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Porous molecular materials are constructed from molecules
that assemble in the solid-state such that there are cavities or
an interconnected pore network. It is challenging to control
the assembly of these systems, as the interactions between
the molecules are generally weak, and subtle changes
in the molecular structure can lead to vastly different
intermolecular interactions and subsequently different crystal
packing arrangements. Similarly, the use of different solvents
for crystallization, or the introduction of solvent vapour, can
result in different polymorphs and pore networks being
formed. It is difficult to uniquely describe the pore networks
formed, and thus we analyse 1033 crystal structures of
porous molecular systems to determine the underlying
topology of their void spaces and potential guest diffusion
networks. Material-agnostic topology definitions are applied.
We use the underlying topological nets to examine whether it
is possible to apply isoreticular design principles to porous
molecular materials. Overall, our automatic analysis of a
large dataset gives a general insight into the relationships
between molecular topologies and the topological nets of
their pore network. We show that while porous molecular
systems tend to pack similarly to non-porous molecules, the
topologies of their pore distributions resemble those of more
prominent porous materials, such as metal–organic
frameworks and covalent organic frameworks.
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1. Introduction
Porous organic molecular materials are alternatives to extended porous materials, such as metal–organic
frameworks (MOFs) and zeolites, for applications such as gas storage, molecular separations and
catalysis because of their tunability and solution processability. Porous molecular materials form bulk
materials in the solid-state, in either crystalline or amorphous forms, with structures governed by the
interplay of weak intermolecular interactions between constituent molecular components. Unlike
extended porous materials, the porosity of a molecular material results from ‘extrinsic’ porosity, which
is defined by the voids created by the inefficient solid-state packing of the molecular components [1].
Alternatively, the molecules themselves can have an internal cavity, generating ‘intrinsic’ porosity in
the solid-state; for example, with cucurbiturils [2] or cage-like molecules, with the latter having more
than two entry or exit routes to the internal cavity [3]. With recent research effort, the porosity of
molecular systems has even rivalled that of extended networks [4]. The solid-state packing of cage-like
compounds determines, first, the presence of extrinsic porosity and, second, whether any intrinsic
porosity is accessible. For example, intrinsic porosity will be accessible in the case where the cage
windows align, but can be made inaccessible in the case where windows are blocked by the walls of
neighbouring cages. The ‘efficiency’ of the solid-state packing, therefore, governs the overall porosity
of the material. For a given molecule, it is difficult to predict its molecular packing and hence porosity
prior to experimental testing. There are several examples of polymorphism influencing porosity [5],
with reports of switching porosity ‘on’ and ‘off’ via solvent exchange [6]. It is also possible to control
cage packing through solvent effects [7], modification of external chemistry [8] and co-crystallization
[9,10]. Through crystal structure prediction methods, it has become possible to computationally
predict the most likely crystal packings for a given porous molecule [10–12].

Crystalline, extended porous materials are often defined by their underlying topology, which
describes the connectivity of the components of the network. The topological analysis of frameworks
allows for a simplified categorization [13], and analysis of their structures [14] and porosities [15–20].
In this work, we apply the Reticular Chemistry Structure Resource (RCSR) [21] definition of topology
[22], which has become well-known in the field of MOFs through the idea of isoreticular structure
design based on the underlying topological net of the framework [23]. Similar analyses have been
applied to non-covalently connected species [24] to yield insight such as the distribution of regular
hydrogen bonds [25], the packing of small molecules compared to proteins [26] and to determine the
relative importance of different intermolecular interactions in sulfonamides [27]. One recent study
generated energy–structure–function (ESF) maps for porous molecular crystals [28]. However,
topological analysis of the porosity and packing of porous molecular materials has not yet been
performed. Yet, the topology of the migration pathways within porous molecular materials is
fundamental to their utility as porous materials. For example, polymorphism would be evidenced by
a change in the topology of migration pathways; breathing can be shown by a change in the
migrating probe of extrinsic migration pathways; and responsive behaviour of molecules would be
illustrated by a change in the migrating probe of intrinsic channels.

The molecular-level topological landscape of porous organic cages (POCs) has previously been
detailed, where topology was defined as ‘the underlying connectivity of molecular building blocks in
the molecular cage, which is unchanged upon any physical deformation’ [29]. This definition only
describes the connectivity of a single cage and gives no information regarding the spatial relationship
of cages with respect to each other. Unlike extended materials, it is possible to define multiple ‘levels’
of topologies in porous molecular materials in the solid-state, which do not, by definition, have a
concrete relationship between them. The archetypal POC, CC3 [8], formed by a [4 + 6] cycloimination
reaction of four 1,3,5-triformylbenzene units with six (R, R)-1,2-diaminocyclohexane linkers yields a
diamondoid (dia) network of connected pores in the solid-state [30]. In this example, the four
windows defined by the tetrahedral molecular topology align during crystal packing to form a porous
network. However, CC1, with the same molecular topology as CC3, can form a non-porous structure
in the solid-state, where the cage windows do not align to connect the isolated pores [6].

In this work, we introduce an analysis of the pore topologies of porous molecular materials in the
solid-state using ToposPro [31], which we apply to a large dataset of X-ray diffraction crystal
structures of porous molecular materials. The complex correlations between molecular porosity and
material porosity have recently been explored using geometrical descriptors [32]. Through our
analysis, we show relationships between the different levels of distinct topologies present in porous
molecular materials, with a goal to develop guiding principles for the formation of materials with
target properties. Furthermore, we attempt to use the underlying topological nets to determine if it is



pore and window

1 pore
4 windows

(a) (b) molecular
skeleton

2,3M10-1 type of molecule
4 macrocycles

(c) packing of
molecules

dia type of 3D packing 
4 strongly interacting molecules

(d) migration
pathway

dia type of 3D pathway 
4 communicating molecules

Rf = 1.93 Å

Ri = 2.85 Å

Rw = 2.01 Å

Rp = 2.82 Å

Figure 1. The geometrical and topological analysis of porous molecular systems from local to overall in four general interrelated
steps: (a) the chemical bonds, pores and windows within a molecule are identified, (b) a molecule can be known by the similarity of
its topology and shape with other compounds, (c) molecular packing in the porous molecular system is assigned to known
topological types, and (d ) migration pathway topology can be classified into different groups according to its branching and
ability to exchange guest molecules directly.
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possible to apply isoreticular design to porous molecular materials. Overall, our automated analysis of a
large dataset gives a general insight into the relationships between the different topological nets
[22,33,34]. Our analysis also allows comparison of the pore topologies of porous molecular materials
to those of extended porous materials, such as MOFs and zeolites [35,36].
2. Methods
2.1. Database generation
We have assembled a database (available at https://github.com/andrewtarzia/cage_collect/) of organic
crystal structures containing at least one molecule with an intrinsic void. For each porous molecule, the
centre-of-mass (COM), centre-of-pore (COP) and centre-of-window (COW) positions were all identified
and marked using pyWindow. The COP position is refined from the COM and differs typically only in
non-symmetric cages (i.e. where a functionalized linker distorts the COM from the geometric COP) [37].
Full details of the database generation can be found in electronic supplementary material, §S1. This
cleaned database was then analysed using ToposPro [31].

2.2. Topological analysis
To undertake a topological analysis of the crystal structures, we used several different approaches (each
described below) to construct topological nets that show distinct aspects of the connectivity motifs in the
crystal structures. In this way, we can explore the connections between the distinct aspects that can
govern the packing of cage-like molecules.

