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A Base-Independent Repair 
Mechanism for DNA Glycosylase—
No Discrimination Within the 
Active Site
Iris D. Blank1,2, Keyarash Sadeghian1,2 & Christian Ochsenfeld1,2

The ubiquitous occurrence of DNA damages renders its repair machinery a crucial requirement for 
the genomic stability and the survival of living organisms. Deficiencies in DNA repair can lead to 
carcinogenesis, Alzheimer, or Diabetes II, where increased amounts of oxidized DNA bases have 
been found in patients. Despite the highest mutation frequency among oxidized DNA bases, the 
base-excision repair process of oxidized and ring-opened guanine, FapydG (2,6-diamino-4-hydroxy-
5-formamidopyrimidine), remained unclear since it is difficult to study experimentally. We use newly-
developed linear-scaling quantum-chemical methods (QM) allowing us to include up to 700 QM-atoms 
and achieving size convergence. Instead of the widely assumed base-protonated pathway we find 
a ribose-protonated repair mechanism which explains experimental observations and shows strong 
evidence for a base-independent repair process. Our results also imply that discrimination must occur 
during recognition, prior to the binding within the active site.

DNA is constantly damaged by radiation, mutagenic chemicals, and reactive oxygen species, which leads 
to alkylation, hydrolysis, or oxidation of DNA bases. Therefore, the ability of cells to cope with DNA 
damages is crucial for their survival. Without effective repair machinery these damages can accumulate 
and soon affect the genomic stability, since they show a higher tendency for mismatches during replica-
tion. An increased level of oxidized DNA bases has been found in patients suffering from diseases such 
as Alzheimer1, Parkinson2, Multiple Sclerosis3, and Diabetes II4. Despite this importance, the reaction 
mechanism and, in particular, the discrimination within the repair process remained unclear, which is 
the focus of our present work.

We unravel the molecular repair mechanism for the case of the oxidative damage, FapydG 
(2,6-diamino-4-hydroxy-5-formamido-pyrimidine), (Fig.  1) that has the highest mutation fre-
quency5 of oxidative damages. The mechanism has also important implications for discrimination 
between damaged and undamaged bases. FapydG is repaired by the base excision repair enzyme Fpg 
(Formamidopyrimidine-DNA glycosylase, also known as MutM)6. It is assumed that Fpg slides along the 
DNA until it recognizes a damage, which is then flipped into the active site. For Fpg a Schiff base inter-
mediate between the excision of the base and the ribose has been found [PDB-code: 1L1Z7], revealing 
bifunctionality (glycosylase and AP lyase activity)6. This means, that Fpg excises the base and the ribose 
successively. Since the base is excised first, base-protonation has been discussed as initial step, however, 
no strong evidence for such a process was provided sofar. Once the damaged nucleotide has been excised, 
the resulting gap is going to be filled with the correct nucleotide by additional enzymes8,9.

In order to provide reliable insights into the repair of FapydG, computational studies are expected 
to be helpful, since direct experimental insights are highly difficult to obtain. There is only one crystal 
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structure of the trapped educt state available [PDB-code: 1XC8]10. So far the proposed mechanism is only 
based on assumptions and no alternatives to a base-activated process have been explored. In this work, 
we employ theoretical methods, including quantum-chemical methods within a QM/MM approach, 
starting from the X-ray structure10 in order to illuminate the overall cleavage reaction of FapyG. Since 
earlier studies have shown that often large QM spheres are necessary for a reliable theoretical descrip-
tion11–15, we converged the QM size using up to 700 QM atoms with linear-scaling SCF methods16–19.

