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Computing disease-linked SOD1 
mutations: deciphering protein 
stability and patient-phenotype 
relations
Vijay Kumar1, Safikur Rahman  2, Hani Choudhry3, Mazin A. Zamzami4, Mohammad Sarwar 
Jamal5, Asimul Islam  1, Faizan Ahmad1 & Md. Imtaiyaz Hassan  1

Protein stability is a requisite in the field of biotechnology, cell biology and drug design. To understand 
effects of amino acid substitutions, computational models are preferred to save time and expenses. 
As a systemically important, highly abundant, stable protein, the knowledge of Cu/Zn Superoxide 
dismutase1 (SOD1) is important, making it a suitable test case for genotype-phenotype correlation in 
understanding ALS. Here, we report performance of eight protein stability calculators (PoPMuSiC 3.1, 
I-Mutant 2.0, I-Mutant 3.0, CUPSAT, FoldX, mCSM, BeatMusic and ENCoM) against 54 experimental 
stability changes due to mutations of SOD1. Four different high-resolution structures were used 
to test structure sensitivity that may affect protein calculations. Bland-Altman plot was also used 
to assess agreement between stability analyses. Overall, PoPMuSiC and FoldX emerge as the best 
methods in this benchmark. The relative performance of all the eight methods was very much structure 
independent, and also displayed less structural sensitivity. We also analyzed patient’s data in relation 
to experimental and computed protein stabilities for mutations of human SOD1. Correlation between 
disease phenotypes and stability changes suggest that the changes in SOD1 stability correlate with ALS 
patient survival times. Thus, the results clearly demonstrate the importance of protein stability in SOD1 
pathogenicity.

Protein stability is a fundamental property affecting proteins function, activity, and regulation. It plays a major 
role in evolution, industrial applications and many diseases1–7. For the last several decades there has been a grow-
ing attention to understand biophysical principles behind protein stability using both the theoretical and experi-
mental methods8–12. Accurate prediction of stability is important for both academic and applied research. Several 
methods have been developed to predict the effect of mutations on the stability of proteins. These methods can be 
grouped into three main categories based on the strategy used in the calculation: (a) physical energy functions, 
(b) potential energy functions, and (c) machine learning methods. The performances of these predictors were 
assessed and compared in different studies using datasets of experimentally characterized mutants13–15. Overall 
conclusions of these studies were inconsistent; all methods showed a correct trend in the predictions but with 
moderate accuracies. PoPMuSiC was the only predictor shown to perform quite well in comparison with other 
methods14. However, predictions of the stability of protein variants are challenged by noise in structural data 
and experimental measurements as well as the complex physics of protein folding and stability. To highlight the 
importance of protein structures for assessing protein stability, recent work has addressed benchmarks of protein 
stability data where structures were in the near-atomic-resolution range, to minimize structural noise16, 17.

1Centre for Interdisciplinary Research in Basic Sciences, Jamia Millia Islamia, New Delhi, 110025, India. 2Department 
of Medical Biotechnology, Yeungnam University, Gyeongsan, 712-749, South Korea. 3Department of Biochemistry, 
Cancer Metabolism and Epigenetic Unit, Faculty of Science, Center of Innovation in Personalized Medicine, Cancer 
and Mutagenesis Unit, King Fahd Center for Medical Research, King Abdulaziz University, Jeddah, Saudi Arabia. 
4Department of Biochemistry, Cancer Metabolism and Epigenetic Unit, Faculty of Science, Cancer and Mutagenesis 
Unit, King Fahd Center for Medical Research, King Abdulaziz University, Jeddah, Saudi Arabia. 5King Fahd Medical 
Research Center, King Abdulaziz University, P.O. Box 80216, Jeddah, 21589, Saudi Arabia. Correspondence and 
requests for materials should be addressed to M.I.H. (email: mihassan@jmi.ac.in)

Received: 31 January 2017

Accepted: 24 May 2017

Published: xx xx xxxx

OPEN

http://orcid.org/0000-0002-6282-8706
http://orcid.org/0000-0001-9060-7970
http://orcid.org/0000-0002-3663-4940
mailto:mihassan@jmi.ac.in


www.nature.com/scientificreports/

2Scientific RepoRts | 7: 4678  | DOI:10.1038/s41598-017-04950-9

Cu/Zn superoxide dismutase (SOD1) is an extensively studied metalloenzyme that has become a paradigm 
for understanding protein folding and misfolding associated with motor neuron disease, amyotrophic lateral 
sclerosis (ALS)18. ALS is a fatal neurodegenerative disease that causes progressive paralysis and death within 3–5 
years of diagnosis19, 20. SOD1 is a homodimer with 153 amino acid residues in each monomer that catalyzes the 
metal dependent dismutation of superoxide anions (O2

−) to hydrogen peroxide (H2O2) and oxygen (O2). Each 
chain forms an eight-stranded β-barrel that contains one intramolecular disulfide bond and binds zinc and cop-
per ions. The eight strands are connected by two long and functionally important loops. An electrostatic loop VII 
(residues 121−142), provides guidance of the superoxide substrate toward the catalytic copper site21, while the 
other is the zinc-binding loop IV (residues 49−83). The zinc site is important for the structure and function of 
the active copper site22.

Mutations in SOD1 account for ~20% of all familial ALS (fALS) cases or about 2% of all ALS occurrences19. 
More than 150 mutations have been identified in ALS patients23. These mutations result in structural destabi-
lization, metal depletion, reduction of disulfide bonds and alterations in the functional properties of SOD1, 
and thus play a crucial role in the formation of toxic aggregates and in the pathology of ALS24–33. Despite its 
pathological importance, there has been very little theoretical study to understand the stability effects of SOD. 
Recently, Kepp made a significant attempt to evaluate the relative performance of theoretical methods for calcu-
lating the stability of SOD116 and myoglobin17 variants. The relative performance of these methods was not very 
structure-dependent.

The present work extends the previous benchmark study for SOD1 stability16 using three different structures 
used previously. Moreover, in this work we have also tried to establish a relationship between protein stability and 
patient phenotype seen in ALS. Findings of this study may prove to be useful as a diagnostic and/or predictive 
tool to assess effects of mutations by relating the critical stages of disease development to alterations in SOD1 
stability.

Results and Discussion
Correlations between experimental holodimer and apo-monomer data. Experimentally deter-
mined ΔΔG values for both the apo-monomer and holodimer SOD1 (Table S1) are compared as described pre-
viously16. Figure S1 shows that the correlation coefficient (R2) is 0.70. A correlation coefficient of 1.0 would imply 
that the effects of the mutations are mainly additive and the monomers would be non-interacting. This result 
(R2 = 0.70) suggests that using monomer stability effects, we can assess the stability of the biologically relevant 
functional dimer.

Performance of the methods for monomer SOD1 data: Correlation to experimental 
data. Numerical values for the stability changes from eight computational predictors in the four different 
crystal structures are compiled in supplementary information (Tables S2–S5). In Table 1, three performance 
indicators as discussed in Methods, are shown for the eight methods applied to four crystal structures. The plots 
resulting from linear regression for 2C9V representing the physiological holodimeric structure of SOD1 of high 
resolution (1.07 Å) with only one dimer per structure file, are shown in Fig. 1, and those for 2XJK (1.45 Å) repre-
senting the real functional monomer are shown in Fig. 2. Such plots for loop-less SOD1, 4BCZ (1.93 Å) and apo 
dimer, 1HL4 (1.82 Å) are provided in supporting Figs S1 and S2, respectively.