2.2.1. General workflow description

The geometrical and topological analysis of porous molecular systems was arranged in the logic ‘from
local to overall’ and can be summarized by four general interrelated steps. The details for computing
physical parameters of the systems are given in §2.2.2–2.2.7 and in this section, we describe the
overall physical picture of the analysis and illustrate it by flowchart in figure 1 with the example of
the well-known porous molecular system CC3 (Covalent Cage 3), Refcode FOXLAG [8].

First, chemical bonds, pores and windows within a molecule should be identified to make sure that
the structure under consideration belongs to the class of porous molecular systems. The structure of CC3
(FOXLAG) consists of four 1,3,5-trimethylidenebenzene groups enclosed in four cycles with six (R, R)-
1,2-diaminocyclohexane spacers, and it has four windows and one pore with radii of Rw¼ 2.01 Å and
Rp¼ 2.82 Å, respectively.

Second, using information about chemical bonding of building blocks, porous molecules can be
grouped by the similarity of their topologies and shapes. The structure of CC3 molecule has

https://github.com/andrewtarzia/cage_collect/
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adamantane-like topology, with 1,3,5-trimethylidenebenzene groups in the 3-connected corners and
(R, R)-1,2-diaminocyclohexane spacers at the 2-connected edges, and this topology predetermines the
existence of four macrocycles.

Third, molecular packing, defined from the information about valence bonds within each molecule
and weak interactions with surrounding molecules, in the porous molecular systems can be assigned
to known topological types. The molecular packing of CC3 can be described as a diamondoid-like
structure since: each of the four macrocycles is contacting with one other molecule by the largest area
of interactions; the molecular coordination number equals the number of macrocycles; and their
orientation follows tetrahedral geometry that is typical for diamondoid-like structures.

Fourth, the migration pathway topology, crucial for practical applications, can be classified into
different groups of branching based on the information about availability of the windows and pores,
as well as intermolecular interactions, since only contacting molecules can exchange guest molecules
directly, without losing the guest to external pores. The diamondoid topology of the strongest
intermolecular interactions, the close proximity of macrocycles and their large-enough size enable CC3
to make the most of the opportunity of porous space inside molecules; that topology follows
maximally possible branching of 4-c diamondoid motif, and the widest cavity and channel of Rw¼
2.85 Å and Rf¼ 1.93 Å, respectively.

Using this logic, it can be seen that when combined, the four steps of geometrical and topological
analysis comprise a complex picture of structural interrelations governing the organization and
functionality of the porous crystalline solid, starting from finite objects and finishing with periodic
nets that are important for developing strategies of designing new porous molecular systems. We
consider this approach in detail in the following sections.

2.2.2. Molecular skeleton topology

We considered the topological type of the molecular topology (named the ‘skeleton topology’ from here
on). It is the simple representation of the cage in terms of points of extension and linkers (spacers), which
are classified using the NDk nomenclature of ToposPro [31]. This nomenclature gives the same
information as both the ‘N-(connected) building block and N,M-net’ nomenclature often used to
describe MOFs, and the Xm

p Y
n nomenclature of POCs [29]. A detailed description of the NDk

nomenclature is included in electronic supplementary material, §S2. For example, the cages CC1–13
all belong to the same topological type, 2,3M10-1, which is a type of adamantane-like cage observed
in 150 of our 1033 structures, and they are composed of four 3-c vertices, joined by six 2-c (ditopic)
linkers yielding a Tri4Di6 topology (electronic supplementary material, figure S1).

To determine the skeleton topology from the molecular coordinates only, atoms are clustered into
building blocks using the same method as used to deconstruct MOFs into building blocks and
implemented in ToposPro [35]. A more detailed description is included in electronic supplementary
material, §S3.

2.2.3. Molecular packing topology

The underlying net of molecular packing was established by ToposPro [31] as described in [26]. For this,
valence and non-valence interatomic interactions were identified with the ‘Domains’ method [38]. The
molecules were identified as parts of a structure connected by valence bonds, while the molecular
environment and strength of intermolecular interactions were determined from construction of the
molecular Voronoi polyhedrons [24,39]. Two molecular Voronoi polyhedrons interact when they have
a common external face, constructed by faces of atomic Voronoi polyhedrons on the interface of two
molecules (figure 2a). Counting the molecules forming the interface around a central molecule gives
the molecular coordination number.

The underlying net of molecular packing (figure 2b) is constructed by representing each molecule by
a node at the COM and drawing a single simple edge between two COMs. Such an underlying net
focuses on the connections between building units, which helps comparisons of structural topological
motifs for different compounds and allows for grouping them into isoreticular series defined by their
topological types [22,35]. To denote nets, the same nomenclature as commonly used for MOFs is
employed, viz. most nets are described by the RCSR three-letter [21] and the TTD collection NDk [35]
symbols, but Fischer’s symbols of 3D (e.g. 6/4/c1), 2D (e.g. KIa) and 1D (e.g. (4,4)(0,2)) sphere
packings [40,41], EPINET nets (e.g. sqc36) [42], or Blatov’s subnets (e.g. fcu/cubic closest packing;
Fm− 3m→C2/c (b− 2c, a, − b; 1/4, 0, 1/4); Bond sets: 1,2,3,4,5,7,8,9: fcu) are also used [43].



(a)

DCOM = 10.832 Å

Wmol = 17.6%

Wmol = 2.5%

Dcom = 17.689 Å

(b)

(c) (d)

interface 1

interface 2

MCN = 16

4-c dia16-c dia-x

10.832

17.689

Figure 2. Building the underlying net of molecular packing and net of strongest intermolecular interactions for the structure with
Refcode FOXLAG. (a) Interfaces of two types constructed from atomic Voronoi faces with solid angles Vmol ¼ 17:6% (green) and
2.5% (pink), as well as distances between the COMs of the molecules DCOM¼ 10.832 Å and 17.689 Å. (b) Molecular Voronoi
polyhedron and 16-molecule environment surrounding the central molecule, and corresponding underlying net of COMs and
intermolecular interactions, yielding a molecular coordination number (MCN) of 16. (c) 16-c underlying net of topological type
dia-x with thin and thick lines representing edges between COMs of weakly (Vmol ¼ 2:5%) and strongly (Vmol ¼ 17:6%)
interacting molecules, respectively. (d ) Strongly interacting four molecules and intermolecular interfaces highlighted in different
colours surrounding a central molecule and corresponding 4-c underlying net of dia topology (brown lines).
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2.2.4. Molecular packing topology of strongest interaction

The edges of the underlying net may correspond to intermolecular contacts of different geometries and
strengths. Ignoring the weakest interactions will reduce the connectivity of the underlying net. The
accumulative value of intermolecular interactions and the geometric arrangement of molecules in a
local environment can be measured using one parameter, termed the solid angle of the intermolecular
interface (Vmol). Vmol corresponds to the intermolecular contact area, which has been shown, in the
absence of particularly strong intermolecular interactions (e.g. hydrogen bonds), to correlate well with
the interaction energy [26,44–48]. Similarly, we reduced the connectivity of the underlying net to the
level of strongest intermolecular interactions, so edges are related to the extrinsic faces of the largest
Vmol within a periodic structure. For example, the structure with Refcode FOXLAG has intermolecular
interactions of two types: the strongest with solid angle Vmol of 17.6% and the weakest with Vmol of
2.5% (figure 2a). Removing edges of the underlying net related to both types of interactions disjoins
the net into separate nodes. Removing the edges related only to the weak interactions reduces the
connectivity of the net from 16 to 4 (figure 2c,d ), and the net keeps the periodicity as 3D. For
FOXLAG, the periodicity cannot be further reduced without losing the periodic structure. In this case,
we chose the 4-c net as the net of strongest interactions. In other structures, a net of strongest
interactions can have lower dimensionality, i.e. 2D or 1D. Such a representation helps to reveal the
underlying net of the most important interactions. For example, we can find all structures and porous
molecules where interactions between faces are the strongest, and they predetermine the formation of
diffusion pathways through cages.



