Supplementary Material
Table S1: Primers used for molecular confirmation of TBPs in tick tissues
	Primer name
	Gene target
	Target size (bp)
	Sequence (5’–3’)
	Primer reference

	120–2788
120–3599
	Rickettsia ompB
	856

	AAACAATAATCAAGGTACTGT
TACTTCCGGTTACAGCAAAGT
	(Roux & Raoult, 2000)

	PER1
PER2
	Ehrlichia 16S rRNA

	
451
	TTTATCGCTATTAGATGAGCCTATG
CTCTACACTAGGAATTCCGCTAT
	(Goodman et al., 1996)

	EHR16SD
1492R
	Anaplasma/Ehrlichia 16S rRNA

	
1030
	GGTACCYACAGAAGAAGTCC
GGTTACCTTGTTACGACTT
	(Parola et al., 2000; Reysenbach et al., 1992)




Table S2: Mean percentage relative abundance (%) of the top 25 most prevalent bacterial genera detected in Amblyomma gemma and Rhipicephalus pulchellus ticks, compared to host cattle blood. The relative abundance values represent the mean of individual sample proportions within each group.
	
	Percentage relative abundance %

	Genus
	Amblyomma gemma
	Rhipicephalus pulchellus
	Cattle blood

	Anaplasma
	0.00
	0.00
	76.10

	Coxiella
	26.72
	29.90
	6.80

	Rickettsia
	26.51
	1.00
	0.00

	Pseudomonas
	1.99
	20.70
	0.40

	Staphylococcus
	5.27
	8.30
	1.20

	Acinetobacter
	10.56
	2.10
	1.80

	Corynebacterium
	4.37
	4.50
	1.00

	Dietzia
	2.48
	5.30
	0.70

	Cutibacterium
	2.39
	3.10
	1.00

	Enhydrobacter
	1.26
	0.40
	2.90

	Escherichia-Shigella
	3.43
	0.50
	0.10

	Glutamicibacter
	0.06
	2.50
	0.00

	Ehrlichia
	2.18
	0.00
	0.00

	Streptomyces
	0.01
	2.10
	0.00

	Flavobacterium
	0.23
	1.80
	0.00

	Others
	12.56
	17.70
	8.10

	Total
	100.00
	100.00
	100.00






Table S3. Mean percentage relative abundance of the top 15 bacterial genera across Amblyomma gemma male tissues (Haemolymph, midgut, salivary glands, and testes). Top genera are based on cumulative percent abundance across all male samples. Prevalence represents the proportion of samples in which each genus was detected (>0%).


	 
	 
	Percentage relative abundance %

	Genus
	Prevalence (%  positive samples)
	Testes (%)
	Haemolymph (%)
	Midgut (%)
	Salivary gland (%)

	Acinetobacter
	91.7
	8.8
	39.5
	13.5
	6.8

	Corynebacterium
	63.9
	1.3
	3.8
	0.9
	0.0

	Coxiella
	69.4
	13.3
	1.0
	6.1
	24.8

	Cutibacterium
	75.0
	2.4
	1.6
	0.0
	0.3

	Dietzia
	33.3
	0.1
	2.3
	0.1
	0.0

	Enhydrobacter
	33.3
	0.9
	3.6
	0.0
	0.0

	Enterobacter
	27.8
	2.6
	3.7
	3.3
	3.3

	Escherichia-Shigella
	44.4
	9.3
	10.7
	9.7
	7.8

	Exiguobacterium
	11.1
	3.2
	0.0
	0.0
	0.0

	Micrococcus
	33.3
	1.2
	0.5
	0.0
	0.0

	Pseudomonas
	75.0
	2.9
	2.6
	1.4
	1.5

	Rickettsia
	77.8
	40.5
	13.7
	52.8
	52.5

	Sphingobacterium
	30.6
	1.5
	0.5
	0.2
	0.0

	Staphylococcus
	83.3
	3.0
	2.7
	10.4
	0.6

	Streptococcus
	33.3
	3.4
	0.1
	0.0
	0.0

	Other
	 
	5.6
	13.7
	1.5
	2.2

	 Total
	 
	100
	100
	100
	100






Table S4. Percent relative abundance of the top 15 bacterial genera detected in Amblyomma female tissues (haemolymph, midgut, salivary glands, and ovary). Top genera are based on cumulative percent abundance across all female samples. Prevalence represents the proportion of samples in which each genus was detected (>0%).

