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東北メディカル・メガバンク計画 バイオバンク利⽤による主要業績リスト 
作成⽇︓2025 年 2 ⽉ 20 ⽇ 

 
種類 

新規件数 
2024/11/21 -2025/1/21 

これまでの件数 
2015 – 2024/11/20 合計 

件数 ⽂献番号 件数 ⽂献番号 

原
著
論
⽂
︵
利
⽤
ख
ञ
試
料
؞
情
報
別
︶ 

1. ゲノム情報      

1_1. 頻度情報 42 件  (1-42) 1005 件 (43-1047) 1047 件 

1_2. 標準ゲノム 件  10 件 (723, 742, 837, 913, 
1048-1053) 

10 件 

1_3. 全ゲノム 件  7 件 (623, 854, 1054-1058) 7 件 

1_4. SNP Array データ      
1_4_1. Japonica Array 1 件  (1059) 97 件 (105, 122, 123, 135, 

169, 214, 238, 381, 384, 
500, 623, 629, 641, 823, 
887, 923, 976, 991, 
1055-1058, 1060-1134) 

98 件 

1_4_2. OmniExpressExome 件  10 件 (623, 1113, 1135-1142) 10 件 

1_5. iMETHYL 1 件  (1143) 34 件 (629, 1144-1176) 35 件 
1_6. その他のゲノム 件  1 件 (1177) 1 件 

2. メタボローム情報 2 件  (1059, 1178) 4 件 (500, 1179-1181) 6 件 

3. GWAS レポジトリ 件  5 件 (1113, 1182-1185) 5 件 
4. 試料      

4_1. 細胞 件  1 件 (172) 1 件 
4_2. ⾎清・⾎漿 1 件  (1186) 2 件 (1187, 1188) 3 件 
4_3. DNA 件  4 件 (1110, 1177, 1189, 

1190) 
4 件 

4_4. ⺟乳 件  1 件 (1191) 1 件 
5. 健康調査情報      
  5_1. 調査票・検体検査情報等 6 件  (1059, 1178, 

1186, 1192-
1194) 

30 件 (623, 823, 854, 923, 
976, 1097, 1110, 1113, 
1125, 1177, 1181, 1189, 
1191, 1195-1211) 

36 件 

  5_2. MRI 検査情報 件  1 件 (1208) 1 件 
6. 施設、技術・⽅法 4 件  (1212-1215) 21 件 (329, 823, 1216-1234) 25 件 

⼩計（※重複を除いた件数） 53 件  1181 件  1234 件 

知
財
申
請 

1. ゲノム情報 件  2 件 (1235-1236) 2 件 
2. 健康調査情報 件  2 件 (1236-1237) 2 件 
3. ⾎清 件  1 件 (1237) 1 件 

⼩計（※重複を除いた件数） 件 ― 3 件  3 件 

引
⽤
؞
ঞ
অ
⑃
␗
؞

学
会
抄
録
等 

1. 論⽂・本での引⽤ 45 件  (1238-1282) 247 件 (1283-1529) 292 件 

2. レビュー 7 件  (1530-1536) 152 件 (1537-1688) 159 件 

3. 学会抄録 件  49 件 (1689-1737) 49 件 
4. 学位論⽂ 4 件  (1738-1741) 25 件 (1742-1766) 29 件 

⼩計（※重複を除いた件数） 56 件  473 件  529 件 

合計（※重複を除いた件数） 109 件 ― 1657 件 ― 1766 件 
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分譲利⽤による成果 

 
 
検索⽅法︓ 
① Google Scholar を⽤いて次のキーワードで検索した。キーワード︓1KJPN、2KJPN、3.5KJPN、4.7KJPN、8.3KJPN、

14KJPN、38KJPN、54KJPN、iJGVD、Integrative Japanese Genome Variation、JG1、JG2、JRGA、Japonica 
Array、jMorp、iMethyl、Tohoku Medical Megabank Project、Tohoku Medical Megabank Organization、
ToMMo。 

② ToMMo 所属の先⽣によって発表された論⽂を PubMed でひき、Cited by にリストされた論⽂を検索した。 
③ 分譲申請による利⽤者から提出された「研究実施経過報告書」に記載されていた発表論⽂等を検索した。 
除外基準︓ first author、corresponding author もしくは last author が岩⼿医科⼤学いわて東北メディカル・メガバンク機構
もしくは東北⼤学東北メディカル・メガバンク機構に所属している論⽂。 
検索結果のなかで、明らかに該当しない論⽂（例えば、⾔語名 Tommo So についての論⽂等）。 
  

