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FvhhnItX - LEST

Saccharomyces cerevisiae

(H&]

pGLDY06-1 (—pBR322)
pHSG399 (—pBR322)
pRS403 («<—pBluescript 1)
(H&]

FyAnItLX - LEST

Saccharomyces cerevisiae

(8]
pGLD906-1 (<pBR322)
pHSG399
pRS403 (<pBluescript 1)
(8]
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AKREZ BE - NI -AEADNA
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B4y (RESRM)
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FIVEFLH -
Amine oxidase (1.4.3.4,1.4.3.21,1.4.3.22)

(m&]

FIVEFIH -
Amine oxidase (1.4.3.4,1.4.3.21,1.4.3.22)

(H&]

T2)BIATNT NI AT —8
(aet)
o —Amino acid ester acyl transferase

AT A VAN FUIL -V 50
Sphingobacterium sivangense

TX)BIATINT NI AT —8
(aet)
o —Amino acid ester acyl transferase

ATAYANTFUTL YTV R
Sphingobacterium sivangensis

D-7X /@A FH -1 (H&] D-7I JBAFL I —F [Hg]
D-Amino-acid oxidase (1.4.3.3) D-Amino-acid oxidase (1.4.3.3)

[H&] (W& ] (W] (g ]
JIVR VR TTEE S 13 J1)ViR Z)Vig kR (%]
Carbonyl reductase (1. 1.1.212) Carbonyl reductase (1.1.1.212)
HIWRFLIWNITATFTT—F (ear) FHWVAOANT F— « SEF A Corax] [Hrae
Carboxylesterase (3.1.1.1) Arthrobacter ramosus

HNWRFLINITATT—F (H&] HINWRFIINIATFTT—F (%]
Carboxylesterase (3.1.1.1) Carboxylesterase (3.1.1.1)

(%] (H&] (H&] (%]
M aLbs (%] AN/ NN B (%]
Cytochrome b5 Cytochrome b5

3-FFF I -D-wrabino-~\7yaJ LEET-U | T2 UFyY - 3y E:edl k=

W 25—t (aroF)
3-deoxy—D -arabino-2-heptulosonic acid 7-
phosphate synthase (2.5.1.54)

Escherichia coli

3-FF F 2 -D-arabino-~\T Y0 VEET-1
o —¥ (DAHPI ¥ —t)

3-deoxy — D -arabino-2-heptulosonic acid 7-
phosphate synthase (2.5. 1.54)

AURNZFUTL - TV I A
Corynebacterium glutamicum

DAHP > 4—F
3-Deoxy-D-arabino-hepturosonic acid 7-phos-
phate synthase (2.5.1.54)

JURNTZFUTL - TV I NN
Corynebacterium glutamicum
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