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Toolbox

1|

E]---Ef'g Genome Finishing Module

E]--ﬁ GeneMark Gene Finding

EI--E;: Microbial Genomics Module
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ﬁ' Typing and Epidemiology (beta)

B-Ef@ Databasss

----- ﬂg—; Create Microbial Reference Databaze

----- {, Download Pathogen Feference Databaze
155 Set Up Microbial Reference Databaze
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£ Other_Data

[ Sample_Data
@3 OTU Result _Data
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£
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~iE Greengenes w135 79%
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Seqguences | Trim adapter list
* Trim Sequences
Trimmed Sequences | Trimmed (broken pairs) | Discarded Sequences | Report E‘{E Wiorkflows
\ — Eﬁ- Data G5 and OTU Clustering|
— :

¥ Estimate Alpha and Beta Diversities

Reads

&= Optional Merge Paired Reads

Merged reads | Mot merged reads | Mot paired reads | Report
E—— Trim Sequences
Sequence list | Report . .
\ Optional Merge Paired Reads
Sp— - A—=N=3vTUTWBRT - RECHIDFEEZITD
EM Filter Samples Based on Number of Reads Fixed Length Trimming
Report Sufficient 5&q<list|‘.ﬂi5mded sequence list o U — FEE;Uo)Eé%}ﬁl‘jié
Secquence i | OTU cetabese Filter Samples Based on Number of Reads
(&) OTU Clustering ) — REEHIZL DD RWE D T =R ET D
Sequence list | Output Table | Cutput Takle, Chimerics | Report .
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Toolbox

1l

ﬁ Genome Finishing Module

ﬁ GeneMark Gene Finding

B& Microbial Genomics Module

s Metagenomics

E!@ Amplicon-Baged OTU Clusterine

_E Optional Merge Paired Reads

= Fixed Length Trimming

B Filter Samples Bazed on Mumber of Reads

& OTU Glustering

Bt Femove OTUs with Low Abundance

Align OTUs uging MUSGLE

E}@ Wiarkflows
(] Data nd OTU Clustering

|¥£ Estimate Alpha and Beta Diverzities

[ Taxonomic fnalysis

B#-{@ Functional Analysis

E]--EE Abundance Analysis

(- Typing and Epidemiology (beta)

{7 Datahases

- Blast2GO

J--g Glassical Sequence Analysiz

3--% Molecular Biology Tools

[

[
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[+-[== BLAST
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H-Cal Track Tools

E:I"P,:', Fezequencing Analvsis

#-= RNA-Seq Analvsiz
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E]--@ Epigenomice Analvsis

E]--EE'I De Movo Sequencing

H-C Workflows
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[EY Data QC and OTU Clustering

]

1. Select sequencing data

Select zequencing data

Mavigation Area

Selected elements (12)

FC ] Batch analvsis

{5 Blast2G0 GO Data
=+ Plug-in

-5 MGM
o5 MGM_tutorial 2

EHES QTU Clustering

E-E5 Tumina reads

4|

BootA-replicated_F1 (paired)
Bootf-replicateB_R1 (paired)
Bootd-replicateG_R1 (paired)
BootB-replicateA_R1 (paired)
BiootB-replicateB_R 1 (paired)
BootB-replicateC_R1 (paired)
CrimeSite 1-replicatei_R 1 (paired)
CrimeSite 1-replicateB_R1 (paired)
Site2-replicate &_R1 (paired)
Site2-replicateB_R1 {paired)
Sited-replicateA_R.1 {paired)
Sited-replicateB_R1 (paired)

Qr [<enter search term

] Batch

[[»

1. Data QC and OTU Clusteringm&iRUTHTILIUw4,

2. U—RECHIT—9ZIER,
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[E pata QC and OTU Clustering @ [E] Data QC and OTU Clustering @
Trim Sequences . Optional Merge Paired Reads
1. Select zequencing data e o  m—— 1. Select sequencing data ]
Mismatch cost 1
2. Trim Sequences Trim adapter lict = 185 primers_round_rohin [’y B U T e Minimum score 40
Gluality limit 0.05 3. Optional Meree Paired Gap cost 4

ads

Alzo search on reversed sequence [ Maximum unaliened end mizmatches |5

3 Locked Settings

« Trim adapter list: 7AT9—UZA N —49%3I8TFET 3. « Mismatch cost: 754 X> MIRyFURWESIN S IigE&mIR N,
+ Quality limit: Quality scoreD{EfE4DOREEZIETE T 2. « Minimum score: J—-RzEE I 2IEEDREATT .
+ Also search on reversed sequence: J—REFIDT7>F> ATH « Gap cost: P A NMCFryIThH2IHEOIAN,

