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1. Kohda D, Hara M, Yokoyama S, Miyazawa T. Aminoacyl-tRNA synthetases from an extreme 
thermophile, Thermus thermophilus HB8. Nucleic Acids Symp Ser.1983;(12):153-4. PMID: 6664850. 

2. Kohda D, Yokoyama S, Miyazawa T. Thermostable valyl-tRNA, isoleucyl-tRNA and methionyl-tRNA 
synthetases from an extreme thermophile Thermus thermophilus HB8: protein structure and Zn2+ 
binding. FEBS Lett. 1984 Aug 20;174(1):20-3. doi:10.1016/0014-5793(84)81069-8. PMID: 6468656.3 

3. Kohda D, Yokoyama S, Miyazawa T. Functions of isolated domains of methionyl-tRNA synthetase 
from an extreme thermophile, Thermus thermophilus HB8. J Biol Chem. 1987 Jan 15;262(2):558-63. 
PMID: 3542990. 

4. Inagaki F, Kohda D, Kodama C, Suzuki A. Analysis of NMR spectra of sugar chains of glycolipids by 
multiple relayed COSY and 2D homonuclear Hartman-Hahn spectroscopy. FEBS Lett. 1987 Feb 
9;212(1):91-7. doi:10.1016/0014-5793(87)81563-6. PMID: 3803612.5 

5. Kohda D, Kawai G, Yokoyama S, Kawakami M, Mizushima S, Miyazawa T. NMR analyses of the 
conformations of L-isoleucine and L-valine bound to Escherichia coli isoleucyl-tRNA synthetase. 
Biochemistry. 1987 Oct 6;26(20):6531-8. doi:10.1021/bi00394a037. PMID: 3322383.6 

6. Kohda D, Inagaki F. Complete sequence-specific 1H nuclear magnetic resonance assignments for 
mouse epidermal growth factor. J Biochem. 1988 Mar;103(3):554-71. doi: 
10.1093/oxfordjournals.jbchem.a122307. PMID: 3260591.7 

7. Kohda D, Kodama C, Kase R, Nomoto H, Hayashi K, Inagaki F. A comparative 1H NMR study of 
mouse alpha(1-53) and beta(2-53) epidermal growth factors. Biochem Int. 1988 Apr;16(4):647-54. 
PMID: 3260496.8 

8. Kohda D, Go N, Hayashi K, Inagaki F. Tertiary structure of mouse epidermal growth factor determined 
by two-dimensional 1H NMR. J Biochem. 1988 May;103(5):741-3. doi: 
10.1093/oxfordjournals.jbchem.a122338. PMID: 3263364.9 

9. Kohda D, Shimada I, Miyake T, Fuwa T, Inagaki F. Polypeptide chain fold of human transforming 
growth factor alpha analogous to those of mouse and human epidermal growth factors as studied by 
two-dimensional 1H NMR. Biochemistry.1989 Feb 7;28(3):953-8. doi: 10.1021/bi00429a005. PMID: 
2785403.10 

10. Kohno T, Kohda D, Haruki M, Yokoyama S, Miyazawa T. Nonprotein amino acid furanomycin, unlike 
isoleucine in chemical structure, is charged to isoleucine tRNA by isoleucyl-tRNA synthetase and 
incorporated into protein. J Biol Chem.1990 Apr 25;265(12):6931-5. PMID: 2182633.12 

11. Hanzawa H, Shimada I, Kuzuhara T, Komano H, Kohda D, Inagaki F, Natori S, Arata Y. 1H nuclear 
magnetic resonance study of the solution conformation of an antibacterial protein, sapecin. FEBS Lett. 
1990 Sep 3;269(2):413-20. doi:10.1016/0014-5793(90)81206-4. PMID: 2401368.13 

12. Cooke RM, Tappin MJ, Campbell ID, Kohda D, Miyake T, Fuwa T, Miyazawa T, Inagaki F. Nuclear-
magnetic-resonance studies of human epidermal growth factor. Eur J Biochem. 1990 Nov 
13;193(3):807-15. doi:10.1111/j.1432-1033.1990.tb19404.x. PMID: 2249695.14 

13. Nureki O, Muramatsu T, Suzuki K, Kohda D, Matsuzawa H, Ohta T, Miyazawa T, Yokoyama S. 
Methionyl-tRNA synthetase gene from an extreme thermophile, Thermus thermophilus HB8. 
Molecular cloning, primary-structure analysis, expression in Escherichia coli, and site-directed 
mutagenesis. J Biol Chem. 1991 Feb15;266(5):3268-77. PMID: 1993699.15 

14. Kohda D, Sawada T, Inagaki F. Characterization of pH titration shifts for all the nonlabile proton 
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resonances a protein by two-dimensional NMR the case of mouse epidermal growth factor. 
Biochemistry. 1991 May 21;30(20):4896-900. doi: 10.1021/bi00234a009. PMID: 2036358.16 

