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App Session Name:

Output project::

Input

FASTA file to annotate (bacterial
assembly):

Sequencing centre ID:
Locus tag prefix :

Run PROKKA in metagenome mode:

BaseSpace Labs Disclaimer

BaseSpace Labs:
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4| Prokka Genome Annotation v1.11.0

Prokka Genome Annotation 01/04/2017 1:42:12

Select Project(s):

20170104 X

I

SEQUENCE
Basespacel HUB v DASHBOARD  PREP

20170104 Prokka Genome Annotation
01/04/2017 1:48:27

RUNS

PROJECTS

APPS

PUBLIC DATA Q

¥

e
Download Analysis

o
4
o
@

? @ & engkongTen ~ | illumina

N
z
Rename Analysis

-

b
w

Move to

Trash

ANALYSIS INFO ANNOTATION SUMMARY 1
INPUTS Feature type
QUTPUT FILES TRNAS
rRNAS
ANALYSIS REPORTS
CRISPRs
Summary
CcDS

Number found

105

0

1

5124

ASSEMBLY SUMMARY 1

Assembly length
#contigs

Contig N50

5,420,494

348

146,830
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FC-131-1096 Nextera XT DNA Sample Prep Kit (96 Samples) 546,000
FC-131-2001 Nextera XT Index Kit v2 Set A (96 Indices, 384 Samples) 179,000
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MS-102-2002 MiSeq Reagent Kit v2 (300 Cycles) 189,000
FC-420-1004 MiniSeq Mid Output Kit (300 Cycles) 99,000
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MS-102-2002 MiSeq Reagent Kit v2 (300 Cycles) 189,000
FC-420-1004 MiniSeq Mid Output Kit (300 Cycles) 99,000
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Treat Sample With rRNA
Removal Solution

. Mix:
i * Total RNA
N (DNase-treated
NA—L1 sample)

- = e rRNA removal
Removal '/ IS
probes” solution (probes)

l Incubate

=

\ ;.

W .
(Treated sample)
rBNA removal probes
hybridize to rRBNA

Remove rRNA

Mix immediately |,

by pipetting

&Y 1, Add treated
(hybridized)
sample to

e/ washed
|~/ magnetic
V' beads

Magnetic beads
bind to rRNA
removal probes

L Pellet magnetic beads

(including bound rBNA and
excess unbound probes)

Magnet

Recover rRNA-depleted
sample

Ribo-Zero Gold Epidemiology Kit
RA B EVHEDRNAZRRE
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500 pg to 50 ng rRNA-depleted or poly(A1* RNA

AAAR)
Fragment ANA
Random Hexamer with 3" KNNHNH m—
Tagging Sequence Tegang Anreal cOMNA Synithesss Primes
sequence
Synthesize cONA
5 e | AALARA)

Fp— \x.. mu\

l Hemeve ANA

5 NNNNRY Anneal TTO

Tagaing
Sequence

TerminakTagaing Oligo (TT01

Synthesize 3-tagged DMA

5 N
T~y 5
l Burify cDNA
Dtagged cONA EY -
-— _
PR Primers Amplify by PCR

————

Index/Bar Code foptional)

5 — H
Adaptor-tagged BNA-Seq library h,‘?‘m
for directional sequencing Ieptonal)

ScriptSeq v2 RNA-SeqT
5475 —HAR
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ScriptSeq Complete

: MiSeq Reagent Kit - MiSeq 175 >
Gold Kit Kraken T D fZ#T o
_ (Epidemilogy)+ v3 (150 Cycle) (4 iCredit) (65~ TL)
criptSeq Index o
14> F)L 1327 195 A_l"ﬂ'/?)l/
¥ 24349 ¥ 27,000 4 ¥ 640 S8 ¥51,349

HEEELATRELTIES Y/ LABEORBEOAZHE LTS —4 2R (100X)
cDNAIZHERE %, MiSeq Reagent

Nextera XT DNA Micro Kit v2 MiSeq Repo_rter MlSeo! 170 >
Sample Prep Kit+ (300 Cycle) Re§?quen0|ng (964> 7))
Nextera XT Index Kit (ZERH) o
19> 7L 19> 7L s Al 7200
¥ 6,467 ¥ 825 31 &% ,
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V2 Nano
(300Mb) 24 2,175H
V2 Micro
(1.2Gb) 98 825H
Mid Output
(2.4Gb) 196 506H
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FC-131-1024 Nextera XT DNA Sample Prep Kit (24 Samples)
FC-131-2001 Nextera XT Index Kit v2 Set A (96 Indices, 384 Samples)
= RARELXY b

MS-103-1002 MiSeq Reagent Micro Kit v2 (300 Cycles)
MS-103-1001 MiSeq Reagent Nano Kit v2 (300 Cycles)
FC-420-1004 MiniSeq Mid Output Kit (300 Cycles)
HEESEIrEELTHS

4 TZ)—dRExY b+

MRZE706 Ribo-Zero Gold Epidemiology Kit (6 Reactions)
RSBC10948 ScriptSeq Index PCR Primers (Set1) (48 Reactions)
=l DAREXY b

