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SAMEA2580055_al_ct5704 vs1:1-13,526 (+)

8 14 anti-TA (APIS117) (CDS_0015)
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uvig_107360: 1-13,400 (+)
2 holin (CDS_0003)

MGV-GENOME-0246098: 1-8,723 (+)
DNA methyltransferase (CDS_0012)
2 O-antigen acetylase (CDS_0003) 7 14
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IMGVR _UViG_2775507006_000004|2775507006|2775534463(4022449-4061228: 1-14,251 (+)
Lamassu-Fam_LmuC_acc_Mrr (CDS_0010)
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IMGVR_UVIG_2648501745_000001|2648501745|2648562944|61286-106768: 1-23,522 (+)

MTase_II_00030 Type (CDS_0010)
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TemPhD_cluster_62095: 32 551-36,282 (+); 1-10,123 (+)
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2 4 8 9 10 11 15 RM_Type_ll_Type_ll_MTases_FAM_1(CDS_0017)
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GtrC-like O-antigen conversion translocase (CDS_0003)
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GtrC-like O-antigen conversion translocase (CDS_0003)
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SAMNO1773384 a1l ct9876_vs1:1-10,946 (+)
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O-acetyltransferase (CDS_0003)
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IMGVR_UViG_2872102953 OOOOOl|2872102953\2872102953|1835342 1877032:1- 13 861 (+)
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IMGVR_UViG_2872092312_000004|2872092312|2872092312|3685932-3724509: 1-14,129 (+)
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IMGVR_UViG_2576861634_000002|2576861634|2576905350|2269125-2307558: 1-13,700 (+)
GtrA-like O-antigen conversion (CDS_0006)
virion structural protein (CDS_0003)
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IMGVR_UViG_3300014598_000009|3300014598|Ga0121374_100082|37490-77311:1-15,914 (+)
Lamassu-Fam__LmuA_effector_Cap4_nuclease_Il (CDS_0010)
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IMGVR_UViG_3300011959_000054/3300011959]/Ga0120831_100002|3-39892: 1-15,035 (+)
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TemPhD_cluster_61993:4,263-15,572 (+)
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TemPhD_cluster_62098:5,852-16,044 (+)

MTase_|I_00074 Type (CDS_0009) membrane protein (CDS_0015)
12  lipoprotein (CDS, 0014)T 16
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TemPhD_cluster_51284:4,383-14,860 (+)
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