
ID Name Taxonomy Asymptomatic 
Orange-Kerman 

Abundance

Symptomatic 
Orange-Hormozgan 

Abundance

Symptomatic 
Orange-Khuzestan 

Abundance

Symptomatic 
Orange-Fars 
Abundance

Symptomatic Orange-
Sistan & Baluchestan 

Abundance

Symptomatic 
Orange-Kerman 

Abundance

Sequence

D_6__Staphylococcu
s sp. IGCAR-7/07, 
EF517954.1.1705

EF517954
.1.1705

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__Staphylococcus 
sp. IGCAR-7/07

0 0 0 25 0 0 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATCAGGGAAGAACAAATGTGTAAGTAACTGTGCACATCTTG
ACGGTACCTGATCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGT
GAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGAAAACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCG
AAGGCGACTTTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

D_6__Enterococcus 
faecalis, 
JUOP01000215.81.
1657

JUOP0100
0215.81.1
657

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Lactobacillales, D_4__Enterococcaceae, 
D_5__Enterococcus, D_6__Enterococcus 
faecalis

0 0 0 12 0 0 TAGGGAATCTTCGGCAATGGACGAAAGTCTGACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAACTCTGTTGTTAGAGAAGAACAAGGACGTTAGTAACTGAACGTCCCCTG
ACGGTATCTAACCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGCAGGCGGTTTCTTAAGTCTGATGT
GAAAGCCCCCGGCTCAACCGGGGAGGGTCATTGGAAACTGGGAGACTTGAGTGCAGAAGAGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCAGTGGCG
AAGGCGGCTCTCTGGTCTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
JRNT01000047.108.
1676

JRNT0100
0047.108.
1676

D_0__Bacteria, D_1__Firmicutes, 
D_2__Negativicutes, D_3__Selenomonadales, 
D_4__Veillonellaceae, D_5__Veillonella, 
Ambiguous_taxa

0 0 3 0 0 0 TGGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGACGGTCTTCGGATTGTAAAGCTCTGTTAATCGGGACGAATGGTTTGTGTGCAAATAGTGCATAGACAT
GACGGTACCGGAATAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAGGCGGACTAGCCAGTCAGT
CTTAAAAGTTCGGGGCTTAACCCCGTGATGGGATTGAAACTACTAGTCTAGAGTATCGGAGAGGAAAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAAGAACACCAGTGGCG
AAGGCGACTTTCTGGACGAACACTGACGCTGAGGCGCGAAAGCCAGGGGAGCGAACG

D_6__uncultured 
bacterium, 
HE681258.1.1546

HE681258
.1.1546

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Lactobacillales, 
D_4__Streptococcaceae, D_5__Streptococcus, 
D_6__uncultured bacterium

2 0 0 0 0 0 TAGGGAATCTTCGGCAATGGGGGCAACCCTGACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTGTAAGTCAAGAACGAGTGTGAGAGTGGAAAGTTCACACTG
TGACGGTAGCTTACCAGAAAGGGACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGCAGGCGGTTTGATAAGTCTGA
AGTTAAAGGCTGTGGCTCAACCATAGTTCGCTTTGGAAACTGTCAAACTTGAGTGCAGAAGGGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCGGTGGCG
AAAGCGGCTCTCTGGTCTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCGAACA

D_6__Staphylococcu
s vitulinus F1028, 
AJTR01000204.98.1
633

AJTR0100
0204.98.1
633

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__Staphylococcus 
vitulinus F1028

0 2 0 0 0 0 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTAGGATCGTAAAACTCTGTTGTTAGGGAAGAACAAATTTGTTAGTAACTGAACAAGTCTTGA
CGGTACCTAACCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTCTTAAGTCTGATGTG
AAAGTCCACGGCTCAACCGTGGAAGGTCATTGGAAACTGGGGAACTTGAGTGCAGAAGAGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCGA
AGGCGGCTCTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

Ambiguous_taxa, 
HQ455823.1.1549

HQ45582
3.1.1549

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Enterobacter, 
Ambiguous_taxa

0 9 0 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGATAAGGTTAATAACCTTGTCGATTG
ACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCGGAT
GTGAAATCCCCGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGGCTAGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGG
CGAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
LN999057.49851.5
1389

LN999057
.49851.51
389

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Betaproteobacteriales, 
D_4__Burkholderiaceae, D_5__Candidatus 
Tremblaya, Ambiguous_taxa

0 0 0 4 0 0 TGGGGAATCTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTTCGGGATGAAGGGGGGCGTACTAACACCATGCCCTCTTG
ACGATACCGAAAGAATAAGCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGTTAATCGGAATCACTGGGCGTAAAGGGTGCGCGGGTTGCTTGCCAAGACCCCTG
TAAAATCCTACGGCCCAACCGTAGTGGCTGCGGAGGTTACTGGTAGGCTTGAGTATGGCAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGAAGG
CGAAGGCAACCCCCTGGGCCATCACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
KJ016231.1.1802

KJ016231
.1.1802

D_0__Bacteria, D_1__Tenericutes, 
D_2__Mollicutes, D_3__Mollicutes Incertae 
Sedis, D_4__Unknown Family, 
D_5__Candidatus Phytoplasma, 
Ambiguous_taxa

0 0 0 1 0 0 TAGGGAATTTTCGGCAATGGAGGAAACTCTGACCGAGCAACGCCGCGTGAATGACGAAGTACTTCGGTATGTAAAGTTCTTTTATCAAGGAAGAAAAGCAAATGGCGAACCATTTGTTTGCCGGT
ACTTGATGAATAAGCCCCGGCTAATTATGTGCCAGCAGCCGCGGTAAGACATAAGGGGCAAGTGTTATCCGGAATTATTGGGCGTAAAGGGTGCGTAGGCGGTCTAGTAAGTCAGTGGTGTAAT
GGCAACGCTTAACGTTGTCCGGCTATTGAAACTGCTAAACTTGAGTTAGATAGAGGCGAGTGGAATTCCATGTGTAGCGGTAAAATGCGTAAATATATGGAGGAACACCAGAGGCGTAGGCGGC
TCGCTGGGTCTTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
FJ983094.1.1542

FJ983094.
1.1542

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Lactobacillales, 
D_4__Streptococcaceae, D_5__Streptococcus, 
D_6__uncultured bacterium

0 0 0 1 0 0 TAGGGAATCTTCGGCAATGGACGAAAGTCTGACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTGTAAGAGAAGAACGAGTGTGAGAGTGGAAAGTTCACACTG
TGACGGTATCTTACCAGAAAGGGACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGCAGGCGGTTAGATAAGTCTGA
AGTTAAAGGCTGTGGCTTAACCATAGTACGCTTTGGAAACTGTTTAACTTGAGTGCAAGAGGGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCGGTGGCG
AAAGCGGCTCTCTGGCTTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
FNDX01000092.22.
1571

FNDX010
00092.22.
1571

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Paenibacillaceae, 
D_5__Paenibacillus, Ambiguous_taxa

0 0 0 3 0 0 AGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGGAGTTTATCCTTCGGGGTAAGCTTAGCGGCGGACGGGTGAGTAACACGTAGGCAACCTGCCC
CTTAGCCTGGGATAACTACCGGAAACGGTAGCTAATACCGGATAATCCCTTTCCTCGCCTGAGGAAAGGATAAAAGGCGGAGCAATCTGCTGATAAGGGATGGGCCTGCGGCGCATTAGCTAGT
TGGTGGGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGAACGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCA
ATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTTTTCGGATCGTAAAGCTCTGTTGCCAGGGAAGAACGTCCGGTAGAGTAACTGCTACCGGAGTGACGGTACCTGAGAA
GAAAGCCCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAGGCGGCTATTTAAGTCTGGTGTTTAAACCTTGGGCAmbiguous_taxa, 

CP001918.5152784
.5154334

CP001918
.5152784.
5154334

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Enterobacter, 
Ambiguous_taxa

0 0 0 3 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGTGTTGTGGTTAATAACCGCAGCAATT
GACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCGGA
TGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGGCTGGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTG
GCGAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
CP007597.4112346
.4113891

CP007597
.4112346.
4113891

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Xanthomonadales, 
D_4__Xanthomonadaceae, 
D_5__Stenotrophomonas, Ambiguous_taxa

0 0 0 0 1 1 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGTGGGTGAAGAAGGCCTTCGGGTTGTAAAGCCCTTTTGTTGGGAAAGAAAAGCAGTCGATTAATACTCGGTTGTTCTG
ACGGTACCCAAAGAATAAGCACCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGCGTGCGTAGGTGGTTGTTTAAGTCTGTTGT
GAAAGCCCTGGGCTCAACCTGGGAATTGCAGTGGATACTGGGCGACTAGAGTGTGGTAGAGGGTAGTGGAATTCCCGGTGTAGCAGTGAAATGCGTAGAGATCGGGAGGAACATCCATGGCG
AAGGCAGCTACCTGGACCAACACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
KU978236.1.1528

KU97823
6.1.1528

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Lactobacillales, 
D_4__Streptococcaceae, D_5__Streptococcus, 
D_6__uncultured bacterium

0 0 0 1 0 0 AGAGTTTGATCCTGGCTCAGGATGAACGCTGACGGCGTGCCTAATACATGCAAGTAGAACGCTGAAGCTTGGTGCTTGCACCGAGCGGATGAGTTGCGAACGGGTGAGTAACGCGTAGGTAAC
CTGCCTGGTAGCGGGGGATAACTATTGGAAACGATAGCTAATACCGCATAACAGTAGATATTGCATGATATCTGCTTGAAAGGGGCAATTGCTCCACTACCAGATGGACCTGCGTTGTATTAGCTA
GTTGGTGAGGTAACGGCTCACCAAGGCGACGATACATAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCGGC
AATGGACGGAAGTCTGACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTGTAAGAGAAGAACGAGTGTGAGAGTGGAAAGTTCACACTGTGACGGTAACTTACC
AGAAAGGGACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTCCCGAGCGTTATCCGGATTTATTGGGCGTAAAGCGAGCGCAGGCGGTTAGATAAGTCTGAAGTTAAAGGCTGTGGD_6__bacterium K2-

24, 
AY345429.1.1536

AY345429
.1.1536

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Bacillaceae, 
D_5__Bacillus, D_6__bacterium K2-24

1 0 0 0 0 0 TGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGGACTGATGGGAGCTTGCTCCCTGATGTCAGCGGCGGACGGGTGAGTAACACGTGGGCAACCTGCCTG
TAAGACTGGGATAACTTCGGGAAACCGGAGCTAATACCGGATAATTTCAGGAACCTCCTGGTTCCTGTATAAAAGACGGTTTCGGCTGTCACTTACAGATGGGCCCGCGGCGCATTAGCTAGTTG
GTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAAT
GGACGAAAGTCTGACGGAGCAACGCCGCGTGAGCGATGAAGGCCTTCGGGTCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTACCAGAGTAACTGCTGGTACCTTGACGGTACCTAACCAGAA
AGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAGGCGGTCCTTTAAGTCTGATGTGAAAGCCCACGGCTCAAmbiguous_taxa, 

CP009866.2976279
.2977832

CP009866
.2976279.
2977832

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Pantoea, 
Ambiguous_taxa

0 1 0 0 0 2 AGAGTTTGATCATGGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGTAACAGGAAGCAGCTTGCTGCTTCGCTGACGAGTGGCGGACGGGTGAGTAATGTCTGGGGA
TCTGCCCGATGGAGGGGGATAACCACTGGAAACGGTGGCTAATACCGCATAACGTCGCAAGACCAAAGTGGGGGACCTTCGGGCCTCACACCATCGGATGAACCCAGATGGGATTAGCTAGTA
GGTGGGGTAACGGCTCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAAT
GGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGGATGGTGCTTAATACGCGCCGTCATTGACGTTACCCGCAGAAGA
AGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTTAAGTCAGATGTGAAATCCCCGGGCTTAAmbiguous_taxa, 

FOGC01000030.48.
1594

FOGC010
00030.48.
1594

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, 
D_5__Rosenbergiella, Ambiguous_taxa

0 47 0 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGTCAGGAGGAAGGGTGTGAAATTAATACTTTCATGCATTGA
CGTTACTGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTCAGATGT
GAAATCCCCGGGCTCAACCTGGGAACTGCATTTGAAACTGGCAAGCTTGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGGCGA
AGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

Safarpour Kapourchali, S., Maleki, M., Alizadeh Aliabadi, A., Rajaei, S., Faghihi, M. M. & Nasr Esfahani, M. (2025). Microbiota dynamic communities in sweet orange infected by “huanglongbing” in Iran. Phytopathologia Mediterranea  64(1): 
129–143. doi: 10.36253/phyto-15662



