Table S: PCR primer pairs and conditions used in this study.
	
Organisms
	Target gene
	Primer sequence (5’ 3’)
	Fragment
size (bp)
	Tm (ºC)
	Reference

	Ticks
	16S rRNA
	F:CTGCTCAATGATTTTTTAAATTGCTGTGG
R:CCGGTCTGAACTCAGATCAAGT
	456
	48
54
	[1]

	
	12S rRNA†
	F:AAACTAGGATTAGATACCCT
R:AATGAGAGCGACGGGCGATGT
	338
	51
53
	[2]

	
	COI†
	F:GGTCAACAAATCATAAAGATATTGG
R:TAAACTTCAGGGTGACCAAAAAATCA
	710
	40
	[3]

	Spotted Fever group Rickettsia spp.
	ompA
	F:ATGGCGAATATTTCTCCAAAA 
R:GTTCCGTTAATGGCAGCATCT
	631
	46
	[4,5]

	
	
	F:ATGGCGAATATTTCTCCAAAA 
R:AGTGCAGCATTCGCTCCCCCT
	532
	48
	

	Anaplasma/Ehrlichia/ Neoehrlichia spp. 
	groESL
	F:AITGGGCTGGTAITGAAAT
R:CCICCIGGIACIAIACCTTC
	1,350
	48
	[6]

	
	
	F:ATWGCWAARGAAGCATAGTC
R:CTCAACAGCAGCTCTAGTAGC
	1297
	75
	

	Ehrlichia spp.
	gltA
	F:ATGTCTACTGCTGCTTGTGA 
R:ATGACCAGTATATAACTGACGTG
	1098
	50
	[7,8]

	
	
	F:ATGTCTACTGCTGCTTGTGA 
R: GAGCAGACCAACCAGATGTTC
	1030
	50
	

	
	16S rRNA
	F:GAACGAACGCTGGCGGCAAGC
R:AGTAYCGRACCAGATAGCCGC
	696
	50
	[8,9]

	Borrelia burgdorferi s.l. (Lyme group)
	flaB
	F :AARGAATTGGCAGTTCAATC
R :GCATTTTCWATTTTAGCAAGTGATG
	497
	52
	[10,11]

	
	
	F :ACATATTCAGATGCAGACAGAGGTTCTA
R :GAAGGTGCTGTAGCAGGTGCTGGCTGT
	398
	55
	

	Relapsing fever group Borrelia spp.
	glpQ
	F:ATGGGTTCAAACAAAAAGTCACC 
R:CATTACTGTGTCAGTAAAATCTGTAAATATACCATCTAC
	920
	70 Touchdown
60
	[12]

	
	
	F:ATGGGTTCAAACAAAAAGTCACC
R:CCAGGGTCCAATTCCATCAGAATATTGTGCAAC
	700
	53
	[13]

	Coxiella burnetii
	IS1111
	F:TATGTATCCACCGTAGCCAGTC
R:CCCAACAACACCTCCTTATTC
	685
	48
	[14]

	Coxiella /Rickettsiella spp.
	rpoB
	F:GGGCGNCAYGGWAAYAAAGGSGT
R:CACCRAAHCGTTGACCRCCAAATTG
	619
	56
	[15]

	
	
	F:TCGAAGAYATGCCYTATTTAGAAG
R:AGCTTTMCCACCSARGGGTTGCTG
	542
	56
	

	
	groE†
	F:TTTGAAAAYATGGGCGCKCAAATGGT
R:CGRTCRCCAAARCCAGGTGC
	655
	56
	[15]

	
	
	F:GAAGTGGCTTCGCRTACWTCAGACG
R:CCAAARCCAGGTGCTTTYAC
	619
	56
	

	Spiroplasma spp.
	rpoB
	F:GGNTTTATTGAAACACCATAYGCTC
R:GCATGTAATTTATCATCAACCATGTGTG
	1443
	63 Touchdown
	[16]

	
	16S rRNA†
	F:AGAGTTTGATCCTGGCTCAG
R:TAGCCGTGGCTTTCTGGTAA
	˜500
	55
	[17]

	Babesia/ Theileria spp.
	18S rRNA
	F:GACACAGGGAGGTAGTGACAAG
R:CTAAGAATTTCACCTCTGACAGT
	400
	51
	[18]

	
	ITS1†
	F:CGAGTGATCCGGTGAATTATTC
R:CCTTCATCGTTGTGTGAGCC
	615
	52
	[19,20]

	
	ITS2†
	F:GGCTCACACAACGATGAAGG 
R:CTCGCCGTTACTAAGGGAATC
	315
	54
	[19,20]

	Pan-bacterial†
	16S rRNA
	F:AGAGTTTGATCCTGGCTCAG
R:ACGGCTACCTTGTTACGACTT
	1500
	60
	[21]

	F: Forward; R: Reverse; bp: base pairs; Tm: melting temperature; W= A/T; R= G/A; Y= C/T; N= A/C/G/T; S= G/C; H=A/C/T; M= K/C; K= G/T.
†Performed only with samples with inconclusive results for further characterization.
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