 
種類 

新規件数 
2024/8/1 -2024/11/20 

これまでの件数 
2015 – 2024/7/31 合計 

件数 ⽂献番号 件数 ⽂献番号 

原
著
論
⽂
︵
利
⽤
し
た
試
料
・
情
報
別
︶ 

ゲノム情報      

頻度情報 0 件  2 件 (623, 923) 2 件 

全ゲノムデータ 0 件  1 件 (623) 1 件 

SNP Array データ 0 件  3 件 (623, 923, 1110) 3 件 
その他のゲノムデータ （ミトコンドリア
ゲノム） 

0 件  1 件 (1177) 1 件 

メタボローム情報 1 件 (1178) 1 件 (1181) 2 件 
健康調査情報      

調査票情報、検体検査情報、特定健
診情報、⽣理機能検査情報 

4 件 (1178, 1186, 
1193, 1194) 

12 件  (623, 923, 1110, 
1177, 1181, 1189, 
1197-1199, 1206, 
1208, 1211) 

12 件 

MRI 検査情報 0 件  1 件 (1208) 1 件 
試料:⾎清 1 件 (1186) 0 件  1 件 

試料:DNA   3 件 (1110, 1177, 
1189) 

3 件 

⼩計（※重複を除いた件数） 4 件  12 件  16 件 

知
財
申
請 

ゲノム情報 0 件  1 件 (1236) 1 件 
健康調査情報 0 件  2 件 (1236-1237) 2 件 

試料︓⾎清 0 件  1 件 (1237) 1 件 

⼩計（※重複を除いた件数） 0 件 ― 2 件  2 件 

合計（※重複を除いた件数） 4 件 ― 14 件 ― 18 件 
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■⽂献（年毎にアルファベット順） 
ゲノム頻度情報（1-1047） 

1. Chen, J., Wang, M., Duan, S., Yang, Q., Liu, Y., Zhao, M. et al. (2024) Genetic history and biological adaptive 

landscape of the Tujia people inferred from shared haplotypes and alleles Hum Genomics 18, 104 

10.1186/s40246-024-00672-y 

2. Fujinami, K., Nishiguchi, K. M., Oishi, A., Akiyama, M., Ikeda, Y., andResearch Group on Rare, I. D. (2024) 

Specification of variant interpretation guidelines for inherited retinal dystrophy in Japan Jpn J Ophthalmol 68, 

389-399 10.1007/s10384-024-01063-5 

3. Fujita, Y., Ogawa, S., Sumichika, Y., Saito, K., Yoshida, S., Matsumoto, H. et al. (2024) Elderly-onset familial 

Mediterranean Fever Carrying MEFV Exon 10 Variants in a Japanese Patient: A Case Report Intern Med 

10.2169/internalmedicine.4463-24 

4. Hirono, K., Hata, Y., Ichimata, S., Nishida, N., Imamura, T., Asano, Y. et al. (2024) Sarcomere gene variants 

did not improve cardiac function in pediatric patients with dilated cardiomyopathy from Japanese cohorts Sci 

Rep 14, 30469 10.1038/s41598-024-77360-3 

5. Hobara, T., Higuchi, Y., Yoshida, M., Suehara, M., Ando, M., Yuan, J. H. et al. (2024) Genetic and 

pathophysiological insights from autopsied patient with primary familial brain calcification: novel MYORG 

variants and astrocytic implications Acta Neuropathol Commun 12, 136 10.1186/s40478-024-01847-3 

6. Hsu, J. S., Wu, D. C., Shih, S. H., Liu, J. F., Tsai, Y. C., Lee, T. L. et al. (2024) Complete genomic profiles of 

1496 Taiwanese reveal curated medical insights J Adv Res 66, 197-207 10.1016/j.jare.2023.12.018 

7. Inoue, S., Ko, T., Shindo, A., Nomura, S., Yamada, T., Jimba, T. et al. (2024) Association Between Clonal 

Hematopoiesis and Left Ventricular Reverse Remodeling in Nonischemic Dilated Cardiomyopathy JACC Basic 

Transl Sci 9, 956-967 10.1016/j.jacbts.2024.04.010 

8. Ishihara, E., Matsubayashi, H., Nishimura, S., Isaka, M., Konno, H., Goto, S. et al. (2024) Four cancer cases 

with pathological germline variant RAD51D c.270_271dup J Obstet Gynaecol Res 50, 1742-1747 