	 
	 
	Percentage relative abundance %

	Genus
	Prevalence (% positive samples)
	Haemolymph (%)
	Midgut (%)
	Ovary (%)
	Salivary gland (%)

	Acinetobacter
	90.6
	18.2
	0.9
	0.5
	7.8

	Chryseobacterium
	31.3
	1.1
	0.0
	0.1
	0.6

	Corynebacterium
	85.9
	8.9
	7.8
	1.5
	5.6

	Coxiella
	85.9
	2.1
	30.0
	85.0
	24.4

	Cutibacterium
	82.8
	5.5
	1.9
	0.2
	4.8

	Dietzia
	60.9
	6.3
	5.5
	1.0
	1.2

	Ehrlichia
	6.3
	4.0
	3.2
	0.1
	6.3

	Enhydrobacter
	48.4
	1.5
	0.2
	0.1
	3.5

	Hymenobacter
	6.3
	0.0
	2.0
	0.0
	0.0

	Micrococcus
	45.3
	1.0
	0.1
	0.0
	0.8

	Pseudomonas
	60.9
	6.9
	0.1
	0.1
	0.6

	Rickettsia
	46.9
	16.5
	25.7
	9.8
	24.0

	Sphingomonas
	26.6
	0.2
	1.7
	0.0
	0.1

	Staphylococcus
	78.1
	4.3
	13.8
	0.5
	4.9

	Streptococcus
	51.6
	1.7
	0.3
	0.0
	2.3

	Other
	 
	21.5
	6.7
	1.0
	13.2

	 Total
	 
	100.0
	100.0
	100.0
	100.0




Table S5. Mean percentage relative abundance of the top 15 bacterial genera across Rhipicephalus pulchellus female tissues (Haemolymph, midgut, salivary glands, and ovary). Top genera are based on cumulative percent abundance across all female samples. Prevalence represents the proportion of samples in which each genus was detected (>0%).
	 
	 
	Percentage relative abundance %

	Genus
	Prevalence (% positive samples)
	Haemolymph (%)
	Midgut (%)
	Ovary (%)
	Salivary gland (%)

	Acinetobacter
	75.0
	7.0
	1.9
	0.2
	0.4

	Brachybacterium
	62.5
	1.9
	0.1
	0.1
	0.2

	Corynebacterium
	100.0
	5.5
	5.0
	0.1
	2.1

	Coxiella
	81.3
	0.0
	10.7
	94.7
	58.6

	Cutibacterium
	68.8
	0.2
	0.1
	0.0
	2.8

	Dietzia
	87.5
	5.9
	23.9
	0.4
	1.7

	Flavobacterium
	43.8
	12.3
	1.5
	0.1
	0.0

	Gordonia
	31.3
	0.1
	4.8
	0.1
	2.2

	Klebsiella
	68.8
	0.2
	1.0
	0.0
	1.5

	Leucobacter
	56.3
	0.7
	2.9
	0.0
	0.0

	Pseudomonas
	93.8
	41.5
	25.1
	2.4
	10.0

	Rickettsia
	56.3
	0.0
	0.3
	0.1
	3.6

	Sphingobacterium
	62.5
	4.7
	0.9
	0.1
	2.5

	Staphylococcus
	100.0
	2.6
	1.4
	0.1
	0.7

	Streptomyces
	100.0
	2.3
	2.5
	0.7
	0.7

	Other
	 
	15.0
	17.8
	1.1
	12.9

	 Total
	 
	100.0
	100.0
	100.0
	100.0




Table S6. Percent relative abundance of the top 15 bacterial genera detected in Rhipicephalus pulchellus male tissues (Haemolymph, midgut, salivary glands, and testes). Top genera are based on cumulative percent abundance across all male samples. Prevalence represents the proportion of samples in which each genus was detected (>0%).

	 
	 
	Percentage relative abundance %

	Genus
	Prevalence (% positive samples)
	Testes (%)
	Haemolymph (%)
	Midgut (%)
	Salivary gland (%)

