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ZymoBIOMICS® Microbial Community

W BRI E R - BA AR 3 Gram-negative, 5 Gram-positive and 2 yeast strains

B GC content range 15%-85% RILLE:1ZE ~ Bk NGS BEMIZ  [#17 data AIEEIR

AR
ll\%

Species

AT LIREREZERUR R S
DNA: AIDI#ESR PCR MERE AT URRZEM AT B4 E

AL ERERZITRME

E]:0EEA
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Theoretical Composition (%)
Genomic DNA 16S Only

16S & 18S

i

- -

spJepuejs awolIqodi

Genome Copy Cell Number

B Pseudomonas aeruginosa 12 4.2 3.6 6.1 6.1
M Escherichia coli 12 10.1 8.9 8.5 8.5

Salmonella enterica 12 104 9.1 8.7 8.7
M Lactobacillus fermentum 12 18.4 16.1 21.6 21.4
B Enterococcus faecalis 12 9.9 8.7 14.6 14.5

Staphylococcus aureus 12 15.5 13.6 15.2 15.1
M Listeria monocytogenes 12 141 12.4 13.9 13.8
M Bacillus subtilis 12 17.4 15.3 10.3 10.2
[l Saccharomyces cerevisiae 2 NA 9.3 0.57 1.13
H Cryptococcus neoformans 2 NA 3.3 0.37 0.73

2237 bias AJH R M 1

Unbiased

Blased

Microbial Composition (16S Counts)

0% I
0%

W Bacillus subtilis (G+)

W | jsteria monocytogenes (G+)
Staphylococcus aureus (G+)

B Enterococcus faecalis (G+)

m Lactobaciflus fermentum (G+)
Salmonella enterica (G-)

m Escherichia coli (G-)

m Peudomonas aeruginosa (G-)

Theoretical

ZymoBIOMICS®

DNA Mini Kit

HMP Protocol

Supplier M

Supplier Q

Catalog No. Product Size
D6300 ZymoBIOMICS™ Microbial Community Standard 0.75ml
D6305 ZymoBIOMICS™ Microbial Community DNA Standard 200 ng
D6306 ZymoBIOMICS™ Microbial Community DNA Standard 2000 ng




Microbiome Standards
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ZymoBIOMICS ™ Microbial Community Standard II

B ZERREEEE L log 216 © 10~10° cells - JBEA B AIAY 3 Gram-negative, 5 Gram-positive
and 2 yeast strains

B LER - BCBEAREN Y AT eNESRE - 127 data AIEE
EmZi

ME  ALERERARES I LUERRESSIFMEMENZE
DNA : RJLIFERR PCR 2R & AI LR R Z NPT B Ml E AR

FEZPARMEL log 2R

Listeria
monocytogenes

_ 100 ®

< Pseudomonas

= aeruginosa

Q 1O SRGCEOTTITTEFEEEEES Q-]

é Bacillus

subtilis

8 - S

% Salmoqefla Saccharomyces

° enterica cerevisiae

€ 0L @

_3 Lactobacillus Escherichia

< fermentum coli

5 001 ERerGco66as T gy T T

o faecalis

-

R X 1 e SEEGaaOat ISR

[1:} Cryptococcus

§ ® neoformans

g 0000 |

o Staphylococcus

= aureus

0.00001 T T T T T
0.00001 oO. 0001 0.001 0.01 0.1 1 10 100
Theoretical Abundance (% DNA)

Catalog No. Product Size
D6310 ZymoBIOMICS™ Microbial Community Standard Il (Log Distribution) 0.75 ml
D6311 ZymoBIOMICS™ Microbial Community DNA Standard |1 200 ng
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ZymoBIOMICS™ Spike-in Control

B ZymoBIOMICS ™ Spike-in Control | A& MifEAHE Imtechella halotolerans (G-) A Allobacillus
halotolerans (G+) ; ZymoBIOMICS ™Spike-in Control Il A& =fE4IE # Truepera radiovictrix,
Imtechella halotolerans and Allobacillus halotolerans {E% whole-cell spike-in control

