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ABSTRACT: A base flipping conformation is found in many biological processes, including DNA repair and
DNA and RNA modification processes. To investigate the dynamics and energetics of this unusual
conformation in a double helix, base flipping induced by the base pair analogues of deoxyadenosine and
deoxycytidine derivatives tethering a phenyl or naphthyl group was investigated. DNA strands bearing the
base pair analogues stabilized the base flipping conformation of a complementary RNA, resulting in a site-
specific hydrolysis by specific base catalysis. Measurements of the hydrolysis rate and the thermal stability of
DNA/RNA duplexes suggested an unconstrained flexibility of the flipped-out ribonucleotide. As established
in the base flipping byDNA repair and DNA andRNAmodification enzymes, the results suggested that base
flipping occurred in competition with base pair formation. In addition, the deoxycytidine derivatives
discriminated G from I (inosine), with respect to the base pair interaction energy, as observed for a damaged
base or a weakened base pair search byDNA repair proteins. The base pair mimic nucleosides would be useful
for investigating the base flipping conformation under the equilibrium with base pairing.

Stacking interactions between nucleotide bases are important
for the integrity and stabilization of the double-helical structure
of DNA and RNA, while interbase hydrogen bonds play a
central role in pairing between nucleotide bases. The stacking
energy, which was obtained from a dangling end study and an
abasic nucleotide analogue study, is in the range of 0.5-1.8 kcal
mol-1 (1 kcal=4.18 kJ) in -ΔG�371 (1-4). Disruptions of the
continuous stacking occur due to an abasic site and a flipped-out
base in a double helix. An abasic site is a naturally occurring
apurinic/apyrimidinic (AP) site as a result of DNA damage. The
base flipping conformation is formed by moving a nucleotide
base from a base-stacked position to an extrahelical position,
accompanied by backbone distortion. This conformation is
generated as an intermediate in the DNA repair and DNA and

RNAmodificationpathways (5-7). These unusual conformations
largely decrease the stability of the duplex and are thermodyna-
mically very unstable. An abasic analogue, such as tetrahydro-
furan, can be used for the study of the abasic site, and the
thermodynamic stability and dynamics of an AP site-containing
duplex have been well studied (8-10). On the other hand, it is
difficult to investigate the base flipping in experiments because the
conformation can be formed only after overcoming the interaction
energy of the intrahelical base stacking or base pairing.

The base flipping conformation is stabilized by interactions
with proteins. For example, uracil DNA glycosylase recognizes
an oxidized cytosine lesion and the damaged base is flipped out of
the helix into the enzyme active site and amino acid residues are
inserted into the DNA helix (11). DNA and RNA modification
enzymes, including DNAmethyltransferase andRNA adenosine
deaminase, also assist the base flipping conformation to reach
their target base (6, 7). A base flipping conformation can also be
generated using an artificial nucleoside bearing a strong stacking
group. Compounds with an extended π-system of a planar
aromatic ring, such as nucleoside analogues of a pyrene nucleo-
side and a porphyrin nucleoside incorporated near the center of a
duplex, stack into a DNA duplex but significantly perturb
the helical structure because of their very large stacking area
and a lack of base pairing ability (12-16). We have examined
a deoxyadenosine derivative tethering the phenyl group at N6
of deoxyadenosine by a ureido linker, namely Aphe (Figure 1A),
as an A/T or A/U base pair analogue, and found that Aphe

located in the center of a DNA sequence did not perturb the
global duplex conformation but induced base flipping in a
complementary strand by intercalating the phenyl group into
the helix (17).
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The base flipping induced by Aphe induces a site-selective
hydrolysis of a complementary RNA sequence (18). In this study,
the hydrolysis is used to investigate the conformation anddynamics
of the flipped-out ribonucleotide. The base flipping conformation is
stabilized by the deoxyadenosine and deoxycytidine derivatives,
designed as the base pair analogue of A/U and C/G, respectively.
Measurements of the RNA hydrolysis rate and duplex stability
indicate that the flipped-out nucleotides have an exposed backbone
conformation and a significant loss in the level of base stacking. In
addition, since the base pair analogues retain a nucleotide base
moiety for base pairing with U or G (Figure 1), the base flipping
conformation is equilibrated with the base pair conformation,
which can be a model of the base flipping by enzymes.

