
uvig_297463: 47,010-54,863 (+)

66
transcriptional regulator (CDS_0067)

68 69 70 71
capH (CDS_0072)

73 endonuclease (CDS_0074) 75 76 integrase (CDS_0077)

MGV-GENOME-0330674: 22,853-30,707 (-)

3536endonuclease (CDS_0037)

Ma_2019_SRR341701_NODE_192_length_48630_cov_3.499331: 35,356-43,797 (+)

50 51 56 57
retron_type_VI_hth_cluster2_1 (CDS_0058)

endonuclease (CDS_0060) 61 62

MGV-GENOME-0302245: 22,167-27,776 (-)

34Sak4-like ssDNA annealing protein (CDS_0039)

uvig_293758: 39,838-47,484 (+)

65 66 beta-lactamase-inhibitor protein BLIP (CDS_0067)

uvig_334554: 17,683-29,436 (-)

structural protein
24GroEL (VF0594) (CDS_0025)

co-chaperonin GroES (CDS_0026)
2832

DNA repair protein (CDS_0033)

MGV-GENOME-0269131: 17,000-27,340 (-)

structural protein (CDS_0023)30
DNA repair protein (CDS_0031)

SAMN00792108_a1_ct1487_vs1: 21,588-29,999 (-)

33
DNA repair protein (CDS_0034)

uvig_221491: 37,186-45,481 (+)

54 retron_type_VI_hth_cluster2_1 (CDS_0055)

uvig_241740: 16,819-26,763 (-)

retron_type_VI_hth_cluster2_1 (CDS_0031)32

MGV-GENOME-0229586: 15,541-23,241 (-)

2227
DNA repair protein (CDS_0028)

uvig_435091_: 40,261-47,305 (+)

DNA repair protein (CDS_0064)
65 68 beta-lactamase-inhibitor protein BLIP (CDS_0069)

MGV-GENOME-0315545: 24,629-31,673 (-)

45
DNA repair protein (CDS_0046)

uvig_397620: 20,455-28,716 (-)

282932
retron_type_VI_hth_cluster2_1 (CDS_0033)

retron_type_VI_hth_cluster2_1 (CDS_0034)

35

MGV-GENOME-0261536: 15,550-26,612 (-)

2430
retron_type_VI_hth_cluster2_1 (CDS_0031)

retron_type_VI_hth_cluster2_1 (CDS_0032)

33

MGV-GENOME-0299625: 17,000-26,494 (-)

3031

MGV-GENOME-0287242: 23,051-30,493 (-)

membrane associated protein (CDS_0033)34
metallo-protease (CDS_0035)

retron_type_VI_hth_cluster2_1 (CDS_0037)

38

MGV-GENOME-0252616: 15,586-25,898 (-)

retron_type_VI_hth_cluster2_1 (CDS_0030)31

MGV-GENOME-0261945: 17,692-27,208 (-)

2526retron_type_VI_hth_cluster2_1 (CDS_0032)33

4000 nt

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

unknown function defence (PADLOC) virulence (VFDB)