Results for the representative and highest-resolution of holodimer SOD1 structure, 2C9V are shown in Fig. 1. 
This structure has all 153 residues present and gives the largest correlation coefficients. Notably, PoPMuSiC 3.1 
displayed an R2 value of 0.25, corresponding to R value of 0.5, and considerably better than any of the other six 
methods. It was followed by Fold X (R = 0.45) and BeatMusic (R = 0.45), ENCoM (R = 0.4), CUPSAT (R = 0.37), 
I-Mutant 3.0 (R = 0.24), I-Mutant 2.0 (R = 0.23) and mCSM (R = 0.05). For the representative apo-monomer 
SOD1structure, 2XJK (Fig. 2), Fold X displayed an R value of 0.53 followed by PoPMuSiC 3.1 (R = 0.47), CUPSAT 
(R = 0.45), I-Mutant 2.0 (R = 0.26), I-Mutant 3.0 (R = 0.22), ENCoM (R = 0.16) and mCSM (R = 0.12) (Table 1). 
Results for 4BCZ (1.93 Å) are also shown in Fig. S2. This structure has 110 residues present and loops IV and VII 
were substituted with short Gly-Ala-Gly linkers34. It has been shown that removal of the loops in SOD1 leads to 
soluble, monomeric β-barrels with increase in stability34. Interestingly, in several cases, the overall agreement 
with experimental data was reasonably similar to realistic dimeric SOD1 (2C9V). The descending trend in R 
values is: PoPMuSiC 3.1 (0.55) ~ Fold X (0.53) > BeatMusic (0.46) > CUPSAT (0.3) > mCSM (0.24) ~ I-Mutant 
2.0 (0.23) > I-Mutant 3.0 (0.16) ≫ ENCoM (0.04) (Table 1).

In the independent benchmark against 2156 experimentally derived data points by Potapov et al.13, six meth-
ods displayed correlation coefficients R from 0.26 (Rosetta) to 0.59 (EGAD). Among the methods studied in the 
present work, only FoldX and I-Mutant 2.0 were also studied by Popatov et al.13 and had R ~ 0.5 in both cases. The 
correlation coefficient of 0.53 with FoldX found for apomonomer and loop less SOD1 mutations are thus similar 
to what was expected. The correlation coefficient (0.23–0.26) in case of I-Mutant 2.0 is substantially lower than 
Popatov et al.13 but similar to what was expected in dimeric SOD1 structure16.

These results suggest that PoPMuSiC 3.1 and Fold X produce a reasonable correlation. Thus, PoPMuSiC, 
which is based on environment-dependent substitution frequencies, and which correlate with the chemical prop-
erties of the amino acids, was most accurate in this study.

Bland Altman Analysis. A Bland-Altman (BA) plot was used to analyze the agreement between the exper-
imental and computed stability values. The mean difference (i.e. bias) between the stability values indicates the 
overall bias present in the data, while the limits of agreement (Mean ± 1.96 SD) indicate the precision of the 
computations. The BA test is a statistically robust method of accessing reliability and agreement between two 
quantitative measurements.
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Results for the overall bias between experimental and computed stability values are reported in Table S6. A 
bias close to zero suggests that there are negligible differences between the experiment and predicted stability 
values. Whereas, negative bias implies that the stability predictor method estimates less i.e. underreport as com-
pared to the experimental value. Globally, PoPMuSiC showed better features of reliability irrespective of the 
structure (bias value in the range of −0.17 to 0.24). On the other hand, mCSM (bias: −3.1 to −3.5) and ENCoM 
(bias: −1.3 to −1.5) showed lower values of bias for all the structures. Moreover, except CUPSAT and I-Mutant 
2.0/3.0, all other stability predictors are structure insensitive and correlate well for the structures. However, the 
variability between the two methods is well within the range of estimated 95% confidence limit (Table S6). Thus, 
stability predicted by PoPMuSiC exhibits strong correlations, along with low bias values, when compared with 
the experimental value.

Mean absolute errors. Table 1 lists MAE, MSE, R and R2 values for all eight methods applied to the four 
structures. For holodimer SOD1, the methods ordered according to their ascending MAEs is: PoPMuSiC 3.1 
(1.08 kcal/mol) < FoldX (1.1 kcal/mol) < I-Mutant 2.0 (1.17 kcal/mol) ~ I-Mutant 3.0 (1.17 kcal/mol) ~ BeatMusic 
(1.17 kcal/mol) < ENCoM (1.5 kcal/mol) < CUPSAT (1.81 kcal/mol) ≪ mCSM (3.2 kcal/mol). This order resem-
bles what has been reported earlier by Kepp16, 17, though he didn’t include all these predictors.

In case of apo-monomer SOD1 having single copy (2XJK), the methods order according to ascending MAEs 
is: FoldX (1.04 kcal/mol) < PoPMuSiC 3.1 (1.11 kcal/mol) < ENCoM (1.6 kcal/mol) ≪ I-Mutant 2.0 (2.9 kcal/
mol) < mCSM (3.1 kcal/mol) ≪ I-Mutant 3.0 (3.7 kcal/mol) ≪ CUPSAT (4.18 kcal/mol). For Loopless SOD1 hav-
ing two chains (4BCZ), the order is similar to that seen for apo-monomer mutations except mCSM and I-Mutant 
3.0 which have shifted positions (see Table 1). The performance of mCSM is quite good as compared to CUPSAT 
in the case of apo-monomer and loop-less SOD1, while the opposite is true in the case of holodimer SOD1. Good 

Methods Metricsa 2C9V 1HL4 2XJK 4BCZ Average

CUPSAT

MAE 1.81 2.3 4.18 4.05 3.09

MSE −0.23 −0.52 3.8 3.61 1.66

R 0.38 0.27 0.45 0.3 0.35

R2 0.14 0.07 0.2 0.09 0.12

I-Mutant 2.0

MAE 1.17 1.15 2.97 2.62 1.97

MSE 0.28 0.29 2.96 3.24 1.69

R 0.23 0.23 0.26 0.23 0.23

R2 0.05 0.05 0.07 0.05 0.05

I-Mutant 3.0

MAE 1.17 1.16 3.72 2.3 2.08

MSE 0.46 0.48 2.72 2.93 1.64

R 0.25 0.23 0.22 0.16 0.21

R2 0.06 0.05 0.05 0.03 0.05

PoPMuSiC 3.1

MAE 1.08 1.08 1.12 0.98 1.06

MSE −0.23 −0.22 −0.13 0.17 −0.1

R 0.5 0.5 0.47 0.55 0.5

R2 0.25 0.25 0.22 0.3 0.25

ENCoM

MAE 1.54 1.6 1.65 1.7 1.62

MSE 1.33 1.39 1.34 1.56 1.4

R 0.04 0.01 0.16 0.04 0.06

R2 0.002 0 0.02 0.002 0.01

FoldX

MAE 1.1 1.1 1.04 1.1 1.08

MSE 0.45 0.56 0.45 0.78 0.55

R 0.45 0.45 0.53 0.53 0.49

R2 0.2 0.2 0.28 0.28 0.24

BeatMusic

MAE 1.17 1.19 1.41 1.26

MSE 0.97 0.94 1.31 1.07

R 0.45 0.42 0.46 0.44

R2 0.2 0.17 0.21 0.19

mCSM

MAE 3.26 3.14 3.12 3.24 3.19

MSE 3.22 3.12 3.11 3.22 3.16

R 0.05 0.11 0.12 0.24 0.13

R2 0.03 0.01 0.01 0.06 0.03

Table 1. Overall performance of stability predictors for 54 SOD1 monomer mutants using four different 
crystal structures. aMAE: Mean absolute error (kcal/mol). MSE: Mean signed error (experimental value minus 
computed value) in kcal/mol. R & R2 = Correlation coefficient from regression analysis.
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performance of PoPMuSiC 3.1 and I-Mutant 3.0 over CUPSAT was also seen previously16, 17. Moreover, PoPMuSiC 
3.1 performs better than both I-Mutant 2.0 and I-Mutant 3.0, which is not the case in myoglobin as studied17.