15. Lancelin JM, Kohda D, Tate S, Yanagawa Y, Abe T, Satake M, Inagaki F. Tertiary structure of 
conotoxin GIIIA in aqueous solution. Biochemistry. 1991 Jul 16;30(28):6908-16. doi: 
10.1021/bi00242a014. PMID: 2069951.17 

16. Sato K, Ishida Y, Wakamatsu K, Kato R, Honda H, Ohizumi Y, Nakamura H, Ohya M, Lancelin JM, 
Kohda D, et al. Active site of mu-conotoxin GIIIA, a peptide blocker of muscle sodium channels. J Biol 
Chem. 1991 Sep 15;266(26):16989-91. PMID: 1654319.18 

17. Kohda D, Inagaki F. Structure of epidermal growth factor bound to perdeuterated 
dodecylphosphocholine micelles determined by two-dimensional NMR and simulated annealing 
calculations. Biochemistry. 1992 Jan 28;31(3):677-85. doi: 10.1021/bi00118a007. PMID: 1731923.19 

18. Kohda D, Inagaki F. Three-dimensional nuclear magnetic resonance structures of mouse epidermal 
growth factor in acidic and physiological pH solutions. Biochemistry. 1992 Dec 1;31(47):11928-39. doi: 
10.1021/bi00162a036. PMID:1445923.20 

19. Wakamatsu K, Kohda D, Hatanaka H, Lancelin JM, Ishida Y, Oya M, Nakamura H, Inagaki F, Sato K. 
Structure-activity relationships of mu-conotoxin GIIIA structure determination of active and inactive 
sodium channel blocker peptides by NMR and simulated annealing calculations. Biochemistry. 1992 
Dec22;31(50):12577-84. doi: 10.1021/bi00165a006. PMID: 1335283.21 

20. Kohda D, Odaka M, Lax I, Kawasaki H, Suzuki K, Ullrich A, Schlessinger J, Inagaki F. A 40-kDa 
epidermal growth factor/transforming growth factor alpha-binding domain produced by limited 
proteolysis of the extracellular domain of the epidermal growth factor receptor. J Biol Chem. 1993 Jan 
25;268(3):1976-81. PMID: 8420971.22 

21. Kohda D, Hatanaka H, Odaka M, Mandiyan V, Ullrich A, Schlessinger J, Inagaki F. Solution structure 
of the SH3 domain of phospholipase C-gamma. Cell. 1993 Mar26;72(6):953-60. doi: 10.1016/0092-
8674(93)90583-c. PMID: 7681365.23 

22. Ikura T, Go N, Kohda D, Inagaki F, Yanagawa H, Kawabata M, Kawabata S, Iwanaga S, Noguti T, Go 
M. Secondary structural features of modules M2 and M3 of barnase in solution by NMR experiment 
and distance geometry calculation. Proteins. 1993 Aug;16(4):341-56. doi: 10.1002/prot.340160404. 
PMID: 8356030.24 

23. Hatanaka H, Oka M, Kohda D, Tate S, Suda A, Tamiya N, Inagaki F. Tertiary structure of erabutoxin 
b in aqueous solution as elucidated by two-dimensional nuclear magnetic resonance. J Mol Biol. 1994 
Jul 8;240(2):155-66. doi:10.1006/jmbi.1994.1429. PMID: 8027999.25 

24. Nagata K, Kohda D, Hatanaka H, Ichikawa S, Matsuda S, Yamamoto T, Suzuki A, Inagaki F. Solution 
structure of the epidermal growth factor-like domain of heregulin-alpha, a ligand for p180erbB-4. EMBO 
J. 1994 Aug 1;13(15):3517-23. doi: 10.1002/j.1460-2075.1994.tb06658.x. PMID: 8062828; PMCID 
PMC395255.26 

25. Kohda D, Terasawa H, Ichikawa S, Ogura K, Hatanaka H, Mandiyan V, Ullrich A, Schlessinger J, 
Inagaki F. Solution structure and ligand-binding site of the carboxy-terminal SH3 domain of GRB2. 
Structure. 1994 Nov 15;2(11):1029-40. doi:10.1016/s0969-2126(94)00106-5. PMID: 7881903.27 

26. Terasawa H, Kohda D, Hatanaka H, Nagata K, Higashihashi N, Fujiwara H, Sakano K, Inagaki F. 
Solution structure of human insulin-like growth factor II; recognition sites for receptors and binding 
proteins. EMBO J. 1994 Dec1;13(23):5590-7. doi: 10.1002/j.1460-2075.1994.tb06896.x. PMID: 
7527339; PMCID PMC395522.28 