Methods
The crystal structure of wild-type Fpg in complex with a double strand DNA-fragment containing carb-
ocyclic FapydG (cFapydG) from Lactococcus lactis was used as the starting structure [PDB code: 1XC8]. 
XLEAP (AmberTool)20 has been used to add hydrogen atoms to the X-ray structure, to neutralize the 
system with sodium ions and to solvate it in a box of explicit TIP3P water21 with a buffer of 10 Å around 
the solute. The parameters for the neutral proline residue and FapydG were taken from Perlow-Poehnelt 
et al.22 and Song et al.23, respectively. We used ANTECHAMBER24,25 to parametrize cFapydG. For force 
field molecular dynamics (FF-MD) simulations we used the NAMD engine26 with Amber10 force field 
parameters20. Periodic boundary conditions and particle mesh Ewald summation (PME) with a cutoff 
value of 10 Å were employed (see SI-6.1). For QM/MM structure optimizations the DL-POLY imple-
mentation within ChemShell27 (AMBER-FF) was combined with density functional theory (DFT) at 
the BP86-D3/6-31G**28–32 level of theory (unless specified otherwise) employing the Q-Chem program 
package33 for the QM part. BP86-D3 was chosen for optimization due to its particular low weighted total 
mean absolute derivation for reaction energies (3.5 kcal/mol)34 and its relatively low computational cost. 
The repair mechanism was calculated using both the adiabatic mapping approach and the nudged elastic 
band method of the DL-FIND35 module implemented in ChemShell27 (for system sizes see SI-6.2). The 
QM region was successively increased up to 700 atoms (see SI-5.1 for QM and relaxed regions). In SI-1 
the influence of basis set and DFT-functional variation is shown.

Results and Discussion
Starting point for our quantum-chemical study of the repair mechanism is the X-ray structure of Fpg 
in complex with cFapydG. It is important to note that the X-ray structures available for Fpg in complex 
with DNA not only differ in the damaged base and in the modifications necessary for trapping the educt 
state in the experiment, but also in the presence of a water molecule in the active site10,36,37. Therefore 
these influences together with the possible protonation states (not available from X-ray) are first system-
atically discussed in the following in order to obtain a realistic starting point for simulating the complex 
repair process: we start with the crystal structure of Fpg containing cFapydG in complex with DNA 
[PDB-code: 1XC8]10, discuss the influence of the carbon analogue, the proper protonation state, and then 
turn towards elucidating the reaction mechanism.

Influence of the carbon analogue.  The only X-ray structure of FapydG10 [PDB-Code: 1XC8] shows 
the educt state, where cFapydG is turned out of the DNA and placed into the active site of Fpg (Fig. 2). 
To allow crystallization of this reactive state, O4′ of the ribose in FapydG has been substituted by a carbon 
atom, which is a strong hint, that the interaction between O4′ and the active site is crucial for the reaction 
in vivo. Within the active site of this structure, a water molecule (X-WAT) has been observed next to 
the modified 4’-position. For the oxidative guanine damage 8OG (7,8-dihydro-8-oxoguanine), there are 
X-ray structures available with and without a carbon analogue36,37 (see SI-2). These structures also differ 
in the presence of the water molecule. To analyze this difference, we investigate the behavior of the water 
molecule. We performed FF-MD simulations for the systems containing FapydG with/without X-WAT 
and cFapydG with/without X-WAT (SI-3.1). In both systems, FapydG and cFapydG with X-WAT, respec-
tively, the presence of X-WAT destabilizes the active site (RMSD plots see SI-3.2) and it is very likely that 
X-WAT moves out into the solvent. In the combination FapydG with X-WAT, interaction between O4′ 
and the protonated E2 of Fpg cannot be observed. In contrast, the system without X-WAT shows mul-
tiple events of E2-O4′ interaction (SI-3.3). This interaction is crucial for our proposed base-independent 
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Figure 1.  Oxidation of guanine to FapyG (2,6-diamino-4-hydroxy-5-formamido-pyrimidine). We 
distinguish FapydG as the nucleotide and FapyG as the damaged base.
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mechanism (see Fig. 3). If it is missing, the mechanism leads to a dead end (see Fig. 4) and can explain, 
why the carbon analogue allows the crystallization of this reactive state.

