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Molecular search by NMR spectrum
based on evaluation of matching
between spectrum and molecule

Youngchun Kwon'?, Dongseon Lee?, Youn-Suk Choi'*! & Seokho Kang®**

Inferring molecular structures from experimentally measured nuclear magnetic resonance (NMR)
spectra is an important task in many chemistry applications. Herein, we present a novel method
implementing an automated molecular search by NMR spectrum. Given a query spectrum and a pool
of candidate molecules, the matching score of each candidate molecule with respect to the query
spectrum is evaluated by introducing a molecule-to-spectrum estimation procedure. The candidate
molecule with the highest matching score is selected. This procedure does not require any prior
knowledge of the corresponding molecular structure nor laborious manval efforts by chemists. We
demonstrate the effectiveness of the proposed method on molecular search using *C NMR spectra.

In chemistry, nuclear magnetic resonance (NMR) spectroscopy is an important tool for the elucidation of chemi-
cal structures. Given an experimentally measured NMR spectrum, we analyze the resonance frequencies at which
the peaks occur, called chemical shifts. Chemical shifts reflect the structural properties around spin-active atoms
in the corresponding molecule, the use of which facilitates a better understanding of the chemical structure.

Because manual interpretation of an NMR spectrum is laborious and tedious, research has been conducted on
the automatic determination of chemical structures from NMR spectra. A typical implementation is molecular
search by NMR spectrum. For a query NMR spectrum, we search for the molecule that seems to provide the clos-
est spectral match from a pool of candidate molecules. There are two main approaches to evaluate the matching
score between the query spectrum and each candidate molecule: chemical shift similarity and spectral similarity.

The first approach uses the similarity between the observed chemical shifts of the query spectrum and the
predicted chemical shifts of each candidate molecule'™, as illustrated in Fig. 1a. To obtain the assigned chemi-
cal shifts, the peak picking and assignment procedure is required for the raw spectrum, which often relies on
the manual efforts of chemists. To obtain the predicted chemical shifts, researchers have developed various
methods, including quantum chemical calculation®™, search, and machine learningl’”. This approach is very
efficient, but is prone to error without prior knowledge of the query spectrum, such as the chemical formula of
the matching molecule. In addition, it is difficult to accurately extract chemical shifts from highly noisy spectra
and complex molecules.

The second approach compares the query spectrum with the measured/simulated spectrum of each candidate
molecule, as illustrated in Fig. 1b. The spectrum of the candidate molecule can be experimentally measured using
NMR spectroscopy or simulated via quantum chemical calculation'®. Various spectral similarity measures then
become available for use!!"?*, which directly operate on raw spectra without an explicit annotation of the chemi-
cal shifts. This approach requires securing the spectra of all candidate molecules, which is difficult in practice.
Most public NMR databases do not provide raw spectra, but only provide the assigned chemical shifts of the
molecules'. It is impractical to directly obtain the spectra on a large scale.

In this study, we present a novel method to implement molecular search by NMR spectrum without neces-
sitating the use of assigned chemical shifts of the query spectrum or measured/simulated spectra of candidate
molecules to overcome the limitations of conventional approaches. Given a query NMR spectrum and a pool of
candidate molecules with no further information, the proposed method evaluates the matching score between
the query spectrum and each candidate molecule based on the molecule-to-spectrum estimation procedure, as
illustrated in Fig. 1c. The candidate molecule is then evaluated to determine whether its estimated spectrum is
closest to the query spectrum with minimal alignment of its predicted chemical shifts.
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Figure 1. Comparison of conventional approaches and proposed method.
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Figure 2. Illustration of molecule-to-spectrum estimation procedure.

The main advantages of the proposed method over conventional approaches are as follows. Compared to
the chemical shift similarity approach in Fig. 1a, the proposed method does not require any prior knowledge or
laborious manual efforts for peak picking and assignment from the query spectrum. Compared to the spectral
similarity approach in Fig. 1b, the proposed method does not require measured/simulated spectra of candidate
molecules, which are expensive or otherwise difficult to obtain. These make it beneficial for implementing auto-
mated molecular search in general situations where information is limited.

Methods
Problem definition. The problem of molecular search by NMR spectrum is formulated as follows. Suppose
a spectrum experimentally measured by NMR spectroscopy is given as a query in the form of S = (x,y), where
X =[x1,...,x] and y = [y1,. .., y1] represent the x-axis (frequency) and y-axis (intensity) of the spectrum,
respectively. The corresponding molecular structure of the query spectrum S is unknown. No prior informa-
tion about the molecular structure, such as the chemical formula, is available for use. We are also given a pool
of candidate molecules D = {Gy, . .., Gy} for which experimentally measured spectra are not provided. From
the candidate pool D with no further information, we wish to search for the best matching molecule G* that is
expected to have an NMR spectrum that is the closest match to the query spectrum S.

