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(54) STRUCTURE SEARCH METHOD, STRUCTURE SEARCH APPARATUS, AND PROGRAM

(57) A structure search method includes: sequential-
ly arranging, by a computer, n compound groups at each
lattice point, of a plurality of lattice points, of a three-di-
mensional lattice space to create a three-dimensional
structure of a compound in the three-dimensional lattice
space, the n compound groups being coupled to each
other in the compound; and calculating a minimum en-
ergy of an Ising model by performing a ground state
search using an annealing method on the Ising model

transformed based on constraint conditions for each of
the lattice points, the constraint conditions including: a
first constraint that each of the n compound groups is
arranged at only one lattice point; a second constraint
that the n compound groups do not overlap with each
other at each of the lattice points; and a third constraint
that relates to coupling of the n compound groups and
increases energy of the Ising model calculated when the
constraint is not satisfied.
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Description

FIELD

[0001] The embodiments discussed herein are related to a structure search method, a structure search apparatus,
and a program.

BACKGROUND

[0002] In recent years, in a scene such as a drug discovery, it may be unavoidable to obtain a stable structure of a
molecule having a large size by using an information processing apparatus (computer). However, for example, in a case
of a large size molecule such as a protein, it may be difficult to search for a stable structure within a practical time in a
calculation under careful consideration of all atoms.
[0003] Therefore, a technique for reducing the calculation time by roughly capturing the structure of a molecule (coarse-
graining) has been studied.
[0004] As a technique for coarse-graining of a molecular structure, for example, a technique has been studied in which
a molecular structure is subjected to coarse-graining into a linear (one series) simple cubic lattice structure based on
one-dimensional sequence information of an amino acid residue in a protein and is treated as a lattice protein. There
has been reported a technique for searching for a stable structure at high speed by using the technique of quantum
annealing in a lattice protein.
[0005] In such a technique of searching for a stable structure in a lattice protein using an annealing machine, it is hard
to simultaneously satisfy a plurality of constraint conditions, and it is difficult to efficiently search for a stable structure.
[0006] Related techniques are disclosed in, for example, R. Babbush et.al., Construction of Energy Functions for
Lattice Heteropolymer Models: A Case Study in Constraint Satisfaction Programming and Adiabatic Quantum Optimi-
zation, Advances in Chemical Physics, 155, 201-244, April 04, 2014.
[0007] In one aspect, it is desirable to provide a structure search method, a structure search program, and a structure
search apparatus capable of efficiently searching for a stable structure.

SUMMARY

[0008] According to an aspect of the embodiments, a structure search method includes: sequentially arranging, by a
computer, n compound groups at each lattice point, of a plurality of lattice points, of a three-dimensional lattice space
to create a three-dimensional structure of a compound in the three-dimensional lattice space, the n compound groups
being coupled to each other in the compound; and calculating a minimum energy of an Ising model by performing a
ground state search using an annealing method on the Ising model transformed based on constraint conditions for each
of the lattice points, the constraint conditions including: a first constraint that each of the n compound groups is arranged
at only one lattice point; a second constraint that the n compound groups do not overlap with each other at each of the
lattice points; and a third constraint that relates to coupling of the n compound groups and increases energy of the Ising
model calculated when the constraint is not satisfied.
[0009] In one aspect of the embodiment, it is possible to provide a structure search method, a structure search program,
and a structure search apparatus that search for a stable structure.

BRIEF DESCRIPTION OF DRAWINGS

[0010]

FIG. 1A is a schematic diagram illustrating an example in which a protein is coarse-grained to search for a stable
structure (part 1).
FIG. 1B is a schematic diagram illustrating an example in which a protein is coarse-grained to search for a stable
structure (part 2).
FIG. 1C is a schematic diagram illustrating an example in which a protein is coarse-grained to search for a stable
structure (part 3).
FIG. 2A is a schematic diagram for explaining an example of a diamond encoding method (part 1).
FIG. 2B is a schematic diagram for explaining an example of the diamond encoding method (part 2).
FIG. 2C is a schematic diagram for explaining an example of the diamond encoding method (part 3).
FIG. 2D is a schematic diagram for explaining an example of the diamond encoding method (part 4).
FIG. 2E is a schematic diagram for explaining an example of the diamond encoding method (part 5).
FIG. 3 is a diagram for explaining an example of Hone.
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FIG. 4 is a diagram for explaining an example of Holap.
FIG. 5 is a diagram for explaining an example of Hconn.
FIG. 6 is a diagram for explaining an example of Hpair.
FIG. 7 is a diagram for explaining an example of a third constraint.
FIG. 8 illustrates a block diagram of an example of a structure search apparatus disclosed herein.
FIG. 9 is a diagram illustrating a configuration example of the structure search apparatus disclosed herein.
FIG. 10 is a diagram illustrating another configuration example of the structure search apparatus disclosed herein.
FIG. 11 is a diagram illustrating another configuration example of the structure search apparatus disclosed herein.
FIG. 12 is a flowchart illustrating an example of a method for searching for a stable structure of a protein.
FIG. 13 is a diagram illustrating a case where each lattice having a radius r is denoted by Sr.
FIG. 14A is a diagram illustrating a set of lattice points of a destination of an amino acid residue (part 1).
FIG. 14B is a diagram illustrating a set of lattice points of a destination of an amino acid residue (part 2).
FIG. 14C is a diagram illustrating a set of lattice points of a destination of an amino acid residue (part 3).
FIG. 14D is a diagram illustrating a set of lattice points of a destination of an amino acid residue (part 4).
FIG. 15 is a diagram illustrating S1, S2, S3 in three dimensions.
FIG. 16A is a diagram illustrating an example of a state in which spatial information is allocated to each of bits X1
to Xn (part 1).
FIG. 16B is a diagram illustrating an example of a state in which spatial information is allocated to each of the bits
X1 to Xn (part 2).
FIG. 16C is a diagram illustrating an example of a state in which spatial information is allocated to each of the bits
X1 to Xn (part 3).
FIG. 17 is a diagram for explaining Hone.
FIG. 18 is a diagram for explaining Holap.
FIG. 19A is a diagram for explaining Hpair (part 1).
FIG. 19B is a diagram for explaining Hpair (part 2).
FIG. 20 is a diagram illustrating an example of a weight file.
FIG. 21 is a diagram illustrating an example of a functional configuration of an optimization apparatus (control unit)
used in an annealing method.
FIG. 22 is a block diagram illustrating an example of a circuit level of a transition control unit.
FIG. 23 is a diagram illustrating an example of an operation flow of the transition control unit.
FIG. 24 is a data configuration example of a storage unit of the structure search apparatus.
FIG. 25 is a processing flow corresponding to the data configuration example of FIG. 24.

