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Fig. S1. Schematic drawings of the ISAba11-bearing locus in Acinetobacter baumannii strain ATCC 17978 and the 

plasmid pDSISAba11Gm and PCR analysis data on 28 further gentamicin resistant colonies. (A) Genetic context of 

the ISAba11 element in A. baumannii strain ATCC 17978 showing its location within a TnAbaR orf1 gene. (B) Linearized 

map of pDSISAba11Gm showing the extent of A473-derived DNA. The short 321 bp and 361 bp sequences flanking 

ISAba11 offer the potential for targeted homologous recombination with matching sequences in A. baumannii A424. (C) 

Results of PCR analysis on 28 gentamicin resistant colonies obtained following transfer of pDSISAba11Gm into 

A. baumannii A424 during a subsequent conjugation experiment. Primers used for the PCR assays were as follows: sacB, 

sacB-F/sacB-R; aacC1, aacC1F/aacC1R; tnpISAba11, tnp-F/tnp-R; oxa51-like, oxa51a/oxa51b. Primers shown in red are 

specific for pDS132 only. Results shown were obtained with limiting amounts of template DNA. When excess template 

DNA was used, weak amplicon-a and amplicon-b bands were frequently observed for colonies that otherwise tested 

negative suggesting low frequency presence of genomes within the population sampled exhibiting alternative 

recombination patterns. This would be consistent with spontaneous low frequency excision and reintegration of 

pDSISAba11Gm.
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Fig. S2. List of putative insertion sequence elements encoding BlastP homologs of TnpISAba11, which possess as a minimum the EK residues of the ISAba11 family HHEK motif. 

Features of these elements and associated transposases are as indicated. Score, e-value and identities data refer to results of BlastP analysis against TnpISAba11. Only elements which have been 

archived in ISfinder carry assigned names and families. Bases shown in bold within the identified IRL sequences are conserved in the majority of sequences. NK, not known.
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