To evaluate the matching between the query spectrum S and a candidate molecule Gy, we introduce the
score function that involves a molecule-to-spectrum estimation procedure. The best matching molecule G*
with the highest matching score is obtained as:

G" = argmax score(Gy; S). (1)
G;eD

Molecule-to-spectrum estimation procedure.  Given the query spectrum S and candidate molecule G,
the molecule-to-spectrum estimation procedure is used to evaluate whether G has a spectrum similar to S. The
procedure is composed of three sequential steps, as illustrated in Fig. 2. The first step is to predict the chemical
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shifts of G. The second step is to align the chemical shifts with S. The third step is to construct a spectrum that
estimates S. For these three steps, we introduce the predict, align, and optimize functions.

From molecule to predicted chemical shifts. ~Given a candidate molecule G, the first step is to predict the chemi-
cal shifts of its NMR-active atom, which we denote by A, using the predict function:

A =[81,...,6y] = predict(G), (2)

where m is the number of NMR-active atoms in the molecule G and the elements of A are sorted in ascending
order.

The success of molecular search primarily relies on the accuracy of the chemical shift prediction. Any method
that provides an accurate prediction and is computationally efficient can be used in this step. In this study, we
use two representative methods as the predict function:

® Hierarchical Organization of Spherical Environments (HOSE)” A HOSE code encodes the neighborhood infor-
mation around an NMR-active atom in a spherical radius. If two atoms have similar neighbors, they will have
similar HOSE codes. To predict the chemical shifts of the candidate molecule G, we generate HOSE codes
for the NMR-active atoms in the molecule. For each NMR-active atom, we search all atoms with the same
HOSE code from the NMRShiftDB2 database!*. We then take the average shift of the atoms as the predicted
chemical shift.

®  Message Passing Neural Network (MPNN)! A molecule is represented as a graph, whose nodes and edges cor-
respond to atoms and bonds, respectively. An MPNN'® processes the graph representation of the molecule
using multiple message passing steps to predict the chemical shifts of the NMR-active atoms in the molecule.
We train the MPNN using the molecules and their annotated chemical shifts that are collected from the
NMRShiftDB2 database'®. The MPNN is then used to predict the chemical shifts of the candidate molecule
G.

Alignment of predicted chemical shifts. Given the predicted chemical shifts A and the query spectrum S, we
align the chemical shifts to S to obtain the aligned chemical shifts A" using the align function:

A =[8,...,8, ] =align(A;S) 3)

The pseudocode of the align function is given below.

function align(A;S)
X  {x; €x|y; > 1}
8/ < min{x; € x;}
0, < max{x; € X;}
fori<2tom—1do
0/ < argmin(|&; — x;])
)CjEXT
end for
return [J;,...,5,,]
end function

From the query spectrum S, we choose the frequency values whose intensity is above a threshold 7, denoted as
x; = {xj € x|y; > t}. The value of 7 is the minimum intensity to identify a peak. It should be chosen adequately
to distinguish between peaks and noise in the spectrum, thereby ensuring that 7 is greater than the smallest peak
intensity and x; includes all the actual chemical shifts of the spectrum. Then, each element in A is aligned as fol-
lows. The smallest chemical shift §; is aligned to the minimum value of X,. The largest chemical shift §,,, is aligned
to the maximum value of x;. The other chemical shifts §;,i = 2,...,m — 1 are aligned to their closest values in
X.. Regarding the comparison between the candidate molecule G and query spectrum S, this step allows some
inaccuracies in the predicted chemical shifts A from HOSE or MPNN as well as in the spectrum caused by such
reasons as shielding, hydrogen-bonding, and solvent effects.

