DNA binding protein (CDS_0053)
DNA polymerase (CDS_0049)
endolysin (CDS_0045) 52
40 41 424344 46 47 48 50 51 T retron_type_VI_hth_cluster2_1 (CDS_0054)
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IMGVR _UViG_3300014798 _000209|3300014798|Ga0134382_1000210[19972-60176:24,919-36,580 (+)
endolysin (CDS_0044)
tRNA-GIn(CTG)
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MGV-GENOME-0259180: 25,193-34,675 (+)
42 43 44
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uvig 128324:23,027-33,470 (+)
CBASS__AG_E1_ThiF ThiF family (CDS_0042)
SspA_00001 SspA (CDS_0041) 43 50

uvig 227092:23,325-35,141 (+)
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MGV-GENOME-0251500: 23,325-33,364 (+)
Ninl-like serine-threonine phosphatase (CDS_0047)
44 46 RNA ligase (CDS_0050)
42 437457 48 49 | 5152 53 54 55 56 57
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IMGVR_UViG_3300045988 171481|3300045988\Ga0495776 078228: 24, 367 47, 883( )
Ninl-like serine-threonine phosphatase (CDS_0049)
46 48 RNA ligase (CDS_0052)
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IMGVR_UViG_3300029706_000255|3300029706|Ga0245271_100315|1-43657: 25,192-40,032 (+)
PDC-M69A_WP_216276383.1 (CDS_0058)
Ninl-like serine-threonine phosphatase (CDS_0049) capﬂ?CDS_OOS‘?)
46 48 RNA ligase (CDS_0052) integrase (CDS_0061)
45 T47] 50 51 | 53 54 5556 57 60 62 63 64 65 66 67 68 69 70

IMGVR_UViG_3300045988_177105|3300045988|Ga0495776_158384:25,193-53,127 (+)
41 42 43 44 45 DNA polymerase (CDS_0047)

IMGVR_UViG_3300045988_175653|3300045988|Ga0495776_071469:23,223-36,396 (+)
PDC-522_WP_003530377.1 (CDS_0039)
Jallet_2C_hits_grouped (CDS_0040)
| T 41 42 43 44 51

IMGVR_UViG_3300029576_000238|3300029576|Ga0245100_100301|83-41607: 22,891-38,285 (+)
transcriptional regulator (CDS_0045)

DNA polymerase (CDS_0039)
38 44 | 46
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uvig_595285:22,421-32,140 (+)
DNA polymerase (CDS_0040)
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MGV-GENOME-0239849:24,197-32,569 (+)
nicotinamide phosphoribosyl transferase (CDS_0045)
PDC-522_WP_003530377.1 (CDS_0046)
Jallet_2C_hits_grouped (CDS_0047)
44 | | T 48 49 50 51 53 5657
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SRS011084_al _ct66061 _vs1:25,194-43,032 (+)
PDC-522_WP_003530377.1 (CDS_0045)
Jallet_2C_hits_grouped (CDS_0046)
| T 47 48 49 50
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IMGVR_UViG_3300007657_000190|3300007657|Ga0105536_100307: 25,194-39,588 (+)
nicotinamide phosphoribosyl transferase (CDS_0045)
PDC-522_WP_003530377.1 (CDS_0048)
Jallet_2C_hits_grouped (CDS_0049)
DNA polymerase (CDS_0047)
44 46 \ 50 51 52 integrase (CDS_0053) 60

I I | S N — I I BN S I 1 &8 5 1]
uvig 201110: 25,206-45,987 (+)
transcriptional repressor (CDS_0046)

45 47 48 49 50 51 52 53
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uvig_205547:25,192-41,355 (+)

CBASS__AG_E1_ThiF ThiF family (CDS_0043)
SspA_00001 SspA (CDS_0042) 44 47 TEO
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uvig_77250:23,349-33,561 (+)
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