27. Terasawa H, Kohda D, Hatanaka H, Tsuchiya S, Ogura K, Nagata K, Ishii S, Mandiyan V, Ullrich A, 
Schlessinger J, et al. Structure of the N-terminal SH3domain of GRB2 complexed with a peptide from 
the guanine nucleotide releasing factor Sos. Nat Struct Biol. 1994 Dec;1(12):891-7. doi: 
10.1038/nsb1294-891.PMID: 7773778.29 
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28. Kohda D, Inagaki F. Trajectory analysis of NMR structure calculations. J Biomol NMR. 1995 
Jun;5(4):357-61. doi: 10.1007/BF00182278. PMID: 22911557.30 

29. Nagata K, Hatanaka H, Kohda D, Kataoka H, Nagasawa H, Isogai A, Ishizaki H, Suzuki A, Inagaki F. 
Three-dimensional solution structure of bombyxin-II an insulin-like peptide of the silkmoth Bombyx 
mori structural comparison with insulin and relaxin. J Mol Biol. 1995 Nov 10;253(5):749-58. 
doi:10.1006/jmbi.1995.0588. PMID: 7473749.31 

30. Nagata K, Hatanaka H, Kohda D, Kataoka H, Nagasawa H, Isogai A, Ishizaki H, Suzuki A, Inagaki F. 
Identification of the receptor-recognition surface of bombyxin-II, an insulin-like peptide of the silkmoth 
Bombyx mori criticalimportance of the B-chain central part. J Mol Biol. 1995 Nov 10;253(5): 759-70.doi: 
10.1006/jmbi.1995.0589. PMID: 7473750.32 

31. Kohda D, Morton CJ, Parkar AA, Hatanaka H, Inagaki FM, Campbell ID, Day AJ. Solution structure of 
the link module a hyaluronan-binding domain involved in extracellular matrix stability and cell migration. 
Cell. 1996 Sep6;86(5):767-75. doi: 10.1016/s0092-8674(00)80151-8. PMID: 8797823.33 

32. Odaka M, Kohda D, Lax I, Schlessinger J, Inagaki F. Ligand-binding enhances the affinity of 
dimerization of the extracellular domain of the epidermal growth factor receptor. J Biochem. 1997 
Jul;122(1):116-21. doi:10.1093/oxfordjournals.jbchem.a021718. PMID: 9276679.34 

33. Abe Y, Odaka M, Inagaki F, Lax I, Schlessinger J, Kohda D. Disulfide bond structure of human 
epidermal growth factor receptor. J Biol Chem. 1998 May1;273(18):11150-7. doi: 
10.1074/jbc.273.18.11150. PMID: 9556602.35 

34. Suzuki K, Hiroaki H, Kohda D, Tanaka T. An isoleucine zipper peptide forms a native-like triple 
stranded coiled coil in solution. Protein Eng. 1998Nov;11(11):1051-5. doi: 10.1093/protein/11.11.1051. 
PMID: 9876926.36 

35. Tsutakawa SE, Muto T, Kawate T, Jingami H, Kunishima N, Ariyoshi M, Kohda D, Nakagawa M, 
Morikawa K. Crystallographic and functional studies of very short patch repair endonuclease. Mol Cell. 
1999 May;3(5):621-8. doi:10.1016/s1097-2765(00)80355-x. PMID: 10360178.38 

36. Abe Y, Shodai T, Muto T, Mihara K, Torii H, Nishikawa S, Endo T, Kohda D. Structural basis of 
presequence recognition by the mitochondrial protein import receptor Tom20. Cell. 2000 Mar 
3;100(5):551-60. doi:10.1016/s0092-8674(00)80691-1. PMID: 10721992.39 

37. Sato C, Kim JH, Abe Y, Saito K, Yokoyama S, Kohda D. Characterization of the N-oligosaccharides 
attached to the atypical Asn-X-Cys sequence of recombinant human epidermal growth factor receptor. 
J Biochem. 2000 Jan;127(1):65-72. doi:10.1093/oxfordjournals.jbchem.a022585. PMID: 10731668.40 

38. Li X, Suzuki K, Kanaori K, Tajima K, Kashiwada A, Hiroaki H, Kohda D, Tanaka T. Soft metal ions, 
Cd(II) and Hg(II), induce triple-stranded alpha-helical assembly and folding of a de novo designed 
peptide in their trigonal geometries. Protein Sci. 2000 Jul;9(7):1327-33. doi: 10.1110/ps.9.7.1327. 
PMID: 10933497;PMCID PMC2144689.41 

39. Muto T, Obita T, Abe Y, Shodai T, Endo T, Kohda D. NMR identification of the Tom20 binding segment 
in mitochondrial presequences. J Mol Biol. 2001 Feb16; 306(2):137-43. doi: 10.1006/jmbi.2000.4397. 
PMID: 11237589.42 

40. Bocquier AA, Liu L, Cann IK, Komori K, Kohda D, Ishino Y. Archaeal primase bridging the gap between 
RNA and DNA polymerases. Curr Biol. 2001 Mar20;11(6):452-6. doi: 10.1016/s0960-9822(01)00119-
1. PMID: 11301257.44 

