
IMGVR_UViG_3300045988_106946|3300045988|Ga0495776_136191: 24,184-33,842 (+)

30

endolysin (CDS_0031)

32 33
34

35
36

37
38

39 40

41

42
43

44 45

46
47

48

IMGVR_UViG_3300045988_103102|3300045988|Ga0495776_015235: 24,186-33,619 (+)

38
39

40 41 42

IMGVR_UViG_3300023545_000127|3300023545|Ga0257041_100503: 24,186-34,399 (+)

38
39

40

transposase (CDS_0041)

42 DNA binding protein (CDS_0043)

MGV-GENOME-0300199: 23,972-33,801 (+)

38
39

40 41

tRNA-Leu(AAG)

42
43

ivig_3764: 24,186-35,271 (+)

38
39

40

transposase (CDS_0041)

42 DNA binding protein (CDS_0043)

IMGVR_UViG_3300029341_000006|3300029341|Ga0243736_1000578: 24,165-33,875 (+)

38
39

40

transposase (CDS_0041)

42 DNA binding protein (CDS_0043)

IMGVR_UViG_3300045988_098071|3300045988|Ga0495776_136297: 24,184-33,926 (+)

38
39

40 41
42

43

SRS050752_a1_ct25445: 24,186-34,038 (+)

38
39

40

transposase (CDS_0041)

42 DNA binding protein (CDS_0043)

IMGVR_UViG_2788500106_000005|2788500106|2788535481|25929-71902: 24,186-33,144 (+)

38
39

40 transposase (CDS_0041)

IMGVR_UViG_2833096052_000001|2833096052|2833096052|284877-332369: 24,182-34,624 (+)

transposase (CDS_0035)

39
40

41 transposase (CDS_0042)

IMGVR_UViG_3300029682_000173|3300029682|Ga0242767_100071|82604-127586: 24,186-32,054 (+)

38
39

40

IMGVR_UViG_3300029328_000247|3300029328|Ga0242837_100209|24463-69800: 24,186-32,774 (+)

38
39

40 41
DNA binding protein (CDS_0042)

IMGVR_UViG_640963022_000001|640963022|640964287|8958-54192: 24,185-32,817 (+)

38
39

40

DNA binding protein (CDS_0041)

47

IMGVR_UViG_3300045988_095190|3300045988|Ga0495776_185708: 24,186-34,201 (+)

38
39

40 41 42
43

44

IMGVR_UViG_3300023718_000210|3300023718|Ga0257036_10109|22353-70987: 24,185-35,627 (+)

38
39

40

transposase (CDS_0041)

42 43

MGV-GENOME-0304237: 24,186-34,054 (+)

38
39

40 41 42 43

IMGVR_UViG_3300045988_129103|3300045988|Ga0495776_176836: 26,784-40,003 (+)

40
41

42 43 44 45
HNH endonuclease (CDS_0046)

47 48

MGV-GENOME-0297642: 23,859-33,616 (+)

30 33 38
39

40

transposase (CDS_0041)

42

MGV-GENOME-0313954: 24,187-33,719 (+)

38

39
40

41 42 43

MGV-GENOME-0299803: 24,187-33,682 (+)

38
39

40 41 42

IMGVR_UViG_3300014535_000128|3300014535|Ga0169873_100225|25119-73490: 24,188-35,622 (+)

38
39

40

transposase (CDS_0041)

42 43

MGV-GENOME-0311087: 23,512-33,195 (+)

38

39
40

41 42 43
44

MGV-GENOME-0264283: 24,186-33,506 (+)

38

39
40

41

transposase (CDS_0042)

43

uvig_37113: 23,512-33,435 (+)

38

39
40

41

transposase (CDS_0042)

43 DNA binding protein (CDS_0044)

MGV-GENOME-0329303: 24,187-34,682 (+)

38

39
40

41

transposase (CDS_0042)

43 44

MGV-GENOME-0302173: 24,185-34,277 (+)

38

39
40

41 42 43 44

IMGVR_UViG_3300029789_000098|3300029789|Ga0243734_1000430: 24,166-35,038 (+)

38

39
40

41 42 43 44

MGV-GENOME-0303566: 24,185-34,704 (+)

38

39
40

41 42 43 44
45

IMGVR_UViG_3300029712_000122|3300029712|Ga0245206_100926: 24,186-34,377 (+)

38

39
40

41 42 43
44

45

MGV-GENOME-0301476: 24,185-34,046 (+)

