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WFZER RO EE (330) : From this study, we could demonstrate that; (1) Serum DNase I
activity can be used as a useful marker for disease activity and may be involved in the
pathogenesis of SLE. (2) A high diagnostic efficacy of serum DNase I activity levels could
be observed at the early phase in unstable angina pectoris or non-ST segment elevation
myocardial infarction patients who did not show elevation of conventional cardiac
biomarkers, suggesting that serum DNase I activity can be a useful biomarkers for the
early diagnosis of these diseases inducing a transient myocardial ischemia. (3)
Application of a microchip electrophoresis allowed a novel assay method for DNase I
activity with a less time—consuming to be developed. (4) In non—synonymous SNPs of DNase
I, II and I-1like 3 genes, specific alleles producing an inactive/low activity—harboring
enzyme were found. These alleles might be one of several factors involved in genetic
predisposition to autoimmune disease. (5)Three rheumatoid arthritis-related SNPs in the
promoter region of the DNase II gene could affect in vivo DNase II activity through
reduction of the promoter activity.
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