From aligned chemical shifts to estimated spectrum. ~Given the aligned chemical shifts A" and query spectrum
S, this step optimizes the chemical shifts to construct an estimated spectrum of the candidate molecule G with
respect to S. Using the optimize function, the optimized chemical shifts A* and estimated spectrum y are
obtained as follows:

(A%59) = (167,585, J1>- . .- 31]) = optimize(A’; S) (4)

The pseudocode of the optimize function is given below.
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function optimize(A’;S)
(n,0,A) + (A',h-1,0.5-1)
(u*, 0% 1%) < optimize (i, 0,A) by maximizing the objective function J
A* — u*
¥ [flx 0% A7), f (s u*, 0%, A7)
return (A*,§)
end function

We adapt the idea of kernel density estimation!® to represent a spectrum as a function of chemical shifts. An
estimated spectrum y is defined by the parameters g = [u1, ..., Um), 0 = [01,...,0m]and the kernel function
k with the kernel-specific parameter 4 = [4y,.. ., Ap]as:

1

}A’Z[f(x1§lln‘TJv),---»f(xl;IL)UJv)]; f(x;l"“)o"}“):zk(x;ui;)»i), (5)
i=1

where the parameters g and o are associated with the chemical shifts and their peak intensi-
ties, respectively. For the kernel function k, we use the Gaussian-Lorentzian sum function
k(z; A) = (1 —2)exp (—(4 In 2)22) + 2/(1 + 4z%) to approximate the shape of a peak in the spectrum, where
Alies in the range of [0, 1].

The estimated spectrum ¥ is updated along with the parameters (¢, o', 4) to have a similar shape to that of
the query spectrum S. We initialize u to the values of the aligned chemical shifts A’, o to a certain initial value
h,and 4 to 0.5. Then, (i, 0, A) are optimized by maximizing the objective function J as follows:

2

J(r,0,4) = cossim(y,§) — HL -
Iyl NIyl

m m m—1
=D (i =8P =Y o = D max{ui — pig1 + 6,01,
i=1 i=1 i=1

The first term corresponds to the maximization of the cosine similarity between the two spectra y and y, which is
calculated as cossim(y,y) =y - ¥/(llyll - [I¥), to ensure they have peaks at similar frequencies. The second term
is used to minimize the squared Euclidean distance between the two normalized spectra y/|yll; and y/||y||1 to
ensure they have similar overall shapes. The third and fourth terms indicate the preferences for 1, which should
be close to its initial value, and o;j, which should have a small value. The last term indicates the penalty if j1;11
is not greater than p; by a certain margin ¢, thereby encouraging the peaks to split in the estimated spectrum
y. In this study, we employ the Limited-memory Broyden-Fletcher-Goldfarb-Shanno (L-BFGS) algorithm'” for
optimization.

After performing the optimization, we obtain the optimized parameters (u*,0*). We regard
p1* as the optimized chemical shifts A*. The estimated spectrum j is updated with (u*,0*,A%) as
[f(xl; IL*> G*s l*)> cee af(-xl; ”'*) O'*, l*)]

(6)

Matching scoring procedure. We calculate the matching score between the query spectrum S = (x,y)
and candidate molecule G using the score function. This involves the calculation of the predict, align,
and optimize functions for the molecule-to-estimation procedure. The pseudocode of the score function
is as follows:

function score(G;S)
A+ predict(G)
A+ align(A;S)
if max |8/ — §;| > 6 or max{min |8/ —x;| | xj € X;} > 6 then
i J i

return —C
else
(A*,§) + optimize(A;S)
return cossim(y,§) — o - [|A* — A||
end if
end function

In the molecule-to-estimation procedure, the major bottleneck is the opt imi ze function owing to its high
computational cost. We do not perform the optimization if the candidate molecule G is expected to have a spec-
trum that is significantly different from the query spectrum S. We introduce two filtering criteria. The first cri-
terion is to abstain if the largest difference from A to A’ is greater than the allowance of 6, formulated as
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No. heavy atoms | No. NMR-active

per mol atoms per mol
Source No. molecules | Range | Avg. | Range | Avg.
In-house (query spectrum) 36 (10,34) |20.0 | (6,32) 16.9
In-house (others) 30 (15,61) |35.7 |(12,56) |31.7
NMRShiftDB2 5000 (3,85) 152 | (1,71) 11.5

Table 1. Summary statistics of candidate molecules.

max |§; — 8;| > 6. The second criterion is to abstain if the aligned chemical shifts A’ fail to cover all peaks in S
1
with a tolerance of 6, formulated as max{min |§; — x;| | x; € X;} > 6. If either condition is met, the score
] 1

function returns a matching score of —C:
score(G; S) = —C, (7)

where C is a large constant. Setting 0 to a smaller value speeds up the molecular search by filtering out more
candidate molecules. However, if 0 is set too small, there is a risk of filtering out the actual matching molecule.

