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153
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between ligand waters and lattice fluorides. Inorganica Chimica Acta, 1988, 154, 17-20. 2.4 18

155 Î²-diketone interactions. Journal of Molecular Structure, 1988, 178, 297-303. 3.6 30

156 The preparation and dynamic behaviour of platinum(IV) derivatives of macrocyclic thioethers. Journal
of Organometallic Chemistry, 1988, 341, 559-567. 1.8 26

157

The heteronuclear cluster chemistry of the group 1B metals. Part 7. Synthesis and gold-197 MÃ¶ssbauer
spectra of the mixed-metal cluster compounds [Au2Ru4(Âµ3-H)(Âµ-H){Âµ-Ph2E(CH2)nEâ€²Ph2}(CO)12](n= 1 or 2,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 267 Td (E = Eâ€²= As or E = As, Eâ€²= P; n= 2, E = Eâ€²= P). X-Ray crystal structure of

[Au2Ru4(Âµ3-H)(Âµ-H)(Âµ-Ph2AsCH2PPh2)(CO)12]. Journal of the Chemical Society Dalton Transactions,
1988, , 1795-1801.

1.1 19

158
Bis(acetato)bis[4-(N-acetylamino)pyridine]aquacopper(II)â€“hydrogen fluorideâ€“hydrate (1/2/2): X-ray
structure reveals H2OÂ·HF hydrogen bonded in the lattice. Journal of the Chemical Society Dalton
Transactions, 1988, , 1493-1496.

1.1 6

159
Conducting salts of cyclic sulphonium cations with 7,7,8,8-tetracyano-p-quinodimethane (TCNQ): X-ray
crystal structure of 1-methyl-1,4-dithianium TCNQ salt, (MDT)1 +(TCNQ)2 ?. Journal of the Chemical
Society Chemical Communications, 1988, , 1441.

2.0 0

160

The heteronuclear cluster chemistry of the group 1B metals. Part 10. Synthesis, structures, and
dynamic behaviour of the bimetallic hexanuclear group 1B metal cluster compounds
[M2Ru4(Âµ3-H)2{Âµ-Ph2As(CH2)nEPh2}(CO)12](M = Cu or Ag; E = As or P; n= 1 or 2). X-Ray crystal structure
of [Cu2Ru4(Âµ3-H)2{Âµ-Ph2As(CH2)2PPh2}(CO)12]. Journal of the Chemical Society Dalton Transactions,
1988, , 2787-2796.

1.1 18

161
Î²-Diketone interactions. Part 6. X-Ray molecular structure of 3-(4-methoxyphenyl)pentane-2,4-dione, a
Î²-diketone enol tautomer with a very strong hydrogen bond. Journal of the Chemical Society Perkin
Transactions 1, 1988, , 297-299.

0.9 33

162
Rhodium(III) complexes with pyridine-2-thiol (pySH) and pyridine-2-thiolato (pyS) as the only ligands:
crystal structures of mer-[Rh(pyS)3], [Rh(pyS)2(pySH)2]ClÂ·0.5H2O, and [Rh(pyS)3(pySH)]. Journal of the
Chemical Society Dalton Transactions, 1988, , 227-233.

1.1 60
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163
Synthesis, structure, and infrared spectroelectrochemistry of the cluster [Os3H(Âµ-FcCO)(CO)10](Fc =) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 747 Td (ferrocenyl), a product of oxidative addition of formylferrocene to [Os3(CO)10(MeCN)2]. Journal of

the Chemical Society Chemical Communications, 1988, , 478-480.
2.0 15

164
Stereochemical non-rigidity of dithioether complexes of trimethylplatinum(IV) halides. X-Ray crystal
structures of [PtClMe3(MeSCH2CH2SEt)] and [PtIMe3(MeSCH2CH2SBut)]. Journal of the Chemical
Society Dalton Transactions, 1988, , 521-531.

1.1 16

165
Di- and tri-nuclear complexes of palladium(II) containing doubly- and triply-bridging
pyridine-2-thionato (pyS) ligands: crystal structure of [Pd3(C6H4CH2NMe2)3(pyS)2][BF4]. Journal of the
Chemical Society Dalton Transactions, 1988, , 2193.

