APLICACIONES

Revolucione el laboratorio con todas las

posibilidades de su BioAnalizador ADN, ARN y
proteinas

Amparo Davila - Especialista Producto Genomica
Hugo Mingo - Especialista Producto Bioreactivos

Agilent Technologies



Agenda

Introduccion al BioAnalizador

Aplicaciones para DNA
O Analisis de productos de PCR
O Aplicaciones en alimentacion

O Aplicaciones en estudios clinicos
O NGS

Aplicaciones para ARN
+Algoritmo RIN

+Small RNA

Aplicaciones para proteinas

Agilent Technologies



WE MAKE IT

et Bioanalizador 2100
ix ".vl. -.'. 3 Una plataforma de posibilidades infinitas para =l analisis de ADM,
e TMa

ARM, proteinas v células

Disfrute ya de nuestras promociones especiales™:
25% por la compra de un BicAnalizador 2100
25% en cualquier tipo de chips o reactivos para el
analisis de ADN, ARN y proteinas

El Bicanallzagor 2100 permite realizar automaticamenie separaciones elactroforelicas y
analksls por Neorescencia de celas mediants ciomainia de flujo.

Sus ventalas principales son:

- Klts da chips ¥ reactivos listos para su utiizacion

= CORSWMO minimo de muestra (1 a 4 pl) y resultados en 30 minuos
= Mejora de en la exacifiud y fideldad en las mediciones.

= FResulatos comparables entre expenmeamntos y laboratorios

Datos digitales para la Tacliidag gel analisis, prasantacion ¥ anchivo de datos

Parz beneficizrse de estas ofertzs, por fawor, contact= con su representznte local de
Agilent y proporcione el codigo promocional 51103 _BIOA.

*“hasta o #1 do marzo de 20 4en Aglient Technologles




Electrophoresis Product Portfolio

CE - Capillary
Bioanalyzer — Electrophoresis in

Electrophoresis
_ micro-channels
e various detectors

UV, LIF, MS,
CCD

* separation according to mobility

(size

* various separatio

modi . ..
- CZE, MEKC,

CGE, CIEF, CITP

OGE - Offgel Electrophoresis

* separation according to iso-electric point (charge

Agilent Technologies



Overview Agilent 2100 Bioanalyzer Solutions
Lab on a
ChipTechnology

Agilent Technologies

Agilent 15
\Viarzo



El bioanalizador adaptable a cualquier tipo de
ambiente de estudio

Field deployment for
on-site detection of B.
pseudomallei in
environmental

samples; analysis in a Bioanalyzer deployed at
mobile lab sea for fish species

identification (NOAA)

Bioanalyzer used to test
250 samples in grain
silos for GMOs (UK)

Agilent Technologies



The Agilent 2100 bioanalyzer offers

Improved quality of slab-gel-type analysis
through on-Chip electrophoresis... ...reducing the experiment to:

1. Load sample 2. Run analysis 3. Analyze data

Easy to use analytical device that performs
separation and quantitation of RNA, DNA and
Proteins based on electrophoresis within a d

disposable glass chip.

» Sizing, Quantitation and Purity of Proteins (5 -230 kDa)
» Sizing, Quantitation and Purity of DNA fragments (25 — 12000 bp)
* Integrity check, Separation and Quantitation of RNAs

Agilent Technologies




2100 Bioanalyzer Hardware

Exchangeable cartridge 16 pin electrodes

for electrophoresis or flow connected to HV-sources
cytometry assays

Chip holder with
heater plate

Chip
selector
Optics for detection

Agilent

Agilent Technologies



Lab-on-a-Chip or Gel - A Faster Answer !

15 min 25 min *

Prep Chip Run Chip Analyzed - Archived data

15 min 30 min-2 hours 30 min-8 hours

Prep Gel Run Gel Staln / Destaln Scan / Analyze

Agilent Technologies



The LabChip® Approach - Simplified Model

Agilent Technologies



Lab-on-a-Chip - Principle of Injection & Separation

InJection channel

Separation channel

T%*

hspense 40 picohiers

opo:-O1:571:=117

Agilent Technologies

Agilent 15 Marzo 2010



2100 expert SW
Version B.02.07

o
HEERERES

Third SW Generation

* Includes all the new Series Il bioanalyzer Kits

R Bnhl)a |
EREREES IS ENERERRIREENY

Supporting new High Sens DNA and Protein

Patended RIN (RNA Integrity Number)

Color coded Result Flagging

Allows compliance also on e-bioanalyzer (G2939AA)

Improved comparison context (up to 48 samples per file)

Improved manual integration

Customizable result tables for printing and reports

Not compatible with A-type Instruments

<2 Agilent Technologies
Agilent 15 Y




Gel view and electropherogram view
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0. preparatory transformations

’ NOise_ redUCtion . . Filter Width: [Secz) I
(Savitzky-Golay filtering Eiassline Plateau (Secs] |—
° Spi ke rejeCtion Folynarmial Order: I

 Baseline correction

[FU] Ladder
140

.| Baseline correction ehabled
100

80+

50

Agilent Technologies

Rggenl 415




1. Peak recognition

Local ] Global |

INu:urmaI ;I Expand |
ta b I e of +| : General assay setpoints

-| : sample setpoints t bl f
fluorescence b ot e 0 avble o
inte ns ities —— ISTotzngaI:IrDens:.;.n|c.;|l time [s] |§|.258I95 ﬁ pea kS
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‘width threshaold [s] 0.5

[FU] .0 Ladder 3
a \.&_
.o Electropherogram in Expert
Result table in Expert
1440 &
\'(\I Size [bp] | Conc, [ngful] | Molarity [nmolfl] | Qbservations
120 & AR | 15 4.20 4242 |Lower Marker
& z 214 0.34 2.4
ﬁ'gf’ N 3 s56 119 sz
- ) 782 1.84 3.6
100 ¥ ; 1,322 2.96 3.4
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2. Alighment to markers

[5 H
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3. Sizing

.
Size: 0H60=== _ Curve Fit Ladder Fragments
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4. Quantification (DNA/Protein samples)

400+
200

S

peak area

upper marker peak areal |
(known concentration) .. H |

" n | ||1| ﬂ fl ﬁt 1

I . ' |

et S AALN - N S

assay-specific calibration curve | Ladder
(standard areas, see assay propertiesj’

50

o

Size [bp] | Aligned Migration Time [s] | Time corrected area | Conc, [ngfpl] | Molaricy [nmalfl] | 96 of Tokal

v 1 { 15 43.00 17/9.7 4,20 424,72 0.0

z 403 a7.85 g93.6 1.55 5.5 9.5

- 3 426 899,534 g6.0 1.59 5.7 9.9
concentration |
5 524 a5,79 105.0 1.99 5.3 13.5

i So Ll ddimert el Bl ol

7 F15 104,45 306, 1 5.0 12.4 41.4

g Ir 1,500 113,00 19, s .00 201 oo

Agilent Technologies
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Optics & Detection

