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Monitoring (MRM)

CT

1 200

Multiple Reaction

19G 8M Urea

PD-Miditrap
(GE Healthcare, Buckinghamshire, UK)

GOLD (Promega,
Madison, WI) 12
Oasis HLB
(Waters, Milford, MA)
HPLC
4.6 mm x 500 mm Cadenza CD-C18 column
(Imtakt Corporation, Kyoto, Japan)

A [0.2% TFA] B [75%
acetonitrile, 0.1% TFA] B% 5-20 90
0.6 ml/min
19G
0.1% TFA 150

mm X 4.6 mm SunShell C18 column

(Chromanik Corporation, Osaka, Japan)

A [0.1% TFA] B [12%
acetonitrile, 0.1% TFA] B% 10-90
HPLC
2-
HPLC

[0.5U



N-glycosidase F (Roche Diagnostics,
Basel, Switzerland), 0.01% ProteaseMax

(Promega, Madison, WI)] 37 8

MassPREP HILIC
pElution plate (Waters, Milford, MA)
Shimpack CLC-0DS

column (0.6 x 15 cm) HPLC
A [10 mM
(pH = 3.8)] B
[0.5% 1- Al
B 20% %B 50
75
320 nm 400 nm
PA-glucose

oligomer (Takara Bio Inc., Shiga, Japan)

GU
3
80 ug
am

Urea

4 ng
endoproteinase Lys-C 37 2

Lys-C
TrypsinGOLD 37 4
Oasis HLB

15% acetonitrile

0.1% 5

- Multiple Reaction Monitoring (MRM)
MRM 4000QTRAP

(AB Sciex, Foster City,

CA) Agilent 1200 nano-HPLC system

(Agilent Technologies, Palo Alto, CA)

LC/MS/MS

Nano-HPLC 75 ym x 200 mm EST

sprayer tip packed with 3 pm CI8 resin

(Nikkyo Technos, Tokyo, Japan)

A [0.1% ] B [70%
acetonitrile, 0.1% ] 250 n1/min
4000QTRAP

2200 V 1ionization spray
voltage; 12 psi curtain gas (N2); CAD =
4; 70 V declustering potential; 10 V
entrance potential; Q1 resolution, HIGH;

Q3 resolution, LOW; 2 ms pause in between

MRM MultiQuant
version 2.02 (AB Sciex, Foster City, CA)



Oxonium Fragmented glycopeptides
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