Ambiguous_taxa, 
KC283050.1.1534

KC283050
.1.1534

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, Ambiguous_taxa, 
Ambiguous_taxa

0 4 0 0 0 0 AGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGGACGGTAGCACAGAGGAGCTTGCTCCTTGGGTGACGAGTGGCGGACGGGTGAGTAATGTCTGGGG
ATCTGCCCGATAGAGGGGGATAACCACTGGAAACGGTGGCTAATACCGCATAACGTCGCAAGACCAAAGAGGGAGACCTTCGGGCCTCTCACTATCGGATGAACCCAGATGGGATTAGCTAGT
AGGCGGGGTAATGGCCCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAA
TGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGATGCGGTTAATAACCGCGTCGATTGACGTTACCCGCAGAAG
AAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTTAAGTCAGATGTGAAATCCCCGGGCTTAmbiguous_taxa, 

KJ817867.1.1799
KJ817867
.1.1799

D_0__Bacteria, D_1__Tenericutes, 
D_2__Mollicutes, D_3__Mollicutes Incertae 
Sedis, D_4__Unknown Family, 
D_5__Candidatus Phytoplasma, 
Ambiguous_taxa

0 0 0 7 0 0 AGAGTTTGATCCTGGCTCAGGATTAACGCTGGCGGCGCGCCTAATACATGCAAGTCGAACGGAAACCTTAGGGTTTTAGTGGCGAACGGGTGAGTAACACGTAAGCAACCTGCCTTTAAGACGT
GGATAACAATTGGAAACAGTTGCTAAGACAGGATAGGAAATTAAGAGGCATCTTTTAATTTTTAAAAGACCTTTTTCGAAAGGTATACTTAAAGAGGGGCTTGCGCCACATTAGTTAGTTGGTAAGG
TAAAAGCTTACCAAGACGATGATGTGTAGCTGGACTGAGAGGTCGAACAGCCACATTGGGACTGAGACACGGCCCAAACTCCTACGGGAGGCAGCAGTAAGGAATTTTTGGCAATGGAGGAAA
CTCTGACCGAGCGACGCCGCGTGAACAATGAAGTACTTCGGTATGTAAAGTTCTTTTATTGAAAAAGAAAAAATAGTGGAAAAACTATCTTGACATTATTCAATGAATAAGCCCCGGCTAATTATGT
GCCAGCAGCCGCGGCGGTAATACATAAGGGGCGAGCGTTATCCGGAATTATTGGGCGTAAAGGGTGGCGTAGGCGGCTTTGATAAGTCTATAGTATTAAATGCAGTGCTTAAACGCTGTAGCGCD_6__Leifsonia sp. 

D24, 
KR088538.1.1521

KR088538
.1.1521

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, D_5__Leifsonia, 
D_6__Leifsonia sp. D24

0 0 5 0 0 1 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAAG
CACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAATCTGGGGGCTCAAC
CCCCAGCCTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGGC
CGTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

Ambiguous_taxa, 
AY661995.1.1531

AY661995
.1.1531

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Xanthomonadales, 
D_4__Xanthomonadaceae, 
D_5__Stenotrophomonas, Ambiguous_taxa

0 1 0 0 0 0 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGTGGGTGAAGAAGGCCTTCGGGTTGTAAAGCCCTTTTGTTGGGAAAGAAATCCAGCCGGCTAATACCTGGTTGGGAT
GACGGTACCCAAAGAATAAGCACCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGCGTGCGTAGGTGGTCGTTTAAGTCCGTT
GTGAAAGCCCTGGGCTCAACCTGGGAACTGCAGTGGATACTGGGCGACTAGAGTGTGGTAGAGGGTAGCGGAATTCCTGGTGTAGCAGTGAAATGCGTAGAGATCAGGAGGAACATCCATGG
CGAAGGCAGCTACCTGGACCAACACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
JX266331.1.1523

JX266331
.1.1523

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Pantoea, 
Ambiguous_taxa

0 2 0 0 0 0 AGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGGACGGTAGCACAGAGGAGCTTGCTCCTCGGGTGACGAGTGGCGGACGGGTGAGTAATGTCTGGGG
ATCTGCCCGATAGAGGGGGATAACCACTGGAAACGGTGGCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTTCGGGCCTCTCACTATCGGATGAACCCAGATGGGATTAGCTAGT
AGGCGGGGTAATGGCCCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAA
TGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGATAAGGTTAATAACCTTGTCGATTGACGTTACCCGCAGAAG
AAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTTAAGTCAGATGTGAAATCCCCGGGCTTD_6__uncultured 

bacterium, 
AB506159.1.1525

AB506159
.1.1525

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__Roseburia, 
D_6__uncultured bacterium

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGCAGGGAAGAAGAAATGACGGTACCTGACTAAGAAGCAC
CGGCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGTGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGCAGGCGGAAGGCTAAGTCTGATGTGAAAGCCCGGGGCTCAACCCC
GGTACTGCATTGGAAACTGGTCATCTAGAGTGTCGGAGGGGTAAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGACGATAA
CTGACGTTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__Rhizobium etli 
8C-3, 
ABRA01002618.192
.1704

ABRA0100
2618.192.
1704

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, D_3__Rhizobiales, 
D_4__Rhizobiaceae, D_5__Allorhizobium-
Neorhizobium-Pararhizobium-Rhizobium, 
D_6__Rhizobium etli 8C-3

0 2 0 1 0 1 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGAGAAGATAATGACGGTATCCGGAGAAGAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGATCGATCAGTCAGGGGTGAAATCCCAGGGCTCAACCCTG
GAACTGCCTTTGATACTGTCGATCTGGAGTATGGAAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGTCCATTACT
GACGCTGAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
AFQY01000006.167
303.168814

AFQY0100
0006.167
303.1688
14

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Pseudomonadales, 
D_4__Moraxellaceae, D_5__Acinetobacter, 
Ambiguous_taxa

0 0 0 1 0 0 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTTTGGTTGTAAAGCACTTTAAGCGAGGAGGAGGCTACTTGGATTAATACTCTAGGATAGTG
GACGTTACTCGCAGAATAAGCACCGGCTAACTCTGTGCCAGCAGCCGCGGTAATACAGAGGGTGCGAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGCGTAGGCGGCTTTTTAAGTCGGATG
TGAAATCCCTGAGCTTAACTTAGGAATTGCATTCGATACTGGGAAGCTAGAGTATGGGAGAGGATGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGATGGCGA
AGGCAGCCATCTGGCCTAATACTGACGCTGAGGTACGAAAGCATGGGGAGCAAACA

D_6__[Eubacterium] 
eligens ATCC 27750, 
CP001104.413153.
414672

CP001104
.413153.4
14672

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__[Eubacterium] 
eligens group, D_6__[Eubacterium] eligens 
ATCC 27750

0 0 1 0 0 0 TGGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGTGAGTGAAGAAGTAATTCGTTATGTAAAGCTCTATCAGCAGGGAAGATAGTGACGGTACCTGACTAAGAAGCTCCGG
CTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGTGTAGGTGGCCATGCAAGTCAGAAGTGAAAATCCGGGGCTCAACCCCGGA
ACTGCTTTTGAAACTGTAAGGCTGGAGTGCAGGAGGGGTGAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGACTGTAACTG
ACACTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__metagenome, 
AAQL01011552.755
.2265

AAQL0101
1552.755.
2265

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__[Eubacterium] 
hallii group, D_6__metagenome

0 0 2 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCAACGCCGCGTGAGTGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGCAGGGAAGATAATGACGGTACCTGACTAAGAAGCTCCG
GCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGTGCGTAGGTGGCAGTGCAAGTCAGATGTGAAAGGCCGGGGCTCAACCCCG
GAGCTGCATTTGAAACTGCTCGGCTAGAGTACAGGAGAGGCAGGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCCTGCTGGACTGTTAC
TGACACTGAGGCACGAAAGCGTGGGGAGCAAACA

D_6__Coprococcus 
comes, 
CYZK01000040.552.
2062

CYZK0100
0040.552.
2062

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__Coprococcus 3, 
D_6__Coprococcus comes

0 0 1 1 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGCAGGGAAGAAAATGACGGTACCTGACTAAGAAGCACCG
GCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGTGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGTAGACGGCTGTGTAAGTCTGAAGTGAAAGCCCGGGGCTCAACCCCGG
GACTGCTTTGGAAACTATGCAGCTAGAGTGTCGGAGAGGTAAGTGGAATTCCCAGTGTAGCGGTGAAATGCGTAGATATTGGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGACGATGACT
GACGTTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__Bacillus sp. 
mixed culture X8-2, 
KR029364.1.1511

KR029364
.1.1511

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Bacillaceae, 
D_5__Bacillus, D_6__Bacillus sp. mixed 
culture X8-2

1 0 0 0 0 0 TAGGGAATCTTCCGCAATGGACGCAAGTCTGACGGAGCAACGCCGCGTGAGTGACGAAGGTTTTCGGATCGTAAAACTCTGTTGTGAGGGAAGAACACGTACCAGGTAACTACTGGTACCTTGA
CGGTACCTCACCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAGGCGGTCCCTTAAGTCTGATGT
GAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGGGGACTTGAGTGCAGAAGAGGAAAGTGGAATTCCACGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTGGC
GAAGGCGACTTTCTGGTCTGTAACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
CDTW01039997.33
07.4816

CDTW010
39997.33
07.4816

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Prevotellaceae, D_5__Prevotellaceae 
NK3B31 group, Ambiguous_taxa

0 0 4 0 0 0 TGAGGAATATTGGTCAATGGGCGCAAGCCTGAACCAGCCAAGTAGCGTGAGGGAAGACTGCCCTATGGGTTGTAAACCTCTTTTGTGCGGGGATAAAGTGTGGGACGTGTCCCATATTGCAGGT
ACCGCACGAATAAGGACCGGCTAATTCCGTGCCAGCAGCCGCGGTAATACGGAAGGTCCGGGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGCAGGCCGTCCTTTAAGCGTGCTGTGAAAT
GCCGCGGCTCAACCGTGGCACTGCAGCGCGAACTGGAGGACTTGAGTACGCACGAGGTAGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGC
AGCTTACCGGAGCGCAACTGACGCTGAGGCTCGAAAGCGCGGGTATCGAACA

D_6__gut 
metagenome, 
CDZG01008004.641
63.65672

CDZG010
08004.64
163.6567
2

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, 
D_5__Ruminococcaceae UCG-002, D_6__gut 
metagenome

0 0 0 0 0 1 TGGGGAATATTGGGCAATGGGCGCAAGCCTGACCCAGCAACGCCGCGTGAAGGAAGAAGGCTTTCGGGTTGTAAACTTCTTTTGTCAGGGACGAGCAGAAGACGGTACCTGACGAATAAGCCA
CGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGCGTGTAGCCGGGTCGGCAAGTCAGATGTGAAATCCACGGGCTTAACTCG
TGAACTGCATTTGAAACTGTTGATCTTGAGTATCGGAGAGGCAATCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGATTGCTGGACGACAAC
TGACGGTGAGGCGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
ADET01000004.313.
1851

ADET0100
0004.313.
1851

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Bifidobacteriales, 
D_4__Bifidobacteriaceae, D_5__Gardnerella, 
Ambiguous_taxa

0 0 3 0 0 0 TGGGGAATATTGCGCAATGGGGGAAACCCTGACGCAGCGACGCCGCGTGCGGGATGAAGGCCTTCGGGTTGTAAACCGCTTTTGATTGGGAGCAAGCCTTTTGGGTGAGTGTACCTTTCGAAT
AAGCGCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGAGCTTGTAGGCGGTTCGTCGCGTCTGGTGTGAAAGCCCATCGCTT
AACGGTGGGTTTGCGCCGGGTACGGGCGGGCTAGAGTGCAGTAGGGGAGACTGGAATTCTCGGTGTAACGGTGGAATGTGTAGATATCGGGAAGAACACCAATGGCGAAGGCAGGTCTCTG
GGCTGTTACTGACGCTGAGAAGCGAAAGCGTGGGGAGCGAACA

D_6__Bacteroides 
vulgatus PC510, 
ADKO01000087.185
.1693

ADKO010
00087.18
5.1693

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
D_6__Bacteroides vulgatus PC510

0 0 1 0 0 0 TGAGGAATATTGGTCAATGGGCGAGAGCCTGAACCAGCCAAGTAGCGTGAAGGATGACTGCCCTATGGGTTGTAAACTTCTTTTATAAAGGAATAAAGTCGGGTATGTATACCCGTTTGCATGTA
CTTTATGAATAAGGATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATCCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGTAGATGGATGTTTAAGTCAGTTGTGAAAGTT
TGCGGCTCAACCGTAAAATTGCAGTTGATACTGGATATCTTGAGTGCAGTTGAGGCAGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGCC
TGCTAAGCTGCAACTGACATTGAGGCTCGAAAGTGTGGGTATCAAACA

