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Table S1. BLASTn of sequence from dsbA gene with similar matches with Ehrlichia ruminantium from

the NCBL
cps . Query cover Percentage
Identification similar sequence from GenBank . .
(%) identity
Ehrilichia ruminantium, Kwanyanga.
1 7
NWUe (CP040119.1) %6 99
Ehrilichia ruminantium, Mara87/7.
NWUe2 (CP040118.1) 97 99.4
NWUe3  Ehrilichia ruminantium, Nonile. (CP040117.1) 97 99.7
Ehrilichia ruminantium, Springbokfontein?.
4 7 7
NWUe (CP040115.1) ? 99
Ehrilichia ruminantium, Grootvellei.
NWUe5 (CP040120.1) 97 99.4
Ehrilichia ruminantium, Grootvellei.
’ 7 4
NWUeb (CP040120.1) ? 99
Ehrilichia ruminantium, Kwanyanga.
WUe7 4
NWUe (CP040119.1) %6 99
Ehrilichia ruminantium, Grootvellei.
W ’ 4 .
NWUe8 (CP040120.1) ? 98.5
Ehrilichia ruminantium, Springbokfontein4.
NWUe9 (CP040114.1) 90 99.7
Ehrilichia ruminantium, Kwanyanga.
WUel 1 .
NWUel0 (CP040119.1) ? 98.8
NWUell Ehrilichia ruminantium, Springbokfontein4. 94 99.1

(CP040114.1)



Ehrilichia ruminantium, Kwanyanga.

NWUel2 (CP040119.1) 97 99.7
Ehrilichia ruminantium, Mara87/7.
1 4 4
NWUel3 (CP040118.1) ? %9
Ehrilichia ruminantium, Grootvellei.
NWUel4 (CP040120.1) 96 99.7
Ehrilichia ruminantium, Kwanyanga.
1 1
NWUel5 (CP040119.1) 9 00
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Figure S1: Sequence polymorphism among nucleotide sequences of map-1 from South Africa
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KY457490.1 Amblyomma hebraeum

ON8BEB436. T Amblyomma hebraeum

KY457489. 71 Amblyomma hebraeum

&® ON88B88430.7T Amblyomma hebraeum

® ON888434. 1 Amblyomma hebraeum

& ON8B88429 71 Amblyomma hebraeum

MZ357747.7T Amblyomma hebraeum

MZ357742. 7T Amblyomma hebraeum

KP862667. 71 Ambilyomma eburneum

&® ON888435 71 Amblyomma hebraeum

| o® ON888437. 1 Amblyomma hebraeum

&® ON888432 7 Amblyomma hebraeum

® ON888433 7 Ambilyomma hebraeum

KJ6719637. .71 Amblyomma sp.
160 MHO996465. 1 Amblyomma sp.
91
70 MW7 13409 . 7T Amblyomma tholloni
73

MW7 13477. 7T Amblyomma tholloni

KY457492 1 Amblyomma marnmoreum

K
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KY457497. 1 Amblyomma marnmoreum

MTO00663. 7T Amblyomma humerale
100 | M TO00664. T Amblyomma humerale
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AY8877719. 71 Amblyomma ovale

l_ KM272204. 7 Rhipicephalus turanicus
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Figure S2: Phylogenetic analysis of tick ITS2 gene using the Maximum Likelihood (ML) method.



