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Figure S1. Electrophoresis profile of supernatant protein from cell lysate.
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Figure S2. HPLC chromatogram (the peak eluting at 11.9 min corresponds to p-
hydroxybenzaldehyde S-glucoside, while the peak with a retention time of 17.3 min is
identified as p-hydroxybenzaldehyde).
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Figure S3. HRMS spectrum of the substrate p-hydroxybenzaldehyde.
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Figure S4. HRMS spectrum of the product p-hydroxybenzaldehyde S-glucoside.
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Table S1. Primers employed in this study.

Primer Sequence (5’ to 3°)

AS9-F 5'- GCTCAACTACCGCTCATTAAATATCGATCCGCAGCAAA -3
A59-R 5'- AATGAGCGGTAGTTGAGCGGCTCTGCCCCAGTT -3

A60-F 5'- CTAATATCGATCCGCAGCAAATTCGGGAGCTGA -3'

A60-R 5'- GCTGCGGATCGATATTAGTTGAGCGGTAGTTGAGCGG -3'
A61-F 5'- CTTTAATCGATCCGCAGCAAATTCGGGAGCTGA -3'

A61-R 5'- GCTGCGGATCGATTAAAGTTGAGCGGTAGTTGAGCG -3'

A62-F 5'- TGATCCGCAGCAAATTCGGGAGCTGATGAAAAA -3'

A62-R 5'- CGAATTTGCTGCGGATCATTTAAAGTTGAGCGGTAGTTGAGC -3'
A63-F 5'- TATCCCGCAGCAAATTCGGGAGCTGATGAAAAA -3'

A63-R 5'- CGAATTTGCTGCGGGATATTTAAAGTTGAGCGGTAGTTGAG -3'
A64-F 5'- TCGATCAGCAAATTCGGGAGCTGATGAAAAATA -3'

A64-R 5'- CCCGAATTTGCTGATCGATATTTAAAGTTGAGCGGTAGT -3'
A65-F 5'- ATCGATCCGCAAATTCGGGAGCTGATGAAAAAT -3'

A65-R 5'- CCGAATTTGCGGATCGATATTTAAAGTTGAGCG -3'

A66-F 5'- TATCGATCCGCAGATTCGGGAGCTGATGAAAAATAA -3'

A66-R 5'- CGAATCTGCGGATCGATATTTAAAGTTGAGCGG -3'

A67-F 5'- CAACGGGAGCTGATGAAAAATAAAAAGGATATG -3'

A67-R 5'- TTTCATCAGCTCCCGTTGCTGCGGATCGATATTTAAA -3'

A68-F 5'- CGCAGCAAATTGAGCTGATGAAAAATAAAAAGGATATG -3'
A68-R 5'- TCAGCTCAATTTGCTGCGGATCGATATTTAAAG -3'

A69-F 5'- CAGCAAATTCGGCTGATGAAAAATAAAAAGGATATGACAC -3
A69-R 5'- CATCAGCCGAATTTGCTGCGGATCGATATTTAA -3'

T7-20 5'- TAATACGACTCACTATAGG -3'

T7ter

5'- TGCTAGTTATTGCTCAGCGG -3'
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Table S2. The amino acid sequence.

MGHKHIAIFNIPAHGHINPTLALTASLVKRGYRVTYPVTDEFVKAVEETGAE
PLNYRSTLNIDPQQIRELMKNKKDMTQAPMMFMKEMEEVLPQLEALYENDK
PDLILFDFMAMAGKMLAEKFGIEAVRLCSTYAQNEHFSFKSMSEEFKIELTPEQ
EAALKNANLPSFNFEEMFEPAKLNIVFMPRAFQPYGETFDERFSFVGPSLAKR
KFQEKDTPVISDSGRPVMLISLGTAFNAWPEFYHMCIEAFRDTKWQVIMAVGT
TIDPESFDDIPDNFSIHQRVPQLEILKKAELFITHGGMNSTMEGLNAGVPLVAVP

QMPEQEITARRVEELGLGKHLQPEDTTVASLREAVSQTDGNLDVLKRVKDMQ
EHIKQAGGAEKAADEIESFLAPAGVK
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