Ambiguous_taxa, 
GQ853416.1.1513

GQ85341
6.1.1513

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Pantoea, 
Ambiguous_taxa

0 2 0 1 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGACGGGGTTAATAACCCTGTCGATT
GACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTTAAGTCAGAT
GTGAAATCCCCGGGCTTAACCTGGGAACTGCATTTGAAACTGGCAGGCTTGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGGC
GAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
KR027003.1.1529

KR027003
.1.1529

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Betaproteobacteriales, 
D_4__Burkholderiaceae, D_5__Massilia, 
Ambiguous_taxa

4 0 0 0 0 0 AGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCATGCTTTACACATGCAAGTCGAACGGCAGCACGGGCTTCGGCCTGGTGGCGAGTGGCGAACGGGTGAGTAATACATCGGAACGTACC
CAGAAGTGGGGGATAACGTAGCGAAAGTTACGCTAATACCGCATACGTTCTACGGAAGAAAGTGGGGGATCGCAAGACCTCATGCTTTTGGAGCGGCCGATGTCTGATTAGCTAGTTGGTGAG
GTAAAGGCTCACCAAGGCGACGATCAGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGC
AAGCCTGATCCAGCAATGCCGCGTGAGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTTGTCAGGGAAGAAACGGTAGAGGCTAATATCCTTTGCTAATGACGGTACCTGAAGAATAAGCACCG
GCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGTTTTGTAAGTCTGACGTGAAAGCCCCGGGCTCAACCTGGG



Ambiguous_taxa, 
KM374758.1.1507

KM37475
8.1.1507

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Pseudomonadales, 
D_4__Pseudomonadaceae, 
D_5__Pseudomonas, Ambiguous_taxa

0 0 0 2 0 0 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGTCTTCGGATTGTAAAGCACTTTAAGTTGGGAGGAAGGGCAGTAAGTTAATACCTTGCTGTTTTG
ACGTTACCGACAGAATAAGCACCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGTGGTTCGTTAAGTTGGATGT
GAAAGCCCCGGGCTCAACCTGGGAACTGCATCCAAAACTGGCGAGCTAGAGTATGGCAGAGGGTGGTGGAATTTCCTGTGTAGCGGTGAAATGCGTAGATATAGGAAGGAACACCAGTGGCG
AAGGCGACCACCTGGGCTAATACTGACACTGAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
Staphylococcus sp., 
FJ957556.1.1513

FJ957556.
1.1513

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__uncultured 
Staphylococcus sp.

0 0 0 54 0 1 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATTAGGGAAGAACAAATGTGTAAGTAACTATGCACGTCTTG
ACGGTACCTAATCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGT
GAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGAAAACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCG
AAGGCGACTTTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

Ambiguous_taxa, 
KM817222.1.1509

KM81722
2.1.1509

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Enterobacter, 
Ambiguous_taxa

0 0 0 1 0 0 AGAGTTGGTTCTGGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGTAGCACAGAGAGCTTGCTCTCGGGTGACGAGTGGCGGACGGGTGAGTAATGTCTGGGAAAC
TGCCTGATGGAGGGGGATAACTACTGGAAACGGTAGCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTTCGGGCCTCTTGCCATCAGATGTGCCCAGATGGGATTAGCTAGTAGG
TGGGGTAATGGCTCACCTAGGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGG
GCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGTGTTGTGGTTAATAACCACAGCAATTGACGTTACCCGCAGAAGAAG
CACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCGGATGTGAAATCCCCGGGCTCAACAmbiguous_taxa, 

KX289656.1.1514
KX289656
.1.1514

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Providencia, 
Ambiguous_taxa

0 0 0 6 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCCTAGGGTTGTAAAGTACTTTCAGTCGGGAGGAAGGCGTTGATGCTAATATCATCAACGATTG
ACGTTACCGACAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTGATTAAGTTAGATG
TGAAATCCCCGGGCTTAACCTGGGAATGGCATCTAAGACTGGTCAGCTAGAGTCTTGTAGAGGGGGGTAGAATTCCATGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAATACCGGTGGCG
AAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
HM445936.1.1502

HM44593
6.1.1502

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Pseudomonadales, 
D_4__Moraxellaceae, D_5__Acinetobacter, 
D_6__uncultured bacterium

0 0 0 1 0 0 AGAGTTTGATCCTGGCTCAGGATGAACGCTAGCGGCAGGCTTAACACATGCAAGTCGAGGGGCAGCACAGGTAGCAATACTGGGTGGCGACCGGCGCAAGGGTGCGTAACGCGTGAGCAACA
TGCCCGTATCAGGGGGATAATCCATGGAAACGTGGTCTAATACCCCATAGTAAGTTTTTGGGGCATCTCAAAGATTTTAAAGCTTTGGTGGATACGGATTGGCTCGCGTGACATTAGCTAGATGGT
AAGGTAACGGCTTACCATGGCTACGATGTCTAGGGGTTCTGAGAGGAAGGTCCGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGG
CGCAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTTTGGTTGTAAAGCACTTTAAGCGAGGAGGAGGCTACTTGGATTAATACTCTAGGATAGTGGACGTTACTCGCAGAATAAGCA
CCGGCTAACTCTGTGCCAGCAGCCGCGGTAATACAGAGGGTGCGAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGCGTAGGCGGCTTCTTAAGTCGGATGTGAAATCCCTGAGCTTAACTTAD_6__metagenome, 

FPLL01007888.21.1
521

FPLL0100
7888.21.1
521

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, 
D_5__Parafrigoribacterium, 
D_6__metagenome

0 1 1 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAGGTGACGGTACCTGCAGAAAAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAAACTGGGGGCTCAA
CCCCCAGCCTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGG
CCGTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

Ambiguous_taxa, 
JF825488.1.1500

JF825488.
1.1500

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, 
D_5__Curtobacterium, Ambiguous_taxa

0 0 1 0 0 1 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAAG
CACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAATCCCGAGGCTCAACC
TCGGGCTTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGGCC
GTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

D_6__uncultured 
bacterium, 
EF403478.1.1500

EF403478
.1.1500

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
D_6__uncultured bacterium

0 0 0 1 0 0 TGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGTGAAGGATGAAGGTCCTACGGATTGTAAACTTCTTTTATAAGGGAATAAACCCTCCCACGTGTGGGAGCTTGTATGTA
CCTTATGAATAAGCATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATGCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGCAGACGGGTCGTTAAGTCAGCTGTGAAAGT
TTGGGGCTCAACCTTAAAATTGCAGTTGATACTGGCGTCCTTGAGTGCGGTTGAGGTGTGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGC
ACACTAATCCGTAACTGACGTTCATGCTCGAAAGTGTGGGTATCAAACA

Ambiguous_taxa, 
KC172281.1.1502

KC172281
.1.1502

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Betaproteobacteriales, 
D_4__Burkholderiaceae, D_5__Ralstonia, 
Ambiguous_taxa

0 0 2 0 0 0 TGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTTGTCCGGAAAGAAATGGCTCTGGTTAATACCTGGGGTCGATG
ACGGTACCGGAAGAATAAGGACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTCCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGTTGTGCAAGACCGAT
GTGAAATCCCCGAGCTTAACTTGGGAATTGCATTGGTGACTGCACGGCTAGAGTGTGTCAGAGGGGGGTAGAATTCCACGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAATACCGATGGC
GAAGGCAGCCCCCTGGGATAACACTGACGCTCATGCACGAAAGCGTGGGGAGCAAACA

D_6__Bacteroidales 
bacterium H4, 
DAAP01000007.276
94.29191

DAAP010
00007.27
694.2919
1

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Muribaculaceae, D_5__CAG-873, 
D_6__Bacteroidales bacterium H4

0 0 0 2 0 0 TGAGGAATATTGGTCAATGGGCGGAAGCCTGAACCAGCCAAGTCGCGTGAGGGAAGACGGCCCTAAGGGTTGTAAACCTCTTTTGCCGGGGAGCAAAAGCGCCGTGCGCGGTGCTATGAGAG
TACCCGGAGAAAAAGCATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATGCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGACAGTTAAGTCAGCGGTCAA
AACGGGCGGCTCAACCGCCTGCCGCCGTTGAAACTGGCAGTCTAGAGTGGGCGAGAAGTACGCGGAATGCGCGGTGTAGCGGTGAAATGCATAGATATTGCGCAGAACTCCGATTGCGAAGG
CAGCGTACCGGCGCCCGACTGACGCTGAGGCACGAAAGCGTGGGGATCGAACA

Ambiguous_taxa, 
KR029432.1.1498

KR029432
.1.1498

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Pseudomonadales, 
D_4__Moraxellaceae, D_5__Acinetobacter, 
Ambiguous_taxa

0 0 0 2 0 0 GAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCAGGCTTAACACATGCAAGTCGAGCGGGGAAGAGTAGCTTGCTACTTTACCTAGCGGCGGACGGGTGAGTAATGCTTAGGAATCTGCCTA
TTAGTGGGGGACAGCATCTCGAAAGGGATGCTAATACCGCATACGTCCTACGGGAGAAAGCAGGGGACCTTCGGGCCTTGCGCTAATAGATGAGCCTAAGTCGGATTAGCTAGTTGGTGGGGT
AAAGGCCTACCAAGGCGACGATCTGTAGCGGGTCTGAGAGGATGATCCGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGGACAATGGGCGAA
AGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTTTGGTTGTAAAGCACTTTAAGCGAGGAGGAGGCTACCGAGATTAATACTCTTGGATAGTGGACGTTACTCGCAGAATAAGCACCG
GCTAACTCTGTGCCAGCAGCCGCGGTAATACAGAGGGTGCGAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGCGTAGGCGGCTTTTTAAGTCGGATGTGAAATCCCTGAGCTTAACTTAGGAAmbiguous_taxa, 

FJ868220.1.1501
FJ868220.
1.1501

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Kineosporiales, 
D_4__Kineosporiaceae, D_5__Kineococcus, 
Ambiguous_taxa

0 0 5 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCAGGGAAAAAGCGCAAGTGACGGTACCTGCAGAAGAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTGTGTCGCGTCTGCTGTGAAAACTCAGGGCTCAA
CTCTGAGCTTGCAGTGGGTACGGGCACACTTGAGTGCGGTAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTGGG
CCGTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

D_6__uncultured 
bacterium, 
AB506357.1.1508

AB506357
.1.1508

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Clostridiaceae 1, D_5__Clostridium 
sensu stricto 1, D_6__uncultured bacterium

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCAACGCCGCGTGAGTGATGACGGCCTTCGGGTTGTAAAGCTCTGTCTTCAGGGACGATAATGACGGTACCTGAGGAGGAAGCCACG
GCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCGAGCGTTGTCCGGATTTACTGGGCGTAAAGGGAGCGTAGGCGGACTTTTAAGTGAGATGTGAAATACCCGGGCTCAACTTGGG
TGCTGCATTTCAAACTGGAAGTCTAGAGTGCAGGAGAGGAGAATGGAATTCCTAGTGTAGCGGTGAAATGCGTAGAGATTAGGAAGAACACCAGTGGCGAAGGCGATTCTCTGGACTGTAACTG
ACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__human gut 
metagenome, 
CYGL01005916.57.1
552

CYGL0100
5916.57.1
552

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, 
D_5__Faecalibacterium, D_6__human gut 
metagenome

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGGAGGAAGAAGGTCTTCGGATTGTAAACTCCTGTTGTTGAGGAAGATAATGACGGTACTCAACAAGGAAGTGACG
GCTAACTACGTGCCAGCAGCCGCGGTAAAACGTAGGTCACAAGCGTTGTCCGGAATTACTGGGTGTAAAGGGAGCGCAGGCGGGAAGACAAGTTGGAAGTGAAATCTATGGGCTCAACCCATA
AACTGCTTTCAAAACTGTTTTTCTTGAGTAGTGCAGAGGTAGGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTACTGGGCACCAACT
GACGCTGAGGCTCGAAAGTGTGGGTAGCAAACA

Ambiguous_taxa, 
FJ957448.1.1496

FJ957448.
1.1496

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, 
D_3__Propionibacteriales, 
D_4__Propionibacteriaceae, 
D_5__Cutibacterium, Ambiguous_taxa