(a) (b) (c)

Voronoi net 
restricted by Rf = 1.27 Å

Voronoi net 
restricted by Rf = 1.93 Å

COP–COW net for pores of
d = 5.84 Å, and windows

of d = 4.01 Å

Figure 3. Three different representations of the pore connectivity for the structure with Refcode FOXLAG. (a) Yellow balls and edges
show a migration pathway elucidated from the Voronoi net by removing all vertices and edges closer than a channel width Rf¼
1.2722 Å to the van der Waals radius of neighbouring atoms. (b) The 3D Voronoi subnet located farther than Rf¼ 1.9328 Å to the
van der Waals surface. (c) The net of connections between the pore centre (COP atom; purple ball) and the centre of the windows
(COW atoms; cyan balls), COP–COW and COW–COW edges. Graphs of molecules are shown by thin sticks; in (c) the central molecule
is highlighted by bold sticks.
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2.2.5. Migration pathway topology

The search for migration pathways in a crystal structure was performed by constructing its Voronoi net
[49–51]. Each vertex of a Voronoi net is located in the centre of an elementary void and each edge is the
elementary pathway between two voids. We scanned the Voronoi net for the vertices and edges
distanced more than 1.2 Å from the van der Waals surface of atoms in the structure. This
representation finds the whole map of potentially solvent-accessible channels and voids in the
structure (figure 3a).

2.2.6. Migration pathway topology of largest probe size

By further increasing the size of the migrating probe radius, the map may be reduced to 3D, 2D or 1D
(figure 3b) [51], and accordingly yields the largest possible size of a migrating probe, which can travel in
three, two or only one dimension, respectively.

2.2.7. Pore-to-window pathway (COP–COW) net

The above four approaches have been previously described and employed elsewhere. However, we also
used a new type of net, termed the ‘COP–COW’ net, consisting of connections between dummy nodes
positioned at the COP and COW as calculated by pyWindow [37] (figure 3c). To define this net, the
following criteria were used:

1. The COP node of a molecular pore has edges only with COW nodes of windows of the same
molecule.

2. COW window nodes of one molecule can have only one edge with a COW node of another molecule;
this will be the shortest one.

3. The COW–COW edge does not intersect with the van der Waals spheres of any atom of the structure.
4. The COW–COW edge is added only if a direct migration pathway exists between pores of the two

cages. Direct pathways mean that edges and nodes of the Voronoi net connecting pores of the two
molecules are formed by only Voronoi polyhedrons of the two molecules, and the edges and
nodes do not have connections to Voronoi edges and nodes of any other molecule. In other words,
there is no gap between molecules where the migrating probe can go outside of the elementary
channel between two molecules.

For example, the structure with Refcode OFOQAE has a 3D 4-c dia topology from the COP–COW net,
but after cutting one COW–COW edge that does not satisfy rule 4 above, the topology becomes 2D



(a) (b) (c)

a
b

c

ab
c

a

b

c

Figure 4. Crystal structure with Refcode OFOQAE and its representations of migration pathways: (a) the two interpenetrating 3D pore
networks derived from the Voronoi net (shown by magenta and green balls); (b) one of the 3D pore networks (in green) following
which motif a hydrogen guest molecule would freely migrate in the crystal space; and (c) in purple, the 2D 3-c COP–COW net of hcb
topology, where a hydrogen guest molecule would go through only the cages without passing through extrinsic voids. The central
and communicating cages are highlighted in green and yellow, respectively.
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3-c hcb (figure 4), which means that the topology of the channels going through only the molecules
without coming out to the space outside of the molecules is actually 2D hcb. The molecules from
neighbouring hcb layers are more distanced from each other and have gaps, while molecules within
the hcb layer are close to each other and have continuous pores between windows. This COP–COW
net represents then, in the simplest way (in comparison to Voronoi nets), potential connectivity of
pores and windows of the molecules and can also be classified into topological types in accordance
with conventional nomenclature.

Altogether, the hierarchical description of molecules and their solid-state packing enable one to reveal
the geometrical–topological relations that drive the assembly of molecules with a given number and
spatial arrangement of windows into molecular packings with specific topologies and migration
pathways. The information about topological classification of the skeleton topology, underlying nets,
Voronoi nets and COP–COW net is presented in electronic supplementary material, spreadsheet.
3. Results and discussion
3.1. Skeleton topology of the individual porous molecules
We begin our analysis by describing the intrinsic features of the molecules present in our dataset. An
understanding of these features is important to know the molecule types that our analysis is
applicable to. The individual molecules in the crystal structures under consideration in this work can
be grouped according to their topological and geometrical parameters, such as skeleton type, number
of macrocycles in the skeleton, number and size of windows, and the size of their intrinsic pore. The
skeleton topology, or molecular topology [29], of a porous molecule predetermines the number of
possible windows in the molecule and its underlying shape. In our database, we found 42 different
types of skeleton topologies in 720 distinct molecules, with the number of atoms ranging from 35 to
972. The most frequent skeleton types are 2,3M5-1 (count of 245), 2,3M10-1 (154) and 2,4M18-3 (115),
which are depicted in figure 5. For example, the diyne-bridged macrobicyclic molecule shown in
figure 5a is of type 2,3M5-1 and is reminiscent of a three-sided lantern [52]. Imine-linked cages come
in a variety of molecular skeletons [29], but the archetypal tetrahedral cage (CC3) synthesized via the
condensation of 1,3,5-triformylbenzene with (R, R)-1,2-diaminocyclohexane shows the adamantane-
like skeleton 2,3M10-1 with four windows (figure 5b) [8]. Our dataset includes many tubular or
macrocyclic molecules with intrinsic porosity, such as cucurbiturils, pillarenes and cyclodextrins.
Figure 5c shows the skeleton topology (2,4M18-3) of cucurbit[6]uril with two windows on opposite
sides of the cylinder-like molecule [53].

