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MGV-GENOME-0379027: 149,001-158,400 (+)
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el e N T S S |
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MGV-GENOME-0378828: 143,490-150,967 (+)
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MGV-GENOME-0378875: 147,967-155,389 (+)
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MGV-GENOME-0378428: 139,915-147,663 (+)
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uvig_195984:141,618-149,115 (+)
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MGV-GENOME-0377452:138,052-147,025 (+)

157 158 159 HNH endonuclease (CDS_0161)
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uvig 3831:148,451-158,131 (+)
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MGV-GENOME-0375055: 127,792-136,769 (+)
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MGV-GENOME-0374328:15,717-24,553 (-)
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MGV-GENOME-0369767: 71,246-80,546 (+)
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uvig 98021:125,926-135,555 (+)
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MGV-GENOME-0376378:141,179-150,859 (+)
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MGV-GENOME-0378838:147,761-156,740 (+)
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IMGVR_UViG_3300045988_054090|3300045988|Ga0495776_049144:143441-152,416 (+)
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uvig_97489:9,039-18,014 (-)
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uvig_162336:146,689-155,566 (+)
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uvig_389577:149,247-159,308 (+)
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MGV-GENOME-0378449: 141,182-149,054 (+)
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MGV-GENOME-0378076:146,929-154,551 (+)
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IMGVR_UViG_3300029532_000001|3300029532|Ga0244902_100032: 147,762-158,091 (+)
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uvig 482150: 146,613-158,067 (+)
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MGV-GENOME-0378493: 143,847-156,104 (+)
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uvig_381799: 147,630-156,735 (+)
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uvig_101327:145,877-156,048 (+)
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MGV-GENOME-0376873: 145,624-155,198 (+)
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uvig 519458: 145,855-152,518 (+)
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uvig 293735:148,482-162,414 (+)
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IMGVR_UViG_3300045988_053993|3300045988|Ga0495776_049284:149,308-160,718 (+)
159 160 161
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IMGVR_UViG_3300045988_054042|3300045988|Ga0495776_005724: 149,837-161,192 (+)
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MGV-GENOME-0378883: 148,822-158,621 (+)
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MGV-GENOME-0378616: 146,522-156,129 (+)
HNH endonuclease (CDS_0159)
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MGV-GENOME-0379020: 149,413-161,110 (+)
HNH endonuclease (CDS_0158)
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uvig_293008: 149,097-163,718 (+)
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HNH endonuclease (CDS_0158)
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MGV-GENOME-0379319: 149,357-162,146 (+)
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IMGVR_UViG_3300045988_034373|3300045988|Ga0495776_014873: 146,035-158,550 (+)
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uvig_31969:150,536-166,988 (+)
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MGV-GENOME-0378757:150,937-164,758 (+)
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IMGVR_UViG_3300045988_056458|3300045988|Ga0495776_032021: 148,374-163,169 (+)
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IMGVR_UViG_3300045988_052724(3300045988|Ga0495776_005744: 149,550-159,104 (+)
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MGV-GENOME-0378766:146,178-156,578 (+)
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MGV-GENOME-0379119:149,550-159,104 (+)
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MGV-GENOME-0377765: 143,096-152,603 (+)
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MGV-GENOME-0378395: 140,341-150,406 (+)
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IMGVR_UViG_3300045988_055035|3300045988|Ga0495776_071289:147,307-157,241 (+)
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MGV-GENOME-0378179: 134,616-144,014 (+)
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MGV-GENOME-4435848:141,870-151,700 (+)
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MGV-GENOME-0376846:26,083-34,940 ()
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MGV-GENOME-0374319:114,185-123,012 (+)
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uvig_311704:145,553-155,340 (+)
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MGV-GENOME-0378868: 147,679-156,441 (+)
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MGV-GENOME-0379128: 149,099-159,282 (+)
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MGV-GENOME-0378641:145,390-154,911 (+)
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HNH endonuclease (CDS_0150)
151 152

P I e S B s — s B N B E EE SoE
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IMGVR_UViG_3300045988_067917|3300045988|Ga0495776_049142:145,267-153,657 (+)
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149 150 151 152 2-aminooxy adenylosuccinate synthetase (CDS_0157)
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IMGVR_UViG_3300045988_061911|3300045988|Ga0495776_049185: 145,979-155,841 (+)
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MGV-GENOME-0375736: 13430-22,466 (-)
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IMGVR_UViG_3300045988 054022|3300045988|Ga0495776_014634:148,091-157,879 (+)
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MGV-GENOME-0377852: 144,982-152,810 (+)
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IMGVR_UViG_3300007524_000001|3300007524|Ga0105481_1000029: 148,221-156,100 (+)
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MGV-GENOME-0378774: 146,542-157,605 (+)
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IMGVR_UViG_3300045988_062759|3300045988|Ga0495776_032001: 140,492-151,547 (+)
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MGV-GENOME-0376979:123,644-133,411 (+)
HNH endonuclease (CDS_0151) HNH endonuclease (CDS_0159)
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IMGVR_UViG_3300045988_052702|3300045988|Ga0495776_014613: 149,078-162,108 (+)
135 136 142 143 144 145 2-aminooxy adenylosuccinate synthetase (CDS_0147)
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MGV-GENOME-0378084: 136,085-146,645 (+)
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