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MassBank Human is a database of product ion spectra obtained from metabolome datasets.
Product ion spectra were generated from each DDA or IDA dataset in the metabolome data repositories.
Levels of m/z accuracy and S/N of product ions were improved by the spectral averaging [1].
The MassBank Human database includes product ion spectra of "Known-knowns," "Known-Unknowns," and
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HPLC: Agilent Technologies 1290 infinity LC (Agilent Technologies)

Wild Type MS: Thermo Q Exactive plus (Thermo Fisher Scientific)
Column: HILIC-Z 2.1 X150 mm (Agilent Technologies)
@ Column temp.: 40°C
Solvent A: 20 mM ammonium formate +0.25% FA
IDH1Z & Solvent B: ACN/200 mM Ammonium formate +2.5% FA =9/1

Gradient (%B): 0 min(100)-15 min(70)-20 min(10)-23 min (10) post time 7 min
Flow rate: 0.25 mL/min, Injection volume: 1 uL

Detection mode: Scan + DDA
Data analysis: MS-DIAL 5.5
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