
A. 16S Small Sub-unit rRNA gene 458 bp

B. groEL gene



C. gltA gene

Evolutionary analysis by bayesian inference method of the sequences obtained in this study, 
compared to representative sequences of the genus Anaplasma.
The analyses were performed for each of the three genes (A : rRNA 16S, B : groEL and C : gltA) on the 
Phylogeny.fr platform [1] and comprised the following steps. Sequences were aligned with MUSCLE 
(v3.8.31) configured for highest accuracy (MUSCLE with default settings) [2]. After alignment, positions with 
gaps were removed from the alignment. The phylogenetic tree was reconstructed using the bayesian 
inference method implemented in the MrBayes program (v3.2.6) [3]. The number of substitution types was 
fixed to 6. The standard (4by4) model of nucleotide substitution was used, while rates variation across sites 
was fixed to "invgamma". Four Markov Chain Monte Carlo (MCMC) chains were run for 10000 generations, 
sampling every 10 generations, with the first 250 sampled trees discarded as "burn-in". Finally, a 50% 
majority rule consensus tree was constructed.
The trees were drawn and annotated with the Mega X software [4].
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