0 0 1 1 0 0 TGGGGAATATTGCACAATGGGCGGAAGCCTGATGCAGCAACGCCGCGTGCGGGATGACGGCCTTCGGGTTGTAAACCGCTTTCGCCTGTGACGAAGCGTGAGTGACGGTAATGGGTAAAGAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTGATACGTAGGGTGCGAGCGTTGTCCGGATTTATTGGGCGTAAAGGGCTCGTAGGTGGTTGATCGCGTCGGAAGTGTAATCTTGGGGCTTAA
CCCTGAGCGTGCTTTCGATACGGGTTGACTTGAGGAAGGTAGGGGAGAATGGAATTCCTGGTGGAGCGGTGGAATGCGCAGATATCAGGAGGAACACCAGTGGCGAAGGCGGTTCTCTGGGC
CTTTCCTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

Ambiguous_taxa, 
EU816585.1.1494

EU816585
.1.1494

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Xanthomonadales, 
D_4__Xanthomonadaceae, 
D_5__Stenotrophomonas, Ambiguous_taxa

0 0 1 0 0 1 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGTGGGTGAAGAAGGCCTTCGGGTTGTAAAGCCCTTTTGTTGGGAAAGAAATCCAGCTGGCTAATACCCGGTTGGGAT
GACGGTACCCAAAGAATAAGCACCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGCGTGCGTAGGTGGTCGTTTAAGTCCGTT
GTGAAAGCCCTGGGCTCAACCTGGGAACTGCAGTGGATACTGGGCGACTAGAGTGTGGTAGAGGGTAGCGGAATTCCTGGTGTAGCAGTGAAATGCGTAGAGATCAGGAGGAACATCCATGG
CGAAGGCAGCTACCTGGACCAACACTGACACTGAGGCACGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
KX507852.1.1494

KX507852
.1.1494

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Betaproteobacteriales, 
D_4__Burkholderiaceae, D_5__Massilia, 
D_6__uncultured bacterium

0 0 1 0 0 0 AGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCATGCTTTACACATGCAAGTCGAACGGCAGCGCGGGGCAACCTGGCGGCGAGTGGCGAACGGGTGAGTAATATATCGGAACGTACCCA
AGAGTGGGGGATAACGTAGCGAAAGTTACGCTAATACCGCATACGATCTAAGGATGAAAGCAGGGGATCTTCGGACCTTGTGCTCCTGGAGCGGCCGATATCTGATTAGCTAGTTGGTGAGGTA
AAGGCTCACCAAGGCCACGATCAGTAGCCGGTCTGAGAGGACGACCAGCTACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAG
CCTGATCCAGCAATGCCGCGTGAGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTTGTCAGGGAAGAAACGGTGAGGGCTAATATCCCTTGCTAATGACGGTACCTGAAGAATAAGCACCGGCT
AACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCTGTTTTGTAAGTCTGACGTGAAATCCCCGGGCTCAACCTGGGAATTD_6__uncultured 

bacterium, 
FJ880134.1.1492

FJ880134.
1.1492

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, D_5__Ruminococcus 
2, D_6__uncultured bacterium

0 0 1 0 0 0 TGGGGGATATTGCGCAATGGGGGCAACCCTGACGCAGCAACGCCGCGTGAAGGATGAAGGTTTTCGGATTGTAAACTTCTTTTATTAAGGACGAAAAATGACGGTACTTAATGAATAAGCTCCG
GCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGAGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTTGCAAGTCAGATGTGAAATCTATGGGCTCAACCCATAA
ACTGCATTTGAAACTGTAGAGCTTGAGTGAAGTAGAGGCAGGCGGAATTCCCCGTGTAGCGGTGAAATGCGTAGAGATGGGGAGGAACACCAGTGGCGAAGGCGGCCTGCTGGGCTTTAACT
GACGCTGAGGCACGAAAGCGTGGGTAGCAAACA



D_6__uncultured 
bacterium, 
DQ905762.1.1498

DQ90576
2.1.1498

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, 
D_5__Faecalibacterium, D_6__uncultured 
bacterium

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGGAGGAAGAAGGTCTTCGGATTGTAAACTCCTGTTGTTGAGGAAGATAATGACGGTACTCAACAAGGAAGTGACG
GCTAACTACGTGCCAGCAGCCGCGGTAAAACGTAGGTCACAAGCGTTGTCCGGAATTACTGGGTGTAAAGGGAGCGCAGGCGGGAAGACAAGTTGGAAGTGAAATCCATGGGCTCAACCCAT
GAACTGCTTTCAAAACTGTTTTTCTTGAGTAGTGCAGAGGTAGGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTACTGGGCACCAAC
TGACGCTGAGGCTCGAAAGTGTGGGTAGCAAACA

D_6__Streptococcus 
salivarius subsp. 
thermophilus, 
KX357821.1.1490

KX357821
.1.1490

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Lactobacillales, 
D_4__Streptococcaceae, D_5__Streptococcus, 
D_6__Streptococcus salivarius subsp. 
thermophilus

0 0 0 5 0 0 TAGGGAATCTTCGGCAATGGGGGCAACCCTGACCGAGCAACGCCGCGTGAGTGAAGAAGGTTTTCGGATCGTAAAGCTCTGTTGTAAGTCAAGAACGGGTGTGAGAGTGGAAAGTTCACACTG
TGACGGTAGCTTACCAGAAAGGGACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTGGGCGTAAAGCGAGCGCAGGCGGTTTGATAAGTCTGA
AGTTAAAGGCTGTGGCTCAACCATAGTTCGCTTTGGAAACTGTCAAACTTGAGTGCAGAAGGGGAGAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAGGAACACCGGTGGCG
AAAGCGGCTCTCTGGTCTGTAACTGACGCTGAGGCTCGAAAGCGTGGGGAGCGAACA

Ambiguous_taxa, 
EF399622.1.1489

EF399622
.1.1489

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
Ambiguous_taxa

0 0 0 1 0 0 TGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGTGAAGGATGAAGGTCCTACGGATTGTAAACTTCTTTTATAAGGGAATAAAACCTCCCACGTGTGGGAGCTTGTATGTA
CCTTATGAATAAGCATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATGCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGCAGACGGGTCGTTAAGTCAGCTGTGAAAGT
TTGGGGCTCAACCTTAAAATTGCAGTTGATACTGGCGTCCTTGAGTGCGGTTGAGGTGTGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGC
ACACTAAGCCGTAACTGACGTTCATGCTCGAAAGTGTGGGTATCAAACA

D_6__uncultured 
bacterium, 
GQ487985.1.1489

GQ48798
5.1.1489

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, D_3__Rhizobiales, 
D_4__Rhizobiaceae, D_5__Phyllobacterium, 
D_6__uncultured bacterium

2 2 1 0 0 0 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCCTAGGGTTGTAAAGCTCTTTCACCGGTGAAGATAATGACGGTAACCGGAGAAGAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTTGTTCGGATTTACTGGGCGTAAAGCGCACGTAGGCGGACTATTAAGTCAGGGGTGAAATCCCGGGGCTCAACCCCGG
AACTGCCTTTGATACTGGTAGTCTTGAGTTCGAGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCTCGATACTG
ACGCTGAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
AP014595.409084.
410594

AP014595
.409084.4
10594

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, D_3__Rhizobiales, 
D_4__Rhizobiaceae, D_5__Candidatus 
Liberibacter, Ambiguous_taxa

0 1 0 30 0 1 TGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTGAGTGAAGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCGGAGAAGATAATGACGGTATTCGGAGAAGAAGCCCCG
GCTAAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGGCGAGCGTTGTTCGGAATAACTGGGCGTAAAGGGCGCGTAGGCGGGCGATTAAGTTTAGAGGTGAAATCCCAGGGCTCAACC
TTGGGAACTGCCTTTAATACTGGTTGTCTAGAGTTTAGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGCCTGA
TACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
HQ143329.1.1485

HQ14332
9.1.1485

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Kineosporiales, 
D_4__Kineosporiaceae, D_5__Kineococcus, 
Ambiguous_taxa

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGCGAGAGCCTGATGCAGCGACACCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGCTCCGAAGAAGCGAAAGTGACGGTAGGAGCAGAAGAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTGTGTCGCGTCTGCTGTGAAAACTCAGGGCTCAA
CTCTGAGCTTGCAGTGGGTACGGGCACACTAGAGTGCTGTAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTGGGC
AGTTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

Ambiguous_taxa, 
FR870079.1.1507

FR870079
.1.1507

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Lactobacillales, D_4__Lactobacillaceae, 
D_5__Lactobacillus, Ambiguous_taxa

12 0 0 0 0 1 TAGGGAATCTTCCACAATGGACGCAAGTCTGATGGAGCAACGCCGCGTGAGTGAAGAAGGTCTTCGGATCGTAAAACTCTGTTGTTAGAGAAGAACACGAGTGAGAGTAACTGTTCATTCGATG
ACGGTATCTAACCAGCAAGTCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGATTTATTGGGCGTAAAGGGAACGCAGGCGGTCTTTTAAGTCTGATGT
GAAAGCCTTCGGCTTAACCGGAGTAGTGCATTGGAAACTGGAAGACTTGAGTGCAGAAGAGGAGAGTGGAACTCCATGTGTAGCGGTGAAATGCGTAGATATATGGAAGAACACCAGTGGCGA
AAGCGGCTCTCTGGTCTGTAACTGACGCTGAGGTTCGAAAGCGTGGGTAGCAAACA

D_6__uncultured 
bacterium, 
KX508379.1.1481

KX508379
.1.1481

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, 
D_5__Frondihabitans, D_6__uncultured 
bacterium

1 1 8 0 0 2 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAGGGACGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAATCTGGGGGCTCAA
CCCCCAGCCTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGG
CCGTTACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

Ambiguous_taxa, 
JX067737.1.1480

JX067737
.1.1480

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, 
D_5__Frigoribacterium, Ambiguous_taxa

0 0 0 0 0 2 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCAACGCCGCGTGAGGGACGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAAACTGGAGGCTCAA
CCTCCAGCCTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGG
CCGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

D_6__uncultured 
bacterium, 
KJ808500.1.1480

KJ808500
.1.1480

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Clostridiaceae 1, D_5__Clostridium 
sensu stricto 1, D_6__uncultured bacterium

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCAACGCCGCGTGAGTGATGACGGCCTTCGGGTTGTAAAGCTCTGTCTTCAGGGACGATAATGACGGTACCTGAGGAGGAAGCCACG
GCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGATTTACTGGGCGTAAAGGGAGCGTAGGCGGACTTTTAAGTGAGATGTGAAATACCCGGGCTCAACTTGGG
TGCTGCATTTCAAACTGGAAGTCTAGAGTGCAGGAGAGGAGAATGGAATTCCTAGTGTAGCGGTGAAATGCGTAGAGATTAGGAAGAACACCAGTGGCGAAGGCGATTCTCTGGACTGTAACTG
ACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
JX295579.1.1478

JX295579
.1.1478

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, Ambiguous_taxa

0 0 0 4 0 0 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATCAGGGAAGAACAAACGTGTAAGTAACTGTGCACGTCTTG
ACGGTACCTGATCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGT
GAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGAAAACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCG
AAGGCGACTTTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

D_6__uncultured 
bacterium, 
DQ129477.1.1472

DQ12947
7.1.1472

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Bacillaceae, 
D_5__Bacillus, D_6__uncultured bacterium

2 0 0 0 0 1 TAGGGAATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGCGATGAAGGCCTTCGGGTCGTAAAGCTCTGTTGTTAGGGAAGAACAAGTACCGGAGTAACTGCCGGTACCTT
GACGGTACCTAACCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAGGCGGTCCTTTAAGTCTGAT
GTGAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGGGGACTTGAGTACAGAAGAGGAAAGCGGAATTCCACGTGTAGCGGTGAAATGCGTAGAGATGTGGAGGAACACCAGTG
GCGAAGGCGGCTTTCTGGTCTGTAACTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
HQ908730.1.1472

HQ90873
0.1.1472

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, Ambiguous_taxa

0 0 0 1 0 0 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATTAGGGAAGAACAAACGTGTAAGTAACTGTGCACGTCTTG
ACGGTACCTAATCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGT
GAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGAAAACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCG
AAGGCGACTTTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

Ambiguous_taxa, 
KY988565.1.1472

KY988565
.1.1472

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Cytophagales, 
D_4__Hymenobacteraceae, 
D_5__Hymenobacter, Ambiguous_taxa

