	Seq Name
	Zip code
	Discriminating oligo (DS)
	Common probe (CP)
	DS

bp
	CP

bp
	Tm DS
	Tm CP
	Deg DS
	Deg CP

	B. longum
	3
	GTATGGGATGGGGTCGCGTCCTATCAGCTTGAC
	GGCGGGGTAACGGCCNACCGTGGCT
	33
	25
	68.1
	68.3
	0
	1

	Yersinia
	4
	GAGTAGGGCTACACACGTGCTACAATGGCAGATACAAAGT
	GAAGCGAACTCGCGAGAGCAAGCGGACC
	40
	28
	67.6
	67.2
	0
	0

	Proteus
	5
	GGTCTTGAACCGTGGCTTCTGGAGCTAACGCGTTAAA
	TCGACCGCCTGGGGAGTACGGCCGC
	37
	25
	67.8
	69.2
	0
	0

	Campylobacter
	6
	GCTAGTTGGTRAGGTAATGGCTTACCAAGGCTATGACGCWTAA
	CTGGTCTGAGAGGATGATCAGTCACACTGGAACTGAG
	43
	37
	67.9
	67.8
	2
	0

	B. cereus
	7
	ACTCTGTTGTTAGGGAAGAACAAGTGCTAGTTGAATAAGC
	TGGCACCTTGACGGTACCTAACCAGAAAGCCACGG
	40
	35
	64.5
	69.1
	0
	0

	B. subtilis
	8
	GCAGCGAAACCGCGAGGTTAAGCCAATCCCAC
	AAATCTGTTCTCAGTTCGGATCGCAGTCTGCAACTCGA
	32
	38
	68.2
	66.6
	0
	0

	E. faecalis
	9
	GGAAGTACAACGAGTCGCTAGACCGCGAGGTCAT
	GCAAATCTCTTAAAGCTTCTCTCAGTTCGGATTGCAGGCTG
	34
	41
	68.0
	67.5
	0
	0

	E. faecium
	10
	CGCTTCTTTTTCCACCGGAGCTTGCTCCACCG
	GAAAAAGARGAGTGGCGAACGGGTGAGTAACACGTGG
	32
	37
	68.2
	68.3
	0
	1

	L. casei
	12
	GGGTCGTAAAACTCTGTTGTTGGAGAAGAATGGTCGGC
	AGAGTAACTGTTGTCGGCGTGACGGTATCCAACCAG
	38
	36
	67.7
	67.9
	0
	0

	L. salivarius
	14
	GTGAAATGCGTAGATATATGGAAGAACACCAGTGGCGAAA
	GCGGCTCTCTGGTCTGTAACTGACGCTGAGG
	40
	31
	65.5
	68.3
	0
	0

	Fusobacterium
	15
	GGGGAAGCCAGCYTACTGGACAGATACTGACGCTRAA
	GCGCGAAAGCGTGGGTAGCAAACAGGATTAGATACC
	37
	36
	68.9
	67.9
	2
	0

	Bateroides / 

Prevotella
	16
	CATTAAGYATYCCACCTGGGGAGTACGCCGGCAAC
	GGTGAAACTCAAAGGAATTGACGGGGGCCCGC
	35
	32
	69.1
	68.2
	2
	0

	C. perfringens
	17
	CTACACTTGACATCCCTTGCATTACTCTTAATCGAGGAAA
	TCCCTTCGGGGACAAGGTGACAGGTGGTGCAT
	40
	32
	64.5
	68.2
	0
	0

	C. difficile
	18
	GAACGCTGGCGGCGTGCCTAACACATGCAAGTT
	GAGCGATTTACTTCGGTAAAGAGCGGCGGACGG
	33
	33
	68.1
	68.1
	0
	0

	E. rectale
	19
	CATTGCTTCTCGGTGCCGTCGCAAACGCAG
	TAAGTATTCCACCTGGGGAGTACGTTCGCAAGAATGAAACTC
	30
	42
	67.1
	67.4
	0
	0

	Veillonella
	20
	GGTGGGAACTCATGAGAGACTGCCGCAGACAAT
	GCGGAGGAAGGCGGGGATGACGTCAAATC
	34
	29
	66.9
	67.2
	0
	0

	Bifidobacteriaceae
	25B
	TAGGGGAGACTGGAATTCCCGGTGTAACGGTGGAATGT
	GTAGATATCGGGAAGAACACCAATGGCGAAGGCAGGTCT
	38
	39
	68.8
	68.7
	0
	0

