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Abstract

In the second year, we registered the cases undergoing cardiac catheterization in the
department of Cardiovascular Medicine. For disease name registration, in order to enter the
efficient and accurate name of the disease, it has introduced a file maker of systems that can be
entered in line with the ICD10. For the data registration the input system using iPad was
completed and it was more efficient than before..

We started to collect the samples from October 2014, we were able to collect 390 samples until
March 2016. Already the disease names registered for 390 cases include; 1) chronic heart failure
85 cases (21.8 %), 2) coronary artery disease 220 cases (56.4%) , 3) hypertension 276 cases (70.8 %) ,
4) diabetes mellitus 145 cases (37.2%) , 5) dyslipidemia 224 cases (57.5 %) , 6 ) atrial fibrillation 44
cases (11.3 %) , 7) peripheral vascular disease 35 cases (9.0 %) , 8 ) aortic aneurysm 11 cases
(2.8%). Ischemic heart disease accounted for more than half. The diabetes mellitus cases are a
major target of the present study and it is 37%, resulting in steady collection.

The extraction of DNA and RNA from already collected sample has been completed.

For deposit to the NCGM biobank of existing sample, ethical review of March 2015 finally
showed basic policy. We can deposit our samples in this study to NCGM biobank and other
researchers can use in the collaboration manner after ethical review of the research project by the
ethical committee.

We published two papers using formerly collected data and blood samples as follows.

1. Ikeda, N., Hara, H., Hiroi, Y. Ability of 1,5-Anhydro-D-glucitol values to predict coronary
artery disease in a non-diabetic population. Int Heart ]. 2015;55(6):587-91.

2. Kato N et al. Trans-ancestry genome-wide association study identifies 12 genetic loci
influencing blood pressure and implicates a role for DNA methylation. Nat Genet. 2015
Nov;47(11):1282-93.
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