41. Hiroaki H, Ago T, Ito T, Sumimoto H, Kohda D. Solution structure of the PX domain, a target of the 
SH3 domain. Nat Struct Biol. 2001 Jun;8(6):526-30. doi:10.1038/88591. PMID: 11373621.45 

42. Ago T, Takeya R, Hiroaki H, Kuribayashi F, Ito T, Kohda D, Sumimoto H. The PX domain as a novel 
phosphoinositide-binding module. Biochem Biophys Res Commun. 2001 Sep 28;287(3):733-8. doi: 
10.1006/bbrc.2001.5629. PMID: 11563857.46 



 4 

43. Liu L, Komori K, Ishino S, Bocquier AA, Cann IK, Kohda D, Ishino Y. The archaeal DNA primase 
biochemical characterization of the p41-p46 complex from Pyrococcus furiosus. J Biol Chem. 2001 
Nov 30;276(48):45484-90. doi:10.1074/jbc.M106391200. Epub 2001 Oct 2. PMID: 11584001.48 

44. Tanaka T, Mizukoshi T, Taniyama C, Kohda D, Arai K, Masai H. DNA binding of PriA protein requires 
cooperation of the N-terminal D-loop/arrested-fork binding and C-terminal helicase domains. J Biol 
Chem. 2002 Oct 11;277(41):38062-71. doi:10.1074/jbc.M204397200. Epub 2002 Jul 31. PMID: 
12151393.49 

45. Kami K, Takeya R, Sumimoto H, Kohda D. Diverse recognition of non-PxxP peptide ligands by the 
SH3 domains from p67(phox), Grb2 and Pex13p. EMBO J. 2002Aug 15;21(16):4268-76. doi: 
10.1093/emboj/cdf428. PMID: 12169629; PMCID PMC126167.50 

46. Endo T, Kohda D. Functions of outer membrane receptors in mitochondrial protein import. Biochim 
Biophys Acta. 2002 Sep 2;1592(1):3-14. doi:10.1016/s0167-4889(02)00259-8. PMID: 12191763.51 

47. Ago T, Kuribayashi F, Hiroaki H, Takeya R, Ito T, Kohda D, Sumimoto H. Phosphorylation of p47phox 
directs phox homology domain from SH3 domain toward phosphoinositides, leading to phagocyte 
NADPH oxidase activation. Proc Natl Acad Sci U S A. 2003 Apr 15;100(8):4474-9. doi: 
10.1073/pnas.0735712100. Epub 2003Apr 2. PMID: 12672956; PMCID PMC153580.53 

48. Obita T, Muto T, Endo T, Kohda D. Peptide library approach with a disulfide tether to refine the Tom20 
recognition motif in mitochondrial presequences. J Mol Biol. 2003 Apr 25;328(2):495-504. doi: 
10.1016/s0022-2836(03)00288-2. PMID:12691756.54 

49. Shimizu M, Hiroaki H, Kohda D, Hosoya T, Akiyama-Oda Y, Hotta Y, Morita EH, Morikawa K. NMR 
and ICP spectroscopic analysis of the DNA-binding domain of the Drosophila GCM protein reveals a 
novel Zn2+-binding motif. Protein Eng. 2003Apr;16(4):247-54. doi: 10.1093/proeng/gzg040. PMID: 
12736367.55 

50. Shimizu M, Hiroaki H, Kohda D, Hayato Morita E, Hotta S, Morikawa K. 1H, 13C and 15N backbone 
resonance assignments of the N-terminal domain of Drosophila GCM protein. J Biomol NMR. 2003 
Jul;26(3):277-8. doi: 10.1023/a1023843327795.PMID: 12766423.56 

51. Urata H, Shimizu H, Hiroaki H, Kohda D, Akagi M. Characterization of DNA, RNA and DNA/RNA 
duplexes containing an L-nucleotide. Nucleic Acids Res Suppl. 2001;(1):243-4. doi: 
10.1093/nass/1.1.243. PMID: 12836355.57 

52. Mizukoshi T, Tanaka T, Arai K, Kohda D, Masai H. A critical role of the 3' terminus of nascent DNA 
chains in recognition of stalled replication forks. J Biol Chem. 2003 Oct 24;278(43):42234-9. doi: 
10.1074/jbc.C300285200. Epub 2003Aug 13. PMID: 12917421.58 

53. Urata H, Shimizu H, Hiroaki H, Kohda D, Akagi M. Thermodynamic study of hybridization properties 
of heterochiral nucleic acids. Biochem Biophys Res Commun. 2003 Sep 12;309(1):79-83. doi: 
10.1016/s0006-291x(03)01531-6. PMID:12943666.59 

54. Kamura T, Maenaka K, Kotoshiba S, Matsumoto M, Kohda D, Conaway RC, Conaway JW, Nakayama 
KI. VHL-box and SOCS-box domains determine binding specificity forCul2-Rbx1 and Cul5-Rbx2 
modules of ubiquitin ligases. Genes Dev. 2004 Dec15;18(24):3055-65. doi: 10.1101/gad.1252404. 
PMID: 15601820; PMCID PMC535916.60 

