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Appendix A 

Report of Microbial Identification by partial 16S rDNA sequence analysis 

Sample Name: E1 

 

 

 

700 bp Identification 

Homology Search with BLASTn program from NCBI database 

 

Sequences producing significant alignments:                   SCORE  E VALUE 

 

AB494716  Weissella cibaria       1263    0.0   

GU138616  Weissella cibaria IMAU:10288      1263    0.0   

GU138615  Weissella cibaria IMAU:10287       1263    0.0   

GU138603  Weissella cibaria IMAU:10275      1263    0.0   

GU138580  Weissella cibaria IMAU:10252      1263    0.0   

 

BLASTN 2.2.24+  

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. 

Schäffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David 

J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new 

generation of protein database search programs", Nucleic 

Acids Res. 25:3389-3402. 

 

 

RID: FE7KC18P016 

http://www.ncbi.nlm.nih.gov/nucleotide/292673267?report=genbank&log$=nucltop&blast_rank=1&RID=FE7KC18P016
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#292673267#292673267
http://www.ncbi.nlm.nih.gov/nucleotide/270513945?report=genbank&log$=nucltop&blast_rank=2&RID=FE7KC18P016
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513945#270513945
http://www.ncbi.nlm.nih.gov/nucleotide/270513944?report=genbank&log$=nucltop&blast_rank=3&RID=FE7KC18P016
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513944#270513944
http://www.ncbi.nlm.nih.gov/nucleotide/270513932?report=genbank&log$=nucltop&blast_rank=4&RID=FE7KC18P016
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513932#270513932
http://www.ncbi.nlm.nih.gov/nucleotide/270513909?report=genbank&log$=nucltop&blast_rank=5&RID=FE7KC18P016
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513909#270513909
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed&cmd=Retrieve&list_uids=9254694&dopt=Citation
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Query= E1 520F Length=700 

 

>E1 520F 

ATTTAAGTCTGAAGTGAAAGCCCTCAGCTCAACTGAGGAATTGCTTTGGAAACTGGATGA 

CTTGAGTGCAGTAGAGGAAAGTGGAACTCCATGTGTAGCGGTGAAATGCGTAGATATATG 

GAAGAACACCAGTGGCGAAGGCGGCTTTCTGGACTGTAACTGACGTTGAGGCTCGAAAGT 

GTGGGTAGCAAACAGGATTAGATACCCTGGTAGTCCACACCGTAAACGATGAGTGCTAGG 

TGTTTGAGGGTTTCCGCCCTTAAGTGCCGCAGCTAACGCATTAAGCACTCCGCCTGGGGA 

GTACGACCGCAAGGTTGAAACTCAAAGGAATTGACGGGGACCCGCACAAGCGGTGGAGCA 

TGTGGTTTAATTCGAAGCAACGCGAAGAACCTTACCAGGTCTTGACATCCCTTGACAACT 

CCAGAGATGGAGCGTTCCCTTCGGGGACAAGGTGACAGGTGGTGCATGGTTGTCGTCAGC 

TCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATTACTAGTTGCC 

AGCATTTAGTTGGGCACTCTAGTGAGACTGCCGGTGACAAACCGGAGGAAGGTGGGGATG 

ACGTCAAATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGCGTATACA 

ACGAGTTGCCAACCCGCGAGGGTGAGCTAATCTCTTAAAG 

 

 

Alignment and Phylogenic tree by MEGA 4 

Unweighted pair-group method using arithmetic averages (UPGMA) 

 

 GU138603
 GU138580
 GU138615
 GU138616
 AB494716
 E1 520F
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Report of Microbial Identification by partial 16S rDNA sequence analysis 

Sample Name: E2 

 

 

 

700 bp Identification 

Homology Search with BLASTn program from NCBI database 

 

Sequences producing significant alignments:                   SCORE  E VALUE 

 

AB494716  Weissella cibaria       1263    0.0   

GU138616  Weissella cibaria IMAU:10288      1263    0.0   

GU138615  Weissella cibaria IMAU:10287      1263    0.0   

GU138603  Weissella cibaria IMAU:10275      1263    0.0   

GU138580  Weissella cibaria IMAU:10252      1263    0.0   

 

BLASTN 2.2.24+  

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. 

Schäffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David 

J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new 

generation of protein database search programs", Nucleic 

Acids Res. 25:3389-3402. 