MATERIALS AND METHODS

Oligonucleotide Syntheses. Synthesis of a phosphoramidite
of deoxycytidine derivatives tethering the phenyl or naphthyl group
was started from20-deoxycytidine, as performed for the synthesis of
deoxyadenosine derivatives that started from 20-deoxyadeno-
sine (17). All chemicals were purchased either from Aldrich or
fromWako Chemicals, and the solvents were freshly distilled prior
to use. 1HNMRspectra (Varian INOVA400NMR spectrometer)
and ESI mass spectra (Finnigan Mat LCQ mass spectrometer)
were used to identify compounds.

DNA oligomers containing the base pair analogue and RNA
oligomers labeled with 6-carboxylfluorescein (6-FAM) at the
50-end were synthesized on a solid support by phosphoramidite
chemistry using an automated DNA synthesizer (Applied Biosys-
tems model 391). The samples were purified by reverse-phase
HPLC on a C18 column (Tosoh) or polyacrylamide gel electro-
phoresis (PAGE) including 7 M urea after the removal of protect-
ing groups, followed by desaltingwith aC18 cartridge column. The
molecular weight of aDNA strand containing a base pair analogue
was determined by MALDI-TOF mass spectra (PE Biosystems
Voyager DE). Unmodified DNAs of HPLC purification grade
were purchased from Hokkaido System Science, and their molec-
ular weights were determined by MALDI-TOF mass spectra.
Nonenzymatic Hydrolysis of RNA. We prepared DNA/

RNAhybrid duplexes of d(GTGTCW1CTGTC)/r(GACAGW2G-
ACAC) by forming aW1/W2 pair in the center of a double helix. A
mixture containing 10 μM RNA and 20 μM DNA in a buffer
consistingof 20mMHEPESand0.13mMNa2EDTA(pH8.0) was

incubated at 60 �C for 2 min prior to use. After incubation at 37 �C
for 10 min, nonenzymatic hydrolysis of the RNA strand was
initiated via addition of an appropriate metal ion and stopped via
addition of a 3-fold excess volume of a solution containing 20 mM
Na2EDTA and 7 M urea. To monitor the hydrolysis reaction, gel
electrophoresis was performed using a 20% polyacrylamide gel
containing 7Murea in a 1�TBEbuffer containing 0.1MTris-HCl,
83 mM boric acid, and 1 mM Na2EDTA (pH 8.3).

Fluorescence from 6-FAM on the RNA strand was visualized
and quantified by a fluorescent scanner using a 473 nm excitation
laser and a 520 nm emission filter (Fujifilm FLA-5100). RNA
hydrolysis experiments were performed in two or three indepen-
dent trials, and the amounts of hydrolyzed fragments were taken
from an average of those obtained independently. The rate
constant for hydrolysis was calculated from the time-dependent
hydrolyzed yield fit to a linear regression equation.
UV Melting Curve of a DNA/RNA Duplex. UV absor-

bance was measured by a spectrophotometer (Shimadzu 1700)
equipped with a temperature controller. The melting curve was
monitored at a heating rate of 0.5 �C min-1 and 260 nm in a
buffer containing 1 M NaCl, 10 mM Na2HPO4, and 1 mM
Na2EDTA (pH 7.0). The extinction coefficient of an oligo-
nucleotide was calculated on the basis of the nearest-neighbor
approximation (19), and the extinction coefficients of deoxy-
adenosine and deoxycytidine derivatives were assumed to be the
same as those of deoxyadenosine and deoxycytidine, respectively.
The melting temperature (Tm), at which half of the nucleotide
strands were in a duplex state and half were in a single-stranded
state, was estimated from the melting curve obtained using the
total nucleotide strand concentration of 20 μM (20, 21).

RESULTS

Site-Selective RNA Hydrolysis Induced by Metal Ions.
Deoxyadenosine and deoxycytidine derivatives, designed as a
base pair mimic compound, contain the phenyl or naphthyl
group tethered to the amino group on a nucleotide base moiety
by a ureido linker (Figure 1). The compounds can form a base
pair in accordance with the Watson-Crick base pairing rule
when the aromatic hydrocarbon group is oriented outside the
helix. Instead, the aromatic hydrocarbon group stacks into a
double helix when intercalating into a helix and adopts a stacking
geometry similar to that of Watson-Crick base pairs. When a

FIGURE 1: Chemical structures of the base pair analogues of deoxyadenosine and deoxycytidine derivatives.
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DNA oligonucleotide bearing a base pair analogue hybridizes
with a complementary RNA sequence, an intercalation of the
aromatic group into the double helix forces the opposite ribo-
nucleotide base to an extrahelical position, causing the phospho-
diester linkage to be susceptible to hydrolysis.