Overall, we conclude that due to the substitution of O4′ to a C-atom in the X-ray structure10, cFapydG 
is less polar and H-bonds are formed with X-WAT instead of cFapydG. We suggest that the water mol-
ecule in the active site is an artifact of the carbocyclic compound cFapydG or c8OG in the X-ray struc-
tures [PDB-code: 1XC810 and 4CIS 37], respectively, and is not part of the active site in vivo. Therefore, 
we will not consider the water molecule in the calculations any further.

Protonation state.  The correct protonation state of the active site is clearly decisive for the reaction 
mechanism. While X-ray data does not provide this information, in principle P1, E2, and E5 (see Fig. 2) 
can be protonated: However, protonation of the N-terminal P1 can be excluded since no nucleophilic 
attack at C1′ could occur and, consequently, no Schiff base intermediate would be reached. For the two 
other possibilities, our QM/MM calculations indicate that E2 protonation is favored by 32 kcal/mol over 
E5 protonation. This is in line with PROPKA38–41 predictions that estimate the pKa of E2 as 7.6 and of E5 
as 5.5. This is also in line with the fact that E2 is located closer to the ribose ring than E5, so that most 
likely the protonated E2 is the proton donor for the first reaction step. The active site for our calculations 
is shown in Fig. 2.

Repair mechanism.  For Fpg in general, a direct glycosidic bond cleavage mechanism has been pro-
posed for 8OG for many years42. Here, the damaged base would be cleaved under nucleophilic attack 
of P1 while the ribose ring remains intact. Such a direct base excision requires, that the damaged base 
becomes a better leaving group by protonation. However, for FapydG this seems not possible, since 
according to our calculations neither energetically favored protonation sites of FapyG exist, nor are there 
any suitable proton donors in the cavity (as described further below). Furthermore, our QM/MM calcu-
lations show, that independent of the protonation state of the active site, the reaction barriers for glyco-
sidic bond cleavage are higher than 30 kcal/mol. In this way, such a mechanism is most unlikely under 
physiological conditions - independent of the presence of X-WAT (see SI-4.1).

In addition to the direct base-excision pathway, another mechanism has been proposed in the lit-
erature for the repair by Fpg, which has received only little attention and for which no evidence has 
been provided8. Here, first the ribose is protonated before excision of the damaged base occurs. This 
is in line with a recent ribose-protonated mechanism we found for 8OG repair37, which, however, is 
not base-independent. In the first reaction step E2 is deprotonated by O4′ while P1 nucleophilic attacks 
C1′ during ribose ring opening leading to IS1 (intermediate state 1; Fig. 3). For this step we calculate a 
barrier of 14 kcal/mol (see Fig.  4; all energetics listed here are for the converged QM region with 700 
atoms; see Fig. 5, SI-5.2 and Section “Details for QM size convergence”). The second reaction step is a 
reorientation of the E2 side chain (IS2), which allows deprotonation of P1. (As discussed earlier, we have 
shown X-WAT not to be present in the active site. In case of presence of X-WAT, the first step of the 
mechanism does not change significantly, while in the second step its presence prevents reorientation 
of E2, rendering the deprotonation of P1 highly unfavorable. The transfer of the acidic proton of P1 to 
other residues is due to distance and energetics not accessable under enzymatic conditions. Even the 
transfer via X-WAT to another residue is energetically unlikely.) In the third step P1 is deprotonated by 
E2 with a barrier of 17 kcal/mol (IS3). After this proton transfer, the fourth step is the reorientation of 
the alcohol group at C4′ towards the damaged base (IS4) to avoid clashes with the protonated E2 residue. 
This step was calculated with a barrier of only 3 kcal/mol. The obtained stable intermediate is 8 kcal/mol 
higher in energy than the initial educt state (Ed). The last of the 5 steps is the base-excision, in which 
N9 is protonated by the alcohol group at C4′ which in turn abstracts a proton of E2 (Pro). The glycosidic 
bond breakes during Schiff base formation between C1′ and P1. This crucial reaction step can now occur 
with a barrier of only 9 kcal/mol. The final product of the cleavage reaction are the free base FapyG and 
a stable Schiff base (Imine) between the DNA backbone and the N-terminal proline (P1) of Fpg. This 

