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(Biospectroscopy), 2: 147 — 149. (2001).

249. Wang, W., Kim, R., Jancarik, J., Yokota, H., Kim, S.-H. Crystal Structure of Phosphoserine Phosphosphatase from
Methanococcus jannaschii a Hypothermophile,at 1.8 A Resolution . Structure. 9: 65-71. (2001).

248. Du, X., Choi, L.-G., Kim, R., Wang, W., Jancarik, J., Yokota, H., Kim, S.-H. Crystal structure of an intracellular
protease from Pyrococcus horikoshii at 2-A resolution. Proc. of The Nat. Acad. Sciences. 97(26): 14079-14084. (2000).
247. Kim, S.-H. Structural Basis for Molecular Communication. New Frontiers of Science and Technology Structural
Basis for Molecular Communication (Edited by L.Esaki, Frontiers Science Series) 31 ISSN 4-946443-60-6 Universal
Academy Press, Inc. (2000).

246. Zhang, Z., Berry, E., Huang, L.-S., Kim, S.H. Mitochondrial Cytochrome bc, Complex. Subcellular Biochemistry,
Volume 35: Enyzme-Catalyzed Electron and Radical Transfer, edited by Holzenburg and Scrutton, Kluwer Academic/
Plenum Publishers, New York, 541 — 580. (2000).

245. Adler, M., Davey, D.D., Phillips, G.B., Kim, S.-H., Jancarik, J., Rumennik, G., Light, D.R. and Marc Whitlow.
Preparation, Characterization and the Crystal Structure of the Inhibitor ZK-807834(CI-1031) Completed with Factor Xa.
Biochem. 39(41): 12534-12542. (2000).

244, Lai, L., Yokota, H., Hung, L.-W., Kim, R., and Kim, S.-H. Crystal structure of archaeal RNase HII: A homologue of
human major RNase H. Structure 8: 897-904. (2000).

243. Zhang, C., Kim, S.H. A Comprehensive Analysis of the Greek Key Motifs in Protein $-Barrels and f-Sandwiches.
Protens: Struc. Func. and Gen. 40: 409-419. (2000).

242. Zhang, C., Kim, S.-H. The Anatomy of Protein 3-Sheet Topology. J. Mol. Biol. 299: 1075-1089. (2000).

241. Kim, R., Yokota, H. and Kim, S.-H. Electrophoresis of Proteins and Protein-Protein Complexes in a Native Agarose
Gel. Anal. Biochem. 282: 147-149. (2000).

240. Falke, J. and Kim, S.-H.. Structure of a conserved receptor domain that regulates kinase activity: the cytoplasmic
domain of bacterial taxis receptors. Cur. Opin. in Struc.Bio. 10: 462-469. (2000).

239. Kim, S.-H. Structural genomics of microbes: an objective. Curr. Opin. in Struc. Bio. 10: 380-383 (2000).

238. Zhang, C. and Kim, S.-H.. Environment-dependent residue contact energies for proteins. Proc. Of The Nat. Acad.
Sciences. 97(6): 2550-2555. (2000).

237. Du, X., Frei, H. and Kim, S.-H.. The Mechanism of GTP Hydrolysis by Ras Probed Fourier Transform Infrared
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236. Zhang, C. and Kim, S.-H.. The Effect of Dynamic Receptor Clustering on the Sensitivity of Biochemical
Signaling. Pacific Symposium on Biocomputing 5: 350-361 (2000).

235. Meijer, L., Thunnissen, A., White, A., Garnier, M., Nikolic, M., Tsai, L.-H., Walter, J., Cleverley, K., Salinas, P.,
Wu, Y-Z, Biernat, J., Mandelkow, E-M, Kim, S-H, and G. Pettit. Inhibition of cyclin-dependent kinases, GSK-3f and
CK1 by hymenialdisine, a marine sponge constituent. Chemistry & Biology 7: 51-63 (2000).
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234. Wang, H., Boisvert, D., Kim, K.-K., Kim, R. and Kim, S.-H.. Crystal structure of a fibrillarin homologue from
Methanococcus jannaschii, a hyperthermophile, at 1.6 A resolution. EMBO Journal 19(3): 317-323 (2000).

233. Kim, S.S., Choi, L.-G., Kim, S.-H. and Yeon Gyu Yu. Molecular cloning, expression and characterization of a
thermostable glutamate racemase from a hyperthermophilic bacterium, Aquifex pyrophilus. Extremophiles 3: 175-183
(1999).

