Lactococcin-G-processing and transport ATP-binding protein LagD (JNMJHGBF_00095)
SPbeta prophage-derived disulfide bond formation protein B (JNMJHGBF_00104)

Putative transposon Tn552 DNA-invertase bin3 (JNMJHGBF_00090) SPbeta prophage-derived glycosyltransferase SunS (J NMJHGBF_00103)
Tyrosine recombinase XerC (JN MJHGBF_OGOBS) RtxA (VF0482) (JNMJHGBF_00101)
Tn3 family transposase ISNpu13 (JNMJHGBF_00087) 89 \ 91 92 9394 96 97 98 99 100 102 105106
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IMGPR_plasmid_3300053491_054346:1-6,490 (-); 93,159-98,249 (-)

Insertion sequence 1S5376 putative ATP-binding protein (OANJHBGD_00038)
46 45 39 37

IMGPR_plasmid_3300053491_055308: 28,908-39,367 (-)
28 29 30
I
IMGPR_plasmid_3300053491_055304: 19,893-30,320 (+)
29 3334 36
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Insertion sequence 155376 putative ATP-binding protein (EFHBDCNM_00002)
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IMGPR_plasmid_3300053491_054347:1-6,464 (-); 91,197-95,401 (-)
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IMGPR_plasmid_3300053491_053808: 1-6,345 (-); 92,514-96,726 (-)
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IMGPR_plasmid_3300053491_053807: 59,406-70,020 (-)
Insertion sequence 1S5376 putative ATP-binding protein (OPGKMLPL_00002)
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IMGPR _plasmid_3300053491 053490: 1-478 (-); 85,784-96,727 (-)
14 13 12 ISNCY family transposase ISBth18 (JCPLFOJE_00005)
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Tyrosine recombinase XerD (IPBANJND_00074) 80 81 82 83 8485
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