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IMGVR_UViG_2563366975_000005|2563366975|2563400142|100009-138109: 20,813-33,390 (+)
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IMGVR_UViG_2534682157_000018|2534682157|2534791015|2-42423: 24,686-37,716 (+)
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IMGVR_UViG_2737471853 000010|2737471853|2737500617[128-39329: 21,081-32,807 (+)
PDC-532_WP_096653079.1 (CDS_0043)
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dGTPase__Sp_dGTPase (CDS_0037) 39 40 41
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IMGVR_UViG_3300029071_000011|3300029071|Ga0169228_10002|2-37700:21,289-32,991 (+)
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IMGVR_UViG_2778261182_000008|2778261182|2778288700|40-38787:19,855-32,347 (+)
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IMGVR_UVIG_2778261644_000010|2778261644|2778332745(47629-84826:17,932-32,490 (+)
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IMGVR_UViG_2718217867_000003|2718217867|2718228109|2570212-2618568:30,271-41,959 (+)
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IMGVR_UViG_2909267149 _000003|2909267149|2909267149|2611576-2659326:29,703-43,043 (+)
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IMGVR_UVIG_2627854066_000010|2627854066|2627912723|3-42467: 25,355-37,757 (+)
Gao_let_letA (CDS_0035)
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IMGVR_UViG_2541047870_000003|2541047870|2541176064|119833-160528: 23,152-35,988 (+)
MokW-like host killing (CDS_0037)

34 35 36 T3 39
g G 0 ) N S, T 0 D SO g . S gy W/ Wy V10 N
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