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Appendix Figure 1. Neighbor-joining dendrograms based on nucleotide sequences. The 

dendrograms were drawn based on the nucleotide sequence of typical genes. They were drawn using 

the Clustal Omega program and neighbor-joining method using Geneious prime 2019 (Biomatters, 

https://www.geneious.com). Escherichia coli ATCC 11775T was considered an outgroup. Panels A)  

16S rDNA nucleotide sequences, B) adk, C) pgi, D) recA, E) infB, F) gyrA, G) gyrB, H) parC, I) parE, 

and J) ftsI. H., Haemophilus 
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Appendix Figure 2. Main spectra library dendrogram of MALDI-TOF mass spectral profiles. The 

dendrogram was generated using MBT Compass Explorer 4.1.60 software (Bruker, 

https://www.bruker.com) on the basis of the MALDI-TOF mass spectral profiles of 10 Haemophilus 

spp. H., Haemophilus 
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Appendix Figure 3. Amino acid alignments of quinolone target proteins. These alignments were 

created using Genetyx version 10 (https://www.genetyx.co.jp). The amino acid substitutions are shown 

as single character codes. These data are the basis for Table 3. Panels A) gyrA, B) gyrB, C) parC, 

and D) parE. H., Haemophilus 


	Appendix
	High-Level Quinolone-Resistant Haemophilus haemolyticus in a Pediatric Patient with No History of Quinolone Exposure
	Appendix Figure 1. Neighbor-joining dendrograms based on nucleotide sequences. The dendrograms were drawn based on the nucleotide sequence of typical genes. They were drawn using the Clustal Omega program and neighbor-joining method using Geneious pri...
	Appendix Figure 2. Main spectra library dendrogram of MALDI-TOF mass spectral profiles. The dendrogram was generated using MBT Compass Explorer 4.1.60 software (Bruker, https://www.bruker.com) on the basis of the MALDI-TOF mass spectral profiles of 10...
	Appendix Figure 3. Amino acid alignments of quinolone target proteins. These alignments were created using Genetyx version 10 (https://www.genetyx.co.jp). The amino acid substitutions are shown as single character codes. These data are the basis for T...