These results thus suggest that a method can provide a very good trend in predicted stabilities without actu-
ally being numerically accurate, as R and MAE are independent characteristics of the statistics of the methods. 
Overall, the accuracy of the selected methods in this work is encouraging.

Systematic errors of the methods. Table 1 also lists the MSEs for each method applied to each of the four 
structures. These values are a measure of the overall bias of each method towards stabilization or destabilization. 

Figure 1. Correlation between experimental monomer and computed stability changes, ΔΔG (kcal/mol) for 
54 mutants using 2C9V and eight methods.
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A positive value means that the method predicts, on the average, more stabilization as compared to the exper-
imental data. Following can also be seen in this table. (a) For holodimer SOD1 having single copy of dimer 
(2C9V) the order is: CUPSAT (−0.23 kcal/mol) ~ PoPMuSiC 3.1 (−0.23 kcal/mol) ≪ I-Mutant 2.0 (0.28 kcal/
mol) < FoldX (0.45 kcal/mol) ~ I-Mutant 3.0 (0.46 kcal/mol) ≪ BeatMusic (0.97 kcal/mol) ≪ ENCoM (1.33 kcal/
mol) ≪mCSM (3.22 kcal/mol). (b) In case of 1HL4, the trend is similar to that of 2C9V except that CUPSAT 
and PoPMuSiC 3.1 have exchanged their places. (c) In case of 2XJK, the MSEs increased as PoPMuSiC 3.1 
(−0.13 kcal/mol) ≪ FoldX (0.45 kcal/mol) ≪ ENCoM (1.34 kcal/mol) ≪ I-Mutant 3.0 (2.72 kcal/mol) < I-Mutant 

Figure 2. Correlation between experimental monomer and computed stability changes, ΔΔG (kcal/mol) 
for 54 mutants using 2XJK and eight methods. (Data for other structures has been shown in Supporting 
Information).
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2.0 (2.96 kcal/mol) ≪ mCSM (3.11 kcal/mol) ≪ CUPSAT (3.8 kcal/mol). (d) For 4BCZ, the order is: PoPMuSiC 
3.1 (0.17 kcal/mol) < FoldX (0.78 kcal/mol) < BeatMusic (1.31 kcal/mol) < ENCoM (1.56 kcal/mol) ≪ I-Mutant 
3.0 (2.93 kcal/mol) < mCSM (3.22 kcal/mol) ~ I-Mutant 3.0 (3.24 kcal/mol) < CUPSAT (3.61 kcal/mol).

Thus, mCSM displayed a large systematic error (MSE > 3.0 kcal/mol) suggesting that it is most stabilizing for 
SOD1 mutations. However, the systematic bias toward destabilization/stabilization compared to the experimental 
data is relatively small for PoPMuSiC 3.1 and FoldX for all four structures studied. The overall numerical accuracy 
measured by MAE, is: PoPMuSiC > FoldX > BeatMusic > ENCoM > I-Mutant2.0 > I-Mutant3.0 ≫ CUPSAT > 
mCSM. In terms of systematic error, the order of increasing MSE is: PoPMuSiC < FoldX < BeatMusic < ENCoM 
< I-Mutant3.0 < CUPSAT < I-Mutant2.0 < mCSM. For stability trend, measured by R value, the performance is: 
PoPMuSiC~ FoldX > BeatMusic > CUPSAT > I-Mutant2.0 ~ I-Mutant3.0 > mCSM > ENCoM. In this ranking, 
the position of CUPSAT was very dependent on the structure used.

This overall performance of metrics suggests that the metrics are not well correlated in this work. CUPSAT 
show good stability trend but with large numerical error, while I-Mutant 2.0/I-mutant 3.0 has poor trend and 
large systematic errors but shows high numerical accuracy. A better stability trend with high numerical accuracy 
and small systematic errors can be obtained as seen in the case of PoPMuSiC 3.1 and FoldX, thus providing real-
istic, narrow distributions of mutation effects.

Thus, the comparison provides insight into the strengths and weaknesses of such methods, as described by 
the three metrics studied. The qualitative physics of the models, as explained by the correlations, are similar 
and of modest accuracy, whereas they are differently biased in terms of systematic errors, and CUPSAT along 
with I-mutant 2.0/3.0 lacks the numerical scaling of a realistic distribution of such stability effects, having wide 
numerical range.

Performance of the methods for holodimer SOD1 Data: Correlation to experimental data. We 
have also compared the performance of the eight methods against experimental dimer data set of 33 single-point 
mutations and the result are shown in Table S7. These results reveal that the trends are similar to or even more 
accurate in some cases when compared to the monomer data suggesting that the physics of the different muta-
tions remain unaffected by the dimer/monomer structure. The plots resulting from linear regression for four 
structures are shown in Fig. S4.

Previously, Kepp showed that the additivity of effects of mutation works well when describing performance 
of the computed methods16, 17. We have also shown that this is in good agreement with other predictors. Table S7 
shows the main metrics of each method applied to each of the four structures. As seen in case of the most realistic 
dimer structure 2C9V, PoPMuSiC 3.1 performs quite well (R = 0.51, MAE = 0.65 kcal/mol and MSE = 0.76 kcal/
mol). Moreover, CUPSAT performs quite well in its trend with R = 0.38, despite large numerical errors due to 
its stability bias and broad range of ΔΔG values. ENCoM (R = 0.001), mCSM (R = 0.11) and FoldX (R = 0.18) 
provide a poor trend on the dimer data set.

In case of apomonomer structure, CUPSAT correlates well with dimer data (R = 0.53) despite most destabiliz-
ing (MSE = 3.73 kcal/mol) and large spread in its ΔΔG values (MAE = 3.21 kcal/mol). For loopless SOD1 struc-
ture, the trend is similar to that of dimer SOD1 with PoPMuSiC 3.1 performs well (R = 0.45, MAE = 0.61 kcal/
mol and MSE = 1.21 kcal/mol).

These results suggest that the mutations are largely independent of the dimerization state of the protein.

Analysis of complicated sites. Next, we sought to know how the performance of the methods depends 
on the specific sites in the protein. This will allow us to identify sites that are poorly described by methods used. 
Figure 3 shows MSEs of all eight methods averaged over all four structures, compared to the monomer experi-
mental data and disintegrated into individual 47 mutations. As can be seen in this figure, methods tend to perform 
poorly at all of the sites and except, H46R, F64A and V81A, mutations at many sites show too much stabilization.

Figure 3. Analysis of complicated sites. Mean signed errors (kcal/mol) averaged over all four structures for 
each eight methods, decomposed into individual mutations.
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Although the average MAE is 1.92 kcal/mol; many MAE values exceed from 3.0 to 4 kcal/mol. Moreover, 
CUPSAT and mCSM have the largest deviations from the experiment mainly because these methods have too 
broad ΔΔG distributions. As seen in Fig. 4, mutations involving glycine are particularly challenging for most of 
the methods, as also observed previously for SOD1 data set16. This is likely due to the low structure propensity, 
small size, and associated possibilities of structure changes in case of glycine. These changes cannot easily be mod-
eled by standard methods. There are eleven glycine-involving mutations in the data set. Among the errors larger 
than 2.0 kcal/mol, these mutations (G41S, G41D, G85R, G93V, G93A, G93R, G93D, and G93S) are all exclusively 
associated with large over-stabilizations by several methods. For E100G and D101G, the error is less than 2.0 kcal/
mol, but is still associated with over-stabilization.