B I ACKRAEAR » AIEREEF19E in-situ positive control FIAE

B @4 2 human microbiome samples & * FTLIAE LT HOHT

B Absolute Quantification : &3 NGS 247 * ILUEEHAIEE S

uonoa|jo) ajdwes

1.8 x10? total microbial cells

|
— —_— —
Bioinformatically remove
Faecalibacterium sp34558 spiked—in microbes 1 1.2x10 Faecalibacterium sp34558
— — —
— A. halotolerans 5.63% te — —_—
=i I. halotolerans 2.67% = i—8 _— =
Blautia vexlerac = = - ] 4.7 x 107 Blautia wexlerae
A. halotolerans 5.63% N- ‘ - ‘ -
I. halotolerans 2.67% w—lS. — i
Bacteroides dorei Emm——" — WSS T 8.4 x 10¢ Bacteroides dorei
p— — —
Unfiltered Sequencing Filter Sequencing Calculated absolute
Results Results abundance of microbes
Cat. No. Product Size
D6320 ZymoBIOMICS"™ Spike-in Control | (High Microbial Load) 25 preps
D6320-10 ZymoBIOMICS™ Spike-in Control | (High Microbial Load) 250 preps
D6321 ZymoBIOMICS"™ Spike-in Control Il (Low Microbial Load) 25 preps
D6321-10 ZymoBIOMICS"™ Spike-in Control Il (Low Microbial Load) 250 preps
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DNA/RNA Shield™ Collection Devices

| ﬁﬁ%ﬂ%ﬁﬂ’\]{%r%zﬂlﬂﬂ’\] DNA, RNA

W ERAGARE AR A% 2Mm - HI.F

B BHEHE E,V\ﬂﬂméﬁﬁﬁﬁ/ﬁl‘&

W 1 E AT DNA/RNA #E(E ) - ERSMNNTE RS BR
B EREEZLIT 0 B Collection dewces

Sample Collection

1BIERAE
7 | 7
~ Samplein Bind directly Eluted
DNA/RNA Shield™ B z;ii{olumn o DNA/RNA
E)Ii?g)ilrzlga:lec;gent —> ' MagBeads —» - ready to use ‘ y

Without DNA/RNA Shield™ - With DNA/RNA Shield™ -
Composition Changes Accurate Composition

I “ “ {#F3 DNA/RNA shield -
Bt = aErm
I II Microbial composition of stool is unchanged

I II II after one month at ambient temperature with
I W= == == DNA/RNAShield".
0 day 1 day 1 week 1 month 0 day 1 day 1 week 1 month
b3 N = \
DNA/RNA & &M ERRERSENM - IReREE
77 Virus Bacteria Yeast
2
o
o
o
2
2
2
o
8 Inactivates viruses, bacteria,
yeast & protists
£
=]
o
(o))
o
é Complete Inactivation
>
v
PBS DNA/RNA Shield™
High quality DNA and RNA is efffectively Viruses, bacteria and yeast are effectively inactivated by DNA/RNA Shiel ™

purified from blood stored in DNA/ RNA
Shield™ using the Quick-gDNA" and Quick-RNA"™
kits from Zymo Research respectively.



Catalog No. Product

RIFEMEAY DNA It & FE S PRIEHE S0

Sample Source

R1100-50
DNA/RNA Shield
R1100-250 250 ml Cells, Tissues
R1102 DNA/RNA Shield™ - Collection Tube (1ml fill) 50 pack
R1200-25 25 ml
. Blood,
DNA/RNA Shield (2X Concentrate) ) ) o
Biological liquids
R1200-125 125 ml
R1101 DNA/RNA Shield™ - Fecal Collection Tube 10 pack Stool
R1150 DNA/RNA Shield” - Blood Collection Tube 50 pack Blood
D3061-1-140 | Urine Conditioning Buffer 140 ml Urine
R1106 10 pack Mucosal cells
DNA/RNA Shield™ Collection Tube w/ Swab from nose,
(1ml fill) mouth
R1107 50 pack
R1105 DNA/RNA Shield™ Lysis Tube (Tissue) 50 pack Tissues
R1104 DNA/RNA Shield” Lysis Tube w/ Swab (Microbe) 10 pack Microbe
R1103 DNA/RNA Shield™ Lysis Tube (Microbe) 50 pack Microbe
R1210 DNA/RNA Shield Saliva Collection Kit 1 x 2 mlfill Saliva

uonoa|jo) ajdwes
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ZymoBIOMICS® DNA/RNA Kits

