micsBox with M tagenome @omcsBox

Qrtﬂsr D12 ElolE A2 9[st 23Tt £8 12| AFRXL K| Tto|majelzix]

METAGENOMICS

» Taxonomic and functional

+ Classification, MetaAssembly and GenePredictions
» Comparative analysis

Quality control and assessment Rich visualizations

WEO| ZH HalE 23sL7| 2ldh, FastQCe TrimmomaticS AFE  CHHZR MSXEX XtEL H0|HE MM o= eMsle o &3

5t0f ReadsE ZE St low quality basesE MAE &= ASLICE & FH, HEMAIs 2R ST AIS 71X HollM HTiEel B 552
Cot R HE SOl ZE MES H4THE =+ AsLT

Taxonomic classification

Krakend|Al HATHO| & (M, DM, HIO[2A)E AESHT CHEHA|
O] mo| XtE (Krona)2t M= Q| Hlw YOI =2 AUE A2}
ot 4 UAFLICH

Metagenomic assembly

SetREolM 2D HA 2 HoEMES XRIsH| 2l

{E
MetaSPAdes2t MEGAHIT S0 A] MEfSr 4= QI&L|CE

Gene prediction

Jts |MXtet HEEHS AEst FEST| Qo U8t readsoll=
FragGeneScan, Z2 €l HIO|H0= Prodigalg At = UL
=

ok

Functional annotation
EggNOG-Mapper % PfamScang A3t =2 Mz|=Zre| func-
tional annotationg ¥ %=1, &2 =

o2 HHSD H| Y 4= ASLCH

eoce

= o . =L = o AL g
EF 20E g2 % ZEIoto WES 2R R &5t BE

= kst A | . ol Sy Superkingdoms Phylums Classes Orders Families Genera Species
readsE FEY & UAQH, CHfor AETYS SI=Ed BREE B

AN
SRR1253171
= AX{SHE A oA L_| EI, SRR1253233
A-I = o= E PVN=] . SRR1253234
SRR1253235
SRR1253236
SRR1253237
SRR1253238
[ =mo = Scenicnane = o = e T SRR1253239
SRR1253240
Bacteria <prokaryotes> 11404 852 10183 SRR1253241
201174 Actinobacteria <phylum> 1421 995 1180
0% 20% 40% 60% 80% 100%
0864 Comamonadaceae azon anen 1604
Extract Sequences ides < > F i i i i
176 actinabacteria <claze> q oz | genus> I [ Blautia M Anaerostipes 115 B
Extract Sequences From FastQ/A
356 Rrizobiaies 850
119060 Burknolderiaceae ) BT 553
76 Bacteroidetes <phylums Copy Selection to Clipboard (tabular format) 77
238 Frmicotes Copy Content of Column: Scientific Name to Clipboard .
72274 Pseudomonadales ) CreateID List of Column: Scientific Name 444
135621 Psevdomonadacese @ CreateID-Value-List of: Scientific Name and: > | a0
204457 Sphingomanadates @ Create Category Chart of Column: and: > | 285
286 Pseudomonas @ Creste Distribution Chart of Column: Scientific Name. 408
28221 Detaproteobacteria 05 72 203

(©92022. Insilicogen, Inc. | OmicsBox with Metagenome @



OmicsBox

L]
wit
okt 0|M2 jo|E 2M2 9fet ot £ Daln

Differential abundance testing of taxa
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