10.1111/jog.16045 

9. Iwasaki, T., Shirota, H., Sasaki, K., Ouchi, K., Nakayama, Y., Oshikiri, H. et al. (2024) Specific cancer types and 

prognosis in patients with variations in the KEAP1-NRF2 system: A retrospective cohort study Cancer Sci 115, 

4034-4044 10.1111/cas.16355 

10. Kubota, K., Hiraide, T., Nakama, M., Adachi, M., Nakashima, M., Saitsu, H. et al. (2024) GRIN2A-related 

disorder causes profound developmental delay and a disorder affecting movement Brain and Development 

Case Reports 2, 100034,  

11. Kuribayashi, S., Fukuhara, S., Kitakaze, H., Tsujimura, G., Imanaka, T., Okada, K. et al. (2024) KEAP1-NRF2 

system regulates age-related spermatogenesis dysfunction Reprod Med Biol 23, e12595 10.1002/rmb2.12595 

12. Kurihara, Y., Honda, T., Takemoto, A., Seto, K., Endo, S., Tanimoto, K. et al. (2024) Immunohistochemistry of 

p53 surrogates TP53 mutation as an accurate predictor for early-relapse of surgically resected stage I-III lung 

adenocarcinoma JTCVS Open 20, 183-193 10.1016/j.xjon.2024.06.005 

13. Mishima, Y., Tsuruya, K., Tazawa, Y., Arase, Y., Hirose, S., Shiraishi, K. et al. (2024) An Adult Case of Benign 

Recurrent Intrahepatic Cholestasis Due to MYO5B Deficiency Tokai J Exp Clin Med 49, 133-136, 

https://www.ncbi.nlm.nih.gov/pubmed/39182182 

14. Miwa, M., Kitagawa, M., Asami, Y., Kobayashi-Kato, M., Watanabe, T., Ogasawara, A. et al. (2024) Prevalence 

and outcomes of germline pathogenic variants of homologous recombination repair genes in ovarian cancer 
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Cancer Sci 115, 3952-3962 10.1111/cas.16367 

15. Morooka, N., Kido, J., Ueno, H., Misumi, Y., Sugawara, K., Kameyama, S. et al. (2024) A pathogenic missense 

variant, c.2149G>A (p.Gly717Arg), in CDK13 in a female patient with CDK13-related disorder: A case report 

and literature review of 112 cases Brain and Development Case Reports 2, 100023 

10.1016/j.bdcasr.2024.100023 

16. Nagashima, T., Yamaguchi, K., Urakami, K., Shimoda, Y., Ohnami, S., Ohshima, K. et al. (2024) Evaluation of 

whole genome sequencing utility in identifying driver alterations in cancer genome Sci Rep 14, 23898 

10.1038/s41598-024-74272-0 

17. Nishiyama, A., Niihori, T., Suzuki, N., Izumi, R., Akiyama, T., Kato, M. et al. (2024) Updated Genetic Analysis of 

Japanese Familial ALS Patients Carrying SOD1 Variants Revealed Phenotypic Differences for Common Variants 

Neurol Genet 10, e200196 10.1212/NXG.0000000000200196 

18. Ohira, M., Saitsu, H., Nakashima, M., Sato, N., Inoue, K., andTakao, M. (2024) CLCN2-related 

leukoencephalopathy with novel compound heterozygous variants followed with magnetic resonance imaging 

over 17 years: a case report BMC Neurol 24, 412 10.1186/s12883-024-03919-2 

19. Ozaki, K., Yatsuka, Y., Oyazato, Y., Nishiyama, A., Nitta, K. R., Kishita, Y. et al. (2024) Biallelic GGGCC repeat 

expansion leading to NAXE-related mitochondrial encephalopathy NPJ Genom Med 9, 48 10.1038/s41525-

024-00429-5 

20. Park, J. E., Kang, M. C., Lee, T., Cho, E. H., Jang, M. A., Won, D. et al. (2024) Prevalence Estimation of the 

PALB2 Germline Variant in East Asians and Koreans through Population Database Analysis Cancers (Basel) 16, 