B B F AR » feces, soil, plant, water, biofilms, swabs, saliva, body fluids, etc

W /5= lysis system L BashingBead RIS FTH A VEUE 2%

MW 250,89 PCR Inhibitor removal column * #kk PCR T A~

W ZE A FEMAR PCR, arrays, 16S rRNA gene sequencing, and shotgun sequencing

DNA/RNA Extraction

—> —>
- -
Accurate lysis using Filter lysate Superior yields and integrity PCR inhibitor removal
ZymoBIOMICS® Lysis Tubes with Zymo-Spin™ technology eliminate polyphenotics,

humic/fulvic acid and melanin

12

2

T 8

% 4

B BN § N § e ¥ §
100% -

- BER - FiRE

3

£ ] The ZymoBIOMICS™ DNA Kit reliably isolates

e DNA from even the toughest to lyse gram positive

S 60% - ) . . ; .

= organisms, enabling unbiased analyses of microbial

;; 1 community compositions.

S 40% -

% Proteobacteria (G-)

E 20% W Firmicutes (G+)

H]

m Bacteroidetes(G-)
mmm Actinobacteria (G+)
. Binding ) )
Catalog No. Product Size Format ) Lysis matrix
Capacity

D4301 ZymoBIOMICS DNA Microprep Kit 50 preps Spin-Column 5ug BashingBead"
D4300 ZymoBIOMICS DNA Miniprep Kit 50 preps Spin-Column 25 ug Lysis Tubes
D4302 ZymoBIOMICS DNA 96 MagBead Kit 2 x 96 preps | Magnetic Beads | 10ug BashingBead™
D4308 ZymoBIOMICS DNA 96 MagBead Kit 2 x 96 preps | Magnetic Beads | 10ug Lysis Rack
R2001 ZymoBIOMICS RNA Miniprep Kit 50 preps Spin-Column 100 ug | BashingBead™
R2002 ZymoBIOMICS DNA/RNA Miniprep Kit | 50 preps Spin-Column 100 yg | Lysis Tubes
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HostZERO Microbial DNA Kit

B AJ7/3E4E host THE#Y microbial DNA

M Depletes Host DNA : 7[R 2 90% eukaryotic host DNA
M Preserves Microbial DNA : BJ[G]4Z = 85% microbial DNA
B Simple and Fast : FMFERE 30 HE

o
2
>
P
Z
>
m
X
=
Q
(2]
=
o
=

Host DNA FZFE 3R =

100%
90%
80%
70%
60%
50%
40%
30%
20%
10%

<
z
a
g
&
0%
Control HostZERO™ SupplierQ  Supplier M
Microbial
DNA Kit
Il Human DNA M Bacterial DNA
Bacterial DNA S [E]U
700
600
500
)
< 400
<
= 300
[a)
200
100
0 I

Control with with with
HostZERO™  SupplierQ  Supplier M

Catalog No. Product Size
D4310 HostZERO Microbial DNA Kit 50 preps
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A DNA library

KAPA Hyper Prep Kit

BIFTEERET  HEELELAVEC 5 LI AL H "directed evolution” £ /li&HZEBMEEER » AE49(E adapter-
ligated library %755 & X B [£/K amplification bias ° ﬁ%ﬂ%ﬁlﬁ FFPE E2 low-input & A LUE

