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(FLX — 16s rDNA metagenome)
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Accession Description | Query# ‘ Query length ‘ Hit ‘ Hohit Total Query
Accession ROP ID E2E2LLILL
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superkingdom
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Taxonomy family Query2l organism AEE SHYEZ 282F6 2192 1o =0 o & EHLICh.
Taxonomy genus Query2l organism AEE SHHYEZ 8F6 2192 £ 220 oHEEHLICH

E. ~OTUAnNalysis.xIsx

Sequence similarityE JIBtez &0 & & 52| %= (OTU-Operational Taxonomic Unit) 2l

SEAZUE 1 Us A MUeZ = M NS AIEZ 2HTH USLILCH

SimilarityE Lt= [l 2& Speciese= 97%, genus 94%, family 90%, order 85%, class 80%,

St
=

phylum 75%°2 JI=E Al LIC}.

=
[=)

a. Similarity_97 sheet : Species A2 A2 OTU JH=2t

index 018) E2& JtXI1 ASLICH

)3
-
o

$0
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c. Taxonomic assignment
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