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mSpm MASKIPQ IKKAYDRISKHILYTPVFTSPTFD GSKAGRQFYFKjENLQKTG 60
SbAspR2 (var iant) MASKIPQ:E EIKKAYDRISKHILYTPVFTSPTFDEGSKAGRQFYFK ENLOKTG| 60
SbAspR1 FKARGﬂLNA ILCALEREPSLAGVVTHSSGNHGQALAWASKRAGVKCGVVVPKTAPQVKF 120
SbAspR2 (variant) |SFKARGALNAILCALEREPSLAGVVTHSSGNHGQALAWASKRAGVKCGVVVPKTAPQVKF 120

SbAspR1 DAMENYGAEVVKCEPNPTSRKETCEGLAKSRGYKY | SSSDDYDV I AGQGT I ALELLQQGP 180
SbAspR2 (variant) DAMENYGAEVVKCEPNPTSRKETCEGLAKSRGYKY | SSSDDYDVIAGQGT IALELLQGGP 180

SbAspR1 DLDAILVSVSAGGMASG I CVYTKNTKSDLKVFLVEPEGKMLEEC | SKRERLWPNPPQFLD 240
SbAspR2 (variant) DLDAILVSVSAGGMASGICVYTKNTKEDLKVFLVEPEGKMLEEC | SKRERLWPNPPQFLD 240

SbAspR1 TIADGI ILQQCGNKTWP | ILELPEKEV I TVNNDN | VEAMRFVFARMKLYV I EAAAGATVAA 300
SbAspR2 (variant) TIADGIILQQCGNKTWPI ILELPEKEV I TVNNDN|VEAMRFVFARMKLV | EAAAGATVAA 300

SbAspR1 AMT[=RFQNFHPEAKKVG I I LCGGNVD | EKLPWTKKDTK 338
SbAspR2 (variant)  AMTRFONFHPEAKKVGI ILCGGNVD | EKLPWNTKKDTK 338
Fig. 1. Amino acid sequences of Scapharca broughtonii aspartate gene. Different amino acid

residues between SbAspR1 and SbAspR2 (varint) are indicated by The PLP
attachment motif is boxed. The putative PLP-binding lysine residue (K) is indicated by purple. The

amino acid residues interacting with PLP are indicated by blue. The tetraglycine loop-like sequence

is indicated by underline.
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Table 1. Purification of SbAspR2 (variant) from Z.coli BL21(DE3) harboring pEDRV2

Total activity = Protein Specific activity Purification Yield
Step / Fraction
U) (mg) (U/mg protein) (fold) (%)
Crude extract 226 298 0.758 1.09 100
Blue Sepharose 69.5 7.28 9.55 12.6 30.8
Sephacryl S-100 258 2.61 9.89 13.0 1.4
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Table 2. Kinetic parameters for regulation by ATP
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Fig. 2. Effect of AMP at different concentrations on the activity of SbAspR.

Table 3. Kinetic parameters of SbAspR

. . Km vmax kcat kcat/ Km
Direction N a Anned
(mM) (U/mg) (s™) (s'm™)
. L—D 1.7 7.90 5.14 378
SbAspR2(variant)
D—L 13.6 7.30 4.75 349
L—D 14.5 6.20 4.03 278
SbAspR1
D—L 17.2 8.10 5.27 306
L—D 60.4 7.39 4.80 79.5
D—L 159 22.6 14.7 92.5