	Acinetobacter
	81.3
	2.7
	2.3
	1.7
	0.7

	Brachybacterium
	62.5
	0.2
	1.9
	2.2
	0.3

	Corynebacterium
	87.5
	2.7
	9.4
	8.1
	2.6

	Coxiella
	93.8
	21.1
	1.9
	6.0
	45.9

	Cutibacterium
	75.0
	3.7
	0.9
	0.3
	17.0

	Dietzia
	75.0
	0.2
	4.0
	5.7
	0.5

	Enterococcus
	37.5
	3.9
	0.5
	0.0
	0.0

	Escherichia-Shigella
	75.0
	0.6
	1.2
	0.6
	0.5

	Glutamicibacter
	43.8
	0.9
	14.7
	0.1
	2.6

	Ochrobactrum
	37.5
	3.4
	0.0
	0.1
	0.0

	Pseudomonas
	100.0
	15.5
	38.8
	27.7
	4.5

	Rickettsia
	31.3
	0.8
	1.4
	0.0
	1.8

	Staphylococcus
	93.8
	21.9
	5.3
	26.2
	8.5

	Streptomyces
	100.0
	2.0
	3.2
	3.3
	2.2

	Trichococcus
	6.3
	3.5
	0.0
	0.0
	0.0

	Other
	 
	16.8
	14.2
	17.9
	12.8

	 Total
	 
	100.0
	100.0
	100.0
	100.0




Table S7: Top 15 inter-genus co-occurrence relationships across Amblyomma gemma male and female tick tissues. The table highlights the strongest positive and negative correlations between bacterial genera (source and target) in male and female gonads, haemolymph, salivary gland, and midgut. AbsoluteWeight represents the magnitude of the correlation, while correlation indicates the sign (positive or negative).
	Amblyomma gemma male tissues

	Haemolymph

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Escherichia-Shigella
	Enterobacter
	0.888860023
	0.888860023
	Positive

	Staphylococcus
	Corynebacterium
	0.867088937
	0.867088937
	Positive

	Georgenia
	Tessaracoccus
	0.850627925
	0.850627925
	Positive

	Enteractinococcus
	Georgenia
	0.846065946
	0.846065946
	Positive

	Georgenia
	Flaviflexus
	0.844785142
	0.844785142
	Positive

	Salinicoccus
	Tessaracoccus
	0.843550709
	0.843550709
	Positive

	Leucobacter
	Paracoccus
	0.842012004
	0.842012004
	Positive

	Dietzia
	Pseudactinotalea
	0.841699338
	0.841699338
	Positive

	Georgenia
	Garicola
	0.8367965
	0.8367965
	Positive

	Actinotalea
	Tessaracoccus
	0.835918367
	0.835918367
	Positive

	Pseudomonas
	Niabella
	0.695460992
	-0.695460992
	Negative

	Ornithinimicrobium
	Streptococcus
	0.694609697
	-0.694609697
	Negative

	Acinetobacter
	Gemella
	0.6828147
	-0.6828147
	Negative

	Aliidiomarina
	Rickettsia
	0.669938635
	-0.669938635
	Negative

	Pseudomonas
	Ralstonia
	0.659399502
	-0.659399502
	Negative

	Midgut

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Sphingobacterium
	Gemmobacter
	0.854420721
	0.854420721
	Positive

	Glutamicibacter
	Microbacterium
	0.853763961
	0.853763961
	Positive

	Enterobacter
	Pseudomonas
	0.846109931
	0.846109931
	Positive

	Escherichia-Shigella
	Enterobacter
	0.838308782
	0.838308782
	Positive

	Staphylococcus
	Corynebacterium
	0.830556995
	0.830556995
	Positive

	Staphylococcus
	Glutamicibacter
	0.778373043
	0.778373043
	Positive

	Dietzia
	Jeotgalicoccus
	0.770563923
	0.770563923
	Positive

	Dietzia
	Glutamicibacter
	0.759245331
	0.759245331
	Positive

	Escherichia-Shigella
	Pantoea
	0.75371412
	0.75371412
	Positive

	Dietzia
	Microbacterium
	0.733248776
	0.733248776
	Positive

	Corynebacterium
	Rickettsia
	0.705978037
	-0.705978037
	Negative

	Rickettsia
	Glutamicibacter
	0.666230061
	-0.666230061
	Negative

	Acinetobacter
	Herbaspirillum
	0.66435558
	-0.66435558
	Negative

	Propioniciclava
	Cutibacterium
	0.637268297
	-0.637268297
	Negative

	Staphylococcus
	Rickettsia
	0.616327029
	-0.616327029
	Negative

	Salivary gland

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Escherichia-Shigella
	Enterobacter
	0.819119571
	0.819119571
	Positive