232. Hwang, K.Y ., Cho, C.-S., Kim, S.S., Baek, K., Kim, S.-H., Yu, Y.G. and Yunje Cho. Crystallization and
preliminary X-ray analysis of glutamate racemase from Aquifex pyrophilus, a hyperthermophilic bacterium. Acta Crys.
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229. Grigoriev, I. and Kim, S.-H.. Detection of protein fold similarity based on correlation of amino acid properties.
Proc. of the Nat. Acad. Sciences 96 (25): 14318-14323. (1999).

228. Berry, E.A., Huang, Li-Shar, Zhang, Zhaoleiand Kim, S.-H.. The Structure of the Avian Mitochondrial Cytochrome
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227. Berry, E.A., Zhang, Z., Huang, L.-S., and Kim, S.-H. Structures of quinone-binding sites in bc complexes:
functional implications. Biochemical Society Transactions 27(4): 565-572. (1999).

226. Kim, K.K., Yokota, H. and Kim, S.-H.. Four-helical-bundle structure of the cytoplasmic domain of a serine
chemotaxis receptor. Nature 400: 787-792. (1999).

225. Hwang, K.Y., Chung, J.H., Kim, S.-H., Han, Y.S. and Yunje Cho. Structure-based identification of a novel NTPase
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224. Dubchak, 1., Muchnik, 1., Mayor, C., Dralyuk, I. and Kim, S.-H.. Recognition of a Protein Fold in the Context of the
SCOP Classification. PROTEINS: Structure, Function, and Genetics 35: 401-407. (1999).

223. Wang, H., Yokota, H., Kim, R., and Kim, S.-H. Expression, purification and preliminary X-ray analysis of a fibrillin
homolog from Methanococcus jannaschii, a hyperthermophile. Acta Cryst. D55: 338-340. (1999).

222. Schulze-Gahmen, U., Jau, U.J. and Kim, S.-H.. Crystal structure of a viral cyclin, a positive regulator of cyclin-
dependent kinase 6. Structure 7(3): 245-254. (1999).

221. Chi, Y.-I., Martinez-Cruz, L., Jancarik, J., Swanson, R., Robertson, D. and Kim, S.-H. Crystal structure of the f3-
glycosidase from the hyperthermophile Thermosphaera aggregans: insights into its activity and thermostability. FEBS
Letters 445: 375-383. (1999).

220. Hung, L.-W., Kohmura, M., Ariyoshi, Y. and Kim, S.-H. Structural Differences in D and L-monellin in the Crystals
of Racemic Mixture. J. Mol. Biol. 285: 311-321. (1999).

219. Choi, L.-G., Bang, W.-G., Kim, S.-H. and Yeon Gyu Yu. Extremely Thermostable Serine-type Protease from
Aquifex pyrophilus. Journal of Biological Chemistry 274(2): 881-888. (1998).

218. Hung, L., Wang, 1., Nikaido, K., Liu, P., Ames, G. and Kim, S.-H. Crystal structure of the ATP-binding subunit of an
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crystallographic analysis of Pyrococcus furiosus DNA polymerase. Acta Cryst. D54: 986-988. (1998).
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213. Dubchak, 1., Muchnik, 1. and Kim, S.-H. Assignment of Folds for Proteins of Unknown Function in Three Microbial
Genomes. Microbial & Comparative Genomics 3(3): 171-175. (1998).

212. Kim, K.K., Kim, R. and Kim, S.-H. Crystal structure of a small heat shock protein. Nature 394: 595-599. (1998).
211. Grantz, A.A., Miiller-Dieckman, H.-J. and Kim, S.-H. Subcloning, crystallization and Preliminary X-Ray Analysis
of the Signal Receiver Domain of ETR1, an Ethylene Receptor from Arabidopsis thaliana. Acta Cryst. D54: 690-692.
(1998).

210. Kim, S.-H. Shining a light on structural genomics. Nature Struct. Biol. 5 Supplement: 643-645. (1998).

209. Goldman, S., Kim, R., Hung, L.-W., Jancarik, J. and Kim, S.-H. Purification, crystallization and preliminary X-ray
crystallographic analysis of Pyrococcus furiosus DNA polymerase. Acta Cryst. D54: 986-988. (1998).

