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Supplementary Fig. 1. Bayesian inference tree featuring gItA sequences (338 bp) of selected Bartonella spp. Nodes
are marked with Bayesian inference posterior probabilities and Maximum likelihood bootstrap values. Clades which are
marked with a red bar were used for calculation of the median-joining haplotype networks containing the sequences
obtained in this study (font colour in red). Scale bar indicates the expected mean number of substitutions per site
according to the model of sequence evolution applied



0.02

091/97,

JX1781"
JX178182 Tr

Trypanosoma thederi
ATIne0 L3250 Topan ‘hedert e
ON637634 sp.
OM256721 Trypancsoma sp.
OM256713 Trypanosoma sp. e

MZS67219 .

X178186 Trypanosoma thederi
——  Jx178167 7 theden
[ ixi78165 Typansoma meden

IX178187 theden
s 5 TTe N Mypanodians et

11100

Kaowa
il KF 7 T
0991100  KF586847 Tiypanosoma terrestris

1/100,
L——— Q864157 Trypanosoma sp.

.
Trypanosoma sp.
MN512227 Trypanosoma sp.

KFOS4111 Trypanosoma sp.

KC753537 Trypanosoma sp.

KXO08315 Tr noyesi
KI152984 Ivingstonel
KF1! Trypanosoma kvingstonei

KF192981

KF054126 Beichomonas wendygibsont

Supplementary Fig. 2. Bayesian inference tree featuring 18S rRNA sequences (701 bp) of selected Trypanosoma spp.
Nodes are marked with Bayesian inference posterior probabilities and Maximum likelihood bootstrap values. Clades
which are marked with a red bar were used for calculation of the median-joining haplotype networks containing the
sequences obtained in this study (font colour in red). Scale bar indicates the expected mean number of substitutions
per site according to the model of sequence evolution applied.