==
BE S library 28 ~ &K duplication rate B2 1S IBZE X

Library Preparation

SESE

2K e oy
B 27 NGS library EXEF5|RHE FFPE A

B 7§ FFPE & AEE S RE libraries
W R(ER(E - A2 3 /N\EFENAISTAY library 158

KRERF

E{XAY Amplification bias

GC bias plots
100 ng PCR-free 1 ng amplified
) g J Total Clusters: g ) z Total Clusters: g
= 319,787 =4 312,391
§ Aligned Reads a;’ Aligned Reads:
8 = 600,235 3 g. 8 = | 508,794 3 E
x T T T ( ]
s 2 g 8 %a%-h\ -
L T 5 o2 8o AT i
g E- g E” e o T8
-] - 5 2
S = § £ . H
Q s, =8 %, B -8
s - "= 5 . B
S B
: : Il
= | E— . = MHHH H\hh o
0 20 40 60 80 100 0 20 40 100
% GC for 100 bp windows % GC for 100 bp windows
) N Total Clusters: B ) S Total Clusters: E
4 239,377 g 233,138
g Aligned Reads: 2 Aligned Reads i}
8 = 458,669 5 I 2 8w 444,053 S 2
§ =z S = 3 3
§ 3 Y g 8 N ES
b g R ey s 8 E = ~ g 8
w5 Fd - E-
S = s E £
S 5| | _ 85 _ 8
5 =2 g S =2
g I B |
B | Ll | Ll
b = .‘ mHHH Hhm “““““““ Il . = =R m\HH Hhm ““““““ o
0 20 40 60 80 100 0 20 40 60 80 100
% GC for 100 bp windows % GC for 100 bp windows
B Normalized Coverage I Windows at GC% W Base Quality at GC%
Cat No Product Size
07962312001 8 rxns
07962347001 KAPA Hyper Prep Kit 24 rxns
07962363001 96 rxns

for research use only, not for clinical purpose




KAPA HyperPlus kit

SHBEEEER

MW 2.5 h 5238 DNA S E3{EA0 library 245

B ERREER AR

BEEE—H

W EFAX PCR-free workflow

FHIBERIF IR

E. coli (51% GC)

)
]
S

N
a
3

N
S
8

100

@
3
Number of Windows (x 10°)

o
3

0

C. difficile (29% GC)

3.0 300 12
o 25 250 2 4 1.1
-3 x ©
g o]
g ¢ 5
320 200 3 310
o 'g o
K s 3
ERE) 150 2 No9
© o T
E s E
S0 100 ‘g Sos

z
0.5 50 07
0.0 o 06
10 15 20 25 30 35 40 45 50
GC% of 100 Window Bins

e CoVvaris + Hyper Prep == HyperPlus === Nextera

« B tagmentation FEMEEE K E%{t DNA 97574548 © HyperPlus kit FIF 5B IEE K

25 30 35 40 45 50 55 60 65 70

GC% of 100 Window Bins

Fragmentase + NEBNext Ultra

RREEES ME R DNA library

2 » B8 fragmentation E£2 library preparation FTE7E » AIRIEERTE KA
# fragmentation & » UERRBEEN A/ - BIENEE A bias B EHINEEE -

B. pertussis (68% GC)

uopjesedalid Areaqi

0.4

02
0.0

@
S
3

N
a
3

PO
o 8
g 3

Number of Windows (x 10°)

5
8

o
3

0

45 50 55 60 65 70 75 80 85
GC% of 100 Window Bins

* HyperPlus kit 3 {RIFIHE @ RSAFBEE B — » EMEERF A

Average size (bp)
- N w B (&) [} ~N o
o o o o o o o O
o o (=] o o o (=) o O

Cat No
07962380001

07962401001

07962428001

DNA FEEK/I\A]

5 min

15 min

HE - FREERAIEENS

% GC

45 min

Fragmentation time

ABARRN R BALERERE - FERA/NATZEHITE 150-800 bp 2

Product

KAPA HyperPlus Kit

\

W B. pertussisiO ng
B. pertussis0 ng

M E. coli10 ng

M E. coli50 ng

[ Human 10 ng
Human 50 ng

| C. difficile10 ng
C. difficile50 ng
P. falciparumb0 ng

« R[F GC &8 ER[F DNA 158 » &R LUSEI R/ N—B R .

