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the default method.
—Separation types

v LC
|~ Other (for example, CE}

IV None [for example, infusion)

Mark all of the following that apply to the data you wish to analyze. Your choices
control the tools that are enabled as well as the initial values for some parameters in

—Mass accuracy

™ Unit mass (@, 00)

V' Accurate mass (TOF, Q-TOF)

—MNon-MS detectors
v uy
v apC

—MS levels
IV MS [(any)
[~ MS/MS (000, Q-TOF)

— Optional software features

I™ | BicCorfim Software

— Other

[V Show advanced parameters
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