
Tohoku University Advanced Research Center for Innovations in Next‐Generation Medicine（2021） 

2024.8.1 

 

1.  Grapotte M, Saraswat M, Bessière C, et al. Discovery of widespread transcription initiation at 

microsatellites predictable by sequence-based deep neural network. Nat Commun. 2021;12(1):3297. 

doi:10.1038/s41467-021-23143-7 

2.  Miyauchi K, Nakai T, Saito S, et al. Renal interstitial fibroblasts coproduce erythropoietin and renin 

under anaemic conditions. EBioMedicine. 2021;64:103209. doi:10.1016/j.ebiom.2021.103209 

3.  Hakamata M, Hokari S, Ohshima Y, et al. Chronic Hypercapnic Respiratory Failure in an Adult Patient 

with Silver-Russell Syndrome. Intern Med. 2021;60(12):1921-1926. doi:10.2169/internalmedicine.5479-

20 

4.  Mizukami M, Ishikawa A, Miyazaki S, et al. A de novo CHD3 variant in a child with intellectual disability, 

autism, joint laxity, and dysmorphisms. Brain Dev. 2021;43(4):563-565. 

doi:10.1016/j.braindev.2020.12.004 

5.  Nagayoshi Y, Chujo T, Hirata S, et al. Loss of Ftsj1 perturbs codon-specific translation efficiency in 

the brain and is associated with X-linked intellectual disability. Sci Adv. 2021;7(13). 

doi:10.1126/sciadv.abf3072 

6.  Hozawa A, Tanno K, Nakaya N, et al. Study Profile of the Tohoku Medical Megabank Community-Based 

Cohort Study. J Epidemiol. 2021;31(1):65-76. doi:10.2188/jea.JE20190271 

7.  Uchida Y, Higuchi T, Shirota M, et al. Identification and Validation of Combination Plasma Biomarker of 

Afamin, Fibronectin and Sex Hormone-Binding Globulin to Predict Pre-eclampsia. Biol Pharm Bull. 

2021;44(6):804-815. doi:10.1248/bpb.b20-01043 

8.  Onoki T, Izumi Y, Takahashi M, et al. Skeletal muscle-specific Keap1 disruption modulates fatty acid 

utilization and enhances exercise capacity in female mice. Redox Biol. 2021;43:101966. 

doi:10.1016/j.redox.2021.101966 

9.  Okazaki K, Anzawa H, Liu Z, et al. Publisher Correction: Enhancer remodeling promotes tumor-

initiating activity in NRF2-activated non-small cell lung cancers. Nat Commun. 2021;12(1):506. 

doi:10.1038/s41467-021-20927-9 

10.  Rehm HL, Page AJH, Smith L, et al. GA4GH: International policies and standards for data sharing 

across genomic research and healthcare. Cell Genomics. 2021;1(2):100029. 

doi:10.1016/j.xgen.2021.100029 



11.  Lawson J, Cabili MN, Kerry G, et al. The Data Use Ontology to streamline responsible access to 

human biomedical datasets. Cell Genomics. 2021;1(2):100028. doi:10.1016/j.xgen.2021.100028 

12.  Zheng Y, Maruoka M, Nanatani K, et al. High cellulolytic potential of the Ktedonobacteria lineage 

revealed by genome-wide analysis of CAZymes. J Biosci Bioeng. 2021;131(6):622-630. 

doi:10.1016/j.jbiosc.2021.01.008 

13.  Baird L, Yamamoto M. NRF2-Dependent Bioactivation of Mitomycin C as a Novel Strategy To Target 

KEAP1-NRF2 Pathway Activation in Human Cancer. Mol Cell Biol. 2021;41(2). 

doi:10.1128/MCB.00473-20 

14.  Horiuchi M, Taguchi K, Hirose W, et al. Cellular Nrf2 Levels Determine Cell Fate during Chemical 

Carcinogenesis in Esophageal Epithelium. Mol Cell Biol. 2021;41(2):125-128. doi:10.1128/MCB.00536-

20 

15.  Otsuki A, Okamura Y, Aoki Y, et al. Identification of Dominant Transcripts in Oxidative Stress 

Response by a Full-Length Transcriptome Analysis. Mol Cell Biol. 2021;41(2). doi:10.1128/MCB.00472-

20 

16.  Kumondai M, Gutiérrez Rico EM, Hishinuma E, et al. Functional Characterization of 40 CYP3A4 

Variants by Assessing Midazolam 1′-Hydroxylation and Testosterone 6 β -Hydroxylation. Drug 

