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160 Computer-aided modeling of structure stabilizing disulfide bonds in recombinant human interferon-Î³.
Pharmaceutica Acta Helvetiae, 1996, 71, 37-44. 1.2 0

161 Solution structure of the cytoplasmic domain of the human immunodeficiency virus type 1 encoded
virus protein U (Vpu). International Journal of Peptide and Protein Research, 1996, 47, 297-310. 0.1 57

162 Cyclophanes, XXXIX. The Structure of the Dicyanoacetylene Adducts of [2.2]Paracyclophane. Liebigs
Annalen, 1995, 1995, 609-612. 0.8 8
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163
Antibiotics from gliding bacteria, LXIV. Isolation and structure elucidation of sorangiolides A and B,
novel macrocyclic lactone carboxylic acids fromSorangium cellulosum. Liebigs Annalen, 1995, 1995,
867-872.

0.8 12

164 An efficient synthesis of radicinin analogues. Tetrahedron, 1995, 51, 8983-8992. 1.9 14

165 Comparison, assessment and classification of protein 3D structures. Computational and Theoretical
Chemistry, 1995, 336, 261-267. 1.5 1

166
Prediction of Protein Three-dimensional Structures in Insertion and Deletion Regions: A Procedure
for Searching Data Bases of Representative Protein Fragments Using Geometric Scoring Criteria.
Journal of Molecular Biology, 1995, 253, 114-131.

4.2 111

167 Evaluation of protein 3-D structure prediction: Comparison of modelled and X-ray structure of an
alkaline serine protease. Journal of Biotechnology, 1995, 41, 211-219. 3.8 5

168
Solution structure of the hydrophilic region of HIVâ€•1 encoded virus protein U (Vpu) by CD and
<sup>l</sup>H NMR spectroscopy. International Journal of Peptide and Protein Research, 1995, 45,
35-43.

0.1 64

169 Glucose oxidase. , 1995, , 360-366. 0

170

Polysulfonylamine, LVIII [1] Erhaltung der Konformation des unkomplexierten Koronanden in einem
supramolekularen 18-Krone-6-Komplex: Darstellung und Kristallstrukturen von
18-Krone-6-Dimesylamin (3/2) und von zwei Modifikationen des freien Dimesylamins /
Polysulfonylamines, LVIII [1] Conservation of the Conformation of the Uncomplexed Coronand in a
Supramolecular 18-Crown-6 Complex: Formation and Crystal Structures of 18-Crown-6-Dimesylamine
(3/2) and of Two Modifications of Free Dimesylamine. Zeitschrift Fur Naturforschung - Section B
Journ

0.7 6

171 Similarities between protein 3-D structures. Protein Engineering, Design and Selection, 1994, 7,
1175-1187. 2.1 66

172 Zur Reaktion von Isocyaniden mit Nitriliminen<sup>[1]</sup>. Chemische Berichte, 1994, 127, 1633-1639. 0.2 13

173 Sila-biperiden undendo-Sila-biperiden: Synthesen, Kristallstrukturen und antimuscarinische
Eigenschaften. Journal of Organometallic Chemistry, 1994, 466, 15-27. 1.8 13

174 Deletion variants of l-hydroxyisocaproate dehydrogenase. Probing substrate specificity. FEBS Journal,
1994, 223, 857-863. 0.2 9

175 Crystallization and Preliminary Characterization of Crystals of d-2-hydroxyisocaproate
Dehydrogenase from Lactobacillus casei. Journal of Molecular Biology, 1994, 240, 400-402. 4.2 2

176 3a,6â€•Dihydroâ€•3<i>H</i>â€•imidazo[1,2â€•<i>d</i>]tetrazole aus 1â€• und 4â€•Phenacylâ€•1<i>H</i>â€•tetrazoliumâ€•Salzen und
Ammoniak. Chemische Berichte, 1993, 126, 129-132. 0.2 16

