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

95 — CEL17-04 France Red deer This study B
DVC17-07 France Swamp deer This study
94 KX673824.1 F106A China Haemaphysalis ginghaiensis
MF066917.1 S62b China Sheep
AB509223.1 Kamoshika17 Japan Japanese Serow
AB211164.1 Japan Sika deer-Haemaphysalis longicornis
—— KP062964.1 ZJ62 China Goat
—— KP314237.1 2-2 China Haemaphysalis longicornis
—— KM206273.1 HLJ-14 China Human-Goat-l. Persulcatus
—— AF283007.1 Japan Cattle il
AY262124.1 China Sheep A. ovis
AF309865.1 strain Idaho U.S.A. Sheep A. ovis
i KJ659039.1 2bL China Sika deer A. ovis
78 JQ839010.1 C4B Philippines Boophilus microplus
AF318944.1 Vaccine J A. centrale
% L AF414869.1 South-Africa Rhipicephalus simus
AF309866.1 strain Virginia U.S.A. A. marginale
] AF414874.1 F12 Australia Cattle A. marginale
M60313.1 U.S.A. Cattle A. marginale
48 HM131218.1 Toktori 97 Japan Dog J
—E U03775.1 South-Africa Cattle A. bovis
KM114611.1 clone 88 Malaysia Crab-eating macaque
| —— DQ458808.2 China Coxing s white-bellied rat A. phagocytophilum
—— NR 118489.1 U.5.A. Georgia White-tailed deer A. odocoilei
66 U02521.1 Webster strain U.S.A. Human A. phagocytophilum
CEL17-05 France Red deer This study
90 AY077619.1 strain Okinawa Japan Dog A. platys
100 — M82801.1 U.S.A. Dog A. platys
NR 074500.2 strain Arkansas U.S.A. Human Ehrlichia chaffeensis

A. capra

(=]

A. phagocytophilum / A. platys / This study

B. groEL gene

100 CEL17-04 France Red deer This study -
95 DVC17-07 France Swamp deer This study

2 AB454078.1 Anaplasma sp. -tick - Japan

i A. capra/This stud
KM206275.1 Anaplasma capra human - China pra/¥ y

KJ700629.1 Anaplasma sp. A60 goat - China

KX987393.1 Anaplasma sp. - tick - China
KY305561.1 Anaplasma marginale buffalo South Africa
KY305543.1 Anaplasma centrale buffalo -South Africa
FJ460441.1 Anaplasma ovis - goat - Cyprus

KX579069.1 Anaplasma ovis - sheep - China

A.ovis [ A. centrale / A. marginale
EF520695.1 Anaplasma centrale cattle Italy
AF414866.1 Anaplasma centrale tick - South Africa

JQB839013.1 Anaplasma marginale - cattle - Philippines

FJ226455.1 Anaplasma marginale cattle- Japan _
JF494833.1 Anaplasma phagocytophilum - dog - USA

- EU860089.1 Anaplasma phagocytophilum - sheep - France
5, AF033101.1 Ehrlichia sp. HGE agent human - Slovenia
JX876642.1 Anaplasma odocoilei white-tailed deer - USA
o 100 AY044161.1 Anaplasma platys dog - France

{ KX987399.1 Anaplasma bovis tick - China
98 KY425421.1 Anaplasma bovis - tick - Australia

JQ085941.1 Ehrlichia chaffeensis - marsh deer - Brazil




C. gltA gene

100 CEL17-04 France Red deer This study
i|—£ DVC17-07 France Swamp deer This study
AB454078.1 Anaplasma sp. - tick - Japan

KM206275.1 Anaplasma capra human - China

a7

A. capra/This study

KJ700629.1 Anaplasma sp. A60 goat - China

KX987393.1 Anaplasma sp. - tick - China

KY305561.1 Anaplasma marginale buffalo South Africa ]
KY305543.1 Anaplasma centrale buffalo -South Africa
FJ460441.1 Anaplasma ovis - goat - Cyprus

KX579069.1 Anaplasma ovis - sheep - China

A.ovis / A. centrale / A. marginale
EF520695.1 Anaplasma centrale cattle Italy
AF414866.1 Anaplasma centrale tick - South Africa

JQ839013.1 Anaplasma marginale - cattle - Philippines

FJ226455.1 Anaplasma marginale cattle - Japan
JF494833.1 Anaplasma phagocytophilum -dog - USA
EU860089.1 Anaplasma phagocytophilum - sheep - France
83 AF033101.1 Ehrlichia sp. HGE agent human - Slovenia
JX876642.1 Anaplasma odocoilei white-tailed deer - USA
100 AY044161.1 Anaplasma platys dog -France
KX987399.1 Anaplasma bovis tick - China
493[ KY425421.1 Anaplasma bovis - tick - Australia

JQ085941.1 Ehrlichia chaffeensis - marsh deer - Brazil

90

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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