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WFER R OME (#30) : We searched mtDNA to detect distinctive variants using
schizophrenic postmortem brains and peripheral blood samples. I found novel
variants containing 2 heteroplasmic variants and disease specific non—synonymous

variations which might contribute to pathophisiology of schizophrenia.
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NC5 Nv-1 C>A non—coding BL-S19 -

CO01 Nv-2 CT syn BL-S15 -

Cco1 Nv-3 C>T syn - BR-SS8FC (Heteroplasmic)
CO01 Nv-4 A>G syn BL-S7 -

CO01 Nv-5 CT syn BL-S8 -

CO01 Nv-6 () syn BL-S1 -

€02 Nv=7 G>A Val > Ile BL-S22 -

ATP6 Nv-8 () syn BL-S9 -

ATP6 Nv-9 C>G Thr > Ser BL-S11 -

ATP6 Nv-10 () syn - BR-S5FC

ATP6 Nv-11 T>C Ser > Pro - BR-S4FC

€03 Nv-12 G>A syn BL-S3 -

C03 Nv—-13 C>T syn - BR-SS8FC (Heteroplasmic )
C03 Nv-14 A>G syn BL-S10 -

€03 Nv-15 A>G Ile > Val - BR-S1FC

€03 Nv-16 T>C syn BL-S12 -
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Cco1 V-1 G>A Asp > Asn BL-S20 - 0
Co1 V-2 G>A Val > Ile BL-S5 - 0
BR-S2FC (Hteroplasmic),
co1 V-3 TC  Val > Ala - BR*Sng 6
Co1 V-4 ™>C Tyr > His BL-S10 - 2
02 V-5 G>A Ala > Thr BL-S23, BL-S24 BR-S1FC
C02 Nv—=7 G>A Val > Ile BL-S22 - Novel variant
02 V-6 G>A Asp > Asn BL-S2 - 2
€02 V-7 G>A Ala > Thr BL-S16 - 0
ATP6 V-8 A>G Ile > Val BL-S13 - 3
ATP6 V-9 T>C Leu > Pro BL-S6 - 0
ATP6 V-10 T>C Ile > Thr BR-S2FC, BR-S3FC 1
ATP6 Nv-9 C>G Thr > Ser BL-S11 - Novel variant
ATP6 Nv-11 T>C Ser > Pro - BR-S4FC Novel variant
ATP6 V-11 A>G Thr > Ala BL-S18, BL-S21 - 1
ATP6 V-12 C>A Ile > Met BL-S23, BL-S24 BR-S1FC 1
ATP6 V=13 T>C Ile > Thr BL-S4 - 3
ATP6 V-14 T>C Ile > Thr BL-S14 - 0
C03 V-15 C>T Thr > Met BL-S17 - 0
Co3 Nv-15 A>G Ile > Val - BR-S1FC Novel variant
C0o3 V-16 T>C Phe > Leu BL-S23, BL-S24 BR-S1FC 2
C03 V-16 G>A Val > Met - BR-S6FC 0
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