Figure 2A shows the PAGE image for the hydrolysis of
RNA r(GACAGUGACAC) labeled with fluorescein at the 50-
end. The RNA strand associated with the complementary DNA of
d(GTGTCApheCTGTC) was incubated in the absence or presence
of NaCl, [Co(NH3)6]Cl3, MgCl2, CaCl2, BaCl2, SrCl2, orMnCl2 at
pH 8.0 and 37 �C. AlthoughNaCl and [Co(NH3)6]Cl3 provided no
cleaved product, a six-nucleotide length corresponding to RNA
strand scission at the 30-end of U opposite Aphe was obtained with
MgCl2 andCaCl2, and a large amount of the cleaved fragmentwas
obtained with MnCl2. The hydrolysis data indicated a base
flipping conformation and a lack of base pairing between U and
the adenine moiety on Aphe. Time-dependent reaction yields
revealed that the amount of cleaved fragment linearly increased
with reaction time, and the reaction rate responsible for the slope
differed among alkali earth metal ions and manganese ion
(Figure 2B). The negative linear correlation with a slope of
-0.88 between the rate constant data and the pKa values of metal
ions (see the inset of Figure 2B) suggests that RNA hydrolysis is
catalyzed by a metal-bound hydroxide ion (22, 23).
Examinations of the DNA Strand Bearing Cphe. As

observedwithAphe,DNA/RNAduplexes containingCphe tethering

the phenyl group at N4 of deoxycytidine (Figure 1B) produced a
cleaved RNA fragment in the presence of MgCl2. Comparisons of
the electrophoretic mobility of the cleaved fragment in the poly-
acrylamide gel to those of the alkali hydrolysis ladder and theRNA
fragments digested by ribonuclease T1 verified an exclusive hydro-
lysis at the 30-end of A, C, orU opposite Cphe (Figure 3A). The site-
selective reaction indicates base flipping of the ribonucleotide
opposite Cphe in the duplex. In contrast, no cleaved product was
observed when G was located opposite Cphe. These data suggest
Cphe/G base pairing by orienting the phenyl group outside the helix
(Figure 3B).

For a convenient measure of the DNA/RNA duplex stability,
the thermal melting temperature (Tm) of the d(GTGTCW1C-
TGTC)/r(GACAGW2GACAC) duplexes (W1 is A, C, or the
base pair analogue, and W2 is A, G, C, or U) was measured in a
buffer containing 1 M NaCl instead of MgCl2 to prevent RNA
hydrolysis (Figure S1 of the Supporting Information and
Table 1). The DNA/RNA duplexes forming the A/U or C/G
base pair atW1/W2 exhibited higher Tm values (63.0 and 70.8 �C,
respectively), and those containing unmodified mismatch pairs
(A/A, A/G, A/C, C/A, C/C, and C/U) exhibited lower Tm values
ranging from 47.8 to 55.7 �C reflecting different mismatch
interactions, as determined in a previous study (21). However,
Tm values of the duplexes containing Aphe (W1 is Aphe) were
similar to each other regardless of the W2 type (53.4-52.4 �C).
The duplexes containing Cphe (W1 is C

phe) also exhibited similar

FIGURE 2: (A) PAGE image of the hydrolysis of r(GACAGUGACAC) labeled with fluorescein (6-FAM) at the 50-end associated with the
complementaryDNAofd(GTGTCApheCTGTC).The reactionwas performed for 12h at pH8.0 and 37 �C in the absence andpresenceof ametal
ion (lane 1, nometal ion added; lane 2, 1MNaCl; lane3, 10mM[Co(NH3)6]Cl3; lane 4, 10mMMgCl2; lane5, 10mMCaCl2; lane6, 10mMBaCl2;
lane 7, 10 mMSrCl2; and lane 8, 10mMMnCl2). Marker lanes (OH- lane, alkaline hydrolysis ladder of the RNA; and T1 lane, RNA fragments
digested by ribonuclease T1 showing the position of G on the RNA strand) were also used in the same polyacrylamide gel. The arrowhead
indicates the cleavedRNA fragment six nucleotides in length. (B) Amounts of cleavedRNAwere plotted vs time in the presence of 10mMMgCl2
(b), CaCl2 (9), BaCl2 (2), SrCl2 (�), orMnCl2 ([). The relationship between the logarithm of the rate constant (log k) for the hydrolysis and the
pKa of the metal ion is given in the inset.

