
Agenda
9:00 am Agilent Welcome & Introduction

Barbara Teets   – Director Strategic Programs, Agilent
9:10 am Agilent Solutions for Metabolomics

Lynn Marshall – LCMS Product Specialist, Agilent
9:30 am Experimental Design and Workflow for MS-based metabolomics 

and lipidomics research
David Weil – Applications Scientist, Agilent

10:30 am Break
10:40 am Analysis of Lipids using SFC and LC combined with High 

Resolution Accurate Mass MS
Jim Lau – Applications Scientist, Agilent

11:20 am High Throughput Workflow for Global Metabolomic Profiling of 
Biological Samples with RapidFire online SPE/MS system
Sumit Shah – LC/MS Applications Scientist, Agilent

12:00 pm Advantages of Ion Mobility for Metabolomics
Anne Blackwell – Applications Scientist, Agilent

12:30 pm Closing and Lunch
Barbara Teets – Director Strategic Programs, Agilent 

TUESDAY, OCTOBER 7, 2014 Ohio State University

The complexity of biology continues 
to present enormous challenges to 
understanding even simple systems. 
Genomics, transcriptomics, proteomics, and 
metabolomics are widely used throughout 
industry and academia, and have greatly 
contributed to the current understanding 
of many areas of study. However, each 
omic has its challenges and presents only 
a partial picture of the organism under 
study. Agilent is a leader in developing 
analytical tools, methods, reagents and 
software for the study of each omic and is 
at the forefront of developing solutions to 
integrate multi-omics data.

This seminar series will cover topics of 
interest to researchers using genomics, 
transcriptomics, proteomics, and 
metabolomics. Please join us to learn about 
analytical developments that can be applied 
to your research challenges.

Date: October 7, 2014

Location: Nationwide 4-H Center 
International Room  
2201 Fred Taylor Drive 
Columbus, OH 43210

Time: 9:00 am – 12:30 pm  
Register Today! 

www.agilent.com/chem/OSU
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Abstracts & Bios:
High Throughput Workflow for Global Metabolomic Profiling of Biological Samples with RapidFire  
online SPE/MS system
Sumit Shah
Metabolomic profiling is widely used for the discovery of novel markers that can aid in better understanding the physiology of 
various diseases and disorders.  Although one can profile thousands of metabolites by LC/MS, the turn-around time for each 
sample using traditional chromatography is very high, and the need to use multiple column chemistries to resolve different 
classes of metabolites requires multiple LC/MS runs for comprehensive profiling.  This is one of the biggest bottle-necks in 
performing profiling studies on large meaningful sample-sets.  Therefore there is a growing need to develop ultrafast platforms 
that are capable of profiling large sample-sets relatively quickly, as this would allow for such profiling studies to have relevance 
and statistical power in their findings.  We evaluated the ability of RapidFire, an online SPE/MS system to profile human urine 
metabolome and serum lipidome with very fast sample cycle times.  The talk will showcase this novel work-flow from data 
acquisition to processing and analysis using Agilent’s suite of metabolomics software.

Advantages of Ion Mobility for Metabolomics
Anne Blackwell
When working with complex matrices, as in metabolomics, separations are critical to getting the most from your data.  Coupling 
ion mobility (IM) to a QTOF mass spectrometer adds an orthogonal dimension of separation based on the shape of the analytes.  
This shape-based separation readily separates classes of molecules (peptides, lipids, carbohydrates, oligonucleotides), and in 
some cases also resolves isomers.  In addition to separating analytes from each other, IM separates analytes from chemical 
background, improving S/N and sensitivity.  Beyond separation, IM-QTOF technology can assist in the identification of unknown 
metabolites.  The linear field drift tube in Agilent’s IM-QTOF enables collision cross section (CCS) to be calculated directly from 
the drift time, with no need for calibration standards.  As the CCS is an intrinsic property of the molecule, independent from 
the experimental conditions (unlike chromatographic retention time), IM measurements in combination with mass information 
allow for identification of metabolites.  Mobility separation and  structural information make ion mobility a valuable tool for 
metabolomics research. 