The other difficult residue in the current data set is mutation by alanine. There are eighteen such mutations 
in the current data points and thus highly significant. Out of these 18 mutations, 10 mutations (V29A, V31A, 
L38A, F45A, D90A, G93A, V97A, I104A, L106A and V119A) are associated with over-stabilization by several 
methods. Furthermore, there are five mutations involving asparagine (N86S, N86D, D101N, N139K and N139D) 
which are noteworthy because the methods have substantially different biases toward either destabilization or 
stabilization in these cases. For the seven metal-adjacent sites (F45, H46, V47, F64, V81, L117 and V119), method 
show different biases toward stabilization (F45, V47, L117 and V119) or destabilization (H46, F64 and V81). Only, 
POPMUSIC 3.1 substantially over-estimates the destabilization of these sites.

Thus, PoPMuSiC, being less sensitive to structure, is the best predictor across all types of mutations, whereas 
FoldX and I-Mutant2.0/3.0 shows more accuracy when difficult sites are removed.

Structural sensitivity of the methods. The sensitivity of a method’s output to the protein structure used 
for calculation is a major issue, for a choice of crystal structure can considerably affect the computed results16, 17, 35, 36.  
Furthermore, crystal structures vary substantially in terms of resolution and refinement quality, missing residues, 
presence of heteroatom, crystal symmetry and conditions (pH, salt, T), this is another major challenge to protein 
modelling that is not yet widely explored. Protein stability calculations seen in the literature use structures with 
variable R-values, missing residues, heteroatoms, special crystal symmetries or units cells, and variable conditions 
of salt, pH, and temperature. Benchmark studies generally rely on a large number of crystal structures of variable 
quality across the known protein mutation data causing noise in the data and potentially systematic and random 
errors. Because of these challenges, we thought that it would be worthwhile to investigate data sets where a range 
of high-resolution structures are available.

Recently, the sensitivity of protein stability calculators to the three-dimensional structure in case of SOD116 
and sperm-whale myoglobin17 has been studied. We extend our study in SOD1 by using four different methods 
in addition to the methods previously studied and using two different structures for SOD1 also. The structures 

Figure 4. Structural sensitivity of methods decomposed into individual mutants (standard deviation from 
average result (kcal/mol) using the four structures. Top: Methods previously studied by Kepp16. Bottom: FoldX, 
ENCoM, BeatMusic, and mCSM used in this study. The total data set in Supporting Information, Tables S8 and S9.
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of SOD1 studied here includes practical dimers with single copy (2C9V, 1.07 Å), dimmers with multiple cop-
ies (1HL4, 1.82 Å), monomer with single copy (2XJK, 1.45 Å) and loop-less SOD1 (1.93 Å). The selection of 
crystal structures allows an examination of the effect of different protein states, role of loops, resolution, pH, 
and protein-protein interactions on the quality of the structure for the specific purpose of predicting stabilities. 
Figure 4 shows the structural sensitivity of the methods over the four set of structures. It is evaluated by com-
puting for each method the average standard deviation from the average ΔΔG for each mutation using the four 
structures in the data set. The numerical values of the average ΔΔG and standard deviation in ΔΔG for each 
mutation computed with each method are given in Tables S8 and S9, respectively. The top panel of Fig. 4 shows 
the result for all four methods reported previously16, whereas the lower panel shows the results for the other four 
methods used in this study. As seen in the top panel of this figure, except PoPMuSiC all three other methods, 
CUPSAT, I-Mutant 2.0 and I-Mutant 3.0 are very much structure sensitive. As can also be seen here, sensitivities 
are essentially not very residue-dependent compared to the method-dependence. The lower panel of Fig. 4 shows 
the results for the methods which are strikingly less sensitive than CUPSAT, I-Mutant 2.0 and I-Mutant 3.0. As 
seen in the figure, the standard deviations for all sites were generally smaller than 0.3 kcal/mol for ENCoM and 
BeatMusic. For FoldX and mCSM, only a few sites had 0.3–0.6 kcal/mol sensitivity. Sensitivity larger than 0.3 kcal/
mol was found in FoldX for A4V, H43R, H46R, G93R, G93D, D101G, D101N and I104F. It was shown earlier 
that performance of the predictors was poor in these sites and has different biases toward either destabilization or 
stabilization16. Thus, while most computations give rise to standard deviations that are smaller than 0.5 kcal/mol, 
some methods, notably CUPSAT and I-Mutant, exhibit cases where the standard deviation exceeds even 2.0 kcal/
mol. This means that the choice of crystal structure contributes significantly to the standard uncertainty of the 
protein property calculations.

When averaged over all 54 mutations, the methods have the following standard deviations, in order of increas-
ing structure sensitivity: BeatMusic (0.09 kcal/mol) < ENCoM (0.12 kcal/mol) < PoPMuSiC 3.1 (0.14 kcal/
mol) < FoldX (0.18 kcal/mol) ~ mCSM (0.18 kcal/mol) ≪ I-Mutant 3.0 (1.09 kcal/mol) < I-Mutant 2.0 (1.30 kcal/
mol) ≪ CUPSAT (2.66 kcal/mol). Though, the value of standard deviation is large in this case, the order of sen-
sitivity is consistent with the previous results16 except in the case of PoPMuSiC 3.1. (BeatMusic, ENCoM, FoldX 
and mCSM was not studied in previous work.) For the most of the cases low structure sensitivity is a clear advan-
tage as it increases the adaptability of the method and reduces the role of noises in structure data. However, high 
structural sensitivity will be needed in case of high-resolution structures.

Figure S5 shows the correlation plots of ΔΔG valuesfor all possible 2907 SOD1 mutations (i.e., 19 mutationsin 
153 sites) computed with PoPMuSiC 3.1, comparing with all four structure templates. The use of higher resolu-
tion dimeric structure (2C9V) and the monomeric structure (2XJK) provide thestrongest correlations (R2 ~ 0.85). 
However, if 2C9V is compared with 4BCZ, the computed output will deviate more from the results obtained with 
high-resolution structures (R2 ~ 0.3). The correlation doesn’t show any significant changes even comparing 4BCZ 
with 2XJK (R2 ~ 0.31). Also, the number of problematic outliers increases as we compared the correlation with 4BCZ 
as seen from the large scattering of points in Fig. S5. One should take into account that PoPMuSiC is very much 
structure insensitive, so the use of other methods may show much less sensitivities than those reported in Fig. S5.

Performance of the methods for SOD1 Data: Correlation to patient data. Patient data for age of 
onset, t(o), survival time, t(s), and age of death, t(d) = t(o) + t(s) were collected, analyzed and correlated against 
experimental and computed stabilities (Table S10). Figure 5 shows the correlation between disease phenotypes 
[t(o), t(s) and t(d)] and experimental ΔΔG of dimeric SOD1. Notably, disease duration, t(s) and disease death, 
t(d) correlates significantly with the experimentally measured stability change of the dimer (R = 0.4). However, 
disease onset, t(o) did not correlate with stability changes (R = 0.1), as also found previously37, 38. However, if we 
correlate patient data with monomer stability changes, we find that only t(d) correlates well with R = 0.34.

Similarly, Fig. 6 shows the correlation between disease phenotypes [t(o), t(s) and t(d)] and predicted ΔΔG 
for the representative and highest-resolution structure, 2C9V. The overall agreement with patient data was in 
several cases quite good (Table 2). In case of t(o), I-Mutant 3.0 and FoldX with R = 0.45 and even rest of the 
methods (R = > 0.15) correlate much better than experimental data (R = 0.1). For t(d), ENCoM (R = 0.47) and 
I-mutant 3.0/2.0 (R = 0.3) correlates well with experimental value (R = 0.4), while none of the methods shows 
good correlation in case of t(s), except I-mutant 3.0 (R = 0.33 as compared to R = 0.4). This holodimer struc-
ture (2C9V), on the average, gives the largest correlation coefficients mainly due to I-mutant 2.0 and I-mutant 
3.0 (Table 2 and Supplementary Figure S6). The overall trend for the methods showed the following correla-
tion: BeatMusic (R = 0.12) < CUPSAT (R = 0.14) < mCSM (R = 0.15) < PoPMuSiC 3.1 (R = 0.17) < ENCoM 
(R = 0.23) < I-Mutant 2 (R = 0.24) < FoldX (R = 0.25) < I-Mutant 3 (R = 0.28). Thus, by using different stability 
predictors, we were able to show, for the first time, that the methods are generally structure sensitive and correlate 
satisfactorily with ALS pathogenicity.

