
TemPhD_cluster_31951: 17,543-32,704 (+)

membrane protein (CDS_0019)
tail fiber protein (CDS_0020)

21 22

UmuD-like protein (CDS_0023)

24

PD-Lambda-5_B_WP_110365848.1 (CDS_0025)

26
Menshen__NsnB (CDS_0027)

28

excisionase (CDS_0029)

30
Dnd__DndB (CDS_0031)

MarR family transcrition regulator (CDS_0032)

33

deoxyribonucleoside 5' monophosphate phosphatase (CDS_0034)

35 36
UmuD-like protein (CDS_0037)

transcriptional regulator (CDS_0038)

39

TemPhD_cluster_48704_: 17,543-32,778 (+)

24
PD-Lambda-5_B_WP_110365848.1 (CDS_0025)

26 integrase (CDS_0027)

excisionase (CDS_0028)

29
Dnd__DndB (CDS_0030)

MarR family transcrition regulator (CDS_0031)

TemPhD_cluster_41228: 17,543-32,572 (+)

24
PD-Lambda-5_B_WP_110365848.1 (CDS_0025)

26 27

excisionase (CDS_0028)

29
Dnd__DndB (CDS_0030)

MarR family transcrition regulator (CDS_0031)

transcriptional regulator (CDS_0036)
transcriptional regulator (CDS_0037)

TemPhD_cluster_32241: 14,338-30,830 (+)

tail protein (CDS_0018)
UmuD-like protein (CDS_0023)

24 25 26

excisionase (CDS_0027)

28
Dnd__DndB (CDS_0029)

MarR family transcrition regulator (CDS_0030)

TemPhD_cluster_29476: 14,338-31,998 (+)

UmuD-like protein (CDS_0023)
24 25 26

excisionase (CDS_0027)

28
Dnd__DndB (CDS_0029)

MarR family transcrition regulator (CDS_0030)
deoxyribonucleoside 5' monophosphate phosphatase (CDS_0032)

primosomal protein (CDS_0038)
phosphoadenosine phosphosulfate reductase

TemPhD_cluster_25625: 18,254-28,949 (+)

25 26 27
excisionase (CDS_0028)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0029)

30

MTase_II_00074 Type (CDS_0031)

32

TemPhD_cluster_23437_: 17,543-28,749 (+)

24 25 integrase (CDS_0026)
excisionase (CDS_0027)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0028)

29

MTase_II_00074 Type (CDS_0030)

31

TemPhD_cluster_27614: 17,543-31,416 (+)

24 25 26
excisionase (CDS_0027)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0028)

29

MTase_II_00074 Type (CDS_0030)

31 MTase_II_00118 Type (CDS_0038)

TemPhD_cluster_16868: 17,543-30,379 (+)

HEC-08_WP_093018341.1 (CDS_0024)
25 26

DEDDh_I_II_III_IV_V_VI_1 (CDS_0027)

28
MTase_II_00074 Type (CDS_0029)

30

MarR family transcrition regulator (CDS_0031)

transcriptional repressor (CDS_0036)
37

TemPhD_cluster_60760: 18,251-28,932 (+)

HEC-08_WP_093018341.1 (CDS_0025)
26 27

DEDDh_I_II_III_IV_V_VI_1 (CDS_0028)

29
MTase_II_00074 Type (CDS_0030)

31 32

TemPhD_cluster_29626: 18,251-30,658 (+)

25 26 27

DEDDh_I_II_III_IV_V_VI_1 (CDS_0028)

29
MTase_II_00074 Type (CDS_0030)

31 MarR family transcrition regulator (CDS_0032)

TemPhD_cluster_21083: 18,250-28,624 (+)

25 26 27
DEDDh_I_II_III_IV_V_VI_1 (CDS_0028)

29 30 31 32 MarR family transcrition regulator (CDS_0033)

TemPhD_cluster_18472: 17,543-29,654 (+)

24 25 26 27
queuine tRNA-ribosyltransferase (CDS_0028)

29

MarR family transcrition regulator (CDS_0030)

33

7000 nt

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

defence (DefenseFinder) defence (PADLOC) tRNA pseudogene