Size
8 rxns

24 rxns

96 rxns

for research use only, not for clinical purpose

"



REFERE HAF A RY 168 library

KAPA HiFi Kits

o /!

lower duplication rates R AT R @ISR L EIIIMNBEE

B Sanger Institute X R EF (NGS) H5EFH
B SSMIERX - 2 Taq BEX A9 100X

B JDUEIE R IEE R » 40 AT ~ GC-rich B
B EERERE 15kb

B E{& HotStart &2 ReadyMix fitzAs

Library Preparation

EREIEEHR - TP PCR cycles

100,
[ KAPA HiFi [l NEB Q5

Amplification efficiency

P. falciparum C. difficile E. coli B. pertussis

EEIRERARAES - BAREHRE

BAEFAMERSERUENBENER  TIRAEFEEFYIME » BEF low amplification bias

2.50 x 10
[ Taq
2.00 x 10 [l Tag-based blends
Q5
@ 1.50 x 10 [l Phusion
[
5 I KAPA HiFi
@ 1,00 x 10
5.00 x 10
0.00
Taq Taq-based blends Q5 Phusion KAPA HiFi
Cat No Product Size
07958846001 KAPA HiFi PCR Kit 250 U
07958897001 KAPA HiFi HotStart PCR Kit 250 U
07958935001 KAPA HiFi HotStart ReadyMix 500 x 25 pl rxns

for research use only, not for clinical purpose




BR1EE

E £ library {# cluster 3&

KAPA Library Quantification Kits

Real-time PCR E& AR AE492EFETEE NGS library » {# cluster f9A/NEZ EIED RN BHE 5
RARMEE ©

W A5 « SEHE Fﬁﬁﬂ%ﬂiiﬁl}" 8 library

B KR - EEMEEARAREE « AR ABRRENMBEARR GC 2EM library
l HNLERF E?E{% library %5 ~ FERENES
B X EEtF=

uopjesedalid Areaqi

Real-time PCR FEE /T & #MEE 8 55 2E5&E % adaptor A library
« EEERHORIFFH library 5 ¥t real-time PCR J57% » EfthE 8 52A ZEAZ &1 library S2E

Workflows with
PCR-free workflows library amplification
N e — —_
A ~ = B —_—

F— = — — — — — — — — —4 F— = — — — — — — — — —1

These unsequenceable |
molecules are detected by [

Bioanalyzer, PicoGreen,
and Qubit assays do not

| |
| |
Nanodro p," Bioanalyzer,® | ! ~ L =S - accurately detect these
PicoGreen ? and Qubit® | | 7 : : highly single-stranded
assays which leads to | Lo I I I sequenceable molecules,
overquantification [ P

and underclustering. =~ T T T T T T T T T T 77 !
Products of low library ‘
construction efficiency : | | |

underquantification

|

|

|

|

|

|

| which leads to
|

: and overclustering.
|

|

Products of primer depletion

A lower ratio for the first size cut will result in longer fragments, whereas a higher
ratio for the first cut selects for shorter library molecules.

BB EAYTE B EEF muliplexed sequencing pools A reads 15453
- FTERELN library YA ER ISR » B1F low-quality FFPE DNA

Total assigned reads in lane

14 125+0.3 125+0.6 12514

By index, %
©

123 456 7 89 10111213141516 17 18 19 20 21 22 23 24

Lane 1 Lane 2 Lane 3

Twenty-four indexed libraries were quantified by gPCR using the KAPA Library Quantification Kit (for
lllumina® platforms) and combined to create three sequencing pools of equimolar concentration.