Figure 2.  Left: Active site of the X-ray structure of Fpg in complex with cFapydG [PDB code: 1XC8] 
showing distances for water stabilization. The atomic position of the O → C substitution, which enabled this 
structure, is highlighted in magenta. Right: Protonation state of the active site of Fpg without X-WAT. E2 is 
in a protonated form, whereas E5 is not protonated; P1 is neutral.
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product structure is only 2 kcal/mol higher in energy as compared to the initial educt. The obtained 
Schiff base is also in agreement with the X-ray structure 1L1Z (see SI-4.2). The full repair mechanism 
is illustrated in Fig.3.

Overall, our repair mechanism is base-independent and can now explain the experimental obser-
vations, that a considerable number of different chemically modified DNA bases (pyrimidine43–45 and 
purine bases10,46) - even nonpolar analogues47 - can be excised by Fpg. Despite the structural differences, 
all these substrates have a N-glycosidic bond. This nitrogen is the only atom of the DNA base that is 
crucial in the mechanism, since it needs to be protonated to become a neutral leaving group, and is 
therefore an unspecific target for protonation. This implies, that discrimination of the DNA bases must 
occur in an earlier step of the DNA-enzyme interaction (recognition).

Figure 3.  FapydG repair mechanism by Fpg. The color code of the arrows corresponds to the barriers in 
Fig. 4.

Figure 4.  Reaction profile of the repair mechanism of FapydG with the color code of Fig.3. In dashed lines 
the reaction profile including X-WAT is shown. The system consists of 54412 atoms in total. 10 Å around 
N9 of FapydG are optimized, including 87 QM atoms. The QM size converged energies for the barriers and 
intermediates using 700 QM atoms are shown in purple.
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Details of QM size convergence.  QM/MM approaches have been widely employed for describing, 
e.g., complex reactions in enzyme cavities (see, e.g., Ref. 48 for a recent review). Only with advent of 
linear-scaling QM/MM approaches (e.g., Ref. 19 for a recent review), the full convergence of results 
with the QM sphere has become possible, where it has been recognized that fairly large QM spheres 
are necessary for a reliable description of molecular processes11–15. For the present system, we have per-
formed QM/MM convergence studies with up to 700 QM atoms (see Table 1 and Fig. 6): These indicate 
that although the reaction profile seems almost converged for 515 QM atoms, relaxation energies upon 
geometry optimization are only converged for larger spheres with about 700 QM atoms (for details see 
also SI-5.3). A similar QM size convergence has been found for calculating interaction energies37.

Conclusion
We have presented a new base excision repair mechanism of the oxidative DNA damage FapydG that is 
base-independent and implies that no discrimination between damaged and undamaged bases occurs 
within the active site. Instead of the previously assumed direct glycosidic bond cleavage, our calculations 
strongly suggest a protonation of O4′ with ribose ring opening as the first reaction step.

Here, it is important to note that a water molecule within the active site of the X-ray structure is most 
likely an artifact of employing a carbocyclic analogue to capture the educt state. The observed ribose 

Figure 5.  DNA repair enzyme Fpg in complex with damaged DNA. The active site is shown in red, the QM 
region including 700 atoms is shown in green.

size (QM 
region)

max. change 
in the reaction 
profile relative 

to next 
smaller QM 

size

max. change 
in the reaction 
profile due to 
optimization

average 
relaxation 

energy 
(absolute 
energy)

