Supplemental Fig. 1B. Alignment of the RtxA deduced amino acid sequences of strain 269-492 with 31 Kingella kingae clinical strains.

The sequences were aligned by using the multiple sequence alignment with hierarchical clustering: http://multalin.toulouse.inra.fr/multalin/ ($).

High and low consensus sequences are in red and blue, respectively.

a, residue identical in all the proteins while single nucleotide polymorphism(s) was observed in the corresponding codon.
e residue polymorphism.

Insertion of the repeated sequence “RAGQAGVQALN” is underlined.
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1 e ° ° ool 100
MNLATTKAKLKSGAQAGVQALN--—-——— === ——— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-—-—-—— === ————— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—--—- === === —— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=——= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=——= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-———————— e~ KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-—-—-—— === ————— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—--—- === === —— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=——= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=——= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-——=———=—— e~ KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—-—— == ————— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—-—-—= === ——— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=———= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=———= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-——————=—— e~ KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-—-—--— - ————— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—-——— === ——— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=———= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=———= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-—————— ==~ KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN-—-—--— === ————— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—-—-—= === —— KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=——= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLATTKAKLKSGAQAGVQALN--—=——= == KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLVTTKAKLKSGAQAGVQALN-——=————— e~ KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ

MNLVTTKVKLKSGAQAGVQALNRAGQAGVQALNRAGOAGVQALNKAGHAAKTGTVAAGKATVASAKSLYLT IPKDYD IEKGGSLNEL IKAADELGIARLQ
MNLVTTKVKLKSGAQAGVQALNRAGQAGVQALNRAGOAGVQALNKAGHAAKTGTVAAGKATVASAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ

MNLVTTKVKLKSGAQAGVQALNRAGQAGVQALN--—-——————- KAGHAAKTGTVAAGKATVASAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLVTTKVKLKSGAQAGVQALNRAGQAGVQALN--—-—=————- KAGHAAKTGTVAAGKATVASAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLVTTKVKLKSGAQAGVQALNRAGQAGVQALN--—-——————- KAGHAAKTGTVAAGKATVASAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
MNLVTTKVKLKSGAQAGVQALNRAGQAGVQALN-—————————- KAGHAAKTGTVAAGKATVAGAKSLYLTIPKDYD IEKGGSLNEL IKAADELGIARLQ

MNLaTTKaKLKSGAQAGVQALN. . - ... ... KAGHAAKTGTVAAGKATVAQAKSLYLTIPKDYDIEKGGSLNEL IKAADELGIARLQ
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EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA

EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSKLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSKLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNVESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSKLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNVESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSKLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSQLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA

EDANNIESAKKS IDTVEKLLSFTQTGVAVSAKKLDELLQKYSSSqLAKSLGSSANIDSKLTKTNHILSTLSSFLGTALAGMDLDSLVKQGDASATDLAKA
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SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLONLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV

SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATSQTKGLSGLGNKLONLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATSQTKGLSGLGNKLONLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATSQTKGLSGLGNKLONLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATSQTKGLSGLGNKLONLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVVGNY
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATSQTKGLSGLGNKLONLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLALEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATSQTKGLSGLGNKLONLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQV IGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
SLDLINELVNNISNSVQSIEAFSEQLGRLGAATISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV

SLDLINELVNNISNSVQSIEAFSEQLGRLGAAISQTKGLSGLGNKLQNLPNFGKANLGLEMISGLLSGISAGFTLADKNASTEKKVAAGFELSNQVIGNV
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TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS

TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS
TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAILS

TKAISSYVLAQRAAAGLSTTGAVASLITASIMLAIS

o 336