177 Antibiotics from Gliding Bacteria, LII. Thiangazole, a New Tris(thiazoline) Derivative From
<i>Polyangium spec</i>.: Absolute Configuration. Liebigs Annalen Der Chemie, 1993, 1993, 701-704. 0.8 21

178 Antibiotics from Gliding Bacteria, LIV. Isolation and Structure Elucidation of Soraphen A1Î±, a Novel
Antifungal Macrolide fromSorangium cellulosum. Liebigs Annalen Der Chemie, 1993, 1993, 1017-1021. 0.8 106

179

Polysulfonylamine. XL Darstellung von Silber(I)-disulfonylamid-Acetonitril-Komplexen.
Rï¿½ntgenstrukturanalytische und thermochemische Charakterisierung von
Tetraacetonitrilsilber(I)-bis(dimesylamido)argentat(I) und von
(1,1,3,3-Tetraoxo-1,3,2-benzodithiazolido)acetonitrilsilber(I). Zeitschrift Fur Anorganische Und
Allgemeine Chemie, 1993, 619, 912-922.

1.2 44

180

Polysulfonylamine. XLI. Ein Silber(I)-Hydrat ungewï¿½hnlicher Zusammensetzung:
Rï¿½ntgenstrukturanalytische und thermochemische Charakterisierung von
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181
Structure/activity relationship of adenine-modified NAD derivatives with respect to porcine heart
lactate dehydrogenase isozyme H4 simulated with molecular mechanics. FEBS Journal, 1993, 213,
947-956.

0.2 10

182 Solution Structure of a Variant of Human Pancreatic Secretory Trypsin Inhibitor Determined by
Nuclear Magnetic Resonance Spectroscopy. Journal of Molecular Biology, 1993, 229, 695-706. 4.2 6

183 Structural base of the interaction of a monoclonal antibody against p24 of HIV-1 with its peptide
epitope. Molecular Immunology, 1993, 30, 1213-1221. 2.2 31

184 Industrial impacts of protein engineering. Journal of Biotechnology, 1993, 28, vii-viii. 3.8 0

185 Protein engineering and design Method and the industrial relevance. Journal of Biotechnology, 1993,
28, 1-23. 3.8 11

186 3D-Structures of the lipase from Rhizomucor miehei at different temperatures and computer
modelling of a complex of the lipase with trilaurylglycerol. Journal of Biotechnology, 1993, 28, 99-115. 3.8 21

187
TRANSFORMATIONS OF DIFLUOROPHOSPHINES: THE INFLUENCE OF SOLVENT ON THE REACTION PATHWAY
AND RING SIZE IN CYCLOPOLYPHOSPHINES. Phosphorus, Sulfur and Silicon and the Related Elements,
1993, 83, 149-156.

1.6 9

188 Crystallization and preliminary X-ray diffraction studies of a deglycosylated glucose oxidase from
Penicillium amagasakiense. Journal of Molecular Biology, 1992, 223, 1167-1169. 4.2 15

189 Phosphorus derivatives of anthracene and their dimers. Chemische Berichte, 1992, 125, 2187-2197. 0.2 55

190
Investigation of the solution structure of the human parathyroid hormone fragment (1-34) by proton
NMR spectroscopy, distance geometry, and molecular dynamics calculations. Biochemistry, 1991, 30,
6936-6942.

2.5 91

191 Amino acid similarity coefficients for protein modeling and sequence alignment derived from
main-chain folding angles. Journal of Molecular Biology, 1991, 219, 481-497. 4.2 53

192
CHEMIE DES 4-CHLOR-1,3,5,7-TETRAMETHYL- 1,3,5, 7-TETRAAZA-4Î”-PHOSPHASPIRO[3. 3]HEPTAN- 2,6-DIONS;
KRISTALL- UND MOLEKÃœLSTRUKTUR VON HALOGEN(F, Br)- UND PSEUDOHALOGEN(CN)- PHOSPHORANEN.
Phosphorus, Sulfur and Silicon and the Related Elements, 1991, 62, 139-153.

