retron_type_VI_hth_cluster2_1 (CDS_0049)
DNA polymerase (CDS _ 0054)
51 52 53 56 57 5859 6061 62

uwg_281119 40,028-50, 604( )

DNA polymerase (CDS_0049) 50 51 52 56 57

I ——
MGV-GENOME-0326386: 35,176-47,169 (+)
DNA polymerase (CDS_0058)

SR5013879 al ct13035 42,760-52 982( )
DNA polymerase (CDS_0055)

SR5011115 al ct36609 ' vs1:39,256-49 390( )

DNA polymerase (CDS_0053) 54

e A

uwg_576758 39,166-49, 275( )

DNA polymerase (CDS_0053) 54
S SR SO GO S S S 0 QU € S S—— Sww—
Draper_2018_SRR6914068 NODE _1_length_ 60133 _cov_72.581777:40,206-50,315 (+)

DNA polymerase (CDS_0046) 47 53
| S GRS S S———
SAMNO09781745_al ct42750 vs1:35,173-42,938 (+)
DNA polymerase (CDS_0057) 58 6162 peptidase (CDS_0066)
L /]

OTU 548:43,954-55 340( )

58 5960
S S S S g € 5 g GO | 5y SO SO Sy S S—
IMGVR_UViG_3300022496_000010|3300022496|Ga0242632_10001:41,153-53,390 (+)
59 60 65

0 — I — | e
IMGVR_UViG_3300045988_063772|3300045988|Ga0495776_007866:40,905-51,645 (+)

57 58 DNA methyltransferase (CDS_0060) 63 Holliday junction resolvase (CDS_0064)

e 1 e I I

I

MGV-GENOME-0318213:40,994-51,955 (+)

k 4000 nt |

DNA, RNA and nucleotide metabolism other unknown function defence (PADLOC)
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