218 16.2 7.5 86.9

515 5.5 3.6 24.8

622 4.4 0.9 4.9

700 1.4 1.3 1.1

Table 1.   Influence of increasing QM region and geometry optimization on the active site. Energy values in 
kcal/mol.
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ring opening as the initial step and the formation of a Schiff base intermediate are also in line with the 
repair mechanism of 8OG37. In difference to 8OG, the opened imidazole ring of FapydG leads to an 
anti-conformation within the active site, a base-unspecific protonation and therefore to a base-independent 
mechanism. In this way, other oxidative DNA damages, like FapydA46, 5-hydroxyuracil43 and thymine 
glycol44, can also be excised by Fpg. Even nonpolar analogues of 8OG are excised by Fpg, which has been 
reported by David and coworkers47 and can now be rationalized by our new base-independent mech-
anism. Overall, we conclude as a consequence of the base-independent mechanism in the enzymatic 
cavity that discrimination is only part of the base-flip and recognition procedure. We are convinced that 
our new mechanism will help to elucidate similar DNA repair processes also in other organisms.

Associated content
The figures were created using VMD49. For further details see Supplementary Information.

References
1.	 Bradley-Whitman, M. A. et al. Nucleic acid oxidation: an early feature of Alzheimer's disease. J. Neurochem. 128, 294–304 (2014).
2.	 Alam, Z. I. et al. Oxidative DNA Damage in the Parkinsonian Brain: An Apparent Selective Increase in 8-Hydroxyguanine Levels 

in Substantia Nigra. J. Neurochem. 69, 1196–1203 (1997).
3.	 Vladimirova, O. et al. Oxidative damage to DNA in plaques of MS brains. Mult. Scler. 4, 413–418 (1998).
4.	 Rehman, A. et al. Increased oxidative damage to all DNA bases in patients with type II diabetes mellitus. FEBS Lett. 448, 120–122 

(1999).
5.	 Greenberg, M. M. The formamidopyrimidines: purine lesions formed in competition with 8-oxopurines from oxidative stress. 

Acc. Chem. Res. 45, 588–97 (2012).
6.	 O'Connor, T. R. & Laval, J. Physical association of the 2,6-diamino-4-hydroxy-5N-formamidopyrimidine-DNA glycosylase of 

Escherichia coli and an activity nicking DNA at apurinic/apyrimidinic sites. Proc. Natl. Acad. Sci. USA 86, 5222–6 (1989).
7.	 Fromme, J. C. & Verdine, G. L. Structural insights into lesion recognition and repair by the bacterial 8-oxoguanine DNA 

glycosylase MutM. Nat. Struct. Biol. 9, 544–52 (2002).
8.	 McCullough, A. K., Dodson, M. L. & Lloyd, R. S. Initiation of Base Excision Repair: Glycosylase Mechanisms and Structures. 

Annu. Rev. Biochem. 68, 255–285 (1999).
9.	 Stivers, J. T. & Jiang, Y. L. A Mechanistic Perspective on the Chemistry of DNA Repair Glycosylases. Chem. Rev. 103, 2729–2760 

(2003).
10.	 Coste, F. et al. Structural basis for the recognition of the FapydG lesion (2,6-diamino-4-hydroxy-5-formamidopyrimidine) by 

formamidopyrimidine-DNA glycosylase. J. Biol. Chem. 279, 44074–44083 (2004).
11.	 Sumowski, C. V. & Ochsenfeld, C. A Convergence Study of QM/MM Isomerization Energies with the Selected Size of the QM 

Region for Peptidic Systems. J. Phys. Chem. A 113, 11734–11741 (2009).
12.	 Senn, H. M. & Thiel, W. QM/MM Methods for Biomolecular Systems. Angew. Chem., Int. Ed. 48, 1198–1229 (2009).
13.	 Sumowski, C. V., Schmitt, B. B. T., Schweizer, S. & Ochsenfeld, C. Quantum-Chemical and Combined Quantum-Chemical/

Molecular-Mechanical Studies on the Stabilization of a Twin Arginine Pair in Adenovirus Ad11. Angew. Chem., Int. Ed. 49, 
9951–9955 (2010).

14.	 Flaig, D., Beer, M. & Ochsenfeld, C. Convergence of Electronic Structure with the Size of the QM Region: Example of QM/MM 
NMR Shieldings. J. Chem. Theory Comput. 8, 2260–2271 (2012).