Through the modification of the size, shape and/or chemistry of the precursors, it is possible to tune
the intrinsic porosity of a molecule. Often, this corresponds to tuning the pore and window sizes, which
are the two geometrical properties of a molecule that are closely linked to the performance of the solid-
state material [54]. By design, our sample of porous organic molecules consists of molecules formed from
relatively rigid, aromatic building blocks connected by aliphatic, ether or amine linkers, which includes



(a) macrobicyclic molecule skeleton 2,3M5-1
three-sided lantern

tetrahedral cage

macrocyclic
cucurbit[6]uril

skeleton 2,4M18-3
two-sided

cylinder-like

skeleton 2,3M5-1
four-sided

adamantane-like

(b)

(c)

Figure 5. Frequently occurring molecular cage skeletons, shown with an example molecule: (a) a macrobicyclic molecule from the
structure REFVON (hydrogen atoms of hydroxyl groups were not determined) [52]; (b) a tetrahedral cage (CC3) from the structure
FOXLAG [8]; and (c) a macrocyclic cucurbit[6]uril from the structure JIJNEY [53].
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molecule subclasses such as POCs, pillarenes, cyclodextrins and cucurbiturils. The observed numbers
of windows in the structures are 1–8 and 12, of which 2, 3 and 4 windows are most frequent. The
pores and windows have diameters in the ranges 0.2–16.0 Å and 0.3–20.5 Å, respectively. The majority
(78%) of the structures have pore and window diameters larger than 2.4 Å, which makes them
accessible to hydrogen (kinetic diameter: 2.4 Å) [55]. Approximately 26% and 15% of the windows
and pores, respectively, of molecules in our dataset are not accessible to hydrogen when the static
structure alone is considered. Molecules with the same skeleton topology were found to have both
wide (greater than or equal to 2.4 Å) and narrow (less than or equal to 2.4 Å) window sizes, showing
that the pore and window size is not an inherent feature of a particular skeleton topology and that
both pore and window size can be tuned while maintaining a specific skeleton topology. It should be
noted that the number of windows is not always the same as the number of macrocycles in a
molecule because some macrocycles are collapsed and cannot be penetrated without distortion.
Alternatively, some macrocycles can give two or more windows due to an irregular twisting of the
macrocycle or some other part of the molecule pointing into the macrocycle (see electronic
supplementary material, figure S3). In the above cases, a porous molecule is often deemed to not be
shape persistent, which suggests that the material will be non-porous after desolvation.



intermolecular p–p interactions 
of benzene rings between

tetrahedral moecules

the corner-to-corner 
interaction of 2,3M10-1
skeletons in the packing

of dia topology

two fold interpenetration of
dia nets

(a) (b) (c)

Figure 6. Molecular packing of tetrahedral cages with a solid angle (Vmol) between molecules of more than 15.0% in the structure
with Refcode OVENEK [58]. (a) Central molecule is shown in green and neighbouring molecules in grey, with π-stacking phenyl
groups shown in pink. (b) Cage skeleton shown in grey and dia net shown in purple. (c) Two interpenetrating dia nets
shown in green/pink.
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3.2. Describing the local environment of porous molecules
Both the shape and functional groups present in a molecule are important factors in determining the
intermolecular interactions that are possible for that molecule and thus its local environment during
crystallization [56,57]. We quantify the local environment using the molecular coordination number,
determined by the solid angle of the intermolecular interface (Vmol), as previously described. The
simplest topological property associated with a molecule’s local arrangement is its molecular
coordination number, which is distributed over a wide range (2–27) for the molecules in our dataset,
with coordination numbers of 12, 14 and 16 occurring most frequently. Data for all molecules is
included in the electronic supplementary material, spreadsheet.

For example, the structure with Refcode FOXLAG and skeleton topology 2,3M10-1, as previously
described, has 16 molecules in its local environment, but these exist in two distinct sets of 12 and 4
equivalent neighbours. This motif was observed for several cages, which are listed in electronic
supplementary material, §S5. Another example, in the structure with Refcode OVENEK [58], π · · · π
intermolecular interactions between benzene rings orient the positively charged tetrahedral molecules
to have corner-to-corner interactions, while the cavities between the cages are filled with sulfate
anions (figure 6a,b). Similar corner-to-corner orientations were found in three other structures with
molecular skeletons of the 2,3M10-1 type (FIFTEV, OVENIO and OVENOU).

The relative orientation of the molecular windows in the local environment determines whether the
intrinsic pores of the interacting molecules are accessible to each other. An intrinsic migration path, by
definition, requires face-to-face contacts. Corner-to-corner, edge-to-edge, corner-to-edge, corner-to-face
and edge-to-face contacts all require that a diffusing species transits through extrinsic pore space to
reach a neighbouring cage molecule. For example, in the structures PIFTOQ and PIFVUY with
macrobicyclic molecules of type 2,3M5-1 (skeleton topology shown in figure 5), the cages have
windows and intrinsic pores large enough for penetration by a hydrogen molecule [59]. However, all
three windows are blocked by edges of the three closest neighbouring cages. We analyse other
window-blocked molecules in electronic supplementary material, §S9.
3.3. Describing the periodic packing of cages
Extending beyond the structure of the local environment surrounding a single molecule, we can describe
the topology of the periodic packing of porous molecules in crystal structures. For example, the two
structures discussed above, FOXLAG (figure 2) and OVENEK (figure 6), show similar supramolecular
clusters of one central cage molecule with four strongly interacting surrounding molecules that are
arranged tetrahedrally, which produces the 4-c dia topology (based on the connectivity of only the
strongest intermolecular interactions). We note that the OVENEK structure is less dense and has two



12-c fcu packing
of skeletons 2,4M18-3

14-c gpu-x packing
of skeletons 2,2,3M15-2

14T3 packing of
skeletons 2M12-1

14-c bcu-x packing
of skeletons 2,3M5-1

Figure 7. Top: examples of the most frequently occurring pore topologies in the crystal structures between skeletons 2,3M5-1
(Refcode EQEXOP), 2,4M18-3 (Refcode MUNBAA), 2,2,3M15-2 (Refcode QACPOB) and 2M12-1 (Refcode NUQVAY), and formed by
four different 12-coordinated and 14-coordinated molecular environments. The skeletons are placed with the centres in the
nodes of the underlying nets bcu-x (body-centre uninodal), fcu ( face-centre uninodal), gpu-x (γ-polonium uninodal) and
14T3, respectively. The central skeleton is highlighted in green. Bottom: the extended fragments of the underlying nets bcu-x,
fcu, gpu-x and 14T3. Thick lines highlight the edges of the nets of interactions with Vmol � 7:5%: 2C1, pcu, hex and 2C1,
respectively. The node in green is the central node.
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interpenetrating dia nets (figure 6c). A different representation of molecular packing can be achieved by
using all (strong and weak) interactions to define the connectivity between cages. In the above examples,
the topologies ascribed to the molecular packing based on all interactions are different than those with
just the strongest interactions; FOXLAG and OVENEK have 16- and 14-molecule local environments,
which produce 16-c dia-x and 14-c bcu-x topological motifs, respectively.

In general, porous molecules have the same frequently observed topologies as seen in the packing of
organic single molecule or co-crystal structures [24]. From 319 types of observed nets derived from all
interactions in a crystal structure, we found that the most common four topologies are bcu-x, fcu,
gpu-x and 14T3 (figure 7 and electronic supplementary material, S7) [26]. These nets have high
coordination numbers of nodes, ranging from 12 to 14. This distribution reflects the general trend in
molecules crystallizing in the most symmetrical arrangement possible for the given shape and
intermolecular interactions [24]. Artificially removing solvent molecules from the crystal structures in
our dataset affects only some particular cases by leaving an unphysical amount of empty space and
reducing the network topology from 3D to 2D (three structures) or 1D (one structure), but the overall
statistics do not suffer from this artificial structure reduction. Thus, the arrangement of molecules in
structures with interstitial solvent molecules in general is similar to structures crystallized without
solvent molecules at all [26].