38

39
40

41 42 43
44

45

MGV-GENOME-0318961: 24,185-31,562 (+)

38
39

40

MGV-GENOME-0298620: 23,512-31,270 (+)

38
39

4041

IMGVR_UViG_3300029389_000005|3300029389|Ga0243995_1000297: 24,188-37,847 (+)

38

39
40

41

transposase (CDS_0042)

43 44 45 DNA binding protein (CDS_0046)

MGV-GENOME-0302646: 24,178-33,611 (+)

37

38
39

40 41

IMGVR_UViG_3300029428_000008|3300029428|Ga0242788_100671: 24,187-36,301 (+)

38

39
40

41 42

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0043)
transposase (CDS_0044)

45
46

47
48

IMGVR_UViG_3300029392_000005|3300029392|Ga0243989_1000457: 24,188-39,571 (+)

38
39

40

transposase (CDS_0041)

42 43 44
endolysin (CDS_0045)

46 DNA binding protein (CDS_0047)

IMGVR_UViG_3300030029_000071|3300030029|Ga0245284_1000516: 24,186-36,559 (+)

38
39

40 41 42
nuclease (CDS_0043)

44 45 4647

IMGVR_UViG_3300030029_000317|3300030029|Ga0245284_1000516|2224-47711: 24,186-33,517 (+)

38
39

40 transposase (CDS_0041)

IMGVR_UViG_3300045988_112630|3300045988|Ga0495776_054177: 24,183-33,794 (+)

38
39

40 41 replication initiation protein (CDS_0046)

MGV-GENOME-0283459: 24,178-31,828 (+)

37
38

39

uvig_177295: 24,149-35,225 (+)

38
39

40

transposase (CDS_0041)

42

RegX3 (VF0858) (CDS_0043)

44 45 DNA binding protein (CDS_0046)

IMGVR_UViG_3300045988_109937|3300045988|Ga0495776_117580: 24,159-33,604 (+)

39
40

41
42 43 44

MGV-GENOME-0297519: 24,036-33,084 (+)

37
38

39

transposase (CDS_0040)

4142

MGV-GENOME-0316099: 24,184-33,606 (+)

38

39
40

41 42 43 4647

uvig_276761: 24,188-41,430 (+)

38

39
40

41

transposase (CDS_0042)

43 44 45 46 47 48 49 50

IMGVR_UViG_3300006502_000011|3300006502|Ga0100528_100553: 25,627-36,198 (+)

transposase (CDS_0035)
36 37 41

42
43

transposase (CDS_0044)

DNA binding protein (CDS_0045)

uvig_154429: 24,178-45,778 (+)

37

38
39

40

transposase (CDS_0041)

42 43
44

45 46 47 48 49 50 51 52 DNA binding protein (CDS_0053)

uvig_67838: 24,183-49,053 (+)

38
39

40

transposase (CDS_0041)

42 43 44 45 46 47 48
49

50

dCMP deaminase (CDS_0051)

52 53 54
retron_type_VI_hth_cluster2_1 (CDS_0055)

DNA binding protein (CDS_0056)

uvig_149501: 24,187-48,346 (+)

38

39
40

41

transposase (CDS_0042)

43 44 45 46 47 48 49 50
51

52 53 54 55
mads_8 (CDS_0056)

57 58 DNA binding protein (CDS_0059)

IMGVR_UViG_3300045988_123535|3300045988|Ga0495776_148153: 24,162-33,447 (+)

38
39

4041

42
43

44
45

uvig_281920: 24,186-54,942 (+)

38

39
40

41

transposase (CDS_0042)

43 44 45 46
DNA polymerase (CDS_0047)

48 49 50 51 52 53 54 55 56
DIP1621 (VF0603) (CDS_0057)

58 59

uvig_36376: 24,188-52,222 (+)

38

39
40

41

transposase (CDS_0042)

43 44 45

retron_type_V_csd_cluster85_1 (CDS_0046)

47
ATPase (CDS_0048)

49 50 51 52 53
54

55 56 57 58

co-chaperonin GroES (CDS_0059)
chaperonin groEL (CDS_0060)

DNA binding protein (CDS_0061)

uvig_199661: 24,185-47,230 (+)

38
39

40 41

ABC transporter (VF0818) (CDS_0042)

4344 45 46 47
PanC/PanD (VF0319) (CDS_0048)

49 50 51 52 53 54 DNA binding protein (CDS_0055)

MGV-GENOME-0285084: 24,090-32,272 (+)