FIGURE 3: (A) PAGE image of the hydrolysis of r(GACAGW2GACAC) (W2 is A in lanes 1 and 2, G in lanes 3 and 4, C in lanes 5 and 6, or U in
lanes 7 and 8) associatedwith d(GTGTCW1CTGTC) (W1 is C in lanes 1, 3, 5, and 7, andW1 is C

phe in lanes 2, 4, 6, and 8) perfomredwith 10mM
MgCl2 at pH 8.0 and 37 �C for 12 h. The arrowhead indicates the cleavedRNA fragment six nucleotides in length. Twomarker lanes ofOH- and
T1were examined for eachRNAsequence. (B) Structure of theG/Cphe base pair through hydrogen bonds. C1 andR represent the furanose sugar
carbon and the phenylcarbamoyl group, respectively.
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Tm values of 55.2 (W2 isA), 56.2 (W2 is C), and 56.1 �C (W2 isU).
The similarity in the Tm values of different RNA sequences
corresponds with the W2 base flipping at an extrahelical position
where the base stacking interaction is less significant. In contrast,
the Tm of the DNA/RNA duplex containing the Cphe/G pair was
64.3 �C, which is much higher than the value of that containing
Cphe/A, Cphe/C, and Cphe/U pairs, and is consistent with the
formation of the Cphe/G base pair through hydrogen bonds.
Comparisons of RNA Hydrolysis Rates and Duplex

Stabilities. To assess the degree of ribonucleotide base flipping,
the RNA hydrolysis rate was obtained from time-dependent
product yields (FigureS2of the Supporting Information). Table 2
summarizes the rate constant data at 10mMMgCl2 and indicates
similar hydrolysis rates regardless of the ribonucleotide type
opposite Aphe (0.71-1.3 � 10-3 h-1). The duplexes containing
Cphe/A, Cphe/C, and Cphe/U pairs also exhibited reaction rates
similar to each other (2.1-3.6� 10-3 h-1), except for the Cphe/G
pair indicating no reaction. Although the RNA hydrolysis
induced by Aphe or Cphe was relatively slow (5-26% cleavage
yield after a 72 h reaction), the reaction was substantial in com-
parison with those of the unmodified duplexes containing a
mismatched W1/W2 pair [<1% yield after 72 h (data not
shown)]. Notably, RNA hydrolysis exclusively occurred on the
ribonucleotide opposite Aphe or Cphe, and no other hydrolyzed
fragment was detected.

The base pair analogues of Anaph (Figure 1C) and Cnaph

(Figure 1D) tethering the naphthyl groupwere further examined.
More efficient RNA hydrolysis is expected if the naphthyl group
of a larger stacking area intercalatesmore efficiently into aDNA/
RNA duplex. Substitution of the naphthyl group for the phenyl
group on deoxyadenosine increased the Tm by 2.2-4.8 �C
(Table 1), indicating a stronger interaction with Anaph than Aphe.
Changes in the Tm by 3.1-4.5 �C were also observed with
substitution of Cnaph for Cphe opposite A, C, or U. However,
the data in Table 2 show similar reaction rates between Aphe and
Anaph (0.71-1.5 � 10-3 h-1) and between Cphe and Cnaph

(1.5-3.6 � 10-3 h-1). This observation suggests that the
perturbations of the ribonucleotide conformation by the phenyl
group are as efficient as that by the naphthyl group. It is
noteworthy that a small amount of the RNA fragment cleaved
on the G opposite Cnaph was obtained (3% yield after 72 h);
however, a predominant base pair conformation is evident froma
reaction yield smaller than those for the duplexes containing the
Cnaph/A, Cnaph/C, and Cnaph/U pairs [12-20% yield after 72 h
(shown in Figure S2 of the Supporting Information)].

Modulation of Base Pair Stability. RNA hydrolysis and
the Tm data indicate different results regarding the base pairing
ability for deoxyadenosine and deoxycytidine derivatives; Cphe

and Cnaph exhibited their base pairing ability, but Aphe and Anaph

exhibited no ability to pair with U. Since the C/G base pair is
stronger than the A/U base pair, the influence of base pair
stability on the ribonucleotide conformation was investigated
using an RNA strand containing inosine (I). The ribonucleotide
residue of I has an ability to form a base pair with cytosine
through two hydrogen bonds, as demonstrated in Figure 4A. The
Tm of a duplex containing the C/I pair was 65.0 �C, which was
lower than that containing the C/G base pair (70.8 �C), but was
significantly higher than the Tm values of those containing an
unmodified C/A, C/C, or C/U mismatch pair (47.8-52.0 �C).
Figure 4B demonstrates hydrolysis of an RNA strand containing
I oppositeC,Cphe, or Cnaph. No cleaved band on I oppositeCwas
observed, in agreement with the base pairing. In contrast, Cnaph