1.6 11

193
Stereoselective microbial reduction of racemic acetyl(t-butyl)methylphenylsilane by Trigonopsis
variabilis (DSM 70714) and Cornebacterium dioxydans (ATCC 2176). Journal of Organometallic
Chemistry, 1991, 403, 29-41.

1.8 31

194 Effects of carbohydrate depletion on the structure, stability and activity of glucose oxidase from
Aspergillus niger. BBA - Proteins and Proteomics, 1991, 1080, 138-142. 2.1 98

195 A Short and Flexible Enantioselective Synthesis of the Didemnenones. Angewandte Chemie
International Edition in English, 1991, 30, 191-192. 4.4 11

196 Ãœber die Synthese von 2â€²,3â€²â€•Didesoxyâ€•3â€²â€•(phosphonomethyl)nucleosiden, Phosphonatâ€•Analogen von
2â€²â€•Desoxyâ€•3â€²â€•nucleotiden. Liebigs Annalen Der Chemie, 1991, 1991, 615-631. 0.8 18

197 Isolation and structure elucidation of hymatoxins B - E and other phytotoxins from Hypoxylon
mammatum fungal pathogen of leuce poplars. Tetrahedron, 1991, 47, 8351-8360. 1.9 40

198 A phosphorus-containing substituent group displaying both donor and acceptor properties. X-ray
crystal structure of its complex with PtCl2. Polyhedron, 1991, 10, 2737-2742. 2.2 6
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199 Methodological aspects and potential of computerâ€•aided protein engineering. Food Biotechnology,
1990, 4, 329-336. 1.5 3

200 Reactivity and Structure of Difluorophosphine Compounds and Their Platinum Complexes.
Phosphorus, Sulfur and Silicon and the Related Elements, 1990, 49-50, 421-424. 1.6 2

201
The 4-chloro-2-oxo-1,3,5,5,8-pentamethyl-1,3,8-triaza-5-azonia-4Î»5-phosphaspiro[3.4]octyl cation: X-ray
crystal structure determination and variable temperature 1H NMR spectra. Polyhedron, 1990, 9,
1463-1467.

2.2 10

202 Intramolekulare Donatorâ€•Akzeptorwechselwirkungen in Î»<sup>4</sup>P(V)â€•Verbindungen
Phosphor(V)â€•Derivate des <i>N,N,N</i>â€²â€•Trimethylethylendiamins. Chemische Berichte, 1990, 123, 1759-1766.0.2 14

203
Cyclophanes, XXXV. DNMR, molecular mechanics, and crystal structures of
2,11â€•dithia[3.3]orthometacyclophane and 2,11â€•dithia[3.3]orthoparacyclophane. Chemische Berichte, 1990,
123, 2381-2386.

0.2 22

204 Crystallization and preliminary X-ray diffraction studies of a deglycosylated glucose oxidase from
Aspergillus niger. Journal of Molecular Biology, 1990, 213, 207-209. 4.2 74

205
Antibiotika aus Gleitenden Bakterien, XXXVII. Sorangicin A, ein hochwirksames Antibiotikum mit
neuartiger Makrolid-Polyether-Struktur ausSorangium cellulosum, So ce12: Spektroskopische
StrukturaufklÃ¤rung, Kristall- und LÃ¶sungsstruktur. Liebigs Annalen Der Chemie, 1989, 1989, 111-119.

0.8 29

206
Darstellung und Eigenschaften der Enantiomere des selektiven Antimuscarinikums
1-Cyclohexyl-1-phenyl-4-piperidino-1-butanol (Hexahydro-Difenidol). Liebigs Annalen Der Chemie, 1989,
1989, 137-143.

0.8 8

207

[P<sub>4</sub>Aryl<sub>6</sub>][Me<sub>3</sub>SnF<sub>2</sub>]<sub>2</sub> (Aryl =) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 432 Td (2,6â€•(MeO)<sub>2</sub>C<sub>6</sub>H<sub>3</sub>), ein ungewÃ¶hnliches Ionenpaar mit einem

planaren 2,4â€•Diphosphaâ€•1,3â€•diphosphoniacyclobutanâ€•Dikation und dem Difluortrimethylstannatâ€•Anion.
Angewandte Chemie, 1989, 101, 1549-1550.