DESCRIPTION OF EMBODIMENTS

[0011] First, a method for obtaining a folding structure of a protein by the diamond encoding method, which is one of
techniques using a lattice protein, will be described before describing the details of the technique disclosed herein.
[0012] When searching for a structure of the protein (or peptide) using the lattice protein, first, the protein is coarse-
grained. As illustrated in FIG. 1A, for example, the coarse-graining of the protein is performed by creating a coarse-
grained model by coarse-graining of atoms 2 constituting the protein into coarse-grained particles 1A, 1B, and 1C, each
of which is a unit for each amino acid residue.
[0013] Next, the created coarse-grained model is used to search for a stable binding structure. FIG. 1B illustrates an
example of a case where the binding structure in which the coarse-grained particle 1C is located at an end point of an
arrow is stable. The stable binding structure is searched for by the diamond encoding method described later.
[0014] As illustrated in FIG. 1C, the coarse-grained model is returned to an all-atoms model based on the stable
binding structure searched for by using the diamond encoding method.
[0015] The diamond encoding method is a method of fitting particles (coarse-grained model) subjected to coarse-
graining on a chain amino acid forming a protein to lattice points of a diamond lattice, and it is possible to express a
three-dimensional protein structure.
[0016] In the following description, for simplification of explanation, the diamond encoding method used for a two-
dimensional case will be described as an example.
[0017] FIG. 2A illustrates an example of a structure in which a linear pentapeptide having five amino acid residues
bound to each other has a linear structure. In FIG. 2A to FIG. 2E, numbers in circles represent a number of an amino
acid residue in the linear pentapeptide.
[0018] In the diamond encoding method, first, when an amino acid residue having the number 1 is arranged at a center
of a diamond lattice, as illustrated in FIG. 2B, a place where an amino acid residue having the number 2 may be arranged
is limited to places adjacent to the center (places where the number 2 is given).
[0019] Subsequently, a place where an amino acid residue having the number 3 to be bound to the amino acid residue
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having the number 2 may be arranged is limited to places adjacent to the places where the number 2 is given in FIG.
2B (places where the number 3 is given in FIG. 2C).
[0020] A place where an amino acid residue having the number 4 to be bound to the amino acid residue having the
number 3 may be arranged is limited to places adjacent to the places where the number 3 is given in FIG. 2C (places
where the number 4 is given in FIG. 2D).
[0021] A place where an amino acid residue having the number 5 to be bound to the amino acid residue having the
number 4 may be arranged is limited to places adjacent to the places where the number 4 is given in FIG. 2D (places
where the number 5 is given in FIG. 2E).
[0022] It is possible to express a coarse-grained structure of the protein by linking the places specified thus as ar-
rangeable places in the order of the number of the amino acid residue.
[0023] Minimum energy of an Ising model is calculated by performing a ground state search using an annealing method
on the Ising model transformed based on a constraint condition with respect to the coarse-grained structure of the protein.
By doing so, it is possible to obtain the stable structure of the protein.
[0024] When Hone, Holap, and Hconn are set as the constraint conditions and Hpair is set as a cost function, it is possible
to express the total energy in the diamond encoding method as follows. 

[0025] Hone represents a constraint that the protein includes only one instance of each of the first to n-th amino acid
residues.
[0026] Holap represents a constraint that the first to n-th amino acid residues do not overlap with each other.
[0027] Hconn represents a constraint that the first to n-th amino acid residues are linked to each other.
[0028] Hpair represents a cost function expressing an interaction between amino acid residues.
[0029] Regarding Hamiltonian (Hone), in a case where there are two amino acid residues as illustrated in FIG. 3, the
Hamiltonian (Hone) represented by the following Formula (A) is positive. In other words, in the case where there are two
amino acid residues, the Hamiltonian (Hone) according to this constraint condition increases the total energy. 

[0030] C1 is a coefficient for weighting and is a positive integer. qi takes "1" or "0". qj takes "1" or "0".
[0031] Regarding Hamiltonian (Holap), in a case where certain amino acid residues overlap at a certain lattice point
as illustrated in FIG. 4, the Hamiltonian (Holap) represented by the following Formula (B) is positive. In other words, in a
case where the certain amino acid residues overlap at a certain lattice point, the Hamiltonian (Holap) according to this
constraint condition increases the total energy. 

[0032] C2 is a coefficient for weighting and is a positive integer. qi takes "1" or "0". qj takes "1" or "0".
[0033] Regarding Hamiltonian (Hconn), in a case where two adjacent amino acid residues are linked as illustrated in
FIG. 5, the Hamiltonian (Hconn) represented by the following Formula (C) is negative. In other words, in the case where
two adjacent amino acid residues are linked, the Hamiltonian (Hconn) according to this constraint condition reduces the
total energy. 

