
IMGVR_UViG_2529292802_000001|2529292802|2529348666|412-43594: 33,571-43,182 (+)

42
Lamassu-Fam__LmuB_SMC_Mrr (CDS_0043)

44 45

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0046)

retron_type_VI_hth_cluster2_1 (CDS_0047)
retron_type_VI_hth_cluster2_1 (CDS_0048)

49 50 51
dUTPase (CDS_0052)

53 54 55 56

IMGVR_UViG_2609460184_000004|2609460184|2609540799|54-38261: 28,595-38,207 (+)

retron_type_VI_hth_cluster2_1 (CDS_0042)
retron_type_VI_hth_cluster2_1 (CDS_0043)

45

TemPhD_cluster_29615: 31,345-41,611 (+)

40 41 42 43 anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0048)

uvig_578732: 31,824-41,278 (+)

DnaD-like helicase loader (CDS_0046)
48 49

dUTPase (CDS_0050)
51 53

SRS018978_a1_ct2996: 31,020-40,474 (+)

46 47
dUTPase (CDS_0048)

49

MGV-GENOME-0275931: 34,313-41,411 (+); 1-3,200 (+)

terminase large subunit (CDS_0001) 2 head maturation protease
dUTPase (CDS_0048)

49 50

IMGVR_UViG_3300045988_095007|3300045988|Ga0495776_001020: 34,313-41,411 (+); 1-3,200 (+)

48 49 50

NC_028821.1: 33,572-40,669 (+)

47 48 49

TemPhD_cluster_36719_: 30,934-39,697 (+); 1-3,200 (+)

47 48 49

IMGVR_UViG_2744054580_000001|2744054580|2744068368|681478-724937: 33,801-43,459 (+)

retron_type_VI_hth_cluster2_1 (CDS_0048) 51 52
DNA binding protein (CDS_0053)

DNA binding protein (CDS_0054)

TemPhD_cluster_27389: 31,782-41,681 (+); 1-1,752 (+)

retron_type_VI_hth_cluster2_1 (CDS_0047)

retron_type_VI_hth_cluster2_1 (CDS_0048)

50 51
DNA binding protein (CDS_0052)

DNA binding protein (CDS_0053)

4000 nt

DNA, RNA and nucleotide metabolism head and packaging other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)