10.3390/cancers16193318 

21. Saito, S., Saito, Y., Sato, S., Aoki, S., Fujita, H., Ito, Y. et al. (2024) Gene-specific somatic epigenetic 

mosaicism of FDFT1 underlies a non-hereditary localized form of porokeratosis Am J Hum Genet 111, 896-

912 10.1016/j.ajhg.2024.03.017 

22. Shitara, K., Muro, K., Watanabe, J., Yamazaki, K., Ohori, H., Shiozawa, M. et al. (2024) Baseline ctDNA gene 

alterations as a biomarker of survival after panitumumab and chemotherapy in metastatic colorectal cancer 

Nat Med 30, 730-739 10.1038/s41591-023-02791-w 

23. Sole-Navais, P., Juodakis, J., Ytterberg, K., Wu, X., Bradfield, J. P., Vaudel, M. et al. (2024) Genome-wide 

analyses of neonatal jaundice reveal a marked departure from adult bilirubin metabolism Nat Commun 15, 

7550 10.1038/s41467-024-51947-w 

24. Suzuki, Y., Iemura, R., Sutani, A., Mizuno, Y., Adachi, E., Ushiama, M. et al. (2024) Familial and early recurrent 

pheochromocytoma in a child with a novel in-frame duplication variant of VHL Clin Pediatr Endocrinol 33, 229-

237 10.1297/cpe.2024-0020 

25. Targovnik, H. M., Barh, D., Papendieck, P., Adrover, E., Gallo, A. M., Chiesa, A. et al. (2024) A novel pathogenic 

DICER1 gene variant is associated with hereditary multinodular goiter in an Argentine family as evidenced by 

clinical, biochemical and molecular genetic analysis Endocrine 10.1007/s12020-024-04098-3 

26. Tomomasa, D., Lee, B. H., Hirata, Y., Inoue, Y., Majima, H., Imanaka, Y. et al. (2024) Inherited CARD9 

Deficiency Due to a Founder Effect in East Asia J Clin Immunol 44, 121 10.1007/s10875-024-01724-7 

27. Usami, S. I., Nishio, S. Y., Gavilan, J., Van de Heyning, P., Mertens, G., Karltorp, E. et al. (2024) HEARRING 

group genetic marker study: genetic background of CI patients Acta Otolaryngol 144, 542-551 

10.1080/00016489.2024.2416082 

28. Wang, Z., Kometani, M., Zeitlin, L., Wilnai, Y., Kinoshita, A., Yoshiura, K. I. et al. (2024) Heterozygous 
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mutations in the straitjacket region of the latency-associated peptide domain of TGFB2 cause Camurati-

Engelmann disease type II Journal of human genetics 69, 599-605 10.1038/s10038-024-01274-1 

29. Watanabe, D., Okamoto, N., Kobayashi, Y., Suzuki, H., Kato, M., Saitoh, S. et al. (2024) Biallelic structural 

variants in three patients with ERCC8-related Cockayne syndrome and a potential pitfall of copy number 

variation analysis Sci Rep 14, 19741 10.1038/s41598-024-70831-7 

30. Zaitsu, S., Aoyagi, Y., Nishida, H., Nakamura, K., Yano, M., andKobayashi, E. (2024) Genetic Profiling of 

Sebaceous Carcinoma Arising from an Ovarian Mature Teratoma: A Case Report Int J Mol Sci 25, 

10.3390/ijms25126351 

31. Hida, T., Idogawa, M., Ishikawa, A., Okura, M., Sasaki, S., Tokino, T. et al. (2025) A case of familial progressive 

hyperpigmentation with or without hypopigmentation presenting with hypopigmented striae along the lines of 

Blaschko J Dermatol 52, 159-162 10.1111/1346-8138.17459 

32. Kato, C., Morimoto, S., Takahashi, S., Namba, S., Wang, Q. S., Okada, Y. et al. (2025) Spinal cord motor 

neuron phenotypes and polygenic risk scores in sporadic amyotrophic lateral sclerosis: deciphering the disease 

pathology and therapeutic potential of ropinirole hydrochloride J Neurol Neurosurg Psychiatry 96, 199-201 

10.1136/jnnp-2024-333690 

33. Kubota, T., Nagata, M., Takagi, K., Ishihara, Y., Kojima, K., Uchikura, Y. et al. (2025) Hydrops fetalis due to 

loss of function of hNav1.4 channel via compound heterozygous variants Journal of human genetics 70, 3-8 