208. Kim, R., Kim, K.K., Yokota, H. and Kim, S.-H. Small heat shock protein of Methanococcus jannaschii, a
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blood coagulation factor Xa. Proc. Natl. Acad. Sci. USA 95: 6630-6635. (1998).

204. Zhang, Z., Huang, L., Shulmeister, V.M., Chi, Y.-1., Kim, K.K., Hung, L.-W., Crofts, A.R., Berry, E.A. and Kim, S.-
H. Electron transfer by domain movement in cytochrome bc,. Nature 392: 677-684. (1998).

203. Huang, L., Hofer, F., Martin, G. S. and Kim, S.-H. Structural basis for the interaction of Ras with RalGDS. Nature
Struct. Biol. 5(6): 422-426. (1998).

Macintosh HD:Users:sung-houkim:Desktop:Web updates:SH Kim Publication List.2015.doc



Kim, S.-H. Publications March, 2014
6

202. Kim, K.K., Yokota, H., Santoso, S., Lerner, D., Kim, R. and Kim, S.-H. Purification, Crystallization, and
Preliminary X-Ray Crystallographic Data Analysis of Small Heat Shock Protein Homolog from Methanococcus
Jjannaschii, a Hyperthermophile. J. Struct. Biol. 121: 76-80. (1998).

201. Kim, R., Sandler, S.J., Goldman, S., Yokota, H., Clark, A.J. and Kim, S.-H. Overexpression of archaeal proteins in
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200. Meijer, L. and Kim, S.-H. Chemical Inhibitors of cyclin-dependent kinases. Meth. Enyzmol. 283: 113-128. (1997).
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(Gaasterland, T., Karp, P., Karplus, K., Ouzounis, C., Sander, C. and Valencia, A., eds.), 107-110, AAAT/MIT Press:
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Structure of Monellin Refined to 2.3 A Resolution in the Orthorhombic Crystal Form. Acta Cryst. D53: 713-719. (1997).
197. Choi, 1.-G., Kim, S.S., Ryu, J.-R., Han, Y.S., Bang, W.-G., Kim, S.-H. and Yeon Gyu Yu. Random sequence
analysis of genomic DNA of a hyperthermophile: Aquifex pyrophilus. Extremophiles 1: 125-134. (1997).

196. Kim, K.X., Yokota, H., Kim, R. and Kim, S.-H.. Cloning, expression, and crystallization of a hyperthermophilic
protein that is homologous to the eukaryotic translation initiation factor, eIFSA. Protein Science 6: 2268-2270 (1997).
195. Chi, Y.-I., Yokota, H., and Sung Hou Kim. Apo structure of the ligand-binding domain of aspartate receptor from
Escherichia coli and its comparison with ligand-bound or pseudoligand-bound structures. FEBS Letters 414: 327-332
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194. Huang, L., Weng, X., Hofer, F., Martin, G.S. and Kim, S.-H. Three-dimensional structure of the Ras-interacting
domain of RalGDS. Nature Struct. Biol. 4(8): 609-615. (1997).

193. Lim, J.-H., Yu, Y.G., Han, Y.S., Cho, S., Ahn, B.-Y., Kim, S.-H. and Yunje Cho.  The Crystal Structure of an Fe-
Superoxide Dismutase from the Hyperthermophile Aquifex pyrophilus at 1.9 A Resolution: Structural Basis for
Thermostability. J. Mol. Biol. 270: 259-274. (1997).

192. Lim, J.-H., Yu, Y. G., Choi, L.-G., Ryu, J.-R., Ahn, B.-Y., Kim, S.-H., and Ye Sun Han. Cloning and expression of
superoxide dismutase from Aquifex pyrophilus, a hyperthermophilic bacterium. FEBS Letters 406: 142-146. (1997).

191. De Azevedo, W. F., Leclerc, S., Meijer, L., Havlicek, L., Strnad, M. and Kim, S.-H. Inhibition of cyclin-dependent
kinases by purine analogues: Crystal structure of human cdk2 complexed with roscovitine. Eur. J. Biochem. 243: 518-
526.(1997).

190. Holbrook, S. R. and Kim, S.-H. RNA Crystallography. Biopolymers 44: 3-21. (1997).

189. Hung, L.-W., Kohmura, M., Ariyoshi, Y. and Kim, S.-H. Crystallization and preliminary X-ray analysis of D-
monellin. Acta Cryst. D53: 327-328. (1997).

