NEW! vMALDI lon Source for the Finnigan LTQ

. . « Sample Plates
High Throughput Protein ID _ 96- and 384-position plates

MALDI-MS/MS — “Bruker style”
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: S — MALDI Calibrate, Tune & Operation
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vMALDI lon Source — Plate Loading




VMALDI lon Source Software: Set Up

MALDI lon Source

3‘%’: Plate Control B2 Plate Setup l Acquire Data] B Camera

Sampling pattern settings:
Mation pattern: | Crystal Positioning System v | Sample size:

Auto Signal Filker [45F): ASF Off Settings:
* 0On i

=

ASF On Settings:

Type: Peak Height v N\MS Threshold [10 =
Threshold Mazs Range: |500.00-1700.00 14 hrezhold: |10 :‘

Laser Settings

Lazer Power: 86.0 :l
Mumber Sweep Laser Shat: 5 il

AGC: " On & 0Off

Mum Lager Shaot Per Microzcarn: 3 il

Sample Position: t11 Fine Pozition: 20«19 \
L

Apply Cancel | Help

« CPS: Crystal Positioning System

— Determine spot sampling pattern

GPS CPS

.,..‘ul by

« ASF: Automatic Spectral Filter

— Make sure there is signal

« AGC: Automatic Gain Control
— Optimize linear trap filling

» Sensitivity

» Spectral Quality
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VMALDI lon Source Software: Operation

MALDI lon Source

£ 8 =

MALDI Settings

Muotion Fattern: |I3PS -

ASF: & 0On 08

F 3

Laser Sethngs

LaserPower  [B50 —{810400

AGC: © On & OF

MumLaser Shot: [3 =

Acquitition Settings of K13

#¥: Plate Conrol | @ Fiste Setup | @ AcquieData| B Comers |

Eile Mame: |10

_[kig_[oagioen 4351

Sample M ame; |

Comment: [
MumSean /Fie: [5 =

Visw,

Firwe Postion: 20%13

Concel | Help

- Easy to Use

* “One Window” access to
common operational
Parameters / Control

— Home/Load/Fire Laser
— Sample Plate Position
— Camera

— Sampling Pattern
— Laser Power

— Acquisition Set Up
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vMALDI lon Source: Performance

Myo 5 fmol_test C5_040114081341 #2-10 RT: 0.05-0.09 AV:9 NL: 8.68E1
T: ITMS + p MALDI Full ms [400.00-2000.00]
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T: ITMS + p MALDI Z ms [ 400.00-2000.00]

Myo 5 fmol_test C5_040114080742 #1-10 RT: 0.06-0.32 AV: 10 NL: 5.57E1
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- Mass Accuracy and Resolution

~30ppm

10,0007
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VMALDI lon Source: Sub-fmol Protein Digests

Myoglobin Digest

Myo_0_5 fmol ms_C6_040113095519#1-10 RT: 0.04-0.10 AV: 10 NL: 1.06E4
T: ITMS + p MALDI Full ms [ 400.00-2000.00]

100 748.45 o 1606.82
g VMALDI lon Source + Finnigan LTQ: 0.5 fmol
g 666.09
E 60 682.00
< 650.18 127164
2 “ 804.55 877.00 95255 110264 1854.00
9 1030.45 _ - 1378.73
¢ 2 1080.64 1502.73 166291 175980 1839.82
O . s s e s s s s s s s s . e s s Bt B N A N A
600 700 800 900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1900
m/z
4700 Reflector Spec #1 MC[BP = 877.0, 151]
w4 ABI 4700 TOF/TOF: 1 fmol
90 ©
80{ g § NS
LR RN B g g
L g” o 2 o E =
g s 5 Y B ] N s £
= 40 T g g ¢ 8 .
30 g 7 £ g 3
201 2 g <
10 a b o o g
96,0 1139.2 1479.4 1819.6 2159.8 2500.0

Mass (m/z)

ELECTRON CORPORATION



Anal. Chem. 2003, 75 4895-4903

% Imtansity

VMALDI lon Source: Carbohydrate Analysis
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VMALDI lon Source + Finnigan LTQ vs. ABI 4700

FEATURE ABI 4700 TOF/TOF MALDILTQ

lon gate + 5 Da + 0.5 Da

Sensitivity MSMS on 0.5 fmol digest; single peptide
MSMS on 5 fmol digest 250 attomole

Stages of MS

MS:

MS-

Calibration

External calib needs be spatially close
to sample or use internal calib

Stable calibration since desorption
decoupled from analysis

High mass

7100 m/z, pmoles concentration
(reflectron)

2000 m/z

Mass accuracy

5 ppme-internal; 10 ppm external

30 ppm (avg mass range, digest 700-1900
m/z); min 4 ppm, max 132 ppm

Plate format

Fits only ABI plate

Universal plate format: 96, 384

Speed data acquisition

10 sec (20 laser shots X 100 averaged
spectra)

1.5 sec (3 laser shots X 10 averaged
spectra)

Camera

Poor quality

Good quality
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Workflow - Proteomics

Mais Speciromelry
Analysis

- _..”? ]
<4 Amersham

. ¥ . Biosciences

1. Sample Prep

2. Gels / Chromatography -
3_ MaSS Spectrometry ELECTRON CORPORATION

MALDI-TOF
LC/MS

4. Data Analysis
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Amersham Proteomics Alliance

Gel to MS/MS MDLC Options

Amersham/Spark Probot

ESI MDLCPr
— [ Fraction Collection |— 2
2D DIGE / MS/MS" Proteins WAL

Amersham/Spark Probot
MDLC |, [Fraction Collection]—>| MS/MS"
Peptides ,
TN Spark Probot
T s |~ [IMALDIPle |> MSMS’

Peptides

MALDI

. MDLC Connect to any MS
MS/MS" Peptides (Including competitors) o MS/MS"

1D (DIGE?)

 Joint Marketing Activities

'fﬁ‘_mer_Sham Uniting Every Step in

DIOSCIEnNCES

. EEFERT  natre
 Focus on Solutions

— Gel to MS
— LC/MS

* Intermediate fraction collection
* High-yield PTM solutions

— Biological Sample Prep (e.g. plasma analysis)

s Uit r——r— T

ELECTRON CORPORATION



	NEW!  vMALDI Ion Source for the Finnigan LTQ
	vMALDI Ion Source – Plate Loading
	vMALDI Ion Source Software: Set Up
	vMALDI Ion Source Software: Operation
	vMALDI Ion Source: Performance
	vMALDI Ion Source: Sub-fmol Protein Digests
	vMALDI Ion Source: Carbohydrate Analysis
	vMALDI Ion Source + Finnigan LTQ vs. ABI 4700
	Workflow - Proteomics
	Amersham Proteomics Alliance