B, 79TH—-DNIZ> I EITINVERIRT B, « Maximum unaligned end mismatches: U— REKiHICHWNT, F

BI BT IAAYNENBVEREDELIE
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[ pata QC and OTU Clustering &% | [ B D2tz QC 2nd OTU Clustering [
X Fixed Length Trimming . OTU Glustering
1. Select sequencing data Confieurable Parameters 1. Select sequencing data Configurable Parameters
2. Trim Sequences futamatic read leneth 2. Trim Sequences OTU picking :Fleference bazed OTU clustering v:
3. Optional Merge Paired Read leneth 240 2. Optional Meree Paired OTU database i= 165 97 otus GG "o
Reads= Read= . .
Similarity percent specified by OTU databasze
f f 3 Locked Settings : f
4. Fixed Length Trimming 4. Fixed Length Trimming Allow creation of new OTUs
b, OTU Clustering Taxonomy similarity percentage 40
Similarity percentage 97

3 Locked Settines

| ) e J [ Firien

« Automatic read length: 41> whF—IHSBHENTRESNZY—R « OTU picking: OTUYSZAU>H DFE#EIRT 3,
eHR(CHIZ . « OTU database: UVJ7L > RAEHIT—A%IETE T Do
* B 2 (CA> Ty NUTEY— RECHIT —A T, BSES(CRZENHDET .| | + Similarity percent specified by OTU database: UJ7L > XEe5

+ Read length: FED)— REFIREZIBEES 3. F—ATREINTVRHERBEIMEDEZEN. OTUISRA I %ITS,

+ Allow creation of new OTUs: OTU databaselCNyFURAH o) —
RECHINS., B TELTOTUITRA I %ITS,

« Taxonomy similarity percentage:¥vFURH o) — RECHIZEST
DOTUIZ A>T DIEREIM % BERTED 5.

+ Similarity percentage: UJ7L > XEeHIFT —ATRTESN TVSHEENE
P DIEZREST. OTUIZRA I %ITS,
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o STEMERLLT. UToTr—H _OTUEHIF—%4
Hjjjénéo = OTU (Sequences) X

[} I [} [}
1109867 TCGAGAATTTTTCTCAATGGGGGAAACCCTGAAGGAGCGACGCCGCGTGGGGGATGAATGGCTTCGGCCCGTAAACCCCT

20 40 80 20
1 I 1 1

1108766 TGGGGAATCTTGCACAATGGGCGAAAGCCTGATGCAGCGACGCCGCGTGGGGEGATGAAGCATTTCGGTGTGTAAACCCCT
20 40 &0 0

1 1 1 1
1108954 TGGGGAATATTGCGCAATGGGCGGAAGCCTGACGCAGCGACGCCGCGTGGGGGATGAAGGCCTTCGGGTTGTAAACCCCT

o 40 & 0
1 I 1 [}
1108431 TCGAGAATTTTTCACAATGGGCGCAAGCCTGATGGAGCGACGCCGCGTGGOGGATGAATGGCTTCGGCCCGTAAACCCCT
i ? 7 i
1108189 TGGGGAATTTTGCGCAATGGGGGAAACCCTGACGCAGCAACGCCGCGTGGAGGATGAAGTCCCTTGGGACGTAAACTCCT

20 40 - 0

OTU#HRT—%

El-= Data @ and OTU clustering BB 01U (Tably | X
[ Trim report
i Rows: 1,266
Femove samples witl/low coverage report

— MHame Taxonomy Combined A.. GT-A-B
o= D TLI I:SEI:IUEHDES:I 1109867 k_Bacteria, p_‘Werrucomicrobia, o_[Pedosphaerael o_[Pedosphaerales] f_autofi7_ 4w e_, s 2 1]
EI_@-' D TLl {Tab IE:' ~ 1109766 k_Bacteria, p_Acidobacteria, c_DANS2, a_EllinG513,f_ e_, s_ 12 0
” 1108954 k_Bacteria, p_Actinobacteria, c_ Actinobacteria, o_Actinomycetales, 1 e_, = 116 16
i E |:| TLl repnrt 1108431 k_Bacteria, p_‘Werrucomicrobia, c_[Pedosphaerael o_[Pedosphaerales] f_EllinG15, e_, s_ a4 0
1108199 k_Bacteria, p_fcidobacteria, c_Acidobacteriia, o_Acidobacteriales, f_Koribacteraceae, e_, =_ 12 2
1107608 k_ Bacteria, p_ Protecbacteria, c_ Deltaproteobacteria, o_Myxococcales, f_ e, s 15 1
1107128 k_Bacteria, p_Verrucomicrobia, o_[Spartobacterial, o_[Chithoniobacterales], {_[Chthonicbacteraceae], e_DAT01, =_ 2 n
1107044 k_Bacteria, p_Werrucomicrobia, ¢_[Pedosphaerael o [Pedosphaerales] f_autof7_4W e, o 4 0
1107029 k_Bacteria, p_Acidobacteria, c_DANS2, o_ENinG513,f_ e_, s_ 19 1]
1105389 k_Bacteria, p_Protecbacteria, c_Alphapratecbacteria, o_Fhadospirillales, f_Rhodospirillaceas, e_, s_ o 0

