General/species Sequences (5’ - 3) Reference

B. bifidum F: CTCCTGGAAACGGGTGG [1]
R: GGTGTTCTTCCCGATATCTACA

B. infantis F: CGCGAGCAAAACAATGGTT [2]
R: AACGATCGAAACGAACAATAGAGTT

B. longum F: TGGAAGACGTCGTTGGCTTT [2]
R: ATCGCGCCAGGCAAAA

B. breve F: GTGGTGGCTTGAGAACTGGATAG [2]
R: CAAAACGATCGAAACAAACACTAAA

B. catenulatum F: GTGGACGCGAGCAATGC [2]
R: AATAGAGCCTGGCGAAATCG

B. adolescentis F: ATAGTGGACGCGAGCAAGAGA [2]
R: TTGAAGAGTTTGGCGAAATCG

Bacteroides fragilis F: ATAGCCTTTCGAAAGRAAGAT [3]
R: CCAGTATCAACTGCAATTTTA

Clostridium difficile F: TTGAGCGATTTACTTCGGTAAAGA [1]
R: CCATTCTGTACTGGCTCACCT

Escherichia coli F: CATGCCGCGTGTATGAAGAA [4]
R: CGGGTAACGTCAATGAGCAAA

Methanobrevibacter F: GAAAGCGGAGGTCCTGAA [5]

smithii R: ACTGAAAAACCTCCGCAAAC
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