RIChE
Annual Meeting

11«3 — 118
Indianapaolis, IN

Nov 03, 2002
Q™ 8 ARH AIAGH= session Ol ZIIotI] ?IoH 6 Al Ol &0l I &0 (AtA2 AR HE0I
ObZA Otef A LA 2oLt 2UASLICHL) & A=

A0A LESLIOH 2501 222 Sl 0=
A SO0l Helol del %0l LUtUXlE EEH2R.

=}
ot
Jz
>
]
=3
=}
ny
[
Q.J_
=
o
A
o
12
rr
on
=)
rr
oin

to
pal
(o]
=
(98]
[}
AL
!
o
=
I
Ol
rr
]
w)
Q
@,
a2
[¢]
<
=
Q
o
=
Q
=
¢
7]

Workshop 0l &JtotJ| 2ol CHAl 255 MEASLICH

0|2 OF& 2| Indianapolis S &It 8 &

YW session 22 2D Gel Electrophoresis £ & &8t 0l== =2 S0 genome sequencing % &

Ol=9] MHIZS HAI}L proteomics Ul &E3 RHSAS F1 UJ| SLLICH MSHC
metabolism pathway 2t SH U A& protein O Z2tGIGHAI &= SHHDE D

S=2 LS 20/2 LI 01218 protein EE2E Solf OtA A X

o

enzyme =2 gene =2 FOIUW = proteomics = functional genomics =02 FTR SHE2=Z
Ateli2iotd = 201 AFAZLICH oAl HIHSHACHD 2 S ERAE Faculty Workshop
72JF &1 WE0| ASIH(G Al HE 2H0HXl, A= =58 =z= WES Jtsolllot

o =2

fo
i
10
T



HEZR) 2otH HMUHES HEGFSES LRUHLICE  HEM session 2| HEZ=M L

e
1
paal
rr
[m)
alo
=2
jne]

\_'._I

r
-
O

American Electrophoresis Society 2D Electrophoresis Workshop
Sunday November 3, 2002

Current Techniques in 2D Electrophoresis

8:30-8:55 “Tube Gel 2D: Core Lab Experiences” Dr. Nancy Kendrick, Kendrick Labs Inc, Madison,
WI

9:00-9:25 “Setting up an IPG Strip Core Lab” Dr. Mu Wang, Director, Proteomics Core Facility,
Indiana Univ. School of Medicine, Indianapolis, IN

9:30-9:55 “Integrated Protein Analysis form 2D-gels using PDQuest Software” Dr. David Garfin,
Biorad Labs, Hercules, CA

15 min break

10:15-10:40 “New Advances in Fluorescent Detection Technologies” Dr. Wayne Patton, Molecular
Probes, Eugene, OR

10:45-11:10 “Computerized Analysis of 2D Gels” Dr. Steve Noblitt, NonLinear USA, Durham, NC
11:15-11:45 “Glycoproteomics and Glycosuite” Dr. Ben Herbert, Prteome Systems, Sidney, Australia
(Cancelled)

Lunch

1:00-1:55 “2D Fluorescence Difference Gel 2D Electrophoresis” Dr. Philip Beckett, Amersham
Biosciences

2:00-2:55 “The Investigator Proteomic Systems for 2D Spot Picking, Automated Protein Digestion
and MALDI” Drs Jennifer Krone & Greg Kinch, Genomic Solutions, Ann Arbor, MI

3:00-3:55 “Accelerate Proteomics through Bioinformatics: Hands-On Introduction to the Sentient

Platform for the Life Sciences” Dr. Erich Gombocz, BioSentients Inc, Emeryville, CA (4bsent)
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