Conclusions
Protein stability plays a major role in biotechnology, pharmaceutical and food industries and in many diseases. 
The accuracy of the methods to predict the stability of protein variants are largely depend upon the structural 
data and experimental measurements as well as the complex physics of protein folding and stability. In this study, 
stability of human SOD1 variants have been computed using eight different methods and compared to known 
experimental stability data and patient’s phenotypes.

We report the validity of PoPMuSiC as a robust and reliable tool for the purpose of stability prediction. The 
main finding is that for the most accurate methods PoPMuSiC and FoldX, the different protein states do not sig-
nificantly affect performance. It was also found that the most accurate methods are also less structure-sensitive. 
In addition, for several other stability predictors to get reliable estimation, choice of crystal structure is criti-
cal. Finally, this study also reports analysis of compiled patient data and experimental and computed protein 
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stabilities for variants of human SOD1. Most importantly, patient’s disease duration t(s) correlates significantly 
with the experimentally measured and predicted stability change of the dimer SOD1. Thus, the present paper 
shows clearly the importance of protein stability in SOD1 pathogenicity.

Methods
Experimental data. The experimental data for the change in ΔΔG (where ΔG is Gibbs free energy of fold-
ing), associated with single-point mutations, reported in the literature has been compiled and shown in Table S1. 
These data have been taken from Vassal et al.39 Nordlund and Oliveberg40, Lindberg et al.28, Stathopulos et al.41, 
and Bystrom et al.42. In total, 54 values of ΔΔG for the apomonomer SOD1 mutants and 33 of the holodimer 
SOD1 mutants have been studied. The SOD1 mutations shown in Table S1 are grouped based on their positions 
in the structure as “β-barrel mutants” (B) and “metal binding mutants” (M). It has been observed that the meth-
odological error in the experimental ΔΔG is on the order of up to ~0.3 kcal/mol28, 41.

Protein stability calculators. As in the previous work on SOD116, eight stability predictors were used. Out 
of these eight methods, we have used CUPSAT43, POPMUSIC 2.144, I-Mutant 2.0 and 3.045. In addition to these, 
new methods, FoldX46, mCSM method47, PoPMuSiC 3.1 (https://soft.dezyme.com/), BeatMusic48 and ENCoM49, 50  
were also used in this study. These eight methods used here are diverse in terms of their design phi-
losophy and parameterization, but offer fast, web-based, quantitative estimates of stability effects of all 
possible mutations. Briefly, CUPSAT is based on atom potentials from chemical properties and empir-
ically derived torsion potentials, whereas PoPMuSiC uses environment-specific statistical potentials 
based on observed substitution probabilities as developed by Topham et al.51. I-Mutant 2.0 and I-Mutant 
3.0 are based on support vector machines that consider mainly amino acid substitution and struc-
tural environment, trained on experimental data points from the Protherm data base52. mCSM method 
is based on graph-based signatures using the atom distances to construct environments that are sub-
sequently been trained on the experimental data. BeatMusic (http://babylone.ulb.ac.be/BeatMusic)  
relies on a set of statistical potentials derived from known protein structures, and combines the effect of the muta-
tion on the strength of the interactions at the interface and on the overall stability of the complex. ENCoM is a 
coarse-grained normal mode analysis method recently introduced to predict the effect of mutations on protein 
dynamics and stability resulting from vibrational entropy changes. ENCoM employs a potential energy function 
that includes a pair-wise atom-type nonbonded interaction term and thus makes it unique in that it considers 
the nature of amino acids. While existing methods are based on machine learning or enthalpic considerations, 
ENCoM is based on entropic considerations50.

Protein structures and structural sensitivity. As shown recently, the use of different crystal structures16, 17  
or MD configurations35 can have very large impact on computed protein stabilities. Thus, structural sensitivity 
is an important parameter for protein property calculators. In the present work, four different crystal structures, 

Figure 5. Correlation between patient’s disease onset, t(o), survival time, t(s), and age of death, t(d) (in years) 
of ALS patients carrying 30 SOD1 variants vs. the corresponding experimental monomer (A) and dimer (B) 
stability changes (kcal/mol). (C) Table lists linear regression coefficient, R and R2 value for correlation.
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2C9V53, 1HL454, 2XJK55, and 4BCZ56 of human SOD1were applied systematically to assess the accuracy of all 
eight methods. Properties of these four crystal structures are summarized in Table S11. Their crystallographic res-
olution values range from 1.07 (2C9V) to 1.93 (4BCZ), and pH values range from acidic to neutral. The root mean 
square deviation among the structures are provided in Table S11 and schematically represented in Supplementary 
Figure S7 in which the residues are color coded according to their RMSD values. 2C9V represents the physio-
logically relevant holodimer structure of high resolution with only one dimer. 1HL4 represents a non-metallated 
(apo) dimer form of the enzyme with two dimers in the structure. 2XJK is representative of a functional monomer 
structure with no other molecules in the unit cell. 4BCZ represents structure of apomonomer loopless SOD1 in 

Figure 6. Correlation between predicted stability changes for 30 mutations in ALS with patients data, t(o), t(s) 
and t(d), using real holodimer of SOD1 structure, 2C9V.
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which 44 residues (loops IV and VII) are removed and substituted with short Gly-Ala-Gly linkers. The resulting 
apoSOD1 barrel still has its structure intact. Thus, the four structures that have been chosen resemble commonly 
encountered heterogeneity in high resolution structures due to missing residues, pH, and crystal space group. The 
structural sensitivity was evaluated by computing the average ΔΔG obtained for a mutation across all four crystal 
structures, then calculating the standard deviation from this average for each residue, and finally averaging over 
all computed data points.

Analysis of predictor performance. The performance of the eight stability predictors was evaluated inde-
pendently against both the apomonomer data set (54 data points) and the holodimer data set (33 data points). 
Results with all four structures were compared with the experimental data and were discussed on the basis of four 
important quality metrics. The correlation coefficient, R2 from a linear regression analysis describes the ability of 
a method to provide the overall trend in the data set; MSE, the mean signed error provides the systematic error 
and thus estimates the bias of the method towards destabilization or stabilization; and MAE, the mean absolute 
error describes the overall numerical accuracy of the method compared to experimental data. For a method, the 
structural robustness was computed as the standard deviation from the average of ΔΔG values obtained for all 
structures.

A BA plot was used to analyze the agreement between the experimental and computed stability values. The 
BA test is a statistically robust method of accessing reliability and agreement between measurements. These plots 
quantify bias and provide a 95% confidence limits for the bias57–59. BA plots were constructed using Prism 6.

Collection and analysis of patient data. SOD1 variants causing ALS and their associated patient data 
were collected from the compiled data from the ALS online genetics database60 and from Wang et al.38. Patient 
data were analyzed for age of onset, t(o); survival time, t(s); and age of death, t(d) = t(o) + t(s). These patient data 
were correlated against experimental and computed stabilities. Correlations were carried out linearly and sub-
jected to regression analysis. R2 values will provide the overall trend in the data set.