Metab Dispos. 2021;49(3):212-220. doi:10.1124/dmd.120.000261 

17.  Saito S, Aoki Y, Tamahara T, et al. Oral Microbiome Analysis in Prospective Genome Cohort Studies of 

the Tohoku Medical Megabank Project. Front Cell Infect Microbiol. 2021;10. 

doi:10.3389/fcimb.2020.604596 

18.  Horie Y, Suzuki T, Inoue J, et al. Molecular basis for the disruption of Keap1–Nrf2 interaction via Hinge 

&amp; Latch mechanism. Commun Biol. 2021;4(1):576. doi:10.1038/s42003-021-02100-6 

19.  Saigusa D, Hishinuma E, Matsukawa N, et al. Comparison of Kit-Based Metabolomics with Other 

Methodologies in a Large Cohort, towards Establishing Reference Values. Metabolites. 2021;11(10):652. 

doi:10.3390/metabo11100652 

20.  Kato K, Nakayoshi T, Nokura R, et al. Deciphering Structural Alterations Associated with Activity 

Reductions of Genetic Polymorphisms in Cytochrome P450 2A6 Using Molecular Dynamics 

Simulations. Int J Mol Sci. 2021;22(18):10119. doi:10.3390/ijms221810119 

21.  Kumondai M, Gutiérrez Rico E, Hishinuma E, et al. Functional Characterization of 21 Rare Allelic 

CYP1A2 Variants Identified in a Population of 4773 Japanese Individuals by Assessing Phenacetin O-

Deethylation. J Pers Med. 2021;11(8):690. doi:10.3390/jpm11080690 



22.  Yamada M, Motoike IN, Kojima K, et al. Genetic loci for lung function in Japanese adults with 

adjustment for exhaled nitric oxide levels as airway inflammation indicator. Commun Biol. 

2021;4(1):1288. doi:10.1038/s42003-021-02813-8 

23.  Shiihara M, Ishikawa T, Saiki Y, et al. Development of a system combining comprehensive genotyping 

and organoid cultures for identifying and testing genotype-oriented personalised medicine for 

pancreatobiliary cancers. Eur J Cancer. 2021;148:239-250. doi:10.1016/j.ejca.2021.01.047 

24.  Hishinuma E, Shimada M, Matsukawa N, et al. Wide-Targeted Metabolome Analysis Identifies Potential 

Biomarkers for Prognosis Prediction of Epithelial Ovarian Cancer. Toxins (Basel). 2021;13(7):461. 

doi:10.3390/toxins13070461 

25.  Uruno A, Saigusa D, Suzuki T, et al. Nrf2 plays a critical role in the metabolic response during and 

after spaceflight. Commun Biol. 2021;4(1):1381. doi:10.1038/s42003-021-02904-6 

26.  Zhang A, Suzuki T, Adachi S, et al. Distinct Regulations of HO-1 Gene Expression for Stress Response 

and Substrate Induction. Mol Cell Biol. 2021;41(11). doi:10.1128/MCB.00236-21 

27.  Yamauchi T, Ochi D, Matsukawa N, et al. Machine learning approaches to predict gestational age in 

normal and complicated pregnancies via urinary metabolomics analysis. Sci Rep. 2021;11(1):17777. 

doi:10.1038/s41598-021-97342-z 

28.  Minato T, Ito S, Li B, et al. Liquid biopsy with droplet digital PCR targeted to specific mutations in 

plasma cell-free tumor DNA can detect ovarian cancer recurrence earlier than CA125. Gynecol Oncol 

Reports. 2021;38:100847. doi:10.1016/j.gore.2021.100847 

29.  Graham SE, Clarke SL, Wu KHH, et al. The power of genetic diversity in genome-wide association 

studies of lipids. Nature. 2021;600(7890):675-679. doi:10.1038/s41586-021-04064-3 

30.  Ogishima S, Nagaie S, Mizuno S, et al. dbTMM: an integrated database of large-scale cohort, genome 

and clinical data for the Tohoku Medical Megabank Project. Hum Genome Var. 2021;8(1):44. 

doi:10.1038/s41439-021-00175-5 

31.  Takayama J, Tadaka S, Yano K, et al. Construction and integration of three de novo Japanese human 

genome assemblies toward a population-specific reference. Nat Commun. 2021;12(1):226. 

doi:10.1038/s41467-020-20146-8 

32.  Kumondai M, Ito A, Gutiérrez Rico EM, et al. Functional Assessment of 12 Rare Allelic CYP2C9 

Variants Identified in a Population of 4773 Japanese Individuals. J Pers Med. 2021;11(2):94. 

doi:10.3390/jpm11020094 

33.  Isaka Y, Nishio S ya, Hishinuma E, Hiratsuka M, Usami S ichi. Improvement of a Rapid and Highly 

Sensitive Method for the Diagnosis of the Mitochondrial m.1555A&gt;G Mutation Based on a Single-



Stranded Tag Hybridization Chromatographic Printed-Array Strip. Genet Test Mol Biomarkers. 