Lik—h5—=%

IEI OTU report X
1 Overall summary

Input database size Filtered database size OTUs based on database De navo OTUs Total predicted 0TUs
99,322 1237 974 474 1448

2 Read summary

Number of reads Filtered reads Unique reads after Chimeric reads Unique chimeric reads Reads in OTUs
filtering

82,371 47,870 6,646 514 172 33,987
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biosciences & nanosciences >

- — b Table Settines
. ~
IR e Calumn width =
Mame Taxonomy Combined &.. |GT-A-B GT-8-C GT-B-4 GT-B-B Manual -
1109867 k_Bacteria, p_\Werrucomicrobia, c_[Pedosphaerae), o_[Pedosphaerales], f_autof7_4W. e_ =_ 2 0 I I e _
1109766 k_Bacteria, p_Acidobacteria, c_DADS2, o_ElinG513 f_, e_, =_ 12 I} 0 0
1108954 k_Bacteria, p_#ctinobacteria, c_fctinobacteria, o_Actinomyeetales, f_ e_ =_ 116 16 15 9 Name
1108431 k_Bacteria, p_\errucomicrobia, o [Pedosphaerae], o_[Pedosphaerales], _EllinG15, e_, =_ a4 0 q 2 Taxonomy
1108149 k_Bacteria, p_Acidobacteria, c_Acidobacteriia, o_Acidobacteriales, Koribacteraceae. E_ 5_ 12 2 1 1 [7] Gombined Aburdance
1107608 k_Bacteria, p_Protecbacteria, c_Deltaproteobacteria. o_Muwococcales, f_ e_, =_ 15 1 1] 1]
1107128 k_Bacteria, p_Werrucomicrobia, c_[Spartobacterial, o [Chthonlobacterales] f _[Chthoniobacteraceae], e_ DA101, =_ 2 0 I I [T Min
1107044 k_Bacteria, p_Verrucomicrobia, c_[Pedosphaerae], o_[Pedozphaerales], f_autof? 4w e_, s_ 4 0 1 0 [T Max
1107029 k_Bacteria, p_Acidobacteria, c_DADS2 o_ElinG513 f g = 19 1] 1] 1] [ Mean
1105389 k_Bacteria, p_Proteobacteria, c_flphaprotecbacteria, o_Fhodospirillales, f_Rhodoszpirillaceas, e_, =_ b 0 ] ] .
1108075 k_Bacteria, p_Protecbacteria, c_Alphaprotecbacteria, o_Rhodospirillales, f_Rhodospirillaceae, g_, 5_ 2 I} 0 0 [C] Median
1104688 k_Bacteria, p_Acidobacteria, c_DADS2 o_EllinG513 f g = 96 4 18 ] [[5td
1102974 k_Bacteria, p_#Armatimonadetes, c_Chthonomonadetes, o_Chthonomonadales, f_Chthonomonadaceae, e_, s_ 10 0 ] ] GT-4-E
1100012 k_Bacteria, p_#Actinobacteria, c_Actinobacteria, o_Actinomycetales, f_Micromonosporaceae, g_Actinoplanes, s_ 4 0 0 0 GT-A-C:
1094340 k_Bacteria, p_Protecbacteria, c_Gammaproteobacteria, o_Hanthomonadales, f_Sinobacteraceae, g_, = 11 5 ] 7
1088939 k_Bacteria, p_Bacteroidetes, c_Sphingobacteriia, o_Sphinecbacteriales, f_ e_, =_ b 0 ] 1 GT-B-A
1088618 k_Bacteria, p_Protecbacteria, c_Alphaprotecbacteria, o_Caulobacterales, f_Caulobacteraceae, g_ Phenylobacterium, s_ 18 1 3 4 GT-B-B
1087325 k_Bacteria, p_Actinobacteria, c_ Actinobacteria, o_Actinomyveetales, f_Streptomwoetaceas, e, = 2 1] 1] 1 GT-B-C
10865654 k_Bacteria, p_Bacteroidetes, c_Sphingcbacteriia, o_Sphinecbacteriales, f_e_ =_ 2 0 ] ]
