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Summery

1. iR M. Gly, Ala, Pro,
Val, Leu, lle, Met

2. FEERIEE: Phe, Tyr, Trp

3. IR RER CAFHE) . Ser, Thr,
Cys, Asn, GlIn

4. BREREIERR: Asp, Glu
5. WIEEEES: Lys, Arg, His
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L-Aspartyl-L-phenylalanine methyl ester
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Campbell (1989) Biochem



Mum, what dees FDA stand Fn%

Thats a good question, sweetheart What do you think & stands for? Maybe it
means Fatal Drug Approvers. Either that or 'Fikbing Doctors Anonymous” . . .
... how about "Fravd and Death Association’?
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Conclusion

Polypeptide hags 38

aming acid residues, Tryvp-
s will eleave three times
(at one R {Arg) and two

K (Lys)} to grve four frag-
ments, Cyvanogen bromide
will cleave at two

M (Met) to give Lthres
fragments,
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The Specificity of Some Common Methods
for Fragmenting Polypeptide Chains

Treatment* Cleavage pointst
Trypsin Lys, Arg (C)
Submaxillarus protease Arg (C)
Chymotrypsin Phe, Trp, Tyr {C)
ataphylococcus aureus

V8 protease Asp, Glu (C)
Asp-N-protease Asp, Glu (N)
Pepsin Phe, Trp, Tyr {N)
Endoproteinase Lys C Lys (C)
Cyanogen bromide Met (C)

*All except cyanogen bromide are proteases. All are available
from commercial sources.
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