55. Shioi S, Ose T, Maenaka K, Shiroishi M, Abe Y, Kohda D, Katayama T, Ueda T. Crystal structure of a 
biologically functional form of PriB from Escherichia coli reveals a potential single-stranded DNA-
binding site. Biochem Biophys Res Commun. 2005 Jan 28;326(4):766-76. doi: 
10.1016/j.bbrc.2004.11.104. PMID:15607735.61 

56. Yoshizawa S, Rasubala L, Ose T, Kohda D, Fourmy D, Maenaka K. Structural basis for mRNA 
recognition by elongation factor SelB. Nat Struct Mol Biol. 2005Feb;12(2):198-203. doi: 
10.1038/nsmb890. Epub 2005 Jan 23. PMID: 15665870.62 

57. Kuroki K, Tsuchiya N, Shiroishi M, Rasubala L, Yamashita Y, Matsuta K, Fukazawa T, Kusaoi M, 
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Murakami Y, Takiguchi M, Juji T, Hashimoto H, Kohda D, Maenaka K, Tokunaga K. Extensive 
polymorphisms of LILRB1 (ILT2, LIR1) and their association with HLA-DRB1 shared epitope negative 
rheumatoid arthritis. Hum Mol Genet. 2005 Aug 15;14(16):2469-80. doi: 10.1093/hmg/ddi247. Epub 
2005 Jul 13. PMID: 16014635.63 

58. Sasaki K, Ose T, Tanaka T, Mizukoshi T, Ishigaki T, Maenaka K, Masai H, Kohda D. Crystallization 
and preliminary crystallographic analysis of the N-terminal domain of PriA from Escherichia coli. 
Biochim Biophys Acta. 2006 Jan;1764(1):157-60. doi: 10.1016/j.bbapap.2005.09.007. Epub 2005 Oct 
3. PMID:16226927.65 

59. Shiroishi M, Kohda D, Maenaka K. Preparation and crystallization of the disulfide-linked HLA-G dimer. 
Biochim Biophys Acta. 2006 May;1764(5):985-8. doi:10.1016/j.bbapap.2005.10.006. Epub 2005 Oct 
25. PMID: 16290109.66 

60. Mizuki K, Takeya R, Kuribayashi F, Nobuhisa I, Kohda D, Nunoi H, Takeshige K, Sumimoto H. A 
region C-terminal to the proline-rich core of p47phox regulates activation of the phagocyte NADPH 
oxidase by interacting with the C-terminal SH3domain of p67phox. Arch Biochem Biophys. 2005 Dec 
15;444(2):185-94. doi:10.1016/j.abb.2005.10.012. Epub 2005 Nov 2. PMID: 16297854.67 

61. Shiroishi M, Kuroki K, Tsumoto K, Yokota A, Sasaki T, Amano K, Shimojima T, Shirakihara Y, 
Rasubala L, van der Merwe PA, Kumagai I, Kohda D, Maenaka K. Entropically driven MHC class I 
recognition by human inhibitory receptor leukocyte Ig-like receptor B1 (LILRB1/ILT2/CD85j). J Mol Biol. 
2006 Jan13;355(2):237-48. doi: 10.1016/j.jmb.2005.10.057. Epub 2005 Nov 8. PMID:16305801.68 

62. Shiroishi M, Kuroki K, Ose T, Rasubala L, Shiratori I, Arase H, Tsumoto K, Kumagai I, Kohda D, 
Maenaka K. Efficient leukocyte Ig-like receptor signaling and crystal structure of disulfide-linked HLA-
G dimer. J Biol Chem. 2006 Apr14;281(15):10439-47. doi: 10.1074/jbc.M512305200. Epub 2006 Feb 
2. PMID:16455647.69 

63. Nobuhisa I, Takeya R, Ogura K, Ueno N, Kohda D, Inagaki F, Sumimoto H. Activation of the 
superoxide-producing phagocyte NADPH oxidase requires co-operation between the tandem SH3 
domains of p47phox in recognition of a polyproline type II helix and an adjacent alpha-helix of p22phox. 
Biochem J. 2006 May 15;396(1):183-92. doi: 10.1042/BJ20051899. PMID: 16460309; PMCID 

64. Rasubala L, Fourmy D, Ose T, Kohda D, Maenaka K, Yoshizawa S. Crystallization and preliminary X-
ray analysis of the mRNA-binding domain of elongation factor SelB in complex with RNA. Acta 
Crystallogr Sect F Struct Biol Cryst Commun. 2005 Mar 1;61(Pt 3):296-8. doi: 
10.1107/S1744309105003611. Epub2005 Feb 12. PMID: 16511023; PMCID PMC1952284.71 

