Supplementary Table
Elliott_OTcapture_fullmetadata.xlsx

Supplementary Table 1. Sequencing metadata for all samples, including sample type
and location of collection.
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Supplementary Figure 1. Results from sequencing of spike-in control samples
prepared using whole-genome amplification before library preparation showing a)
total reads produced b) percentage of those reads which mapped to the reference
genome c) percentage of the reads which were duplicates and d) the percentage of
the core genome covered by 10 or more reads.
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Supplementary Figure 2. C; values plotted by type of sample.
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Supplementary Figure 3. Fraction of total reads mapped to the reference genome

plotted against - C:.
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Supplementary Figure 4. Distribution of number of positions called in the 31 samples
used for phylogenetic analysis.



28

Sample ID

C0339

C0438

- M Wl 'HI Mm IMM Il IMJ'I ! Mllll ”HMH | H“ I Mh“ I}Ill | ”ﬂ |

L. deliense 3
L. imphalum 6
L.chiangraiensis 3
L.deliense 1
R129Pool6
R132Pool2
R133Pool6
R172Pooll
R172Pool2
R173Pool10
R173Pool11
R173Pool12
R173Pool8
R173Pool9
R174Pooll
R198Pool2
R200Poo0I3
R207Pool2
R209Pool5
R211Pool4
R240Pool3
R240Pool5
R240Pool6
R240Pool7
R44Pool4

T14

il I}I LW I ‘ I|| 0T ARTR |I i L || AR

Ui32883

Core gene

10710

1078

104

10~0



Supplementary Figure 5. Heatmap showing median coverage across each of the 657 core genes for the 31 samples used in phylogenetic
analysis. The core genes are plotted in the order found in the UT76 reference genome. Genes with zero coverage are not coloured and appear
as missing bars.