2021;25(1):79-83. doi:10.1089/gtmb.2020.0105 

34.  Tadaka S, Hishinuma E, Komaki S, et al. jMorp updates in 2020: large enhancement of multi-omics data 

resources on the general Japanese population. Nucleic Acids Res. 2021;49(D1):D536-D544. 

doi:10.1093/nar/gkaa1034 

35.  Sakaue S, Kanai M, Tanigawa Y, et al. A cross-population atlas of genetic associations for 220 human 

phenotypes. Nat Genet. 2021;53(10):1415-1424. doi:10.1038/s41588-021-00931-x 

36.  Sakurai-Yageta M, Kumada K, Gocho C, et al. Japonica Array NEO with increased genome-wide 

coverage and abundant disease risk SNPs. J Biochem. 2021;170(3):399-410. doi:10.1093/jb/mvab060 

37.  Saigusa D, Matsukawa N, Hishinuma E, Koshiba S. Identification of biomarkers to diagnose diseases 

and find adverse drug reactions by metabolomics. Drug Metab Pharmacokinet. 2021;37:100373. 

doi:10.1016/j.dmpk.2020.11.008 

38.  Shido K, Kojima K, Shirota M, et al. GWAS Identified IL4R and the Major Histocompatibility Complex 

Region as the Associated Loci of Total Serum IgE Levels in 9,260 Japanese Individuals. J Invest 

Dermatol. 2021;141(11):2749-2752. doi:10.1016/j.jid.2021.02.762 

39.  Shimizu M, Koibuchi N, Mizugaki A, et al. Genetic variants of flavin-containing monooxygenase 3 

(FMO3) in Japanese subjects identified by phenotyping for trimethylaminuria and found in a database 

of genome resources. Drug Metab Pharmacokinet. 2021;38:100387. doi:10.1016/j.dmpk.2021.100387 

40.  Nagaoka S, Yamaguchi-Kabata Y, Shiga N, et al. Estimation of the carrier frequencies and proportions 

of potential patients by detecting causative gene variants associated with autosomal recessive bone 

dysplasia using a whole-genome reference panel of Japanese individuals. Hum Genome Var. 

2021;8(1):2. doi:10.1038/s41439-020-00133-7 

41.  Ishikawa T, Ogawa T, Nakanome A, et al. Whole exome sequencing and establishment of an organoid 

culture of the carcinoma showing thymus-like differentiation (CASTLE) of the parotid gland. Virchows 

Arch. 2021;478(6):1149-1159. doi:10.1007/s00428-020-02981-8 

42.  Tokunaga H, Iida K, Hozawa A, et al. Novel candidates of pathogenic variants of the BRCA1 and 

BRCA2 genes from a dataset of 3,552 Japanese whole genomes (3.5KJPNv2). Zheng Y, ed. PLoS One. 

2021;16(1):e0236907. doi:10.1371/journal.pone.0236907 

43.  Tayama H, Karasawa H, Yamamura A, et al. The association between ERK inhibitor sensitivity and 

molecular characteristics in colorectal cancer. Biochem Biophys Res Commun. 2021;560:59-65. 

doi:10.1016/j.bbrc.2021.04.130 



44.  Kojima K, Shido K, Tamiya G, Yamasaki K, Kinoshita K, Aiba S. Facial UV photo imaging for skin 

pigmentation assessment using conditional generative adversarial networks. Sci Rep. 2021;11(1):1213. 

doi:10.1038/s41598-020-79995-4 

45.  Fukunaga K, Hishinuma E, Hiratsuka M, et al. Determination of novel CYP2D6 haplotype using the 

targeted sequencing followed by the long-read sequencing and the functional characterization in the 

Japanese population. J Hum Genet. 2021;66(2):139-149. doi:10.1038/s10038-020-0815-x 

 