If the molecule G passes both filtering criteria, the optimized chemical shifts A* and the estimated spectrum
y are obtained via optimization. The matching score for the query spectrum S is then calculated as follows:

score(G;S) = cossim(y,y) —a - [|A* — A, (8)

where the hyperparameter o controls the strength of the penalty for the magnitude of the alignment from A to
A*. The matching score increases if the cosine similarity between the query spectrum y and the estimated spectra
¥ is higher and the difference between the original predicted chemical shifts A and optimized chemical shifts
A*is lower. The second term prevents the score from becoming spuriously high when the molecule G has many
chemical shifts. The score can be negatively valued if A* is significantly different from A.

Results and discussion

Dataset. We investigated the effectiveness of the proposed method on the problem of molecular search by
13C NMR spectrum. Given a '*C NMR spectrum as the query spectrum, we searched for the best matching mol-
ecule from a pool of candidate molecules.

For the query spectra, we used 36 spectra from our in-house database, which were experimentally measured
using '3C NMR spectroscopy. Each spectrum was transformed into a sequence of intensity-frequency pairs with
a frequency interval of 0.05ppm.

The candidate pool for the search was composed of 36 molecules that corresponded to the query spectra,
another 30 molecules from the in-house database that were collected for the same purpose, and 5,000 molecules
that were randomly sampled from the NMRShiftDB2 database'. The summary statistics of the candidate mol-
ecules used are listed in Table 1. We do not report the detailed information and query spectra of the molecules
from the in-house database to comply with the confidentiality policy.

Implementation. For the experimental investigation, we implemented the proposed method with the fol-
lowing configurations. For the predict function, we predicted the chemical shifts of the candidate molecules
from the in-house database using the HOSE and MPNN, resulting in two different predictions per molecule, and
then, we chose the prediction with the better matching score for each molecule. We used the annotated chemical
shifts provided by the database itself for the candidate molecules sampled from the NMRShiftDB2 database. For
the optimize function, we implemented the L-BFGS algorithm for optimization using the SciPy library'® in
Python.

The proposed method requires the following five hyperparameters to be predetermined: 7,0, €, h, and «.
We suggest the following guidelines for determining their values. The value of 7 should be manually chosen
between the highest noise and the lowest peak intensity, depending on the NMR instrument used to measure
the spectrum. Choosing a proper value for h facilitates faster convergence of optimization. Setting the value of €
to be greater than 0 and smaller than the frequency interval of the query spectrum is sufficient. A smaller/larger
value of 6 allows more/less candidate molecules to be filtered out before optimization. The value of o should be
chosen considering the overall scale of the chemical shifts. We note that the hyperparameters h, €, and 6 do not
significantly affect the molecular search performance but are related to the efficiency of molecular search. For the
molecular search with the query spectra measured using !3C NMR spectroscopy, we used the hyperparameter
settings listed in Table 2.

Molecular search performance was evaluated in terms of the top-K accuracy. For each query spectrum, we
determined whether the matching molecule was retrieved from the best K candidate molecules with the highest
scores. We computed the measure with varying values of K as 1, 2, 3, 5, and 10.

molecular search by NMR spectrum. Table 3 shows the molecular search performance for the 36 query
spectra in terms of the top-K accuracy on various numbers of candidate molecules. The numbers 66 and 5,066
indicate that only the in-house database and entire molecules were respectively used to constitute the candidate
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Function Hyperparameter | Setting Description
Align T 0.05 Threshold of peak intensity
h 1 ppm Initialization for o
Optimize
€ 0.01 ppm | Margin for peak splitting
0 10 ppm Tolerance of alignment error
Score
a 0.05 Strength of penalty for alignment

Table 2. Hyperparameter settings used for molecular search by 13C NMR spectrum.

Top-K accuracy (%)
No. candidate molecules | K=1 |2 3 5 10
66 (In-house only) 94.44 |97.22 |100.00 |100.00 |100.00
566 94.44 |97.22 |100.00 |100.00 |100.00
1066 94.44 | 94.44 |100.00 |100.00 | 100.00
2066 94.44 | 94.44 97.22 | 100.00 | 100.00
5066 (all) 83.33 | 94.44 97.22 97.22 | 100.00

Table 3. Results of molecular search by *C NMR spectrum.

pool. The proposed method achieved a considerably high top-K accuracy, indicating that it succeeded in retriev-
ing the matching molecules from the pool for most query spectra. When the molecular search was conducted
using only the in-house database as the pool, the top-1 accuracy and top-5 accuracy were 94.44% and 100%,
respectively. Molecular search performance gradually decreased with the inclusion of more candidate molecules
taken from NMRShiftDB2, because some of them coincidentally provided higher matching scores for some
query spectra. When all 5,066 candidate molecules were considered for the search, the top-1 accuracy and top-5
accuracy decreased to 83.33% and 97.22%, respectively.

