
MGV-GENOME-0249166: 17,395-24,816 (+)

24 25 26 27 28 29
superinfection exclusion (CDS_0030)

31 32 33

retron_type_VI_hth_cluster2_1 (CDS_0034)

35
transcriptional regulator (CDS_0036)

37 38

replication initiation protein

IMGVR_UViG_3300029245_000035|3300029245|Ga0168762_100920: 25,093-32,765 (+)

42 superinfection exclusion (CDS_0043) 48

uvig_63002: 17,787-24,809 (+)

31 32 37

MGV-GENOME-0193836: 17,787-26,258 (+)

31 32 39

uvig_406690: 28,285-35,467 (+)

47 48

IMGVR_UViG_3300045988_084499|3300045988|Ga0495776_014291: 17,658-27,285 (+)

31 superinfection exclusion (CDS_0032) 33 36 38 39 40

uvig_564622: 17,081-24,483 (+)

29 30

MGV-GENOME-0245856: 18,182-27,023 (+)

32 superinfection exclusion (CDS_0033) 35

uvig_188436: 17,019-26,968 (+)

endolysin (CDS_0025)
26 integrase (CDS_0031)

superinfection exclusion (CDS_0032)
capH (CDS_0033)

34

3000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover transcription regulation unknown function defence (PADLOC)

tRNA