1.1 38

166
X-Ray structures of [Cu(cyclam)(H2O)2]F2Â·4H2O (cyclam = 1,4,8,11-tetra-azacyclotetradecane) and
[Cu(en)2(H2O)2]F2Â·4H2O (en = ethylenediamine) reveal [F(H2O)4]â€“with strong hydrogen bonds. Journal
of the Chemical Society Chemical Communications, 1988, , 1387-1388.

2.0 22

167
Notes. [RhPd2(pyS)4(Î·3-C4H7)2][BF4]: synthesis and X-ray structure of a mixed-metal trinuclear complex
containing two Âµ3-pyridine-2-thionato (pyS) ligands. Journal of the Chemical Society Dalton
Transactions, 1988, , 235-238.

1.1 35

168
Protonation versus oxidation in the reactions of trifluoroacetic acid with dinuclear osmium(I)
complexes: molecular structure of [Os2(MeCo2)2(Âµ-H)(CO)4(PMe2Ph)2][PF6]. Journal of the Chemical
Society Dalton Transactions, 1988, , 2753-2757.

1.1 13

169
Cyclophilic reactions of allene-1,3-dicarboxylic ester. Part 7. Synthesis of bicyclic and tricyclic
heterocyclic compounds involving nitrogen, sulphur, and carbon as nucleophiles. Journal of the
Chemical Society Perkin Transactions 1, 1988, , 2993.

0.9 28

170 Magnetic properties and structure of MDT (TCNQ)2. Synthetic Metals, 1988, 27, 327-332. 3.9 5

171
The preparation and dynamic behaviour of platinum(IV) derivatives of macrocyclic sulphides; the X-ray
crystal structure of fac-[PtMe3SCH2CH2SCH2CH2SCH2CH2]ClÂ·2H2O. Journal of the Chemical Society
Chemical Communications, 1987, , 978-980.

2.0 17

172
Intermediates in the conversion of [Os3(CO)11(PRPh2)](R = Me or Ph) into [Os3(Âµ3-C6H4)(Âµ3â€“PR)(CO)9]:
crystal and molecular structures of [Os3-(Âµ-H)(Âµ3-C6H4PMePh-o)(CO)9] and
[Os3(Âµ3-C6H4PMe-o)(CO)10]. Journal of the Chemical Society Dalton Transactions, 1987, , 1529-1534.

1.1 36

173
Triosmium clusters containing ligands derived from tropone (cycloheptatrienone): molecular
structure of an oxidative addition product [Os3H(Âµ3-C7H5O)(CO)9]. Journal of the Chemical Society
Dalton Transactions, 1987, , 551-555.

1.1 5

174 Aqua(2,2â€²-bipyridyl)difluorocopper(II) dihydrate: X-ray structure reveals short hydrogen bonds and
other unusual features. Journal of the Chemical Society Dalton Transactions, 1987, , 2397-2399. 1.1 15

175
Ïƒ-Î·2Transformation of an electron-rich thioarsenic heterocyclic ligand: X-ray crystal structure of
[Mo(Î·2-AsSCH2CH2S)(CO)2(Î·-C5H5)]. Journal of the Chemical Society Chemical Communications, 1987, ,
983-984.

2.0 3

176
Reactions of allene with triosmium and triruthenium clusters including coupling and oxidative
addition: X-ray structure of the coupled allene compound [Os3(C6H8)(CO)10]. Journal of the Chemical
Society Dalton Transactions, 1987, , 2935.

1.1 16

177
Oxidative addition of 1,3-diynes at triosmium clusters with cleavage of the central carbonâ€“carbon
bond: X-ray crystal structure of [Os3(Âµ3,Î·2-C2Ph)(Âµ-C2Ph)(CO)9] derived from 1,4-diphenylbuta-1,3-diyne.
Journal of the Chemical Society Chemical Communications, 1987, , 461-463.

2.0 41

178
Molybdenum-molybdenum quadruple bonds: An asymmetrically substituted dimer containing a single
acetate bridge. Crystal and molecular structure of [Mo2Cl3(Î¼-OAc)(PMe3)3]Â·PhMe. Polyhedron, 1987, 6,
2111-2118.

