
TemPhD_cluster_48615: 21,508-38,648 (+)

24 25 26
tRNA-Ser(CGA)

27

excisionase (CDS_0028)

29

transcriptional regulator (CDS_0030)

31 32 exonuclease VII (CDS_0033) 34 35 36 37 38

transcriptional regulator (CDS_0039)
CII-like transcriptional activator (CDS_0040)

primosomal protein (CDS_0041)
DnaC-like helicase loader (CDS_0042)

Ren-like exclusion protein (CDS_0043)
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MokW-like host killing (CDS_0045)

46

NinB/ Orf homologous recombination mediator (CDS_0047)

TemPhD_cluster_29234: 20,628-40,388 (+)

DarTG__DarG (CDS_0023)
tail fiber assembly (CDS_0024)

26 31 32 33 34 exonuclease VII (CDS_0035) 36 37 38 39 40 41 transcriptional regulator (CDS_0042)

TemPhD_cluster_15367: 23,100-40,070 (+)

32 33 34 35 36 37 38 39
DnaD-like helicase loader (CDS_0041)

46

TemPhD_cluster_29221: 35,776-41,265 (+)
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Ren-like exclusion protein (CDS_0047)

HNH endonuclease (CDS_0052)

TemPhD_cluster_48947_: 26,439-38,847 (+)

31 32 33
RecT-like ssDNA annealing protein (CDS_0034)

exonuclease (CDS_0035) 36 37 38 39 40 41

TemPhD_cluster_29306: 26,429-38,708 (+)

31 32 37 38 39 40

TemPhD_cluster_35494: 26,427-39,558 (+)

DNA methyltransferase (CDS_0031)
DNA methyltransferase (CDS_0032)

37 38 39 Mok_Hok_Sok__Hok (CDS_0045)

TemPhD_cluster_60350: 26,439-37,490 (+)

37 38 39 40

TemPhD_cluster_48656_: 26,492-37,896 (+)

30
MTase_II_00074 Type (CDS_0031)

32 37 38 39 transcriptional regulator (CDS_0040)

TemPhD_cluster_35399: 28,354-39,754 (+)

MTase_II_00030 Type (CDS_0035)
36 exonuclease (CDS_0038)

Kil protein for bacterial septation inhibition (CDS_0040)

41 42 43 44 45 49

TemPhD_cluster_60017: 28,153-39,252 (+)

39 40 41
transcriptional repressor (CDS_0042)

43

TemPhD_cluster_31824: 27,468-39,446 (+)

Kil protein for bacterial septation inhibition (CDS_0039) 40 41
transcriptional repressor (CDS_0042)

43

TemPhD_cluster_48627: 26,433-38,426 (+)

Kil protein for bacterial septation inhibition (CDS_0037) 38 39 40
transcriptional repressor (CDS_0041)

42

TemPhD_cluster_60021: 26,037-38,251 (+)

33 35 37 40 41 4243 44 45

TemPhD_cluster_59959: 27,313-40,675 (+)

31 33 36
Kil protein for bacterial septation inhibition (CDS_0038)

39 40 41 42 48

TemPhD_cluster_60288: 26,799-39,415 (+)

37 38 39 40 41

TemPhD_cluster_14719: 28,788-39,529 (+)

34 35 exonuclease VIII (CDS_0038) 40 41 42 43 44 47

TemPhD_cluster_60401: 26,433-37,167 (+)

37 38
capH (CDS_0039)

40

primosomal protein (CDS_0042)

43

TemPhD_cluster_48858_: 26,433-37,018 (+)

37 38
capH (CDS_0039)

40

TemPhD_cluster_60290: 26,072-36,238 (+)

30 33 34
capH (CDS_0035)

36

TemPhD_cluster_48668_: 26,433-39,674 (+)

RecT-like ssDNA annealing protein (CDS_0034)

Kil protein for bacterial septation inhibition (CDS_0037)

38 3940 41
capH (CDS_0042)

43
Mok_Hok_Sok__Hok (CDS_0049)
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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) pseudogene


