holin (CDS_0032)
30
T31|33 34 35 36 37 383940 41 42 43 44 45 46 47

Ninl-like serine-threonine phosphatase (CDS_0051)

48

50
491

@G- HEED— DK &K K @K

uvig_63336 23260:54896(+)

homing endonuclease (CDS_0041)
CDS_0040
CDS_0037 | | CDS_0044

A HEED—DIEI OESDN

uvig 44911 22337:32322(+)

phosphoheptose isgmerase (CDS_0036)
NAD synthetase (CDS_0037)

CDS_0030 CDS_0034 L
CDS_0025 | cDs_0031 CDS_0033CDS_0035 | CDS_0038

AHaG-Eaa——— DO

uvig 86291 20750:32413(+)

CDS_0030 CDS_0031 nicotinamide phosphoribosyl transferase (CDS_0033)

uvig_77663 20798:32533(+)

ribose-phosphate pyrophosphokinase (CDS_0042)
nicotinamide phosphoribosyl transferase (CDS_0043)
RNA ligase (CDS_0038)

36
33 35 39 NAD synthetase (CDS_0045)
30 32734737 | T4041 | 44T 46

uvig 79674 20988:38277(+)

NAD synthetase (CDS_0035)
CDS_0034
CDS_0033 | | €DS.0036

G HEED— NN

uvig 390434 21624:33156(+)
nucleotidyltransferase (CDS_0041)

4

porphyrin biosynthesis (CDS_0034) homing endonuclease (CDS_0048)

39 46 NAD synthetase (CDS_0051)
RNA-binding protein (CDS_0032) 38 43 45RNA ligase (CDS_0049)
30 33 | 353637[140 | 42T44Th7 | 50 | 52

uvig 182347 20962:40858(+)
nucleotidyltransferase (CDS_0039)

RT_III-AM_III-B_2 (CDS_0032) RNA ligase (CDS_0046)
37 44
36 41 43 47 49
333435[ (38 | 40 [42]45 [a8]

uvig 106949 20993:38601(+)

homing endonuclease with GIY-YIG motif (CDS_0042)
ribose-phosphate pyrophosphokinase (CDS_0053)

nucleotidyltransferase (CDS_0041) nicotinamide phosphoribosyl transferase (CDS_0054)

34)

porphyrin biosynthesis (CDS_003 RNA ligase (CDS_0049)

39 47
38 44 46 50 NAD synthetase (CDS_0056)
3031 32 33 353637/ |40 43 [ 45] 48 [ 5152 55 [ 57

uvig 591997 20732:42844(+)
k 10000 nt i

tRNA-His guanylyltransferase (CDS_0062)

DNA, RNA and nucleotide metabolism lysis moron, auxiliary metabolic gene and host takeover other unknown function Defence
I

54
5253]