2.2 5

179 Phenylimido ethoxo complexes of tungsten(VI): Crystal and molecular structure of dichloro-di-Î¼-
ethoxotetraethoxobis(phenylimido)ditungsten(VI). Polyhedron, 1987, 6, 163-173. 2.2 10

180
Aquadifluoro(1,10-phenanthroline)copper(II) dihydrate: X-ray crystal structure reveals strong
hydrogen bonds between ligand fluoride and lattice water molecules. Journal of Crystallographic
and Spectroscopic Research, 1987, 17, 605-613.

0.2 7
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181 Î²-diketone interactions. Journal of Molecular Structure, 1987, 161, 181-192. 3.6 22

182 The structure of 2,2-dialkyl-1,3,2-oxathiastannolanes. Journal of Organometallic Chemistry, 1987, 325,
129-139. 1.8 25

183

Bis(dimethylarsino)sulphide (dmas) complexes of the trimethylplatinum halides: the synthesis and
characterization of fac-[(PtXMe3)(dmas)2] and the binuclear [(PtXMe3)2(dmas)] (X = Cl, Br, I)
complexes, the crystal and molecular structure of [(PtBrMe3)2(dmas)]. Journal of Organometallic
Chemistry, 1987, 325, 261-269.

1.8 9

184 An unprecedented reaction of diethyl azodicarboxylate with imidazolium ylides. Journal of the
Chemical Society Chemical Communications, 1986, , 1745. 2.0 7

185

The preparation and characterisation of (disulphur dinitrido)bis(phosphine) complexes,
[M(S2N2)(PR3)2](M = Pt, PR3= PMe3, PMe2PH, PMePh2, PPh3, PEt3, PPrn3, PBun3, or Â½Ph2PCH2CH2PPh2; M) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 582 Td (= Pd, PR3=Â½Ph2PCH2CH2PPh2). X-Ray crystal structure of [Pt(S2N2)(PMe3)2]. Journal of the Chemical

Society Dalton Transactions, 1986, , 2367-2370.

1.1 23

186

Control of the metal core geometries and dynamic behaviour of heteronuclear group 1b metal cluster
compounds using bidentate phosphine ligands: X-ray crystal structures of
[Au2Ru4(Âµ-H)(Âµ3-H)(Âµ-Ph2PCH2PPh2)(CO)12] and [Ag2Ru4(Âµ3-H)2(Âµ-Ph2PCH2PPh2)(CO)12]. Journal of the
Chemical Society Chemical Communications, 1986, , 600-602.

2.0 12

187

Conversion of a phenylimido complex to a phenylamido complex by the potentially chelating ligand
2,3-dimethyl-2,3-butandiol(pinacol-H2): The crystal and molecular structures of
[W2(NHPh)2(Î¼-pinacol)(pinacol)4] and the reaction side-product [W2(NPh)2(Î¼-O)(pinacol)2(pinacol-H)2].
Polyhedron, 1985, 4, 999-1005.

2.2 19

188
Preparation of niobium and tantalum organoimido complexes from reactions of the pentahalides with
amines: The crystal and molecular structure of
bis(t-butylamine)bis(t-butylimido)bis(Î¼-ethoxy)tetrachloroditantalum. Polyhedron, 1985, 4, 1391-1401.

2.2 32

189 The crystal and molecular structure of dichloro-1,2-bis(diphenylphosphino)ethanedigold(I).
Inorganica Chimica Acta, 1985, 98, 125-129. 2.4 71

190 Structure of tetraphenylphosphonium bis(benzenethiolato)aurate(I), [P(C6H5)4][Au(C6H5S)2]. Acta
Crystallographica Section C: Crystal Structure Communications, 1985, 41, 862-865. 0.4 15

191 A tetrahedral complex of gold(I). The crystal and molecular structure of
Au(Ph2PCH2CH2PPh2)2ClÂ·2H2O. Inorganica Chimica Acta, 1984, 81, 151-156. 2.4 52

192
The rearrangement of some
2-substituted-4-bromo-2,5-dinitro-6-hydroxy-3,6-dimethylcyclohex-3-en-1-ones. Tetrahedron Letters, 1981,
22, 1279-1280.

1.4 2

193 Dinitration studies of 2,4,5-tribromo-3,6-dimethylphenol: the formation of an acyloin rearrangement
product. Tetrahedron Letters, 1981, 22, 2325-2328. 1.4 4

194 Halogenated Metabolites of the Red Alga Plocamium cruciferum. Australian Journal of Chemistry,
1979, 32, 2545. 0.9 18