188. Earnest, T., Padmore, H., Cork, C., Behrsing, R. and Kim, S.-H. The macromolecular crystallography facility at the
advanced light source. Journal of Crystal Growth 168: 248-252. (1996).

187. Schulze-Gahmen, U., De Bondt, H. L. and Kim, S.-H. High Resolution Crystal Structures of Human Cyclin-
Dependent Kinase 2 With and Without ATP: Bound Values and Natural Ligand as Guides for Inhibitor Design. Journal
of Medicinal Chemistry 39(23): 4540-4546. (1996).

186. Jamieson, A. C., Wang, H. and Kim, S.-H. A zinc finger directory for high-affinity DNA recognition. Proc. Natl.
Acad. Sci. USA 93: 12834-12839 (1996).

185. Kim, S.-H., Schulze-Gahmen, U., Brandsen, J. and W.F. de Azevedo, Jr. Structural basis for chemical inhibition of
CDK2. In Progress in Cell Cycle Research, Vol. 2 (Meijer, L., Guidet, S., and L. Vogel, eds.), 137-145, Plenum Press:
New York (1996).

184. Yeh, J.I., Biemann, H.-P., Privé, G.G., Pandit, J., Koshland, D.E., Jr. and Kim, S.-H. High-Resolution Structures of
the Ligand Binding Domain of the Wild-type Bacterial Aspartate Receptor. J. Mol. Biol. 262: 186-201 (1996).

183. Kim, K.K., Chamberlin, H.M., Morgan, D.O. and Kim, S.-H. Three-dimensional structure of human cyclin H, a
positive regulator of the CDK-activating kinase. Nature Struct. Biol. 3(10): 849-855 (1996).

182. De Azevedo, W.F., Jr., Mueller-Dieckmann, H.-J., Schulze-Gahmen, U., Worland, P. J., Sausville, E. and Kim, S.-H.
Structural basis for specificity and potency of a flavonoid inhibitor of human CDK2, a cell cycle kinase. Proc. Natl. Acad.
Sci. USA 93: 2735-2740 (1996).

181. Huang, L., Jancarik, J., Kim, S.-H., Hofer, F. and G.S. Martin. Crystallization and preliminary crystallographic
analysis of the Ras binding domain of RalGDS, a guanine nucleotide dissociation stimulator of the Ral protein. Acta Cryst.
D52: 1033-1035 (1996).

180. Shin, W., Kim, S.J., Shin, J.M. and Kim, S.-H. Structure-Taste Correlations in Sweet Dihydrochalcone, Sweet
Dihydroisocoumarin and Bitter Flavone Compounds. Journal of Medicinal Chemistry 38(21): 4325-4331 (1995).

179 Dubchak, 1., Muchnik, 1., Holbrook, S.R. and Kim, S.-H. Prediction of protein folding class using global description
of amino acid sequence. Proc. Natl. Acad. Sci. USA 92: 8700-8704 (1995).

178. Somoza, J.R., Szoke, H., Goodman, D.M., Béran, P., Truckses, D., Kim, S.-H. and A. Szoke. Holographic Methods
in X-ray Crystallography. IV. A Fast Algorithm and its Application to Macromolecular Crystallography. Acta Cryst.
AS51: 691-708 (1995).

177. Kim, R., Holbrook, E.L., Jancarik, J. and Kim, S.-H. Synthesis and Purification of Milligram Quantities of Short
RNA Transcripts. BioTechniques 18(16): 992-994 (1995).

176. Padmore, H.A., Earnest, T., Kim, S.-H., Thompson, A.C. and A.L. Robinson. A beamline for macromolecular
crystallography at the advanced light source. Rev. Sci. Instrum. 66(2): 1738-1740 (1995).

175. Berry, E.A., Shulmeister, V.M., Huang, L.-S. and Kim, S.-H. A new crystal form of bovine heart ubiquinol:
cytochrome oxidoreductase: determination of space group and unit-cell parameters. Acta Cryst. D51: 235-239 (1995).
174 Somoza, J.R., Cho, J.M. and Kim, S.-H.. The Taste-active Regions of Monellin, a Potently Sweet Protein. Chemical
Senses 20: 61-68 (1995).