Cat No. Product Size

07960140001 Complete kit (Universal) 500 x 20 pl rxns
07960204001 Complete kit (ABI Prism®) 500 x 20 pl rxns
07960255001 Complete kit (Bio-Rad®) 500 x 20 pl rxns
07960298001 Complete kit (optimized for Roche® LightCycler 480) 500 x 20 pl rxns
07960336001 Complete Kit (ROX Low) 500 x 20 pl rxns

for research use only, not for clinical purpose

13



Library Preparation

96 #E ready-to-use adapter EFHEE;

KAPA Adapter Kits

KAPA Dual-Index Adapter Kit

B #& functionally tested R B I SUERENE LB A adapter-dimer fZEK
B barcode cross-contamination 4&%% Sequencing-based QC 18|
W JEAR KAPA HyperPrep ~ KAPA HyperPlus ~ KAPA RNA HyperPrep #1 HyperCap workflow

KAPA Unique Dual-Indexed Adapter Kit

B Non-redundant dual sequencing barcode #8 & (unique dual indexing) FIf&1E index $EERACE
B #& functionally tested fE{R B Z M SUEREENE LB A adapter-dimer fiZEK
W [ fEF Y KAPA HyperPrep « KAPA HyperPlus + KAPA RNA HyperPrep 1 HyperCap workflow

KAPA UDI {2t —E1t S 02 ERER

100

75

50

Conversion rate (%)

25

0

135 7 9 11131517 192123 2527 29 31 33 35 37 39 41 43 45 47 49 51 53 55 57 59 61 63 65 67 69 71 73 75 77 79 81 83 85 87 89 91 93 95
UDI number

The average conversion rate of 74.5% *6.5% across the 96 index combinations is representative of data
generated across several independent experiments.

B ERIEER) reads TIRERRMTIEE

4.4 Single Indexing Unique Dual Indexing Plexity bin
® 24-plex
-5 a ® 8-plex
®E
£
52
R
May 2015 Aug 2015 Dec 2015 Mar 2016 May 2016 July 2016 Oct 2016
Library creation date

Cat. No. Product Size
08278555702 KAPA Dual-Indexed Adapter Kit (15 pM) 96 x 20 uL
08861919702 KAPA Unique Dual-Indexed Adapter Kit (15 uM) 96 x 20 uL

for research use only, not for clinical purpose
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KAPA Pure Beads

KAPA Pure Beads 73 NGS X EREMEZFHISEL(L « FEREE » RETEARAE « XEREW

FRORTTZR o

A

W £ single- 1 double-stranded DNA (1 ng—5 ug ) ESE=E
B U~ BRNERERBRRERAEENKD

B TJ/EA bead-based workflows

W AR F EREREAR /N

W EANATE KAPA DNA 1 RNA SUERE R

KAPA Pure Beads R]E4 X/ \AMAEE—ERY library

A B
Size selected after amplification
800 Size selected after amplification 8004 (0.6X - 0.8X)
(0.6X - 0.8X)
3 Amplified Libl 3 Amplified Libl
g 6001 (ntr:n’s)ilzleese\tlacrl?;%) s é 6001 (ng"s)ilzleese\écrl?oryn)
ag) : » z
S 4004 S 4001
=) >
[ e V,
2004 ‘J 200 y
0 }LA il S — L 0 -JUL Z. £ = — e
10 50 100 150180 300 500 1000 2000 10000 10 50 100 150180 300 500 1000 2000
bp bp
KAPA Pure Beads Agencourt® AMPure® XP reagent
All libraries were prepared with the KAPA HyperPrep Kit, from 1 pg high-quality E. coli genomic
DNA, sheared with a Covaris E220 Focused Ultrasonicator.
3 =] A M= LA BB I
XEERMIZR A S EEST R EEREEE
A 2004 B 1601
140
Fi d DNA i
150]  (no e selection) S'fz,zgsﬁfsr‘i{:ﬂoiﬂer 1201
(0.6X - 0.8X)
g 1004
§ 1001 Size ﬁg;e(gﬁd afte § 804 Amplified library
g (0.5X — 0.7X) g (no size selection)
o o 604
> >
504 * 40]
204
01 0]
35 100 150 200 300 400 500 600 1000 2000 10380 35 100 150 200 300 400 500 600 1000 2000
bp bp
A lower ratio for the first size cut will result in longer fragments, whereas a higher ratio for the first
cut selects for shorter library molecules.
Cat. No. Product Size
07983271001 5mL
07983280001 KAPA Pure Beads 30 mL
07983298001 60 mL

for research use only, not for clinical purpose
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SeqCap EZ ResCap Design

