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Phylogenetic analyses of individual loci

Phylogenetic analyses were implemented in BEAST v2.6.0 (1) using the most appropriate

substitution models as determined Bayesian Information Criterion (BIC) by model test in

MEGA7 (2) and linked clocks (strict) and trees. Single-locus analyses were run using a chain

length of 1x107 and sampled every 1x103 runs with a burn-in of 10%. TRACER v1.7.1 (3)

was used to verify that the effective sample size (ESS) was greater than 200 and

TREEANNOTATOR v2.6.0 used to generate a maximum clade credibility tree using mean

node heights annotated by posterior probabilities greater than 0.9.

Electropherograms of sequences generated in the course of this study were examined by eye

and trimmed for quality. Leptospira reference sequences were obtained by querying

sequences against the NCBI refseq_genome database using the BLASTn algorithm limited to

Leptospira (taxid 171) belonging to the two species (L. interrogans and L. borpetersenii)

identified in this study. Aligned BLAST hits for each locus were linked by biosample and

representative sequences for each Leptospira species and serovar combination selected as

reference sequences.
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1. L. borgpetersenii

Figure S3: Maximum clade credibility tree based on L. borgpetersenii lfb1 sequences (167bp)

implemented using the Jukes-Cantor evolutionary model. Nodes with posterior support

greater than 0.9 are shown.  Reference sequences are labelled by biosample, sequence

accession, and Leptospira strain and sequences from this study labelled by accession and

sample code. Sample codes beginning with “G” are from the Johannesburg study site and

codes beginning with “C” from Cape Town. Although 37 lfb1 products were sequenced to

confirm the Leptospira species identification inferred from melt curve analysis, eight

sequences were of insufficient quality for phylogenetic analysis and were excluded
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Figure S4: Maximum clade credibility tree based on L. borgpetersenii secY sequences

(433bp) implemented using the Jukes-Cantor evolutionary model. Nodes with posterior

support greater than 0.9 are shown.  Reference sequences are labelled by biosample, sequence

accession, and Leptospira strain and sequences from this study labelled by accession and

sample code
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Figure S5: Maximum clade credibility tree based on L. borgpetersenii lipL41 sequences

(594bp) implemented using the Jukes-Cantor evolutionary model. Nodes with posterior

support greater than 0.9 are shown.  Reference sequences are labelled by biosample, sequence

accession, and Leptospira strain and sequences from this study labelled by accession and

sample code
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2. L. interrogans

Figure S6: Maximum clade credibility tree based on L. interrogans lfb1 sequences (261bp)

implemented using the Jukes-Cantor substitution model. Nodes with posterior support greater

than 0.9 are shown. Reference sequences are labelled by biosample, sequence accession, and

Leptospira strain and sequences from this study labelled by accession and sample code
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Figure S7: Maximum clade credibility tree based on L. interrogans secY sequences (433bp)

implemented using the Hasegawa-Kishino-Yano evolutionary model (4) substitution model.

Nodes with posterior support greater than 0.9 are shown. Reference sequences are labelled by

biosample, sequence accession, and Leptospira strain and sequences from this study labelled

by accession and sample code
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Figure S8: Maximum clade credibility tree based on L. interrogans MST1 sequences (174bp)

implemented using the Hasegawa-Kishino-Yano evolutionary model (4) substitution model.

Nodes with posterior support greater than 0.9 are shown.  Reference sequences are labelled

by biosample, sequence accession, and Leptospira strain and sequences from this study

labelled by accession and sample code
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Figure S9: Maximum clade credibility tree based on L. interrogans MST3 sequences (220bp)

implemented using the Hasegawa-Kishino-Yano evolutionary model (4) with a gamma

distribution (4 categories). Nodes with posterior support greater than 0.9 are shown.

Reference sequences are labelled by biosample, sequence accession, and Leptospira strain

and sequences from this study labelled by accession and sample code
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Figure S10: Maximum clade credibility tree based on L. interrogans MST9 sequences

(204bp) implemented using the Jukes-Cantor evolutionary model. Nodes with posterior

support greater than 0.9 are shown.  Reference sequences are labelled by biosample, sequence

accession, and Leptospira strain and sequences from this study labelled by accession and

sample code
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