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Supplementary Figure S1: Clinical symptomatology of infected dogs. This figure describes the clinical symptoms of sampled dogs. Dogs infected
with L. (L.) amazonensis presented similar symptoms as the ones infected with L. (L.) infantum . The dog infected with isolate S6 presented all the
clinical symptoms shown in the figure while the one with isolate S3 presented linfadenopathy, conjunctivitis, anaemia, ulcers, alopecia dermatitis,
onychogryphosis and vasculitis.
Clinical Symptoms
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Supplementary Figure S2: ELISA EIE-LVC kit results. The colors denote samples as follows: Blue—positive and negative controls;
black — L. (L.) infantum isolates; red — L. (L.) amazonensis isolates.
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Supplementary Figure S3: Genotyping of Leishmania isolates from Governador Valadares (GV). Genomic DNA was amplified using primers specific
to the hsp70 gene followed by digestion with Haelll restriction enzyme and separation by electrophoresis in 4% agarose gel. Alphanumeric codes
denote isolates collected from Governador Valadares; La/Lm — Leishmania (L.) amazonensis control (undistinguishable from L. (L.)mexicana);,

Lb — L. (V.) braziliensis control; Li — L. (L.) infantum control; Lg — L. (V.) guyanensis control
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Supplementary Figure S4: Competitive mapping of L.(L.) amazonensis S3 and S6 reads against the reference genomes of L.(L.) mexicana,
L.(L.) amazonensis and L.(L.) infantum.Y axis shows the number of mapped reads and the x axis denotes the species.
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Supplementary Figure S5: Distribution of normalized allele frequency counts for the L. (L.) amazonensis S3 isolate. The Y axis represents the
normalized counts and the X axis represents the allele frequency.
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Supplementary Figure S6: Distribution of normalized allele frequency counts for the L. (L.) amazonensis S6 isolate.

normalized counts and the X axis represents the allele frequency.
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Supplementary Figure S7: Enriched statistically significant gene ontology terms in the L. (L.) amazonensis expansions.

The y-axis show the enriched ontology term and the x-axis the number of genes associated to it.
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