
IMGVR_UViG_2563366975_000005|2563366975|2563400142|100009-138109: 20,813-33,390 (+)

SieB superinfection exclusion

26

transcriptional regulator (CDS_0027)

28 29

replication initiation protein (CDS_0030)

DnaC-like helicase loader (CDS_0031)
32 33 34 35 36

MokW-like host killing (CDS_0037)
NinB/ Orf homologous recombination mediator (CDS_0038)

39 40 holin (CDS_0041) 42 Rz-like spanin (CDS_0043)

IMGVR_UViG_3300029091_000081|3300029091|Ga0169192_100009|339372-377781: 21,123-33,699 (+)

replication initiation protein (CDS_0030) 34 35 36 MokW-like host killing (CDS_0037)

IMGVR_UViG_2648501321_000002|2648501321|2648520281|1-42877: 23,236-38,169 (+)

37 38 39
MokW-like host killing (CDS_0040)

41 42 46 47

IMGVR_UViG_2534682157_000018|2534682157|2534791015|2-42423: 24,686-37,716 (+)

33 primosomal protein (CDS_0034) 38 39 MokW-like host killing (CDS_0040)

IMGVR_UViG_2724679138_000002|2724679138|2724712189|177042-217164: 22,835-34,520 (+)

SieB superinfection exclusion (CDS_0028) 36 40

IMGVR_UViG_2737471853_000010|2737471853|2737500617|128-39329: 21,081-32,807 (+)

DS-14__DS-14 (CDS_0034)

IMGVR_UViG_2698536518_000007|2698536518|2698563552|101769-154371: 31,581-46,937 (+)

dGTPase__Sp_dGTPase (CDS_0042)
PDC-S32_WP_096653079.1 (CDS_0043)

44 45 46 50

IMGVR_UViG_2778261270_000006|2778261270|2778295507|112120-156751: 23,609-39,924 (+)

dGTPase__Sp_dGTPase (CDS_0037)
PDC-S32_WP_096653079.1 (CDS_0038)

39 40 41

IMGVR_UViG_2802429242_000005|2802429242|2802451208|3-36440: 21,540-31,730 (+)

primosomal protein (CDS_0030) 34 MokW-like host killing (CDS_0035)

IMGVR_UViG_3300029071_000011|3300029071|Ga0169228_10002|2-37700: 21,289-32,991 (+)

DS-14__DS-14 (CDS_0034)

IMGVR_UViG_2563366937_000007|2563366937|2563397624|26009-78251: 36,348-47,538 (+)

46
BstA abortive infection system (CDS_0047)

Mok_Hok_Sok__Hok (CDS_0048)

IMGVR_UViG_2870474514_000002|2870474514|2870474514|746322-793608: 30,907-42,570 (+)

39 40 41

TemPhD_cluster_48159: 29,648-42,905 (+)

38 39 40
NinB/ Orf homologous recombination mediator (CDS_0041)

47

IMGVR_UViG_2534682060_000018|2534682060|2534781202|50735-92148: 23,220-36,706 (+)

36
Gao_Iet__IetA (CDS_0037)

Gao_Iet__IetS (CDS_0038)

IMGVR_UViG_3300029084_000055|3300029084|Ga0169222_10044|3-41610: 24,406-36,900 (+)

36
Gao_Iet__IetA (CDS_0037)

Gao_Iet__IetS (CDS_0038)

TemPhD_cluster_46826: 34,510-47,012 (+)

46
Gao_Iet__IetA (CDS_0047)

Gao_Iet__IetS (CDS_0048)
49

IMGVR_UViG_2541047899_000007|2541047899|2541177409|14948-54295: 22,138-34,640 (+)

36
Gao_Iet__IetA (CDS_0037)

Gao_Iet__IetS (CDS_0038)

IMGVR_UViG_2778261182_000008|2778261182|2778288700|40-38787: 19,855-32,347 (+)

31
Gao_Iet__IetA (CDS_0032)

Gao_Iet__IetS (CDS_0033) 37 38

IMGVR_UViG_2663763477_000009|2663763477|2663863434|3-42755: 21,918-37,540 (+)

primosomal protein (CDS_0031)
DS-33__DS-33 (CDS_0034)