Interestingly, the distribution of nets derived from only the strongest interactions observed in each
structure (i.e. the highest Vmol) is much narrower, with only 62 distinct topology types found. In this
case, nets with minimal coordination numbers (2–4) are the most frequent: 2C1 (simple chain), sql
(square lattice), hcb (honeycomb lattice), (4,4)(0,2) (ladder) and dia (diamondoid net).
3.3.1. Polymorphism

The packing of molecules depends on their structure and composition, as well as the crystallization
conditions such as the solvent choice. To consider how we could use topological indicators to show
polymorphism, we examined our database and found 67 molecules that form a total of 191 different
molecular packings (we did not take into account any clathrate and counterion species present). For
example, the adamantane-like cage CC3 occurs in eight different crystal structures, including co-
crystals with other porous molecules or larger solvent molecules, which results in structures with
different molecular packings (Refcodes: DEDTUE, DEDVEQ, HEVQOQ, HEVQUW, HEVRAD,
MOTZOM, MOVBUW and NOLSEO). The net of strong interactions (Vmol � 7:5%) was found to have
topologies dia, hcb or unc in the p-xylene, dichloromethane-methanol-hydrate and mesitylene
clathrates of HEVRAD, MOTZOM and HEVQOQ, respectively.
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A packing assembly with a combination of face-to-face and open-window orientations of cages
restricts the periodicity of the intrinsic migration pathways. Thus, the structure of HEVRAD does not
have any extrinsic pathways since the cages are densely packed with a face-to-face orientation of all
the windows producing 3D intrinsic migration pathways. In contrast, the open windows in the
structures of MOTZOM and HEVQOQ mean that the intrinsic pores communicate with extrinsic
pathways through one and all four windows, respectively. As a result, in the two latter structures, the
intrinsic migration pathway has 2D periodicity (MOTZOM) or does not exist at all (HEVQOQ).
ing.org/journal/rsos
R.Soc.Open

Sci.10:220813
3.4. Describing migration pathways
Here we describe the migration pathways through a porous structure using two distinct nets, the COP–
COW net and the Voronoi net, which represent distinct aspects of the accessibility of the porosity in a
crystal structure. The COP–COW net describes the topology of the connection of the intrinsic pores of
the molecules in a structure through face-to-face (window-to-window) contacts. From the distribution
of the COP–COW topologies, we can see that more than 84% of structures do not have a periodic
system of intrinsic channels, while 1D periodicity (9%) is much more frequent than 3D (5%) and 2D
(1%) periodicities. Unique cases are 3D interpenetrating (e.g. FIFTEV) and mixed 2D + 1D systems
(e.g. PUDXES04). From the 15 observed topological types, the most common are chain-like topologies
2C1, framework-like topologies dia and bor, and 2D topologies hcb. As we will see below, these
topologies are the result of the design of cages and tuning of their packing.

The Voronoi net of the accessible channels shows the periodicity of the porous space that is accessible
to a H2 molecule (with minimal probe radius 1.2 Å) and provides information about the sizes of the
widest channels and cavities. From the distributions of the radii of the widest cavity (Ri), channel (Rf ),
window (Rw) and intrinsic pore (Rp) over all structures (electronic supplementary material, figure S2),
we can see intrinsic pores and windows follow the trends of widest cavities and channels, with
maxima at about 2.4 Å (Ri), 2.4 Å (Rp), 1.6 Å (Rf ) and 1.8 Å (Rw). However, in 72% of structures Rw > Rf

and in 59% of structures Rp < Ri, which means that the accessibility of windows is usually restricted
by the molecular environment due to the packing of molecules, and very often the extrinsic pores are
larger than the intrinsic pores (electronic supplementary material, figure S2). It should be noted that
28% of structures do not have any periodic channels that are accessible to a hydrogen molecule when
the static structure is considered. In contrast to the intrinsic migration pathways defined by the COP–
COW net, 3D migration pathways (40%) are the most common Voronoi nets, while 1D (18%) and 2D
(14%) periodicities are much less common. This apparent discrepancy leads us to consider the balance
of intrinsic and extrinsic porosity in more detail, with the goal to understand the possible routes to
control these two factors.

Together, the COP–COWand Voronoi nets help to define the categories of accessibility of the intrinsic
and extrinsic pores in the crystal structures (figure 8). We can propose the following five categories of
porous structures:

1. There are no migration pathways because the molecular packing has no accessible pores.
2. Migration pathways are constructed only by the intrinsic pores and windows of porous molecules.
3. Migration pathways are constructed only by the extrinsic space resulting from the molecular packing.
4. There are two distinct migration pathways, made up of intrinsic and/or extrinsic pathways, which

coexist and do not communicate.
5. There is one migration pathway made up of intrinsic and extrinsic pores.

The 1033 structures in our dataset are sorted into the five categories listed above using the COP–COW
and Voronoi nets, restricted by Rf≥ 1.2 Å and the following criteria:

1. Category 1, made up of 291 structures, corresponds to the case where there is no Voronoi net or the
Voronoi net is 0D. The absence of the Voronoi net or its 0D periodicity means that a structure does not
have any periodic system of accessible channels. In the case of porous molecules, this can indicate that
their windows are blocked by neighbouring molecules. Importantly, this does not rule out the
presence of intrinsic or extrinsic, non-periodic porosity, where the pathway does not traverse the
entire unit cell of the crystal structure. For example, in the structure GANDOQ, with closely
packed adamantane-like cages, only a migration pathway between a pair of two molecules that
share a single face was found (electronic supplementary material, figure S5).



1

2

= porous molecule = intrinsic path = extrinsic path

4

3 4 52

Figure 8. Schematics of the five classifications of pore networks described in the text: (1) no migration pathways; migration
pathways are restricted to (2) intrinsic or (3) extrinsic pores, respectively; (4) there are two distinct migration pathways that
coexist; and (5) there is one migration pathway made up of intrinsic and extrinsic pores. Paths of intrinsic and extrinsic
porosity are coloured green and yellow, respectively. Examples from the porous molecule database that represent categories 2
(CAXFIT) and 4 (NUNRIX) show the distinction between the intrinsic and extrinsic porosity in these classifications. Note that for
clarity, only one cage is shown in the example of category 2, where the windows of surrounding cages are arranged face-to-
face with the windows of the shown cage producing an intrinsic pore network. Visualization of the pore network was
calculated using Zeo++ [50].
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2. Category 2, made up of 90 structures, corresponds to the case where the periodicity of the Voronoi net
is 1D, 2D or 3D and coincides with the periodicity of the COP–COW net. Further, the Voronoi net
passes through the intrinsic pores of the molecules in the structure, and the edges and nodes of
the Voronoi net are formed by atoms on the interior of one molecule or by pairs of molecules
connected by COW–COW edges (where COW vertices define the windows of the molecules). The
examples of structures FOXLAG (figure 3) and HEVRAD in this category are considered above.

3. Category 3, made up of 199 structures, corresponds to the case where the periodicity of the Voronoi
net with Rf≥ 1.2 Å is 1D–3D, and the periodicity of the COP–COW net is 0D. There are no edges or
nodes of the Voronoi net formed by atoms of only one molecule. For example, the structure of
GANDUW, similar to GANDOQ, has a non-periodic intrinsic path through two molecules, but in
this case the 12 p-fluorophenyl groups on the cage edges increase the distance between cages,
which leads to a 1-periodic extrinsic pathway being created. The p-fluorophenyl groups of the
surrounding molecules block the three other windows of the central cage such that the extrinsic
pathway does not communicate with the intrinsic one.

