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BACKGROUND AND SCOPE OF THE JOURNAL
Background
The Journal of Antimicrobial Chemotherapy was founded in 1975 by the British
Society for Antimicrobial Chemotherapy (BSAC) as part of its mission to facilitate
the acquisition and dissemination of knowledge in the field of antimicrobial
chemotherapy. Proceeds from the Journal are used by the BSAC to further these
objectives. Articles are published continuously online in JAC Advance Access
and assembled into monthly printed and online issues. The Journal has an
Impact Factor of 5.217 (2017).
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BACKGROUND AND SCOPE OF THE JOURNAL
Aims
The Journal publishes articles that further knowledge and advance the science
and application of antimicrobial chemotherapy with antibiotics and antifungal,
antiviral and antiprotozoal agents. The Journal publishes primarily in human
medicine, and articles in veterinary medicine likely to have an impact on global
health.
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The Journal particularly welcomes manuscripts on:
 the practice of evidence-based medicine relating to antimicrobials (clinical
trials, systematic reviews and meta-analyses)
 antimicrobial treatment (pharmacokinetics, pharmacodynamics and
prescribing practices)
 the action of antimicrobial agents and the mechanisms, genetics and
epidemiology of antimicrobial resistance
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 the genetic basis of antimicrobial resistance
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 new compounds provided evidence is offered of selective antimicrobial activity
and comparative cytotoxicity data
 previously unreported antimicrobial activity relating to a marketed drug product
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Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.
The structure is an open one, and its water content is rather
1

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.
The structure is an open one, and its water content is rather
1

Admin
Checklist

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.

Admin
Checklist

The structure is an open one, and its water content is rather
1

EIC

Assignment

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.

Admin
Checklist

The structure is an open one, and its water content is rather
1

EIC

Assignment

Editor

Assignment

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.

Admin
Checklist

The structure is an open one, and its water content is rather
1

EIC

Assignment

Editor

Referee

Assignment

Selection

Scores

Invitation

Assignment

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.

Admin
Checklist

The structure is an open one, and its water content is rather
1

EIC

Assignment

Editor

Referee

Assignment

Selection

Scores

Editor

Recommendation

Invitation

Assignment

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
structure together, especially as the negatively charged
phosphates near the axis will repel each other. (2) Some of the
van der Waals distances appear to be too small.
Another three-chain structure has also been suggested by Fraser
(in the press). In his model the phosphates are on the outside and
the bases on the inside, linked together by hydrogen bonds. This
structure as described is rather ill-defined, and for this reason
we shall not comment on it.
We wish to put forward a radically different structure for the
salt of deoxyribose nucleic acid. This structure has two helical
chains each coiled round the same axis (see diagram). We have made
the usual chemical assumptions, namely, that each chain consists
of phosphate diester groups joining ß-D-deoxyribofuranose residues
with 3',5' linkages. The two chains (but not their bases) are
related by a dyad perpendicular to the fibre axis. Both chains
follow right- handed helices, but owing to the dyad the sequences
of the atoms in the two chains run in opposite directions. Each
chain loosely resembles Furberg's2 model No. 1; that is, the bases
are on the inside of the helix and the phosphates on the outside.
The configuration of the sugar and the atoms near it is close to
Furberg's 'standard configuration', the sugar being roughly
perpendicular to the attached base. There is a residue on each
every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.

Admin
Checklist

The structure is an open one, and its water content is rather
1

EIC

Assignment

Editor

Referee

Assignment

EIC

Selection

decision
Scores

Editor

Recommendation

Invitation

Assignment

Editorial process
Mol ecul ar st r uct ur e of Nucl ei c Aci ds
WATSON, J. D. & CRICK, F. H. C.
Medical Research Council Unit for the Study of Molecular Structure
of Biological Systems, Cavendish Laboratory, Cambridge.
A St r uct ur e f or Deoxyr i bose Nucl ei c Aci d
We wish to suggest a structure for the salt of deoxyribose nucleic
acid (D.N.A.). This structure has novel features which are of
considerable biological interest.
A structure for nucleic acid has already been proposed by Pauling
and Corey1. They kindly made their manuscript available to us in
advance of publication. Their model consists of three intertwined
chains, with the phosphates near the fibre axis, and the bases on
the outside. In our opinion, this structure is unsatisfactory for
two reasons: (1) We believe that the material which gives the Xray diagrams is the salt, not the free acid. Without the acidic
hydrogen atoms it is not clear what forces would hold the
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every 3.4 A. in the z-direction. We have assumed an angle of 36°
between adjacent residues in the same chain, so that the structure
repeats after 10 residues on each chain, that is, after 34 A. The
distance of a phosphorus atom from the fibre axis is 10 A. As the
phosphates are on the outside, cations have easy access to them.
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