1085127 k_Bacteria, p_Protecbacteria, c_Betaprotecbacteria, o_SC-I1-84,f ,e_, =_ 125 I} 1 2 Site=1-A
1083723 k_Bacteria, p_Planctomycetes, o Planctomweetia, o_Gemmatales, f_Gemmataceae, e_, = k3 2 5 3 Site-1-B
1081281 k_Bacteria, p_Bacteroidetes, c_[Saprospirae], o_[Saprospirales], f_Chitinophagaceas, e_, =_ 19 2 2 1 Site=9-4
1075732 k_Bacteria, p_Actinobacteria, c_Actinobacteria, o_Actinomycetales, f_, g_, s_ 449 33 a4 27 .
1063847 k_Bacteria, p_Bacteroidetes, c_ [Saprospirae], o_[Saprospirales], f_Chitinophagaceas, g_, & 2 0 1] 1] Site-2-B
1062748 k_Bacteria, p_#Actinobacteria, c_fctinobacteria, o_Actinomycetales, _Mycobacteriaceae, e_ Mycobacterium, s_ ] 0 1 1 Site-3-8
1060353 k_Bacteria, p_#Actinobacteria, c_Thermoleophilia, o_Solirubrobacterales, f_Conexibacteraceae, g_, s_ 9 I} 0 0 Site-3-B
1058769 k_Bacteria, p_Planctomycetes, o Planctomweetia, o_Gemmatales, f_Gemmataceae, e_, = 12 1] 1 1
1062559 k_Bacteria, p_Proteobacteria, c_Alphaprotecbacteria, o_Sphingomonadales, f_Sphingomonadaceas, e_, s_ b 0 ] 1 Sequence
1052235 k_ Bacteria, p_Protecbacteria, c_Deltaproteobacteria, o_Mywococcales, f_Haliangiaceae, g_, 5_ 2 I} 0 0
1051459 k_Bacteria, p_Protecbacteria, ¢_Betaproteobacteria, o Burkholderiales, f_Gomamonadaceas, g, s 4 0 1] 1]
1043812 k_Bacteria, p_#Actinobacteria, c_fctinobacteria, o_Actinomycetales, f_ e_ =_ 143 17 M "
1034969 k_Bacteria, p_Protecbacteria, c_Alphaprotecbacteria, o_Ellin329,f_, e_, _ 7 I} 0 0 Data =
1033426 k_Bacteria, p_#Actinobacteria, c_fctinobacteria, o_Actinomycetales, f_Mocardioidaceae, e_Mocardioides, s_ 28 0 ] 2 Show OTL abundance values as
1029922 k_Bacteria, p_Proteobacteria, c_flphaprotecbacteria, o_Ellind29, f_, e_, s_ 3 n ] ] @ Counts
1026261 k_Bacter?a. p_PrUtanacter?a. C_Deltapruteubacterié. U_Myxucucc.a.les. f_e_=s_ - 3 I} 0 0 ) Relative abundance
1024056 k_Bacteria, p_Proteobacteria, c_flphaprotecbacteria, o_Fhodospirillales, f_Bhodoszpirillaceae, e_, =_ 2 0 ] ]
1021984 k_Bacteria, p_Proteobacteria, c_Deltaprotecbacteria, o_Mwxococcales, f_, e, =_ 17 1 ] 4 gl eeieeateltstonan) -
1019914 k_Bacteria, p_Bacteroidetes, c_Cytophaeia, o_Cytophagales, f_Cytophagaceae, g_, s_ 14 0 ] 4 |OTU name =
1018122 k_Bacteria, p_#Actinobacteria, c_fctinobacteria, o_Actinomycetales, f_ e_ =_ 15 0 ] 1 Kingdom -
1017063 k_Bacteria, p_Proteobacteria, c_Deltaprotecbacteria, o_Myxococcales, _Polvangiaceae, e_, s_ 16 0 1 3 Phylum
1012668 k_Bacteria, p_#fctinobacteria, c_Acidimicrobiia, o_Acidimicrobiales, _EB1017, e_, s 1] I} 0 2 | [[[Clas=
'l n T Order E
Family
B8 Create 0T abundance table fram Selection Genu§
Species -
=[] =