[0034] C3 is a coefficient for weighting and is a positive integer. qi takes "1" or "0". qj takes "1" or "0".
[0035] Regarding Hamiltonian (Hpair), in a case where two adjacent amino acid residues interact with each other as
illustrated in FIG. 6, the Hamiltonian (Hpair) represented by the following Formula (D) is positive. In other words, in the
case where two adjacent amino acid residues interact with each other, the Hamiltonian (Holap) according to this constraint
condition increases the total energy. 
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[0036] E14 is a coefficient relating to interaction and is a positive integer. qi takes "1" or "0". qj takes "1" or "0". The
interaction is determined by a combination of two amino acid residues, and the interaction is determined with reference
to, for example, the Miyazawa-Jernigan (MJ) matrix.
[0037] Hone and Holap increase the total energy when the respective constraints are not satisfied. In other words, Hone
and Holap are constraints that the structure of a protein is destabilized when the respective constraints are not satisfied.
[0038] Whereas, normally, Hconn reduces the total energy when the constraint is not satisfied. In other words, Hconn
is a constraint that the structure of a protein is stabilized when the constraint is not satisfied.
[0039] Therefore, the relationship between Hone and Holap, and Hconn is non-independent, and when one constraint
is satisfied, another constraint is less likely to be satisfied. As a result, it is difficult to efficiently search for a stable structure.
[0040] Therefore, with the disclosed technique, the relationship between Hone and Holap, and Hconn is made independent
and all the constraints are likely to be satisfied. In other words, when the disclosed technique is used, a plurality of
constraint conditions are likely to be satisfied at the same time. As a result, when the disclosed technique is used, it is
possible to efficiently search for a stable structure.

(Structure Search Method and Structure Search Apparatus)

[0041] The structure search method disclosed herein is a method for searching for a stable structure of a compound
in which n compound groups are coupled.
[0042] The structure search method is a method using a computer.
[0043] The structure search method includes a process of creating a three-dimensional structure and a process of
calculating the minimum energy, and further includes another process according to a demand.
[0044] The structure search apparatus disclosed herein includes a unit that creates a three-dimensional structure and
a unit that calculates the minimum energy, and further includes another unit according to a demand.
[0045] The structure search apparatus includes, for example, a memory and a processor, and further includes another
unit according to a demand.
[0046] The processor is coupled to the memory.
[0047] The processor is configured to perform the process of creating a three-dimensional structure.
[0048] The processor is configured to perform the process of calculating the minimum energy.
[0049] The processor is, for example, a central processing unit (CPU), a graphics processing unit (GPU), or a com-
bination thereof.
[0050] In the process of creating a three-dimensional structure, n compound groups are sequentially arranged at each
lattice point of a three-dimensional lattice space, which is a set of lattices, to create a three-dimensional structure of a
compound in the three-dimensional lattice space.
[0051] The unit for creating a three-dimensional structure sequentially arranges the n compound groups at each lattice
point of a three-dimensional lattice space, which is a set of lattices, and creates a three-dimensional structure of a
compound in the three-dimensional lattice space.
[0052] The compound group is, for example, an amino acid residue.
[0053] In a case where the compound group is an amino acid residue, examples of the compound include a protein.
[0054] An amino acid to be the origin of the amino acid residue may be a natural amino acid or an artificial amino acid.
Examples of the natural amino acid include alanine, arginine, asparagine, aspartic acid, cysteine, glutamine, glutamic
acid, glycine, histidine, isoleucine, leucine, lysine, methionine, phenylalanine, proline, serine, threonine, tryptophan,
tyrosine, valine, β-alanine, β-phenylalanine, and the like. Examples of the artificial amino acid include parabenzoyl
phenylalanine and the like.
[0055] The number of amino acid residues in the protein is not particularly limited and may be appropriately selected
according to the purpose, and for example, may be about 10 to 30, or may be several hundreds.
[0056] For example, as long as the protein is a protein targeted for medium-molecule drug discovery, the number may
be about 10 to 30.
[0057] Next, in the process of calculating the minimum energy, the ground state search using the annealing method
is performed on the Ising model converted based on the constraint condition for each lattice point, thereby calculating
the minimum energy of the Ising model.
[0058] The unit for calculating the minimum energy performs the ground state search using the annealing method on
the Ising model converted based on the constraint condition for each lattice point, thereby calculating the minimum
energy of the Ising model.
[0059] The constraint conditions include a first constraint, a second constraint, and a third constraint.
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[0060] The first constraint is that each of the n compound groups is arranged at only one lattice point.
[0061] The second constraint is that the n compound groups do not overlap with each other at each lattice point.
[0062] The third constraint is a constraint relating to coupling of n compound groups, and is a constraint that increases
the energy of the Ising model calculated when the constraint is not satisfied.
[0063] The third constraint is, for example, a constraint expressed by the following (1) and (2).

(1) In a case where the compound group is present at a certain lattice point, the compound group is present at only
one lattice point among all lattice points adjacent to the lattice point.
(2) In a case where no compound group is present at a certain lattice point, no compound group is present at all
lattice points adjacent to the lattice point, or the compound group is present at only one lattice point among all the
lattice points adjacent to the lattice point.

[0064] An example of the third constraint may be expressed by the following Formula (E). This example is an example
of a two-dimensional case using the diamond encoding method. 