	Serratia
	Pantoea
	0.818490747
	0.818490747
	Positive

	Anaerococcus
	Alloprevotella
	0.795527839
	0.795527839
	Positive

	Stenotrophomonas
	Microbacterium
	0.779992441
	0.779992441
	Positive

	Exiguobacterium
	Klebsiella
	0.777452111
	0.777452111
	Positive

	Robbsia
	Glutamicibacter
	0.772991565
	0.772991565
	Positive

	Glutamicibacter
	Alloprevotella
	0.771430908
	0.771430908
	Positive

	Exiguobacterium
	Raoultella
	0.769429804
	0.769429804
	Positive

	Terracoccus
	Glutamicibacter
	0.769054116
	0.769054116
	Positive

	Exiguobacterium
	Methylobacterium-Methylorubrum
	0.768462934
	0.768462934
	Positive

	Rickettsia
	Cutibacterium
	0.727248878
	-0.727248878
	Negative

	Rickettsia
	Coxiella
	0.692797412
	-0.692797412
	Negative

	Staphylococcus
	Novosphingobium
	0.653863444
	-0.653863444
	Negative

	Enterococcus
	Coxiella
	0.57113688
	-0.57113688
	Negative

	Escherichia-Shigella
	Flavobacterium
	0.554192746
	-0.554192746
	Negative

	Male gonads

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Micrococcus
	Streptococcus
	0.909994335
	0.909994335
	Positive

	Chryseobacterium
	Pantoea
	0.859872553
	0.859872553
	Positive

	Enhydrobacter
	Massilia
	0.850199873
	0.850199873
	Positive

	Chryseobacterium
	Peptoniphilus
	0.844894366
	0.844894366
	Positive

	Paracoccus
	Massilia
	0.829217171
	0.829217171
	Positive

	Enhydrobacter
	Paracoccus
	0.822761213
	0.822761213
	Positive

	Pantoea
	Peptoniphilus
	0.817959702
	0.817959702
	Positive

	Gemmobacter
	Rhizorhapis
	0.811156416
	0.811156416
	Positive

	Serratia
	Exiguobacterium
	0.809095549
	0.809095549
	Positive

	Brevundimonas
	Dermacoccus
	0.805130864
	0.805130864
	Positive

	Staphylococcus
	Ehrlichia
	0.605235424
	-0.605235424
	Negative

	Rickettsia
	Lactobacillus
	0.58794284
	-0.58794284
	Negative

	Gemmatimonas
	Cutibacterium
	0.568380883
	-0.568380883
	Negative

	Rickettsia
	Streptococcus
	0.567558653
	-0.567558653
	Negative

	Rickettsia
	Brevundimonas
	0.558883935
	-0.558883935
	Negative

	Amblyomma gemma female tissues

	Haemolymph

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Glutamicibacter
	Brachybacterium
	0.84860664
	0.84860664
	Positive

	Pusillimonas
	Luteimonas
	0.83463022
	0.83463022
	Positive

	Brevibacterium
	Psychrobacter
	0.83055547
	0.83055547
	Positive

	Gemmobacter
	Kosakonia
	0.82056791
	0.82056791
	Positive

	Escherichia-Shigella
	Aliidiomarina
	0.82017523
	0.82017523
	Positive

	Parapusillimonas
	Pusillimonas
	0.79430338
	0.79430338
	Positive

	Escherichia-Shigella
	Pusillimonas
	0.79239763
	0.79239763
	Positive

	Escherichia-Shigella
	Verticiella
	0.79030605
	0.79030605
	Positive

	Acinetobacter
	Pusillimonas
	0.78294255
	0.78294255
	Positive

	Auricoccus-Abyssicoccus
	Ignavigranum
	0.77890246
	0.77890246
	Positive

	Staphylococcus
	Altererythrobacter
	0.65707815
	-0.6570782
	Negative

	Micrococcus
	Paracoccus
	0.6135199
	-0.6135199
	Negative

	Leucobacter
	Cutibacterium
	0.57175446
	-0.5717545
	Negative

	Corynebacterium
	Marmoricola
	0.56001287
	-0.5600129
	Negative

	Actinomyces
	Flavobacterium
	0.55236927
	-0.5523693
	Negative

	Midgut 

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Dietzia
	Corynebacterium
	0.889578825
	0.889578825
	Positive