efficiently induced RNA cleavage, and Cphe provided a small

Table 1: Tm Values (�C) of DNA/RNA d(GTGTCW1CTGTC)/

r(GACAGW2GACAC) Duplexes Measured in a Buffer Containing 1 M

NaCla

W1 W2 = A W2 = G W2 = C W2 = U

A 50.1 55.7 51.1 63.0

Aphe 53.2 52.9 52.4 52.6

Anaph 55.4 (2.2) 55.6 (2.7) 57.0 (4.6) 57.4 (4.8)

C 52.0 70.8 47.8 49.4

Cphe 55.2 64.3 56.2 56.1

Cnaph 58.3 (3.1) 62.3 (-2.0) 60.7 (4.5) 60.2 (4.1)

aTm was measured at a total strand concentration of 20 μM. The values
when W1 is A and Aphe were derived from our previous study (18). The
values in parentheses are the differences in the Tm values resulting from a
change in the phenyl group to the naphthyl group on the base pair
analogues.

Table 2: Rate Constants of RNA Hydrolysis (10-3 h-1) at the 30-End of

W2 in the d(GTGTCW1CTGTC)/r(GACAGW2GACAC) Duplex in the

Presence of 10 mM MgCl2 at pH 8.0 and 37 �Ca

W1 W2 = A W2 = G W2 = C W2 = U

A <0.1 <0.1 <0.1 <0.1

Aphe 0.71 1.2 1.3 0.94

Anaph 1.4 1.5 1.4 1.3

C <0.1 <0.1 0.1 <0.1

Cphe 3.0 <0.1 2.1 3.6

Cnaph 2.2 0.4 1.5 2.7

aThe error values are within 3%.Reaction yields of<0.5%after the 72 h
reaction are represented by <0.1.

FIGURE 4: (A) C/I base pair through hydrogen bonds. (B) PAGE
image of the hydrolysis of r(GACAGIGACAC) associated with
d(GTGTCW1CTGTC) (lane 1, W1 = C; lane 2, W1 = Cphe; and
lane 3, W1 = Cnaph) for 12 h in the presence of 10 mMMgCl2 at pH
8.0 and 37 �C. The arrowhead indicates the cleaved RNA fragment
six nucleotides in length. (C) Amounts of cleaved RNA for the
duplexes containing the Cphe/G (b), Cnaph/G (9), Cphe/I (O), or
Cnaph/I (0) pair plotted versus time. (D) Comparison of the rate
constants for the hydrolysis of r(GACAGW2GACAC) (W2 =G or
I) associated with d(GTGTCCCTGTC), d(GTGTCCpheCTGTC),
or d(GTGTCCnaphCTGTC).



11308 Biochemistry, Vol. 48, No. 47, 2009 Nakano et al.

amount of the cleaved fragment. The hydrolyses for Cphe/I and
Cnaph/I pairsweremuch faster than those forCphe/GandCnaph/G
pairs (Figure 4C,D), and the rate constant for the Cnaph/I pair
was comparable to that for the Anaph/U pair.
Influence of Adjacent Base Pairs. These studies used DNA

sequences containing a base pair analogue adjacent to cytidine on
both sides, thus forming a CW1C/GW2G trinucleotide in the
center of a DNA/RNA duplex. Because the adjacent base pair
influences the stacking interaction of the W1/W2 pair, we also
examined different trinucleotide sequences (GW1G/CW2C,
TW1T/AW2A, and AW1A/UW2U). The duplex stability chan-
ged in a trinucleotide sequence-dependent manner (Table S1 of
the Supporting Information), and the influence of the trinucleo-
tide sequence on duplex stability was more significant than when
I was substituted for G in the RNA strand.

RNA hydrolysis experiments were performed in the presence
of 10mMMgCl2, and similar kinetic data were obtainedwith the
DNA strands bearing Aphe or Anaph, regardless of the opposite
ribonucleotide being U or G (Figure 5A). These results support
perturbations of the intrahelical stacking of U and G in a similar
degree and an inability to form a base pair between U and
deoxyadenosine derivatives. A weak influence of the adjacent
base pair type on the hydrolysis rate was observed, the exception
being that the TAnaphT/AW2A trinucleotide exhibited a some-
what faster rate. No substantial hydrolysis on G opposite Cphe

and a small amount of the RNA fragment cleaved onG opposite
Cnaph were observed even when the adjacent base pairs were
changed from C/G to G/C, T/A, or A/U (Figures 5B and S3).
The U residue opposite Cphe or Cnaph was efficiently cleaved; the
duplexes forming a TCnaphT/AUA trinucleotide exhibited a
higher rate constant of approximately 1 � 10-2 h-1, while the
corresponding unmodified duplex forming a TCT/AUA trinu-
cleotide resulted in no cleaved product after 72 h (data not
shown).