® {HMT—ADShow Table7/4I> N5, BTN EDERRT -2 A MNER THEER TES,
® Aggregate taxonomyIEBHS, B~FEREDHT I —-D5EZIDEZ LN BT EE, 18
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|» Stacked Visualization Settings
Settines | =
95% Chart Type L Bar Chart J
Sort features by Abundan.. «
90% Filter level 1004
85% Show Other
[] Show legend
80% Data | =|
hd e
L [Olass v} I
¥ Ageregate sample
s [Name v
ootA-replicatel =
65% BootA-replicateB
BootA-replicateC =
60% BootB-replicate
55% BootB-replicateB
@
e BootB-replicateC
[+
2 50% [Zl_CrimeSite 1-renlicate A ad
é ¥ Sort samples by
45% [Name ]
~ Color
40% [Phylum v
259 k_Bacteria, p_Acidobacteria -
k_Bacteria, p_#Actinobacteria @
| | k_Bacteria, p_AD3
30% k_Bacteria, p_Armatimonadetes
k_Bacteria, p_Bacteroidetes
25% k_Bacteria, p_BRC1
| | k_Bacteria, p_Chlamydiae
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HSIO0FERE. FlehT7I—nFEoUINE X N elEE, 19



Data QC and OTU Clustering

Filgen

biosciences & nanosciences

B o= &

|» Surburst Settines

Sunburst settines |

humber of levels

L |

Data |

¥ fgeregate sample

[Name

3

HEEEEE

BootA-replicateB i
Boot A-replicatel:
BootB-replicated
BootE-replicateB
BootB-replicateC

CrimeSite 1-renlicatef

m

¥ Caolor

[ Philum

k.

k_ Bacteria, p_Acidobacteria o
k_ Bacteria, p_Actinobacteria El
k_ Bacteria, p_AD3

Bacteria, p_Armatimonadetes

k_ Bacteria, p_Bacteroidetes

k_ Bacteria, p_BRCH

k_Bacteria, p_Chlamydiae

k_Bacteria, p Chlorobi Sk

=0

4ll

® HHRKT—4~DShow Sunburst editor7AI>h5. B> TILEORERKRT —5%2 Y>> NN —ZA N THEER T3,

® FNIDNTIU-LANIOZENTIRE,
o EREOEFAICNIZAN-VIZEDEDL. BRkET —INERREND,

20

=



FIR3. 2R

biosciences & nanosciences

21



2RIBATDFRATIATS1> Filgen@g

biosciences & nanosciences

Abundance table =18 Warkflaws
B Remove OTUs with Low Abundance — ' 2 Data QG and OTU Glustering

_ “A|#f Eztimate Alpha and Beta Diversities |
Filtered Abundance table

Al
Sequences /|

iEE Align mausir*musa::LE
Alignn'?{'lt \l
// \ Align OTUs using MUSCLE

Remove OTUs with Low Abundance
FARRMEVNOTUT —5%RET S

Nuclegfide slignment | Eisting start tree -OTUBEFIF —HD7 51 A N,

'EE/M,aximun Likelihood F"hyﬁ:lpny

Phytogeny e \ Maximum Likelihood Phylogeny
TV IAX NERN SR ZERR T Do

-~ Alpha Diversity
A VNI SRR TR I3,

Beta Diversity

Abundance table Phylogenetic tree Abundance table | Phylogenetic ree “ y = e
R=5Z4k 42T E I D

&= Alpha Diversity I_"I Beta Diversity

Diversity plots Principal coordinates | Distance Matrix

4 Frinci pal coordinates

& Diversity plots

22



Estimate Alpha and Beta Diversities

Filgeng

biosciences & nanosciences

Toolbox

E’f} Genome Finishing Module
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1. Create Microbial Reference DatabaseiZiRUL AT IV,
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Select sources
Select NGBI sources

Prokaryotes
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Archasa
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[ irus

1. Select zources

Other sources

Genbank. accession numbers
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Sequence list(z)
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Create Microbial Reference Database

