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MGV-GENOME-0374228: 123,788-136,488 (+)
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MGV-GENOME-0374318: 125,720-137,240 (+)
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MGV-GENOME-0374125:121,088-135,706 (+)
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MGV-GENOME-0373956: 121,071-134,306 (+)
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MGV-GENOME-0373364: 117,627-128,949 (+)
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MGV-GENOME-0373708: 117,627-131,950 (+)
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MGV-GENOME-0374458: 128,836-138,585 (+)
135 145 149 152
127 130 132 134 139 141 143 [146 148] 151 154 156
123 124 125 1261281291131 [ 133 | 136137 138 | 140 [ 142] 144 | [147] [150[ | 153 [155]
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MGV-GENOME-0375695: 120,233-148,661 (+)
135 144 148 151
127 130 132 134 139 141 145 147] 150 153 155
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MGV-GENOME-0375670: 120,233-148,499 (+); 1-534 (+)
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MGV-GENOME-0375069: 120,233-143,637 (+)
5'-3' deoxyribonucleotidase (CDS_0148)
136 139 141 143145 150 152 155 157159 161 163
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MGV-GENOME-0376204: 127,631-153,145 (+); 1-5,125 (+)
5'-3' deoxyribonucleotidase (CDS_0146)
134 137 139 141143 148 150 153 155157 159 161
131 132 133 135136[ 138 | 140 [ 142144 145 T 147 T 149] 151152 [154 156 158[ 160 | 162
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MGV-GENOME-0376068: 125,123-151,895 (+)
nucleoside deoxyribosyltransferase (CDS_0143)
5'-3' deoxyribonucleotidase (CDS_0146) 160
137 140 144 148 150 153 155 157 159] 162 164
132 133 134 135136 138139[141142 | | 145 T 147 T 149 151152[ 154 156 | 158 Léﬂ 163 [ 165 166 171
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IMGVR_UViG_3300029566_000004|3300029566|Ga0244934_100091: 121,769-151,268 (+); 1-992 (+)
nucleoside deoxyribosyltransferase (CDS_0143)
5'-3' deoxyribonucleotidase (CDS_0146)
137 140 144 148 150 153 155 157 159
132 133 134 135136 138139[141142 | [ 145 | 147 [ 149 151152[154 [156 [ 158
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uvig 249097:121,769-145,439 (+)
nucleoside deoxyribosyltransferase (CDS_0145) 157
139 142 149150 152 155 158 160 163
134 135 136 137138 140141] 143 144 |146 147 148 | [ 151 153 154 [156 |[159 [ 161162 164
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MGV-GENOME-0376178: 123,788-152,842 (+)
nucleoside deoxyribosyltransferase (CDS_0145) 157
139 142 149150 152 155 158 160
134 135 136 137138 1401411143 144 |146 147 148 | 151 153 154 [156 [159 [ 161 162
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MGV-GENOME-0376109: 123,788-152,232 (+)
nucleoside deoxyribosyltransferase (CDS_0145)
139 142 149150 152
134 135 136 137138 140141] 143 144 |146 147 148" | [ 151 153
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MGV-GENOME-0375994: 123,788-147,853 (+)
5'-3' deoxyribonucleotidase (CDS_0145)
137 140 143 147 149 152 154156
133 134 135 136 138139] 141 142 144 T 146 | 148] 150151 | 153 | 155 157 160 161 162
. — L A___N ] L) B DI B NN I R B B E B S BE B EE EBE E B =B EEm L. &} ]| I
MGV-GENOME-0376211: 126,919-153,214 (+)
5'-3' deoxyribonucleotidase (CDS_0144)
136 139 142 146 148 151 153155
133 134 135 137138] 140 141] 143 T 145 ] 147 149150 | 152 ] 154 156
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uvig 52289:126,919-151,871 (+)
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