0 0 2 0 0 0 GAGTTTGATCCTGGCTCAGGATGAACGCTAGCGGCAGGCCTAATACATGCAAGTCGAACGGAGGGTAGCAATACCCTTAGTGGCGCACGGGTGCGTAACGCGTAACCAACCTACCCTTGACTG
GGGGATAGCCCGCCGAAAGGCGGATTAATACCGCATAAGACGATAGAGGGGCATCTCTTAGTCGTTAAAGATTTATTGGTCAAGGATGGGGTTGCGTAGCATTAGCTAGATGGCGAGGTAACG
GCTCACCATGGCGACGATGCTTAGGGGAGCTGAGAGGCTGATCCCCCACACTGGCACTGAGATACGGGCCAGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGGCAATGGCCGAGAGGCT
GACCCAGCCATGCCGCGTGCCGGATGAAGGCCTTCTGGGTTGTAAACGGCTTTTCTCAGGGAAGAAAAAGGGGATGCGTCCTCAACTGACGGTACCTGAGGAATAAGCACCGGCTAACTCCGT
GCCAGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCCGTTAAGTCCGGGGTGAAAGCCCACTGCTCAACAGTGGAACTGCCCTGAmbiguous_taxa, 

LMPG01000001.42
9.1927

LMPG010
00001.42
9.1927

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Sphingomonadales, 
D_4__Sphingomonadaceae, 
D_5__Sphingomonas, Ambiguous_taxa

0 1 1 0 0 0 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCG
GCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCTTTGTAAGTTAGAGGTGAAAGCCTGGAGCTCAACTCCAG
AATTGCCTTTGATACTGCATGGCTTGAATCCAGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGACTGGTATTG
ACGCTGAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
DI217525.1.1469

DI217525
.1.1469

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Erwinia, 
Ambiguous_taxa

0 1 0 0 0 0 AGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAACGGTAGCACAGAGAAGCTTGCTTCTTGGGTGACGAGTGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCCGATGGAGGGG
GATAACTACTGGAAACGGTAGCTAATACCGCATAACGTCTTCGGACCAAAGTGGGGGACCTTCGGGCCTCACGCCATCGGATGTGCCCAGATGGGATTAGCTAGTAGGTGGGGTAACGGCTCA
CCTAGGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGC
AGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGATGCGGTTAATAACCGCGTCGATTGACGTTACCCGCAGAAGAAGCACCGGCTAACTCCG
TGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCAGATGTGAAATCCCCGGGCTTAACCTGGGAACTGCATTTAmbiguous_taxa, 

DQ358665.1.1468
DQ35866
5.1.1468

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Kineosporiales, 
D_4__Kineosporiaceae, 
D_5__Pseudokineococcus, Ambiguous_taxa

1 0 9 0 0 1 TGGGGAATATTGCGCAATGGGCGGAAGCCTGACGCAGCGACGCCGCGTGAGGGATGAAGGCCTTCGGGTTGTAAACCTCTTTCAGCTCCGAAGAAGCGAGAGTGACGGTAGGAGCAGAAGA
AGCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGCTCGTCGCGTCTGCTGTGAAAGCCCGGGGCTTA
ACCCCGGGTCTGCAGTGGGTACGGGCGGGCTAGAGTGCGGTAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTG
GGCCGTAACTGACGCTGAGGAGCGAAAGCATGGGTAGCGAACA

Ambiguous_taxa, 
FPLS01001796.15.1
482

FPLS0100
1796.15.1
482

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Sphingomonadales, 
D_4__Sphingomonadaceae, 
D_5__Sphingomonas, Ambiguous_taxa

0 0 1 0 0 0 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCG
GCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCTTTGTAAGTTAGAGGTGAAAGCCTGGAGCTCAACTCCAG
AATTGCCTTTAAGACTGCATCGCTTGAATCCAGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGACTGGTATTG
ACGCTGAGGTGCGAAAGCGTGGGGAGCAAACA



Ambiguous_taxa, 
KC997229.1.1482

KC997229
.1.1482

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, 
D_5__Curtobacterium, Ambiguous_taxa

0 1 0 0 0 0 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAAG
CACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAATCCCGAGGCTCAACC
TCGGGCTTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGGCC
GTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

D_6__Sphingomonas 
aurantiaca, 
AJ429238.1.1465

AJ429238
.1.1465

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Sphingomonadales, 
D_4__Sphingomonadaceae, 
D_5__Sphingomonas, D_6__Sphingomonas 

0 0 3 0 0 0 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCG
GCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGAGCTAGCGTTATTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCTTTGTAAGTAAGAGGTGAAAGCCCAGAGCTCAACTCTGG
AATTGCCTTTTAGACTGCATCGCTTGAATCATGGAGAGGTCAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTGACTGGACATGTATTGA
CGCTGAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
LK985387.1.1470

LK985387
.1.1470

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, D_3__Rhizobiales, 
D_4__Rhizobiales Incertae Sedis, 
D_5__Phreatobacter, Ambiguous_taxa

0 0 2 0 0 0 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTGTCCGGGAAGATAATGACTGTACCGGAAGAATAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTTGTTCGGAATCACTGGGCGTAAAGCGCACGTAGGCGGACCATTAAGTCAGGGGTGAAAGCCTGGAGCTCAACTCCA
GAACTGCCTTTGATACTGATGGTCTCGAGTTCGGAAGAGGTTGGTGGAACTGCGAGTGTAGAGGTGAAATTCGTAGATATTCGCAAGAACACCAGTGGCGAAGGCGGCCAACTGGTCCGATACT
GACGCTGAGGTGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
HQ848151.1.1461

HQ84815
1.1.1461

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Planococcaceae, 
Ambiguous_taxa, Ambiguous_taxa

0 0 0 0 0 1 CCGGCCTGAGAACGTGCCTATACATGCAAGTCGAGCCAGAACTTGAGAGCTTGCTCTCGAGTTTTAGCGGCGGACGGGTGAGTAACACGTGGGCAACCTGCCCTGCAGATCGGGATAACTCCG
GGAAACCGGTGCTAATACCGAATAGTTTATAACCTCTCCTGAGGTTATACGGAAAGACGGTTTCGGCTGTCACTGCAGGATGGGCCCGCGGCGCATTAGCTAGTTGGTGGGGTAACGGCCCACC
AAGGCGACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCGCAATGGACGCAAGTCTGACGGA
GCAACGCCGCGTGAGTGACGAAGGTTTTCGGATCGTAAAACTCTGTTGTGAGGGAAGAACACGTACCAGCTAACTACTGGTACCTTGACGGTACCTCACCAGAAAGCCACGGCTAACTACGTGC
CAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGCGCGCGCAGGCGGTCCCTTAAGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAAmbiguous_taxa, 

KC245256.1.1460
KC245256
.1.1460

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
Ambiguous_taxa

0 0 1 0 0 0 TGAGGAATATTGGTCAATGGGCGCAGGCCTGAACCAGCCAAGTAGCGTGAAGGATGACTGCCCTATGGGTTGTAAACTTCTTTTATAAAGGAATAAAGTCGGGTATGTATACCCGTTTGCATGTA
CTTTATGAATAAGGATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATCCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGTAGATGGATGTTTAAGTCAGTTGTGAAAGTT
TGCGGCTCAACCGTAAAATTGCAGTTGATACTGGATATCTTGAGTGCAGTTGAGGCAGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGCC
TGCTAAGCTGCAACTGACATTGAGGCTCGAAAGTGTGGGTATCAAACA

D_6__uncultured 
bacterium, 
GQ897174.1.1458

GQ89717
4.1.1458

D_0__Bacteria, D_1__Tenericutes, 
D_2__Mollicutes, D_3__Anaeroplasmatales, 
D_4__Anaeroplasmataceae, 
D_5__Anaeroplasma, D_6__uncultured 
bacterium

0 0 0 0 0 4 TAGGGAATTTTCGGCAATGGACGGAATGCTGACCGAGCAACGCCGCGTGAATGATGAAGTATTTCGGTATGTAAAGTTCTTTTATTTGGGAAGAAAAAACAAATTGACGGTACCAAATGAATAAG
CCCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGGGTGCGTAGGCGGGTTATCAAGTCTTTGGTTAAAATGCGGTGCTCAAC
GCCGTAGTGCCAAAGAAACTGATAGTCTAGAGTATGGTAGAAGTGAGTGGAACTCCATGTGTAGCGGTAAAATGCGTAAATATATGGAAGAACACCAGTGGCGAAGGCGGCTCACTAGGCCAAT
ACTGACGCTGAGACACGAAAGCGTGGGGAGCAAACA

D_6__Brevundimona
s sp. Tibet-IBa1, 
DQ108394.1.1457

DQ10839
4.1.1457

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Caulobacterales, 
D_4__Caulobacteraceae, 
D_5__Brevundimonas, D_6__Brevundimonas 

0 0 0 2 0 0 TGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCACCGGGGACGATAATGACGGTACCCGGAGAAGAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACATTTAAGTCAGGGGTGAAATCCCAGAGCTCAACTCTGG
AACTGCCTTTGATACTGGGTGTCTTGAGTGTGAGAGAGGTATGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACATACTGGCTCATTACTG
ACGCTGAGGCGCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
HQ220163.1.1461

HQ22016
3.1.1461

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, Ambiguous_taxa, 
Ambiguous_taxa

0 1 0 0 0 0 CAAGAGCGTGCACGCTTAACACATGCAAGTCGAACGGTAGCACAGAGGAGCTTGCTCTTTGGGTGACGAGTGGCGGAGGGTGAGTAATGTCTGGGAAACTGCCCGATAGAGGGGGATAACTA
CTGGAAACGGTAGCTAATACCGCATAACCTCGCAAGAGCAAAGTGGGGGACCTTCGGGCCTCACGCTATCGGATGTGCCCAGATGGGATTAGCTAGTAGGTGGGGTAACGGCTCACCTAGGCG
ACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGC
CGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGGCGCGGTTAATAACCGCGTCGATTGACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCA
GCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCAGATGTGAAATCCCCGGGCTTAACCTGGGAACTGCATTTGAAACTGGAmbiguous_taxa, 

HQ796726.1.1455
HQ79672
6.1.1455

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, Ambiguous_taxa, 
Ambiguous_taxa

0 0 3 0 0 1 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGCAGGGAAGATAATGACGGTACCTGACTAAGAAGCACCG
GCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGTGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGCAGGCGGTGCGGCAAGTCTGATGTGAAAGCCCGGGGCTCAACCCCG
GTACTGCATTGGAAACTGTCGTACTAGAGTGTCGGAGGGGTAAGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGACGATAAC
TGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

Ambiguous_taxa, 
DQ456246.1.1451

DQ45624
6.1.1451

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
Ambiguous_taxa

0 0 1 0 0 0 TGAGGAATATTGGTCAATGGGCGAGAGCCTGAACCAGCCAAGTAGCGTGAAGGATGACTGCCCTATGGGTTGTAAACTTCTTTTATAAAGGAATAAAGTCGGGTATGCATACCCGTTTGCATGTA
CTTTATGAATAAGGATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATCCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGTAGATGGATGTTTAAGTCAGTTGTGAAAGTT
TGCGGCTCAACCGTAAAATTGCAGTTGATACTGGATATCTTGAGTGCAGTTGAGGCAGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGCC
TGCTAAGCTGCAACTGACATTGAGGCTCGAAAGTGTGGGTATCAAACA

Ambiguous_taxa, 
HQ804243.1.1451

HQ80424
3.1.1451

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__Dorea, 
Ambiguous_taxa

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGAGCGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGCAGGGAAGAAGAAATGACGGTACCTGACTAAGAAGCAC
CGGCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGTGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGCGCAGGCGGAAGGCTAAGTCTGATGTGAAAGCCCGGGGCTCAACCCC
GGTACTGCATTGGAAACTGGTCATCTAGAGTGTCGGAGGGGTAAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTTACTGGACGATAA
CTGACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
organism, 
HQ784952.1.1449

HQ78495
2.1.1449

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
D_6__uncultured organism

0 0 0 0 0 2 TGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGTGAAGGATGAAGGTCCTACGGATTGTAAACTTCTTTTATAAGGGAATAAACCCTCCCACGTGTGGGAGCTTGTATGTA
CCTTATGAATAAGCATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATGCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGCAGACGGGTCGTTAAGTCAGCTGTGAAAGT
TTGGGGCTCAACCTTAAAATTGCAGTTGATACTGGCGTCCTTGAGTGCGGTTGAGGTGTGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGC
ACACTAAGCCGTAACTGACGTTCATGCTCGAAAGTGTGGGTATCAAACA

D_6__Staphylococcu
s epidermidis, 
KY630655.1.1448

KY630655
.1.1448

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__Staphylococcus 
epidermidis

0 0 0 1 0 0 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATTAGGGAAGAACAAATGTGTAAGTAACTATGCACGTCTTG
ACGGTACCTAATCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGT
GAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGAAAACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCG
AAGGCGACTTTTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

