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SRRE122727 subset (paired, dizcar:
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-i= SRRBE122734_subset (paired, trimme

B Eatch

Mt Finizh Cancel
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1. Choose where to run
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3. Batch overview
4 Parameters
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Reference index ?LE GIMI-FTDE - Approc. 16GE memary required_taxpro_index (January 20220 ﬁ‘
B Filter host reads
Host genome index | SILVA Tutorial Subset (taxpro indes) Eﬁ‘

B. Save location for new
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B Auto-detect paired distances
Minimum seed length |30
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Help Rezet
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2. Select reads

3. Batch overview

4. Parameters
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Help Reset

Rezult handling

Qutput optiohg
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|:I Reads matching the reference databasze
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B Report
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© Save in specified location
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) PERMANCOVA fnalysiz
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£ D
i D
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----- fidd Metadata to Abundance Table
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@ Functional Analvsiz

rug Fesistance Analvsiz
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}ﬁ Panel Support
-8 Tools

B Merge Abundance Tables

1. Chooze where to run
2. Select abundance tables

3. Result handling

Help Fezet

Select abundance tables
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Q- <enter search term>

ll
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ﬁ Whaole Metagenome Functional Analysiz

E Twvping and Epidemiological Clustering of Common Pathog
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E Metatranscriptome Analysis

i [ MetadataTahle_subset
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f—@ mereed
E Work ing with MLST schemesz-1

Single Cell Analysiz Module

QIASED miBNA Quantification

How to modify a QlAseq myeloid workflow to detect KIT D#1E
MLST Module

RMA-5eq analvzis with four tizsues and zix timepoints
Genome Finizhing Module

L P L L T el aratey

[ Batch

E'—ﬁ SRRE122723_subset (paired, trimmed pai..
E'—ﬁ SRRE122727 subset (paired, trimmed pai..
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P De Novo Assemble Metagenome
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2 Select metagenome
sequencing reads

3. De novo options

4. Result handling
Tools
EIE: Microbial Genomice Module
=l Metagenomics

¥ 1= Moo

: emble Metagenome
#-[@ Amplicon-Based Analysic
EE' Taxonomic Analysis

: [ Abundance Analysis

{95 Typing and Epidemiology

-[@ Functional Analysis

: % Drug Resistance Analysis

jady Databases

% Panel Support

-8 Tools

Help

Select metagenome sequencing reads

Maviga

tion Area

Q- |<enter zearch term>

ll
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£

#3 Working with MLST schemes-1

EJ--@ Single Cell Analyziz Module
EJ-- GIASER miBNA Quantification
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SRRA122728_subset (paired,
SRRE122728_subset (paired,
SRRAE122727_subset (paired,
SRRE122727_subset (paired,
SRRAE122727_subset (paired,
SRRE122734_subset (paired,
SRRA122734_subset (paired,
SRRA122734 zubzet (paired,
SRRA122736_subset (paired,
SRRA122736_subzet (paired,
SRRA122736_cubset (paired,
SRRA122727 zubzet (paired,
SRRE122728_subset (paired,
SRRA122723 zubzet (paired,

SRRE122727_subset (paired,
SRRAE122727_subset (paired,
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trimmed pairs)

trimmed orphans)

discarded)

trimmed pairs)

trimmed orphans)
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trimmed pairs)

trimmed orphans)
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trimmed pairs)

trimmed orphans)

trimmed pairs) (unclazsified readz)-1
trimmed pairs) (unclassified reads)-2
trimmed pairs) (unclazsified readz)-1

trimmed pairs) (unclassified reads) contie
trimmed pairs) (unclassified reads) contie

[ Bat

Reset

ch
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Taxonomic profiling¥y — )L T{ER =17zunclassified readsz:#RLE T,
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MG0-terms=GC: 0050524
Jdb_sxref=UniProtkB/Swiss-Prot=Q8C4C0
[DIAMOND Hit=UniRef20_Q8C4CD
J/E-value=4 35E-157

iSequence identity {%)=100.0
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- [ Alpha Diversity

- |*# Beta Diversity
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- [i#d SRRE122736 subsst (paired, trimmed pairs) |
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BE'_;‘ Metatranscriptome Bnalvsis

- [ MetadataTable_subset

- [ SRRE122723_subset (paired. trimmed pairs]
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[ SRRE122734_subset (paired. trimmed pairs]
- [ SRRE122736_subset (paired, trimmed pairs,
f@ merged

- [ SRRE122723_subset (Reads) (GO profile)
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[ SRRE122734_subset (Reads) (GO prafiled
-8

