site-specific recombination directionality factor RDF (CDS_0052) thioredoxin domain (CDS_0062)
DS-4__DS-4A (CDS_0053) kinase (CDS_0057) dihydrofolate reductase (CDS_0065)
54 55 56 58 59 60 61 63 64 66
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IMGVR_UViG_7000000554_000002|7000000554|SRS058336_LANL scaffold_64268:57,390-65,252 (+)
kinase (CDS_0055) 56 57

IMGVR_UViG_3300008275_000007|3300008275|Ga0114253_1000090: 57,365-65,156 (+)
kinase (CDS_0051) 52 53 tail protein (CDS_0054) 60

IMGVR_UViG_3300006328_000005|3300006328|Ga0099580_100038: 57,365-65,580 (+)
45 48 50 51 52 53 54 55 57

e
TemPhD_cluster_55486:55,432-63,278 (+)
kinase (CDS_0058) 59 60 61 kinase (CDS_0062)

SRS062714_al_ct13454:59,089-67,559 (+)
47 51 53

s I 55 I
IMGVR_UViG_3300022590_000021|3300022590|Ga0242630_100007: 56,062-63,752 (+)

ATPase (CDS_0048) 51 54 55 57 58

e e
IMGVR_UViG_3300008279_000015|3300008279|Ga0114263_1000040: 56,691-65,300 (+)
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IMGVR_UViG_3300007107_000004/3300007107|Ga0102632_1000034: 55,791-65,175 (+)
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SRS148820_al_ct27022:58,303-64,838 (+)

kinase (CDS_0054)
53 55 61
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IMGVR_UViG_3300008336 000001I3300008336\Ga0115198 100008: 56,733-63,112 (+)
HNH endonuclease (CDS_0048) 54 kinase (CDS_0056) 57

IMGVR_UViG_3300008080_000006|3300008080|Ga0105957_100085: 56,087-66 228( )
4000 nt i
DNA, RNA and nucleotide metabolism integration and excision other tail unknown function defence (DefenseFinder)
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