D_6__Candidatus 
Liberibacter 
europaeus, 
JX244260.1.1454

JX244260
.1.1454

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, D_3__Rhizobiales, 
D_4__Rhizobiaceae, D_5__Candidatus 
Liberibacter, D_6__Candidatus Liberibacter 
europaeus

0 1 0 10 0 0 TGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTGAGTGAAGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCGGAGAAGATAATGACGGTATTCGGAGAAGAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAGGGGGGCGAGCGTTGTTCGGAATAACTGGGCGTAAAGGGCGCGTAGGCGGGCGATTAAGTTAGAGGTGAAATCCCAGGGCTCAACCTTG
GAACGGCCTTTAATACTGATTGTCTTGAGTTTAGGAGAGGTGAGTGGAATTCCGAGTGGAGAGGTGAAATTCGTAGATATTCGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGCCTGATACT
GACGCTGAGGCGCGAAAGCGTGGGGAGCAAACA

D_6__bacterium 
secondary symbiont 
of Coelostomidia 
pilosa, 
KC447398.1.1446

KC447398
.1.1446

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Sodalis, 
D_6__bacterium secondary symbiont of 

0 0 0 2 0 0 TTGGGGCGCTGACGGCAGGCCTAACACATGCAAGTCGAACGGTAGCACAGAGAGCCTGCTCTCGGGTGACGAGTGGCGGACGGGTGAGTAATGTCTGGGAAACTGCCTGATGGAGGGGGAT
AACTACTGGAAACGGTAGCTAATACCGCATAACGTCTTCGGACCAAAGTGGGGGACCTTCGGGCCTCACACCATCGGATGTGCCCAGATGGGATTAGCTTGTGGGTGGGGTAATGGCTCACCCA
GGCGACGATCCCTAGCTGGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCC
ATGCCGCGTGTGTGAAGAAGGCCTTCGGGTTGTAAAGCACTTTCAGCGGGGAGGAAGGCAGTGGCGTTAATAGCGCCATTGATTGACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCC
AGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTACGCAGGCGGTCTGTTAAGTCAGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGAAAD_6__uncultured 

organism, 
HQ815982.1.1445

HQ81598
2.1.1445

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
D_6__uncultured organism

0 0 0 0 0 1 TGAGGAATATTGGTCAATGGGCGAGAGCCTGAACCAGCCAAGTAGCGTGAAGGATGACTGCCCTATGGGTTGTAAACTTCTTTTATAAAGGAATAAAGTCGGGTATGGATACCCGTTTGCATGTA
CTTTATGAATAAGGATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATCCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGTAGATGGATGTTTAAGTCAGTTGTGAAAGTT
TGCGGCTCAACCGTAAAATTGCAGTTGATACTGGATATCTTGAGTGCAGTTGAGGCAGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGCC
TGCTAAGCTGCAACTGACATTGAGGCTCGAAAGTGTGGGTATCAAACA

Ambiguous_taxa, 
KJ127991.1.1443

KJ127991
.1.1443

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Caulobacterales, 
D_4__Caulobacteraceae, Ambiguous_taxa, 
Ambiguous_taxa

0 0 1 0 0 2 TGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCACCGGGGAAGATAATGACGGTACCCGGAGAAGAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGCGCGTAGGCGGACAGTTAAGTCGGGGGTGAAAGCCCGGGGCTCAACCTC
GGAATTGCCTTCGATACTGGCTGTCTTGAGTACGGGAGAGGTGTGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACACACTGGCCCGTTA
CTGACGCTGAGGCGCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
organism, 
HQ795566.1.1442

HQ79556
6.1.1442

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Xanthomonadales, 
D_4__Xanthomonadaceae, 
D_5__Stenotrophomonas, D_6__uncultured 

0 0 1 0 0 0 TGGGGAATATTGGACAATGGGCGCAAGCCTGATCCAGCCATACCGCGTGGGTGAAGAAGGCCTTCGGGTTGTAAAGCCCTTTTGTTGGGAAAGAAATCCAGCTGGCTAATACCCGGTTGGGAT
GACGGTACCCAAAGAATAAGCACCGGCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGTGCAAGCGTTACTCGGAATTACTGGGCGTAAAGCGTGCGTAGGTGGTCGTTTAAGTCCGTT
GCGAAAGCCCTGGGCTCAACCTGGGAACTGCAGTGGATACTGGGCGACTAGAGTGTGGTAGAGGGTAGCGGAATTCCTGGTGTAGCAGTGAAACGCGTAGAGATCAGGAGGAACATCCCTGG
CGAAGGCAGCTACCTGGACCAATACTGACACTGAGGCACGAAAAGCGTGGGGAGCAAACA



D_6__Arthrobacter 
sp. F15, 
KR088550.1.1442

KR088550
.1.1442

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Micrococcaceae, D_5__Arthrobacter, 
D_6__Arthrobacter sp. F15

1 1 8 0 0 3 GTCGAACGATGAACCTCACTTGTGGGGGGATTAGTGGCGAACGGGTGAGTAACACGTGAGTAACCTGCCCTTGACTCTGGGATAAGCCTGGGAAACCGGGTCTAATACTGGATACGACCTTCTG
GCGCATGCCATGTTGGTGGAAAGCTTTTGTGGTTTTGGATGGACTCGCGGCCTATCAGCTTGTTGGTGGGGTAATGGCCTACCAAGGCGACGACGGGTAGCCGGCCTGAGAGGGTGACCGGCC
ACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAGGGATGAAGGCCTTCGGGTTGTAAAC
CTCTTTCAGTAGGGAAGAAGCTGGCCTTTCGGGGTTGGTGACGGTACCTGCAGAAGAAGCGCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGCGCAAGCGTTATCCGGAATTAT
TGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCCGTGAAAGTCCGGGGCTTAACTCCGGATCTGCGGTGGGTACGGGCAGACTAGAGTGCAGTAGGGGAGACTGGAATTCCTGGTGTAmbiguous_taxa, 

JX134630.1.1439
JX134630
.1.1439

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, Ambiguous_taxa, 
Ambiguous_taxa

0 7 0 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGGATGAGGGTTAATAACCTTCGTCATT
GACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTTTGTTAAGTCAGAT
GTGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGAAACTGGCAAGCTTGAGTCTCGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGGC
GAAGGCGGCCCCCTGGACGAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
KF842094.1.1435

KF842094
.1.1435

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Prevotellaceae, D_5__Prevotella 9, 
D_6__uncultured bacterium

0 0 0 3 0 5 TGAGGAATATTGGTCAATGGGCGAGAGCCTGAACCAGCCAAGTAGCGTGCAGGATGACGGCCCTATGGGTTGTAAACTGCTTTTATAAGGGAATAAAGTGAGTCTCGTGAGACTTTTTGCATGTA
CCTTATGAATAAGGACCGGCTAATTCCGTGCCAGCAGCCGCGGTAATACGGAAGGTCCGGGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGTAGGCCGGAGATTAAGCGTGTTGTGAAATG
TAGACGCTCAACGTCTGCACTGCAGCGCGAACTGGTTTCCTTGAGTACGCACAAAGTGGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGC
TCACTGGAGCGCAACTGACGCTGAAGCTCGAAAGTGCGGGTATCGAACA

Ambiguous_taxa, 
AB218348.1.1430

AB218348
.1.1430

D_0__Bacteria, D_1__Lentisphaerae, 
D_2__Lentisphaeria, D_3__Victivallales, 
D_4__Victivallaceae, D_5__Victivallis, 
Ambiguous_taxa

0 0 0 0 0 2 TCGAGAATCTTGGGCAATGCGCGAAAGCGTGACCCAGCAATGCCGCGTGTGTGATGAAGGCCTTCGGGTCGTAAAGCACTGTCTCCCGTGACGAAATTTGACGGTAGCGGGGAAGGAAGCCAC
GGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCGAGCGTTGTTCGGATTTATTGGGCGTAAAGGGTCTGTAGGAGGTTCGTTAAATACGAGGTGAAATCCCGAAGCTCAACTTCGG
AACTGCCTTGTAGACTGACGGACTAGAGTACCGGAGAGGTAAGCGGAATACCAGGTGTAGCGGTGGAATGCGTAGATATCTGGTAGAACACCAATAGCGAAGGCAGCTTGCTGGACGGAAACT
GACTCTGAAAGACGAAAGCATGGGGAGCAAACA

D_6__Cronobacter 
sp. BYP, 
KM088092.1.1428

KM08809
2.1.1428

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Erwinia, 
D_6__Cronobacter sp. BYP

0 1 0 0 0 0 GCGGACTACCATGCAGTCGAACGGTAACAGGAAGCAGCTTGCTGCTTCGCTGACGAGTGGCGGACGGTTGAGTAACGTCTGGGAAACTGCCCGATGGAGGGGGATAACTACTGGAAACGGTG
GCTAATACCGCATAACGTCTTCGGACCAAAGTGGGGGACCTTCGGGCCTCACACCATCGGATGTGCCCAGATGGGATTAGCTTGTTGGTGGGGTAACGGCTCACCAAGGCGACGATCCCTAGCT
GGTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAG
AAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGGGTTGCGGTTAATAACCGCGGCCATTGACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATAC
GGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCGGATGTGAAATCCCCGGGCTCAACCCGGGAACTGCATCCGAAACTGGCAGGCTTGAGTCTAmbiguous_taxa, 

JQ723715.1.1431
JQ723715
.1.1431

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Sphingomonadales, 
D_4__Sphingomonadaceae, 
D_5__Sphingomonas, Ambiguous_taxa

7 3 14 0 0 10 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGAGTGATGAAGGCCTTAGGGTTGTAAAGCTCTTTTACCCGGGATGATAATGACAGTACCGGGAGAATAAGCTCCG
GCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGAGCTAGCGTTGTTCGGAATTACTGGGCGTAAAGCGCACGTAGGCGGCTTTGTAAGTCAGAGGTGAAAGCCTGGAGCTCAACTCCAG
AACTGCCTTTGAGACTGCATCGCTTGAATCCAGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGGCTCACTGGACTGGTATTG
ACGCTGAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__Candidatus 
Liberibacter 
asiaticus, 
FJ196314.1.2284

FJ196314.
1.2284

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, D_3__Rhizobiales, 
D_4__Rhizobiaceae, D_5__Candidatus 
Liberibacter, D_6__Candidatus Liberibacter 
asiaticus

0 25 1 691 4 1 TGGGGAATATTGGACAATGGGGGCAACCCTGATCCAGCCATGCCGCGTGAGTGAAGAAGGCCTTAGGGTTGTAAAGCTCTTTCGCCGGAGAAGATAATGACGGTATTCGGAGAATAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCGAGCGTTGTTCGGAATAACTGGGCGTAGAGGGCTCGTAGGCGGGCGATTAAGTTAGAGGTGAAATCCCAGGGCTCAACCTTG
GAACTGCCTTTAATACTGGTTGTCTAGAGTTTAGGAGAGGTGAGTGGAATTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAGGAACACCGGTGGCGAAGGCGGCTCACTGGCCTGATACT
GACGCTGAGGCGCGAAAGCGTGGGGAGCAAACAG

Ambiguous_taxa, 
JX945363.1.1425

JX945363
.1.1425

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Pseudomonadales, 
D_4__Moraxellaceae, D_5__Acinetobacter, 
Ambiguous_taxa

0 0 0 0 2 0 TGGGGAATATTGGACAATGGGCGAAAGCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTTTGGTTGTAAAGCACTTTAAGCGAGGAGGAGGCTACTTGGATTAATACTCTAGGATAGTG
GACGTTACTCGCAGAATAAGCACCGGCTAACTCTGTGCCAGCAGCCGCGGTAATACAGAGGGTGCGAGCGTTAATCGGATTTACTGGGCGTAAAGCGTGCGTAGGCGGCTTCTTAAGTCGGAT
GTGAAATCCCTGAGCTTAACTTAGGAATTGCATTCGATACTGGGAAGCTAGAGTATGGGAGAGGATGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGATGGC
GAAGGCAGCCATCTGGCCTAATACTGACGCTGAGGTACGAAAGCATGGGGAGCAAACA

Ambiguous_taxa, 
EF102823.1.1419

EF102823
.1.1419

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Betaproteobacteriales, 
D_4__Burkholderiaceae, D_5__Delftia, 
Ambiguous_taxa