Macintosh HD:Users:sung-houkim:Desktop:Web updates:SH Kim Publication List.2015.doc



Kim, S.-H. Publications March, 2014
7

173. Schulze-Gahmen, U., Brandsen, J., Jones, H.D., Morgan, D.O., Meijer, L., Vesely, J. and Kim, S.-H. Multiple
Modes of Ligand Recognition: Crystal Structures of Cyclin-Dependent Protein Kinase 2 in Complex With ATP and Two
Inhibitors, Olomoucine and Isopentenyladenine. PROTEINS: Structure, Function, and Genetics 22: 378-391 (1995).
172. Oh, B.-H., Ames, G.F.-L. and Kim, S.-H. Structural Basis for Multiple Ligand Specificity of the Periplasmic
Lysine-, Arginine-, Ornithine-binding Protein J. Biol. Chem. 269(42): 26323-26330 (1994).

171. Taylor, E.W., Fear, A.L., Bohm, A., Kim, S.-H. and K. Koths. Structure-Function Studies on Recombinant Human
Macrophage Colony-Stimulating Factor (M-CSF). J. Biol. Chem. 269(49): 31171-31177 (1994).

170. Kim, R., Holbrook, E.L., Jancarik, J., Pandit, J., Weng, X., Bohm, A. and Kim, S.-H. High-Resolution Crystals and
Preliminary X-ray Diffraction Studies of a Catalytic RNA. Acta Cryst. D50: 290-292 (1994).

169. Jamieson, A.C., Kim, S.-H. and J.A. Wells. In Vitro Selection of Zinc Fingers with Altered DNA-Binding
Specificity. Biochemistry 33: 5689-5695 (1994).

168. Kim, S.-H. "Frozen" dynamic dimer model for transmembrane signaling in bacterial chemotaxis receptors. Protein
Science 3: 159-165 (1994).

167. Oh, B.-H., Kang, C.-H., De Bondt, H., Kim, S.-H., Nikaido, K., Joshi, A K. and G.F.-L. Ames. The Bacterial
Periplasmic Histidine-binding Protein: Structure/Function Analysis of the Ligand-binding Site and Comparison with
Related Proteins. J. Biol. Chem. 269(6): 1135-4143 (1994).

166. Kim, S.-H. and J.L. Weickmann. Crystal Structure of Thaumatin I and Its Correlation to Biochemical and Mutational
Studies. In Thaumatin (Witty, M. and J. Higginbothom, eds.), 135-149, CRC Press, Inc.: Boca Raton (1994).

165. Kim, S.-H., Privé, G.G. and M.V. Milburn. Conformational Switch and Structural Basis for Oncogenic Mutations of
Ras Proteins. In Handbook of Experimental Pharmacology Vol 108/I: GTPases in Biology (Dickey, B. F. and
Birnbaumer, L., eds.), 177-194, Springer-Verlag: Berlin (1993).

164. Somoza, J.R., Jiang, F., Tong, L., Kang, C.-H., Cho, J.M. and Kim, S.-H. Two Crystal Structures of a Potently Sweet
Protein: Natural Monellin at 2.75 A Resolution Single-Chain Monellin at 1.7 A Resolution. J. Mol. Biol. 234: 390-404
(1993).

163. Kim, S.-H. Conformational Switch of Ras Proteins. Mol. Cells (Korean Society of Molecular Biology) 3: 229-232
(1993).

162. Nikaido, H., Kim, S.-H. and E.Y. Rosenberg. Physical organization of lipids in the cell wall of Mycobacterium
chelonae. Mol. Microbiol. 8(6): 1025-1030 (1993).

161. Scott, W.G., Milligan, D.L., Milburn, M.V, Privé, G.G., Yeh, J., Koshland, D.E., Jr. and Kim, S.-H. Refined
Structures of the Ligand-binding Domain of the Aspartate Receptor from Salmonella typhimurium. J. Mol. Biol. 232: 555-
573 (1993).

160. De Bondt, H.L., Rosenblatt, J., Jancarik, J., Jones, H.D., Morgan, D.O. and Kim, S.-H. Crystal structure of cyclin-
dependent kinase 2. Nature 363: 595-602 (1993).

159. Holbrook, S.R., Dubchak, I. and Kim, S.-H. PROBE: A Computer Program Employing an Integrated Neural
Network Approach to Protein Structure Prediction. BioTechniques 14(6): 984-989 (1993).

158. Rosenblatt, J., De Bondt, H., Jancarik, J., Morgan, D.O. and Kim, S.-H. Purification and Crystallization of Human
Cyclin-dependent Kinase 2. J. Mol. Biol. 230: 1317-1319 (1993).