	Microbacterium
	Aerosphaera
	0.821666961
	0.821666961
	Positive

	Acidiphilium
	Hymenobacter
	0.785399169
	0.785399169
	Positive

	Paeniclostridium
	Facklamia
	0.780496342
	0.780496342
	Positive

	Arthrobacter
	Romboutsia
	0.77463022
	0.77463022
	Positive

	Dietzia
	Staphylococcus
	0.772365787
	0.772365787
	Positive

	Paeniclostridium
	Aerosphaera
	0.75889115
	0.75889115
	Positive

	Paeniclostridium
	Microbacterium
	0.757802422
	0.757802422
	Positive

	MN 122.2a
	Roseomonas
	0.757444901
	0.757444901
	Positive

	Rhizobacter
	Acidiphilium
	0.756518228
	0.756518228
	Positive

	Staphylococcus
	Rickettsia
	0.612278605
	-0.612278605
	Negative

	Rickettsia
	Rhodococcus
	0.604282349
	-0.604282349
	Negative

	Corynebacterium
	Actinomyces
	0.556848808
	-0.556848808
	Negative

	Corynebacterium
	Gaiella
	0.54909319
	-0.54909319
	Negative

	Dietzia
	Rickettsia
	0.544256398
	-0.544256398
	Negative

	Salivary gland

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Staphylococcus
	Acinetobacter
	0.784308207
	0.784308207
	Positive

	Herbaspirillum
	Prevotella
	0.771368583
	0.771368583
	Positive

	Veillonella
	Prevotella
	0.722389148
	0.722389148
	Positive

	Veillonella
	Herbaspirillum
	0.720538858
	0.720538858
	Positive

	Turicella
	Dermacoccus
	0.715432525
	0.715432525
	Positive

	Staphylococcus
	Cutibacterium
	0.711652805
	0.711652805
	Positive

	Turicella
	Leucobacter
	0.695360136
	0.695360136
	Positive

	Serratia
	Exiguobacterium
	0.688852399
	0.688852399
	Positive

	Serratia
	Solobacterium
	0.683702183
	0.683702183
	Positive

	Leucobacter
	Dermacoccus
	0.68201195
	0.68201195
	Positive

	Enhydrobacter
	Jeotgalicoccus
	0.534115822
	-0.534115822
	Negative

	Ovaries

	Source
	Target
	AbsoluteWeight
	Correlation
	Type

	Dietzia
	Corynebacterium
	0.820158146
	0.820158146
	Positive

	Micrococcus
	Enhydrobacter
	0.705403613
	0.705403613
	Positive

	Acinetobacter
	Cutibacterium
	0.696902684
	0.696902684
	Positive

	Gemmobacter
	Actinomyces
	0.681786692
	0.681786692
	Positive

	Micrococcus
	Streptococcus
	0.670851644
	0.670851644
	Positive

	Micrococcus
	Peptoniphilus
	0.66338972
	0.66338972
	Positive

	Enhydrobacter
	Streptococcus
	0.659834727
	0.659834727
	Positive

	Micrococcus
	Kocuria
	0.654228869
	0.654228869
	Positive

	Janthinobacterium
	Flavobacterium
	0.645133421
	0.645133421
	Positive

	Enhydrobacter
	Kocuria
	0.641197687
	0.641197687
	Positive

	Coxiella
	Rhodococcus
	0.556796355
	-0.556796355
	Negative







Table S8: Putative Keystone taxa of bacterial communities in Amblyomma gemma tick tissues

	Tissue
	Sex
	Putative Keystone Taxa
	Eigenvector >0.75

	Haemolymph
	Female
	Granulicatella
	1.0

	 
	 
	Promicromonospora
	1.0

	
	 
	Abiotrophia
	1.0

	
	 
	Haematobacter
	0.95

	
	 
	Trucilla
	0.94

	
	 
	Capnocytophaga
	0.91

	
	 
	Gordonia
	0.88

	 
	Male
	Georgenia
	1.0

	
	 
	Flaviflexus
	0.99

	
	 
	Enteractinococcus
	0.99

	
	 
	Garicola
	0.99

	
	 
	Salinicoccus
	0.99

	
	 
	Actinotalea
	0.99

	Midgut
	Female
	Rhizobacter
	1.0

	 
	 
	Roseomonas
	0.98

	
	 
	Escherichia-Shigella
	0.97

	
	 
	Acidiphilium
	0.91

	
	 
	Sphingomonas
	0.81

	
	 
	Georgenia
	0.8

	 
	Male
	Candidatus profftella
	1.0

	
	 
	Psychrobacter
	0.98

	
	 
	Enhydrobacter
	0.98

	
	 
	Turicibacter
	0.98

	
	 
	Candidatus saccharimonas
	0.94

	
	 
	Mesothizobium
	0.91

	Salivary gland
	Female
	Serratia
	1.0

	 
	 