3 1 0 0 2 2 TGGGGAATTTTGGACAATGGGCGAAAGCCTGATCCAGCAATGCCGCGTGCAGGATGAAGGCCTTCGGGTTGTAAACTGCTTTTGTACGGAACGAAAAAGCTTCTCCTAATACGAGAGGCCCATG
ACGGTACCGTAAGAATAAGCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGTTATGTAAGACAGATG
TGAAATCCCCGGGCTCAACCTGGGAACTGCATTTGTGACTGCATGGCTAGAGTACGGTAGAGGGGGATGGAATTCCGCGTGTAGCAGTGAAATGCGTAGATATGCGGAGGAACACCGATGGCG
AAGGCAATCCCCTGGACCTGTACTGACGCTCATGCACGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
FJ557934.1.1411

FJ557934.
1.1411

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__uncultured 
bacterium

0 0 0 1 0 0 AGAGTTTGATCCTGGCTCAGGATGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGAACAGACGAGGAACTTGCTTCTCTGACGTTAGCGGCGGACGGGTGAGTAACACGTGGATAAC
CTACCTATAAGACTGGGATAACTTCGGGAAACCGGAGCTAATACCGGATAATATATTGAACCGCATGGTTCAATAGTGAAAGACGGTTTTGCTGTCACTTATAGATGGATCCGCGCCGCATTAGCT
AGTTGGTAAGGTAACGGCTTACCAAGGCAACGATGCGTAGCCGACCTGAGAGGGTGATCGGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCG
CAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATTAGGGAAGAACAAATGTGTAAGTAACTATGCACGTCTTGACGGTACCTAATCA
GAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGTGAAAGCCCACGGCTAmbiguous_taxa, 

GQ149483.1.1484
GQ14948
3.1.1484

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Micrococcaceae, D_5__Arthrobacter, 
Ambiguous_taxa

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAGGGATGAAGGCCTTCGGGTTGTAAACCTCTTTCAGTAGGGAAGAAGCCGGCCTTTTGGGTTGGTGACGGTACC
TGCAGAAGAAGCGCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCCGTGAAAGTC
CGGGGCTTAACCCCGGATCTGCGGTGGGTACGGGCAGACTAGAGTGCAGTAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCA
GGTCTCTGGGCTGTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

Ambiguous_taxa, 
KF941208.1.1402

KF941208
.1.1402

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Pantoea, 
Ambiguous_taxa

0 0 0 0 1 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGGGACGAGGTTAATAACCTCGTTCATT
GACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTTAAGTCAGAT
GTGAAATCCCCGGGCTTAACCTGGGAACTGCATTTGAAACTGGCAGGCTTGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGGC
GAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__Arthrobacter 
agilis, 
KY859788.1.1402

KY859788
.1.1402

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Micrococcaceae, D_5__Arthrobacter, 
D_6__Arthrobacter agilis

0 0 2 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCGACGCCGCGTGAGGGATGAAGGCCTTCGGGTTGTAAACCTCTTTCAGTAGGGAAGAAGCCGGCCTTTTGGGTTGGTGACGGTACC
TGCAGAAGAAGCGCCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGCGCAAGCGTTATCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCCGTGAAAGTC
CGGGGCTTAACTCCGGATCTGCGGTGGGTACGGGCAGACTAGAGTGCAGTAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCA
GGTCTCTGGGCTGTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

D_6__uncultured 
bacterium, 
EU775986.1.1401

EU775986
.1.1401

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Bacteroidales, 
D_4__Bacteroidaceae, D_5__Bacteroides, 
D_6__uncultured bacterium

0 0 3 0 0 0 TGAGGAATATTGGTCAATGGACGAGAGTCTGAACCAGCCAAGTAGCGTGAAGGATGAAGGTTCTATGGATTGTAAACTTCTTTTATACGGGAATAAACGAATCCACGTGTGGATTTTTGCATGTAC
CGTATGAATAAGGATCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGATCCGAGCGTTATCCGGATTTATTGGGTTTAAAGGGAGCGTAGATGGGTTGTTAAGTCAGTTGTGAAAGTTT
GCGGCTCAACCGTAAAATTGCAATTGATACTGGCAGTCTTGAGTACAGTTGAGGTAGGCGGAATTCGTGGTGTAGCGGTGAAATGCTTAGATATCACGAAGAACTCCGATTGCGAAGGCAGCTTA
CTAACCTGTAACTGACATTGATGCTCGAAAGTGTGGGTATCAAACA

Ambiguous_taxa, 
FJ164058.1.1400

FJ164058.
1.1400

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, D_5__Leifsonia, 
Ambiguous_taxa

0 0 2 0 0 0 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAGGGACGAAGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAAACTGGAGGCTCAA
CCTCCAGCCTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGG
CCGCTACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

D_6__uncultured 
bacterium, 
DQ793727.1.1397

DQ79372
7.1.1397

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, D_5__Ruminococcus 
2, D_6__uncultured bacterium

0 0 1 0 0 0 TGGGGGATATTGCGCAATGGGGGCAACCCTGACGCAGCAACGCCGCGTGAAGGATGAAGGTTTTCGGATTGTAAACTTCTTTTATTAAGGACGAAAATTGACGGTACTTAATGAATAAGCTCCGG
CTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGAGCAAGCGTTGTCCGGATTTACTGGGTGTAAAGGGTGCGTAGGCGGCTTTGCAAGTCAGATGTGAAATCTATGGGCTCAACCCATAAA
CTGCATTTGAAACTGTAGAGCTTGAGTGAAGTAGAGGCAGGCGGAATTCCCCGTGTAGCGGTGAAATGCGTAGAGATGGGGAGGAACACCAGTGGCGAAGGCGGCCTGCTGGGCTTTAACTG
ACGCTGAGGCACGAAAGCGTGGGTAGCAAACA

D_6__uncultured 
bacterium, 
DQ795254.1.1395

DQ79525
4.1.1395

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__[Eubacterium] 
hallii group, D_6__uncultured bacterium

0 0 2 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCAACGCCGCGTGAGTGAAGAAGTATTTCGGTATGTAAAGCTCTATCAGCAGGGAAGATAATGACGGTACCTGACTAAGAAGCTCCG
GCTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGTGCGTAGGTGGCAGTGCAAGTCAGATGTGAAAGGCCGGGGCTCAACCCCG
GAGCTGCATTTGAAACTGCATAGCTGGAGTACAGGAGAGGCAGGCGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCCTGCTGGACTGTTAC
TGACACTGAGGCACGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
JN904060.1.1395

JN904060
.1.1395

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Pseudomonadales, 
D_4__Moraxellaceae, D_5__Acinetobacter, 
D_6__uncultured bacterium

0 5 0 0 0 0 TGGGGAATATTGGACAATGGGGGGAACCCTGATCCAGCCATGCCGCGTGTGTGAAGAAGGCCTTATGGTTGTAAAGCACTTTAAGCGAGGAGGAGGGTACCCTGATTAATACTCAGGAGTACT
GGACGTTACTCGCAGAATAAGCACCGGCTAACTCTGTGCCAGCAGCCGCGGTAATACAGAGGGTGCGAGCGTTAATCGGAATTACTGGGCGTAAAGCGCGCGTAGGCGGCTAATTAAGTCGGA
TGTGAAATCCCCGAGCTCAACTTGGGAATTGCATACGATACTGGTTAGCTAGAGTATGGGAGAGGAAGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGATGG
CGAAGGCAGCCTTCTGGCCTAATACTGACGCTGAGGTGCGAAAGCATGGGGAGCAAACA



D_6__uncultured 
bacterium, 
DQ797905.1.1393

DQ79790
5.1.1393

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Lachnospiraceae, D_5__[Eubacterium] 
eligens group, D_6__uncultured bacterium

0 0 1 0 0 0 TGGGGAATATTGCACAATGGAGGAAACTCTGATGCAGCGACGCCGCGTGAGTGAAGAAGTAATTCGTTATGTAAAGCTCTATCAGCAGGGAAGATAGTGACGGTACCTGACTAAGAAGCTCCGG
CTAAATACGTGCCAGCAGCCGCGGTAATACGTATGGAGCAAGCGTTATCCGGATTTACTGGGTGTAAAGGGAGTGTAGGTGGCCATGCAAGTCAGAAGTGAAAATCCGGGGCTCAACCCCGGA
ACTGCTTTTGAAACTGTAAGGCTAGAGTGCAGGAGGGGTGAGTGGAATTCCTAGTGTAGCGGTGAAATGCGTAGATATTAGGAGGAACACCAGTGGCGAAGGCGGCTCACTGGACTGTAACTG
ACACTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
KF843113.1.1388

KF843113
.1.1388

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, 
D_5__Faecalibacterium, D_6__uncultured 
bacterium

0 0 0 1 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGGAGGAAGAAGGTCTTCGGATTGTAAACTCCTGTTGTTGGGGAAGATAATGACGGTACCCAACAAGGAAGTGACG
GCTAACTACGTGCCAGCAGCCGCGGTAAAACGTAGGTCACAAGCGTTGTCCGGAATTACTGGGTGTAAAGGGAGCGCAGGCGGGAAGACAAGTTGGAAGTGAAATCCATGGGCTCAACCCAT
GAACTGCTTTCAAAACTGTTTTTCTTGAGTAGTGCAGAGGTAGGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTACTGGGCACCAAC
TGACGCTGAGGCTCGAAAGTGTGGGTAGCAAACA

D_6__uncultured 
bacterium, 
KF842522.1.1386

KF842522
.1.1386

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, 
D_5__Faecalibacterium, D_6__uncultured 
bacterium

0 0 0 1 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGGAGGAAGAAGGTCTTCGGATTGTAAACTCCTGTTGTTGAGGAAGATAATGACGGTACTCAACAAGGAAGTGACG
GCTAACTACGTGCCAGCAGCCGCGGTAAAACGTAGGTCACAAGCGTTGTCCGGAATTACTGGGTGTAAAGGGAGCGCAGGCGGGAAGACAAGTTGGAAGTGAAATCCATGGGCTCAACCCAT
GAACTGCTTTCAAAACTGTTTTTCTTGAGTAGTGCAGAGGTAGGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTACTGGGCACCAAC
TGACGCTGAGACTCGAAAGTGTGGGTAGCAAACA

D_6__uncultured 
bacterium, 
DQ793254.1.1377

DQ79325
4.1.1377

D_0__Bacteria, D_1__Firmicutes, 
D_2__Clostridia, D_3__Clostridiales, 
D_4__Ruminococcaceae, 
D_5__Faecalibacterium, D_6__uncultured 
bacterium

0 0 1 0 0 0 TGGGGAATATTGCACAATGGGGGAAACCCTGATGCAGCGACGCCGCGTGGAGGAAGAAGGTCTTCGGATTGTAAACTCCTGTTGTTGAGGAAGATAATGACGGTACTCAACAAGGAAGTGACG
GCTAACTACGTGCCAGCAGCCGCGGTAAAACGTAGGTCACAAGCGTTGTCCGGAATTACTGGGTGTAAAGGGAGCGCAGGCGGGAAGACAAGTTGGAAGTGAAATCTATGGGCTCAACCCATA
AACTGCTTTCAAAACTGTTTTTCTTGAGTAGTGCAGAGGTAGGCGGAATTCCCGGTGTAGCGGTGGAATGCGTAGATATCGGGAGGAACACCAGTGGCGAAGGCGGCCTACTGGGCACCAACT
GACGCTGAGGCTCGAAAGTGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
FN421505.1.1373

FN421505
.1.1373

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Kineosporiales, 
D_4__Kineosporiaceae, D_5__Quadrisphaera, 
D_6__uncultured bacterium

0 0 2 0 0 0 TGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGTGAGGGATGAATGCCTTCGGGTTGTAAACCTCTTTCAGCAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAGAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTCTGTCGCGTCTGCTGTGAAAACTCAGGGCTTAA
CCCTGAGCTTGCAGTGGGTACGGGCAGACTAGAGTGCAGTAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTGGG
CTGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

D_6__uncultured 
bacterium, 
JF149077.1.1371

JF149077.
1.1371

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__uncultured 
bacterium

0 0 0 45 0 0 GATGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGAACAGACGAGGAGCTTGCTCCTCTGACGTTAGCGGCGGACGGGTGAGTAACACGTGGATAACCTACCTATAAGGCTGGGATA
ACTTCGGGAAACCGGAGCTAATACCGGATAATATATTGAACCGCATGGTTCAATAGTGAAAGACGGTTTTGCTGTCACTTATAGATGGATCCGCGCCGCATTAGCTAGTTGGTAAGGTAACGGCTT
ACCAAGGCAACGATGCGTAGCTGACCTGAGAGGGTGATCGGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAAGCAGCAGTAGGGAATCTTCCGCAATGGGCGAAAGCCTGACG
GAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATTAGGGAAGAACAAATGTGTAAGTAACTATGCACGTCTTGACGGTACCTAATCAGAAAGCCACGGCTAACTACGT
GCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGTGAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAmbiguous_taxa, 