 

RID: FEC0PZB001N 

 

Query= E2 520F Length=700 

 

>E2 520F 

ATTTAAGTCTGAAGTGAAAGCCCTCAGCTCAACTGAGGAATTGCTTTGGAAACTGGATGA 

CTTGAGTGCAGTAGAGGAAAGTGGAACTCCATGTGTAGCGGTGAAATGCGTAGATATATG 

GAAGAACACCAGTGGCGAAGGCGGCTTTCTGGACTGTAACTGACGTTGAGGCTCGAAAGT 

http://www.ncbi.nlm.nih.gov/nucleotide/292673267?report=genbank&log$=nucltop&blast_rank=1&RID=FEC0PZB001N
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#292673267#292673267
http://www.ncbi.nlm.nih.gov/nucleotide/270513945?report=genbank&log$=nucltop&blast_rank=2&RID=FEC0PZB001N
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513945#270513945
http://www.ncbi.nlm.nih.gov/nucleotide/270513944?report=genbank&log$=nucltop&blast_rank=3&RID=FEC0PZB001N
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513944#270513944
http://www.ncbi.nlm.nih.gov/nucleotide/270513932?report=genbank&log$=nucltop&blast_rank=4&RID=FEC0PZB001N
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513932#270513932
http://www.ncbi.nlm.nih.gov/nucleotide/270513909?report=genbank&log$=nucltop&blast_rank=5&RID=FEC0PZB001N
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#270513909#270513909
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed&cmd=Retrieve&list_uids=9254694&dopt=Citation
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GTGGGTAGCAAACAGGATTAGATACCCTGGTAGTCCACACCGTAAACGATGAGTGCTAGG 

TGTTTGAGGGTTTCCGCCCTTAAGTGCCGCAGCTAACGCATTAAGCACTCCGCCTGGGGA 

GTACGACCGCAAGGTTGAAACTCAAAGGAATTGACGGGGACCCGCACAAGCGGTGGAGCA 

TGTGGTTTAATTCGAAGCAACGCGAAGAACCTTACCAGGTCTTGACATCCCTTGACAACT 

CCAGAGATGGAGCGTTCCCTTCGGGGACAAGGTGACAGGTGGTGCATGGTTGTCGTCAGC 

TCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATTACTAGTTGCC 

AGCATTTAGTTGGGCACTCTAGTGAGACTGCCGGTGACAAACCGGAGGAAGGTGGGGATG 

ACGTCAAATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGCGTATACA 

ACGAGTTGCCAACCCGCGAGGGTGAGCTAATCTCTTAAAG 

 

 

 

Alignment and Phylogenic tree by MEGA 4 

Unweighted pair-group method using arithmetic averages (UPGMA) 

 

 

 

 GU138603
 GU138580
 GU138615
 GU138616
 AB494716
 E2 520F
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Report of Microbial Identification by partial 16S rDNA sequence analysis 

Sample Name: E3 

 

 

 

700 bp Identification 

Homology Search with BLASTn program from NCBI database 

 

Sequences producing significant alignments:                       SCORE  E VALUE 

 

HQ441200  Lactobacillus plantarum strain LP-01   1263    0.0   

HQ379175  Lactobacillus plantarum strain FHHMB120-8R-A3  1263    0.0   

HQ286594  Lactobacillus plantarum strain H2     1263    0.0   

HQ318714  Lactobacillus plantarum strain FJAT-CF7    1263    0.0   

HQ293084  Lactobacillus plantarum strain NWL61    1263    0.0   

 

 

BLASTN 2.2.24+  

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. 

Schäffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David 

J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new 

generation of protein database search programs", Nucleic 

Acids Res. 25:3389-3402. 

 

RID: FEHD8TBJ011 

 