BB 2mEMRET - B % 78,600 {& non-redundant genes -
Ed{E 5 HY metagenomics shotgun sequencing 77 IViELL » SeqCap EZ ResCap Design A K12+
DD/EUE’\J SEHEHEE— o

Target Enrichment

SeqCap EZ ResCap Design tt¥{ZIf) Reads E A Ei% MSS
(metagenomics shotgun sequencing) A% 300 =L -

*

<

Reads Unequivocatly Mapped
per Million of Reads

Number of detected genes by unequivocally
mapped reads per Million of Reads

10-
MSS ResCap MSS ResCap

Reads Unequivocally Mapped per Million of Reads Number of detected genes by Unequivocally
Mapped reads per Million of Reads

Sequencing Protocol

- MSS - ResCap

SeqCap EZ ResCap Design A9 sensitivity =5% MSS -
A AIEIE Z a9 R R

Abundance and Diversity of Antibiotic Resistance Genes

E %) 2.5-
oo B b
» Y I
s % 100 o 2.0-
20 5
g3 S5 15.
X 109 So
a5 5= 1.0-
B c == aQ
jogel 5] 0.5
Q= o .
xs o o}
5 y f / = 0.0 | | |
e AGly Bia F\q Gly MLS Phe Sul Tet Tmt AGly Bla MLS Phe Sul Tet mt
Antibiotic Family Ant|b|ot|c Family
Publication

Lanza VF, Baquero F, Martinez JL, et al. In-depth resistome analysis by targeted metagenomics. Microbiome. 2018;6(1):11

Product
08333025001 SeqCap EZ Share Developer 24 rxns
. 4000016070
08333033001 (SeqCap EZ ResCap Design) 96 rxns

for research use only, not for clinical purpose



i sartorius 8 - ERLMBRES  REERMESE

) 5

i sartorius DEMO
sEEEFERZREE TACTA

FEIREZE 0 1 0.1l B 10ml | AR RERBENME | E5iER &5

aje|d / aqny / diy

MU RMhERE RS @ {S@ =/ A AT R IR RIS R A

—A —B —C «==Tacta

A "

-
(&)

» o«

reddot design award
winner 2016
0.5

BRI E SRR SRR EE

PEREREE (%)

I 1h 2h 3h
’ ‘ BRESR (1BF)
\ 1B 3% B 9B 37 B2 B 2 AR 48 1SO 8655 A2 (5 A A — US4 AN
\\ 1000ul %23 R E 1000pl T SEEST o

BENZRRAESE
EFE I ZEASK Picus EENFZ %S ’

FRBEZE @ 1 0.2ul 2 10ml / BBRaR/\ | EEREK | EERS

W 52755/ - E/71 10-300ul /€& 21cm
S & - 8/T 10-300ul 278 100g
W EERS - FE 1S08655 a2

reddot design award
winner 2012

BRI ESRRARREEE
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Tip / Tube / Plate

BX - BEBFEMINE—EE NEPTUNE
EPTUNE TIP fERE R
o
Sample Saving Surface K7ZREFRERIE RBEZ EXRIMEELEREE