[0065] In the Formula, C is a coefficient for weighting and is a positive integer. Each of q0, q1, q2, q3, and q4 takes "1"
or "0". A positional relationship of q0, q1, q2, q3, and q4 is the positional relationship illustrated in FIG. 7.
[0066] n(q0) is a set of bits representing a compound group adjacent to and coupled to q0.
[0067] A case where q0 is "1" is a case where the compound group is present at a certain lattice point. In a case where
q0 is "1", H is "0" only when Q is "1". In a case of the positional relationship illustrated in FIG. 7, Q is "1" when q1 + q2
+ q3 + q4 = 1. In other words, it is a case where only one of q1, q2, q3, and q4 is "1". Therefore, H is "0" in a case where
the compound group is present at only one lattice point among all the lattice points adjacent to a certain lattice point.
[0068] A case where q0 is "0" means a case where no compound group is present at a certain lattice point. In a case
where q0 is "0", H is "0" when Q is "0" or when Q is "1". In the case of the positional relationship illustrated in FIG. 7, H
is "0" in a case where q1 + q2 + q3 + q4 = 0 or 1. In other words, H is "0" in a case where all of q1, q2, q3, and q4 are "0"
or a case where only one of q1, q2, q3, and q4 is "1". Therefore, H is "0" in a case where no compound group is present
at any of the lattice points adjacent to a certain lattice point or in a case where the compound group is present at only
one lattice point among all the lattice points adjacent to the certain lattice point.
[0069] FIG. 8 illustrates a block diagram of an example of the disclosed structure search apparatus.
[0070] A structure search apparatus 10 of FIG. 8 includes a unit 51 for creating a three-dimensional structure and a
unit 52 for calculating the minimum energy.
[0071] FIG. 9 illustrates a configuration example of the disclosed structure search apparatus.
[0072] The structure search apparatus 10 is configured, for example, such that a control unit 11, a memory 12, a
storage unit 13, a display unit 14, an input unit 15, an output unit 16, an I/O interface unit 17, and the like are coupled
via a system bus 18.
[0073] The control unit 11 is a processor that performs arithmetic operations (four arithmetic operations, comparison
operation, and the like), operation control of hardware and software, and the like.
[0074] The memory 12 is a memory such as a random-access memory (RAM), a read-only memory (ROM), or the
like. The RAM stores an operating system (OS), an application program, and the like read out from the ROM and the
storage unit 13, and functions as a main memory and a work area of the control unit 11.
[0075] The storage unit 13 is a device for storing various programs and data, and is a hard disk, for example. The
storage unit 13 stores a program to be executed by the control unit 11, data to be used for execution of the program,
the OS, and the like.
[0076] The program is stored in the storage unit 13, loaded into the RAM (main memory) of the memory 12, and
executed by the control unit 11.
[0077] The display unit 14 is a display device, and is, for example, a display apparatus such as a CRT monitor, a liquid
crystal panel, or the like.
[0078] The input unit 15 is an input device for various data, and is, for example, a keyboard, a pointing device (for
example, a mouse, or the like), or the like.
[0079] The output unit 16 is an output device for various data, and is, for example, a printer.
[0080] The I/O interface unit 17 is an interface for coupling various external devices. For example, the I/O interface
unit 17 allows input and output of data of a compact disc read-only memory (CD-ROM), a digital versatile disk read-only
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memory (DVD-ROM), a magneto-optical (MO) disk, a Universal Serial Bus (USB) memory, or the like.
[0081] FIG. 10 illustrates another configuration example of the disclosed structure search apparatus.
[0082] The configuration example of FIG. 10 is a cloud-type configuration example and includes elements 11-18
described with reference to FIG. 9, and the control unit 11 is independent from the storage unit 13 and the like. In the
configuration example, a computer 30 that stores the storage unit 13 and the like, and a computer 40 that stores the
control unit 11 are coupled via network interface units 19 and 20.
[0083] The network interface units 19 and 20 are hardware that performs communication using the Internet.
[0084] FIG. 11 illustrates another configuration example of the disclosed structure search apparatus.
[0085] The configuration example of FIG. 11 is a cloud-type configuration example and includes elements 11-18
described with reference to FIG. 9, and the storage unit 13 is independent from the control unit 11 and the like. In the
configuration example, the computer 30 that stores the control unit 11 and the like, and the computer 40 that stores the
storage unit 13 are coupled via the network interface units 19 and 20.
[0086] Hereinafter, an example of the disclosed technique will be described with reference to a flowchart and the like.
[0087] FIG. 12 illustrates a flowchart for searching for a stable structure of a protein.

<Step S101>

[0088] First, a three-dimensional lattice space that is a set of lattices in which a plurality of amino acid residues is
sequentially arranged is defined based on the number (n) of amino acid residues (S101).
[0089] An example of the definition of the three-dimensional lattice space will now be described. The lattice space is
three-dimensional, but in the following, a two-dimensional case is described for simplification.
[0090] First, a set of lattices having a radius r in a diamond lattice space is referred to as a Shell, and each lattice point
is denoted as Sr. Each lattice point Sr may be represented as illustrated in FIG. 13.
[0091] For example, sets V1 to V5 of the lattice points of destinations of first to fifth amino acid residues are as illustrated
in FIG. 14A to FIG. 14D. In FIG. 14A to FIG. 14D, a character V of V1 to V5 is omitted, and only the numerical subscripts
are displayed.
[0092] In FIG. 14A, V1 = S1, and V2 = S2.
[0093] In FIG. 14B, V3 = S3.
[0094] In FIG. 14C, V4 = S2 or S4.
[0095] In FIG. 14D, V5 = S3 or S5.
[0096] S1, S2, and S3 are expressed in three dimensions as illustrated in FIG. 15. In FIG. 15, A = S1, B = S2, and C = S3.
[0097] A space Vi demanded by the i-th amino acid residue in the protein having n amino acid residues is represented
by the following equation. 

i = {1, 2, 3, ...... n}.
[0098] In a case of an odd-numbered (i = odd) amino acid residue, J = {1, 3, ..... i}, and in a case of even-numbered
(i = even) amino acid residues, J = {2, 4, ..... i}.

<Step S102>

[0099] Next, a set of lattice points of destinations of the i-th amino acid residue is set as Vi (S102).
[0100] A space into which an amino acid residue enters is defined.

<Step S103>

[0101] Next, a bit is assigned to each lattice point. In other words, spatial information is allocated to each of bits X1 to
Xn (S103). Specifically, as illustrated in FIG. 16A to FIG. 16C, the bits are allocated to the space into which each amino
acid residue enters, the bits being represented by "1" with the presence of the amino acid residue at that position and
represented by "0" with no presence thereof, respectively. In FIG. 16A to FIG. 16C, a plurality of Xi is assigned to
respective amino acid residues 2 to 4, but in practice one bit Xi is assigned to one amino acid residue.
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<Step S104>

[0102] Next, Hone, Holap, Hconn, and Hpair are set to create the Ising model that is converted based on the constraint
condition for each lattice point (S104).
[0103] In the diamond encoding method, the total energy may be expressed as follows.