35 36 NinB/ Orf homologous recombination mediator (CDS_0037)

IMGVR_UViG_2660238654_000011|2660238654|2660329741|3-39184: 21,052-36,072 (+)

DS-33__DS-33 (CDS_0033) 34 35 NinB/ Orf homologous recombination mediator (CDS_0036)

IMGVR_UViG_2859816477_000007|2859816477|2859816477|3929982-3978450: 30,340-43,764 (+)

DS-33__DS-33 (CDS_0040) 41 42

IMGVR_UViG_2802429222_000001|2802429222|2802449625: 21,075-34,500 (+)

DS-33__DS-33 (CDS_0033) 34 35

IMGVR_UViG_2778261644_000010|2778261644|2778332745|47629-84826: 17,932-32,490 (+)

32 33 34

IMGVR_UViG_2718217867_000003|2718217867|2718228109|2570212-2618568: 30,271-41,959 (+)

41 42

TemPhD_cluster_46762: 34,274-47,450 (+)

MTase_II_00164 Type (CDS_0043) 44 Mok_Hok_Sok__Hok (CDS_0045)

IMGVR_UViG_2563366819_000005|2563366819|2563391609|61339-102218: 22,984-37,767 (+)

MTase_II_00164 Type (CDS_0036) 37
Mok_Hok_Sok__Hok (CDS_0038)

NinB/ Orf homologous recombination mediator (CDS_0039)

IMGVR_UViG_2711768030_000005|2711768030|2711776386|556410-604421: 31,467-43,304 (+)

37 38
MTase_II_00164 Type (CDS_0040)

41 Mok_Hok_Sok__Hok (CDS_0042)

TemPhD_cluster_46671: 35,776-48,083 (+)

capH (CDS_0039)
40 MTase_II_00164 Type (CDS_0046) 47

Mok_Hok_Sok__Hok (CDS_0048)
49

IMGVR_UViG_2909267149_000003|2909267149|2909267149|2611576-2659326: 29,703-43,043 (+)

40 41 42
BstA abortive infection system (CDS_0043)

44 49 50 51

IMGVR_UViG_2703718817_000006|2703718817|2703740975|2-40002: 22,561-35,293 (+)

34 36
BstA abortive infection system (CDS_0037)

BstA abortive infection system (CDS_0038)

39

IMGVR_UViG_2778261575_000002|2778261575|2778324896|2-35875: 20,783-31,166 (+)

28 transcriptional repressor (CDS_0029) 35 MokW-like host killing (CDS_0036)

uvig_319384: 18,039-29,031 (+)

29 MokW-like host killing (CDS_0030)

TemPhD_cluster_46680: 36,241-48,092 (+)

45 46 47

IMGVR_UViG_2778261246_000001|2778261246|2778293926: 19,845-31,144 (+)

31 32 36

IMGVR_UViG_638341087_000015|638341087|638358732|130679-181801: 33,329-46,412 (+)

44 45 46

DS-21__DS-21C (CDS_0047)

48
DS-21__DS-21A (CDS_0049)

MokW-like host killing (CDS_0050)

IMGVR_UViG_2802429226_000010|2802429226|2802449952|3-38297: 21,390-33,587 (+)

34 35 3637 38 39 40 41 MokW-like host killing (CDS_0042)

IMGVR_UViG_2627854066_000010|2627854066|2627912723|3-42467: 25,355-37,757 (+)

45 46 47

IMGVR_UViG_2548876856_000014|2548876856|2548983556|138573-178246: 21,286-34,966 (+)

34
Gao_Iet__IetA (CDS_0035)

Gao_Iet__IetS (CDS_0036)

IMGVR_UViG_2654588006_000004|2654588006|2654629192|2649275-2697966: 30,377-42,297 (+)

DS-14__DS-14 (CDS_0040)

IMGVR_UViG_2563366843_000009|2563366843|2563393239|101429-146909: 26,015-40,773 (+)