2.0 15

208 Dimeres 9â€•(Difluorphosphino)anthracen: Synthese, Eigenschaften und Struktur. Chemische Berichte,
1989, 122, 1473-1476. 0.2 19

209
[P4Aryl6][Me3SnF2]2 (Aryl = 2,6-(MeO)2C6H3): An Unusual Ion Pair Consisting of a Planar
2,4-Diphospha-1,3-diphosphoniacyclobutane Dication and the Difluorotrimethylstannate Anion.
Angewandte Chemie International Edition in English, 1989, 28, 1507-1509.

4.4 33

210
The synthesis and the crystal and molecular structure of the fungicide
bis(4-fluorophenyl)-methyl(1H-1,2,4-triazol-1-yl-methyl)silane (flusilazole, DPX H 6573). Applied
Organometallic Chemistry, 1989, 3, 133-139.

3.5 25

211
Reactions of some mixed-valence diphosphorus compounds with the platinum(0) complex,
(C2H4)Pt(PPh3)2. X-ray crystal structure of the product of the reaction of (C2H4)Pt(PPh3)2 with a
Î»3PÎ»4P+ diphosphorus compound. Polyhedron, 1989, 8, 2485-2494.

2.2 10

212
Reactions of fluorophosphoranes with 8-trimethylsiloxyquinoline and with
2-(N,N-dimethylamino)acetoxytrimethylsilane; X-ray crystal structure of
2-(N,N-dimethylamino)acetoxyphenyltrifluorophosphate, Me2(Ph)F3. Polyhedron, 1989, 8, 731-738.

2.2 18

213 FORMATION OF A 1,2-DIORGANO-1,2-DICHLORODIPHOSPHINE. Phosphorus, Sulfur and Silicon and the
Related Elements, 1989, 45, 217-222. 1.6 12

214

ÃœBER DIE UMSETZUNG VON<i>N,N,Nâ€²</i>-TRIMETHYL<i>N</i>-HALOGENPHOSPHINO-ETHYLENDIAMINEN MIT
NATRIUMTETRAPHENYLBORAT UND ALUMINIUMCHLORID: DARSTELLUNG VON INTRAMOLEKULAREN
KOMPLEXEN MIT Î»<sup>3</sup>-PHOSPHOR(III). Phosphorus, Sulfur and Silicon and the Related Elements,
1989, 42, 21-35.

1.6 19

215 Die Kristallâ€• und MolekÃ¼lstruktur von Gestoden. Liebigs Annalen Der Chemie, 1988, 1988, 199-202. 0.8 8

216 Synthesis of Ufolene. Chemische Berichte, 1988, 121, 2029-2034. 0.2 6
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217 The reaction of a zwitterionic diphosphorus compound with the platinum(0) complex,
(C2H4)Pt(PPh3)2. Polyhedron, 1988, 7, 505-511. 2.2 10

218 A flexible hydroazulene synthesis. Tetrahedron, 1988, 44, 4371-4388. 1.9 21

219 BRAGI: A comprehensive protein modeling program system. Journal of Molecular Graphics, 1988, 6,
161-165. 1.1 101

220

MolekuÂ¨lstruktur der Akarizide Chlortrineophylstannan,
Chlortris[(dimethylphenylsilyl)methyl]stannan und Trineophyl(1, 2, 4-triazol-1-yl)stannan-hemihydrat
sowie des 2, 5-Dimethyl-2, 5-diphenylhexans (Bineophyl). Journal of Organometallic Chemistry, 1988, 339,
69-80.