2100 Bioanalyzer

Red detection channel:

* 674-696 nm detection range (Maximum 680 nm)

« 620-645 nm excitation with Laser (Maximum 630 nrr I I I fl I I I

Blue detection channel:

. 458-482 nm excitation with LED (Maximum 470 nm) [ FIOW
Cytometry

* 510-540 nm detection range (Maximum 525 nm)

Standard Flow Cytometers have 3-4 fluorescence detection channels:
FL1: excitation 488 nm, detection 530 nm
FL2: excitation 488 nm, detection nm
FL3: excitation 488 nm, detection nm
FL4: excitation 635 nm, detection 670 nm

Agilent Technologies



2100 Bioanalyzer LabChip Kits

What you need to know

Chips are disposable, they are used once and then thrown away

Even if all wells on a chip are not been used the remaining wells
cannot be used at a later time

Some of the reagents in the LabChip kits are thermally unstable at
room temperature so the kits have to be shipped cooled (on ice) and
stored in a refrigerator

The LabChip kits have a limited shelf life
— Shelf life is 12 months from manufacture date

— We guarantee a minimum of 4 months shelf-life when received by
the customer

Reagent kits (cooled) are available for customers who lose/waste their
reagents or have reagents that exceeded their shelf-life

Agilent Technologies

Agilent 15 Marzo 20010



Chip Priming

Set chip priming station
base plate to C

Set metal clip to top (DNA
7500/12000)
OR
lowest (DNA 1000)
position

30 sec pressurization
(DNA 7500/12000)
OR
60 sec pressurization
(DNA 1000)




A\l BHYUAANYLIY IS LU AU

Agilent Technologies




Aplicaciones plataforma DNA

Pureza de los productos de PCR

Amplificaciones multiples por PCR

Gene expression analisis via RT-PCR (validacion target)
GMO testing

Deteccidn de Patogenos (Veterinaria, hospitales, medio
ambiente)

Aplicaciones en Genotipado

« Duplicaciones/ delecciones
* Frequencia alélica

« Sub-tipado de bacterias
 Forense

Cancer diagnéstico

Agilent Technologies




Chip Preparation

5 pul marker
+ 1pl sample
s [ 9yl gel/dye }
mix
DMNA LabChip 5 ul marker +}
Sz [/ Amiiyils 1pl ladder

Agilent Technologies




DNA Analysis Kits and Reagents

Order No. Descrption Order No. Description Order No. Description Order No. Description
S067-1504  DMA 1000 Kit HOET-1506  DNA 7500 Kit HOET-1508  DMA 12000 Kit S067-2626  High Sensitivity DNA Kit
S067-1505  DMA 1000 Reagents 5067-1507  DNA 7500 Reagants 5067-1508  DNA 12000 Reagents 5067-4627  High Sensitivity DNA Reagents
Analytical Specrfications  DMNA 1000 Assay DNA 7600 Assay DNA 12000 Assay High Sensnrty DNA Assay
Sizing range 25-1000 bp 1007500 bp 10012000 bp 50-7000 bp
Sizing resolution 25-100 bp: 5 bp 1001000 bp: 5 % 1001000 bp: 5 % 50-600 bpc £10 %
100-500 bp: 5% 10007500 bp: 15 % 100012000 bp: 10 % G00-7000 bp: £20 %
S00-1000 bp: 10%
Sizing accuracy + 10 % CV* + 10 % CV* + 15 % Cv* + 10 % Cv* |
Sizing reproducibility 5% Cv* 0% Cv* o % CW 2% CV*
CQuantitation accuracy 20 % Cy* 20 % Cv* 25 % Oy* 20 % Cy* |
Quantitation reproducibility 25-500 bp: 15 % CvV* 1001000 bp: 10 % CV* 1001000 bp: 15 % CV* 50-2000 bp: 15 % CV°
500-1000 bp: 5% CV* 1000-7500 bp: 5 % CV° 1000-12000 bp: 10 % CV* 2000-7000 bp: 10 %% CV*
(Qualitative range 0.1-50 ng/pL* 0.1-50 ng/pL” 0.1-50 ng/pL* 5-500 pg/pL* |
Maximum salt 250 mM for KCI 250 mM for KCI 250 mM for KCI 10 mM Tris and 1 mM
concantration 250 mM for NaCl 250 mM for NaCl 250 mM for NaCl EDTA
in sample 15 mM for MgCl, 15 mM for MgCl, 15 mM for MgCl,
Physical Specifications
Analysis time 35 minutes 30 minutes 30 minutas 45 minutes
Samples per chip 12 12 12 n
Sampla volume 1L L 1l 1L |
kit stability 4 months & months 4 manths 4 months
kit size 300 samples/ kit 300 samples/ kit 300 samplas/ kit 110 samples/ kit |

* Datermined anakyzing the DNA ladder as sampla

Agilent Technologies




Restriction Digests
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Mutation Detection by RFLP

Restriction fragment cleavage site Point mutation

Wild type Mutant

Restriction
enzyme
digestion

T + [T T A

2 fragments 1 fragment

Agilent Technologies




Detection of Single Base Mutations (1)
in Exons 7 and 8 of the Human p53 Gene by RFLP Mapping using the DNA 7500 kit

[ 7 |
exon 7/ exon 8

Amplify exons 7 and 8 (resulting products:
618 bp fragment and 200 bp fragment)

] ]
Digest with Hpa |1

foEEe = . In each example one of the restriction
83 bp, 91 bp, 91 bp, 109 bp  sites can be deleted by a point mutation

168 bp, 276 bp

0092 VNA

Analyze using Agilent 2100 bioanalyzer
and 4-20 % acrylamide gel

Agilent Technologies




Detection of Single Base Mutations (2)

p53Exon 8 wt/Hpall p53Exon 8 clone 106/Hpall wt 106
£ Upper
25 - Marker
8 F Lower
S 20 F marker
3 C
g - 208 b
3 m r'd
t-10F 109 bp M <— 200 bp
= a4
s =
o 91b
; . p O
i i | i i : Z
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Time (seconds)
-~
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30 —g 251 bp U )
flLower 267/268 bp pper
o 22 FMarker 84/85 bp Marker
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2 =
2 15 276 bp
E 2 276 bp —p H(
“10E 168 bp — P e 251 bp
5k 91+83 bp —b sl i €— 91 bp
0 _—:- 1 | | | | | .;I:DI
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Optimize QPCR assay design

