CIk

BEXFRFH HBS SFRER MEMAXELE 22— KinERHR IR

w‘\ SAMS Information

2010/11/12

- — The University of Tokushima Graduate School, Institute of Health Biosciences,
Support Center for Advanced Medical Sciences (SAMS)

650 HBSWER L£inERTI AL F—

BESWMZRAW A A=)

HREMRXIELV Y — EHEERAEIEHMTIE. BEHROMRICERICALDESLGTI=
Atz +—%2 ) —XTRHWTEYET,
BENHIIBITEIEEADEMIIEREFE L. REMDATEREMNICHMHAEATEY
9, EEDFOBEEZTRTA A—2 24 1E Vanderbilt KD Prof. Richard Caprioli A%
MALDI-TOF ZAWTHAIMICHRZT>TRYET . 1 A—CUJEENWICTEHEKOH DA
FRIETSM 2L,

H B : Fpi22% 128 1H ()k) 17: 00 ~ 18:30
B R . EB—AhAUIFLURE (EFIEBAEE 1)

#F oM . FE 25— HBARHMI—-E—-HYAMIVvIR I—HTFTaUTE
TOZANR—HTF4T

7n954

17:00 ~ 17: 05 FLHIZ EIRERMEIEMBMAR 4K 2t
17:05 ~ 18:30 HEHESHEAWV=AA—CLT BRI—E—-HYA4I VIR FiE =2—

SR+ = F—TIE, ¥+t MALDI-TOF/TOF
5800 SR T LEHIDICA A=V VT ICRE
BYRATLDREN . REODHAE. 2HH
BREEOLMY LT (HRASETVEEEEY,

D) AA=DV T R T LB 4700 Proteomics Analyzer ~ 5800 MALDI TOF/TOF Analyzer
X FL—+— (IM Sprayer)
MALDI-TOF/TOF < X7 .1 (5800)

2) A A=V DER
fHEOY L
TrVYORRTL—

ARG NVERS - BRI

3) /\*ﬁ.$1§“ Figure 5 | Example of images obtained with microprobe matrix-assisted laser desorption/ionization
7] imaging mass spectrometry on an Applied Biosystems 4700 proteomics analyzer and processed with
=3~ -~ O = PAN BioMap software. (a) Distribution of a selected mass (m/z 2,030) in gray scale and (b) of a selected mass
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(m/z 826.6) in color scale (split blue-red). {c) Same image as in panel b but now without interpolation.
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