	Enterobacteriaceae
	23B
	GGGACCTTCGGGCCTCTTGCCATCGGATGT
	GCCCAGATGGGATTAGCTWGTWGGTGGGGTAACG
	30
	34
	68.5
	68.0
	0
	2

	Lactobacillaceae
	21B
	AAGAACACCAGTGGCGAAGGCGGCTSTCTGGT
	CTGTAACTGACGCTGAGGCTCGAAAGCATGGGTAGC
	32
	36
	68.2
	69.0
	1
	0

	Clostridium XIVa
	22
	CCGCGTGAGYGAAGAAGTATTTCGGTATGTAAAGCTCTA
	TCAGCAGGGAAGAWAATGACGGTACCTGACTAAGAAGCNC
	39
	40
	66.1
	68.1
	1
	2

	B. clausii
	32
	CCTAGAGATAGGGCTTTCCCCTTCGGGGGACAA
	AGTGACAGGTGGTGCATGGTTGTCGTCAGCTCG
	33
	33
	68.1
	68.1
	0
	0

	L. plantarum
	33
	CTACAATGGATGGTACAACGAGTTGCGAACTCGCGAGA
	GTAAGCTAATCTCTTAAAGCCATTCTCAGTTCGGATTGTAGGCTG
	38
	45
	67.7
	67.3
	0
	0

	Clostridium I / II
	35
	GCGTAAAGGGWGCGTAGGYGGATNTTTAAGTGRGATGTGAAATA
	CCCGGGCTYAACYTGGGTGCTGCATTYCAAAC
	44
	32
	67.8
	67.6
	4
	3

	Clostridium XI
	36
	CGATGAAGGCCTTCGGGTCGTAAAGCTCTGTCC
	TAARGGAAGAWAATGACGGTACYTTAGGAGGAAGCCCCG
	33
	39
	68.1
	67.6
	0
	3

	Clostridium IX
	37
	GAGCGAACGGGATTAGATACCCCGGTAGTCCTG
	GCCGTAAACGATGGRTACTAGGTGTAGGAGGTATCG
	33
	36
	68.1
	67.3
	0
	1

	Ruminococcus bromii

(Clostridium IV )
	38
	GAACCTTACCAGGTCTTGACATCCAACTAACGAAGTAGAGATRCA
	TTAGGTGCCCTTCGGGGAAAGKTGAGACAGGTG
	45
	33
	67.7
	67.5
	1
	1

	Ruminococcus albus

(Clostridium IV )
	39
	GAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACAT
	CAGTGGCGAAGGCGGCTTACTGGGCTTTAACTG
	46
	33
	67.2
	68.1
	0
	0

	Faecalibacterium prausnitzii

(Clostridium IV )
	40
	GTAAAGGGAGCGCAGGCGGGANGGCAAGTT
	GGAAGTGAAATCTATGGGCTCAACCCATGAACTGCTTTCAAAAC
	30
	44
	67.8
	67.3
	1
	0

	Oscillospira guillermondii

(Clostridium IV )
	41
	GGCYTTCGGGTTGTAAACTTCTTTTAAGGGGGAAGARCAGAA
	GACGGTACCCCTTGAATAAGCCACGGCTAACTACG
	42
	35
	67.4
	67.9
	2
	0

	Cyanobacteria
	42
	CCCAGACTCCTACGGGAGGCAGCAGTG
	GGGAATTTTCCGCAATGGGCGAAAGCCTGACGG
	27
	33
	67.3
	68.1
	0
	0

	Akkermansia
	1B
	GTGCCAGCAGCCGCGGTAATACAGAGGTCT
	CAAGCGTTGTTCGGAATCACTGGGCGTAAAGCGTG
	30
	35
	67.1
	67.9
	0
	0