1.8 11

221
MOLEKÃœLSTRUKTUR EINES STABILEN PENTAOXY-SPIROPHOSPHORANS MIT PHOSPOR ALS
BRÃœCKENKOPFATOM ZWISCHEN EINEM SECHSGLIEDRIGEN UND EINEM FÃœNFGLIEDRIGEN RING.
Phosphorous and Sulfur and the Related Elements, 1988, 35, 241-246.

0.2 24

222
Preparation of ortho-substituted aryldifluorophosphines, 2-XC6H4PF2 (X = MeO or Me2N), and some of
their derivatives. X-ray crystal structure determination of (2-MeOC6H4P)4 and of the platinum
complex, Cl2Pt(2-MeOC6H4PF2)2. Polyhedron, 1987, 6, 1295-1307.

2.2 31

223 Ansaâ€•Secoâ€•Steroide. Liebigs Annalen Der Chemie, 1987, 1987, 1095-1099. 0.8 15

224

Polysulfonylamine, VIII [1] Ein MolekÃ¼l mit einer extrem langen Silicium-Stickstoff-Bindung.
FestkÃ¶rperstrukturen von N-Trimethylsilyl- und N-Methyl-dimesylamin / Polysulfonylamines, VIII [1] A
Molecule with an Extremely Long Silicon-Nitrogen Bond. Solid State Structures of N-Trimethylsilyl-
and N-Methyl-dimesylamine. Zeitschrift Fur Naturforschung - Section B Journal of Chemical Sciences,
1986, 41, 1112-1116.

0.7 11

225

Ãœber die Nichtexistenz eines einfachen Î¼-oxo-Diphosphorans mit zwei
1.3.5.7-Tetramethyl-1.3.5.7-tetra-aza-4Î»<sup>5</sup>-phosphaspiro[3.3]heptan- 2.6-dion-Gruppierungen:
Darstellung und Struktur eines zweifach mit N,NÊ¹-Dimethylharnstoff Ã¼berbrÃ¼ckten
Î»<sup>5</sup>Pâ€“Oâ€“Î»<sup>5</sup>P-Diphosphorans/On the Nonexistence of a Simple Î¼-Oxo-diphosphorane
Involving two 1,3.5.7-Tetramethyl-1.3.5.7-tetra-aza-4Î»<sup>5</sup>-phospha-spiro[3.3]heptane-2.6-dione
Groupings: Preparation and Structure of a Î»<sup>5</sup>Pâ€“Oâ€“Î»<. Zeitschrift Fur Naturforschung -
Sect

0.7 12

226

Zur absoluten Konfiguration der Enantiomere der Antimuskarinika Procyclidin und Tricyclamoliodid:
RÃ¶ntgenâ€•strukturanalyse von
(<i>R</i>)â€•1â€•[3â€•Cyclohexylâ€•3â€•hydroxyâ€•3â€•phenylâ€•propyl]â€•1â€•methylpyrrolidiniumiodid. Liebigs Annalen Der Chemie,
1986, 1986, 242-250.

0.8 11

227 RÃ¶ntgenstrukturanalysen und Struktur-Wirkungs-Beziehungen von Antigestagenen. Liebigs Annalen
Der Chemie, 1986, 1986, 1317-1326. 0.8 14

228 Cyclophanes-XXV. Tetrahedron, 1986, 42, 1655-1663. 1.9 34

229 Absolute configuration of bourgeanic acid: X-ray crystal structure of a 4-bromophenacyl derivative
of hemibourgeanic acid.. Tetrahedron Letters, 1986, 27, 847-848. 1.4 8

230 Dienes as chiral templates. Tetrahedron Letters, 1986, 27, 5833-5834. 1.4 24

231

ÃœUBER DIE UMSETZUNG VON 4-AZIDO-1.3.5.7-TETRAMETHYL-1.3.5.7-TETRAAZA-4Î»5-PHOSPHASPIRO [3.3]
HEPTAN-2.6-DION MIT TRIPHENYLPHOSPHIN: DARSTELLUNG UND STRUKTUR EINES UNGEWÃ–HNLICHEN
STAUDINGER-PRODUKTES MIT DER GRUPPIERUNG Î»5PNÎ»4P. Phosphorous and Sulfur and the Related
Elements, 1986, 26, 193-198.