Included Mame Taxonomy Fraction in.. fAssembly ID Scaffolds Size (Mbp) In RefSeq Status
= Acanthamosba polphaga-duplicate-0001 041 GCA_N01567626.1 18098 4935 Yes Contig -
(& Acanthamosba polyphaga—duplicate-0002 041 GCA_N00826346.1 224482 12042 Yes Scaffold E
[} Acanthamoeba quina 01 GCA_N00826445 .1 604490 8359 Yes Scaffold
[} Acanthamoeba rhysodes 01 GCA_000826385.1 62835 7582 Yes Scaffold
E Acanthamoeba roweba 0151 GCA_D00826365.1 24098 7954 Yes Scaffold
[} Acaricomes phytoseiuli DS 14247 051 GGA_ 0003762451 G4 242 Yes Gontig (refr)
= Acaryochloris marina MBIS 11017 01 GCGA_ 0000181061 10 436 Yes Gomplete Genome (refr)
[} Acaryochloriz sp. GCMEE 5410 01 GGA_ 0002387752 511 788 Yes Contig
= Acetanaerobacterium elongatum 01 GCA_ 9001038361 7 282 Mo Scaffald
[} Acetitomaculum ruminis DSM 5522 01 GCA 9001120851 54 308 Mo Scaffald
= Acetivibrio cellulobticus GD2 01 GGA_ 0001795952 10 .16 Yes Scaffold (refr)
[} Acetivibrio ethanolgignens 01 GGA_ 0014610361 229 366 Yes Scaffold (refr)
[} Acetoanaerobium noterae 01 GGA_ 9001680251 19 281 Yes Scaffald
[} Acetoanasrobium stick landii 01 GCA_NDD196456.1 1 272 Yes Gomplete Genome (refr)
= Acetobacter aceti 01 GGA_N02005445 .1 1 373 Yes Complete Genome
[ Acetobacter aceti 1023 01 GCA_000691125.1 33 301 Yes Scaffold
= Acetobacter aceti ATCC 23746 01 GCA_000379545 1 3 369 Yes Scaffold
i ~duplicate=0001 o 041 GCA 009639051 204 355 Ye: Contig (refr) S
Quick Selection ] [ & Thelude All ] [ m Exclude All ] gilgcotfeds;gs{g;?%s 0 {1 Dawnload zelection
Complete genomes in RefSeq
; complete genomes
Ihcluded Mame Taxonomy Fraction in.. #Azzembly ID Scaffolds Size (Mbp) In RefSeq Statuz
Acanthamoeba polyphaga—duplicate-0001 01 GCA_N01567625.1 18098 49.35 Yes Contig -
[} Acanthamoeba polyphaga—duplicate-0002 01 GCA_N00826345.1 224482 12042 Yes Scaffald =
= Acanthamoeba quina 01 GCA_ 0008264461 60440 8359 Yes Scaffald
[} Acanthamosba rhysodes 01 GCA 0008263851 62836 76582 Yes Scaffald
= Acanthamosba roweba 01 GCA_ 0008263651 24048 7454 Yes Scaffald
[} Acaricomes phytoseiuli DS 14247 01 GGA_ 0003762451 64 242 Yes Contig (refr)
Acaryochloriz marina MBI 11017 141 GGA_ 0000181061 10 #36 Yes Complete Gename (refr)
[} Acarvochloriz =p. GGMEE 5410 01 GGA_ 0002387762 511 788 Yes Contig
(] Acetanaerobacterium elongatum 01 GGA_ 001038351 73 2892 Mo Scaffald
[} Acetitomaculum ruminis DSM 5522 01 GGA 9001120851 1) 308 Mo Scaffald
= Acetivibrio cellulokticus CGD2 01 GGA 0001795952 10 .16 Yes Scaffald {refr)
(& Acetivibrio ethanolgienens 01 GCA_N01461035.1 229 166 Yes Scaffold (refr)
= Acetoanaerobium noterae 01 GCA_ 001680251 14 281 Yes Scaffold
Acetoanaerobium stick landii 141 GCA_000196455.1 1 272 Yes Gomplete Genome (refr)
Acetobacter aceti 141 GGA_002006445 .1 1 373 Yes Complete Genome
(& Acetobacter aceti 1023 01 GCA_000691125.1 33 301 Yes Scaffold
[} Acetobacter aceti ATCC 23746 01 GCA_000379545 1 3 369 Yes Scaffold
i ~duplicate=0001 o 041 GCA 009639051 204 3 Contie (refr) S

Quick Selection | | Thelude &l | | Ed Excluce All_|

Ho i

Sl
Selected references: 8,465
Size of selection: 39 (Gbp)

[ Cé Download zelection ]

Filgen

biosciences & nanosciences

3. TAD—ENERRENS. Quick SelectiondD. 47>0—-RI3F—YDHFTI) %8RI 3,

4, FIVINRRINT —FEEETT—IBE=%MHEZA0L. Download selectionz/ w93,
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- MGM
: l Iﬁ WholeMetagenome Functional dnalveiz Tutorial
! EI OTU Clustering
ﬁ Twping and Epidemiology
EFE Taxonomic Analysis
]':_=| Fead data

= Microbial genome databaze (2017-03-20)
--i= Reference database

E Damples

EI Data GG and Taxonomic Profiling
£ Merege and Estimate Alpha and Beta Diversities

5. AvurO-Renry JA?—’S’DWEESZ&TLZDO
* A0 RICEERFRNN B EEHD. T—AIN-ZADEFHHEZREICIO T, AU>0— RINEHR THEIENS
EEHB. TOHZ A BEFEITUEIBREN DD,

34



FIR2. 1R

biosciences & nanosciences

35



1REBRDOIFFIA TS Filgen®g

biosciences & nanosciences

Segquence Lists
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. |
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Reads

“Ep= Taxonomic Profiling
Abundance Table | Report (%) ‘ Reads (mapping to DB) | Reads {mapping to Host) | Reads {unmapped)

