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Fig.1 Structures of des-pGlu Brazzein and Five Different Mutants.
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Table 1 Electric Charge of the Selected Amino Acid Residues in des-pGlu Brazzein
and Five Different Mutants.

des-pGlu

Brazzein  Asp29Lys  Glu41Lys His31Ala Arg33Ala Argd3Ala
Val7 0 + + 0 0 0
Tyr8 + + + 0 0 0
Glu9 0* + + 0 - 0
Asp29 - ++ (Lys29) - - - -
His31 + ++ + 0 (Ala31) + +
Arg33 + ++ ++ + 0 (Ala33) 0
Glu41 - - ++ (Lys41) - - -
Arg43 + ++ ++ + + 0 (Ala43)
Tyrs1 + ++ ++ 0 0 0

++ : Strongly Positive  +: Positive 0 : Neutral - :Negative * almost Neutral
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