65. Igura M, Ose T, Obita T, Sato C, Maenaka K, Endo T, Kohda D. Crystallization and preliminary X-ray 
analysis of mitochondrial presequence receptor Tom20 in complexes with a presequence from 
aldehyde dehydrogenase. Acta Crystallogr Sect F Struct Biol Cryst Commun. 2005 May 1;61(Pt 
5):514-7. doi:10.1107/S1744309105011577. Epub 2005 Apr 22. PMID: 16511083; PMCID 
PMC1952308.72 

66. Shiroishi M, Kajikawa M, Kuroki K, Ose T, Kohda D, Maenaka K. Crystal structure of the human 
monocyte-activating receptor, "Group 2" leukocyte Ig-like receptor A5 (LILRA5/LIR9/ILT11). J Biol 
Chem. 2006 Jul 14;281(28):19536-44. doi:10.1074/jbc.M603076200. Epub 2006 May 3. PMID: 
16675463.73 

67. Shiroishi M, Kuroki K, Rasubala L, Tsumoto K, Kumagai I, Kurimoto E, Kato K, Kohda D, Maenaka K. 
Structural basis for recognition of the nonclassical MHC molecule HLA-G by the leukocyte Ig-like 
receptor B2 (LILRB2/LIR2/ILT4/CD85d). Proc Natl Acad Sci U S A. 2006 Oct 31;103(44):16412-7. 
doi:10.1073/pnas.0605228103. Epub 2006 Oct 20. PMID: 17056715; PMCID PMC1637596.74 

68. Kuroki K, Kobayashi S, Shiroishi M, Kajikawa M, Okamoto N, Kohda D, Maenaka K. Detection of weak 
ligand interactions of leukocyte Ig-like receptor B1 by fluorescence correlation spectroscopy. J 
Immunol Methods. 2007 Mar30;320(1-2):172-6. doi: 10.1016/j.jim.2006.11.009. Epub 2006 Dec 22. 
PMID:17217953.75 
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69. Sasaki K, Ose T, Okamoto N, Maenaka K, Tanaka T, Masai H, Saito M, Shirai T, Kohda D. Structural 
basis of the 3'-end recognition of a leading strand installed replication forks by PriA. EMBO J. 2007 
May 16;26(10):2584-93. doi:10.1038/sj.emboj.7601697. Epub 2007 Apr 26. PMID: 17464287; PMCID 
PMC1868909.76 

70. Tanaka T, Mizukoshi T, Sasaki K, Kohda D, Masai H. Escherichia coli PriA protein, two modes of DNA 
binding and activation of ATP hydrolysis. J Biol Chem. 2007 Jul 6;282(27):19917-27. doi: 
10.1074/jbc.M701848200. Epub 2007 May 4. PMID:17483094.77 

71. Ose T, Soler N, Rasubala L, Kuroki K, Kohda D, Fourmy D, Yoshizawa S, Maenaka K. Structural basis 
for dynamic interdomain movement and RNA recognition of the selenocysteine-specific elongation 
factor SelB. Structure. 2007May;15(5):577-86. doi: 10.1016/j.str.2007.03.007. PMID: 17502103.78 

72. Kohda D, Yamada M, Igura M, Kamishikiryo J, Maenaka K. New oligosaccharyltransferase assay 
method. Glycobiology. 2007 Nov;17(11):1175-82. doi: 10.1093/glycob/cwm087. Epub 2007 Aug 10. 
PMID: 17693440.79 

73. Igura M, Maita N, Obita T, Kamishikiryo J, Maenaka K, Kohda D. Purification, crystallization and 
preliminary X-ray diffraction studies of the soluble domain of the oligosaccharyltransferase STT3 
subunit from the thermophilic archaeon Pyrococcus furiosus. Acta Crystallogr Sect F Struct Biol Cryst 
Commun. 2007 Sep1;63(Pt 9):798-801. doi: 10.1107/S1744309107040134. Epub 2007 Aug 31. 
PMID:17768359; PMCID PMC2376324.80 

74. Saitoh T, Igura M, Obita T, Ose T, Kojima R, Maenaka K, Endo T, Kohda D. Tom20 recognizes 
mitochondrial presequences through dynamic equilibrium among multiple bound states. EMBO J. 
2007 Nov 14;26(22):4777-87. doi:10.1038/sj.emboj.7601888. Epub 2007 Oct 18. PMID: 17948058; 
PMCID PMC2080804.81 

75. Hashiguchi T, Kajikawa M, Maita N, Takeda M, Kuroki K, Sasaki K, Kohda D, Yanagi Y, Maenaka K. 
Crystal structure of measles virus hemagglutinin provides insight into effective vaccines. Proc Natl 
Acad Sci U S A. 2007 Dec4;104(49):19535-40. doi: 10.1073/pnas.0707830104. Epub 2007 Nov 14. 
PMID:18003910; PMCID PMC2148324.82 

76. Igura M, Maita N, Kamishikiryo J, Yamada M, Obita T, Maenaka K, Kohda D. Structure-guided 
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Multi-Domain Protein Measured by Single-Pair Small Angle X-Ray Scattering. J Phys Chem Lett. in 
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Invited oral talks (June 2002 – Mar 2024) 
 
1. D. Kohda (June 5, 2002)  

Structure and Function of PX and SH3 Domains in the NAPDH Oxidase System 
the 2nd Tsinghua International Conference of Protein Science, Beijing, China. 