References
 1. Yue, P., Li, Z. & Moult, J. Loss of protein structure stability as a major causative factor in monogenic disease. J Mol Biol 353, 459–473, 

doi:S0022-2836(05)00957-5 (2005).
 2. Goldstein, R. A. The structure of protein evolution and the evolution of protein structure. Curr Opin Struct Biol 18, 170–177, 

doi:10.1016/j.sbi.2008.01.006 (2008).
 3. Chiti, F. & Dobson, C. M. Protein misfolding, functional amyloid, and human disease. Annu Rev Biochem 75, 333–366, doi:10.1146/

annurev.biochem.75.101304.123901 (2006).
 4. Karr, J. R. et al. A whole-cell computational model predicts phenotype from genotype. Cell 150, 389–401, doi:10.1016/j.

cell.2012.05.044 (2012).

Methods 2C9V 1HL4 2XJK 4BCZ Average

CUPSAT

t (o) 0.22 0.17 0.21 0.04 0.16

t (s) 0.05 0.01 0.06 0.27 0.1

t (d) 0.18 0.07 0.23 0.13 0.15

I-Mutant 2.0

t (o) 0.27 0.26 0.24 0.11 0.22

t (s) 0.33 0.30 0.25 0.05 0.23

t (d) 0.38 0.35 0.3 0.01 0.26

I-Mutant 3.0

t (o) 0.44 0.43 0.35 0.30 0.38

t (s) 0.16 0.17 0.14 0.04 0.13

t (d) 0.40 0.40 0.32 0.2 0.33

PoPMuSiC 3.1

t (o) 0.18 0.24 0.03 0.14 0.15

t (s) 0.22 0.20 0.02 0.03 0.12

t (d) 0.29 0.31 0.23 0.14 0.24

ENCoM

t (o) 0.24 0.31 0.09 0.15 0.2

t (s) 0.17 0.19 0.14 0.31 0.2

t (d) 0.30 0.36 0.47 0.08 0.3

FoldX

t (o) 0.46 0.44 0.40 0.28 0.4

t (s) 0.12 0.09 0.11 0.31 0.16

t (d) 0.25 0.25 0.20 0.03 0.18

BeatMusic

t (o) 0.14 0.11 0.03 0.09

t (s) 0.16 0.13 0.03 0.1

t (d) 0.23 0.18 0.04 0.15

mCSM

t (o) 0.24 0.32 0.26 0.21 0.26

t (s) 0.006 0.03 0.03 0.02 0.02

t (d) 0.19 0.23 0.20 0.04 0.16

Table 2. Overall performance of stability calculators for SOD1 mutants in relation to patient’s data (Correlation 
coefficient, R value).

http://dx.doi.org/10.1016/j.sbi.2008.01.006
http://dx.doi.org/10.1146/annurev.biochem.75.101304.123901
http://dx.doi.org/10.1146/annurev.biochem.75.101304.123901
http://dx.doi.org/10.1016/j.cell.2012.05.044
http://dx.doi.org/10.1016/j.cell.2012.05.044


www.nature.com/scientificreports/

1 2Scientific RepoRts | 7: 4678  | DOI:10.1038/s41598-017-04950-9

 5. Rahman, S., Byun, Y., Hassan, M. I., Kim, J. & Kumar, V. Towards Understanding Cellular Structure Biology: In-Cell NMR. Biochim 
Biophys Acta, doi:S1570-9639 (2017).

 6. Berezovsky, I. N., Guarnera, E. & Zheng, Z. Basic units of protein structure, folding, and function. Prog Biophys Mol Biol, 
doi:S0079-6107(16)30086-4 (2016).

 7. Socha, R. D. & Tokuriki, N. Modulating protein stability - directed evolution strategies for improved protein function. FEBS J 280, 
5582–5595, doi:10.1111/febs.12354 (2013).

 8. Zhang, Z., Miteva, M. A., Wang, L. & Alexov, E. Analyzing effects of naturally occurring missense mutations. Comput Math Methods 
Med 2012, 805827, doi:10.1155/2012/805827 (2012).

 9. Magliery, T. J. Protein stability: computation, sequence statistics, and new experimental methods. Curr Opin Struct Biol 33, 161–168, 
doi:10.1016/j.sbi.2015.09.002 (2015).

 10. Teilum, K., Olsen, J. G. & Kragelund, B. B. Protein stability, flexibility and function. Biochim Biophys Acta 1814, 969–976, 
doi:10.1016/j.bbapap.2010.11.005 (2011).

 11. O’Fagain, C. Engineering protein stability. Methods Mol Biol 681, 103–136, doi:10.1007/978-1-60761-913-0_7 (2011).
 12. Thomas, A., Joris, B. & Brasseur, R. Standardized evaluation of protein stability. Biochim Biophys Acta 1804, 1265–1271, 

doi:10.1016/j.bbapap.2010.02.008 (2010).
 13. Potapov, V., Cohen, M. & Schreiber, G. Assessing computational methods for predicting protein stability upon mutation: good on 

average but not in the details. Protein Eng Des Sel 22, 553–560, doi:10.1093/protein/gzp030 (2009).
 14. Dehouck, Y. et al. Fast and accurate predictions of protein stability changes upon mutations using statistical potentials and neural 

networks: PoPMuSiC-2.0. Bioinformatics 25, 2537–2543, doi:10.1093/bioinformatics/btp445 (2009).
 15. Khan, S. & Vihinen, M. Performance of protein stability predictors. Hum Mutat 31, 675–684, doi:10.1002/humu.21242 (2010).
 16. Kepp, K. P. Computing stability effects of mutations in human superoxide dismutase 1. J Phys Chem B 118, 1799–1812, doi:10.1021/

jp4119138 (2014).
 17. Kepp, K. P. Towards a “Golden Standard” for computing globin stability: Stability and structure sensitivity of myoglobin mutants. 

Biochim Biophys Acta 1854, 1239–1248, doi:10.1016/j.bbapap.2015.06.002 (2015).
 18. Valentine, J. S., Doucette, P. A. & Zittin Potter, S. Copper-zinc superoxide dismutase and amyotrophic lateral sclerosis. Annu Rev 

Biochem 74, 563–593, doi:10.1146/annurev.biochem.72.121801.161647 (2005).
 19. Robberecht, W. & Philips, T. The changing scene of amyotrophic lateral sclerosis. Nat Rev Neurosci 14, 248–264, doi:10.1038/

nrn3430 (2013).
 20. Kumar, V., Islam, A., Hassan, M. I. & Ahmad, F. Therapeutic progress in amyotrophic lateral sclerosis-beginning to learning. Eur J 

Med Chem 121, 903–917, doi:10.1016/j.ejmech.2016.06.017 (2016).
 21. Getzoff, E. D. et al. Faster superoxide dismutase mutants designed by enhancing electrostatic guidance. Nature 358, 347–351, 

doi:10.1038/358347a0 (1992).
 22. Nordlund, A. et al. Functional features cause misfolding of the ALS-provoking enzyme SOD1. Proc Natl Acad Sci USA 106, 

9667–9672, doi:10.1073/pnas.0812046106 (2009).
 23. Guegan, C. & Przedborski, S. Programmed cell death in amyotrophic lateral sclerosis. J Clin Invest 111, 153–161, doi:10.1172/

JCI17610 (2003).
 24. Rousseau, F., Schymkowitz, J. & Oliveberg, M. ALS precursor finally shaken into fibrils. Proc Natl Acad Sci USA 105, 18649–18650, 

doi:10.1073/pnas.0810568106 (2008).
 25. Banci, L. et al. Backbone dynamics of human Cu,Zn superoxide dismutase and of its monomeric F50E/G51E/E133Q mutant: the 

influence of dimerization on mobility and function. Biochemistry 39, 9108–9118, doi:bi000067z (2000).
 26. Hart, P. J. et al. Subunit asymmetry in the three-dimensional structure of a human CuZnSOD mutant found in familial amyotrophic 

lateral sclerosis. Protein Sci 7, 545–555, doi:10.1002/pro.5560070302 (1998).
 27. Hayward, L. J. et al. Decreased metallation and activity in subsets of mutant superoxide dismutases associated with familial 

amyotrophic lateral sclerosis. J Biol Chem 277, 15923–15931, doi:10.1074/jbc.M112087200 (2002).
 28. Lindberg, M. J., Bystrom, R., Boknas, N., Andersen, P. M. & Oliveberg, M. Systematically perturbed folding patterns of amyotrophic 

lateral sclerosis (ALS)-associated SOD1 mutants. Proc Natl Acad Sci USA 102, 9754–9759, doi:10.1073/pnas.0501957102 (2005).
 29. Lindberg, M. J., Tibell, L. & Oliveberg, M. Common denominator of Cu/Zn superoxide dismutase mutants associated with 

amyotrophic lateral sclerosis: decreased stability of the apo state. Proc Natl Acad Sci USA 99, 16607–16612, doi:10.1073/
pnas.262527099 (2002).