KM349210.1.1369
KM34921
0.1.1369

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Alphaproteobacteria, 
D_3__Caulobacterales, 
D_4__Caulobacteraceae, 
D_5__Brevundimonas, Ambiguous_taxa

0 1 0 0 0 0 TGGGGAATCTTGCGCAATGGGCGAAAGCCTGACGCAGCCATGCCGCGTGAATGATGAAGGTCTTAGGATTGTAAAATTCTTTCACCGGGGACGATAATGACGGTACCCGGAGAAGAAGCCCCG
GCTAACTTCGTGCCAGCAGCCGCGGTAATACGAAGGGGGCTAGCGTTGCTCGGAATTACTGGGCGTAAAGGGAGCGTAGGCGGACATTTAAGTCAGGGGTGAAATCCCGGGGCTCAACCTCG
GAATTGCCTTTGATACTGGGTGTCTTGAGTGTGAGAGAGGTATGTGGAACTCCGAGTGTAGAGGTGAAATTCGTAGATATTCGGAAGAACACCAGTGGCGAAGGCGACATACTGGCTCATTACT
GACGCTGAGGCTCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
KF075545.1.1359

KF075545
.1.1359

D_0__Bacteria, D_1__Firmicutes, D_2__Bacilli, 
D_3__Bacillales, D_4__Staphylococcaceae, 
D_5__Staphylococcus, D_6__uncultured 
bacterium

0 0 0 20 0 0 TAGGGAATCTTCCGCAATGGGCGAAAGCCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTCTTCGGATCGTAAAACTCTGTTATTAGGGAAGAATAAATGTGTAAGTAACTATGCACGTCTTGA
CGGTACCTAATCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGTGGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGTAGGCGGTTTTTTAAGTCTGATGTG
AAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGAAAACTTGAGTGCAGAAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGCAGAGATATGGAGGAACACCAGTGGCGA
AGGCGACTTTCTGGTCTGTAACTGACGCTGATGTGCGAAAGCGTGGGGATCAAACA

D_6__uncultured 
bacterium, 
JF066738.1.1344

JF066738.
1.1344

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Cytophagales, 
D_4__Hymenobacteraceae, 
D_5__Hymenobacter, D_6__uncultured 
bacterium

0 0 1 0 0 0 GATGAGCGCTAGCGGCAGGCCTAATACATGCAAGTCGAACGGTCAGTAGCAATACTGATAGTGGCGCACGGGTGCGTAACACGTAACTAACCTACCCATCATTGGGGGATAGCCCGCCGAAAG
GCGGATTAATACCGCATAAGACAATAGAAGGGCATCCTTTAGTTGTTAAAGATTTATTGATGATGGATGGGGTTGCGGGTCATTAGCTAGTTGGTAGGGTAACGGCTTACCAAGGCGACGATGAC
TAGGGGAGCTGAGAGGCTGGTCCCCCACACGGGCACTGAGATACGGGCCCGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGGCAATGGGCGAGAGCCTGACCCAGCCATGCCGCGTGC
AGGAAGAAGGCTTTCTGAGTCGTAAACTGCTTTTGACAGGGAAGAATAAGCTGTACGTGTACAGTGATGACGGTACCTGCAGAATAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATAC
GGAGGGTGCGAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCATTTAAGTCCGGGGTGAAAGCCCGTTGCTCAACAACGGAACTGCCCTGGATACTGAGTGGCTTGAGTACD_6__uncultured 

bacterium, 
JF181286.1.1339

JF181286.
1.1339

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Frankiales, 
D_4__Geodermatophilaceae, 
D_5__Modestobacter, D_6__uncultured 
bacterium

0 0 1 0 0 1 TGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGTAGGGACGAAGCGCAAGTGACGGTACCTACAGAAGAA
GCACCGGCCAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTCTGTCGCGTCGGCTGTGAAAACCCGAGGCTCAA
CCTCGGGCCTGCAGTCGATACGGGCAAACTAGAGTACTGCAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAGGCGGGTCTCTGGG
CAGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

D_6__Enterobacter 
sp. TUTSFD1A, 
KR491960.1.1324

KR491960
.1.1324

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Enterobacter, 
D_6__Enterobacter sp. TUTSFD1A

0 2 0 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGCGATGAGGTTAATAACCTTGTCGATT
GACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTCGGA
TGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGGCTAGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGG
CGAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__food 
metagenome, 
LIDZ01012327.2532
.3848

LIDZ0101
2327.253
2.3848

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Betaproteobacteriales, 
D_4__Burkholderiaceae, D_5__Massilia, 
D_6__food metagenome

0 0 2 0 0 0 TGGGGGATAACGTAGCGAAAGTTACGCTAATACCGCATACGATCTAAGGATGAAAGCAGGGGATCTTCGGACCTTGTGCTCCTGGAGCGGCCGATATCTGATTAGCTAGTTGGTGAGGTAAAGG
CTCACCAAGGCCACGATCAGTAGCTGGTCTGAGAGGACGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGCGAAAGCCTG
ATCCAGCAATGCCGCGTGAGTGAAGAAGGCCTTCGGGTTGTAAAGCTCTTTTGTCAGGGAAGAAACGGTGAGGGCTAATATCCTTTGCTAATGACGGTACCTGAAGAATAAGCACCGGCTAACTA
CGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGTGCGCAGGCGGTTTTGTAAGTCTGACGTGAAATCCCCGGGCTCAACCTGGGAATTGCGT
TGGAGACTGCAAGGCTAGAATCTGGCAGAGGGGGGTAGAATTCCACGTGTAGCAGTGAAATGCGTAGAGATGTGGAGGAACACCGATGGCGAAGGCAGCCCCCTGGGTCAAGATTGACGCTCD_6__Klebsiella sp., 

KX214777.1.1308
KX214777
.1.1308

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Klebsiella, 
D_6__Klebsiella sp.

0 1 0 0 0 0 TGGGGAATATTGCACAATGGGCGGCAAGCCTGATGCAGCCATGCCGCTGTGTGTGAAGAAGGCCTTCGGGGTTGTAAAGCACTTTCAGCGGGGAGGAAGGGCGATAAGGTTAATAACCTTGTC
GATTGACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTCAAGTC
GGATGTGAAATCCCCGGGCTCAACCTGGGAACTGCATTCGAAACTGGCAGGCTAGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCG
GTGGCGAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
HM487981.1.1270

HM48798
1.1.1270

D_0__Bacteria, D_1__Bacteroidetes, 
D_2__Bacteroidia, D_3__Cytophagales, 
D_4__Hymenobacteraceae, 
D_5__Hymenobacter, D_6__uncultured 
bacterium

0 0 1 0 0 0 AGAGTTTGATCCTGGCTCAGGATGAACTCTAGCGGCAGGCCTAATACATGCAAGTCGAACGGTGGCAGCAATGTCATAGTGGCGCACGGGTGCGTAACACGTAACTAACCTACCTATAACTGGG
GGATAGCCCGCCGAAAGGCGGATTAATACCGCATAAGCTCTTTGGCTGGCATCAGCTGATTAGTAAAGATTTATTGGTTATAGATGGGGTTGCGGGTCATTAGCTAGTTGGTTAGGTAACGGCTG
ACCAAGGCGACGATGACTAGGGGAGCTGAGAGGCTGGTCCCCCACACGGGCACTGAGATACGGGCCCGACTCCTACGGGAGGCAGCAGTAGGGAATATTGGGCAATGGGCGAGAGCCTGAC
CCAGCCATGCCGCGTGCAGGAAGAAGGCTTTCTGAGTCGTAAACTGCTTTTGACAGGGAAGAATAAGCACTACGTGTAGTGTGATGACGGTACCTGCAGAATAAGCACCGGCTAACTCCGTGCC
AGCAGCCGCGGTAATACGGAGGGTGCGAGCGTTGTCCGGATTTATTGGGTTTAAAGGGTGCGTAGGCGGCCTTGTAAGTCCGGGGTGAAAGCCCGTTGCTCAACAACGGAACTGCCCTGGATAD_6__Pantoea sp. 

BM39, 
KC163803.1.1266

KC163803
.1.1266

D_0__Bacteria, D_1__Proteobacteria, 
D_2__Gammaproteobacteria, 
D_3__Enterobacteriales, 
D_4__Enterobacteriaceae, D_5__Pantoea, 
D_6__Pantoea sp. BM39

0 2 0 0 0 0 TGGGGAATATTGCACAATGGGCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGGGACGAGGTTAACAGCCTCGTTCATT
GACGTTACCCGCAGAAGAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGTGCAAGCGTTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGGTCTGTTAAGTCAGAT
GTGAAATCCCCGGGCTTAACCTGGGAACTGCATTTGAAACTGGCAGGCTTGAGTCTTGTAGAGGGGGGTAGAATTCCAGGTGTAGCGGTGAAATGCGTAGAGATCTGGAGGAATACCGGTGGC
GAAGGCGGCCCCCTGGACAAAGACTGACGCTCAGGTGCGAAAGCGTGGGGAGCAAACA

D_6__uncultured 
bacterium, 
JF049379.1.1260

JF049379.
1.1260

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Frankiales, 
D_4__Geodermatophilaceae, 
D_5__Modestobacter, D_6__uncultured 
bacterium

0 0 0 0 0 1 TGGGGAATATTGCGCAATGGGCGAAAGCCTGACGCAGCGACGCCGCGTGAGGGATGACGGCCTTCGGGTTGTAAACCTCTTTCAGTAGGGACGAAGCGCAAGTGACGGTACCTACAGAAGAA
GCACCGGCCAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTCTGTCACGTCGGCTGTGAAAACCCGAGGCTCAA
CCTCGGGCCTGCAGTCGATACGGGCAAACTAGAGTACTGCAGGGGAGACTGGAATTCCTGGTGTAGCGGTGAAATGCGCAGATATCAGGAGGAACACCGGTGGCGAAAGCGGGTCTCTGGGC
AGTAACTGACGCTGAGGAGCGAAAGCGTGGGGAGCGAACA

D_6__Leifsonia 
kafniensis, 
JF790971.1.1251

JF790971.
1.1251

D_0__Bacteria, D_1__Actinobacteria, 
D_2__Actinobacteria, D_3__Micrococcales, 
D_4__Microbacteriaceae, D_5__Leifsonia, 
D_6__Leifsonia kafniensis

5 2 20 0 0 2 TGGGGAATATTGCACAATGGGCGAAAGCCTGATGCAGCAACGCCGCGTGAGGGACGACGGCCTTCGGGTTGTAAACCTCTTTTAGTAGGGAAGAAGCGAAAGTGACGGTACCTGCAGAAAAA
GCACCGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGGTGCAAGCGTTGTCCGGAATTATTGGGCGTAAAGAGCTCGTAGGCGGTTTGTCGCGTCTGCTGTGAAAACTGGAGGCTCAA
CCTCCAGCCTGCAGTGGGTACGGGCAGACTAGAGTGCGGTAGGGGAGATTGGAATTCCTGGTGTAGCGGTGGAATGCGCAGATATCAGGAGGAACACCGATGGCGAAGGCAGATCTCTGGG
CCGTAACTGACGCTGAGGAGCGAAAGCATGGGGAGCGAACA

D_6__Candidatus 
Phytoplasma 
aurantifolia, 
KX159360.1.1240

KX159360
.1.1240

D_0__Bacteria, D_1__Tenericutes, 
D_2__Mollicutes, D_3__Mollicutes Incertae 
Sedis, D_4__Unknown Family, 
D_5__Candidatus Phytoplasma, 
D_6__Candidatus Phytoplasma aurantifolia

0 0 0 8 0 0 TAGGGAATTTTCGGCAATGGAGGAAACTCTGACCGAGCAACGCCGCGTGAACGACGAAGTACTTTGGTATGTAAAGTTCTTTTATCAAGGAAGAAAAGCAAGTGGTGAACCATTTGTTTGCCGGT
ACTTGATGAATAAGCCCCGGCTAATTATGTGCCAGCAGCCGCGGTAAGACATAAGGGGCAAGTGTTATCCGGAATTATTGGGCGTAAAGGGTGCGTAGGCGGTCTAGTAAGTCAGTGGTGTAAT
GGCAACGCTCAACGTTGTCCGGCTATTGAAACTGCTAAACTTGAGTTAGATAGAGGCGAGTGGAATTCCATGTGTAGCGGTAAAATGCGTAAATATATGGAGGAACACCAGAGGCGTAGGCGGC
TCGCTGGGTCTTAACTGACGCTGAGGCACGAAAGCGTGGGGAGCAAACA