MS-102-3001 MiSeq Reagent Kit v3 (150 Cycles)

FC-420-1002 MiniSeq High Output Kit (150 Cycles)
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Mature Reviews | Microbiology

M Fusobacteria
[ Proteobacteria
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« RO SHERMEINMEMER
» Chatelier E. et al, Nature (2013)

s Y—H—EEFOEE
 Junjie Qin et al, Nature (2012)

X—h—EEDEE
*Zeller G et al, Mol Syst Biol. (2014)
*Zackular J et al. Can Prev Res. (2014)

s FEFREREORE
* Yoshimoto et al. Nature (2013)

« ATHKRBIC K HMHERERE
» Suez J. et al., Nature. (2014)

EETIE, BAMESZ ERELEDERZRSNDIART —TDRRHAZ

Aymé Spor, Omry Koren & Ruth Ley, Unravelling the effects of the environment and host genotype on the gut microbiome. mttjlr?-‘l_l?evievms

Rerobiology 9, 279-290 (April 2011)
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Long reads
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16S rRNAEHr > 7bf-Y10F)—FK

BaseSpace 7 7'!)

Nextera Index Kit MiSeq Reagent Kit 16S Metagenomics

v3 (600 Cycle)

MiSeq 15 »
(965> 7))

(1 iCredit)
14> 7L 14> 7L . 19> 7L
\ 474% ¥ 2 875 12,3; ?5 2 &8 ¥3349

ay bAVER Yo IuH-Y1,0005) — K
BaseSpace7 7')

Nextera XT DNA MiSeq Reagent Kit Kraken MiSeq 15 &
Sample Prep Kit v3 (150 Cycle) (2 iCredit) ¥ 7I)
14> 7L 13427 . 14> 7L
1 L :
¥ 6,000 ¥ 81,000 g ; 37206 &§t ¥87,000

*Nextera Index Kith#. PCRTSAX—H%E&a%7,
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165 Metagenomics

Illumina, Inc.

16S Metagenomics App
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This column chart shows the relative abundance of the top 20 classification results within each taxonomic level
Mouse aver any category to see its description and abundance.

Rhogoc.._eae
i Phylum: Proteobactenia

64.19% of reads classified to Phylum level
2 6123% of total reads Moraxe,..eae

Classification
Kingdom: B

rehy:

~ .

— :

i——] [

I pediculatus
Acinel ter

antiviralis

_ I Species Diversity Resuits M E % g ﬁ ﬁ *Eg

Shannon species diversity measures the entropy of Species-level classifications in the sample.

See http:/http:/en.wikipedia.org/wiki/Shannon-Wiener_index for more information.

ii";i':r Sample ID ZT:;:E; 2PRIE Number of Species Identified
1 Alum_Rock_Cave 1.734 1,440
2 Human_Saliva 3.074 1,111
3 Wastewater_Sludge 2.799 1,789

FERREH (PCoA)

tananomic leveL

lumina’
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MiniSeq H('ghSSO“;;’)“t 2 87,000
: V3
MiSeq (2,50075) 2 81,000M
1,00085
Mid Output
10 19,100
(1.3{8) N
NextSeq
High Output
30 16,700
(4f8) A
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FC-131-2001 Nextera XT Index Kit v2 Set A (96 Indices, 384 Samples)
DT URREXY k
MS-102-3003 MiSeq Reagent Kit v3 (600 Cycles)

ay NAUARYT ) LT
4 TZY—RE LTy k

FC-131-1096 Nextera XT DNA Sample Prep Kit (96 Samples)
FC-131-2001 Nextera XT Index Kit v2 Set A (96 Indices, 384 Samples)
=l VRREX Y b

FC-420-1003 MiniSeq High Output Kit (300 Cycles)

MS-102-3001 MiSeq Reagent Kit v3 (150 Cycles)

FC-404-2001 NextSeq 500/550 Mid Output Kit v2 (150 Cycles)
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546,000
179,000
279,000

162,000
191,000
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FORVF by To—ir o — Rl

AIWZIFRUF YT o9 —DR)—T v FHHERE
MiniSéq MiSeq NéxtSeq 550

BAXT—4E 7.5 Gb 15 Gb 120 cb
BRRXU—FE 150bp x 2 300bp x 2 150bp x 2

BRKISRE—H 2,5005 2,5005 A1
GbhHt=YDazx kr 37,200 18,400m 6,67/5mM
A 4% 824FH 1,6505M 4 5805H

TR ﬁ.ﬁﬂ
' H i
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MiniSeq¥ X 7 L
SY-420-1001
20004132
MiSeq¥ A T L
SY-410-1003
SV-420-1002
NextSeq R T L
SY-415-1002
SV-451-1002

42

MiniSeq R 7L 1 FEEHEH

lllumina Product Care MiniSeq Basic Plan

MiSeq R T L 1 FERIEfT

lllumina Product Care MiSeq Basic Plan

NextSeq 550 & X T4 1 FREEfT

lllumina Product Care NextSeq 550 Basic Plan

8,240,000
800,000

16,500,000
2,260,000

45,800,000
4,410,000
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