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Ernest Meštrović,∗d and Ivan Halasz∗a

Nucleobases methylated at the glycosidic nitrogen atom
achieve DNA-specific self-assembly upon heating in the
solid state. We report formation and characterisation of the
elusive cocrystal of methylated guanine and methylated cy-
tosine, exhibiting Watson-Crick-type hydrogen bonding, and
the crystal structure of 9-methylguanine.

The pairing of nucleotides in the DNA via specific hydrogen-
bonding interactions constitutes the most famous example of
supramolecular recognition. Following the discovery of the struc-
ture of the DNA in 1953,1 and that complementarity between the
two DNA strands is based on supramolecular interactions, numer-
ous studies focused on hydrogen bonding between nucleobases to
obtain detailed geometries of their interactions.2–5 Among canon-
ical nucleobases or their simple derivatives, supramolecular pair-
ing under plausibly prebiotic conditions was observed only for
adenine and thymine methylated at the glycosidic nitrogen atom,
which was achieved by crystallisation from water,6 but also in
the solid state7 (Fig. 1). Several other derivatives of adenine and
thymine as well as derivatives of guanine and cytosine have been
found to pair via Hoogsteen or Watson-Crick hydrogen bond-
ing.3,5,8 These pairs have, however, usually been obtained from a
dimethylsulphoxide (DMSO) solution due to the limited solubility
of nucleobases in water. Noteworthy, Etter attempted to achieve
pairing of 9-ethylguanine and 1-methylcytosine by grinding in the
solid state, a pair previously obtained from a heated DMSO solu-
tion,9 but was not successful.7

Here, using the simplest derivatives of canonical nucleobases,
we have discovered that pairing of methylated guanine and
methylated cytosine is readily achievable in the solid state by
heating their physical mixture, where they self-assemble in the
Watson-Crick hydrogen-bonded motif. We also explored selectiv-
ity in solid-state recognition and found it to be DNA-specific. The
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Fig. 1 (a) Nucleobases having the glycosidic nitrogen atom regioselec-
tively methylated (position N9 in purines and position N1 in pyrimidines)
were used to study selectivity in nucleobase pairing in the solid state.
(b) On the left is the known Hoogsteen-type 9-mA:1-mT nucleobase pair
(CSD code: MTHMAD13 10) obtained upon crystallization from water and
by milling in the solid state. On the right is Watson-Crick-type base
pairing between adenine and thymine nucleotides in DNA (PDB code:
6CQ3).

four-component mixture of methylated adenine, guanine, cyto-
sine, and thymine provided pairing only of complementary bases.

Having first unsuccessfully explored pairing of canonical solid
nucleobases by ball milling,11 we realised that these are not a
proper model for this task. The presence of an N−H group at
the glycosidic nitrogen atom, the nitrogen linking to the sugar
ring in nucleotides, contributes to hydrogen-bonding interactions
interfering with potential recognition at other faces of the pyrim-
idine and purine bases. In addition, the presence of this N−H
group leads to highly stable solid canonical nucleobases.12–15 We
have thus switched our focus to methylated nucleobases, where
hydrogen-bonding involving the glycosidic nitrogen atom is dis-
abled by the methyl group (Fig. 1).

While the methyl substituent limits the usefulness of these
model nucleobases in the prebiotic context, these results may still
provide an insight into supramolecular selectivity in the origin-
of-life context since it should be unlikely that the specific pairs of
nucleobases would have been coupled into DNA if they were un-
willing to selectively and specifically self-assemble beforehand.16

In addition, given the numerous modes the five nucleobases could
self-assemble via hydrogen bonds,17 it is even more surprising
that no other cocrystals of nucleobases or their derivatives were
found under plausibly prebiotic conditions.18
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Fig. 2 (a) DSC thermogram of the pre-milled, stoichiometric 1:1 physical mixture of 9-mG and 1-mC. The inset highlights the subtle endotherm at 242
◦C. (b) Rietveld fit for the crystal structure of the 1:1 9-mG:1-mC cocrystal (λ=1.54 Å). (c) Comparison of Watson-Crick hydrogen bonding between
9-mG and 1-mC in the cocrystal (to the left) and guanine and cytosine nucleotides from the DNA (PDB code: 6CQ3, to the right). (d) Temperature-
resolved monitoring by synchrotron PXRD (λ=0.207 Å) of the pre-milled physical mixture of 9-mG and 1-mC.

In solution, nucleobase recognition competes with solva-
tion.6,19 Since solid-state chemistry could be more relevant in the
prebiotic context then thus far anticipated,20–25 we have decided
to avoid solvation issues and explored self-assembly in binary,
ternary and quaternary combinations of methylated nucleobases
in the solid state by using ball milling and dry heating (for details
see ESI). First, we applied milling at room temperature to 1:1
solid nucleobase mixtures. The resulting samples were analysed
by powder X-ray diffraction (PXRD) and, except for reproducing
the preparation of the known 9-mA:1-mT Hoogsteen pair7 (Fig.
S6, for details see ESI), we were not successful in preparing any
other pair of complementary or non-complementary canonical or
methylated nucleobases, and the milled mixtures remained phys-
ical mixtures of reactants (Figs. S7-S10, ESI).

Next, we were wondering if heating would have an effect on
nucleobase pairing. Previously milled physical mixtures of nu-
cleobases were thus subjected to heating in differential scan-
ning calorimetry (DSC) experiments. The pairing of nucleobases
was not observed for any combination of canonical nucleobases
and all pairs of non-complementary methylated nucleobases. We
did, however, observe pairing of methylated guanine and cyto-
sine. The DSC thermogram of the 9-methylguanine (9-mG) and
1-methylcytosine (1-mC) physical mixture exhibited a subtle en-

dotherm at 242 ◦C before a large melting endotherm at 287 ◦C
(Fig. 2a).