	Exiguobacterium
	0.99

	
	 
	Amnibacterium
	0.95

	
	 
	Porphyromonas
	0.95

	
	 
	Solobacterium
	0.94

	
	 
	Prevotella_7
	0.91

	
	 
	Klebsiella
	0.88

	
	 
	Peptoniphilus
	0.87

	 
	Male
	Janthinobacterium
	1.0

	
	 
	Klebsiella
	1.0

	
	 
	Methylobacterium-Methylorubrum
	0.98

	
	 
	Raoultella
	0.97

	
	 
	Exiguobacterium
	0.97

	
	 
	Aureimonas
	0.95

	
	 
	Paracoccus
	0.92

	
	 
	Lysinibacillus
	0.92

	
	 
	Spirosoma
	0.87

	
	 
	Leucobacter
	0.87

	
	 
	Chryseobacterium
	0.83

	
	 
	Ornithinimicrobium
	0.83

	
	 
	Serratia
	0.76

	Ovary
	Female
	Enhydrobacter
	1.0

	 
	 
	Kocuria
	0.97

	
	 
	Corynebacterium
	0.88

	
	 
	Staphylococcus
	0.88

	
	 
	Microbacterium
	0.8

	Testes
	Male
	Gemmatimonas
	1.0

	 
	 
	Ellin6067
	0.99

	
	 
	Pseudonocardia
	0.99

	
	 
	Flavisolibacter
	0.98

	
	 
	Parviterribacter
	0.98

	
	 
	Tepidimonas
	0.98










[image: ]
Fig. S1: Rarefaction curves showing bacterial taxonomic abundance curves of amplicon sequence variants for our tick tissue and blood samples.
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Fig. S2: Maximum likelihood phylogenetic tree of A. Rickettsia and Coxiella V1-V2 (280–300 bp) 16S rRNA gene, and B. Anaplasma (1030 bp) and Ehrlichia (450 bp) 16S rRNA gene, and C. Rickettsia OmpB (856 bp) gene sequences. GenBank accession numbers, species identifications, and country of origin in brackets. Sequences from this study are bolded. Bootstrap values at the major nodes are of percentage agreement among 1000 replicates.
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CP103431 Coxdela burneti (Namibia)

= 0Q152499 Coxiella buneti (Guinea)

CPO14553 Coxiella burneti (Namibia)

MW541904 Coxielasp. ex. Rhipicephalus (Kenya)

72— MK026406 Coxiella sp.ex. Rhipicephalus (Kenya)

7 Asv_228

83 De4ss9 Coxiella sp. ex. Rhipicephaus (Japan)
MIHG7612 Coxiella sp. ex. Rhipicephalus (india)

[—— KT257867 Coxiellasp. ex. Amblyomma (Kenya)

= MW541905 Coriella sp. ex. Amblyomma (Kenya)

0L411945 Coxiela sp. ex. Ambiyomma (Kenya)
asv_2
ASV_200

KP276587 Candidatus Cryptopiasma californiense
005

MN266931 Anapiasma marginae (Kenya)

ST AF414878 A. marginale (Zimbambwe)
Kewoz

76| PV133719 A marginale (Kenya)
Kewos.

KUBB6794 A. marginale (Uganda)
8| g KCwor2

KCW06
PV133721 Anaplasma platys (Kenya)
LC269822 A. platys (Zambia)
MN266939 A. platys (Kenya)

MKB14420 A. platys (South Africa)

KT26TE

PV133716 Envfichia ruminantium (Kenya)

00 MT929195 E. ruminantium (Kenya)

KT24MD
OR136377 E. ruminantium (Kenya)

— KP276587 Candidatus Crypioplasma calfforniense (outgroup)

OMATS664 Rickettsia massilae (China)
95( OM475663 R. massiliae (China)

95( AF123726 Rickettsia conori (India)
AF123721 R. conori (India)

MGB11716 Rickettsa sibrca (China)
KY780029 R. siirica (Russia)
33| PV208566 Rickettsia aficae (Kenya)

&7 KTOTHA

KTO7MD

KT120V

1780919 Ricketsiaaficae (Uganda)
LC780033 R. africae (Uganda)

KT41SG.

MW478138 R. afiicae (Kenya)

MT900495 R. africae (Kenya)

MW248726 R. afficae (Kenya)

PV208556 Rickeftsia aeschiimannii (Kenya)
68! MT900493_R. aeschiimannii (Kenya)

8]
Ey

— MH218568 Uncultured bacterium (outgroup)




