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TemPhD_cluster_32889:24,172-34,295 (+)
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IMGVR_UViG_2713896733 000003|2713896733|2713901112|75283-115440: 24,195-34,104 (+)
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18 tail protein (CDS_0019) 26 27
1} I N — N B S e —
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25 26 SspD_00001 SspD (CDS_0027)
/g N Oy D 83, S CNSS ; GUNNNN ) © GUNS SOy S
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Phosphoethanolamine modification (VF0899) (CDS_0021)
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5 E— Uy S W B gy SIS gy 5 S | S S
TemPhD_cluster_42791:19,805-33,296 (+)
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