[0104] Hone represents the constraint that the protein includes only one instance of each of the first to n-th amino acid
residues (first constraint).
[0105] Holap represents the constraint that the first to n-th amino acid residues do not overlap with each other (second
constraint).
[0106] Hconn represents the third constraint.
[0107] Hpair is the cost function representing the interaction between amino acids.
[0108] Examples of Hone, Holap, and Hpair are as follows.
[0109] In FIG. 17 to FIG. 19A and FIG. 19B described below, X1 represents a position at which the amino acid residue
having the number 1 may be arranged.
[0110] X2 to X5 represent positions at which the amino acid residue having the number 2 may be arranged.
[0111] X6 to X13 represent positions at which the amino acid residue having the number 3 may be arranged.
[0112] X14 to X29 represent positions at which the amino acid residue having the number 4 may be arranged.
[0113] An example of Hone is described below. 

[0114] In the above function, Xa and Xb take "1" or "0". In other words, in FIG. 17, Hone is a function in which only one
of X2, X3, X4, and X5 is "1", so energy is increased in a case where any two or more of them are "1", and a term of a
penalty that Hone is 0 in a case where only one of X2, X3, X4, and X5 is "1".
[0115] In the above function, λone is a coefficient for weighting.
[0116] An example of Holap is described below.

[0117] In the above function, Xa and Xb take "1" or "0". In other words, in FIG. 18, Holap is a term where a penalty is
generated in a case where X14 is "1" when X2 is "1".
[0118] In the above function, λolap is a coefficient for weighting.
[0119] An example of Hpair is described below. 

[0120] In the above function, Xa and Xb take "1" or "0". In other words, in FIG. 19A and FIG. 19B, Hpair is a function
in which an interaction Pω(x1)ω(x15) acts between the amino acid residue at X1 and the amino acid residue at X15 to cause
the energy decrease when X1 is "1" in a case where X15 is "1". The interaction Pω(x1)ω(x15) is determined by the combination
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of two amino acid residues, and the interaction Pω(x1)ω(x15) is determined with reference to, for example, the Miyazawa-
Jernigan (MJ) matrix or the like.
[0121] The third constraint (Hconn) is the constraint on the coupling of n compound groups, and is the constraint that
increases the energy of the Ising model calculated when the constraint is not satisfied.
[0122] The first and second constraints increase the total energy when the respective constraints are not satisfied. In
other words, the first constraint and the second constraint are constraints that destabilize the structure of a protein when
the respective constraints are not satisfied.
[0123] The total energy is increased when the third constraint is not satisfied. The third constraint is a constraint that
the structure of a protein is destabilized when the third constraint is not satisfied.
[0124] In a case where the third constraint is a constraint that reduces the total energy when the constraint is not
satisfied, the relationship between the first constraint and the second constraint, and the third constraint is non-inde-
pendent, and when one constraint is satisfied, another constraint is less likely to be satisfied. As a result, it is difficult to
efficiently search for a stable structure.
[0125] However, in the disclosed technique, the third constraint is the constraint that increases the total energy when
the constraint is not satisfied. Therefore, the relationship between the first constraint and the second constraint, and the
third constraint becomes independent, whereby all the constraints are likely to be satisfied. In other words, it is possible
to efficiently search for a stable structure by simultaneously satisfying a plurality of constraint conditions.
[0126] The third constraint is, for example, the constraint represented by the following (1) and (2).

(1) In a case where the compound group is present at a certain lattice point, the compound group is present at only
one lattice point among all lattice points adjacent to the lattice point.
(2) In a case where no compound group is present at a certain lattice point, no compound group is present at all
lattice points adjacent to the lattice point, or the compound group is present at only one lattice point among all the
lattice points adjacent to the lattice point.

[0127] Next, a weight file that is extracted and optimized through the calculation using the energy equation of the
following Ising model and corresponds to a weight coefficient (for example, λone, λolap, λconn, λpair, or the like) in the
respective above functions is, for example, a matrix, and is a file of the matrix as illustrated in FIG. 20 in a case of 2X1X2
+ 4X2X3.
[0128] By using the created weight file, it is possible to express the following energy equation of the Ising model.

[0129] In the above function, states Xi and Xj are "0" or "1", and "0" means that no amino acid residue is present, and
"1" means that the amino acid residue is present. Wij in a first term on the right side is a coefficient for weighting.
[0130] The first term on the right side represents the sum of products of states of two circuits and a weight value
without missing or redundantly counting for all combinations of two circuits selectable from all circuits.
[0131] A second term on the right side represents the sum of products of individual bias values and the state of all the
circuits. bi represents a bias value of an i-th circuit.

<Step S105>

[0132] Next, in an annealing machine, the ground state search using the annealing method is performed on the Ising
model converted based on the constraint condition for each lattice point, thereby calculating the minimum energy of the
Ising model (S105).
[0133] The annealing machine is not particularly limited as long as it is a computer employing an annealing method
for performing the ground state search on an energy function expressed by the Ising model, and may be appropriately
selected depending on the purpose. Examples of the annealing machine include, for example, a quantum annealing
machine, a semiconductor annealing machine using a semiconductor technique, a machine for performing simulated
annealing to be executed by software using a CPU or a graphics processing unit (GPU), and the like. As the annealing
machine, for example, a Digital Annealer (registered trademark) may be used.
[0134] An example of the annealing method and the annealing machine will be described below.
[0135] The annealing method is a method of stochastically obtaining a solution by using a random number value or
a superposition of quantum bits. Hereinafter, a problem of minimizing a value of an evaluation function to be optimized
will be described as an example, and the value of the evaluation function will be referred to as energy. In a case where



EP 3 826 022 A1

10

5

10

15

20

25

30

35

40

45

50

55

the value of the evaluation function is maximized, a sign of the evaluation function may be changed.
[0136] First, starting with an initial state in which one discrete value is assigned to each variable, based on a current
state (a combination of values of variables), a state close to the current state (for example, a state in which only one of
the variables has been changed) is selected, and this state transition is examined. A change in energy associated with
the state transition is calculated, and according to the calculated value it is stochastically determined whether to adopt
the state transition and change the current state or to maintain the original state without adopting the state transition.
When setting an adoption probability of a state transition that results in a drop in the energy to be larger than that of a
state transition that results in a rise in the energy, state changes occur in a direction in which the energy drops on
average, and thus it is possible to expect that the state is transitioned to a more suitable state with the lapse of time.
Therefore, there is a possibility that an optimal solution or an approximate solution that results in energy close to an
optimal value may be finally obtained.
[0137] When a state transition that results in a drop in the energy is adopted and a state transition that results in a
rise in the energy is not adopted in a deterministic way, the change in energy broadly monotonically decreases over
time, but once a local solution is reached, no further change may occur. Since an extraordinarily large number of local
solutions is present in a discrete optimization problem as described above, the state is stuck at the local solution that is
not very close to the optimal value, in many cases. Therefore, in solving a discrete optimization problem, it is important
to determine whether or not to adopt the state stochastically.
[0138] In the annealing method, it has been proven that the state reaches the optimal solution at a limit of infinite time
(the number of iterations) when the adoption (acceptance) probability of the state transition is determined as follows.
[0139] Hereinafter, a method for determining an optimal solution using the annealing method will be described in order.

