
 



Figure S2 Molecular phylogenetic analysis of the partial groEL gene of Anaplasma 

phagocytophilum derived from free-ranging ungulates and engorged Ixodes ricinus larvae from 

southwestern Slovakia.  

 

The evolutionary history was inferred by using the Maximum Likelihood method based on the 

Tamura 3-parameter model [84]. The tree with the highest log likelihood (-848.89) is shown. The 

percentage of trees in which the associated taxa clustered together is shown next to the branches. 

The analysis involved 55 nucleotide sequences. All positions containing gaps and missing data 

were eliminated. There were a total of 464 positions in the final dataset. Evolutionary analyses 

were conducted in MEGA X [85]. GenBank accession numbers are indicated in parentheses. 

Sequences from this study (see Additional file 2: Table S2) are labelled with triangles. 

Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-Join and 

BioNJ algorithms to a matrix of pairwise distances estimated using the Maximum Composite 

Likelihood (MCL) approach, and then selecting the topology with superior log likelihood value. 

A discrete Gamma distribution was used to model evolutionary rate differences among sites (5 

categories (+G, parameter = 200.0000)). The tree is drawn to scale, with branch lengths measured 

in the number of substitutions per site.  