Query= E3 520F Length=700 

>E3 520F 

GGTTTTTTAAGTCTGATGTGAAAGCCTTCGGCTCAACCGAAGAAGTGCATCGGAAACTGG 

GAAACTTGAGTGCAGAAGAGGACAGTGGAACTCCATGTGTAGCGGTGAAATGCGTAGATA 

TATGGAAGAACACCAGTGGCGAAGGCGGCTGTCTGGTCTGTAACTGACGCTGAGGCTCGA 

http://www.ncbi.nlm.nih.gov/nucleotide/312191370?report=genbank&log$=nucltop&blast_rank=1&RID=FEHD8TBJ011
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#312191370#312191370
http://www.ncbi.nlm.nih.gov/nucleotide/311990449?report=genbank&log$=nucltop&blast_rank=2&RID=FEHD8TBJ011
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#311990449#311990449
http://www.ncbi.nlm.nih.gov/nucleotide/311223458?report=genbank&log$=nucltop&blast_rank=3&RID=FEHD8TBJ011
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#311223458#311223458
http://www.ncbi.nlm.nih.gov/nucleotide/311115759?report=genbank&log$=nucltop&blast_rank=4&RID=FEHD8TBJ011
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#311115759#311115759
http://www.ncbi.nlm.nih.gov/nucleotide/310757428?report=genbank&log$=nucltop&blast_rank=5&RID=FEHD8TBJ011
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#310757428#310757428
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed&cmd=Retrieve&list_uids=9254694&dopt=Citation


 

44 

 

AAGTATGGGTAGCAAACAGGATTAGATACCCTGGTAGTCCATACCGTAAACGATGAATGC 

TAAGTGTTGGAGGGTTTCCGCCCTTCAGTGCTGCAGCTAACGCATTAAGCATTCCGCCTG 

GGGAGTACGGCCGCAAGGCTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGG 

AGCATGTGGTTTAATTCGAAGCTACGCGAAGAACCTTACCAGGTCTTGACATACTATGCA 

AATCTAAGAGATTAGACGTTCCCTTCGGGGACATGGATACAGGTGGTGCATGGTTGTCGT 

CAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATTATCAGT 

TGCCAGCATTAAGTTGGGCACTCTGGTGAGACTGCCGGTGACAAACCGGAGGAAGGTGGG 

GATGACGTCAAATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGATGG 

TACAACGAGTTGCGAACTCGCGAGAGTAAGCTAATCTCTT 

 

Alignment and Phylogenic tree by MEGA 4 

Unweighted pair-group method using arithmetic averages (UPGMA) 

 

 

 HQ318714
 HQ293084
 HQ286594
 HQ379175
 HQ441200
 E3 520F
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Report of Microbial Identification by partial 16S rDNA sequence analysis 

Sample Name: E4 

 

 

 

690 bp Identification 

Homology Search with BLASTn program from NCBI database 

 

Sequences producing significant alignments:                       SCORE  E VALUE 

 

AB470317  Enterococcus sp. SF-1           1245    0.0   

AB596997  Enterococcus faecium          1245    0.0   

HQ293070  Enterococcus faecium strain NWL47        1245    0.0   

HQ293069  Enterococcus faecium strain NWL46        1245    0.0   

HQ293030  Enterococcus faecium strain NWL07        1245    0.0   

 

BLASTN 2.2.24+  

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. 

Schäffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David 

J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new 

generation of protein database search programs", Nucleic 

Acids Res. 25:3389-3402. 

 

RID: FEM913R401S 

 

Query= E4 520F Length=690 

 

>E4 520F 

CGGTTTCTTAAGTCTGATGTGAAAGCCCCCGGCTCAACCGGGGAGGGTCATTGGAAACTG 

GGAGACTTGAGTGCAGAAGAGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGAT 

ATATGGAGGAACACCAGTGGCGAAGGCGGCTCTCTGGTCTGTAACTGACGCTGAGGCTCG 

http://www.ncbi.nlm.nih.gov/nucleotide/312032239?report=genbank&log$=nucltop&blast_rank=1&RID=FEM913R401S
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#312032239#312032239
http://www.ncbi.nlm.nih.gov/nucleotide/310941358?report=genbank&log$=nucltop&blast_rank=2&RID=FEM913R401S
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#310941358#310941358
http://www.ncbi.nlm.nih.gov/nucleotide/310757414?report=genbank&log$=nucltop&blast_rank=3&RID=FEM913R401S
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#310757414#310757414
http://www.ncbi.nlm.nih.gov/nucleotide/310757413?report=genbank&log$=nucltop&blast_rank=4&RID=FEM913R401S
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#310757413#310757413
http://www.ncbi.nlm.nih.gov/nucleotide/310757374?report=genbank&log$=nucltop&blast_rank=5&RID=FEM913R401S
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#310757374#310757374
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed&cmd=Retrieve&list_uids=9254694&dopt=Citation
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AAAGCGTGGGGAGCAAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGAGTG 