10.1038/s10038-024-01284-z 

34. Nakatochi, M., Kushima, I., Aleksic, B., Kimura, H., Kato, H., Inada, T. et al. (2025) Copy number variations in 

RNF216 and postsynaptic membrane-associated genes are associated with bipolar disorder: a case-control 

study in the Japanese population Psychiatry and clinical neurosciences 79, 12-20 10.1111/pcn.13752 

35. Nishi, K., Matsumoto, H., Sunadome, H., Nagasaki, T., Oguma, T., Tashima, N. et al. (2025) IL1RL1 variant 

may affect the response to type 2 biologics in patients with severe asthma ERJ Open Res 11, 

10.1183/23120541.00448-2024 

36. Nishioka, K. (2025) Erratum to: Homozygous alpha-synuclein p.A53V in familial Parkinson's disease Neurobiol 

Aging 146, 74-76 10.1016/j.neurobiolaging.2024.09.001 

37. Sase, M., Sato, T., Sato, H., Miya, F., Zhang, S., Haeno, H. et al. (2025) Comparative analysis of tongue cancer 

organoids among patients identifies the heritable nature of minimal residual disease Dev Cell 60, 396-413 

e396 10.1016/j.devcel.2024.10.007 

38. Takeji, Y., Tada, H., Takamura, M., Tomura, A., andHarada-Shiba, M. (2025) Prevalence and Clinical 

Characteristics of Familial Hypercholesterolemia in Patients with Acute Coronary Syndrome according to the 

Current Japanese Guidelines: Insight from the EXPLORE-J study J Atheroscler Thromb 32, 23-33 

10.5551/jat.64972 

39. Torazawa, S., Miyawaki, S., Imai, H., Hongo, H., Ishigami, D., Shimizu, M. et al. (2025) Association of rare 

variants in RNF213 with severe progression of intracranial artery stenosis in quasi-moyamoya disease J 

Neurosurg 142, 394-403 10.3171/2024.6.JNS24202 

40. Walsh, R., Mauleekoonphairoj, J., Mengarelli, I., Bosada, F. M., Verkerk, A. O., van Duijvenboden, K. et al. 

(2025) A Rare Noncoding Enhancer Variant in SCN5A Contributes to the High Prevalence of Brugada 

Syndrome in Thailand Circulation 151, 31-44 10.1161/CIRCULATIONAHA.124.069041 

41. Watanabe, Y., Nishioka, M., Morikawa, R., Takano-Isozaki, S., Igeta, H., Mori, K. et al. (2025) Rare 

nonsynonymous germline and mosaic de novo variants in Japanese patients with schizophrenia Psychiatry and 
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clinical neurosciences 79, 37-44 10.1111/pcn.13758 

42. Xu, X., Manabe, N., Ohno, S., Komatsu, S., Fujimura, T., andYamaguchi, Y. (2025) 3D structural insights into 

the effect of N-glycosylation in human chitotriosidase variant G102S Biochim Biophys Acta Gen Subj 1869, 

130730 10.1016/j.bbagen.2024.130730 

43. Gouda, N., Shiwa, Y., Akashi, M., Yoshikawa, H., Kasahara, K., andFurusawa, M. (2016) Distribution of human 

single-nucleotide polymorphisms is approximated by the power law and represents a fractal structure Genes 

Cells 21, 396-407 10.1111/gtc.12344 

44. Hayano, T., Matsui, H., Nakaoka, H., Ohtake, N., Hosomichi, K., Suzuki, K. et al. (2016) Germline Variants of 

Prostate Cancer in Japanese Families PLoS One 11, e0164233 10.1371/journal.pone.0164233 

45. Ichikawa, M., Aiba, T., Ohno, S., Shigemizu, D., Ozawa, J., Sonoda, K. et al. (2016) Phenotypic Variability of 

ANK2 Mutations in Patients With Inherited Primary Arrhythmia Syndromes Circ J 80, 2435-2442 

10.1253/circj.CJ-16-0486 

46. Ishizuka, K., Kimura, H., Yoshimi, A., Banno, M., Kushima, I., Uno, Y. et al. (2016) Investigation of single-

nucleotide variants in MBD5 associated with autism spectrum disorders and schizophrenia phenotypes Nagoya 

J Med Sci 78, 465-474 10.18999/nagjms.78.4.465 

47. Kawase, K., Sugiura, T., Nagaya, Y., Yamada, T., Sugimoto, M., Ito, K. et al. (2016) Single nucleotide 

polymorphisms in AGTR1, TFAP2B, and TRAF1 are not associated with the incidence of patent ductus 

arteriosus in Japanese preterm infants Pediatrics international : official journal of the Japan Pediatric Society 