0.2 12

232

ÃœBER DIE UMSETZUNG VON N- BZW. O-TRIMETHYLSILYLIERTEN DERIVATEN DES ETHANOLAMINS MIT
PHOSPHOR(III)-HALOGEN-VERBINDUNGEN: INTRAMOLEKULARE DONATOR-AKZEPTOR-WECHSEL WIRKUNGEN
IN DEN VERBINDUNGEN CH3OCH2CH2N(CH3)PCl2, (CH3)2NCH2CH2OPCl2, (CH3)2NCH2CH2N(CH3)P(C6H5)2,
(CH3)2NCH2CH2N(CH3)P(C6H5)Cl UND (CH3)2NCH2CH2N(CH3)PCl2. Phosphorous and Sulfur and the
Related Elements, 1986, 28, 327-336.

0.2 21

233

Pentakoordiniertes Silicium: Intramolekulare Koordination bei O-Fluorsilylderivaten von
N.N-disubstituierten Aminoethanolen bzw. N-fluorsilylsubstituierten Derivaten des
Trimethylethylendiamins/Penta-co-ordinate Silicon: Intramolecular Coordination of O-Fluorosilyl
Derivatives of N.N-Disubstituted Aminoethanols and of N-Fluorosilyl Substituted Derivatives of
Trimethylethylenediamine. Zeitschrift Fur Naturforschung - Section B Journal of Chemical Sciences,
1985, 40, 282-287.

0.7 21

234 Ansa-Steroids. Tetrahedron Letters, 1985, 26, 1705-1706. 1.4 27
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235 1, 3, 4-Thiazaphospholes. Angewandte Chemie International Edition in English, 1985, 24, 123-124. 4.4 15

236 Preparation and Structure of a Diphosphorus Compound with Positive Charges on the Two Directly
Bonded Phosphorus Atoms. Angewandte Chemie International Edition in English, 1985, 24, 975-976. 4.4 43

237 Antibiotika aus Gleitenden Bakterien, XXVI. Konstitution und absolute Konfiguration der epimeren
Myxovirescine A1 und A2. Liebigs Annalen Der Chemie, 1985, 1985, 1629-1652. 0.8 13

238 Antibiotika aus Gleitenden Bakterien, XXVII. Angiolam A â€“ ein neues Antibiotikum aus <i>Angiococcus
disciformis</i> (Myxobacterales). Liebigs Annalen Der Chemie, 1985, 1985, 2088-2097. 0.8 25

239 Trispiro[2.1.2.1.2.1]dodecane-4,8,12-trione. Angewandte Chemie International Edition in English, 1985, 24,
607-608. 4.4 7

240
4â€•Imidazolidinone aus Nitronen und Isocyaniden. â€“ MolekÃ¼lstruktur von
5â€•<i>tert</i>â€•Butylâ€•1,2,2â€•trimethylâ€•3â€•(2,4,6â€•tribromphenyl)â€•4â€•imidazolidinon. Liebigs Annalen Der Chemie, 1984,
1984, 1685-1695.

0.8 10

241

Reaktionen des (2-TrimethylsiIoxyphenyl)diphenylphosphans mit Phosphorhalogeniden â€“ Kristall- und
Molekiilstruktur des (2-Hydroxyphenyl)diphenylphosphoniumbromids / Reactions of
(2-Trimethylsiloxyphenyl)diphenylphosphane with Phosphorus Halides â€“ Crystal and Molecular
Structure of (2-Hydroxyphenyl)diphenylphosphonium Bromide. Zeitschrift Fur Naturforschung -
Section B Journal of Chemical Sciences, 1984, 39, 1177-1184.

0.7 20

242
Strong Distortion of the Tetrahedral Geometry in a Spirosilicate: Molecular Structure of
Bis(tetramethylethylenedioxy)silane. Angewandte Chemie International Edition in English, 1983, 22,
65-65.

