HNH endonuclease (CDS_0116)

tRNA splicing ligase (CDS_0115) 120 139 queuine tRNA-ribosyltransferase (CDS_0147)
111 114 117 121 123 126 128 132 136 138 141 nuclease (CDS_0145)
110 [ 112113 1118119 | | 1227 124 125] 127 129 130 131 133 134135[137 | | 140 | 142 143 144 146
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IMGVR_UViG_3300045988_108618|3300045988|Ga0495776_151125:80,774-98,201 (+)
HNH endonuclease (CDS_0095) 102
98 101 109 119
89 93 96 97] 99 100 | | 103 104 105 106 107 108] 110111112 113 115 118 | 120

l
|
—
|
|
\
|
|

— — I . E—
uvig_574284:62,917-79,574 (+)

102 108
HNH endonuclease (CDS_0088) 101 104 106 109 113 115 118 122
87 93 94T 96 979899 100 | | 103] 105 ] 107 | | 110 111112] 114 [116117 | 119 1217 123 126
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|
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SAMN11252267_al_ct2529:60,497-77,829 (+)

104
89 91 99 101 103 106 108 111 114
80 82 84 86 8788] 90 92 93 949596 97 987100[102 [ | 105 [107] 109 110 [112113 [ 115

MGV-GENOME-0354640: 55,325-73,421 (+)

101 117
97 99 104 106 108110 112 116 122 124
88 89 9596 | 98] 100 T103T105T107T103 111] 113114115 [ |118119 120121 123 [ 125 126

IMGVR_UViG_3300045988_089224|3300045988|Ga0495776_096621: 62,505-80,919 (+)
100 116
96 98 103 105 107109 111 115 121 123
9495 [97] 99 T102T104T 106 [108 110 ] 112113114 | (117118 119120] 122 | 124 125

IMGVR_UViG_3300045988_094335|3300045988|Ga0495776_151145:62,505-80,772 (+)

101 117
97 99 [102 104 106 108110 112 114 122 124
9596 [ 98] 100 | | 103 [105] 107 [109 111 113114115 [ [118119 120121] 123 [ 125 126

MGV-GENOME-0355635:62,505-80,919 (+)

101
1000 103 105 108 110 113 115 117
97 .98 99| | 102 [104 106 107 | 109 [111 1127114 116 | 118 Dpd_QueC (CDS_0123)

uvig 229599: 64,876-80,724 (+)
97 101 105 107 112 114 116
92 94 95 96 [9899100[102 103 104 [ 106 [108 109 110111[113[ 115 | 117 118

Han_2018_ERR1398095_NODE_30_length_85792_cov_68.948097:64,504-81,971 (+)

101 103 105 108 110 112 114 HEase 00016 homing(CDS_0116)
HNH endonuclease (CDS_0098)99 100 [102] 104 | 106 107 |109 [111] 113115
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IMGVR_UViG_3300029326_000054|3300029326|Ga0243238_100111: 66,247-80,732 (+)

101 104 107 109 111 113 HEase 00016 homing (CDS_0115)
HNH endonuclease (CDS_0097)98 99100102 103 | 105 106 | 108 [110] 112114

(I N I I I N
IMGVR_UVIG.3300045988.106597|3300045988|Ga0495 /6. 150825 64.782-79.267 (1)
109 119
106 108 112 115 118 121

103 104105 | 107 | |110111] 113114 ] 116 117 | |120] 122

IMGVR_UViG_3300045988_125720|3300045988|Ga0495776_181003: 64,102-80,455 (+)
109 119
106 108 112 115 118 121
103 104105 | 107 | |110111] 113114 [ 116 117 | |120] 122

MGV-GENOME-0375938: 64,102-80,455 (+)
117 127
114 116 120 123 126 129
111 112113 [ 115 [ [118119] 121122 [ 124 125 [ | 128 130

uvig_273163:71,973-88,326 (+)

7000 nt i
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover unknown function defence (DefenseFinder) defence (PADLOC)




