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full-length 16S rRNA Oxford Nanopore sequencing data. Nat Methods 19, 845-853 (2022).
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Eﬂ Microbial Genomics Module

Elﬁ Long Read Support
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Eﬁ Drug Resistance Analysis
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4, Result handling

Filgen

biosciences & nanosciences

{ Lelect a database

Help Reset Previous

SILVA LSU 959%

SILWA LSU 99%
SILWA 55U 99%
SILWA LSU
SILWA S50
Greengenes2
MiDAS

UNITE 97% {with singletons)

MNext Fimish

FRICU T 7L RDT—IR—=RAZSH I O— RITDIRENDD.
(23— kY- RoigaE LREER)

Cancel

i



AEHT D AE (iR
o B
o | [Hame ll‘u‘lnnth
~iE ERR3363792 7 |ERR336781 hori |
Ry 3 ERR3IBTSZ  April
= tRRuseaTe: 4 ERR336783  fpril
= tRR3337E2 5 ERR336792  June
1= ERR3363783 6 ERR336793  June
--§= ERR3363804 i |ERR3367H4 June
3= ERR3363805 3 ERR33GE04 huzust
+--i= ERR3363806 4 |ERR336805 August
10 ERR3IGEOR August
11

F_ilge_n@%

biosciences & nanosciences

AIR—bhTRU—-REE, ENENNRBIDIIN—TDERZSATLIIOIILI 7L ZABRLTH <,



SEEATZY—IL Filgeng

biosciences & nanosciences

Tools
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: Eiﬁ Metagemomics

: Eﬁ De Movo Assemble Metagenome

EI @ Amplicon-Based Analysis
ﬁ Mormalize OTU Table by Copy Mumber [beta)
FIH Filter Samples Based on Mumber of Reads
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- Remove OTUs with Low Abundance
E Align OTUs using MUSCLE
rﬁﬁ Classify Long Read Amplicons
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rﬁﬁ Classify Long Read Amplicons
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Stramenopiles
Arcobacter
Sphingobacterial..
Rhodocyclaceae
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Bacteria; Protecbacteria; Betaproteobacteria; Burkholderiales; Comamonadaceae; Limno..

Bacteria; Proteobacteria; Betaproteobacteria; Burkholderiales; Comamonadaceae

Bacteria; Protecbacteria; Betaproteobacteria; Burkholderiales; Comamonadaceae; Rhodo..

Bacteria; Bactercidetes; Cytophagia; Cytophagales; Cytophagaceae
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Bacteria; Proteobacteria; Epsilonprotecbacteria; Campylobacterales; Campylobacteracea...

Bacteria; Bacteroidetes; Sphingobacteriia; Sphingobacteriales
Bacteria; Protecbacteria; Betaproteobacteria; Rhodocyclales; Rhodocyclaceae

Bacteria; Protecbacteria; Betaproteobacteria; Burkholderiales; Comamonadaceae; Limno..
Bacteria; Proteobacteria; Betaproteobacteria; Burkholderiales; Comamonadaceae; Polaro..
Bacteria; Protecbacteria; Betaproteobacteria; Burkholderiales; Comamonadaceae; Hydro..

Bacteria; Protecbacteria; Betaproteobacteria; Burkholderiales; Cxalobacteraceae

Bacteria; Bactercidetes; Flavobacteriia; lavobacteriales; Flavobacteriaceae; Flavobacteri..

Bacteria: Verrucomicrobia: Opitutae: [Cerasicoccalesl [Cerasicoccaceael
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Q- | <enter search term= = Column width =
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P Add Metadata to Abundance Table X
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\ 1. Select an abundance table - Impart
EI--& Microbial Genomics Module Ro
=l Metagenomics 2. Select input file and map
=" De Novo Assemble Metagenome columns to attributes metasemixlsx Browise
=89 Amplicon-Based Analysis 3. Result handling
@ Normalize OTU Table by Copy Number (beta) Encoding UTF-3 > Startatrow | 0%
- B Filter Samples Based on Number of Reads
~(§) OTU Clustering J—
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-EE Align OTUs using MUSCLE Field separator | - Quaote symbol — * ~
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= pg} Taxonomic Analysis
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H Named columns
The editable column names will be used as metadata categories.
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B=- & Microbial Genomics Module oo sneretoran | et abundance tables
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[sampled) (abundance table)
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E Merge Abundance Tables
ﬁ Assign Taxonomies to Sequences in Abundance Table
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E Differential Abundance Analysis
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-figs] Add Metadata to Abundance Table

m Refine Abundance Table
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Functional Analysis

£ Drug Resistance Analysis
g3 Databases

=1

}ﬁ Panel Support

8 Differential Abundance Analysis
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1. Choose where to run

2. Select abundance table
with two or more samples

3. Experiments! design and
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4, Result handiing
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-JEH SRA MetadataTable-2
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[ SRA MetadataTable-4
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[ SRA MetadataTable-9
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#-[F CLC_Data2

[#-[F) CLC_References

-5 CLC_TrainingData

Selected elements (1)

E@ ERR3363781 (abundance table) (merged abundance table)

[ Batch

Previous Next Finish Cancel

Differential Abundance Analysis®Y —JLZii&I L. ¥—= UIcfEmkRzZ1ER



H> 7 JURIDERM LS Fllgen 2

P Differential Abundance Analysis *
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Experimental design and comparisons
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with two or more samples

3. Experimental design and
comparisans

4. Result handling Experimental design

Test differential abundance due to | Sample Name b
Correct for [Mathing selected) qr
Comparisons

© icross groups (ANCVA likel

() Al group pairs
E:J Against contral group
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Control group 9
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