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MS positive mode using a ZenoTOF 7600 system with intact protein mode enabled. Figure 3. Reconstructed data of rat plasma blank (A) and NISTmAb at LOD (50 ng/mL, B), LLOQ (100 ng/mL, C),

and ULOQ (10 pg/mL, D).
Data analysis

LC-MS data was processed using Analytics within SCIEX OS software. The quantification was performed based
on spectrum reconstruction and peak integration using the MQ4 algorithm with 1/x2 weighting.
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