L [ Report %)

4 Abundance Table

Create Sequencing QC Report
-1)—REEHIFT—HDQCF Iy IHERDLIN— M ERL IS

Trim Sequences
VATH-DBRZE. BLUU—RECHIDONZ> ) %17

Taxonomic Profiling
BES ) LRI DOBREE . BAEERRARTZ1TS
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Toolbo

1
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#-£5 GereMark Gene Finding
Bg Microbial Genomice Module
L——Jg Metagenomics
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bt Taxonamic Analysis
Taxonamic Profiling
Work flows
#5 Data G and Clean Host DNA

hd Tazonomic Profiling

ﬁ Functional Analyvziz

Eé Abundance Analysis

(- Typing and Epidemiology (beta)
#-[Tj Databases

H-fil Blast2G0

]--Ea Classical Sequence Analvsis

J--{:’\ﬁ Maolecular Biology Tools

H-f= BLAST
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:I--@ Track Toals

Il--Pf', Resequencing Analysis

:I-é% RMA-3eq Analyzis

:I--@ Microarray and Small RNA Analysis
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¥ Merge and Estimate Alpha and Beta Diversities

E Data QC and Taxonomic Profiling
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analyziz

Select input for workflow analvsis
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FFCT BED data

' Adapter trimming

i3 Blagt230 GO Data

5 Plue=in

=-E5 MGM
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E}E‘ Taxonomic Analysis w
-5 Read data
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#-£7 Blast2G0 PRO

-5 MLST Madule 3
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[
[
E
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i

H-£7] Contig Annatation
]--ﬁ Ercoli custom reference

+-£7 Resequencine data -
€ | 1 | 3
Q- <enter search term> =
[ Batch
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Selected elements (1)
i= S51.dayl_1 {paired)