Fu] GAPCH 5 algo-dT prime
J— £ Ba

A eee

100 -

oligo-dT i SR EREREE Size: 110 bp

- \ 8 7
a -‘:’ l- = 1"-. &
N random e gt i
"
]

it

Pl
g
W e :
it L]
L 1
g
il
*
| b
Isl
1
1l
L}
a
1

X . I'
o B -
= ook W 20 I
. ' i
) S L | (¥ | 1
- PRI JE—— | | ! :L L l
T o e = S e e n—l—'-—'-- e =t i SRR G R T AN S
= P az = e T T E T T T
e T |
. TT T T T T T T 71T T
15 100 200 300 400 700 1500 ol
] SAPDH 3 oiga-dT prims
B i ' i = BS
a2 - i - Size: 121 bp
" r o
- i -
“=  oligo-dT -
g - ! o it
<zmes H - i -
-i- - - =
.. - R ¥ ! i | ==
z - - ¥
[ o random PR H J |
< - o a =" |
o d by e =i -
A e
T o . i
- i | & o s al I — ,‘L._ ——— |
o . rd I 20 - e fl
e Fai it 1 | |
e o b |
A A D00 0.8 -0 8455 B 5 DR 3 b5 e tntparg i | |
n A o s, - 1!
" -] w -3 S & 4 M M B 2 . T OB B B e N 8 M
. T ) 17T T T T T T T L T
15 100 an 200 A0 0 1500 I=]=3
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Optimize QPCR assay design

his highlights the high information content obtained by the 2100
Bioanalyzer and the poor discrimination capabilities of a SYBR Green
based melt curve.

B ) HPRT & aigo-dT prin..
5 ko

Validation of positive NTC

o Size: 21+ 51 bp results. Melt curve and
bioanalyzer analysis of HPRT1
5’-amplicons. Enlargement of
melt curve clearly shows a
product in the NTC control
with similar Tm to the positive
control. Bioanalyzer analysis
shows two minor peaks of 21
and 51 bp pointing to primer
dimer formation.

[T T T 1 [ [ T T
ik} 1 200 40 e 1500 bl




Multiplex PCR analysis of bacteria in chicken
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Standardized end-point RT-PCR

The direct comparison of the reproducibility for agarose gel analysis (A, CV
= 0.50) and the ABI Prism310 Genetic Analyzer (C, CV = 0.39) with the
2100 Bioanalyzer (B, CV = 0.29) reveals that the 2100 Bioanalyzer is

superior.

Complementary DNA from
bronchial epithelial cells
(BEC) was analyzed by
SOmES R s s m e En s Es a Standardized RT-PCR
(StaRT) for the expression
Iy r W | of 15 different genes.
| 1

Agilent Technologies




Agilent Technologies
DNA Fish ID Solution
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Meétodos de identificacion de pescados - Tradicional

g Requiere expertos para la 1 (- El Procesado puede destruir proteinas. A
identificacion « Polimorfismo limitado entre especies
* Solamente aplicable a « Dificultad de interpretacion
pescado total « Influenciado por el medio ambiente
* Normalmente requiere correr muestrar autentificadas en
paralelo

Métodos basados en
proteinas

Morfologias

Standard RFE IET Gel Format 1 Co-migrated pl Marker + Specimen Lane
(fl]]‘ RFE PAGE 4): pI Marker (standards) (Internal Migration Position Normalization)
tificatis

o
@
. _ . _ WL,
= = S (Low pli)
155 = -
E =
LEd o B S =
585 — — -_—= —
=5 =
655 - — —
e 0 JW [
a4k BB B W OS5 &
R e R
845 = e E — mm —
P - =
Dang Samet Sovary Rogers, Gerly o g meme | mm *‘-@
pripT—— | | |
3 pI Marker only Lanes (bracketing the specimens) I
2 Specimen only Lanes (External
m U.S. Food and Drug Administration Migration Position Normalization)

Regulatory Fish Encyclopedia:
U.S. Food and Drug Administration, 1993-2009
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Metodos de identificacion de pescados — DNA

N

£ Resultados objetivos

» Mas resistentes al procesado de muestras
» Facil de utilizar

* Alta especificidad/sensibilidad

DNA métodos

Secuenciacion

ﬂl = Alta inversion incial (> 100K $)

= Alto coste de mantenimiento
§ = No aplicable con muestras mezcladas

‘TCTAC0 200 ATO ATTTACAC GCATU TO CTO AAMTTG 0CO0

e PCR-RFLP

A

= Discriminacién entre especies
- sumamente relacionadas

M — — i = Trabaja con mezclas

— o Bajo coste inicial

[NIRNA
|

Agilent Technologies




Metodo de identificacion de pescados— PCR RFLP

Amplificar la regién de Fragmentar el ADN para generar los
Extraer el ADN interés en ADN modelos especificos

PCR RFLP

Food Control 16 (7), 601-607, (2004)

Copyright 2004 Elseveer Lid Allnghts resery

Improved fish species identification by use of lab-on-a-chip technology

uuuuuuuuu

John J. Dooley, Helen D. Sage, Helen M. Brown and Stephan D, Garreris- & AGRICULTURAL AND
Blochamyatry Secton, Departmantof Chemiatry and Bochamisy, Campden mnd Choieywaod Food Research AFsociaton, Gppg Campden, GRuE esarshns GLS5 6L, UK FOOD CHEMISTRY
i~ Determination of PLR-RFLP Profles for Labeon-achip Copilry Eccirphoresis: Appicaon (0 Dtct
Tra n Sfe re n Ci a d el m étod O a 2 1 OO B i Oa n a I Ze r ":::-- :i.Sh SIIIEl:iES Using the Agilent 2100 White Fish Species in Food Products and an Interlaboratory
.+t Bioanalyzer Study
. r'd B . " .y y . Application 0N LEY. L. (;m)u;:_
para mejorar el analisis edicion 2004 y 2005 por o —
it BigyGrup,

Stephen Garrett de Campden BRI (Reino Unido I J Agric Food Chem 53 (9), 3388-3357 (2005)

http://www.chem.agilent.com/Library/
applications/5989-2982EN.pdf

Agilent Technologies




Agilent DNA Fish ID Solution -

Purificacién AMPplificacion de secuencias
de identificacion de

Generacion de
modelos de

de la muestra

<1h ~1.5h

(dependiendo # muestras)

Analisis de modelos usando el
—RFLP Decoder

Agilent Technologies



Digestion restrictiva de los amplicons de diferentes muestras
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de Resultados — RFLP Decoder
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Coincidencia de patrones: RFLP Report

Agilent Technologies

RFLP Decoder Report

User1D:  rformass Dat=: 371272010 2:44:35 PM
Score Method : Diice [Mei & L) Lower CutDf - E]
Combine Metheod : aversge Tolerance - 1o
Reference Datsozse ! Agilent Reference 5/ Verzsion:  0.BLD
Datapase w10

C5V File/Bioanzlyzer ¥AD File :  C:\Documents and SettingstformosalDesiten’ Fish ID TramiingiAgilent ONA Fizh ID.xad

Results

The RFLP pattern chtzined for the given sample is consistent with the RFLP pattern generated from Gncorhynchus clark clarki
species.

