98 integrase (CDS_0107)
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MGV-GENOME-0343631: 58,514-69,269 (+); 1-2,996 (+)
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IMGVR_UViG_3300045988_093464|3300045988|Ga0495776_001607:59,986-69,454 (+); 1-3,011 (+)
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\MG\/R UViG_3300008406 000003|3300008406\630115224 1000163 59,269-70, 992( ) 1-2,996 (+)

98

96 97 199 100 101 102 103
S - I — I I O e
MGV-GENOME-0344384: 58,592-70,192 (+); 1-2,996 (+)
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TemPhD_cluster_16765:58,522-69,663 (+); 1-2,996 (+)
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SRS143850 al ct45595 vs1:37,780-50,931 (+)
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