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Aspergillus sojae SJ1-1
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Aspergillus sojae K830
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Brevibacillus choshinensis
(Bacillus brevis HPD31)
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Corynebacterium glutamicum
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Escherichia coli B Jx O D H kK
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Synechococcus elongatus PCC 7492
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S-adenosyl-L-homocysteine
hydrolase (3.3.1.1)

Yy hpItA-ELEIT

Saccharomyces cerevisiae
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Carboxylate reductase (1.2.99.6)
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Gordonia effusa
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Cytosolic aspartate
aminotransferase in human
hepatocytes (2.6.1.1)
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3—dehydroquinate
(4.2.3.4)

synthase
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Escherichia coli
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3—dehydroshikimate dehydratase
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Bacillus thuringiensis
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Glucose dehydrogenase (1.1.5.9)
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Mucor circinelloides (Mucor pranii)
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a —glucosidase (3.2.1.20)

NF )L A JE KS-108a
Bacillus sp. KS—108a
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o—methyltransferase (2.1.1.68)
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Niastella koreensis
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Nicotinamide mononucleotide
adenylyltransferase 1
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Nicotinamide mononucleotide
adenylyltransferase 2
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Nicotinamide mononucleotide
adenylyltransferase 3
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Phosphopantetheinyltransferase
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Escherichia coli
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Pyruvate kinase (2.7.1.40)
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Fluorescent protein MR
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Protein AaeX
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Escherichia coli
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HWP signal sequence
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Brevibacillus choshinensis
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P22 signal sequence
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Brevibacillus choshinensis
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Protein A signal sequence
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Enterokinase cleavage site
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pPK4 (<—pHM1519/pHSG298)

pPK4 (<—pHM1519/pHG298)
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Klebsiella aerogenes (Enterobacter
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Enterobacter aerogenes

aerogenes)

A AV T VLU IIx
Mycolicibacterium vaccae

(Mycobacterium vaccae)
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Mycobacterium vaccae
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Armoracia rusticana
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Formate dehydrogenase (1.2.1.2)

Formate dehydrogenase (1.17.1.9)
¥g7 e fursr—+t ¥W7 e Furib—E
Formate dehydrogenase (1.2.1.2)

Formate dehydrogenase (1.17.1.9)
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