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Figure 2. Frequency of sinale mutation and predicted secondary-structure of SBD reaion in PHB depolvmerase
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Figure 3. Concentration effects of the
enzymes on the rate of PHB degradation by
wild-type (@), L441H (A), Y443H (H) and
L441H, Y443H S445C PHB SA45C (#)enzvmes
0.5 “g/ml— Table 1. Kinetic parameter of PHB degradation by
L441H Y443H PHB wild-type and mutant enzymes
19 ug/min 18 Mg/min Enzyme K(mL/ug) Ky(ug/min)
(24 ug/min) SA45C wild-type 0.86+ 0.01 129+ 3.6
. L441H 0.39+ 0.01 138+ 0.934
(32 “g/mm) Y443H 0.32+ 0.01 154+ 0.94
S445C 0.95+ 0.07 152+ 3.7
PHB
Table 2. Kinetic parameter for interaction between PHB
PHB depolymerase and biopolyester.
(Figure 3) Enzyme ka(10s™) ka(10* M5
1 ng/mL wild-type 78+ 1.2 33+ 11
L441H 48+ 14 0.92+ 0.6
Y443H 6.1+ 2.2 0.96+ 0.8
L441H Y443H S445C 55+ 0.5 7.9+ 0.6
S445C
Y443H S445C L441H
PHB PHB
Langmuir R=ksK[E]J/(1+K[E])" (R
[E] K ks ) [2]
Table 1 L441H Y443H K 1/3

S445C
PHB Y443H S445C
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Figure 4. A schematic illustration of the interaction between the amino acid residues in
the SBD and the PHB polymer chain
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Figure 5. Concentration effects of the enzymes
Y443F PHB on the rate of PHB degradation by wild-type (®)
K Ks and Y443H (V) enzymes
(Table 3) Tr?lble 3. Kinetic parameter of PHB degradation by
Ph wild-type and mutant enzymes
e
Enzyme K(mL/ug) ks(ng/min)
wild-type 0.86x 0.01 129+ 3.6
Y443F 1.0+ 0.13 162+ 7.4
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