Sample RFLP Fragments

Sample Name Emzyme Name Fragments
Trowt D Doel 121,362
Trowt_H Ha=ll 108,328
Trout_M Hisln 99,154

Species Matches

Score Seatus Spacies Mame

1 v Orncorhynchus claski clark Cut-throat trout
0833 v Merlangivs merangus Whiting

0.767 L Pollachius virens Coley/zaithe

Copyright @ 2010 Agilent Technologies, Inc.

- Agilent Technologies Public
. March 22, 2011




Modelos de RFLP con mezclas de pescados

(d) Details of DNA Admidures Used in this Study

species | 5pecies 2
5% coley 95% Atlantic cod
% hoki 05% Atlantic cod
5% whiting 95% haddock
5% SA hake 95% haddock
5% coley 95% Pacific cod
5% hoki 95% haddock
9% SA hake 95% Atlantic cod
5% whiting 95% Pacific cod
5% hoki 95% coley
5% whiting 95% Atlantic cod
5% A. pollock 95% Atlantic cod
5% hoki 95% Pacific cod
5% coley? 05% Pacific cod
5% whiting® 95% haddock
5% SA hake® 95% Atlantic cod
10% coley* 90% Pacific cod

3 Admixtures prepared on a wiw basis. ® Admixture contains 59% (v/v) fotal
fish DNA and 41% (viv) soya DNA.

Limites de deteccidon en

Fluorescence (FU)

.
L
Y ]
p

Ddel Haell Nlalll
4= 00bp
4= 15bp

12 3 4 1 2 3 4 1 2 3 4§
" Cod

« Haddock

= Mixture

S N

mezclas: 5%

J. Agric. Food Chem. 2005, 53, 3348-3357

March 22, 2011
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FOOD MARKET

SINERGIAS BIOGANALIZADOR Y OPCR

El Bioanalizador puede sustituir

El sistema de Fotodocumentacion de geles

El QPCR complementa

Ensayos ELISA tanto en DNA como en Proteinas
Ensayos microbioldgicos con patdégenos
(MENOS tiempo y MAS especificidad)

ELIMINAMOS LOS NEGATIVOS EN MENOS TIEMPO

' Optimizing real-time quantitative
PCR experiments with the Agilent 2100

ove L
-9 ® @ e« - hioanalyzer
0,0

Application Note Steffen Mueller

'iﬁ I-’.’J

s

This AppBcation Note describes the benefits of the Agilent 2100 bioana-

Agilart 7100 bicanal

I expe:
ApphcaienArs: « improve the assay design and validation process by monitoring size and

|, Do Expresson ) purity of the QPCR amplicons.

}i} Agilent Technologies

Quien ya tiene QPCR Y utiliza la tecnologia SYBR Green, debe hacer un gel o
bien un Bioanalizador para definir si lo que a amplificado es 1 sola Diana o
varias. De lo contrario deberian utilizar sondas para ser selectivos

Agilent Technologies




Focus en la sensibilidad:
Deteccion de células cancerigenas en sangre total

Sangre total fa
5ml-EDTA FITTLALE,
l’ GO0 bp ~ - — — —
Prior surgery 1,5 months 3 months 4.5 months b6 months
Patient 1 ELISA + - - ; _
PCR + - - - +
Patient 2 ELISA - ¥ _# _# _
PCR - ¥ ¥ L # n
Patient 3 ELISA + - - ; _
PCR - - - - +
bUu HHTuTVUuUUI VU LUV MU
l Tobp — I N
BioAnalizador Data kindly provided by AdnaGen
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Deteccion de SNPs en los genes p16 y K-ras

Sample 3 4 5 [ 7 ] 10 1
Genotyped16 CG CG LG CG CG C C G
Genotypedsh CT CT CT C C CT T C
Agilent
E | f x  x  ]
e
Main Band 198 198 1497 193 198 198 198 188 199 198 195
Extra Band 1 04 204 204
Extra Band 2 216 215 215 214 214
II\“ 1 2 3 5
S S — —
ForSeq
RevSeq
CC(CG)
Genotype
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Inestabilidad de microsatélites en carcinoma sin

marcaje adicional

Comparacion entre tejido normal y tumoral para el analisis del
patron de los microsatélites tras amplificacion por PCR.

-

A

. Red noa-tumar (N)
. . Blue: tumoe (T)

. | BAT2S
¥ k\ D25 123

' | W

L™
| W 1;&% i
| f ™ y 'l“__‘_,l

1 B

l
‘||-"| BAT 25
rlu' .|.1 | . 028123
1% I:f | i
J 'IJ.I_I'L [ * *JI |I il | ¥
i L..‘_. | | | 'I'.'-
II i \
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Genotipado de H. pylory

100 + 1

]

E 151

@ 50+

=

= 754

A
i i i 55 i i i i i
35 45 55 ] 75 85 95 105 115
Time (seconds)
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Genotipado de H. pylory

Fluarescence

A B 100

B0 T
B0 T
40 T
20

op | A

A

&

50

B W m @ 1k 10

1004 L
N
o _rIILu_H_:IrI II'\ ! JI'._
A0 S0 B0 TU B W 100 10 120
Time |zacands]
40+ 4 |
I 1 ' P
E ED__ || ll || 5 II .
E | |III | ! II
5 0T | N |
= | |
i | [ |1 | |
| 3 | | |
1”" || | E ] | | |
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04+—— j. 3 H;J ) |h h 1 - x: N ] _ | I ! )
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Analisis de ADN mitocondrial

16024 16365 5 340 Amplified areas
I I | I .
in human mtDNA
HVT 0 HV2
F4/R4 263 bases F2/R2 271 hases
F154989 R16252 F14 RI86
F3/R3 217 hases F1/R1 274 hases
F16191 R16408 F157 R381
mtDNA PCR product analysis
=7 Hamageneous FCR produa
s 4 Sequence data from pure
gy | PCR product
E 3T CATGGGGAGGGGGTTTIGATGTGRATTGEGTT
2l |
100 - Law WMWY | High MW Msrier
e el
3 3 4 45 S50 55 B0 5 T TS B0 E5 @) 55 100 WS M@
Time[zac]
o | ! Sequence data from multiple
L | bighe PCR proucss om PCR pruduct
Ewn i |I CATGGGGGGEEEETTTTANNTENATGATNNGE
Fey \
£ o L Lowiw i Lost sequence data
Maker | f | | A
1o+ |n| I:Inmel dimer pducts | |I'I ||| High MWMarie: | | I i ) T
\J | Vi 1 -
i e L[ S S | R LYY
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Control de calidad para Next-generation
sequencing