- [ SRRE122736_subset (Reads) (GO profile)
[}-ﬁ Warking with MLST schemes—1

[]"ﬁ Single Gell Analysis Module

-F QIASEQ miRNA Cuantification

ET:@: SRRE122727_subset {Reads) (EC profile)
[ SRRE122734_subset (Reads) (EC profile)
@ SRRE122736 subset (Reads) (EC profile)

] Batch

Previous Mext Finish Gancel

ECICE§9 DAbundance Tablex I N TEIRUFE T,

36



GOI> UWF A NiEth

Tool

s

EI[-:;; Microbial Genomics Module
L:JE Metagenomics

E;ﬂ De MNovo Azsemble Metagenome
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Fows: 168 Yenn diagram table Filter to Selection-- Filter
Due to Time

Mame -

Max group m..| Logz fold cha..| Fold chanee P-value FDR p—value Bonferrani
1902555 /¥ endoribonuclease complex 050 -2 55 -6.28 045 .60 1.00
0072621 4 purine—containing compound metabalic process 250 -4 0 -24.30 0.06 0.16 1.00
0003824 /4 catalvtic activity 40.00 -6 -164 nnd4 016 1.00
N045229 #¥ external encapsulating structure organization 1050 =230 -493 h82E-3 n.03 nas
0003736 £ structural constituent of ribogome 32650 -1.13 -2.114 395E-7 1.76E-5 GEIE-B
0003674 £ maolecular_function A66.50 -1.08 =212 147E-7 1.76E-h 248E-h
0006975 44 carbohwdrate metabalic process 250 -4 60 -2430 nnv 0.16 1.00
N043038 £ amino acid activation 17.00 naz 120 nh2 0fid4 1on
0043029 44 tRMA aminoacylation 17.00 n2r 1.20 nha2 064 1.00
0055086 /¢ nucleobase—containing =mall molecule metabolic process 250 -4 0 -24.30 007 0.16 1.00
n005840 /4 ribozome 32650 -1.13 -2.14 937E-7 1.75E-h 157E-4
0043167 44 ion binding 234810 -naa -1.26 026 neo 1.00
N043168 44 anion binding 2850 -naa -1.26 036 1N1] 1.00
0043169 /¢ cation binding 1.00 -343 -10.78 026 n4a 1.00
N043170 #¥ macromolecule metabolic process 1750 023 1.17 059 IR 1.00
0043228 F¥ non-membrane-bounded oreanelle 326 50 -1.13 -2.114 937E-7 1.76E-5 157E-4
0043229 /4 intracellular organelle 32650 -1.13 -2.14 937E-7 1.75E-h 157E-4
0043226 /¢ arganelle 32650 -1.13 -2.114 937E-7 1.76E-h 157E-4
n043232 /¢ intracellular non-membrane-bounded organelle 32650 -1.13 -2.14 T20E-7 1.75E-h 1.21E-4
n00a7a? /¢ cvtoplazm 11.50 -243 -h2ad 28hE-3 noa n4a
0030680 £ dimeric riboruclzase P complex (IR1] -2 5 -6.28 045 0.&0 1.00
0030677 #¢ ribonuclease P complex 050 il -6.28 045 .60 1.00
0030654 /¢ adenyl nucleotide binding 18.00 n1a 1.14 064 niz 1.00
0005575 44 cellular_compaonent 35550 -1.05 -207 BABE-T 1.75E-h 1.08E-4
0043436 /¥ oxoacid metabolic process 19560 n.ov 105 036 041 1.00
0005524 44 ATF bindine 18.00 n.14 1.14 06h nrz2 1.00
0005615 44 protein binding 1.00 -343 -10.78 026 n4a 1.00
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P Identify Pathways X

