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4546 50 | 52 53 54 55|57

:

uvig 398260 32498:44007(+)

5052 Retron_VI_HTH (CDS_0056)
Js1] 53 54 5557

i

|MGVR?U\/in33OOO459887064229|3500045988\6304957767169445 32498:43183(+)

Thoeris_ThsB_Global (CDS_0050)
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51 53 5455 |57

;1

MGV-GENOME-0351743 32562:46561(+)
Retron_VI__HTH (CDS_0081)
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55
51 53 |56
49 [52[54 [ 57 58

uvig_200528 323283:42372(+)

58
54 56 [59
50 51 52 53 [55[57 [60 61

i

uvig 572479 31585:45179(+)

56
52 54 |57
50 51 [53]55 [58 59
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