Starting Material:

Agilent2100 Bicanalyzer

Fragment DNA

<>

Ligate Adapters

1
d b

Purify Ligation Products
Ampity & Quanity Library o 4L Guat Sie onaac
<

Sequence Library

Check Size Distribution

Agilent Technologies




DNA Fragmentation - Monitoring the fragment size
distribution =

A large gatame oenlee's iprovetnats 18

Michael A Quail, Iwanka Kozarewa, Frances Smith, Aylwyn Scally, Philip ] Stephens,
Richard Durbin, Harold Swerdlow & Daniel ) Turner

Welleome Trust Sanger Institute, Wellcome Trust Genome Campus, Hinxton, Cambridgeshire, CB10 154, UK. Correspondence should be
addressed to 1)L T. (dit@sanger.ac.uk).

FUBLISHED OMLINE 25 NOVEMBER 2ODB; [01:10.1038/NMETH. 1270

MATURE METHODS | VOL.5 ND.12 | DECEMBER 2008 | 1005

~ Comparison of fragmentation by 213 | o
nebulization with AFA technology. g ol [ JL_L :

2 ol ALt |
~» Monitor performance on an Agilent e 2=

Bioanalyzer 2100 DNA 1000 chip. B W1 0 405w 700 1,50

. . H F 2 | Sample fr . Compar f fi. fan b
» For a 200-bp (20 bp) library, the yield e b AT ey T fogmered .3 of oo ol
DHA by nebulization or AFA, purified the samples using a spin column,

produced by AFA was four- to fivefold eluted the DNA in 30 L oF 10 mM Tris gH 8.5, and ran 1 o each eiate on

an Agilent Bioanalyzer 2100 DNA 100 dhip. For a 200-bp (220 bo) Bbran,

greater than that produced by nebulization. the yleld produced by AFA was four- to fvefold greater than that produced

by nebulization.
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High sensitivity DNA kit

Para la cuantificacion y discriminacion por tamano de
fragmentos de dsDNA y smear de dsDNA de entre 50 — 7000
bp hasta sensibilidades de pg/pul.

Incrementar la sensibilidad el ADN significa:

O Muestras poco concentradas se pueden cuantificar

O La cantidad de ciclos de PCR para la amplificacion de la libreria se puede
reducir considerablemente

e

-u-ﬂ-‘

o 1 ! BN
@ e" = i
=
I L._ - =

Agilent High Sensiltmty DNA Kit High Sensitivity DNA Reagents
(5087-4626) (5067-4627)




High Sensitivity DNA Kit — Sensibilidad mejorada

d Aumenta la sensibilidad en un factor de 20-30.

O El rango cuantitativo del High Sensitivity DNA kit se ha determinado entre 5-
500 pg/uL por fragmento de DNA y entre 100-10000 pg/ul en AND
fragmentado de tamanos entre 50-7000 bp.

| [ T e - | T |
&
: —
DNA 1000 Assay ' High Sensitivity
DNA Assay N
f
o L
T |
] I I
|
u |‘ ‘l _|I
-#ff; | . e Lo
D famrit=e - e e i — e N —
o w B T Mol T T el

La misma libreria de ADN analizada mediante DNA 1000 kit y el High
Sensitivivity DNA kit
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Control de calidad para Next-generation
sequencing

lllumina Sequencing = :
Starting Material: l '
Genomic DNA Agilent2100 Bioanalyzer

U

Fraoment DNA wp Q Check Size Distribution
O

Ligate Adapters

3

Purify Ligation Products

2
<“""" | B4 m LI
L

Sequence Library
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Cuantificacion, tamano y control de calidad de
librerias para NGS

|dentificacion y cuantificacion

Libreria de ADN de primer dimers
de alta calidad y artefactos en la PCR
= Sizing —— a i |
- || 1 ) i
a [N i
. \ 1 1l |
I 10- AT : |
] [ A
. J"x f I' L : ) x.l‘[!\.:.,x."sa.k A j;.;.E S ”
_ | — Find _ | 1
W W 1% am a4 T = [be] Prlmer .
dimers PCR artifact
Quantification DNA library
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High Sensitivity DNA Kit — Reduccion del nimero de
ciclos de amplificacion

Tamario y cuantificacion para una libreria de lllumina GAIll. La libreria se
enriguecion conSureSelect Target Enrichment de Agilent y se amplificd
variando el numero de ciclos de PCR

 Los ciclos de amplificacion a partir de cierto nivel
pueden resultar en artefactos por amplificacion

] Mediante el analisis con el High Sensitivity DNA se
permite reducir los cliclos innecesarios de amplificacion

® Borarmgh 13 18 # & somle 14 L1110 | ® Wik 14 19 I :":::‘::‘" |:3:::.?:‘:.-I.m |t|1 TE bird -
;‘.*_'_'_“ 16 cycles (dilution 1:10) 10 cycles
( IT,._— 14 cycles (dilution 1:10) —
o 12 cycles (dilution 1:5)
n—
Iy :
- |
' & cycles
| extra peak at |]
} more than 12 PC : l r
_ ! { cycles -|I| 6 cycles
I I / | / 4
yeles |
|| 'II \ N |1 'lhl I / |
& P | L_ 1 ..._.-I L it -.\'\...
| Fal . Nt e ] — - et el
AR W AN B0 A0 | coo 1560 Ttal £ a0 50 oo 0 0 S0 B0 N0 00 e [
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High Sensitivity DNA Kit— Analisis de muestras con
poca cantidad incial para NGS

Enables the anaylsis of low-concentrated starting material as
derived from microdissected tissues or post |P material for

ChiIP-Seq

= Hﬂl ) ﬁﬂl_
. i ) M i
. | . a |
. | m |
| @ | |
’ ” | || | |
| | |
1 O as | {J_, IO R |
...... | | 1 N R S |

ChIP Pre-library samples ChiP-Seq library

Average Size: 827 bp Average Size: 310 bp
Conc: 335 pg/ul Conc: 8.6 ng/ul
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Control de calidad de librerias para ChlIP-Seq

Schmidt et al. ChIP-seq: Using high-throughput sequencing to discover
protein—-DNA interactions Methods 48 (2009) 240-248

