
uvig_191666: 35,712-42,508 (+)

49
integrase (CDS_0050)

51 integrase (CDS_0052) 53
capH (CDS_0054)

Retron_VI__HTH (CDS_0055)

56 57 58 59

MGV-GENOME-0336172: 36,001-41,968 (+)

50 51 52 53

IMGVR_UViG_3300023489_000227|3300023489|Ga0257030_100114|26742-90839: 1-5,912 (+)

1 2 3 4

uvig_33322: 15,769-29,124 (+)

20
phosphofructokinase (CDS_0021)

22 23 24 25 26 28 33 34 35

MGV-GENOME-0337566: 37,364-44,203 (+)

59 60
61

transcriptional regulator (CDS_0063)

65 endonuclease (CDS_0066) 67

MGV-GENOME-0283714: 21,677-28,555 (+)

Retron_VI__HTH (CDS_0024) 29 30 31

IMGVR_UViG_3300045988_070220|3300045988|Ga0495776_176878: 39,624-46,269 (+)

60 61 62 66

MGV-GENOME-0322444: 25,103-31,748 (+)

tail fiber protein 34 35 36

IMGVR_UViG_3300029472_000192|3300029472|Ga0244197_100019|166472-225403: 36,997-43,639 (+)

51 56 57 58

IMGVR_UViG_3300029120_000004|3300029120|Ga0168814_100108: 31,528-37,506 (+)

45 46 47

MGV-GENOME-0327299: 30,868-36,580 (+)

41 42 43

uvig_338873: 36,628-42,606 (+)

52 53 57

MGV-GENOME-0315177: 22,323-30,362 (+)

baseplate protein (CDS_0025)
virion structural protein (CDS_0026)

32 33 34

MGV-GENOME-0329476: 32,749-39,321 (+)

50 51

MGV-GENOME-0298453: 18,684-25,247 (+)

28 29 30

MGV-GENOME-0298018: 20,659-27,184 (+)

29 30 31

SAMN06164644_a1_ct46847_vs1: 42,527-49,069 (+)

61 62 63

uvig_114684: 20,695-27,267 (+)

29 30
31

SAMN09781791_a1_ct20013: 37,104-43,650 (+)

51 52 53

MGV-GENOME-0328375: 37,929-44,477 (+)

55 56 57

MGV-GENOME-0312925: 30,091-36,486 (+)

38

IMGVR_UViG_3300045988_100852|3300045988|Ga0495776_163682: 7,234-13,396 (+)

13 14

IMGVR_UViG_3300045988_097201|3300045988|Ga0495776_074100: 36,735-43,230 (+)

55 56 57

IMGVR_UViG_3300029387_000302|3300029387|Ga0243994_100076|2-58995: 1,576-8,390 (+)

9 10 11 12

MGV-GENOME-0307324: 28,052-34,690 (+)

37 3839 40

MGV-GENOME-0306993: 27,710-34,356 (+)

36 37 38 39

IMGVR_UViG_3300045988_061126|3300045988|Ga0495776_163811: 37,650-43,671 (+)

58 transcriptional regulator (CDS_0060) 65

uvig_228817: 50,684-54,101 (+)

65

uvig_59258: 45,226-48,660 (+)

61

IMGVR_UViG_3300045988_101184|3300045988|Ga0495776_160309: 4,175-7,728 (+)

Retron_VI__HTH (CDS_0005) 11

uvig_598821: 38,336-42,348 (+)

Retron_VI__HTH (CDS_0051) 58

IMGVR_UViG_3300045988_083876|3300045988|Ga0495776_036077: 38,288-41,764 (+)

Retron_VI__HTH (CDS_0051)

MGV-GENOME-0321469: 33,176-36,697 (+)

39

Ma_2019_SRR341699_NODE_201_length_70040_cov_4.581682: 48,384-52,027 (+)

Retron_VI__HTH (CDS_0059)

uvig_258473: 40,355-44,376 (+)

Retron_VI__HTH (CDS_0053)
54 55

IMGVR_UViG_3300045988_099513|3300045988|Ga0495776_169225: 39,020-42,500 (+)

Retron_VI__HTH (CDS_0053)

MGV-GENOME-0324779: 30,978-34,521 (+)

36

IMGVR_UViG_3300029620_000440|3300029620|Ga0245130_100167|76266-136124: 36,136-41,277 (+)

integrase (CDS_0051)
52 Retron_VI__HTH (CDS_0054)

MGV-GENOME-0334643: 38,163-41,943 (+)

Retron_VI__HTH (CDS_0052) 57

5000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision other tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)