In a repeated experiment, heating was interrupted after this
subtle endotherm and the sample was analysed by PXRD. From
the obtained diffraction pattern, it was evident that the sample
was highly crystalline and no longer a physical mixture of nu-
cleobases. Crystal structure determination from PXRD data re-
vealed a 1:1 cocrystal where 9-mG and 1-mC have self-assembled
via Watson-Crick hydrogen bonding, employing three hydrogen
bonds between 9-mG and 1-mC molecules, as is characteristic for
their pairing in DNA (Fig. 2b and 2c). In the crystal, 9-mG:1-mC
pairs further connect through N−H···O and N−H···N hydrogen
bonds (Fig. S1) to form hydrogen-bonded tapes (Fig. S2).

In the course of this study, we have been able to find in the
literature the relevant crystallographic information for all nucle-
obases and their methylated derivatives, except for the crystal
structure of 9-mG. Its crystal structure was solved here from high-
resolution powder diffraction data revealing a complex structure
in the monoclinic P21/c space group with 4 molecules comprising
the asymmetric unit (Fig. S3). Molecules of 9-mG form puck-
ered hydrogen-bonded layers in the crystal structure with weaker
interactions between layers (Figs. S4 and S5).

To better understand structural changes occurring during heat-
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ing, mixtures of nucleobases were subjected to controlled heating
and in situ monitoring by synchrotron PXRD. Canonical nucle-
obases were again stable each in its respective pure solid phase
(Figs. S11-S20). Continuing with methylated nucleobases, initial
heating of the 1:1 mixture of 9-mG and 1-mC exhibited only peak
shifts in PXRD patterns due to unit cell expansion until the mix-
ture was heated to 200 ◦C, when the diffraction pattern changed
significantly indicating the formation of a new crystalline phase
corresponding to the 1:1 9-mG:1-mC cocrystal (Fig. 2d).

Similarly, a DSC thermogram of the 1:1 physical mixture of
9-mA and 1-mT exhibited the major endotherm corresponding
to melting at 245 ◦C, but also a subtle endotherm at 180 ◦C
(Fig. 3a) corresponding to the chemical reaction of nucleobase
pairing. Rietveld analysis of diffraction patterns collected in a
temperature-resolved synchrotron PXRD monitoring experiment
confirmed the formation of the known 9-mA:1-mT cocrystal (Figs.
3b and S21). We thus confirm a preference for Hoogsteen-type
hydrogen-bonding for the 9-mA:1-mT nucleobase pair that is per-
sistent also at elevated temperatures. This is in agreement with
calculations in water where it was shown that for 9-mA and 1-
mT the Hoogsteen pairing is around 1 kcal/mol more stable than
the Watson-Crick pairing,26 and in vacuo where Hoogsteen pair-
ing is preferred to stacking interactions.27 While Hoogsteen pair-
ing usually is not present in the DNA double-strand, it is biolog-
ically relevant28–30 and may appear transiently to serve in the
binding of the transcription factors.31 Noteworthy, 9-mA and 1-
methyluracil (1-mU) did not form a nucleobase pair during heat-
ing in the solid state (Fig. S22), and there are no endotherms
other than the one attributed to melting of the physical mixture
(Fig. S23).

Since specific supramolecular recognition is at the core of selec-
tivity in DNA replication, we explored selectivity in the formation
of complementary nucleobase pairs in the solid state from phys-
ical mixtures containing more than two nucleobases (Figs. S31
and S32). Temperature-resolved PXRD patterns of the ternary
mixture of 9-mA, 1-mT, and 1-mU (Fig. S33) indicated the forma-
tion of only the 9-mA:1-mT nucleobase pair at 100 ◦C, similarly to
dry heating of the physical mixture of 9-mA and 1-mT. The qua-
ternary mixture of 9-mA, 1-mT, 9-mG, and 1-mC, heated above
200 ◦C, provided a 6-component mixture of separate cocrystals
of complementary nucleobase pairs 9-mA:1-mT and 9-mG:1-mC
in addition to unreacted starting nucleobases (Fig. 4). Presence
of starting nucleobases in the heated mixture is not surprising
since purely heating does not involve mixing of the powder mix-
ture and the low mobility of solid particles has likely prevented
the whole of the sample to become engaged.

In summary, pairing of nucleobases into hydrogen-bonded
supramolecular complexes is surprisingly difficult to achieve, de-
spite each nucleobase having a number of hydrogen-bond donor
and acceptor groups. Having here focused on pairing in the
solid state, our attempts to achieve supramolecular recognition
among canonical nucleobases, as well as among their derivatives
methylated at the glycosidic nitrogen, provided only one new
supramolecular complex. The cocrystal of methylated guanine
and methylated cytosine exhibiting Watson-Crick hydrogen bond-
ing was obtained upon heating the solid physical mixture of com-

Fig. 3 (a) DSC thermogram of the pre-milled, stoichiometric 1:1 physical
mixture of 9-mA and 1-mT. (b) In situ monitoring by laboratory PXRD
(λ=1.54 Å) of dry heating pre-milled physical mixture of 9-mA and 1-mT.
The inset in (a) highlights the subtle endotherm at 180 ◦C.

ponents. We also reproduced solid-state formation of the cocrys-
tal of methylated adenine and methylated thymine and note-
worthy, observed DNA-specific selectivity in pairing from ternary
and quaternary mixtures of methylated nucleobases. We are cur-
rently exploring the potential of the solid-state as a prebiotic reac-
tion medium for emergence of recognition patterns among purine
and pyrimidine derivatives that could have been present on early
Earth.32–34
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