(1) For an energy change (energy decrease) value (-ΔE) associated with a state transition, an acceptance probability
p of the state transition is determined by any of the following functions f( ). 

T is a parameter called a temperature value, and for example, may be changed as follows.
(2) The temperature value T is logarithmically reduced with respect to the number of iterations t as expressed by
the following equation. 

[0140] T0 represents an initial temperature value and it is desirable that a sufficiently large value be set in accordance
with the problem.
[0141] In a case where the acceptance probability expressed by Formula (1) is used, when a steady state is reached
after the sufficient number of iterations, an occupation probability of each state follows a Boltzmann distribution for a
thermal equilibrium state in thermodynamics.
[0142] Since the occupation probability of a lower-energy state increases when the temperature is gradually decreased
from the high initial temperature, the low-energy state is supposed to be obtained when the temperature sufficiently
decreases. This method is referred to as the annealing method (or simulated annealing method) because this performance
resembles a state change in annealing a material. The stochastic occurrence of the state transition that results in a rise
in the energy corresponds to thermal excitation in physics.
[0143] FIG. 21 illustrates an example of a functional configuration of an optimization apparatus that performs the
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annealing method. While a case where a plurality of candidates for the state transition is generated will be also described
in the following description, the transition candidates are generated one by one in the basic annealing method.
[0144] An optimization apparatus 100 includes a state holding unit 111 that holds a current state S (values of a plurality
of state variables). The optimization apparatus 100 also includes an energy calculation unit 112 that calculates energy
change values {-ΔEi} of the respective state transitions in a case where the state transition occurs from the current state
S as a result of change in any of the values of the plurality of state variables. The optimization apparatus 100 further
includes a temperature control unit 113 that controls a temperature value T and a transition control unit 114 that controls
state changes.
[0145] The transition control unit 114 stochastically determines whether or not any one of a plurality of state transitions
is accepted, depending on a relative relationship between the energy change values {-ΔEi} and thermal excitation energy
based on the temperature value T, the energy change values {-ΔEi}, and the random number value.
[0146] The transition control unit 114 includes a candidate generation unit 114a for generating candidates for a state
transition, and an acceptance determination unit 114b for stochastically determining whether or not the state transition
is allowed for each candidate from the energy change values {-ΔEi} of the candidate and the temperature value T. The
transition control unit 114 includes a transition determination unit 114c for determining a candidate to be adopted from
the accepted candidates, and a random number generation unit 114d for generating a probability variable.
[0147] The operation in one iteration in the optimization apparatus 100 is as follows.
[0148] First, the candidate generation unit 114a generates one or a plurality of candidates (candidate numbers {Ni})
for the state transition from the current state S held by the state holding unit 111 to the next state. Next, the energy
calculation unit 112 calculates the energy change values {-ΔEi} for each of the state transitions listed as a candidate,
by using the current state S and the candidates for the state transition. The acceptance determination unit 114b accepts
the state transition with the acceptance probability obtained by the above Formula (1) using the temperature value T
generated in the temperature control unit 113 and the probability variable (random number value) generated by the
random number generation unit 114d according to the energy change values {-ΔEi} of each of the state transitions.
[0149] The acceptance determination unit 114b outputs acceptances {fi} of the respective state transitions. In a case
where a plurality of state transitions is accepted, the transition determination unit 114c randomly selects one of them by
using the random number value. The transition determination unit 114c then outputs a transition number N of the selected
state transition, and a transition acceptance f. In a case where an accepted state transition is present, the value of the
state variable stored in the state holding unit 111 is updated according to the adopted state transition.
[0150] Starting with the initial state, the above iteration processes are repeated while causing the temperature control
unit 113 to lower the temperature value, and the operation ends when a certain number of iterations is reached, or when
an end determination condition, such as a condition that the energy becomes lower than a predetermined value, is
satisfied. A solution output by the optimization apparatus 100 is the state at the operation end.
[0151] FIG. 22 is a circuit level block diagram of a configuration example of the transition control unit in a normal
annealing method for generating candidates one by one, especially, an arithmetic portion demanded for the acceptance
determination unit.
[0152] The transition control unit 114 includes a random number generation circuit 114b1, a selector 114b2, a noise
table 114b3, a multiplier 114b4, and a comparator 114b5.
[0153] Of the energy change values {-ΔEi} calculated for the candidates of the respective state transitions, the selector
114b2 selects and outputs an energy change value corresponding to the transition number N, which is a random number
value generated by the random number generation circuit 114b1.
[0154] Functions of the noise table 114b3 will be described later. As the noise table 114b3, for example, a memory
such as a RAM, a flash memory, or the like may be used.
[0155] The multiplier 114b4 outputs a product (corresponding to the thermal excitation energy described above) ob-
tained by multiplying a value output from the noise table 114b3 by the temperature value T.
[0156] The comparator 114b5 outputs a comparison result as the transition acceptance f obtained by comparing a
multiplication result output by the multiplier 114b4 with the energy change value -ΔE selected by the selector 114b2.
[0157] While the transition control unit 114 illustrated in FIG. 22 basically implements the functions described above
as they are, a mechanism of accepting the state transition with the acceptance probability expressed by Formula (1) will
be described in more detail.
[0158] It is possible to realize a circuit that outputs 1 and 0 with the acceptance probabilities p and (1-p), respectively,
by a comparator that has two inputs A and B, outputting 1 when A > B, outputting 0 when A < B, in a manner such that
the acceptance probability p is input to the input A and a uniform random number taking values in an interval [0, 1) is
input to the input B. Thus, by inputting the value of the acceptance probability p calculated by using Formula (1) based
on the energy change value and the temperature value T to the input A of the comparator, it is possible to achieve the
above function.
[0159] In other words, when it is assumed that f is the function used in Formula (1) and u is the uniform random number
taking values in the interval [0, 1), it is possible to achieve the above function by the circuit that outputs 1 when f(ΔE/T)
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is larger than u.
[0160] It is possible achieve the same function as that described above with the following change.
[0161] Even when the same monotonically increasing function is allowed to act on two numbers, the two numbers
maintain the same magnitude relationship. Therefore, even when the same monotonically increasing function is allowed
to act on the two inputs of the comparator, the same output is obtained. When an inverse function f-1 of f is adopted as
this monotonically increasing function, it is seen that a circuit that outputs 1 when -ΔE/T is larger than f-1(u) may be
provided. Since the temperature value T is positive, it is seen that a circuit that outputs 1 when -ΔE is larger than Tf-1(u)
is suitable.
[0162] The noise table 114b3 in FIG. 22 is a conversion table for achieving the inverse function f-1(u), and is a table
for outputting a value of the following function with respect to the input obtained by discretizing the interval [0, 1). 