38
39

40
41

42

IMGVR_UViG_3300045988_090307|3300045988|Ga0495776_157780: 24,090-31,630 (+)

3839

uvig_313766: 24,186-62,957 (+)

38

39
40

41

transposase (CDS_0042)

43
44

45 46
ATPase (CDS_0047)

48

DNA polymerase (CDS_0049)

50 51

ABC transporter (VF0818) (CDS_0052)

ABC transporter (VF0818) (CDS_0053)
54 55 56 57 58

Holliday junction resolvase (CDS_0059)

60 61 62 63 64 65 66 67 68 69 70
DNA binding protein (CDS_0071)

IMGVR_UViG_3300045988_119121|3300045988|Ga0495776_148150: 24,090-34,991 (+)

38
39

40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)
43

44
45

47

MGV-GENOME-4423600: 24,094-34,833 (+)

38 39 40

retron_type_VI_hth_cluster2_1 (CDS_0041)
42

43
44

MGV-GENOME-0314785: 24,091-34,336 (+)

37 38 39

retron_type_VI_hth_cluster2_1 (CDS_0040)
41

42
43

IMGVR_UViG_3300029467_000049|3300029467|Ga0244104_100538: 24,090-35,555 (+)

38
39

40

ABC transporter (CDS_0041)

42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
46

47

IMGVR_UViG_3300045988_106940|3300045988|Ga0495776_158978: 24,090-35,340 (+)

38
39

40 41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)
44

45
46

IMGVR_UViG_3300045988_112963|3300045988|Ga0495776_097380: 24,091-35,106 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)
43

44
45

MGV-GENOME-0316670: 22,374-32,714 (+)

34 35

retron_type_VI_hth_cluster2_1 (CDS_0036)
37

38
39

uvig_147363: 24,091-38,767 (+)

37
38

39 40 41
mads_8 (CDS_0042)

43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)
46

47
48

uvig_471855: 24,095-38,593 (+)

38

39
40

41

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0042)

VirR/VirS (VF0791) (CDS_0043)

ABC transporter (CDS_0044)
integrase (CDS_0045)

46

retron_type_VI_hth_cluster2_1 (CDS_0047)

48
49

50

uvig_436752: 22,374-40,846 (+)

34
35 36 37 38 39 40 41

AbiEi_WP_047105540.1 AbiEi (CDS_0042)

ABC transporter (CDS_0043)
integrase (CDS_0044)

45

retron_type_VI_hth_cluster2_1 (CDS_0046)

47

transcriptional regulator (CDS_0048)

49

MGV-GENOME-0306387: 24,094-35,436 (+)

35 37
38

39
40

41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)
44

45
46

MGV-GENOME-0311365: 24,091-35,065 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)
43

44
45

IMGVR_UViG_3300045988_103404|3300045988|Ga0495776_154952: 24,094-35,570 (+)

37
38

39
40

41 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)
45

46
47

MGV-GENOME-0306680: 24,094-35,528 (+)

37
38

39
40

41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)
44

45
46

IMGVR_UViG_3300029579_000005|3300029579|Ga0244893_100522: 24,091-35,324 (+)

37
38

39
40

41 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)
45

46
47

MGV-GENOME-0305267: 24,093-35,571 (+)

37
38

3940 41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)
44

45
46

uvig_327690: 24,092-37,132 (+)

37
38

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0039)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0040)

HitABC (VF0268) (CDS_0041)

42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
46

47

uvig_285166: 24,091-43,069 (+)

37
38

3940 41 42
43

44

excisionase (CDS_0045)
RegX3 (VF0858) (CDS_0046)

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0047)

HitABC (VF0268) (CDS_0048)
49 50

retron_type_VI_hth_cluster2_1 (CDS_0051)

52
53

54

IMGVR_UViG_3300045988_100439|3300045988|Ga0495776_098442: 24,097-32,563 (+)

37
38

39
40

41 42

MGV-GENOME-0291100: 24,192-31,673 (+)

37
38

3940

MGV-GENOME-0323083: 24,091-31,186 (+)

37
38

IMGVR_UViG_3300045988_115577|3300045988|Ga0495776_116991: 24,188-35,651 (+)

38

39
40

41
42

43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46
47

48

MGV-GENOME-0304212: 24,096-35,255 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)
43

44
45

MGV-GENOME-0307197: 24,191-35,683 (+)

38
39

4041 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)
45

46
47

IMGVR_UViG_2847165122_000001|2847165122|2847165154: 24,186-36,465 (+)

37

38
39

40 41

integrase (CDS_0042)