15.	 Sumner, S., Söderhjelm, P. & Ryde, U. Effect of Geometry Optimizations on QM-Cluster and QM/MM Studies of Reaction 
Energies in Proteins. J. Chem. Theory Comput. 9, 4205–4214 (2013).

16.	 White, C. A., Johnson, B. G., Gill, P. M. W. & Head-Gordon, M. The continuous fast multipole method. Chem. Phys. Lett. 230, 
8–16 (1994).

17.	 Ochsenfeld, C., White, C. A. & Head-Gordon, M. Linear and sublinear scaling formation of Hartree-Fock-type exchange 
matrices. J. Chem. Phys. 109, 1663–1669 (1998).

18.	 Ochsenfeld, C. Linear scaling exchange gradients for Hartree-Fock and hybrid density functional theory. Chem. Phys. Lett. 327, 
216–223 (2000).

19.	 Kussmann, J., Beer, M. & Ochsenfeld, C. Linear-scaling self-consistent field methods for large molecules. Wiley Interdiscip. Rev.: 
Comput. Mol. Sci. 3, 614–636 (2013).

0 100 200 300 400 500 600 700

# QM atoms

0

5

10

15

20

25

30

∆e
ne

rg
y 

[k
ca

l/m
ol

]

1st_barrier
2nd_intermediate
4th barrier

Figure 6.  QM size convergence shown for selected points within the repair mechanism.



www.nature.com/scientificreports/

7Scientific Reports | 5:10369 | DOI: 10.1038/srep10369

20.	 Case, D. A. et al. AMBER 11. University of California, San Francisco (2010).
21.	 Jorgensen, W. L., Chandrasekhar, J., Madura, J. D., Impey, R. W. & Klein, M. L. Comparison of simple potential functions for 

simulating liquid water. J. Chem. Phys. 79, 926 (1983).
22.	 Perlow-Poehnelt, R. A., Zharkov, D. O., Grollman, A. P. & Broyde, S. Substrate discrimination by formamidopyrimidine-DNA 

glycosylase: distinguishing interactions within the active site. Biochemistry 43, 16092–105 (2004).
23.	 Song, K., Hornak, V., Santos, C. D., Grollman, A. P. & Simmerling, C. Molecular Mechanics Parameters for the FapydG DNA 

Lesion. J. Comput. Chem. 29, 17–23 (2008).
24.	 Wang, J., Wolf, R. M., Caldwell, J. W., Kollman, P. A. & Case, D. A. Development and testing of a general amber force field. J. 

Comput. Chem. 25, 1157–74 (2004).
25.	 Wang, J., Wang, W., Kollman, P. A. & Case, D. A. Automatic atom type and bond type perception in molecular mechanical 

calculations. J. Mol. Graphics Modell. 25, 247–60 (2006).
26.	 Phillips, J. C. et al. Scalable molecular dynamics with NAMD. J. Comput. Chem. 26, 1781–802 (2005).
27.	 Sherwood, P. et al. QUASI: A general purpose implementation of the QM/MM approach and its application to problems in 

catalysis. J. Mol. Struct.: THEOCHEM 632, 1–28 (2003).
28.	 Vosko, S. H., Wilk, L. & Nusair, M. Accurate spin-dependent electron liquid correlation energies for local spin density calculations: 

a critical analysis. Can. J. Phys. 58, 1200–1211 (1980).
29.	 Becke, A. D. Density-functional exchange-energy approximation with correct asymptotic behavior. Phys. Rev. A 38, 3098–3100 

(6 1988).
30.	 Lee, C., Yang, W. & Parr, R. G. Development of the Colle-Salvetti correlation-energy formula into a functional of the electron 

density. Phys. Rev. B 37, 785–789 (2 1988).
31.	 Perdew, J. P. Density-functional approximation for the correlation energy of the inhomogeneous electron gas. Phys. Rev. B 33, 

