deoxyribonucleoside 5' monophosphate phosphatase (CDS_0035)
DksA-like zinc-finger protein (CDS_0032)
UmuD-like protein (CDS_0021) exonuclease (CDS_0027)

CDS_0024 CDS_0028 CDS_0031
CDS 0022 CDS_0026 CDs_ooFo\ CDS_0034 CDS_0037
CDS_0020 CDS 0023 CDS0025 | | CDS.0029 |CDS 0033 | CDS.0036

IMGVR_UViG_3300027843_000002|3300027843|Ga0209798_10000112 20420:28881(+)
CDS_0026 CDS_0030 CDS_0031

TemPhD_cluster 41062 23023:30935(+)
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IMGVR_UViG_3300011613_000028|3300011613|Ga0121016_100048|76309-121287 22194:29569(+)

PD-Lambda-5__PD-Lambda-5_B (CDS_0024) excisionase (CDS_0027)
CDS_0023 CDS_0025 CDS_0026 T queuine tRNA-ribosyltransferase (CDS_0029)
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TemPhD_cluster 40872 20892:31516(+)

MarR family transcrition regulator (CDS_0036) transcriptional regulator (CDS_0042)
3031 32 3334 35 | 41 | 43
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IMGVR_UViG_3300029162_000072|3300029162|Ga0120214_100034(88276-130945 24527:32084(+)

UmuD-like protein (CDS_0023) MarR family transcrition regulator (CDS_0031)
membrane protein (CDS_0019) excisionase (CDS_0028)
tail fiber protein (CDS_0020) PD-Lambda-5_PD-Lambda-5_B (CDS_0025) Dnd__DndB (CDS_0030)
| 21 24 26 27 29 | transcriptional regulator (CDS_0037)

TemPhD_cluster_41228 17543:32572(+)

excisionase (CDS_0027)
UmuD-like protein (CDS_0023) Dnd__DndB (CDS_0029)
tail protein (CDS_0018) T 24 25 26 28 ‘MarR family transcrition regulator (CDS_0030)
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TemPhD_cluster_32241 14338:30830(+)

MarR family transcritiﬂregulator (CDS_0030)
queuine tRNA-ribosyltransferase (CDS_0028)
24 25 2627 29| 33
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TemPhD_cluster_18472 17543:29654(+)

DNA methyltransferase (CDS_0030)
CDS_0025 CDS_0029 CDS_0031
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TemPhD_cluster_23437_ 19918:28749(+)

DNA methyltransferase (CDS_0031)

excisionase (CDS_0028)
CDS_0025 CDS_0026 CDS_0027 T CDS_0030 CDS_0032

TemPhD_cluster_25625 18254:28949(+)

DNA methyltransferase (CDS_0030)
CDS 0032
FS_HsdR_like_HdrR (CDS_0025) CDS 0029 CDS 0031
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TemPhD_cluster_60760 19221:28932(+)

MarR family transcrition regulator (CDS_0031)

DNA methyltransferase (CDS_0029) transcriptional repressor (CDS_0036)
CDS_0028  €DS_0030 CDS_0037
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TemPhD_cluster_16870 18513:30379(+)

MarR family transcrition regulator (CDS_0032)
DNA methyltransferase (CDS_0030)
CDS_0025 CDS_0029 CDbs_0031
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TemPhD_cluster 29626 19221:30658(+)
29 30 31 32 MarR family transcrition regulator (CDS_0033)
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TemPhD_cluster_21083 19220:28624(+)
k 6000 nt i

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function Defence
I



