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exchange. For the present condilions, (wo peplides de-
rived from the Neterminus {including residues 1-36) and
seven peptides from the Cterminus (including residucs
67-104) will be used to itlustrate the method. These pep-
tides are identified in Table 1.

Quaniification of peptide amide dewterivm

As peptides elute [rom the reversed-phase HPLC column,
Ihey are transmitted 10 the FABMS probe ip where they
are desotbed with high energy xenon atoms and analyzed
by mass spectromelry 0 determine heid maoleculan
weights (MH®). Typical FAD missy specte f the 95-104
segment ufmnchmmruh«{li no incubation in D:0,

{3) complete deuteration are presented in Figure 3. Each
o the mobeculas fon patterns in Figure 3 have contribu-
vions from the natural abundance of isotoges {''C, me)
and an excess of deuierium., Albough the mass fpevtrum
presented in Figure JA is for cytocheome ¢ that wis nok
incubated in 0,0, the

both gained and lost by the

digestions Although HPLC condite

fo minimize hydrogen exchange .&Iamd

some peplide amide deuterons during HPLC separation.
The deuteriuns content of he peptide e

s 98- 104 was determined from the centroid of the
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