4.4 16

243 Starke Verzerrung der Tetraedergeometrie bei einem Spirosilicat: MolekÃ¼lstruktur von
Bis(tetramethylethylendioxy)silan. Angewandte Chemie, 1983, 95, 52-52. 2.0 18

244 Mixed-valence diphosphorus compounds. Phosphorous and Sulfur and the Related Elements, 1983, 18,
77-80. 0.2 18

245

Strukturchemie von Verbindungen des penta-koordinierten Siliciums. Quadratisch-pyramidale
Geometrie im Bis (tetramethylethylendioxy)fluorsilan -Anion / Structural Chemistry of
Penta-coordinated Silicon. Square-Pyramidal Geometry in the
Bis(tetramethylethylenedioxy)fluorosilane Anion. Zeitschrift Fur Naturforschung - Section B Journal
of Chemical Sciences, 1983, 38, 938-942.

0.7 8

246 Synthesis and Crystal Structure Determination of a Î»<sup>3</sup> PÎ»<sup>5</sup> P-Phosphorane of a
Novel Type. Zeitschrift Fur Naturforschung - Section B Journal of Chemical Sciences, 1983, 38, 702-704. 0.7 24

247

Strukturchemie von Verbindungen des pentakoordinierten Siliciums. Das
Bis(ethylendioxy)methylsilan-Anion / Structural Studies of Pentacoordinate Silicon. The
Bis(ethylenedioxy)methylsilane Anion. Zeitschrift Fur Naturforschung - Section B Journal of Chemical
Sciences, 1982, 37, 195-197.

0.7 16

248 Preparation and crystal structure determination of a diphosphorus compound with a direct Î»5Pâ€“Î»4P
bond. Journal of the Chemical Society Chemical Communications, 1981, , 609-610. 2.0 15

249
Darstellung von 2-Amino-1.3.2Î»3(Î»5)-dioxaphospholanen / Synthesis of 2-Amino-1,3,2Î»3
(Î»5)-dioxaphospholanes. Zeitschrift Fur Naturforschung - Section B Journal of Chemical Sciences, 1981,
36, 1071-1079.

0.7 17

250 Double Cycloaddition Yielding a Tricyclic Diphosphorane. Angewandte Chemie International Edition in
English, 1980, 19, 825-826. 4.4 3

251 Darstellung und RÃ¶ntgenstrukturanalyse eines Adamantyl-spiro-phosphorans, C10H15P(O2C6H4)2.
Chemische Berichte, 1979, 112, 1464-1469. 0.2 7

252 X-Ray crystal structure of a binuclear platinum complex, [Pt(Cl){P(:O)F2}(Et3P)]2, involving a bridging
difluorophosphonate ligand. Journal of the Chemical Society Chemical Communications, 1979, , 848. 2.0 7
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253 Preparation and X-ray crystal structure of diphenylbenzoyldifluorophosphorane. Journal of the
Chemical Society Chemical Communications, 1978, , 946. 2.0 7

254 An unusual reaction of sulfur tetrafluoride with a carbonyl compound. Journal of the American
Chemical Society, 1977, 99, 6096-6097. 13.7 19

255 Darstellung und Struktur von Dispiro-diazaphosphetidinen. Chemische Berichte, 1977, 110, 1887-1895. 0.2 16

256 A Tricyclic Phosphorane with Axial Annelation. Angewandte Chemie International Edition in English,
1976, 15, 781-782. 4.4 9

257
Notizen: MolekÃ¼lstruktur von Bis[tris(diÃ¤thylamido)-titano] -ferrocen / Molecular Structure of
Bis[tris(diethylamido)-titano]-ferrocene. Zeitschrift Fur Naturforschung - Section B Journal of
Chemical Sciences, 1975, 30, 636-636.

0.7 22

258 On the Benefits of Attractive Pseudo-Potentials in a Genetic Algorithm Approach for Structure-Based
Library Screening. , 0, , 179-188. 0


