

Table S1. 16sRNA Primer# and sequence*
	name
	Sequence

	27F
	AGAGTTTGATCCTGGCTCAG

	1492R
	TACGGCTACCTTGTTACGACTT



#J. Jalava, E. Eerola, Phylogenetic analysis of fusobacterium alocis and fusobacterium sulci based on  16s rrna gene sequences: proposal of filifactor alocis (cato, moore and moore)  comb. Nov. And eubacterium sulci (cato, moore and moore) comb. Nov, Int J Syst Bacteriol 49 Pt 4 (1999) 1375-1379.

*16sRNA sequence
Contig Length: 1438 bases  
TCAGGATGAACGCTGGCGGCGTGCCTAACACATGCAAGTCGAGCGAGGGTTTGCTCAGTATTGAGTATTCTAAGTCTAGAATGTTCAATTCTGAGCAAAACCAAGCGGCGGACGGGTGAGTAACGCGTGGGTAACCTGCCCTATACACATGGATAACATACTGAAAAGTTTACTAATACATGATAATATATATTTGCGGCATCGCAGATATATCAAAGTGTTAGCGGTATAGGATGGACCCGCGTCTGATTAGCTAGTTGGTGAGATAACTGCCCACCAAGGCGACGATCAGTAGCCGACCTGAGAGGGTGATCGGCCACATTGGAACTGAGACACGGTCCAAACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAACGATGAAGGTCTTCGGATCGTAAAGTTCTGTTGCAGGGGAAGATAATGACGGTACCCTGTGAGGAAGCCCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGGGCTAGCGTTATCCGGATTTACTGGGCGTAAAGGGTGCGTAGGTGGTCCTTCAAGTCGGTGGTTAAAGGCTACGGCTCAACCGTAGTAAGCCGCCGAAACTGGAGGACTTGAGTGCAGGAGAGGAAAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTAGCGAAGGCGGCTTTCTGGACTGCAACTGACACTGAGGCACGAAAGCGTGGGTAGCAAACAGGATTAGATACCCTGGTAGTCCACGCTGTAAACGATGAGTACTAGGTGTCGGGGGTTACCCCCCTCGGTGCCGCAGCTAACGCATTAAGTACTCCGCCTGGGGAGTACGCACGCAAGTGTGAAACTCAAAGGAATTGACGGGGACCCGCACAAGTAGCGGAGCATGTGGTTTAATTCGAAGCAACGCGAAGAACCTTACCTAAGCTTGACATCCCTCGGACAGGTGTTTAATCACACCCTTCCTTCGGGACTGAGGTGACAGGTGGTGCATGGTTGTCGTCAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTGTCTTTAGTTGCCAGCATTCAGTTGGGCACTCTAGAGAGACTGCCAGGGATAACCTGGAGGAAGGTGGGGATGACGTCAAATCATCATGCCCCTTATGCTTAGGGCTACACACGTGCTACAATGGGTGGTACAGAGGGTTGCCAAACCGTGAGGTGGAGCCAATCCCTTAAAGCCATTCTCAGTTCGGATTGTAGGCTGAAACTCGCCTACATGAAGCTGGAGTTACTAGTAATCGCAGATCAGAATGCTGCGGTGAATGCGTTCCCGGGTCTTGTACACACCGCCCGTCACACCACGGGAGTCGGAAACACCCGAAGCCGATTATCCAACCGCAAGGAGGAA






Table S2. The comparison results only show the first three items compared in the NCBI database
	Description
	MaxScore
	TotalScore
	QueryCover
	Evalue
	Per.Ident
	Accession

	Pepto streptococcus stomatis strain K COM 1965 (=ChD CB 49)) 16S ribosomal RNA gene，partial sequence
	2649
	2649
	99%
	0
	100.00%
	MT328661.1

	Pepto streptococcus stomatis strain K COM3607 (=JS 503) 16S ribosomal RNA gene，partial sequence
	2643
	2643
	99%
	0
	99.93%
	MW548696.1

	Pepto streptococcus stomatis strain W2278 16S ribosomal RNA，partial sequence
	2643
	2643
	99%
	0
	99.93%
	NR043589.1





Figure S1. VITEK2 result
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