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retron_type_VI_hth_cluster2_1 (CDS_0034)
SigF (VF0294) (CDS_0030) DNA polymerase (CDS_0037) Hemolysin HlyA (VF0646) (CDS_0040) DNA primase (CDS_0043)
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retron_type_VI_hth_cluster2_1 (CDS_0038)
33 3435 3ZT 39 retron_type_VI_hth_cluster2_1 (CDS_0042)
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IMGVR_UVIG_3300045988_078301|3300045988|Ga0495776_125774: 21,942-30,327 (+)
34 3536
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uvig_560485:21,605-30,672 (+)
35 3637 38
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IMGVR_UViG_3300023505_000016|3300023505|Ga0257035_100498:22,380-32,110 (+)
transcriptional regulator (CDS_0032)
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IMGVR_UViG_3300045988_057051|3300045988|Ga0495776_161544:21,178-29,592 (+)
35 3637 39 40 retron_type_VI_hth_cluster2_1(CDS_0041)
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MGV-GENOME-0271774:22,949-31,700 (+)
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35 36

N E—
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MGV-GENOME-0238356: 19,906-27,589 (+)
34 35 36 37 42 anti-repressor (CDS_0043)
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35 3637

. a1 L L2 8 |
MGV-GENOME-0261451:22,189-30,946 (+)
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IMGVR_UViG_7000000032_000134|7000000032|SRS024132_Baylor_scaffold_4375:20,692-28,841 (+)
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