58, 461-466 10.1111/ped.12861 

48. Kohda, M., Tokuzawa, Y., Kishita, Y., Nyuzuki, H., Moriyama, Y., Mizuno, Y. et al. (2016) A Comprehensive 

Genomic Analysis Reveals the Genetic Landscape of Mitochondrial Respiratory Chain Complex Deficiencies 

PLoS Genet 12, e1005679 10.1371/journal.pgen.1005679 

49. Kohmoto, T., Tsuji, A., Morita, K., Naruto, T., Masuda, K., Kashimada, K. et al. (2016) A novel COL11A1 

missense mutation in siblings with non-ocular Stickler syndrome Hum Genome Var 3, 16003 

10.1038/hgv.2016.3 

50. Masamune, A., Nakano, E., Niihori, T., Hamada, S., Nagasaki, M., Aoki, Y. et al. (2016) Variants in the UBR1 

gene are not associated with chronic pancreatitis in Japan Pancreatology 16, 814-818 

10.1016/j.pan.2016.06.662 

51. Mitsui, S. N., Yasue, A., Masuda, K., Naruto, T., Minegishi, Y., Oyadomari, S. et al. (2016) Novel human 

mutation and CRISPR/Cas genome-edited mice reveal the importance of C-terminal domain of MSX1 in tooth 

and palate development Sci Rep 6, 38398 10.1038/srep38398 

52. Watanabe, M., Hayabuchi, Y., Ono, A., Naruto, T., Horikawa, H., Kohmoto, T. et al. (2016) Detection of 1p36 

deletion by clinical exome-first diagnostic approach Hum Genome Var 3, 16006 10.1038/hgv.2016.6 

53. Watanabe, M., Nakagawa, R., Naruto, T., Kohmoto, T., Suga, K., Goji, A. et al. (2016) A novel missense 

mutation of COL5A2 in a patient with Ehlers-Danlos syndrome Hum Genome Var 3, 16030 

10.1038/hgv.2016.30 

54. Yamaguchi, K., Nagayama, S., Shimizu, E., Komura, M., Yamaguchi, R., Shibuya, T. et al. (2016) Reduced 

expression of APC-1B but not APC-1A by the deletion of promoter 1B is responsible for familial adenomatous 

polyposis Sci Rep 6, 26011 10.1038/srep26011 

55. Yamaguchi, K., Urakami, K., Nagashima, T., Shimoda, Y., Ohnami, S., Ohnami, S. et al. (2016) Prevalence of 

low-penetrant germline TP53 D49H mutation in Japanese cancer patients Biomed Res 37, 259-264 
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10.2220/biomedres.37.259 

56. Akiyama, M., Okada, Y., Kanai, M., Takahashi, A., Momozawa, Y., Ikeda, M. et al. (2017) Genome-wide 

association study identifies 112 new loci for body mass index in the Japanese population Nature genetics 49, 

1458-1467 10.1038/ng.3951 

57. Ando, M., Hashiguchi, A., Okamoto, Y., Yoshimura, A., Hiramatsu, Y., Yuan, J. et al. (2017) Clinical and genetic 

diversities of Charcot-Marie-Tooth disease with MFN2 mutations in a large case study Journal of the peripheral 

nervous system : JPNS 22, 191-199 10.1111/jns.12228 

58. Ando, M., Okamoto, Y., Yoshimura, A., Yuan, J. H., Hiramatsu, Y., Higuchi, Y. et al. (2017) Clinical and 

mutational spectrum of Charcot-Marie-Tooth disease type 2Z caused by MORC2 variants in Japan Eur J Neurol 

24, 1274-1282 10.1111/ene.13360 

59. Christophersen, I. E., Rienstra, M., Roselli, C., Yin, X., Geelhoed, B., Barnard, J. et al. (2017) Large-scale 

analyses of common and rare variants identify 12 new loci associated with atrial fibrillation Nature genetics 

49, 946-952 10.1038/ng.3843 

60. Eriguchi, Y., Kuwabara, H., Inai, A., Kawakubo, Y., Nishimura, F., Kakiuchi, C. et al. (2017) Identification of 

candidate genes involved in the etiology of sporadic Tourette syndrome by exome sequencing American 
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