ribonucleoside diphosphate reductase small subunit (CDS_0062) thymidylate synthase (CDS_0067)

ribonucleoside-diphosphate reductase large subunit (CDS_0063) CDS_0070
thymidylate synthase (CDS_0065) CDS_O(E’ single strand DNA binding protein (CDS_0074)
homﬁéiendonuclease (CDS_0066) cbs_0071 late promoter transcriptional regulator
CDS_0061 CDS_0064 | cDsooss| | | cDS.0072 DNA helicase loader (CDS_0075)
K K HOKC o S S (O (0 0 O O o R o G

PV660448.1:41,759-51,836 (+)
homing endonuclease (CDS_0064)
RNA ligase and tail fiber protein attachment catalyst (CDS_0058) CDS_0063 thymidylate synthase (CDS_0065)

¢ K K HOEH [ S S O SO o S

MW882907.1: 39,566-49,960 (+)

thymidylate synthase (CDS_0064)
thymidylate synthase (CDS_0066)

homing endonuclease (CDS_0065) CDS_0070
¢ KK K HEKH HC X O S ' |

OR352940.1:40,022-50,688 (+)
thymidylate synthase (CDS_0067)

endonuclease (CDS_0062) homing endonuclease (CDS_0068)
CDS_0061 CDS_0063 CDS_0065 \ thymidylate synthase (CDS_0069)
¢ KK KL K K O S R (O G o GO o R

OR352944.1:39,763-51,383 (+)
thymidylate synthase (CDS_0067) thymidylate synthase (CDS_0069)
homing endonuclease (CDS_0068)

KK =K K L K- <

OR352945.1:39,758-51,376 (+)

thymidylate synthase (CDS_0070)
thymidylate synthase (CDS_0072)
HEase_00032 homing (CDS_0065) homing endonuclease (CDS_6071) CDS_0074

ammKK = K L KECE KK

PQ480333.1:41,713-54,072 (+)

ribonucleoside-diphosphate reductase large subunit (CDS_0066)
homing endonuclease (CDS_0065) thymidylate synthase (CDS_0068) thymidylate synthase (CDS_0070)

CDS_0064 \ homing endonuclease (CDS_0069)
i K KL K ( K KO HOCO K KK K]
PP400779.1:41,952-53,179 (+)
CDS_0073 late promoter transcriptional regulator (CDS_0078)
0QO067374.1:44,266-53,016 (+)
CDS_0066 CDS_0069
0 o O e G (SN OO0 O o U o G

PP400780.1:45,025-52,777 (+)
thymidylate synthase (CDS_0066)

unknown function (CDS_0063) CDS_0069
CDS_0064 CDS 0067 | CDS 0070

K K K (K

MK524178.1:40,895-50,487 (+)

CDS_0065

K K K OO ]

MW512264.1:41,203-50,034 (+)

CDS_0071
K { K K KX KK
PQ327946.1:43,061-52,785 (+)
CDS_0066
€ K HCK KK
MN648445.1:41,932-50,449 (+)
CDS_0065
CK X HCK KK T
PQ511151.1:41,000-49,563 (+)
CDS_0068
K KX S (0 0 G o R o G
MK047718.1: 42,386-50,959 (+)
CDS_0066
¢ K HEK N (0 (G0 G OO o G (O
NC_041864.1:41,899-50,237 (+)
CDS_0067 CDS_0068
¢ K KK I O O . . G e
PV660463.1: 42,279-50,804 (+)
CDS_0066 CDS_0067
{ K <K KKK K

PQ572755.1:41,818-50,432 (+)
CDS_0063 CDS_0068 CDS_0069

¢ X -EK S O O O O O o G S

PV648360.1:42,201-51,411 (+)

CDS_0067 CDS_0068

¢ K HCK O

PV660452.1:42,200-51,158 (+)

CDS_0069

K HEK KT
MK373774.1:43,450-51,187 (+)

t 4000 nt i
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function defence (PADLOC)
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