4. Category 4, made up of 10 structures, corresponds to the case where the periodicity of the Voronoi net
with Rf≥ 1.2 Å is 1D–3D, the periodicity of the COP–COW net is 1D–3D, and there are two or more
separate and inequivalent Voronoi nets. At least one of the two Voronoi nets passes through the
intrinsic voids of the molecules in the structure (i.e. it contains edges and nodes of the Voronoi net
formed by atoms of only one molecule), and its edges and nodes are formed by atoms of one
molecule or pairs of molecules connected by a COW–COW edge. The 10 examples of this category
are solvates of cyclic oligosaccharides (NUNRIX, OKUFOP, SIBJAO, SIBJES and TAHREZ),
adamantane-like cages (NODWEK and OFOQEI), pillararene (MOXRAU), tubular trigonal
prismatic cage (ABIMEG), and a co-crystal of tubular trigonal prism and adamantane-like cages
(ABIQEK). Only ABIQEK and OFOQEI contain intrinsic and extrinsic pathways both of 3D
periodicity, and NODWEK has 3D intrinsic and 1D extrinsic pathways, while all other examples
have parallel 1D intrinsic channels.



Table 1. The occurrence of the most frequent molecular skeleton types in the migration pathway categories 1, 2, 3 and 5. The
number of windows and the number of porous structures (with Rw and Rp > 1.2 Å) for each molecular skeleton are also shown.

skeleton
topology windows

structures with
porous molecules category

structures in the
category

occurrence of skeleton
type in category (%)

2,3M5-1 3 139 1 22 16

3 16 12

5 95 68

2M10-1 2 85 1 52 61

2 19 22

2,3M10-1 4 116 1 16 14

2 30 26

5 63 54

2M8-1 2 28 3 12 43

5 11 39

2M12-1 2 42 1 24 57

2M14-1 2 79 1 25 32

3 13 17

5 34 43

2,4M18-3 2 114 5 103 90

2M16-1 2 24 5 13 54

2,4M21-1 2 14 5 12 86

2,4M24-2 2 42 5 40 95
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5. Category 5 corresponds to all other cases, and it is the most frequent situation (443 structures). For
example, two triptycene-based three-sided lantern cages in SATJAA and SATJEE [60] have large
windows, but the packing of cages and the orientation of the windows are driven by the π · · · π
stacking of the edges. As a result, more rigid conjugated edges in SATJAA enable denser packing
with one closed and two open windows (leading to extrinsic 3D channels filled by solvent), while
the addition of aliphatic groups into the edge of SATJEE prevents such stacking and opens all the
three windows.

The 223 structures of molecules with inaccessible windows or intrinsic pores (diameters less than or equal
to 2.4 Å) can only belong to one of two categories: 1 and 3. Molecules with accessible windows and
intrinsic pores (diameters greater than or equal to 2.4 Å) are found in all of the five groups (810
structures). Thus, 184 structures in category 1 do not have migration pathways because of the
presence of edge-to-face of corner-to-face molecule orientations. Nonetheless, most of the structures
with accessible windows and pores enable migration of molecules through cages: 543 structures in
categories 2, 4 and 5. In categories 2 and 4, the presence of intrinsic pathways is obligatory. However,
in category 5, only 62 structures have such intrinsic pathways (defined by a 1D, 2D or 3D COP–COW
net), meaning that in 381 structures, a migrating molecule would pass through a pathway including
both intrinsic and extrinsic voidspace. This is the most common single case and highlights how both
the cage structure and its crystal structure are necessary to create effective porosity.
3.5. Uncovering structural correlations
From the data on the topological types of porous molecules, molecular clusters and molecular packings
for quite a large set of structures, it is possible to extract correlations between the structures at the levels
of each topological description. Table 1 shows the occurrence of migration pathway categories for
common skeleton topologies found in our dataset. There is a non-random distribution of the periodic
topology types over the migration pathway categories, which suggests that there is some relationship
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2-c 2C1
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2-c 2C1
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2,2,3M15-2
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2-c 2C1

2-c 2C1

intrinsic migration pathways
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Figure 9. Relationship between cage skeleton topology and the resulting net of strongest intermolecular interactions and intrinsic
migration pathways for (a) 2,3M5-1 3-window lantern cages, (b) 2,3M10-1 4-window adamantane cages, (c) 2,2,3M15-2 5-window
tubular cages and (d ) 2,3M20-1 6-window cubic cages.
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between the different levels of structure described in this work. These relationships are shown in figure 9
for the most frequent molecular skeletons.

The most frequent types of skeleton topologies, such as 2,3M5-1 and 2,3M10-1, form migration
pathways of different categories. The most prominent correlations between skeleton topologies and
migration pathway categories can be found for eight types of skeletons; specifically, 2M10-1 and
2M12-1 form molecular packings with migration pathway category 1 (i.e. no migration pathway), and
2,4M24-2, 2,4M21-1, 2M16-1, 2,4M18-3, 2,3M5-1 and 2,3M10-1 form molecular packings with
migration pathway category 5 (one migration pathway composed of intrinsic and extrinsic pores) with
a probability greater than 50% in each case (table 1). For example, pillar[5]arene derivatives (with the
skeleton topology 2M10-1) are found to have a high occurrence of structures with edge-to-face
stacking of the porous molecules, which leads to a high occurrence (greater than 50%) of category 1
migration pathways (indicating an absence of accessible pathway) [61].

Only weak correlations exist in category 2 migration pathways (pathways through intrinsic pores
only). The most frequent skeletons are 2,3M10-1, 2M10-1 and 2M12-1, but the probability of migration
only through the windows for these skeletons does not exceed 30%. In this category, the pillar[5]arene
molecules are packed in parallel columns with face-to-face orientation [62]. Three types of skeletons,
2,3M5-1, 2M14-1 and 2M8-1, form only extrinsic migration pathways (category 3) with probabilities of
12%, 17% and 43%, respectively. For example, the aliphatic side groups on the faces of the endo-
functionalized molecular tube (skeleton type 2M8-1) in TIHCEV penetrate the windows of
neighbouring molecules and also prohibit close packing of the molecules [63]. For the structures with
separate migration pathways (category 4), almost all the skeletons are solitary with only 2M16-1
(γ-cyclodextrin) occurring in four structures. In general, the majority (53% in categories 2, 4 and 5)
have migration pathways that penetrate the intrinsic voids of the molecules, but only 23 of 45
skeletons and their combinations have intrinsic migration pathways.

These trends in packing arrangement broadly agree with the physical interpretation that usually more
spherical molecules tend to pack in spherical close-packing arrangements with coordination number 12



Table 2. The number of structures, N, of topological types of COP–COW nets in the categories of porous structures 2, 4 and 5.

category 2 N category 4 N category 5 N

1D 2-c 2C1 56 1D 2-c 2C1 7 1D 2-c 2C1 30

3D 4-c dia 26 3D 4-c dia 2 3D 3,4-c bor 12

3D 4-c cfc 2 3D 4-c lon 1 2D 3-c hcb 10

2D 3-c hcb 2 1D 3-c (4,4)(0,2) 2

3D 3,4-c bor 1 3D 6-c pcu 1

3D 6-c bsn 1 3D 4-c dia 1

3D 12-c fcu 1 2D 3-c hcb & 1D 2-c 2C1 1

3D 4,6-c fsc 1 3D 4-c lon 1

2D 4-c sql 1

3D 3-c srs 1

3D 3-c ths 1
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(face-centred cubic or hexagonal closest packing) or 14 (body-centred cubic packing), more elongated
molecules (larger second momentum of inertia) tend to allow larger coordination numbers, and more
regular and specific-shaped molecules (cube-like, tetrahedron-like, octahedron-like) show less diversity
of packings and tend to have coordination numbers similar to the number of faces, as they largely
pack in a face-to-face fashion.

