_0004)

5 6 7 8 9 10 11 12

IMGVR_UViG_2879845171_000001|2879845171|2879845171|507478-547242 97:16059(+)

2 3 4 5 6 7 8 9

endonuclease (CDS_0010)

11

Druantia_II__DruM (CDS_0012)

13
excisionase (CDS_0014)

15

IMGVR_UViG_2814123444_000002|2814123444|2814204707|103782-148154 1:19875(+)

3 4
Druantia_II__DruM (CDS_0005)

6 7 8 9 10 11
aminotransferase (CDS_0012)

13 14 15

TemPhD_cluster_42965 35644:14447(+)

3 4 5 6
CapRel__CapRel (CDS_0007)

8 9

TemPhD_cluster_61695 34985:12212(+)

Thoeris__ThsB_Global (CDS_0003)
Thoeris_I__ThsA_new_grand (CDS_0004)

CDS_0005

IMGVR_UViG_2816332262_000007|2816332262|2816340453|97898-134967 1:11590(+)

Thoeris__ThsB_Global (CDS_0003)
Thoeris_I__ThsA_new_grand (CDS_0004)

CDS_0005 CDS_0009

IMGVR_UViG_2519103095_000001|2519103095|2519117602|1111402-1146238 1:12073(+)

CDS_0003 CDS_0004

IMGVR_UViG_2814123439_000002|2814123439|2814204363|140683-175119 1:12214(+)

3 4 5 6 7

GU911303.1 97:11383(+)

polymerase (CDS_0003)
Retron_VI__HTH (CDS_0004)

5 6 7

IMGVR_UViG_2754412386_000002|2754412386|2754419727|104419-138526 1:10000(+)

RelE-like toxin (CDS_0003)
transcriptional regulator (CDS_0004)

CDS_0005 CDS_0009

IMGVR_UViG_3300025228_000015|3300025228|Ga0209672_100236 1:17514(+)

3 4

RelE-like toxin (CDS_0005)
transcriptional regulator (CDS_0006)

O-acetyltransferase (CDS_0007)
8 9 10 11 12 13 14 15

IMGVR_UViG_2918767335_000001|2918767335|2918767338|25466-60611 1:11458(+)

3 4
RelE-like toxin (CDS_0005)

transcriptional regulator (CDS_0006)

7 8

IMGVR_UViG_2928157003_000001|2928157003|2928157003|707929-742764 1:11148(+)

3 4
RelE-like toxin (CDS_0005)

6 7

IMGVR_UViG_2648501796_000005|2648501796|2648568606|215927-252829 1:11150(+)

3 4
RelE-like toxin (CDS_0005)

transcriptional regulator (CDS_0006)

7

Pycsar__AG_cyclase (CDS_0008)

9

TemPhD_cluster_36583_ 37405:14945(+)

3 4

RelE-like toxin (CDS_0005)
transcriptional regulator (CDS_0006)

7
O-acetyltransferase (CDS_0008)

9 10 11 12

TemPhD_cluster_50513 35890:13443(+)

3 4
RelE-like toxin (CDS_0005)

transcriptional regulator (CDS_0006)

7 8 9 excisionase (CDS_0010)

IMGVR_UViG_3300045003_000152|3300045003|Ga0466954_0000357 97:10739(+)

3

DNA methyltransferase (CDS_0004)

5 6
DNA primase (CDS_0007)

12

10000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other transcription regulation

unknown function Defence