CTAAGTGTTGGAGGGTTTCCGCCCTTCAGTGCTGCAGCTAACGCATTAAGCACTCCGCCT 

GGGGAGTACGACCGCAAGGTTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTG 

GAGCATGTGGTTTAATTCGAAGCAACGCGAAGAACCTTACCAGGTCTTGACATCCTTTGA 

CCACTCTAGAGATAGAGCTTCCCCTTCGGGGGCAAAGTGACAGGTGGTGCATGGTTGTCG 

TCAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATTGTTAG 

TTGCCATCATTCAGTTGGGCACTCTAGCAAGACTGCCGGTGACAAACCGGAGGAAGGTGG 

GGATGACGTCAAATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGGAA 

GTACAACGAGTTGCGAAGTCGCGAGGCTAA 

 

 

Alignment and Phylogenic tree by MEGA 4 

Unweighted pair-group method using arithmetic averages (UPGMA) 

 

 

 

 HQ293069
 HQ293030
 HQ293070
 AB596997
 AB470317
 E4 520F
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Report of Microbial Identification by partial 16S rDNA sequence analysis 

Sample Name: E5 

 

 

 

700 bp Identification 

Homology Search with BLASTn program from NCBI database 

 

Sequences producing significant alignments:                       SCORE  E VALUE 

 

HQ441200  Lactobacillus plantarum strain LP-01        1263    0.0   

HQ379175  Lactobacillus plantarum strain FHHMB120-8R-A3       1263    0.0   

HQ286594  Lactobacillus plantarum strain H2                1263    0.0   

HQ318714  Lactobacillus plantarum strain FJAT-CF7        1263    0.0   

HQ293084  Lactobacillus plantarum strain NWL61        1263    0.0   

 

BLASTN 2.2.24+  

Reference: 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. 

Schäffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David 

J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new 

generation of protein database search programs", Nucleic 

Acids Res. 25:3389-3402. 

 

 

RID: FEPXJEAS014 

 

Query= E5 520F Length=700 

 

>E5 520F 

GGTTTTTTAAGTCTGATGTGAAAGCCTTCGGCTCAACCGAAGAAGTGCATCGGAAACTGG 

http://www.ncbi.nlm.nih.gov/nucleotide/312191370?report=genbank&log$=nucltop&blast_rank=1&RID=FEPXJEAS014
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#312191370#312191370
http://www.ncbi.nlm.nih.gov/nucleotide/311990449?report=genbank&log$=nucltop&blast_rank=2&RID=FEPXJEAS014
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#311990449#311990449
http://www.ncbi.nlm.nih.gov/nucleotide/311223458?report=genbank&log$=nucltop&blast_rank=3&RID=FEPXJEAS014
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#311223458#311223458
http://www.ncbi.nlm.nih.gov/nucleotide/311115759?report=genbank&log$=nucltop&blast_rank=4&RID=FEPXJEAS014
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#311115759#311115759
http://www.ncbi.nlm.nih.gov/nucleotide/310757428?report=genbank&log$=nucltop&blast_rank=5&RID=FEPXJEAS014
http://www.ncbi.nlm.nih.gov/blast/Blast.cgi#310757428#310757428
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed&cmd=Retrieve&list_uids=9254694&dopt=Citation
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GAAACTTGAGTGCAGAAGAGGACAGTGGAACTCCATGTGTAGCGGTGAAATGCGTAGATA 

TATGGAAGAACACCAGTGGCGAAGGCGGCTGTCTGGTCTGTAACTGACGCTGAGGCTCGA 

AAGTATGGGTAGCAAACAGGATTAGATACCCTGGTAGTCCATACCGTAAACGATGAATGC 

TAAGTGTTGGAGGGTTTCCGCCCTTCAGTGCTGCAGCTAACGCATTAAGCATTCCGCCTG 

GGGAGTACGGCCGCAAGGCTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGG 

AGCATGTGGTTTAATTCGAAGCTACGCGAAGAACCTTACCAGGTCTTGACATACTATGCA 

AATCTAAGAGATTAGACGTTCCCTTCGGGGACATGGATACAGGTGGTGCATGGTTGTCGT 

CAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTTATTATCAGT 

TGCCAGCATTAAGTTGGGCACTCTGGTGAGACTGCCGGTGACAAACCGGAGGAAGGTGGG 

GATGACGTCAAATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGATGG 

TACAACGAGTTGCGAACTCGCGAGAGTAAGCTAATCTCTT 

 

Alignment and Phylogenic tree by MEGA 4 

Unweighted pair-group method using arithmetic averages (UPGMA) 

 

 HQ318714
 HQ293084
 HQ286594
 HQ379175
 HQ441200
 E5 520F
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