 
2. D. Kohda (Dec 15-16, 2003)  

From structure to function of PX domains in the NADPH oxidase system 
the 11th Hot Spring Harbor Symposium of Medical Institute of Bioregulation, Kyushu University Joint 
with the 21st century COE program, Japan and the Kyushu University P&P. “From Genomes to 
Medicine”, Fukuoka, Japan 

 
3. Daisuke Kohda (Jan 26-27, 2004) 

Cracking of the targeting signal embedded in mitochondrial presequences by NMR and 
crystallography 
CREST international symposium, Frontier of Biologcal NMR Spectroscopy 
Senri Life Science Center, Osaka, Japan 

 
4. Daisuke Kohda (Mar 23-25, 2004) 

Cracking of the targeting signal embedded in mitochondrial presequences by NMR and 
crystallography 
UK-Japan Structural Genomics Conference, Whither Structural Genomics? A UK/Japan Symposium, 
Oxford, UK 
 

5. D. Kohda (Aug 23-31, 2005) 
Cracking of the targeting signal embedded in mitochondrial presequences 
the XXth Congress of the International Union of Crystallography, Florence, Italy 

 
6. D. Kohda (Oct 30-31, 2006) 

Recognize not to discriminate: mechanism of nonselective base recognition of 3’-terminus of DNA by 
PriA protein. 
The 2nd Sapporo Conference 2006; New Trend in Structural Biology, Sapporo, Japan 

 
7. Daisuke Kohda (Mar 30-31, 2007) 

Relaxation study reveals a dual-mode interaction mechanism for mitochondrial presequence 
recognition by Tom20. 
International Workshop on Perspectives on stable isotope aided NMR methods for protein structural 
analysis, Osaka, Japan 

 
8. D Kohda (Jan 25-26, 2008) 

Structure-guided identification of a new catalytic motif of oligosaccharyltransferase. 
Fukuoka Symposium on Molecular Soft Interactions at Biomembrane Interface, Fukuoka, Japan 
 

9. Daisuke Kohda (Oct 25-28, 2009) 
Tom20 recognizes mitochondrial presequences through dynamic equilibrium among multiple bound 
states – Complex stabilization with molecular tethering and stiffening –  
the 3rd Asia-Pacific NMR Symposium, Jeju Island, Korea 
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10. Daisuke Kohda (Feb 24, 2010) 

Tom20 recognizes mitochondrial presequences through dynamic equilibrium among multiple bound 
states – Complex stabilization with molecular tethering and stiffening – 
The 5th Global COE International Symposium Cell Cycle and Differentiation, Singapore 

 
11. Daisuke Kohda (June 25, 2010) 

Comparative structural biology of oligosaccharyltransferase: an enzyme that catalyzes the 
glycosylation of the Asn-X-Ser/Thr sequon –  
The Joint Symposium of the 5th International Symposium of Institutes Network and the International 
Symposium Commemorating Inauguration of Kanazawa University Cancer Research Institute, 
Kanazawa, Japan 
 

12. M. Igura, N. Maita, J. Nyirenda, S. Matsumoto, D. Kohda (Aug 1-6, 2010) 
Comparative structural biology of oligosaccharyltransferase: an enzyme that catalyzes the 
glycosylation of the Asn-X-Ser/Thr sequon 
The 25th International Carbohydrate Symposium, Tokyo, Japan 

 
13. Daisuke Kohda (May 22-26, 2011) 

Comparative structural biology of archaeal and eubacterial oligosaccharyltransferases 
the IX European Symposium of The Protein Society “Wonders and Disasters of the Protein World”, 
Stockholm, Sweden 
 

14. Daisuke Kohda (Aug 22-23, 2011) 
Comparative Structural Biology of Eubacterial and Archaeal Oligosaccharyltransgerases 
Kyushu University – National University of Singapore Bilateral Workshop, Fukuoka, Japan 
 

15. Daisuke Kohda (Oct 16-19, 2011) 
A combined NMR and crystallography approach for analyzing the promiscuous recognition of peptidic 
ligands by proteins 
The 4th APNMR Symposium, Beijing, China 
 

16. Daisuke Kohda (Oct 12-14, 2011) 
Comparative Structural Biology of Oligosaccharyltransferases 
The 71st Okazaki Conference on "New perspectives on molecular science of glycoconjugates", 
Okazaki, Japan 
 

17. Daisuke Kohda (Dec 22, 2011) 
Crystallographic and NMR evidence for flexibility in the C-terminal globular domain of 
oligosaccharyltransferases and its catalytic significance 
The 10th Global COE International Symposium on Biochemistry and Cell Biology, Singapore 
 

