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CDS_0027
CDS_0028

CDS_0029

Retron_VI__HTH (CDS_0030)

CDS_0031
CDS_0032
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CDS_0037
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CDS_0027
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CDS_0028

CDS_0029
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CDS_0027
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CDS_0027
CDS_0028CDS_0029
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ABC transporter (CDS_0032)
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28 29 30 31 32 33 34 35 36 37 38 39

uvig_105150 18111:37445(+)
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CDS_0029
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CDS_0028
CDS_0029

CDS_0030

IMGVR_UViG_3300029210_000254|3300029210|Ga0168823_100097|11062-48915 20626:26217(+)
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CDS_0029

ivig_1809 21154:27078(+)

CDS_0028
CDS_0029

MGV-GENOME-0254899 21045:26814(+)
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amidoligase enzyme (CDS_0029)

CDS_0030
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CDS_0028
CDS_0029

CDS_0030

IMGVR_UViG_3300029136_000225|3300029136|Ga0168747_100195|80007-118725 21154:27186(+)

CDS_0028
CDS_0029

CDS_0030

IMGVR_UViG_3300029678_000287|3300029678|Ga0245195_100324|169-39473 21275:28258(+)

CDS_0028
CDS_0029

CDS_0030

MGV-GENOME-0258093 21300:27568(+)

CDS_0028
CDS_0029

CDS_0030

IMGVR_UViG_3300029790_000429|3300029790|Ga0242825_1000947|2776-40811 20991:27211(+)

CDS_0028
CDS_0029

CDS_0030

IMGVR_UViG_3300045988_104933|3300045988|Ga0495776_126073 21107:27448(+)

CDS_0028
CDS_0029

CDS_0030

IMGVR_UViG_3300029537_000179|3300029537|Ga0244901_100382|5110-44290 21358:28242(+)

CDS_0028
CDS_0029

CDS_0030

uvig_235280 20887:27641(+)

ParA-like partition protein (CDS_0028)

CDS_0029
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uvig_288631 21273:27551(+)

transcriptional repressor (CDS_0028)
CDS_0029

uvig_252242 20886:27903(+)

transcriptional repressor (CDS_0028)
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CDS_0030
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uvig_244468 21075:28473(+)
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CDS_0029
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32 33
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ABC-F type ribosomal protection protein OptrA (NF000514.1) (CDS_0028)
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ParB-like partition protein (CDS_0055)

CDS_0056
CDS_0057

uvig_203970 18847:39890(+)
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DNA polymerase (CDS_0033)
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32
33

34 35
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