Spbwbde & eriaeds 482000 20248 43

Ibrary passes Bicanalyzar OC: Libwany failas Bioanatyzar QC:
ChiP-smg Adapiar
|y Diierar

o B &8 B 8

reloiee fuomamence unls
1 T § i 1
e
reive Bugnescence unis.
E B

!
(LA T ] ¥l LI Ml
Blzp Gone. Mol bl
|bpl  Ingiul] | m ol
M2 T3 52B Ef -,_..,,“ :r-," U

PR Y PRI T R W [N I R
AbbA-F A e fh -

Fie & 1AL Evarnode wissleod] exrracy (WAOE) senicatien el (E1 Adikenn Bisarabae 2080 aces Tar pae ChiFosen Bbrar s, The belt oaned shews & secoeidiul lbar
it pardtiai. The- g pa el Shiws & Bbay willh 4 e | s 15 ol adapoe dimeis. The ikl Searan 1 he Bledie= & Swean eil sie th e ach paid. (0] (I EEPa CRIF.
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Agilent RNA Analysis Kits and Reagents

Order No. Description Order No. Order No. Description
B067-1511 RMA 6000 Nano Kit H067-1513 RMA 6000 Pico Kit h067-1548 Small RNA Kit
hOE7-1512 RAMNA 6000 Nano Reagents GHOB7-1514 RMNA 6000 Pico Reagents 067 -1549 3mall RNA Reagents
H067-1529 RMA Nano Ladder H067-1535 RMNA Pico Ladder 5067 -1550 3mall RNA Ladder
Analytical RMNA 6000 Nano RNA 6000 Pico RMNA 6000 Pico Small RNA
Specifications Total RNA Assay Total RNA Assay mRNA Assay
Quantitative range 25500 ng/pL 25-250 ng/pL - - B0-2000 pg/pL
of purified miRMA inwater
(ualitative range 5500 ng/pL 25-250 ng/pL 505000 pg/pL 2505000 pg/pL 50-2000 pgs/pL
inwater inwatar of purified miRMNA inwater

Sizing range - - - - =150 nt
Sensitivity 5 ng/pL in water 25 ng/pL in water 50 pg/pL in water 250 pg/pL in water 50 pg/plL in water**
(signal/noise > 3} 200 pg/pLin TE 500 pg/pL in TE
Ouantitation 10 % CV 10 % CV 20 % CV 20 % CV 25 % CV
reproducibility {within a chip) [within a chip} fwithin a chip) {within a chip) {within a chip)
Quantitation accuracy® 20% CV 20 % CV 30 % CV 30 % CV
Maximum sample 100 mM Tris, 100 mM Tris 50 mM Tris 50 mM Tris, 10 mM Tris,
buffer strength 0.1 mM EDTA 0.1 mM EDTA 0.1 mM EDTA 0.1 mM EDTA 0.1 mM EDTA

or 125 mM NaCl or 125 mM NaCl or 50 mM NaCl or 50 mM NaCl

or 15 mM MaCl; or 15 mM MgCl, or 15 mM MaCl; or 15 mM MaCl,
Physical Specifications
Analysis time 30 minutes 30 minutes 30 minutes 30 minutes 30 minutes
Samples per chip 12 12 [} ()] n
Sample volume 1pL 1L 1pL 1pL 1pL
Kit stability 4 months at 4 °C 4 months at 4 °C 4 months at 4 °C 4 months at 4 °C 4 months at 4 °C
25 chips per kit AMA Nano 12/ chip RMNA MNano 12/chip RMA Pico 11/ chip AMA Pico 11/chip -

=300 samples/ kit = 300 samples/ kit = 275 samples/ kit = 7Th samples/ kit

* Determined analyzing the BRNA ladder as sample
** Measured for the 40 nt fragment of the Small RNA ladder

Agilent Technologies




Integridad del ARN — Calidad del ARN total de la
muestra

1 £
10T
at

E;
S:

185 : 285 RIN 9.2
E\. /
marker
| . | 1 ] |
24 ZIE - :i‘g'l'lme [4549-::::-nd54}5 el L
RIN 5.8

o
T

285

| + t +— ] * |
M4 28 M et 44 44
Time (seconds)

Paso clave en trabajo tras la preparacion de

la muestra de ARN anterior a realtime-
PCR 0 microarrays

| ARN de alta calidad

ARN de baja calidad

Schroeder et al.: The RIN: an RNA integrity number for assigning integrity
values to RNA measurements, BMC Mol Biol. 2006 Jan 31;7:3.
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RIN — RNA Integrity Number

O The ratio of ribosomal bands is not
sufficient to describe RNA integrity!

O RNA degradation is a gradual

process.
O Results have to be interpreted by
S - — visual inspection.
e | | O Overlay of electropherogr_ams only
= works well for samples with the
EEEE- same concentration.

| O Instrument dependency in signal
eSS height

Agilent Technologies



RIN —Integridad del ARN
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Intact RNA: RIN 10
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Partially degraded RNA: RIN 5

Fluorescence
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Strongly Degraded RNA: RIN 3

Fluorescence
in
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Porqué la calidad si importa — Efectos en los
resultados de expresidon génica

| ';'
RIN9.7

Agilent Technologies



RNA QC/QPCR - Calidad del ARN y niveles de
expresion genica

e i G u .

A ‘ RIN8O | B | RINGS A
L HOmin- 11 | 30 min P B Ao + s

L] [ D1

3 e | H=

G | RIN46 D] rRN23 |  H|
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EEAT R | : =

| | Vs T |:

{1 s R v e by eenmenp i € (EruEETECEET S e aes s R )
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= o A |-

I g B 7 |-

RNA QC/gPCR Application Note (5989-7730EN)
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Microdiseccion y analisis de ARN

Laser micro dissection ‘

Agilent Technologies




Microdiseccion y analisis de ARN: contaminacion
por ADN de la muestra

Concentration = 0.5 ng/pL

Efectos de la digestion de ADN en
columna con DNasa

L sk s ]
= -
- =

- (=) L] -
P |

Concentration = 0.14 ng/pL

" Sobreestimacion
’ de la concentracion
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Analisis del mRNA

Contaminacion con rRNA de muestras de mRNA
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Analisis de muestras marcadas con Cy5

Muestras de cRNA con o sin tincién incoporado en la matriz de gel

et e seucser No intercalating dye

Lanes:

1. RNA transcript ladder
2. Unlabeled cRNA
s s %58 ddandadan 3 CyslabeledcRNA
lune (seconds] 4. Cy5 labeled cRNA

Fsorecenia

HET
e e T

(R e e

= B =

Assay conditions:
- Cy5 labeled nucleic acids
ne Cy-CTP 0.2% mM CyS-CTP  0.44 mM CyS-CTP no intercalating dye used
- 5nM Cy5 dCTP added to gel
matrix and sample buffer
for focusing

e e e
== W B 4 & = =

Fluniescent

_ Lanes:
5 46 & W ¥ W & ™ 1. Unlabeled cRNA

Time lnecanda) 2_[}1;5 labeled cRNA
3. Cyb labeled cRNA
Page 69
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Small RNA kit

