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uvig_208795:7,545-31,862 (+)
HicB-like antitoxin (CDS_0023)
toxin (CDS_0024) retron_type_VI_hth_cluster2_1 (CDS_0028)
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20 21 Retron_VI_HTH (CDS_0022)
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HicB-like antitoxin (CDS_0017) capH (CDS_0021)
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MGV-GENOME-0220308: 7,545-23,244 (+)
HicB-like antitoxin (CDS_0016)
toxin (CDS_0017) capH (CDS_0020)
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MGV GENOME.0197465: 6,902.21,373 (+)
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15 16 17 | Retron_VI_HTH(CDS_0019)
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capH (CDS_0019)
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tail fiber protein (CDS_0016) Bretron_VI_HTH (CDS_0018)
capH (CDS_0017)
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thymidylate synthase (CDS_0020)
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uvig_162725:7,545-28,370 (+)
19 retron_type_VI_hth_cluster2_1 (CDS_0023) capH (CDS_0031)
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Dt b L DE>L L oLt D OYEIPXNDDED

() —
IMGVR_UViG_3300045988_126807|3300045988|Ga0495776_168217:6,902-25,732 (+)

18 retron_type_VI_hth_cluster2_1 (CDS_0022)
16 17 19 20 21| 23 phosphoadenosine phosphosulfate reductase (CDS_0028)
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MGV-GENOME-0212390: 7,545-25,332 (+)

18 transcriptional regulator (CDS_0022)
16 17] 19 20 21 | retron_type VI hth_cluster2_1(CDS_0023)

MGV-GENOME-0219612:7,545-22,557 (+)

transcriptional regulator (CDS_0017)
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MGV-GENOME-0198987:7,545-18,902 (+)
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