[0163] Although the transition control unit 114 is provided with a latch that holds a determination result and the like,
a state machine that generates the corresponding timing, and the like, they are not illustrated in FIG. 22 in order to
simplify the illustration.
[0164] FIG. 23 is a diagram illustrating an example of an operation flow of the transition control unit 114. The operation
flow illustrated in FIG. 23 includes a step of selecting one state transition as a candidate (S0001), a step of comparing
the energy change value for the state transition with a product of a temperature value and a random number value to
determine whether or not a state transition is accepted (S0002), and a step of adopting the state transition when the
state transition is accepted and not adopting the state transition when the state transition is not accepted (S0003).

<Step S106>

[0165] In S106, a calculation result is output. The result may be output as a three-dimensional structure diagram of a
protein or as coordinate information of each amino acid residue constituting a protein.
[0166] FIG. 24 illustrates a data configuration example of the storage unit of the structure search apparatus.
[0167] FIG. 25 illustrates a processing flow corresponding to the data configuration example.
[0168] In the processing flow illustrated in FIG. 25, first, in S201, a first constraint is constructed. The first constraint
here is expressed as follows.

<First Constraint>

[0169]

[0170] Subsequently, in S202, a second constraint is constructed. The second constraint here is expressed as follows.

<Second Constraint>

[0171]

[0172] Subsequently, in S203, a third constraint is constructed. The third constraint here is expressed as follows.
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<Third Constraint>

[0173]

[0174] Subsequently, in S204, a cost function based on the interaction between two adjacent compound groups is
constructed. The cost function here is expressed as follows.

<Cost Function>

[0175]

[0176] Subsequently, in S205, the constructed first constraint, second constraint, third constraint, and cost function
are used to perform the ground state search using the annealing method on the Ising model transformed based on the
constraint condition for each lattice point in the annealing machine. The obtained energy is stored in E of the storage
unit, and the obtained structure is stored in the storage unit.
[0177] With respect to the third constraint in the disclosed structure search method, Hamiltonian (Hconn) in the related
art is expressed as follows, for example. 

(Program)

[0178] The disclosed structure search program is a program that causes a computer to execute the disclosed structure
search method.
[0179] In the structure search program, an aspect in execution of the structure search method is the same as an aspect
in the disclosed structure search method.
[0180] The program may be created using various known program languages according to a configuration of a computer
system to be used, and a type, a version, and the like of an operating system.
[0181] The program may be recorded on a recording medium such as an internal hard disk or an external hard disk,
or may be recorded on a recording medium such as a compact disc read-only memory (CD-ROM), a digital versatile
disk read-only memory (DVD-ROM), a magneto-optical (MO) disk, or a Universal Serial Bus (USB) memory (USB flash
drive). In a case where the program is recorded on the recording medium such as the CD-ROM, the DVD-ROM, the MO
disk, the USB memory, or the like, the program may be used directly through a recording medium reading device included
in the computer system or may be used by being installed on the hard disk according to the purpose. The program may
be recorded in an external storage area (another computer or the like) accessible from the computer system through
the information communication network, and also may be used directly through the information communication network
from the external storage area or may be used by being installed on the hard disk according to the purpose.
[0182] The program may be recorded in a plurality of recording media by being divided for each arbitrary processing.

(Recording Medium)

[0183] The disclosed recording medium records the disclosed structure search program.
[0184] The disclosed recording medium is computer-readable.
[0185] The disclosed recording medium may be transitory or non-transitory.
[0186] The disclosed recording medium is, for example, a recording medium that records a program for causing a
computer to execute the disclosed structure search method.
[0187] The recording medium is not particularly limited, and may be appropriately selected according to the purpose,
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and examples thereof include, for example, an internal hard disk, an external hard disk, a CD-ROM, a DVD-ROM, an
MO disk, a USB memory, and the like.
[0188] The recording medium may be a plurality of recording media in which the program is divided and recorded for
each arbitrary processing.

[Experimental Example]

[0189] Hereinafter, specific experimental examples of the present embodiment will be described.

(Comparative Example 1)

[0190] The stable structure search of the coarse-grained lattice model of Chignolin protein was performed according
to the flowchart of FIG. 12.
[0191] Hone, Holap, Hconn were set as the constraint conditions, and Hpair was set as the cost function. The total energy
in the diamond encoding method may be expressed as follows. 