Figure 3 shows an example of searching from three candidate molecules given a query spectrum. We calcu-
lated the matching score of each candidate molecule with respect to the query spectrum. For candidate molecule
A, its predicted chemical shifts required little alignment to match the peaks in the query spectrum. The estimated
spectrum was similar to the query spectrum, and thus, its final matching score was considerably high. On the
other hand, candidate molecules B and C yielded lower matching scores with respect to the query spectrum.
For molecule B, the magnitude of alignment was large. For molecule C, the estimated spectrum was dissimilar
to the query spectrum. Consequently, among the three molecules, we chose molecule A as the best matching
molecule for the query spectrum.

We investigated the relationship between the matching score and the success of the molecular search for
each query spectrum. Figure 4 plots the rank among all 5,066 candidate molecules against the matching score
for the actual matching molecules of the 36 query spectra. As demonstrated, when the actual matching mol-
ecule of a query spectrum yielded a high matching score, its rank among the candidate molecules was close to
1. The molecules for some query spectra yielded smaller matching scores and were subsequently ranked lower.
We found that the molecular search failures were primarily caused by inaccuracies in the chemical shift pre-
diction. Accordingly, other candidate molecules that provided moderate matching scores could take a higher
rank, thereby degrading molecular search performance. We believe that molecular search performance can be
improved further by enhancing the accuracy of the chemical shift prediction method used in the molecule-to-
spectrum estimation procedure.

Conclusion
In this paper, we presented a method for automated molecular search by NMR spectrum. Given a query spec-
trum and a pool of candidate molecules, the proposed method calculated the matching score of each candidate
molecule with respect to the query spectrum by performing a molecule-to-spectrum estimation procedure. The
candidate molecule with the highest matching score was retrieved by the molecular search. We demonstrated the
effectiveness of the proposed method in identifying the molecules corresponding to >C NMR spectra.
Compared with conventional approaches, the proposed method is advantageous in that it does not require any
prior knowledge of the corresponding molecular structure nor laborious manual efforts by chemists to imple-
ment the molecular search. Nevertheless, incorporating prior knowledge, such as the number of NMR-active
atoms and chemical formula, would be beneficial for filtering out most non-matching candidate molecules in
advance, thereby further improving molecular search performance. The proposed method is versatile for any
type of spectrum by adjusting the hyperparameter settings. We expect that the proposed method will prove
effective in the automatic identification of molecular structures from spectra in many chemistry applications.
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Figure 3. Example of molecular search by *C NMR spectrum.
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Figure 4. Relationship between matching score and rank for actual matching molecules of query spectra.

Data availability

The source code used in this study is available online at http://github.com/seokhokang/molecule_search_nmr/.
For the implementation of HOSE and MPNN, we respectively used the source codes provided in https://github.
com/jvansan/nmrshiftdb_predictors_app/ and https://github.com/seokhokang/nmr_mpnn_pytorch/. The NMR-
ShiftDB2 database is publicly accessible at https://nmrshiftdb.nmr.uni-koeln.de/.

Received: 31 July 2021; Accepted: 13 October 2021
Published online: 25 October 2021

References

1.

—
S O N

11.
12.

13.

14.

15.

16.
17.

18.

Kwon, Y., Lee, D., Choi, Y.-S., Kang, M. & Kang, S. Neural message passing for NMR chemical shift prediction. J. Chem. Inf. Model.
60, 2024-2030 (2020).

. Kang, S., Kwon, Y., Lee, D. & Choi, Y.-S. Predictive modeling of NMR chemical shifts without using atomic-level annotations. J.

Chem. Inf. Model. 60, 3765-3769 (2020).

. Jonas, E. Deep imitation learning for molecular inverse problems. Adv. Neural Inf. Process. Syst. 4991-5001, (2019).
. Zhang, J. et al. NMR-TS: De novo molecule identification from NMR spectra. Sci. Technol. Adv. Mater. 21, 552-561 (2020).
. Lodewyk, M. W, Siebert, M. R. & Tantillo, D. J. Computational prediction of 1H and 13C chemical shifts: A useful tool for natural

product, mechanistic, and synthetic organic chemistry. Chem. Rev. 112, 1839-1862 (2012).