8822–8824 (12 1986).
32.	 Grimme, S., Antony, J., Ehrlich, S. & Krieg, H. A consistent and accurate ab initio parametrization of density functional dispersion 

correction (DFT-D) for the 94 elements H-Pu. J. Chem. Phys. 132, 154104 (2010).
33.	 Shao, Y. et al. Advances in methods and algorithms in a modern quantum chemistry program package. Physical Chemistry 

Chemical Physics 8, 3172–91 (2006).
34.	 Goerigk, L. & Grimme, S. A thorough benchmark of density functional methods for general main group thermochemistry, 

kinetics, and noncovalent interactions. Phys. Chem. Chem. Phys. 13, 6670–88 (2011).
35.	 Kästner, J. et al. DL-FIND: An Open-Source Geometry Optimizer for Atomistic Simulations. J. Phys. Chem. A 113, 11856–11865 

(2009).
36.	 Fromme, J. C. & Verdine, G. L. DNA lesion recognition by the bacterial repair enzyme MutM. J. Biol. Chem. 278, 51543–8 (2003).
37.	 Sadeghian, K. et al. Ribose-Protonated DNA Base Excision Repair: A Combined Theoretical and Experimental Study. Angew. 

Chem., Int. Ed. 53, 10044–10048 (2014).
38.	 Li, H., Robertson, A. D. & Jensen, J. H. Very fast empirical prediction and rationalization of protein pKa values. Proteins 61, 

704–21 (2005).
39.	 Bas, D. C., Rogers, D. M. & Jensen, J. H. Very fast prediction and rationalization of pKa values for protein-ligand complexes. 

Proteins 73, 765–83 (2008).
40.	 Olsson, M. H. M., Søndergaard, C. R., Rostkowski, M. & Jensen, J. H. PROPKA3: Consistent Treatment of Internal and Surface 

Residues in Empirical pKa Predictions. J. Chem. Theory Comput. 7, 525–537 (2011).
41.	 Søndergaard, C. R., Olsson, M. H. M., Rostkowski, M. & Jensen, J. H. Improved Treatment of Ligands and Coupling Effects in 

Empirical Calculation and Rationalization of pKa Values. J. Chem. Theory Comput. 7, 2284–2295 (2011).
42.	 Zharkov, D. O., Rieger, R. A., Iden, C. R. & Grollman, A. P. NH2-terminal proline acts as a nucleophile in the glycosylase/AP-

lyase reaction catalyzed by Escherichia coli formamidopyrimidine-DNA glycosylase (Fpg) protein. J. Biol. Chem. 272, 5335–41 
(1997).

43.	 Hatahet, Z., Kow, Y. W., Purmal, A. A., Cunningham, R. P. & Wallace, S. S. New substrates for old enzymes. 5-Hydroxy-2'-
deoxycytidine and 5-hydroxy-2'-deoxyuridine are substrates for Escherichia coli endonuclease III and formamidopyrimidine 
DNA N-glycosylase, while 5-hydroxy-2'-deoxyuridine is a substrate for uracil DNA N-glycosylase. Journal of Biological Chemistry 
269, 18814–18820 (1994).

44.	 Jurado, J., Saparbaev, M., Matray, T. J., Greenberg, M. M. & Laval, J. The Ring Fragmentation Product of Thymidine C5-Hydrate 
When Present in DNA Is Repaired by the Escherichia coli Fpg and Nth Proteins. Biochemistry 37, 7757–7763 (1998).

45.	 D'Ham, C., Romieu, A., Jaquinod, M., Gasparutto, D. & Cadet, J. Excision of 5,6-Dihydroxy-5,6-dihydrothymine, 
5,6-Dihydrothymine, and 5-Hydroxycytosine from Defined Sequence Oligonucleotides by Escherichia coli En-donuclease III and 
Fpg Proteins: Kinetic and Mechanistic Aspects. Biochemistry 38, 3335–3344 (1999).

