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� The method was validated in monkey and rat plasma per FDA guidelinesThe validated method
was employed to monitor the free DM4 levels in plasma in the IND-enabling toxicology studies
of antitumor agent DM4 conjugated hu-anti-Cripto MAb B3F6 (B3F6-DM4). 
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MS and X-ray crystallography. � The manuscript illustrates the synergy between
these 2 complementary techniques. � The incomplete sequence obtained from MS
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� Carboxyl-group modification is proposed as footprint of proteins in bio settings. � Carboxyl
footprinting responds to conformation in regions with these side chains. � This footprinting
induces no major conformational change or over-labels protein. � H/D amide exchange is a
means to insure footprinting does not perturb conformation. 
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MS. � Gas-phase footprinting can support the elucidation of higher-order structure of nucleic
acids. 
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