FTMS — High Resolution MS

Merry go round...




FTICR-MS

m Fourier transform mass spectrometry

Allan Marshall1978
FTICR-MS Invention

National High Field Lab

21 Tesla (Earth’'s mag field... 50 uT)


http://www.magnet.fsu.edu/mediacenter/factsheets/imagelibrary/images/people/marshall-print.jpg
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FTICR: Operation principle

Fourier transformed ion-ciclotron ressonance mass spectrometry
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EXxciting ions
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Detecting ions
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Signal decay in time
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Isotopic distribution
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Why high resolution?

Low Rez

"200E

OLoefoe

30000 20025 30050 20075

Abd. |
100+

EE0oLoe

o0 &00e

aZ0 =00e

£ooL0oe

00 o00e
a10s00e

L0 F00E
0O e00s ]ﬁ [
‘E00E [
£00° LO0E -
G5 BAT .ﬁ_
¥ B = =z = = =
= =
N
(]
x
I

ma’lz

m.-"zl

0000 30025 30050 20075



Protein, ESI
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|sotopic pattern
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lon trap vs FTICR
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In Gas Phase
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TTR variants in human plasma
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Human TTR In yeast
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L. Infantum NOS

S ™M 2Mm 4M B8M P

Is LINOS there?

Western
Enzyme Activity
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Mutations LIGLO?2
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MS molecular information

Structural information
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Extreme resolution
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What is 1t?
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|Isotopic pattern detall
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FTICR-MS

m Resolucao (900.000 @ 7 Tesla)
m Exactidao (<1ppm)
m LC-MS (n..)

m Fragmentacao de i0oes
CAD
SORI-CAD
IRMPD
ECD