46.	 Boiteux, S., Gajewski, E., Laval, J. & Dizdaroglu, M. Substrate specificity of the Escherichia coli Fpg protein formamidopyrimidine-
DNA glycosylase: excision of purine lesions in DNA produced by ionizing radiation or photosensitization. Biochemistry 31, 
106–110 (1992).

47.	 McKibbin, P. L., Kobori, A., Taniguchi, Y., Kool, E. T. & David, S. S. Surprising Repair Activities of Nonpolar Analogs of 8-oxoG 
Expose Features of Recognition and Catalysis by Base Excision Repair Glycosylases. J. Am. Chem. Soc 134, 1653–1661 (2012).

48.	 Warshel, A. Multiscale Modeling of Biological Functions: From Enzymes to Molecular Machines (Nobel Lecture). Angew. Chem., 
Int. Ed. 53, 10020–10031 (2014).

49.	 Humphrey, W., Dalke, A. & Schulten, K. VMD - Visual Molecular Dynamics. J. Mol. Graphics 14, 33–38 (1996).

Acknowledgements
We acknowledge financial support by the DFG funding initiative SFB749 (TP C7) and the Excellence 
Cluster EXC114 (CIPSM). In addition, some computational time was provided by the LRZ Munich.

Author Contributions
I.D.B., K.S. and C.O. wrote the main manuscript text and I.D.B. prepared the figures. All authors reviewed 
the manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.

http://www.nature.com/srep


www.nature.com/scientificreports/

8Scientific Reports | 5:10369 | DOI: 10.1038/srep10369

How to cite this article: Blank, I. D. et al. A Base-Independent Repair Mechanism for DNA 
Glycosylase—No Discrimination Within the Active Site. Sci. Rep. 5, 10369; doi: 10.1038/srep10369 
(2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://creativecommons.org/licenses/by/4.0/

	A Base-Independent Repair Mechanism for DNA Glycosylase—No Discrimination Within the Active Site

	Methods

	Results and Discussion

	Influence of the carbon analogue. 
	Protonation state. 
	Repair mechanism. 
	Details of QM size convergence. 

	Conclusion

	Associated content

	Acknowledgements

	Author Contributions
	﻿Figure 1﻿﻿.﻿﻿ ﻿ Oxidation of guanine to FapyG (2,6-diamino-4-hydroxy-5-formamido-pyrimidine).
	﻿Figure 2﻿﻿.﻿﻿ ﻿ Left: Active site of the X-ray structure of Fpg in complex with cFapydG [PDB code: 1XC8] showing distances for water stabilization.
	﻿Figure 3﻿﻿.﻿﻿ ﻿ FapydG repair mechanism by Fpg.
	﻿Figure 4﻿﻿.﻿﻿ ﻿ Reaction profile of the repair mechanism of FapydG with the color code of Fig.
	﻿Figure 5﻿﻿.﻿﻿ ﻿ DNA repair enzyme Fpg in complex with damaged DNA.
	﻿Figure 6﻿﻿.﻿﻿ ﻿ QM size convergence shown for selected points within the repair mechanism.
	﻿Table 1﻿﻿. ﻿  Influence of increasing QM region and geometry optimization on the active site.



 
    
       
          application/pdf
          
             
                A Base-Independent Repair Mechanism for DNA Glycosylase—No Discrimination Within the Active Site
            
         
          
             
                srep ,  (2015). doi:10.1038/srep10369
            
         
          
             
                Iris D. Blank
                Keyarash Sadeghian
                Christian Ochsenfeld
            
         
          doi:10.1038/srep10369
          
             
                Nature Publishing Group
            
         
          
             
                © 2015 Nature Publishing Group
            
         
      
       
          
      
       
          © 2015 Macmillan Publishers Limited
          10.1038/srep10369
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep10369
            
         
      
       
          
          
          
             
                doi:10.1038/srep10369
            
         
          
             
                srep ,  (2015). doi:10.1038/srep10369
            
         
          
          
      
       
       
          True
      
   