43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
46

47

MGV-GENOME-0307926: 24,191-36,178 (+)

38
39

40 41 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
capH (CDS_0046)

47

IMGVR_UViG_3300045988_120899|3300045988|Ga0495776_165804: 24,191-35,425 (+)

38
39

40 41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

MGV-GENOME-0320221: 24,191-35,189 (+)

38
39

40
41

42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
capH (CDS_0046)

47

MGV-GENOME-0307242: 24,191-33,934 (+)

38
39

40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300045988_124006|3300045988|Ga0495776_149005: 24,182-34,800 (+)

38
39

40 41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

uvig_59720: 24,191-41,261 (+)

38
39

40 41
excisionase (CDS_0042)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0043)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0044)

HitABC (VF0268) (CDS_0045)

46 47

retron_type_VI_hth_cluster2_1 (CDS_0048)

49
capH (CDS_0050)

51

MGV-GENOME-0305627: 24,185-35,567 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300039357_000280|3300039357|Ga0169236_00017|98642-146378: 24,185-34,876 (+)

37
38

39 40

retron_type_VI_hth_cluster2_1 (CDS_0041)

42
capH (CDS_0043)

44

uvig_113338: 24,185-42,399 (+)

37
38

39

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0040)

41 42 43

HitABC (VF0268) (CDS_0044)

45 46

retron_type_VI_hth_cluster2_1 (CDS_0047)

48
capH (CDS_0049)

50

uvig_587710: 23,857-34,276 (+)

35 36 37 38

retron_type_VI_hth_cluster2_1 (CDS_0039)

40
capH (CDS_0041)

42

IMGVR_UViG_3300045988_115594|3300045988|Ga0495776_161674: 24,182-34,810 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300045988_126411|3300045988|Ga0495776_185078: 24,192-35,130 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300045988_130270|3300045988|Ga0495776_116788: 24,177-35,016 (+)

36
37

38
39

40 41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

uvig_202459: 24,171-38,252 (+)

36
37

38 39 40 41

HitABC (VF0268) (CDS_0042)

43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46
capH (CDS_0047)

48

MGV-GENOME-0293900: 22,347-30,443 (+)

32
34

35
36

retron_type_VI_hth_cluster2_1 (CDS_0037)

38

capH (CDS_0039)

40

MGV-GENOME-0304054: 24,090-34,993 (+)

36 38
39

40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300045988_108276|3300045988|Ga0495776_096812: 24,090-34,911 (+)

38
39

40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

MGV-GENOME-0313669: 24,090-36,848 (+)

38
39

40 41 42 43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46
capH (CDS_0047)

48

MGV-GENOME-0302873: 23,763-34,746 (+)

33 38
39

40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300029558_000011|3300029558|Ga0245036_100462: 24,091-35,046 (+)

38

39
40

41 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
capH (CDS_0046)

47

uvig_570310: 24,100-35,200 (+)

38
39

40
41

42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
capH (CDS_0046)

47

MGV-GENOME-0306988: 24,090-35,437 (+)

38
39

40
41

42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
capH (CDS_0046)

47

uvig_325261: 24,095-38,163 (+)

37
38

39
40

41
42

43 44 45

retron_type_VI_hth_cluster2_1 (CDS_0046)

47
capH (CDS_0048)

49

MGV-GENOME-0312647: 24,095-34,552 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300029815_000023|3300029815|Ga0244882_1000709: 24,098-35,054 (+)

37
38

39
40

41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

MGV-GENOME-0304227: 24,091-34,695 (+)

37
38

39
40

41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

uvig_224763: 24,097-38,011 (+)

38
39

4041 42 43 44

ABC transporter (CDS_0045)

46 47

retron_type_VI_hth_cluster2_1 (CDS_0048)

49
capH (CDS_0050)

51

MGV-GENOME-0303071: 23,662-34,681 (+)

37
38

39 40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
capH (CDS_0044)

45

IMGVR_UViG_3300029131_000227|3300029131|Ga0168790_100009|270318-314316: 23,662-31,254 (+)

37
capH (CDS_0038)

39

MGV-GENOME-0324875: 24,187-37,985 (+)

38 39 40 41

Siderophore-dependent iron uptake system (VF0738) (CDS_0042)

43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46
capH (CDS_0047)

48

IMGVR_UViG_3300045988_111413|3300045988|Ga0495776_134181: 24,180-35,939 (+)

37
38

39
40

41 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)

45
capH (CDS_0046)