Since the maximum rate constant of approximately 1 � 10-2

h-1 was obtained in the presence of MgCl2, with the duplexes
forming a TAnaphT/AGA or TCnaphT/AUA trinucleotide, we
performed RNA hydrolysis withMnCl2 that efficiently provided
the hydrolyzed fragment, as shown in Figure 2. Figure 5C shows
that the reactions exhibited ∼40 and ∼70% of the cleaved RNA
fragment only after 5 h. The rate constants (0.15 and 0.35 h-1,
respectively) were more than 15-30 times greater than that
performed with MgCl2, and the short reaction time significantly
eliminated the occurrence of nonspecific hydrolysis (Figure 5D).

DISCUSSION

Mechanism of RNA Hydrolysis Induced by Base Pair
Analogues. One of the most remarkable properties of the base
pair analogues shown in Figure 1 is the ability to induce site-
selective base flipping in a complementary strand.We performed
nonenzymatic RNA hydrolysis to investigate the conformation
and dynamics of the flipped-out ribonucleotide. The transesteri-
fication process results in the hydrolysis of an RNA phospho-
diester linkage, and the reaction proceeds via an in-line attack
mechanism in which the arrangement of the attacking 20-hydro-
xyl group and the 50-leaving oxygen atom of the phosphate group
adopts an apical orientation (24). Watson-Crick base pairs
are far from the in-line attack conformation, but an uncon-
strained nucleotide is transiently allowed to adopt the in-line
arrangement (25, 26), which allows us to probe the RNA
structure (27-29).

We observed an exclusive site-selective RNA hydrolysis at the
30-end of the ribonucleotide opposite deoxyadenosine and deoxy-
cytidine derivatives in the presence of a divalent metal ion
(Figures 2 and 3). It should be noted that the base pair analogues
do not have the ability to catalyze RNA hydrolysis. Rather, the
aromatic hydrocarbon group intercalation induces flipping of the

FIGURE 5: (A and B) Comparisons of RNA hydrolysis rates of r(GACAQW2QACAC) [W2 = U (gray) or G (black)] associated with
d(GTGTPW1PTGTC) [W1 = Aphe or Anaph (A), and W1 = Cphe or Cnaph (B)] in the presence of 10 mM MgCl2 at pH 8.0 and 37 �C. (C)
Kinetic traces for the hydrolysis of r(GACAAUAACAC) associated with d(GTGTTCnaphTTGTC) (black) and r(GACAAGAACAC)
associated with d(GTGTTAnaphTTGTC) (gray) in the presence of 10 mM MnCl2 at pH 8.0 and 37 �C. (D) PAGE image of the hydrolysis of
r(GACAAUAACAC) associated with d(GTGTTCnaphTTGTC) in the presence of 10 mMMnCl2.



Article Biochemistry, Vol. 48, No. 47, 2009 11309

opposite ribonucleotide base into an extrahelical position sus-
ceptible to hydrolysis by a nucleophilic attack. The observations
of no hydrolysis with an exchange-inert [Co(NH3)6]

3þ and faster
hydrolysis in the presence of a metal ion with a lower pKa based
on the linear correlation with a slope close to-1 suggest specific
base catalysis involving a metal-bound hydroxide ion. Manga-
nese ion, having the lowest pKa among themetal ions examined in
this study, most efficiently cleaved the RNA, and the duplex
sequence forming a TW1T/AW2A trinucleotide in the presence of
MnCl2 exhibited the highest reaction efficiency with mini-
mum hydrolysis at nonspecific sites (Figure 5). Thus, the base
pair analogues can be used for the site-selective cleavage of a
target RNA.
Flexible Dynamics of the Flipped-Out Ribonucleotide.