157. Holbrook, S.R., Muskal, S.M. and Kim, S.-H. Predicting Protein Structural Features with Artificial Neural Networks.
In Artificial Intelligence and Molecular Biology Hunter, L., ed.), p.161-194, AAAI Press: Menlo Park (1993).

156. Oh, B.-H., Pandit, J., Kang, C.-H., Nikaido, K., Gokcen, S., Ames, G.F.-L. and Kim, S.-H. Three-dimensional
Structures of the Periplasmic Lysine/Arginine/Ornithine-binding Protein with and without a Ligand. J. Biol. Chem.
268(15): 11348-11355 (1993).

155. Dubchak, 1., Holbrook, S.R. and Kim, S.-H. Prediction of Protein Folding Class From Amino Acid Composition.
PROTEINS: Structure, Function, and Genetics 16: 79-91 (1993).

154. Weng, X., Luecke, H., Song, 1.S., Kang, D.S., Kim, S.-H. and R. Huber. Crystal structure of human annexin I at 2.5
A resolution. Protein Science 2: 448-458 (1993).

153. Yeh, J.I., Biemann, H.-P., Pandit, J., Koshland, D.E. and Kim, S.-H. The Three-dimensional Structure of the Ligand-
binding Domain of a Wild-type Bacterial Chemotaxis Receptor: Structural Comparison to the Cross-linked Mutant Forms
and Conformational Changes Upon Ligand Binding. J. Biol. Chem. 268 (13): 9787-9792 (1993).

152. Kim, S.-H., Privé, G.G., Yeh, J., Scott, W.G. and M.V. Milburn. A Model for Transmembrane Signaling in a
Bacterial Chemotaxis Receptor. Cold Spring Harbor Symposia on Quantitative Biology 57:17-24 (1992).

151. Tomic, M.T., Somoza, J.R., Wemmer, D.E., Park, Y.W_, Cho, .M. and Kim, S.-H. 'H resonance assignments,
secondary structure and general topology of single-chain monellin in solution as determined by 'H 2D-NMR. J.
Biomolecular NMR 2: 557-572 (1992).

150. Ogata, C.M., Gordon, P.F., de Vos, A.M. and Kim, S.-H. Crystal Structure of a Sweet Tasting Protein Thaumatin 1,
at 1.65 A Resolution. J. Mol. Biol. 228: 893-908 (1992).

149. Pandit, J., Bohm, A., Jancarik, J., Halenbeck, R., Koths, K. and Kim, S.-H. Three-Dimensional Structure of Dimeric
Human Recombinant Macrophage Colony-Stimulating Factor. Science 258: 1358-1362 (1992).

148. Hodel, A., Kim, S.-H. and A.T. Briinger. Model Bias in Macromolecular Crystal Structures. Acta Cryst. A48: 851-
858 (1992).

147. Muskal, S.M. and Kim, S.-H. Predicting Protein Secondary Structure Content: A Tandem Neural Network Approach.
J. Mol. Biol. 225: 713-727 (1992).

146. Privé, G.G., Milburn, M.V, Tong, L., de Vos, A.M., Yamaizumi, Z., Nishimura, S. and Kim, S.-H. X-Ray crystal
structures of transforming p21 ras mutants suggest a transition-state stabilization mechanism for GTP hydrolysis. Proc.
Natl. Acad. Sci. USA 89: 3649-3653 (1992).

145. Pefiarrubia, L., Kim, R., Giovannoni, J., Kim, S.-H. and R.L. Fischer. Production of the Sweet Protein Monellin in
Transgenic Plants. Bio/Technology 10: 561-564 (1992).

144. Kim, S.-H. B-Ribbon: A New DNA Recognition Motif. Science 255: 1217-1218 (1992).
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143. Chung, H.-H., Kim, R. and Kim, S.-H. Biochemical and biological activity of phosphorylated and non-
phosphorylated ras p21 mutants. Biochimica et Biophysica Acta 1129: 278-286 (1992).

142. Kim, S.-H. and G.E. DuBois. Natural high potency sweeteners. In Handbook of Sweeteners (Marie, S. and Piggott, J.
R., eds.), 116-185, Blackie: Glasgow (1991).

141. Milburn, M.V, Privé, G.G., Milligan, D.L., Scott, W.G., Yeh, J., Jancarik, J., Koshland, D.E., Jr. and Kim, S.-H.
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