47

IMGVR_UViG_3300029791_000480|3300029791|Ga0243849_1000304|39828-88290: 23,763-34,630 (+)

endolysin (CDS_0031)
36

37
38 39 40

retron_type_VI_hth_cluster2_1 (CDS_0041)

42
capH (CDS_0043)

44

IMGVR_UViG_3300029443_000453|3300029443|Ga0243848_1000018|3761-51611: 23,763-34,018 (+)

36 37 38

retron_type_VI_hth_cluster2_1 (CDS_0039)

40
capH (CDS_0041)

42

uvig_359696: 23,766-38,058 (+)

36

37
38

39 40 41
42

43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46
capH (CDS_0047)

48

MGV-GENOME-0304143: 23,769-34,449 (+)

35
36

37 38 39

retron_type_VI_hth_cluster2_1 (CDS_0040)

41
capH (CDS_0042)

43

uvig_594364: 23,768-34,337 (+)

33 34 38
39

40 41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

uvig_336760: 24,095-42,622 (+)

38
39

40
41

42 43 44 45 46 47 48

MntABC (VF0455) (CDS_0049)

50 51

retron_type_VI_hth_cluster2_1 (CDS_0052)

53
capH (CDS_0054)

55

IMGVR_UViG_3300045988_080443|3300045988|Ga0495776_138050: 22,652-32,821 (+)

RT_III-AM_III-B_2 (CDS_0029)

34 35 36

retron_type_VI_hth_cluster2_1 (CDS_0037)

38
capH (CDS_0039)

40

MGV-GENOME-0313535: 22,656-32,602 (+)

34 35

retron_type_VI_hth_cluster2_1 (CDS_0036)

37
capH (CDS_0038)

39

uvig_234019: 22,656-38,695 (+)

PDC-S23_WP_205131397.1 (CDS_0034)
3536 37 38 39

HitABC (VF0268) (CDS_0040)

41 42

retron_type_VI_hth_cluster2_1 (CDS_0043)

44
capH (CDS_0045)

46

MGV-GENOME-0301494: 22,661-32,869 (+)

34 35 36

retron_type_VI_hth_cluster2_1 (CDS_0037)
38

39
40

IMGVR_UViG_3300029725_000186|3300029725|Ga0245208_100097|73044-123841: 24,171-37,521 (+)

36
37

38 39 40 41

excisionase (CDS_0042)

integrase (CDS_0043)
capH (CDS_0044)

45

MGV-GENOME-0305203: 24,275-35,382 (+)

3738
39

40 41

retron_type_VI_hth_cluster2_1 (CDS_0042)

43
44

transcriptional repressor (CDS_0045)

46

uvig_449556: 24,095-34,705 (+)

36
37

38

integrase (CDS_0039)

40

retron_type_VI_hth_cluster2_1 (CDS_0041)

42
43

transcriptional repressor (CDS_0044)

45

ivig_1662: 24,186-42,647 (+)

37
38

39

ABC transporter (VF0818) (CDS_0040)
ABC transporter (VF0818) (CDS_0041)

42

43
44

45 46

ABC transporter (CDS_0047)
integrase (CDS_0048)

49

retron_type_VI_hth_cluster2_1 (CDS_0050)

51
52

53

uvig_226600: 22,654-37,527 (+)

36
37

3839 40 41 42 43

retron_type_VI_hth_cluster2_1 (CDS_0044)
45

46
47

MGV-GENOME-0311190: 22,654-31,663 (+)

36

retron_type_VI_hth_cluster2_1 (CDS_0037)
38

39
40

uvig_595127: 22,049-30,971 (+)

32
33

34
35

42

uvig_367455: 23,855-62,075 (+)

35
36

minor tail protein (CDS_0037)

38

virion structural protein (CDS_0039)

40 41
head closure (CDS_0042)

tail assembly chaperone (CDS_0043)

44

baseplate hub (CDS_0045)

46
47

48
49

50

baseplate protein (CDS_0051)

52 53

54
55

56

endolysin (CDS_0057)

58

Siderophore-dependent iron uptake system (VF0738) (CDS_0059)

60 61

ABC transporter (VF0818) (CDS_0062)
ABC transporter (VF0818) (CDS_0063)

64
kinase (CDS_0065)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0066)

67

Siderophore-dependent iron uptake system (VF0738) (CDS_0068)

69 70

retron_type_VI_hth_cluster2_1 (CDS_0071)

72
capH (CDS_0073)

74

10000 nt

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

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA pseudogene