37
MTase_II_00112 Type (CDS_0038)

39 RM_Type_II__Type_II_REase06 (CDS_0040)

TemPhD_cluster_47061: 32,960-45,550 (+)

44 45

IMGVR_UViG_2802429233_000001|2802429233|2802450627|2-44466: 27,166-39,757 (+)

37

uvig_116804: 18,167-30,913 (+)

28 29

IMGVR_UViG_2541047870_000003|2541047870|2541176064|119833-160528: 23,152-35,988 (+)

37 38 39 MokW-like host killing (CDS_0040)

IMGVR_UViG_2663763256_000004|2663763256|2663837345|601731-641219: 20,648-34,781 (+)

34 35 36
MokW-like host killing (CDS_0037)

38 39

IMGVR_UViG_2778261252_000011|2778261252|2778294605|18910-61301: 25,516-37,675 (+)

37
BstA abortive infection system (CDS_0038)

39

IMGVR_UViG_2563366985_000002|2563366985|2563400620|150596-193443: 23,518-38,137 (+)

HEC-06 (CDS_0037) 38 39 40 41 47

IMGVR_UViG_2778261667_000008|2778261667|2778334479|2-44056: 24,342-37,657 (+)

Menshen__NsnA (CDS_0036)
Menshen__NsnB (CDS_0037)

Menshen__NsnC_2507451963 (CDS_0038)

MokW-like host killing (CDS_0039)

IMGVR_UViG_2563366844_000004|2563366844|2563393263|34889-82942: 31,121-43,346 (+)

41
Gao_Iet__IetA (CDS_0042)

43

transposase (CDS_0044)

Gao_Iet__IetS (CDS_0045)

IMGVR_UViG_2563366991_000003|2563366991|2563400864|137193-182873: 29,036-40,973 (+)

40
Gao_Iet__IetA (CDS_0041)

42

transposase (CDS_0043)

Gao_Iet__IetS (CDS_0044)

ivig_4252: 19,237-30,397 (+)

28
Gao_Iet__IetA (CDS_0029)

Gao_Iet__IetS (CDS_0030)

IMGVR_UViG_2617271085_000018|2617271085|2617335794|34509-72758: 22,380-33,541 (+)

36

Gao_Iet__IetA (CDS_0037)
Gao_Iet__IetS (CDS_0038)

39

IMGVR_UViG_2740892441_000002|2740892441|2740985025|432649-479617: 31,104-43,856 (+)

primosomal protein (CDS_0041) 45
Gao_Iet__IetA (CDS_0046)

Gao_Iet__IetS (CDS_0047)

NinB/ Orf homologous recombination mediator (CDS_0048)

49

IMGVR_UViG_2541047878_000004|2541047878|2541176338|416908-468681: 35,309-47,066 (+)

46
exonuclease (CDS_0047)

48 49

uvig_402781: 23,258-35,020 (+)

32 33
Doc-like toxin (CDS_0034)

35

IMGVR_UViG_2541047955_000003|2541047955|2541180056|383285-420139: 20,390-33,742 (+)

33
exonuclease (CDS_0034)

35 36 anti-termination protein Q-like (CDS_0039)

IMGVR_UViG_2585427962_000003|2585427962|2585482930|3512160-3563930: 37,274-47,063 (+)

43 47 48 49 50

IMGVR_UViG_2565956719_000011|2565956719|2565986371|104671-142063: 21,583-32,685 (+)

34

MokW-like host killing (CDS_0035)
exonuclease (CDS_0036)

37 38

IMGVR_UViG_2778261176_000017|2778261176|2778288127|18093-62001: 25,369-39,195 (+)

replication initiation protein (CDS_0032)
DruM2_00008 DNA (CDS_0036)

RM_Type_II__Type_II_REase06 (CDS_0037) 38

IMGVR_UViG_3300039370_000009|3300039370|Ga0169847_0062: 34,713-45,786 (+)

40 43
BstA abortive infection system (CDS_0044)

45 49 50
holin/anti-holin (CDS_0051)

endolysin (CDS_0052)