18. Daisuke Kohda (Nov 29, 2012) 
Structural biology of the N-glycosylation reaction 
The 20th Anniversary of the Mizutani Foundation for Glycosciences, Tokyo 
 

19. Daisuke Kohda (Feb 7, 2014)  
Intentional creation of crystal-contact free space for analyzing large amplitude motions in protein 
crystals 
International Symposium between Kyushu U. Post Global COE and School of Biomedical Sciences, 
Monash U., Melbourne, Australia 
 

20. Daisuke Kohda (Sep 20-22, 2014) 
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Structural and dynamic basis for mitochondrial presequence recognition by Tom20 
ISN 2014 Special Neurochemistry Conference, Tokyo 
 

21. Rei Matsuoka, Daisuke Kohda (Sep 29-30, 2014) 
Structural and dynamic basis for mitochondrial presequence recognition by Tom20 
The 5th Japan-Taiwan bilateral NMR symposium, Sapporo, Japan 
 

22. Daisuke Kohda (Nov16-19, 2014) 
Crystal structures of an archaeal oligosaccharyltransferase provide insights into the catalytic cycle of 
N-linked protein glycosylation 
2014 SFG & JSCR joint annual meeting, “Integrating Glycosciences from biology and chemistry to 
medicine”, Honolulu, Hawaii, USA 
 

23. Daisuke Kohda (Aug 13-16, 2015) 
Integrative structural biology approach to understand the structural and dynamical basis of Asn-
glycosylation 
the 6th Asia-Pacific NMR Symposium (APNMR6), Hong Kong 
 

24. Daisuke Kohda（Aug 25, 2016） 
Opening remark for a special session in memory of Prof. Fuyuhiko Inagaki 
XXVIIth International Conference on Magnetic Resonance in Biological Systems (ICMRBS), Kyoto. 
 

25. Daisuke Kohda (Nov 13-14, 2015) 
Application of “crystal contact-free space” to the study of protein dynamics 
The 25th Hot Spring Harbor International Symposium, “Cutting Edge of Technical Innovations in 
Structural and Systems Biology”, Fukuoka 

 
26. Daisuke Kohda（Oct 7, 2016） 

Integrative structural biology approach to decipher the molecular mechanism of Asn-glycosylation  
The 42nd Naito Conference, “In the Vanguard of Structural Biology: Revolutionizing Life Sciences”, 
Sapporo.  
 

27. Daisuke Kohda（Mar 22, 2017） 
Integrative Structural Biology Approach to Understand the Structural and Dynamic Basis of Asn-
Glycosylation 
The 10th Anniversary of Protein & Peptide Conference (PepCon-2017), Fukuoka (Hilton Fukuoka Sea 
Hawk) 
 

28. Daisuke Kohda (Oct 15, 2017) 
Archaeal Glycobiology by MS and NMR 
2017 Taiwan-Japan Biomedical Symposium on Magnetic Resonance, Tainan, Taiwan 
 

29. Daisuke Kohda (Dec 6-7, 2017) 
Integrative Structural Biology Approach to Understand the Structural and Dynamic Basis of Asn-
Glycosylation 
NSRRC_IPR_symposium at National Synchrotron Radiation Research Center, Hsinchu, Taiwan  
 

30. Daisuke Kohda（Mar 22-23, 2018） 
Integrative Structural Biology Approach to Understand the Structural and Dynamic Basis of Asn-
Glycosylation 
The Japanese Biochemical Society Bio-Frontier Symposium “International Symposium on ER stress, 
glycosylation, homeostasis and diseases”, Wako, Saitama 
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31. Daisuke Kohda. (July 4, 2019) 
The lantibiotic nukacin ISK-1 exists in an equilibrium between active and inactive lipid-II binding states 
8th Asia-Pacific NMR Symposium 2019, Singapore. 

 
32. Daisuke Kohda（Jan 22, 2021） 

Integrative structural biology approach to understand the molecular mechanism of Asn-glycosylation 
The 5th Symposium of the Inter-University Research Network for Trans-Omics Medicine, “The Future 
of Trans-Omics in the Age of COVID-19”, Tokyo (Zoom) 
 

33. Daisuke Kohda（Nov 2, 2023） 
Residue-based correlation between equilibrium and rate constants is an experimental formulation 
of the physicochemical basis for smooth structural formation of proteins (special lecture, 3PL01) 
96th Annual meeting of the Japanese Biochemical Society, Fukuoka 
 

34. Daisuke Kohda, Seiichiro Hayashi, Daisuke Fujinami（Feb 29, 2024） 
Residue-based correlation between equilibrium and rate constants is an experimental formulation 
of the physicochemical basis for smooth structural formation of proteins 
The 7th bilateral Taiwan-Japan NMR Symposium, Hiroshima 
 
 
 