Comparing the molecular packing topologies for migration pathway categories 1, 2, 3 and 5 shows
that the most frequent topologies—bcu-x, fcu, gpu-x and 14T3—are found in all of the migration
categories. When considering the local topology derived from only the strongest interactions,
topological motifs of the well-known types 2C1, hcb, dia and (4,4)(0,2) are most frequent. This further
supports the notion that the topology of molecular packing is not directly determined by the window
and pore sizes of porous molecules, but rather a key factor in determining the periodicity of migration
pathways is observing differences in the relative orientations of windows with respect to each other.

It is interesting to note that the COP–COW nets, which describe the connection of intrinsic pores
(§3.4), in categories 2 (92 structures), 4 (8 structures) and 5 (62 structures) have the same topologies as
those assigned to the molecular nets defined by only the strongest interactions (§3.2). Importantly, this
suggests that there is a relationship between the packing topology of the strongest interactions and the
topology of the intrinsic porosity found in our dataset of crystal structures. Furthermore, this
relationship suggests that the strongest interactions (determined by a large solid angle or interaction
surface area) favour a face-to-face (window-to-window) orientation of molecules. For example,
figures 2c,d and 3c show the dia topology of the strongest interactions, which is the same as the
topology of the COP–COW net. In total, 141 of 162 (87%) structures with intrinsic pathways (category
1) have the same COP–COW topology as the network of strongest interactions. These COP–COW
topologies are mainly constructed by the cages of 17 skeleton topologies, from which the types
2,3M10-1 (adamantane-like cages), 2M10-1 (pillar[5]arene derivatives) and 2,3M5-1 (three-sided
lanterns) are most frequent. In 9 and 12 of the remaining cases, the intrinsic migration pathways are
subnets and supernets of the COP–COW net, respectively. In category 2, the most frequent topological
types are 2C1 and dia (table 2). In category 4, only topologies 2C1, dia and lon are present, and in
category 5 there are topologies 2C1, bor and hcb. These relationships between skeleton topology and
topology of the porous network give some guide to enable designing of porous structures. The porous
molecules with skeleton topologies 2,3M10-1, 2M10-1 and 2,3M5-1 would be intermediate goals of
such a design. Other, less frequent, topologies of COP–COW nets (cfc, pcu, lon, (4,4)(0,2), bsn and
srs) are also potentially interesting synthetic targets.

In this context, the face-to-face orientation of porous molecules is reminiscent of the tiling
representation of porous networks [64] and assembling porous structures (e.g. zeolites) from tiles
(cages fused by faces) [65]. For example, the hexagonal faces of the chair-shaped adamantane-like
cages in the structure FOXLAG (figure 2) can be superimposed onto each other and their fusion
would lead to the dia net, composed of the tiles of the same topology, 64, as the 2,3M10-1 skeletons
(figure 10). 2,2,3M15-2 with two 6-faces and three 8-faces (6283, which describes the number of nodes
that make up a face of the skeleton) can be fused by three 8-faces into a porous framework in



Figure 10. Tiling for the dia net with the tiles 64 (left) and the packing of cages 2,3M10-1 (in FOXLAG) with the same motif of face
fusion. The pairs of faces to be fused are highlighted in yellow, blue, magenta and green.

(b)(a)

(c)

Figure 11. The skeletons and COP–COW nets (highlighted in magenta) illustrating the correlations between topologies of cages and
intrinsic migration pathways: (a) 2,2,3M15-2—3D srs (ABIKUU), (b) 2,2,3M15-2—1D 2C1 (ABILAB) and (c) 2,3M10-1&2,2,3M15-
2—3D lon (ABIQEK).
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ABIKUU or alternatively by two 6-faces into infinite tubes in ABILAB. However, due to partial fusing
(not all faces are shared), the remaining faces are located on the surface of extrinsic pores (figure 11).
The COP–COW nets of ABIKUU and ABILAB have topologies of the 3D, 3-c net srs or 1D net 2C1,
respectively. In the same way, adamantane-like cages can produce intrinsic pores of topologies 3D
3,4-c bor and 3-c ths, 2D 3-c hcb, and 1D 2-c 2C1. Moreover, it is even possible to co-crystallize
molecules of two skeleton types, 2,3M10-1 and 2,2,3M15-2, to produce extended 2,4-c frameworks
with 3D intrinsic pathways of underlying types lon (ABIQEK, ABIQIO) and cfc (ABILEF, ABILIJ) [66]
and extrinsic channels with Rf¼ 3.73 Å, twice the size of the intrinsic channels (Rf¼ 1.70 Å). In these
four structures (ABIQEK, ABIQIO, ABILEF and ABILIJ), the geometrically most compatible 6-ring
chair-like faces come into contact. These examples are similar to those of reticular chemistry in MOFs,
where the co-crystallization strategy enables tuning of the intrinsic pore topology and extrinsic pore size.

In our case, the intrinsic pore sizes are defined by the porous cages themselves and can only be tuned
by changing the size of the porous molecules. For example, the structure UTEVOF, made up of enlarged
adamantane-like cages, with Rw¼ 2.96 Å and Rp¼ 4.44 Å, has dia topology networks of strongest



Table 3. The occurrences of isoreticular relationships between skeleton type and underlying net type, the number of structures,
N, in our dataset that support the correlation, and the shape of the porous molecule.

correlation molecule shape N

2,3M10-1 !dia adamantane-like 29

2M10-1 !2C1 cylinder-like 20

2,3M5-1 !2C1 three-sided lantern 15

2,3M10-1 !bor adamantane-like 13

2M14-1 !2C1 cylinder-like 11

2M12-1 !2C1 cylinder-like 9

2M16-1 !2C1 cylinder-like 8

2,3M10-1 !hcb adamantane-like 8

2,2,3M15-2 !2C1 trigonal prism-like 6

2,3M10-1 !2C1 adamantane-like 5

2M8-1 !2C1 cylinder-like 4

2,3M5-1 !hcb three-sided lantern 3
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interactions and intrinsic pathways, which are similar to the networks seen in the structure OFOQOS,
with Rw¼ 2.12 Å and Rp¼ 3.00 Å [10]. The corresponding sizes of intrinsic pathways also grow: Rf

