Supplementary information 
Additional file 1: Table S1. Reference sequences of Leishmania spp. obtained from GenBank database for phylogenetic analysis. Table S2. Summary of Bayes factor comparisons for phylogenetic hypotheses tested: monophyly (constrained) and non-monophyly (unconstrained) of the strains typed as L. (V.) panamensis. All the strains previously typed as L. (V.) panamensis by monoclonal antibodies or MLEE were included. 
Additional file 2: Figure S1. Phylogenetic tree and multiple-sequence alignment analysis for the species typing of Leishmania spp. The alignment was generated using Geneious Prime. The numbers at the branches are confidence values (percentage) calculated based on the bootstrap method. Consensus sequence (at 50% conservation) and residue conservation were calculated on iTOL.
[bookmark: _GoBack]Additional file 3: Figure S2. Hsp70 gene majority-rule consensus tree inferred from Bayesian inference by using MrBayes v.3.2. Posterior probability values from the Bayesian analysis for nodes are indicated below or above branches. Sequences belonging to subgenus Leishmania and Viannia are shown in green and blue color, respectively.
