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1S3 family transposase ISEc31 (DJDJBGKI_00004)
3 1S3 family transposase 1S2 (DJDJBGKI_00006) RepFIB replication protein A (DJDJBGKI_00010)
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DrmD_00013 DrmD (JCHDBMMC_00003)
1 2 1566 family transposase ISEc22 (JCHDBMMC_00004)
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DrmD_00013 DrmD (HLBBLOPK_00035)
37 36 1566 family transposase ISEc22 (HLBBLOPK_00034)
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IMGPR _plasmid 2534681781 000005:21,034-31,821 (-)
1S66 family transposase ISEc22 (EBFCPGDB_00003)
DrmD_00013 DrmD [EBFCPGDB_00002)
1 \ 1S1 family transposase IS1A (EBFCPGDB_00008)
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DrmD_00013 DrmD (FIADIKCJ_00025)
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43 42 41 40 \ 37 1566 family transposase ISEc22 (EHFLPCPB_00035)
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1S66 family transposase ISEc22 (IPIPAEBE_00038)
1S66 family transpc?s;se ISEc8 (IPIPAEBE_00037)
DrmD_00013 DrmD (IPIPAEBE_00035)
42 41 40 39 \ 36 1566 family transposase ISEc22 (IPIPAEBE_00034)
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1S66 family transposase ISEc22 (EMGANIJG_00005)
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1S66 family transposase ISEc22 (BPLOMMHA_00042)
1S66 family transpos?age ISEc8 (BPLOMMHA _00041)
Drm5_00013 DrmD (BPLOMMHA_00039)
46 45 44 43 | 40 1566 family transposase ISEc22 (BPLOMMHA_00038)
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1S66 family transposase ISEc22 (PFCMPGAK_00006)
1S66 family transpo;aise ISEc8 (PFCMPGAK_00007)
UG4 (PFCMPGAK_00002) DrmD_00013 DrmD (PFCMPGAK_00009)
1 3 4 5 8 1566 family transposase ISEc22 (PFCMPGAK_00010)
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1S66 family transposase ISEc22 (IJIFGPIG_00037)
1S66 family transpggase ISEc8 (IJIFGPIG_00036)
UG4 (IJIFGPIG_00041) DrmD_00013 DrmD (IJIFGPIG_00034)
42 40 39 38 | 35 1566 family transposase ISEc22 (IJIFGPIG_00033)
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Putative transposase InsK for insertion sequence element 1S150 (AOPOEGMM_00002)
1S66 family transposase ISEc22 (AOPOEGMM_00007)
1S3 family transposase 15629 (AOPOEGMM_00001)
1S66 family transposaée ISEc8 (AOPOEGMM_00008)
UG4 (AOPOEGMM _00003) ‘Drm5_00013 DrmD (AOPOEGMM_00010)
456 | | 9 1566 family transposase ISEc22 (AOPOEGMM_00011)
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1S66 familytranspo%e ISEc8 (GNNFAHJH_00042)
DrmD_00013 DrmD (GNNFAHJH_00050)
UG4 (GNNFAHJH_00047) DrmD_00013 DrmD (GNNFAHJH_00040)
49 48 46 45 44 \ 41 1566 family transposase ISEc22 (GNNFAHJH_00039)
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Secretory immunoglobulin A-binding protein EsiB (DDDOGJLD_00011)

GTPase Era (DDDOGJLD_00006) 1S66 family transposase 15682 (DDDOGJLD_00012)
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