Select (Differential) Abundance Table
1. Choosze where to run

Tools Mavigation Area Selected elements (1)
EIE: Microbial Genomics Madule 2. Select (Differential) Q- danter lsearch term - [[@ SRRE12272% subset (Reads) (ES profile) (merged abundance...
E}E Metagenomics Abundance Table 5 OTU Glustering Using Warkflows
: E—ﬂ E 3. Pathway database Taxpr?omic Prqfiling of 'u'uhole. Shotgun Metagenomic Data
— De Movo Azsemble Metagennme Antihiotic Resistance fnalvsis
. H _ : 4. Filters 3 Working with MLST schemes
F{E |':'|m|:I|II3I:II"I. Based Ffmal;-.-'sm ﬁ Updating and uzing attributed sequences liztz az microbial reference dat.
EE' Taxonomic Analveis 5. Result handling B Metatranscriptome Analysis
Eﬁ Abundance F'II"IEI'}"SiS E MetadataTable_subzet
- ﬁ Tooi d Epid ol - [[8 SRRA122723_subset (paired, trimmed pairs) (taxonamic prafile)-1
T YPINE an PIDEmIoioegy - [# SRRA122723_subset (paired, trimmed pairs) (taxonamic profils)
= B Functional F'II"IEI'}"SIS E'—@ SRRE122727 subset (paired, trimmed pairs) (taxonomic profiled
:g;‘ Find Prokarwaotic Genes -8 SRRA122734_subset (paired, trimmed pairs) (taxonamic prafile)
[__I-JE 4 hﬂf_‘ ELAST - [(# SRRA122736_subset (paired, trimmed pairs) (taxonomic prafile) 5
| nnotate wit -8 mereed
- &5= finnotate with DIAMO MD 3 SRRE122723 subset (Reads) (GO profile)
[— 4 tate GDS with Best BLAST Hit --[[# SRRE122723_subset (Reads) (EC profile) a
e nnotate Wi e I [ SRRE122727_subset (Rsads) (GO profile)
: $ finnotate GOS with Best DIAMOND Hit ----%SRRﬁwz?z?_subset Eﬂeads; EEO profile))
i . . (3 SRRE12273 _subzet (Reads) (GO profile
& F'.nrju:-tate GI;)S with F‘fam Domains [ SRRE122734 subset {Reads) (EG profile)
Build Functional Profile [ SRRA122736 subset (Reads) (GO profile)
. Tnfer Fu E'—@ SRRG122736_subset (Reads) (EC profile)
B nctional Profile I:bEta:I --[[8 SRRA122723_subset (Reads) (GO profile) (mereed abundance table)
[ E‘F Drug R.ESIStar'II:E-' F'II"IEI'}"SIS EJ--@ Wiorking with MLET schemes—1
- g b b E]-- Single Cell Analysiz Module
3 Databazes T QIASEQ miRNA Guantification
EI'% F‘anel Suppljr‘t - How to modify 2 QlAsea myveloid workflow to detect KIT DE16Y at low freaue
& Tooke
[ Batch
Help Rezet Previous Mexct Finigh Cancel

Identify PathwaysZzic& L. ECDAbundance TableZ#RUFE 9.
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Fowes: 19

[ Filter to Selection=-»

Filter

SRRA122728 subs

Name MetaCye ID Mir. Solution | Confidence Coverage
tRMA charging TEMA-CH & RGETMG- P .-} 100 0.0h
tRMA processing Pt 0-1479 .-} 1.00 n.2n
IJDP- N-acetylmuramovi-pentapeptide biosynthesiz I {mesc-diaminopimelate containing) Pini= 7953 ] 0.26 012
IJDP- N-acetylmur amovl-pentapeptide biosynthesiz I {lvsine-containing) Pii—- 386 ] 0.25 012
anhydromuropeptides recycling [ Pl 0= 1261 ] 025 n.nog
IJDP- N-acetylmuramovl-pentapeptide biosynthesiz I {mesco-diaminopimelate containing) Pit-R3aT ] 024 012
gliconengenesis I GELUGO NEC-PWY ] n.o9 n.nog
Calvin—Benson-Baszham cwcle Ca ] TR =Py ] n.o9 015
ghcolysiz [ (fram glucose G-phosphate) GLYCO L YSIS ] n.og nnos
glcolysis W (Pywococcus) Pad1-Piy ] n.og n.1o
sucroze degradation W (sucrose ci-elucosidaze) P ER-373 ] n.nog n.2n
zedoheptulose bizphozphate bvpazs P i-1517 ] n.og nsn
formaldehyde azzimilation I (azsimilatary FubP Cycle) Pit- 1861 ] n.nog 0
gluconengenesis T PR A-399 ] naoy n.og
formaldehyde azzimilation I (dibydrocevacetone cyvcle) P 185—PWY ] naoy n.nog
glvcolysiz I (from fructoze G-phosphate) Piir=5484 ] no? n.og
glalvziz I (from elucoze) AMNAGLYTO L STS— Pty .-} naov nog
ghoolyzis IV (plant cytozol) Pubr=1042 .-} 006 n.1n
1,3-propanediol biozwnthesiz (engineered) Pr=7386 ] 006 n12
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TEL: 052-624-4388 (9:00~17 : 00)
FAX: 052-624-4389
E-mail: biosupport@filgen.jp
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