Ladder Skeler,. Pl - skeletal Muscle 100 ng/ul
45 : - i Skedstal Muscle RIS 10000/
"1, 8 P | RNA 6000Nano
= =] b |
» | 8@ | Size range: 25-6000nt
pE— = 2 3 | RIN: 8.1 : Results: Integrity, Total RNA amount, gDNA
- ] g — | contamination
—  — 154 E
2000 . l a g l
1000 = — | ] | |
i W
) — — | ‘ |
. |
I

I e —
ANA 6000Nano kit \
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Monitoring the enrichment

Small RNA Extraction -

of mMiRNA
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Small RNA - distincion de especies de small RNA

[FU] transfer RNA 10ng

| : : " flashPAGE

350 - : | 'L small RNA

300 | i ot |

) | 1 RNA | |

=7 | N |
200 - : small RNAs ! :

- | . incl, miRNA_, r |

150 — | : : : |
| | 1

100 | : : ; 58S RNA |
I I |

S0 | ]I{\L | LE/J |

Hi i A TERES

| I | I I | I I |

4 20 40 60 80 100 150 [nt]

Analisis de RNAs de células Schneider de Drosophila (10ng
RNA total
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Nuevo test de ARNpara plantas

O Nuevo test para ARN de plantas en el 2100 Expert software B.02.07

0 Meétodo de identificacion reproducible de fragmentos de rRNA de diferentes
muestras de plantas para determinar la integridad del ARN

O Algoritmo RIN estandar
0 Compatible con los kits estandar de ARN

i Maize legf
' 255 1
354 | |

| [rRNARatio: 1.4 185 l |

“1 | |RIN:80 = \Cytoplasmic |

o rRNAs |
251 | + I
0 | Intact maize total |
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: IMarker rRNAs |
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o | ,—/'ﬁ's__.. . i, T SRR !_

| & | |

1 I I ] I 1 1
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Protein Analysis Kits and Reagents

Order No. Description Order No. Descnption Order No. Descniption
B067-1515  Protein B0 Kit bOET-1517  Protein 230 Kit B0E7T-1575  High Sensitivity Protein 250 Kit
5067-1516  Protein B0 Reagants BOET-151E  Protein 230 Reagents B0E7-1576  High Sensitivity Protein 250 Resgents

B067-1577  High Sensitivity Protein 250 Labeling Reagants
5067-1578  High Sensitivity Protein 250 Ladder

Analytical Specifications Protein 80 Assay Protein 230 Assay High Sensiwity Protein 250 Assay
Siring range 580 kDa 14-230 kDa 10250 kDa
Typical sizing resclution 10% 10 % 10 %
Typical sizing accuracy 10 % CV (CAll, BLG) 10 % CV (BSA, CAIll) 10 % CV (B3A)
Sizing reproducibility 3% CV (CAll, BLG) 3 % CV (B3A. CAll) 3% CV (BSA)
Sensitivity (signal/noise = 3) B ng/pL CAN (15 ng/pL B3A) in PES G mg/pl CAI {15 ng#/pL BEA) in PES 1 pg/pL (labeled BSA) in water on chip
10 ng/pL {CAIl} in 0.5 M NaCl 30 ng/pl (BSA) in 0.5 M NaCl 5 po/pl [labaled BSA) in PES on chip
(30 ng/pL BEA in 05 M NaCl) Labeling reaction at 1 ng/pl of total protein
Quantitative rangea 02000 ng/pL CAll in PBS 152000 ng/pL CAlL, Up to 4 orders of magnitude
302000 ng/pL BSA in PBS (0.3 to 3000 ng/ pL BSA)
Qusalitative range E—-4000 ng/pL CAIl and BLG E-5000 mg/pL CAIL -
15-5000 ng/pL ESA in PBS
Quantitation reproducibility 20 % CV (CAll, BLG) 20 % CV (BSA, CAll) 20 % CV (BSA)

Physical Specifications

Analysiz time 30 minutes 25 minutas 30 minutes

Samples per chip 10 10 10

Sample voluma 4pL 4 pL 5 pL |
Kit stability 4 months 4 months & months

Kit size 250 =amples/kit 250 samplas/kit 100 samples/ kit |

CAll = Carbonic Anhydrasa, BSA = Boving Sarum Albumin, ELG = bata-Lactoglobulin




Aplicaciones del Protein LabChip

Células lisadas

 ldentificacion sobre proteinas expresadas
« Comparacion de diferentes formas de expresion

Fracciones de columna

* Monitorizacion de aislamiento de proteinas y
purificacion.

« Comprobacion de fracciones(impurezas)

Purificar proteinas

 monitorizar impurezas
« QC de anticuerpos monoclonales y policlonales

Agilent Technologies



Analisis de la capacidad de las columnas

/

/ Fluorescence
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Optimization of a Protein Purification Workflow

Application Note 5990-6153EN
The Bioanalyzer Protein 250 Kit is used to distinguish between His-tagged and
cleaved protein species during a protein purification process. It helps with:
- Optimization of the sample purification process: cleavage of the His-tag

—~>Final sample QC.

Optimization of on-column cleavage

"‘-ﬁﬂﬂw

& POl ) Sy St

g propomeed

Final QC from optimized process

~ Final target proteir <o . s oo o [ m
Il His ¢o* Qv protei L o0 N s s s [
Ly | & 6Q \\‘ 162 109 07
Ll \‘0 9O 338 1.8 08 . .
H 2> S 504 12.8 08
L P et s m o N .
l || ].i :Ill:!! ®°6 0\’\0 24I]I] {marker) .EI]:I] EEI &3 s
it 6 @6 i 3248 0.0 0o * 46
/ L - o
g e v - I -
— e — 13
- ,\%gg &iﬁuﬁ] Rel. Conc. [ng/pL] % Total s
Unap. \6 ‘\e% T3 - 3132“9 383
:e; av}% QC’ 14 4147 511
Tptmzes X 709 390 780
cleavage 832 114 0.4

9 Initial purity of the target protein: 38%

9 Final purity of the target protein: 97%
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Complementing RP-HPLC protein purification
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. ! Protein purification and characterization was carried out
| ] facilitating an 1100 Series purification system for reverse phase
— - . - — - - HPLC assisted by the 2100 Bioanalyzer.
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Analisis de anticuerpos

High sensitive

Protein 250 kit
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Glicosilacion de proteinas
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Analisis de proteinas en leche

Protein 80 kit

o, [Fu)
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Immunoprecipitation for  Products:
quantification of g- 2100 Bioanalyzer

galactosidase from lndusttv:
de E i i t Academia
crude E. coli cell lysate Author

Ela Herwig, Technical University of Vienna

Application note publication number: 5990-7008EN
Publication date: January 1st, 2011

Agilent Technologies
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Highly sensitive and specific methods for the detection of target
proteins in crude sample:

—> Traditional method: Western Blot of SDS-PAGE slab gels

- New alternative method: Immunoprecipitation in combination
with the High Sensitivity Protein 250 kit for the 2100
Bioanalyzer.

