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Background Objectives HPLC-gNMR with two-signal suppression
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HPLC-gNMR-HPLC

A series of novel gNMR approaches have been developed by NIM
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The ISRC (internal standard recovery correction)-HPLC-NMR method introduced a recovery correction factor (f) based on the HPLC The internal standard correction (ISC)-HPLC-qNMR method was proposed for time-saving and more controllable sample
area ratios between the analyte and IS before and after the process, ensuring the result accuracy despite the sample loss during the preparation. The post-collection purity correction factor (f,.) for ISC-HPLC-gNMR was recently proposed to extend the applicability to
process or poor resolution happened in the HPLC separation stage. the samples where HPLC cannot purify low-purity complex compounds to 100%.
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The homologues of avermectin Bla were determined by HPLC-DAD and IT-TOF-MS/MS. Since the internal standard is a Sl-traceable Accurate: Even NMR peaks are unresolved, or HPLC peaks are partial resolved; Low cost: Only common solvent as mobile phase
CRM, a traceability chain was established for the mass fractions of the avermectin Bla and its homologues. Improve gNMR method: Overcome the impact by highly similar impurity; Simple operation: Only eluate of analyte collected.
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