Specific base catalysis around neutral pH is extremely slow, and
the reaction is partially limited by rearrangements in the in-line
attack conformation (25, 26). AlthoughRNAhydrolysis induced
by the base pair analogue was relatively slow, the rate was much
faster than those of the unmodified duplexes forming amismatch
pair. According to the rate constant data indicated in Table 2 and
Figure 5, there seems to be a limit to the hydrolysis rate in ranging
from 1.5� 10-3 to 3� 10-3 h-1 in the presence of 10 mMMgCl2
regardless of the types of base pair analogues and adjacent base
pairs, with an exception of the TW1T/AW2A trinucleotide
sequence. Li and Breaker reported the kinetics of specific base
catalysis toward single-stranded chimeric DNA-RNA oligo-
nucleotides and proposed an empirical equation that can predict
the rate constant of specific base-catalyzed RNA hydrolyses of a
structurally unconstrained ribonucleotide (23). According to the
empirical equation, the rate constants of 1-3 � 10-3 h-1 were
established under our experimental conditions. Although a
sodium ion was used in this study instead of a potassium ion,
from which the empirical equation was established, the estima-
tion of the rate constants was in agreement with the hydrolysis
data obtained in this study. Therefore, the base pair analogues
induce ribonucleotide base flipping of a structurally uncon-
strained phosphodiester linkage as much as ribonucleotides in
a single-stranded state.
Intercalation of the Phenyl and Naphthyl Groups. The

base flipping conformation is usually very unstable because it
cannot maintain the integrity of a double-helical structure. The
Tm values of duplexes containing a base pair analogue are
somewhat smaller than those containing A/U and C/G base
pairs but higher than the unmodified mismatch pairs at W1/W2

(Table 1). These results indicate that the energy cost for base
flipping is at least partly compensated by the intercalation of the
aromatic hydrocarbon group on base pair analogues. It is noted
that our previous study using DNA duplexes containing an
abasic site analogue demonstrated a high interaction energy by
intercalating the aromatic rings in the absence of having a
flipped-out base (17). The naphthyl group provides more stack-
ing interaction than the phenyl group, which is evident from the
higherTm values of the duplexes containingAnaph (55.4-57.4 �C)
compared to the values of those containing Aphe (52.4-53.2 �C).
A stronger interaction by the naphthyl group (58.3-60.7 �C)
than by the phenyl group (55.2-56.2 �C) is also indicated for
deoxycytidine derivatives paired with A, C, or U. However, the
ribonucleotide hydrolysis rates oppositeAphe or Cphe were similar
to those opposite Anaph or Cnaph, respectively. This observation
suggests that base flipping by the stacking of the phenyl group is
as efficient as that by the naphthyl group. Because the Tm values
of the duplexes containing Cphe or Cnaph are higher than the

values of those containing Aphe or Anaph, it is possible that the
stacking interaction of deoxycytidine derivatives is more efficient
than that of deoxyadenosine derivatives. In fact,RNAhydrolyses
mediated by the deoxycytidine derivatives were up to 4.2 times
faster than that by the corresponding deoxyadenosine derivatives
(Table 2).
Formation of Watson-Crick Base Pairs. The base pair

analogues can form a base pair with the partner ribonucleotide in
accordance with the Watson-Crick base pairing rule. The
inability to form Aphe/U and Anaph/U base pairs indicates that
an intercalation of the phenyl or naphthyl group is energetically
more favorable than the base pairing between U and the adenine
moiety. In contrast, either no or a small amount of the cleaved
product was observed when G was located opposite Cphe or
Cnaph, indicating that Cphe/G and Cnaph/G base pairs were
formed through hydrogen bonds rather than a guanine flipping
conformation. Unlike other mismatch pairs, the duplex stability
was decreased via substitution of the naphthyl group for
the phenyl group on the deoxycytidine derivative opposite
G (Table 1). The same trend was also observed for the
DNA/RNA duplexes forming different trinucleotide pairs
(Table S1 of the Supporting Information) and the studies using
a DNA duplex (30). Thus, it is likely that the larger hydrocarbon
group is energetically unfavorable for the base pairing with G.