1. Data QC and Taxonomic Profiling&i&RUTHTILIUw4,
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[ patz QC and Taxonomic Prafiling [ rﬂ Data QC and Taxonomic Profiling == |
X Trim Sequences X Taxonomic Profiling
1. g::;:stlénput for workflow Configurable Parameters - g::l‘ﬁ;;i;npm bk Refererces i=|Microbial esnome database (2017-03-20) Eﬁ‘
2. Trim Sequences 0t ey [t % 2. Trim Seguences Filter host reads [
Gluality limit 0.05 . .
Alzo zearch oh reversed sequence [ s Tl e Host genome s
3 Locked Settings
2] s | Eri Erie
« Trim adapter list: 7AT9—-UANT—9%IEET 3. « References: VIJ7L 25 ) LBES T —5%I8TE T B,
+ Quality limit: Quality scoreD{EfE4DOREEZIETE T 2. - Filter host reads: \BE4"/ ARCHIT—ADBREZITINEIHEIEIR
+ Also search on reversed sequence: J—REHIDT>F > AH EES
W56, 79TH-DNZ ) ITINEEIRT D, - Host genome: \EFS/ABHIT—HZIEET B
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Rowes: 58
Mame Taxonomy Azzembly [D Combined .. S1dayl Confidence.. Total reads ..
Aligtipes putrediniz {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales, Rikenellaceas; Alistipes; Aliztipes putredinis 1184 11.84 050 492830 =~
Bacteroides coprocola DSM 17136 Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Bacteroidaceas; Bacternides; Bacternides coprocala GCA_ 0001548451 806 806 045 135862310
Faecalibacterium prausnitzii {Unknown)  Bacteria; Firmicutes; Clostridia; Glostridiales; Ruminococcaceas; Fascalibacterium; Fascalbacterium prausnitzii 44 44 037 59175.0
Bacteroides stercoris {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacternidales; Bacteroidaceae; Bacteroides; Bacteroides stercoris .44 f44 0.32 2731710
Bacteroides plebeius (Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales: Bacteroidaceas: Bacteroides: Bacteroides plebeius 404 404 031 16478.0
Parabacteroides johnsonii {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteraidales; Parphyromonadaceas; Parabacteraides; Parabacteroides johnsonii 475 475 047 BaT1I10
Prevotella sp. 109 {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales, Prevotellaceae; Prevotella; Prevotella sp. 109 457 467 036 84920
Barneziella intestinihominis YIT 11860  Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales: Porphwwomonadaceae; Barnesiella; Barnesiella intestinihominiz GCA_DN0296465.1 353 363 4 13E-9 1247310
Bacteroides vuleatus {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Bacteroidaceas; Bacteroides; Bacteroides vulgatus 343 42 GA4E-16 1773140
[Eubacterium] sirasum {Unknown) Bacteria; Firmicutes; Glostridia; Clostridiales; Ruminococcaceas; Ruminiclostridium; [Eubacterium] sirasum 329 329 1.98E-7 664230 |=
Roseburia faecis {Unknown) Bacteria; Firmicutes; Glostridia; Gloztridiales; Lachnospiraceas; Roseburia; Foseburia faecis 302 o2 no4 75800 |
Sutterella wadsworthensis {Unknown Bacteris; Protecbacteria; Betaproteobacteria; Burkholderiales; Sutterellaceas; Sutterella; Sutterella wadswarthensis 2497 297 3.33E-3 15049.0
Alistipes putrediniz DSM 17216 Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Rikenellaceas; Alistipes; Aliztipes putredinis GCA_DN0T54465.1 294 234 341E-13 G6263.0
Alistipes shahii (Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Rikenellaceas; Alistipes; Alistipes shahii 279 279 380E-21 1050180
EBacteroides coprophilus {Unknown} Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Bacteroidaceas; Bacteroides; Bacteroides coprophilus 279 279 002 410
Clostridium gp. L2-50 {Unknown} Bacteria; Firmicutes; Clostridia; Glostridiales; Glostridiaceas; Clostridium; Glostridium sp. L2-50 226 226 149E-3 G318.0
Aligtipes timonenziz {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteraidales; Rikenellaceas; Alistipes; Aliztipes timanenszis 195 195 2 44E-5 6171.0
Rozeburia intestinaliz {Unknown) Bacteria; Firmicutes; Clostridia; Clostridiales; Lachnospiraceas; Roseburia; Roseburia intestinalis 1482 182 G.OSE-18 197495.0
[Eubacterium] sitaeum DSM 15702 Bacteria; Firmicutes; Clostridia; Glostridiales; Ruminococcaceas; Ruminiclostridium; [Eubacterium] sirasum GGA_000382085.1 178 175 2R4E-32 16028.0
Bacteroides fluxus (Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales, Bacteroidaceas; Bacteroides; Bacteroides fluxus 146 146 #03E-5 26210
Subdoligranulum =p. 4_3_54A2FAA (Unk.. Bacteria; Firmicutes; Clostridia; Glostridiales; Ruminococcaceae; Subdoligranulum; Subdaligranulum sp. 4_3_54A2F A4 137 137 132E-13 7081.0
Ozcillibacter =p. ER4 Bacteria; Firmicutes; Clostridia; Clostridiales; Ozcillospiraceas, Oscillibacter; Ozcillibacter zp. ER4 GGA_D00766235.1 131 131 6.15E-7 28770
Bacteroides oleiciplenus (Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteraidales, Bacteroidaceas; Bacteroides; Bacteroides oleiciplenus 127 127 278E-25 11113.0
fAlistipes obesi {Unknown) Bacteris; Bacteroidetes; Bacteroidia; Bacteroidales; Rikenellaceas; Alistipes; Alistipes obesi 127 127 5.16E-45 19989.0
Pzeudoflavonifractor capillosus (Unkno.. Bacteria: Firmicutes: Clostridia; Glostridiales: | Pseudoflavonifractor; Peeudoflavonifractor capillosus 123 123 3E0E-7 24380
Coprobacter secundus {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteraidales; Porphyromonadaceas; Coprobacter; Coprobacter secundus 1.1% 1.1% 5.27E-8 2629.0
[Eubacterium] rectale {Unknown) Bacteria; Firmicutes; Clostridia; Glostridiales; Lachnospiraceas; ; [Eubacterium] rectale 1.16 116 1.19E-111 404490
Bacternides avatus {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales, Bacteroidaceae; Bacteroides; Bacteroides ovatuz 114 114 0.0o 737830
Riemerella columbina {Unknown) Bacteria; Bacteroidetes; Flavobacteriia; Flavobacteriales; Flavobacteriaceas; Riemerella; Riemerella columbing 112 112 4.18E-5 13670
Dorea formicigenerans {Unknawn) Bacteris; Firmicutes; Glostridia; Clostridiales; Lachnospiraceas, Dorea; Dorea formicigenerans 1.04 104 290E-13 320
Bacteroides uniformis {Unknown) Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Bacteroidaceas; Bacteroides; Bacteroides uniformiz 1.m 1m 0.0n 408180
Faecalibacterium prausnitzii A2-165 Bacteria; Firmicutes; Clostridia; Clostridiales; Ruminococcaceae; Faecalibacterium; Fascalibacterium prausnitzii GGA_D00162015.1 0.72 072 0.00 15656.0
Butwricimonas viroza DSM 23226 Bacteria; Bacteroidetes; Bacteroidia; Bacteroidales; Odoribacteraceae; Butyricimonas; Butyicimonas virosa GCA_N00519105.1 .67 067 0.00 162250 -
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