 30. Broom, H. R., Rumfeldt, J. A., Vassall, K. A. & Meiering, E. M. Destabilization of the dimer interface is a common consequence of 
diverse ALS-associated mutations in metal free SOD1. Protein Sci 24, 2081–2089, doi:10.1002/pro.2803 (2015).

 31. Broom, H. R. et al. Combined Isothermal Titration and Differential Scanning Calorimetry Define Three-State Thermodynamics of 
fALS-Associated Mutant Apo SOD1 Dimers and an Increased Population of Folded Monomer. Biochemistry 55, 519–533, 
doi:10.1021/acs.biochem.5b01187 (2016).

 32. Broom, H. R., Rumfeldt, J. A. & Meiering, E. M. Many roads lead to Rome? Multiple modes of Cu,Zn superoxide dismutase 
destabilization, misfolding and aggregation in amyotrophic lateral sclerosis. Essays Biochem 56, 149–165, doi:10.1042/bse0560149 
(2014).

 33. Khare, S. D., Caplow, M. & Dokholyan, N. V. FALS mutations in Cu, Zn superoxide dismutase destabilize the dimer and increase 
dimer dissociation propensity: a large-scale thermodynamic analysis. Amyloid 13, 226–235, doi:10.1080/13506120600960486 
(2006).

 34. Danielsson, J., Kurnik, M., Lang, L. & Oliveberg, M. Cutting off functional loops from homodimeric enzyme superoxide dismutase 
1 (SOD1) leaves monomeric beta-barrels. J Biol Chem 286, 33070–33083, doi:10.1074/jbc.M111.251223 (2011).

 35. Christensen, N. J. & Kepp, K. P. Accurate stabilities of laccase mutants predicted with a modified FoldX protocol. J Chem Inf Model 
52, 3028–3042, doi:10.1021/ci300398z (2012).

 36. Christensen, N. J. & Kepp, K. P. Stability Mechanisms of Laccase Isoforms using a Modified FoldX Protocol Applicable to Widely 
Different Proteins. J Chem Theory Comput 9, 3210–3223, doi:10.1021/ct4002152 (2013).

 37. Kepp, K. P. Genotype-property patient-phenotype relations suggest that proteome exhaustion can cause amyotrophic lateral 
sclerosis. PLoS One 10, e0118649, doi:10.1371/journal.pone.0118649 PONE-D-14-36286 (2015).

 38. Wang, Q., Johnson, J. L., Agar, N. Y. & Agar, J. N. Protein aggregation and protein instability govern familial amyotrophic lateral 
sclerosis patient survival. PLoS Biol 6, e170, doi:10.1371/journal.pbio.0060170 08-PLBI-RA-0487 (2008).

 39. Vassall, K. A. et al. Decreased stability and increased formation of soluble aggregates by immature superoxide dismutase do not 
account for disease severity in ALS. Proc Natl Acad Sci USA 108, 2210–2215, doi:10.1073/pnas.0913021108 (2011).

 40. Nordlund, A. & Oliveberg, M. Folding of Cu/Zn superoxide dismutase suggests structural hotspots for gain of neurotoxic function 
in ALS: parallels to precursors in amyloid disease. Proc Natl Acad Sci USA 103, 10218–10223, doi:10.1073/pnas.0601696103 (2006).

 41. Stathopulos, P. B. et al. Calorimetric analysis of thermodynamic stability and aggregation for apo and holo amyotrophic lateral 
sclerosis-associated Gly-93 mutants of superoxide dismutase. J Biol Chem 281, 6184–6193, doi:10.1074/jbc.M509496200 (2006).

 42. Bystrom, R., Andersen, P. M., Grobner, G. & Oliveberg, M. SOD1 mutations targeting surface hydrogen bonds promote amyotrophic 
lateral sclerosis without reducing apo-state stability. J Biol Chem 285, 19544–19552, doi:10.1074/jbc.M109.086074 (2010).

 43. Parthiban, V., Gromiha, M. M. & Schomburg, D. CUPSAT: prediction of protein stability upon point mutations. Nucleic Acids Res 
34, W239–242, doi:10.1093/nar/gkl190 (2006).

http://dx.doi.org/10.1111/febs.12354
http://dx.doi.org/10.1155/2012/805827
http://dx.doi.org/10.1016/j.sbi.2015.09.002
http://dx.doi.org/10.1016/j.bbapap.2010.11.005
http://dx.doi.org/10.1007/978-1-60761-913-0_7
http://dx.doi.org/10.1016/j.bbapap.2010.02.008
http://dx.doi.org/10.1093/protein/gzp030
http://dx.doi.org/10.1093/bioinformatics/btp445
http://dx.doi.org/10.1002/humu.21242
http://dx.doi.org/10.1021/jp4119138
http://dx.doi.org/10.1021/jp4119138
http://dx.doi.org/10.1016/j.bbapap.2015.06.002
http://dx.doi.org/10.1146/annurev.biochem.72.121801.161647
http://dx.doi.org/10.1038/nrn3430
http://dx.doi.org/10.1038/nrn3430
http://dx.doi.org/10.1016/j.ejmech.2016.06.017
http://dx.doi.org/10.1038/358347a0
http://dx.doi.org/10.1073/pnas.0812046106
http://dx.doi.org/10.1172/JCI17610
http://dx.doi.org/10.1172/JCI17610
http://dx.doi.org/10.1073/pnas.0810568106
http://dx.doi.org/10.1002/pro.5560070302
http://dx.doi.org/10.1074/jbc.M112087200
http://dx.doi.org/10.1073/pnas.0501957102
http://dx.doi.org/10.1073/pnas.262527099
http://dx.doi.org/10.1073/pnas.262527099
http://dx.doi.org/10.1002/pro.2803
http://dx.doi.org/10.1021/acs.biochem.5b01187
http://dx.doi.org/10.1042/bse0560149
http://dx.doi.org/10.1080/13506120600960486
http://dx.doi.org/10.1074/jbc.M111.251223
http://dx.doi.org/10.1021/ci300398z
http://dx.doi.org/10.1021/ct4002152
http://dx.doi.org/10.1073/pnas.0913021108
http://dx.doi.org/10.1073/pnas.0601696103
http://dx.doi.org/10.1074/jbc.M509496200
http://dx.doi.org/10.1074/jbc.M109.086074
http://dx.doi.org/10.1093/nar/gkl190


www.nature.com/scientificreports/

13Scientific RepoRts | 7: 4678  | DOI:10.1038/s41598-017-04950-9

 44. Dehouck, Y., Kwasigroch, J. M., Gilis, D. & Rooman, M. PoPMuSiC 2.1: a web server for the estimation of protein stability changes 
upon mutation and sequence optimality. BMC Bioinformatics 12, 151, doi:10.1186/1471-2105-12-151 (2011).