NEPTUNE

Before Pipetting

Fluid Drawn

sk

COMPETITION

Sample Dispensed

Packs / Case

BT10XLS3 | NEPTUNE 10 ul XL, Filtered, Sterile| 10 trays of 96/pack | 5 packs/case
BT20 NEPTUNE 20 ul, Filtered, Sterile 10 trays of 96/pack | 5 packs/case
BT100 NEPTUNE 100 ul, Filtered, Sterile 10 trays of 96/pack | 5 packs/case
Filter Tip ( 23 E ) BT200 NEPTUNE 200 ul, Filtered, Sterile | 10 trays of 96/pack | 5 packs/case
BT300 NEPTUNE 300 ul, Filtered, Sterile 10 trays of 96/pack | 5 packs/case
BT1000.96 | NEPTUNE 1000 ul, Filtered, Sterile | 8 trays of 96/pack | 4 packs/case
BT1250 NEPTUNE 1250 ul, Filtered, Sterile | 8 trays of 96/pack | 4 packs/case
2042.S NEPTUNE 10 ul, Sterile 10 trays of 96/pack | 5 packs/case
) e 2102.S NEPTUNE 200ul, Sterile 10 trays of 96/pack | 5 packs/case
Non-Fiter Tip ( E&5HE ) 2092.S NEPTUNE 300 ul, Sterile 10 trays of 96/pack | 5 packs/case
2372.8 NEPTUNE 1250 ul, Sterile 8 trays of 96/pack | 4 packs/case
2047 NEPTUNE 10 ul 20 trays of 96/pack | 4 packs/case
2347 NEPTUNE 10 ul XL 10 trays of 96/pack| 10 packs/case
Non-Filter Tip (%% ) 2107 NEPTUNE 200 ul 10 trays of 96/pack | 10 packs/case
2097 NEPTUNE 300 ul 10 trays of 96/pack| 10 packs/case
2377 NEPTUNE 1250 ul 10 trays of 96/pack | 5 packs/case
2040 NEPTUNE 10 ul 1000 tips / bag 20 bags / case
. ) o 234083 NEPTUNE 10 ul XL 1000 tips / bag 20 bags / case
Non-Filter Tip ( #%% ) 2100 NEPTUNE 200 ul 1000 tips / bag 10 bags / case
2090 NEPTUNE 300 ul 1000 tips / bag 10 bags / case

AVCELL _ _ .
Biotn 1.5mL Microcentrifuge THERHDE

B LA

W O BER = & 20,000 RCF

H PP (Polypropylene) #'&

B E5M FEEREFBEKET - ENFLEAEN
B E56ZIE#&5T (100ul)

B DNase, RNase-free, DNA, and Endotoxin-Free
B A ERRE (121°C, 15 psi, 15 minutes)

Sk
ANCELL 1260-00

500/pack, 10 packs/case
500/pack, 10 packs/case

1 5 mL Microcentrifuge Tube, Clear, 4753 ~ {788 « @& K
1.5 mL Microcentrifuge Tube, Clear, B8 ~ 1BEEHE

BIOTIX MTL-0150-BC




BlOplastics

Ll
LI |

aooei: 9Bwell PCR / qPCR Plate

MANUFACTURER

B EE5FE @ BIFAE

W 0.3mm IREEERGT - 2MESYFHRBEXE

W EU-O A#E - BERNIHEREREHE

M /2% DNase ~ RNase  Metal Pyrogen 554

B SE REEW- 20  geSFFAMEAREAREREEREN

B REREUHE - EEREAMNES « /UEHF ~ 96 7L 384 71L& - EREES
B ERRTENZSZIENEA » AKERRBZIENERE LOGO RFEEM £

Product A
EU Sub skirted 96 x 0.2 ml Thin-wall Plate,
BP AB17500 25 plates / box ABI 7000 / 7300 / 7500

Forsted ( (432 )

EU Sub skirted 96 x 0.1 ml Thin-wall Plate,
BP AB19800 N 25 plates / Box ABI StepOnePlus / 7500 Fast
Forsted ( (& )

EU Semi skirted 96 x 0.1 ml Thin-wall Plate, .
BP B17489 ) 25 plates / Box Roche Light Cycler
White ( 5 )

AN\ EXCEL Scientific.. PCR / qPCR EREE!

Hl DNase and RNase-free

B Thermal Seal RTS/RT2/RT2RR &% BB S 2%
B BRHEEASEREDREE

W ZEEEE BRI IT R

B ‘E5f#7F5 PCR/IQPCR fEA

Kt

mmsR FI% BE
EXCEL TSS-RTQ-100 ThermalSeal® RTS, Optically Clear, Silicone Adhesive ( fE554E » 2R FER ) 100
EXCEL TS-RT2-100 ThermalSeal® RT2, Optically Clear for Flat-Top Plates ( M 5% ) 100
EXCEL TS-RT2-RR-100 ThermalSeal® RT2RR, Optically Clear for Raised Rim Plates ( N ) 100
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