[0192] Hone represents a constraint that the protein includes only one instance of each of the first to n-th amino acid
residues.
[0193] Holap represents a constraint that the first to n-th amino acid residues do not overlap with each other.
[0194] Hconn is a constraint that the first to n-th amino acid residues are linked to each other.
[0195] Hpair is the cost function representing the interaction between the amino acid residues.
[0196] Among 216 available patterns of three parameters that set the constraint conditions (in a case where each
parameter takes a value of an integer multiple of 5 from 5 to 30), only two patterns were able to search for the most
stable structure.
[0197] For each of the two patterns, the search for 300,000 iterations of annealing was performed 20 times using an
annealing machine, and as a result of obtaining the minimum value of E(x), the most stable structure was reached only
one time.

(Experimental Example 1)

[0198] The stable structure search of the coarse-grained lattice model of Chignolin protein was performed according
to the flowchart of FIG. 12 in the same manner as in Comparative Example 1 except that Hconn in Comparative Example
1 was replaced with the third constraint of the disclosed technique.
[0199] The third constraint is a constraint expressed by the following (1) and (2).

(1A) In a case where the amino acid residue is present at a certain lattice point, the amino acid residue is present
at only one lattice point among all lattice points adjacent to the lattice point.
(2) In a case where no amino acid residue is present at a certain lattice point, no amino acid residue is present at
any lattice points adjacent to the lattice point, or the amino acid residue is present at only one lattice point among
all lattice points adjacent to the lattice point.

[0200] All of 216 available patterns of three parameters that set the constraint conditions (in a case where each
parameter takes a value of an integer multiple of 5 from 5 to 30) were able to search for the most stable structure.
[0201] For each of the 216 patterns, the search for 300,000 iterations of annealing was performed 20 times using an
annealing machine, and as a result of obtaining the minimum value of E (x), all the patterns reached the most stable
structure.
[0202] From the comparison between Comparative Example 1 and Experimental Example 1, it was confirmed that
the disclosed technique was able to efficiently search for a stable structure.
[0203] In any of the above aspects, the various features may be implemented in hardware, or as software modules
running on one or more processors/computers.
[0204] The invention also provides a computer program or a computer program product comprising instructions which,
when executed by a computer, cause the computer to carry out any of the methods/method steps described herein, and
a non-transitory computer-readable medium comprising instructions which, when executed by a computer, cause the
computer to carry out any of the methods/method steps described herein. A computer program embodying the invention
may be stored on a non-transitory computer-readable medium, or it could, for example, be in the form of a signal such
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as a downloadable data signal provided from an Internet website, or it could be in any other form.

Claims

1. A structure search method, comprising:

sequentially arranging, by a computer, n compound groups at each lattice point, of a plurality of lattice points,
of a three-dimensional lattice space to create a three-dimensional structure of a compound in the three-dimen-
sional lattice space, the n compound groups being coupled to each other in the compound; and
calculating a minimum energy of an Ising model by performing a ground state search using an annealing method
on the Ising model transformed based on constraint conditions for each of the lattice points, the constraint
conditions including:

a first constraint that each of the n compound groups is arranged at only one lattice point;
a second constraint that the n compound groups do not overlap with each other at each of the lattice points;
and
a third constraint that relates to coupling of the n compound groups and increases energy of the Ising model
calculated when the constraint is not satisfied.

2. The structure search method according to claim 1, wherein
the third constraint is a constraint that
in a case where a compound group is present at a first lattice point, a compound group is present only at one lattice
point among all lattice points adjacent to the first lattice point, and
in a case where no compound group is present at the first lattice point, no compound group is present at any lattice
points adjacent to the first lattice point, or a compound group is present at only one lattice point among all lattice
points adjacent to the first lattice point.

3. The structure search method according to claim 1 or 2, wherein
the compound is a protein, and
the compound group is an amino acid residue.

4. A program that causes a computer to execute a process, the process comprising:

sequentially arranging n compound groups at each lattice point, of a plurality of lattice points, of a three-dimen-
sional lattice space to create a three-dimensional structure of a compound in the three-dimensional lattice space,
the n compound groups being coupled to each other in the compound; and
calculating a minimum energy of an Ising model by performing a ground state search using an annealing method
on the Ising model transformed based on constraint conditions for each of the lattice points, the constraint
conditions including:

a first constraint that each of the n compound groups is arranged at only one lattice point;
a second constraint that the n compound groups do not overlap with each other at each of the lattice points;
and
a third constraint that relates to coupling of the n compound groups and increases energy of the Ising model
calculated when the constraint is not satisfied.

5. The program according to claim 4, wherein
the third constraint is a constraint that
in a case where a compound group is present at a first lattice point, a compound group is present only at one lattice
point among all lattice points adjacent to the first lattice point, and
in a case where no compound group is present at the first lattice point, no compound group is present at any lattice
points adjacent to the first lattice point, or a compound group is present at only one lattice point among all lattice
points adjacent to the first lattice point.

6. The program according to claim 4 or 5, wherein
the compound is a protein, and
the compound group is an amino acid residue.
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7. A structure search apparatus, comprising:

a unit that sequentially arranges n compound groups at each lattice point, of a plurality of lattice points, of a
three-dimensional lattice space to create a three-dimensional structure of a compound in the three-dimensional
lattice space, the n compound groups being coupled to each other in the compound; and
a unit that calculates a minimum energy of an Ising model by performing a ground state search using an annealing
method on the Ising model transformed based on constraint conditions for each of the lattice points, the constraint
conditions including:

a first constraint that each of the n compound groups is arranged at only one lattice point;
a second constraint that the n compound groups do not overlap with each other at each of the lattice points;
and
a third constraint that relates to coupling of the n compound groups and increases energy of the Ising model
calculated when the constraint is not satisfied.

8. The structure search apparatus according to claim 7, wherein
the third constraint is a constraint that
in a case where a compound group is present at a first lattice point, a compound group is present only at one lattice
point among all lattice points adjacent to the first lattice point, and
in a case where no compound group is present at the first lattice point, no compound group is present at any lattice
points adjacent to the first lattice point, or a compound group is present at only one lattice point among all lattice
points adjacent to the first lattice point.

9. The structure search apparatus according to claim 7 or 8, wherein
the compound is a protein, and
the compound group is an amino acid residue.

10. A computer readable storage medium having the program of any of claims 4 to 6 stored thereon.
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