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TRX/TXNIP

Involvement of the TRX/TXNIP antioxidant and glycation system in the brain in
the pathophysiology of schizophrenia

YOSHIKAWA, AKANE
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i i In schizophrenia patients with enhanced advanced glycation end product, we
found the possible involvement of the deletion of TXNIP gene located within the 1g21.1. We also

performed the re-sequencing of the TXNIP gene of the "Thioredoxin/TXNIP system,” an intrinsic
mechanism against glycation stress and oxidative stress in the brain. We identified c.224 C/T (Thr
75 Met), which is accompanied by an amino acid substitution, only in the patient group. In silico
analysis suggested that this mutation may have damaging effect. We also identified various
potentially functional variants located at the 3"UTR binding region of the microRNA.
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GSA(glutamic semialdehyde), MetSO(methionine sulfoxide), AASA alpha-
amino adipic semialdehyde
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TXNIP
polyphen2 in silico
4 GSA(glutamic semialdehyde),
MetSO(methionine sulfoxide), AASA alpha- amino adipic semialdehyde
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