IMGVR_UViG_2740892042_000002|2740892042|2740906170|800447-849308: 32,022-44,165 (+)

43
BstA abortive infection system (CDS_0044)

45

IMGVR_UViG_2897346870_000004|2897346870|2897346870|3030334-3079241: 31,606-44,200 (+)

VCA0410 (CDS_0042)
43 44

IMGVR_UViG_2671180676_000008|2671180676|2671261521|36036-85385: 30,782-44,642 (+)

40 41 42
ThsA1_00003 STALD (CDS_0043)

44 49

IMGVR_UViG_2579778674_000010|2579778674|2579798560|1-40652: 22,083-35,944 (+)

36 37 38
ThsA1_00003 STALD (CDS_0039)

40

IMGVR_UViG_2861038214_000003|2861038214|2861038214|2551661-2598862: 30,147-42,494 (+)

MTase_II_00164 Type (CDS_0038) 39 Mok_Hok_Sok__Hok (CDS_0040)

IMGVR_UViG_2563366989_000006|2563366989|2563400763|199039-244632: 29,072-40,886 (+)

38

IMGVR_UViG_2529293140_000003|2529293140|2529404547|40766-82304: 23,879-36,830 (+)

36
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0037)

38 39 40 Mok_Hok_Sok__Hok (CDS_0041)

IMGVR_UViG_2802429238_000002|2802429238|2802451008|69276-115604: 30,004-41,624 (+)

41

IMGVR_UViG_2579778797_000016|2579778797|2579817008|117509-154143: 19,774-31,927 (+)

MTase_II_00164 Type (CDS_0031) 32 Mok_Hok_Sok__Hok (CDS_0033)

IMGVR_UViG_2663763159_000002|2663763159|2663823091: 20,612-32,561 (+)

33
BstA abortive infection system (CDS_0034)

35

IMGVR_UViG_2802429229_000003|2802429229|2802450191|1-41511: 23,040-36,803 (+)

37 MokW-like host killing (CDS_0038)
anti-termination protein Q-like (CDS_0041)

IMGVR_UViG_648276664_000006|648276664|648289820: 24,645-36,460 (+)

38
transposase (CDS_0039)

BstA abortive infection system (CDS_0040)

41

IMGVR_UViG_2778261637_000007|2778261637|2778331587|18044-55255: 21,888-32,504 (+)

35
BstA abortive infection system (CDS_0036)

37

IMGVR_UViG_2563366874_000012|2563366874|2563394607|115610-166409: 34,140-42,335 (+)

46
BstA abortive infection system (CDS_0047)

48

IMGVR_UViG_2695420814_000010|2695420814|2695483868|2-50943: 27,089-42,793 (+)

34 35
replication initiation protein (CDS_0036)

39 40
MokW-like host killing (CDS_0041)

42 43 44

DnaC-like helicase loader (CDS_0045)

DS-33__DS-33 (CDS_0048) 49 50

IMGVR_UViG_2695420426_000011|2695420426|2695430924|2-43516: 25,355-38,810 (+)

DS-33__DS-33 (CDS_0040) 41 42

IMGVR_UViG_2734482782_000003|2734482782|2734685589|84921-137760: 30,272-48,124 (+)

Kil protein for bacterial septation inhibition (CDS_0032)

37
replication initiation protein (CDS_0038)

40 41 42 43
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NF033135.1) (CDS_0044)

45

IMGVR_UViG_2778261392_000001|2778261392|2778306913|60120-112997: 30,313-48,170 (+)

transcriptional regulator (CDS_0035)
transcriptional repressor (CDS_0036)

40 41 42 43
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NF033135.1) (CDS_0044)

45

IMGVR_UViG_2534682163_000016|2534682163|2534791280|297568-339778: 20,280-37,503 (+)

33 34 35 36 37

IMGVR_UViG_2802429228_000003|2802429228|2802450119|1-39511: 22,210-34,803 (+)

29 30 Old (CDS_0034) MokW-like host killing (CDS_0035)

7000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function

defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus) tRNA