. Unzueta, P. A, Greenwell, C. S. & Beran, G. J. O. Predicting density functional theory-quality nuclear magnetic resonance chemical

shifts via §-machine learning. J. Chem. Theory Comput. 17, 826-840 (2021).

. Bremser, W. HOSE-a novel substructure code. Anal. Chim. Acta 103, 355-365 (1978).

. Kuhn, S. & Johnson, S. R. Stereo-aware extension of HOSE codes. ACS Omega 4, 7323-7329 (2019).

. Jonas, E. & Kuhn, S. Rapid prediction of NMR spectral properties with quantified uncertainty. J. Cheminformatics 11, 50 (2019).
. Biihl, M. & van Mourik, T. NMR spectroscopy: Quantum-chemical calculations. Wiley Interdiscip. Rev. Comput. Mol. Sci. 1, 634-647

(2011).

Bodis, L., Ross, A. & Pretsch, E. A novel spectra similarity measure. Chemometrics Intell. Lab. Syst. 85, 1-8 (2007).

Castillo, A. M., Uribe, L., Patiny, L. & Wist, J. Fast and shift-insensitive similarity comparisons of NMR using a tree-representation
of spectra. Chemometrics Intell. Lab. Syst. 127, 1-6 (2013).

Castillo, A. M., Bernal, A., Patiny, L. & Wist, J. A new method for the comparison of IH NMR predictors based on tree-similarity
of spectra. J. Cheminformatics 6, 1-6 (2014).

Kuhn, S. & Schlorer, N. E. Facilitating quality control for spectra assignments of small organic molecules: Nmrshiftdb2-a free
in-house NMR database with integrated LIMS for academic service laboratories. Magn. Reson. Chem. 53, 582-589 (2015).
Gilmer, J., Schoenholz, S. S., Riley, P. E, Vinyals, O. & Dahl, G. E. Neural message passing for quantum chemistry. Int. Conf. Mach.
Learn. 1263-1272, (2017).

Van Kerm, P. Adaptive kernel density estimation. Stata J. 3, 148-156 (2003).

Byrd, R. H,, Lu, P,, Nocedal, J. & Zhu, C. A limited memory algorithm for bound constrained optimization. SIAM J. Sci. Comput.
16, 1190-1208 (1995).

Virtanen, P. et al. SciPy 10: Fundamental algorithms for scientific computing in Python. Nat. Methods 17, 261-272. https://doi.
org/10.1038/541592-019-0686-2 (2020).

Acknowledgements

This work was supported by Samsung Advanced Institute of Technology, and the National Research Founda-
tion of Korea (NRF) grant funded by the Korea government (MSIT; Ministry of Science and ICT) (Nos. NRE-
2019R1A4A1024732 and NRF-2020R1C1C1003232).

Scientific Reports |

(2021) 11:20998 | https://doi.org/10.1038/s41598-021-00488-z nature portfolio


http://github.com/seokhokang/molecule_search_nmr/
https://github.com/jvansan/nmrshiftdb_predictors_app/
https://github.com/jvansan/nmrshiftdb_predictors_app/
https://github.com/seokhokang/nmr_mpnn_pytorch/
https://nmrshiftdb.nmr.uni-koeln.de/
https://doi.org/10.1038/s41592-019-0686-2
https://doi.org/10.1038/s41592-019-0686-2

www.nature.com/scientificreports/

Author contributions
Y.K. and S.K. designed and implemented the methodology. D.L. performed the analysis. Y.-S.C. and S.K. super-
vised the research. Y.K. and S.K. wrote the manuscript. All authors reviewed and approved the final manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Correspondence and requests for materials should be addressed to Y.-S.C. or S.K.

Reprints and permissions information is available at www.nature.com/reprints.

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
Creative Commons licence, and indicate if changes were made. The images or other third party material in this
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the
material. If material is not included in the article’s Creative Commons licence and your intended use is not
permitted 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 licence, visit http://creativecommons.org/licenses/by/4.0/.

© The Author(s) 2021

Scientific Reports|  (2021) 11:20998 | https://doi.org/10.1038/s41598-021-00488-z nature portfolio


www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Molecular search by NMR spectrum based on evaluation of matching between spectrum and molecule
	Methods
	Problem definition. 
	Molecule-to-spectrum estimation procedure. 
	From molecule to predicted chemical shifts. 
	Alignment of predicted chemical shifts. 
	From aligned chemical shifts to estimated spectrum. 

	Matching scoring procedure. 

	Results and discussion
	Dataset. 
	Implementation. 
	molecular search by NMR spectrum. 

	Conclusion
	References
	Acknowledgements