Although the reaction rate was relatively slow, the G residue
located opposite Cnaph was indeed hydrolyzed (Figures 5B and
S3). This observation suggests a transient formation of the
guanine flipping conformation, although the base pairing is a
dominant conformation. It is likely that the stacking interaction
of the naphthyl group on Cnaph is sufficiently strong to compete
with base pair formation withG, resulting in the easy adoption of
a ribonucleotide base flipping conformation in equilibrium. The
importance of the interaction energy on a ribonucleotide con-
formation was also indicated in the studies using I. Specifically,
inosine formed a base pair with C through two hydrogen bonds
that wereweaker than the interaction energy of the C/G base pair
but similar to that of the A/U base pair, which was evident from
the Tm data (65.0, 70.8, and 63.0 �C for the duplexes containing
C/I, C/G, and A/U pairs, respectively). The Cphe/G pair resulted
in no cleaved RNA product, but the Cphe/I pair induced hydro-
lysis as observed for the Aphe/U pair. Thus, it is postulated that
the stacking interaction of the phenyl group intercalation over-
comes the base pair energy of Aphe/U or Cphe/I through two
hydrogen bonds, but that this is not the case for the interaction
energy of the three hydrogen bonds in the Cphe/G base pair. The
amount of intercalation energy necessary to compete with base
pair formation was also obtained when substituting the naphthyl
group for the phenyl group. The Tm of the duplex containing the
Cnaph/I pair (58.4 �C), which is similar to the values of those
containing Cnaph/A, Cnaph/C, and Cnaph/U pairs (58.3-60.7 �C),
is consistent with the I base flipping conformation. Hence, the
base pair analogues can adopt a dual conformation in aromatic
hydrocarbon group stacking and base pairing with a comple-
mentary base, depending on their interaction energy. A dual-
conformational behavior is also observed during the DNA repair
and DNA and RNAmodification processes by enzymes that flip
target bases out of the helical stack. It is suggested that the
enzymes compensate for the energy cost of base flipping by
intercalating the side chain of an amino acid and interactionswith
the flipped-out base (5) and that oxidized cytosine lesions are
recognized by uracil DNA glycosylase in accordance with
weakened base pair interactions (11). Similarly, the base pair



11310 Biochemistry, Vol. 48, No. 47, 2009 Nakano et al.

analogues can stabilize the base flipping conformation by the
intercalation of the aromatic hydrocarbon group and can
discriminate nucleotides in accordance with the base pair inter-
action energy, such as G from I, in which the base pair stability
with cytosine was slightly different.

CONCLUSIONS

The base flipping conformation is found in DNA repair and
DNA and RNA modification processes performed by en-
zymes. In addition, unpaired nucleotides are common RNA
motifs, and the flipped-out bases can participate in RNA
splicing and ribozyme reactions (31, 32). The deoxyadenosine
and deoxycytidine derivatives have the ability to intercalate
their aromatic hydrocarbon groups into the helix and stabilize
the base flipping conformation. The unusual conformation of
a ribonucleotide was eventually hydrolyzed in the presence of a
divalent metal ion as a result of specific base catalysis. From
the hydrolysis experiments, unconstrained flexibility similar to
that of single-stranded ribonucleotides was indicated. It is
mentioned that the highly site-specific hydrolysis of an RNA
strand arises from minimized perturbations of base pairs,
including those adjacent to base pair analogues. In addition,
the relatively high stability of a duplex with a short oligonu-
cleotide has advantages for conducting studies of base flipping
and nonenzymatic RNA hydrolysis.

It is important to know the energetics of the equilibrium
between an intrahelical base stacking state and a flipped out
state for the purpose of base flipping (33). However, the two
conformations are usually far from equilibrium, and this is the
barrier of base flipping research by experiments. The base pair
analogues have the base moiety for base pairing that can
compete with the aromatic hydrocarbon stacking. We suggest
base pairing between the deoxycytidine derivatives and G, but
not between the deoxyadenosine derivatives and U or between
the deoxycytidine derivatives and I. The large stacking area of
the naphthyl group wasmore likely to overcome the interaction
energy of base pairing, even that of the C/G base pair. In
contrast, alterations in the base pairs adjacent to a base pair
analogue that changed the duplex stability and strength of the
stacking interaction only slightly affected the hydrolysis rate.
Hence, the ribonucleotide opposite the base pair analogues
changes its conformation depending on the interaction energies
of the aromatic group intercalation and base pairing through
hydrogen bonds. Remarkably, this property arises from the
fact that the two conformations are not far from the thermo-
dynamic equilibrium; e.g., they differed in the interaction
energy in response to a single hydrogen bond. Accordingly,
the molecular design using a ureido linker that tethers an
aromatic hydrocarbon group to a nucleobase would be useful
for obtaining artificial nucleotides for investigating the base
flipping under the equilibrium with base pairing. These artifi-
cial nucleotides can be used to investigate recognition mechan-
isms of DNA repair and DNA and RNAmodification proteins
and to estimate dynamics and energetics of the base flipping
conformation involved in RNA folding motifs.

SUPPORTING INFORMATION AVAILABLE

Thermal melting curves and Tm values of DNA/RNA du-
plexes and amounts of the cleaved RNA fragment versus time.
This material is available free of charge via the Internet at http://
pubs.acs.org.
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