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Figure S1. Classification of direct repeats of some A. baumannii isolates detected in 

clinical departments of multidisciplinary medical center in Moscow, Russia during the 

period of 2017-2019 with CRISPRmap web tool (http://rna.informatik.uni-

freiburg.de/CRISPRmap/Input.jsp). 

 

http://rna.informatik.uni-freiburg.de/CRISPRmap/Result.jsp?toolName=CRISPRmap&jobID=1687869#tabs-2-8


 

Figure S2. Maximum-likelihood phylogenetic tree of full-length cas3-cas2 gene sequences 

of A. baumannii detected in clinical departments of multidisciplinary medical center in Moscow, 

Russia during the period of 2017-2019. Bootstrap test (1000 replicates) was used, and bootstrap 

values are shown at the branch nodes. The sequences identified in this study are marked with black 

circle, square and triangle. Reference sequences are marked with transparent circles, squares and 

triangles. Sequences identified in this study are indicated by strain name, reference sequences – 

by GenBank accession number. Asterisks indicate two different cassettes of cas genes found in 

one of the reference isolates. 



 

 

Figure S3. Maximum-likelihood phylogenetic tree of full-length cas6 gene sequences of A. 

baumannii detected in clinical departments of multidisciplinary medical center in Moscow, Russia 

during the period of 2017-2019. Bootstrap test (1000 replicates) was used, and bootstrap values 

are shown at the branch nodes. The sequences identified in this study are marked with black circle, 

square and triangle. Reference sequences are marked with transparent circles, squares and 

triangles. Sequences identified in this study are indicated by strain name, reference sequences – 

by GenBank accession number. Asterisks indicate two different cassettes of cas genes, found in 

one of the reference isolates. 



 

 

Figure S4. Maximum-likelihood phylogenetic tree of full-length csy1 gene sequences of A. 

baumannii detected in clinical departments of multidisciplinary medical center in Moscow, Russia 

during the period of 2017-2019. Bootstrap test (1000 replicates) was used, and bootstrap values 

are shown at the branch nodes. The sequences identified in this study are marked with black circle, 

square and triangle. Reference sequences are marked with transparent circles, squares and 

triangles. Sequences identified in this study are indicated by strain name, reference sequences – 

by GenBank accession number. Asterisks indicate two different cassettes of cas genes, found in 

one of the reference isolates. 

 



 

Figure S5. Maximum-likelihood phylogenetic tree of full-length csy2 gene sequences of A. 

baumannii detected in clinical departments of multidisciplinary medical center in Moscow, Russia 

during the period of 2017-2019. Bootstrap test (1000 replicates) was used, and bootstrap values 

are shown at the branch nodes. The sequences identified in this study are marked with black circle, 

square and triangle. Reference sequences are marked with transparent circles, squares and 

triangles. Sequences identified in this study are indicated by strain name, reference sequences – 

by GenBank accession number. Asterisks indicate two different cassettes of cas genes, found in 

one of the reference isolates. 



 

Figure S6. Maximum-likelihood phylogenetic tree of full-length csy3 gene sequences of A. 

baumannii detected in clinical departments of multidisciplinary medical center in Moscow, Russia 

during the period of 2017-2019. Bootstrap test (1000 replicates) was used, and bootstrap values 

are shown at the branch nodes. The sequences identified in this study are marked with black circle, 

square and triangle. Reference sequences are marked with transparent circles, squares and 

triangles. Sequences identified in this study are indicated by strain name, reference sequences – 

by GenBank accession number. Asterisks indicate two different cassettes of cas genes found in 

one of the reference isolates. 



Figure S7.
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Figure S9. Active prophage sequences among the A. baumannii isolates. 

Figure S8. Plasmid number among the A. baumannii isolates with Type I-FI and Type I-
FII CRISPR/Cas systems
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Figure S10. Low evidence CRISPR arrays among the A. baumannii isolates. 



Figure S11. cgMLST tree for the isolates studied. The numbers of allele differences are indicated.
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