Advantages (see also 5989-4097EN):

and seconaary antbodies
« Semi-quantitative & reproducible!

B-Galacotsidase

* 9 Customer application example with

Agilent Technologies



Immunoprecipitation for the specific detection of
B-Galacotsidase (B-Gal)

This application example from the Technical University
of Vienna shows:

How to set up the immunoprecipitation method

Tuning of the method:

» Effects of Antibody selection
 Effects of Antibody concentration

How to establish a calibration curve for quantification

Reproducibility of the method in determining the level of
endogenously expressed target protein B-Gal

Agilent Technologies




1. Immunoprecipitation workflow

1. Labeling of crude lysate p
expressing the target protein |
using reagents of the HSP-250 <
kit (5067-1575). abel = * -
2. Immunoprecipitation of the ia,"‘.%* N
target protein with specific widom |- ¥+ 0 ] E N
antibody and Protein G coupled ] [
to magnetic beads. o wl I
3. Elution of all bead-bound % T
proteins with SDS sample buffer e |
of the HSP-250 kit. "
4. Direct analysis on the 2100 Eey
Bioanalyzer using the HSP-250
Protein Chip and reagents. .

Agilent Technologies
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2. Set-up

A. Antibody Selection B. Antibody

Concentration
B3-Gal peak

Nonspecific
background (-Gal peak

100
50 -J @@L
o
T T T T T
20 25 30 35 40

50

T

45  [s] J
o

One antipqdy shows significantly more Azroltibodyzsconcerf:trationssianuenA(O:es tarsgt
non-specific background (blue) than the _ B
other (red)! signal and non-sepcific background.

Agilent Technologies
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3. Calibration curve for quantification

Increasing concentration of spiked-in =% 5jibration Curve based on the
B-Gal into crude lysate returns linear relationship between initial
increasing signal from IP. B-Gal concentration in the lysate

and peak intensities.
B-Gal peak

350

v=0.0022x+0.018
R*=0.9875

300

250 l

1

100

N ) / i
|\ |
> s p

a 2000 4000 6000 8000 10000 12000 14000

Agilent Technologies
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4. Detection of endogenously expressed 3-Gal

Detection and quantification of endogenously expressed [3-
Galactosidase in crude lysate:

Cilution factor of applied Migration time corrected Calculated amount of Meanvalue (ng/ul) (n=3)
antibody ares P -galactosidase (ng/pL)
10040 54,4 24 B
2000 235 214
' ' 225 %149
50040 0.4 214

Approach is proving its reliability as results are consistent and
reproducible, even across experiments in which the antibody
concentration was varied.

Agilent Technologies

March 22,
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Geles en 2D: Combinacion de Offgel y

Bioanalizador

E. colilysate

(50 pg)
| ¥

Protein clean up and labeling

}

OFFGEL Electrophoresis

_f_==|g_§:£;§§215{145;zjg.;:45.;::4 |

2100 Bioanalyzer
HiSens Assay

IR NE- N
]

Molecular weight

<

High sensitive

o Protein 250 kit
Isoelectric point (pl)
-
’
OFFGEL well pH
43 48 53 58 63 67 72 17 82 87
kDa
100 -
70 - — [
50 - —
30 -
15 -
b - — ——— —— — — — S e S—
\
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Monitoring antibody charge variants
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Depletion of high abundant proteins from blood samples

S
Serum ﬁ@*ﬂ;@“ w’*‘"@
I albumin notter
\ / / 20 S S—
Flow-through
nr
aT4 Depletion of high abundant
86.7 proteins in human blood
AN AN s =——1 |plasma was facilitated
2 by the Agilent Multiple
Hound 215 Affinity Removal System
14.4
] | — —
f o ——
U | N
= { } — } } ¥ L 4 B B
15 20 25 30 35 40 45
Time (seconds)
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OFFGEL Incremento de la sensibilidad en MS

ejemplo de trabajo

4—9

‘~.,,,e
Protein OFFGEL
y |
)
= m =
T . l
: —
—

]

Immunodepletion of human plasma

- @

desalt & concentrate

-

Peptide OFFGEL

'd

___..-r——_
" FRP-LC/MSMS analysis

4 ' Chip/MW5 ian trap system

2500

Protein or Peptides identified

2000 4

1500

1000 +

a00 4

O Proteins 2239
B Peptides
1608
1387
400
188 159 242

64

without Peptide Protein Peptide/praotein
OFFGEL OFFGEL OFFGEL combined

Incremento de 4x en la
deteccion de proteinas tras
el fraccionamiento con el
OFFGEL
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Bioanalyzer Literature

Bioanalyzer Application Compendium 5990-6987EN
Now with all the latest applications in NGS!

Al oas EE.

Bioanalyzer Reference Database

» includes publications in scientific journals
and books

> 11211 references

» updated every 6 months

» available for download under Bioanlayzer

Resources:
http://www.genomics.agilent.com/GenericA.aspx?PageType
=Custom&SubPageType=Custom&PagelD=2153

Agilent Technologies




WE MAKE IT

"t Bioanalizador 2100
-:-l':;. o3 Una plataforma de peosibilidades infinitas para el analisis de ADN,
. -

ARN, proteinas y células

Disfrute ya de nuestras promociones especiales™:
25% por la compra de un BicAnalizador 2100
25% en cualquier tipo de chips o reactivos para el
analisis de ADN, ARN y proteinas

El Bloanalizadar 2100 parmite realzar automaticamente separaciones eleciroforéticas y
analsis por fisarescencla de celuas madiants cipmeatria de fujo.

Sus venta|as principales son:

« Klts de chips ¥ reactvos listos para su utiizacion

= COnsWEMa minkmo de muestra (1 a 4 pl) y resultados en 30 minwos
* Mejora de en |3 exactiiud y ideldad en Ia6 mediciones.

- Resultadios comparables entre expenmentos y |anoratorios

« Datos digiales para la faclikdad oel analisis, prasentacion y archivo de datos

Parz beneficizrse de estas ofertzs, por fawor, contacts con su representznte local de
Agilent y proporcione el codign promecional 5_1103_BI0OA.

*haeta ol 31 de marzo de 20 fon Aglient Technodogles
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Muchas gracias!!

¢Preguntas?

Agilent Technologies