 45. Capriotti, E., Fariselli, P. & Casadio, R. I-Mutant2.0: predicting stability changes upon mutation from the protein sequence or 
structure. Nucleic Acids Res 33, W306–310, doi:10.1093/nar/gki375 (2005).

 46. Guerois, R., Nielsen, J. E. & Serrano, L. Predicting changes in the stability of proteins and protein complexes: a study of more than 
1000 mutations. J Mol Biol 320, 369–387, doi:10.1016/S0022-2836(02)00442-4 (2002).

 47. Pires, D. E., Ascher, D. B. & Blundell, T. L. mCSM: predicting the effects of mutations in proteins using graph-based signatures. 
Bioinformatics 30, 335–342, doi:10.1093/bioinformatics/btt691 (2014).

 48. Dehouck, Y., Kwasigroch, J. M., Rooman, M. & Gilis, D. BeAtMuSiC: Prediction of changes in protein-protein binding affinity on 
mutations. Nucleic Acids Res 41, W333–339, doi:10.1093/nar/gkt450 (2013).

 49. Frappier, V., Chartier, M. & Najmanovich, R. J. ENCoM server: exploring protein conformational space and the effect of mutations 
on protein function and stability. Nucleic Acids Res 43, W395–400, doi:10.1093/nar/gkv343 (2015).

 50. Frappier, V. & Najmanovich, R. J. A coarse-grained elastic network atom contact model and its use in the simulation of protein 
dynamics and the prediction of the effect of mutations. PLoS Comput Biol 10, e1003569, doi:10.1371/journal.pcbi.1003569 
PCOMPBIOL-D-13-02248 (2014).

 51. Topham, C. M., Srinivasan, N. & Blundell, T. L. Prediction of the stability of protein mutants based on structural environment-
dependent amino acid substitution and propensity tables. Protein Eng 10, 7–21 (1997).

 52. Bava, K. A., Gromiha, M. M., Uedaira, H., Kitajima, K. & Sarai, A. ProTherm, version 4.0: thermodynamic database for proteins and 
mutants. Nucleic Acids Res 32, D120–121, doi:10.1093/nar/gkh082 32/suppl_1/D120 (2004).

 53. Strange, R. W. et al. Variable metallation of human superoxide dismutase: atomic resolution crystal structures of Cu-Zn, Zn-Zn and 
as-isolated wild-type enzymes. J Mol Biol 356, 1152–1162, doi:10.1016/j.jmb.2005.11.081 (2006).

 54. Strange, R. W. et al. The structure of holo and metal-deficient wild-type human Cu, Zn superoxide dismutase and its relevance to 
familial amyotrophic lateral sclerosis. J Mol Biol 328, 877-891, doi:S0022283603003553 (2003).

 55. Leinartaite, L., Saraboji, K., Nordlund, A., Logan, D. T. & Oliveberg, M. Folding catalysis by transient coordination of Zn2+ to the 
Cu ligands of the ALS-associated enzyme Cu/Zn superoxide dismutase 1. J Am Chem Soc 132, 13495–13504, doi:10.1021/ja1057136 
(2010).

 56. Danielsson, J. et al. Global structural motions from the strain of a single hydrogen bond. Proc Natl Acad Sci USA 110, 3829–3834, 
doi:10.1073/pnas.1217306110 (2013).

 57. Bland, J. M. & Altman, D. G. Statistical methods for assessing agreement between two methods of clinical measurement. Lancet 1, 
307–310, doi:S0140-6736(86)90837-8 (1986).

 58. Bland, J. M. & Altman, D. G. Measuring agreement in method comparison studies. Stat Methods Med Res 8, 135–160 (1999).
 59. Dewitte, K., Fierens, C., Stockl, D. & Thienpont, L. M. Application of the Bland-Altman plot for interpretation of method-

comparison studies: a critical investigation of its practice. Clin Chem 48, 799–801; author reply 801–792 (2002).
 60. Abel, O., Powell, J. F., Andersen, P. M. & Al-Chalabi, A. ALSoD: A user-friendly online bioinformatics tool for amyotrophic lateral 

sclerosis genetics. Hum Mutat 33, 1345–1351, doi:10.1002/humu.22157 (2012).

Acknowledgements
VK and SR sincerely thank Department of Science and Technology for the award of DST-Fast track fellowship 
(SB/YS/LS-161/2014) and (SB/YS/LS-259/2013). Authors sincerely thank DST and Indian Council of Medical 
Research for financial support. FIST support of DST is highly acknowledged (SR/FST/LSI-541/2012).

Author Contributions
V.K., F.A., and M.I.H. conceived and designed the experiments. V.K., S.R., M.S.J. and A.I. performed the 
experiments. V.K., S.R., H.C., M.A.Z. and M.I.H. analyzed the data, and V.K., F.A., M.I.H. wrote the manuscript. 
H.C., S.R. and M.A.Z. contributed reagents/materials/funds support. All authors read and provided helpful 
discussions, and approved the final version.

Additional Information
Supplementary information accompanies this paper at doi:10.1038/s41598-017-04950-9
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://dx.doi.org/10.1186/1471-2105-12-151
http://dx.doi.org/10.1093/nar/gki375
http://dx.doi.org/10.1016/S0022-2836(02)00442-4
http://dx.doi.org/10.1093/bioinformatics/btt691
http://dx.doi.org/10.1093/nar/gkt450
http://dx.doi.org/10.1093/nar/gkv343
http://dx.doi.org/10.1016/j.jmb.2005.11.081
http://dx.doi.org/10.1021/ja1057136
http://dx.doi.org/10.1073/pnas.1217306110
http://dx.doi.org/10.1002/humu.22157
http://dx.doi.org/10.1038/s41598-017-04950-9
http://creativecommons.org/licenses/by/4.0/

	Computing disease-linked SOD1 mutations: deciphering protein stability and patient-phenotype relations
	Results and Discussion
	Correlations between experimental holodimer and apo-monomer data. 
	Performance of the methods for monomer SOD1 data: Correlation to experimental data. 
	Bland Altman Analysis. 
	Mean absolute errors. 
	Systematic errors of the methods. 
	Performance of the methods for holodimer SOD1 Data: Correlation to experimental data. 
	Analysis of complicated sites. 
	Structural sensitivity of the methods. 
	Performance of the methods for SOD1 Data: Correlation to patient data. 

	Conclusions
	Methods
	Experimental data. 
	Protein stability calculators. 
	Protein structures and structural sensitivity. 
	Analysis of predictor performance. 
	Collection and analysis of patient data. 

	Acknowledgements
	Figure 1 Correlation between experimental monomer and computed stability changes, ΔΔG (kcal/mol) for 54 mutants using 2C9V and eight methods.
	Figure 2 Correlation between experimental monomer and computed stability changes, ΔΔG (kcal/mol) for 54 mutants using 2XJK and eight methods.
	Figure 3 Analysis of complicated sites.
	Figure 4 Structural sensitivity of methods decomposed into individual mutants (standard deviation from average result (kcal/mol) using the four structures.
	Figure 5 Correlation between patient’s disease onset, t(o), survival time, t(s), and age of death, t(d) (in years) of ALS patients carrying 30 SOD1 variants vs.
	Figure 6 Correlation between predicted stability changes for 30 mutations in ALS with patients data, t(o), t(s) and t(d), using real holodimer of SOD1 structure, 2C9V.
	Table 1 Overall performance of stability predictors for 54 SOD1 monomer mutants using four different crystal structures.
	Table 2 Overall performance of stability calculators for SOD1 mutants in relation to patient’s data (Correlation coefficient, R value).




