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Kukita Y, Uchida J, Oba S, Nishino K, Kumagai T, Taniguchi K, Okuyama T, Imamura F, Kato K.
PLoS One. 2013 Nov 21;8(11):e81468.

Kukita Y, Matoba R, Uchida J, Hamakawa T, Doki Y, Imamura F, Kato K.

DNA Res. 2015 Aug;22(4):269-77.
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Kukita ¥, Uchida 1, Oba S, Nishino K, Kumagai T, Taniguchi K, Okuyama T,
Imamura F, Kato K.

PLoS One. 2013 8(11):e81468. Quantitative identification of mutant alleles
derived from lung cancer in plasma cell-free DNA via anomaly detection
using deep sequencing data.
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Junji Uchida, Kikuya Kato, Yoji Kukita, Toru Kumagai, Kazumi Nishino,
Haruko Daga, Izumi Magatomo, Takako Inoue, Madoka Kimura, Shigeyuki
Oba, Yuri [to, Koji Takeda and Fumio Imamura. Clin Chem. 2015 Jul 23.
Diagnostic accuracy of noninvasive genotyping of EGFR in lung cancer
patients using deep sequencing of plasma cell-free DNA
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20184F9 A Journal of Psychiatric Researchi& B ZhL AN SDEE HEFDE (n =20)
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Age [year]
Age at Onset [year]
MMSE [score]
Insulin [MIU/mL]
Total Protein [g/dL]
HDL-Cholesterol  [mg/dL]
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J«ﬁ.ﬁfg ® T~ Z-Axis

Alzheimer Disease (AD) Cognitive Normal (CN)
N=21 N=5

AVE*SD (MIN, MAX) AVEZSD (MIN, MAX)

73+ 7 (60, 82) 76 + 4 (71, 82)
67 = 8 (49, 77) n/a n/a
18 £ 8 (1, 28) n/a n/a
6.15 == 3.62 (1.98,17.30) 4.96 = 2.79 (1.30, 8.11)
73 £ 0.4 (6.6, 8.1) 7.2 £0.3 (6.8, 7.6)
63 £ 20 (29, 103) 68 £ 12 (56, 83)
118 £ 29 (63, 171) 125 £ 16 (105, 143)
2 9.5% 0 0.0%
10 47.6% 0 0.0%
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| . FGF23 modulates the effects of erythropoietin on gene expression in renal
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