goes from 1.99 Å to 2.84 Å, and Ri goes from 2.91 Å to 4.37 Å in the structures UTEVOF and
OFOQOS. An isoreticular relationship is found for UTEVOF and 29 other structures (entry 1 in
table 3). Table 3 shows further examples of isoreticularity found in our dataset, which includes
examples for networks of lower periodicity, QIXPIW and RAMPOL, and PIFVOS and PIFVAE, with
molecular skeletons of type 2,3M5-1 and 2,3M10-1, respectively, and COP–COW nets with 2D hcb
topology. Furthermore, the extension of tubular cages of topology 2,2,3M15-2 to produce isoreticular
nanotubes with 2C1 intrinsic pathways is found in six structures (ABIMIK, ABIMOQ, ABIMUW,
ABINAD, ABINEH and ABINIL). Unfortunately, such a strategy is not always successful. Interesting
counterexamples to isoreticularity in porous molecular systems and their pore structures are the four
structures with cages of type 2,3M20-1 (where the cage tiling is composed of six 4-ring faces, 46),
where the sizes of the cages differ significantly, leading to different COP–COW nets: PIFHIY (Rw¼
3.83 Å, Rf¼ 2.41 Å) yields a 3D 4,6-c fsc net, PIFKIB (Rw¼ 4.66 Å, Rf¼ 4.42 Å) gives a 3D 6-c bsn net,
PIFWAF (Rw¼ 2.71 Å, Rf¼ 1.92 Å) gives a 1D 3-c (4,4)(0,2), and PIFKEX (Rw¼ 3.79 Å), which has its
windows open to extrinsic pores (Rf¼ 2.01 Å).
4. Conclusions
We have used a series of material-agnostic definitions of topology to automatically analyse the topologies
of molecular packing and pore networks in crystal structures of porous molecular materials. Our multi-
scale topological analyses can be used to categorize porous molecular materials by their molecular
skeleton topologies, local environments, crystalline packings and porous networks (or migration
pathways). Using the underlying topological assignments to categorize porous molecules in our large
dataset, we have explored the presence of structure–property relationships, and the extent to which
isoreticularity holds, which may help guide future experimental endeavours. Unsurprisingly, the
shape and external chemistry of porous molecular systems impacts their intermolecular interactions in
subtle ways, leading to a delicate interplay between local and global structures, similar to that
identified by a machine-learning investigation of molecular-based crystalline material porosity
estimators [32]. By considering the topological relationship of the molecules, their windows and pores,
we can distinguish three cases: polymorphism—a change in the topology of the migration pathways;
breathing—a change in the migrating probe of extrinsic migration pathways; and responsive
behaviour of molecules—a change in the migrating probe of intrinsic channels.

We found that while there was not a one-to-one relationship between the size and identity of the
porous molecule and topology of the molecular packing, considering the packing of the molecules
results in a variety of close-packed topologies such as bcu-x,tcg-x and gpu-x,fcu, very similar to that
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found for non-porous molecular crystals [26]. And consideration of the packing of the pores (i.e. the pore
topologies) yields a prevalence of pore topologies (2C1, dia, bor, hcb, lon and cfc), featuring nets that are
commonly found in MOFs (dia) and 2D-covalent organic frameworks (COFs) (hcb). The molecular
packing of POCs is significantly determined by weak intermolecular interactions. Small changes to
POCs, such as functionalizing linkers, may result in a different crystal structure, which may result in a
different pore network. Therefore, any extractable ‘design rules’ are, necessarily, less strict observed
correlations.

Nevertheless, we find that 3D migration pathways are possible with tubular, adamantane and cubic
cages, which are likely to yield srs, dia and pcu migration pathways. 2D pathways, either hexagonal
(hcb) or square planar (sql), are possible with all cage shapes, and 1D simple chains may result from
lantern, adamantane and tubular cages, but are unlikely to form from cubic cage molecules. Overall,
adamantane, cylinder, three-sided lantern and prism-shaped POCs are most likely to form crystals
with intrinsic migration pathways.

Given a crystal structure of a POC, it is necessary to know two things in order to determine its likely
use as an adsorbent: (i) the spatial arrangement of the intrinsic pores and (ii) whether molecular travel
between those pores is possible. The spatial arrangement of pores is given by an analysis of molecular
packing, undertaken here using ToposPro [31]. Using only the molecular packing is not sufficient, as
the POCs may rotate or adopt a different conformer, such that molecules cannot pass from one pore
to another. To resolve this, we recommend the net formed by linking the centres of each intrinsic pore
via the centres of each cage window (the COP–COW net), the COP and COW are readily calculated
using pyWindow [37] (code available at https://github.com/andrewtarzia/cage_collect/tree/master/
pore_topologies) and then their net can be determined using ToposPro, in the same manner as one
would determine the net of a MOF or COF. Comparing these two topological indicators can also be
used to distinguish cases of polymorphism in POCs.

In the future, our database could be expanded to include other materials classes, such as metal–
organic molecular systems, which, given the different intermolecular interactions present, may yield a
different distribution of nets. Additionally, a more rigorous and automated search of crystal-structure
databases could provide a more diverse set of molecules.

Data accessibility. The database of 1033 POC molecules is available at https://github.com/andrewtarzia/cage_collect/
and a summary of the analysis is available at https://github.com/andrewtarzia/cage_datasets/tree/master/
databases/POC_2019/summary. The pyWindow code for calculating the COP and COW is available at https://
github.com/andrewtarzia/cage_collect/tree/master/pore_topologies. The Python code used to extract the
structures from the CSD and run the analysis is freely available online at https://github.com/andrewtarzia/cage_
collect/. The topological analysis of all database structures is included as a spreadsheet and all have been archived
within the Zenodo repository: DOI:10.5281/zenodo.7362554 [67].

The data are provided in electronic supplementary material [68].
Authors’ contributions. V.A.: investigation; A.T.: data curation, investigation, software, validation, visualization, writing—
original draft, writing—review and editing; K.E.J.: supervision, writing—original draft, writing—review and editing;
E.V.A.: investigation, software, supervision, visualization, writing—original draft, writing—review and editing;
M.A.A.: conceptualization, funding acquisition, investigation, methodology, project administration, resources,
supervision, writing—original draft, writing—review and editing.

All authors gave final approval for publication and agreed to be held accountable for the work performed therein.
Conflict of interest declaration. We declare we have no competing interests.
Funding. E.V.A. is grateful to the Russian Foundation for Basic Research for financial support of the work within grant
no. 17-57-10001. M.A.A. is grateful to the Royal Society for an International Exchange grant (IEC-R2-170150) and to the
Engineering and Physical Sciences Research Council for funding through grant no. EP/S015868/1. K.E.J.
acknowledges the Royal Society for a University Research Fellowship and for a 2018 Enhancement Award (AT),
and the ERC for funding through grant agreement no. 758370 (ERC-StG-PE5-CoMMaD).
References

1. Little MA, Cooper AI. 2020 The chemistry of porous

organic molecular materials. Adv. Funct. Mater. 30,
1909842. (doi:10.1002/adfm.201909842)

2. Masson E, Ling X, Joseph R, Kyeremeh-Mensah
L, Lu X. 2012 Cucurbituril chemistry: a tale of
supramolecular success. RSC Adv. 2, 1213–1247.
(doi:10.1039/C1RA00768H)
3. Mastalerz M. 2018 Porous shape-persistent
organic cage compounds of different size,
geometry, and function. Acc. Chem. Res. 51,
2411–2422. (doi:10.1021/acs.accounts.8b00298)

4. Zhang G, Presly O, White F, Oppel IM, Mastalerz
M. 2014 A permanent mesoporous organic cage
with an exceptionally high surface area. Angew.
Chem. Int. Ed. 53, 1516–1520. (doi:10.1002/
anie.201308924)

5. Little MA, Chong SY, Schmidtmann M,
Hasell T, Cooper AI. 2014 Guest control of
structure in porous organic cages. Chem.
Commun. 50, 9465–9468. (doi:10.1039/
C4CC04158E)

https://github.com/andrewtarzia/cage_collect/tree/master/pore_topologies
https://github.com/andrewtarzia/cage_collect/tree/master/pore_topologies
https://github.com/andrewtarzia/cage_collect/
https://github.com/andrewtarzia/cage_datasets/tree/master/databases/POC_2019/summary
https://github.com/andrewtarzia/cage_datasets/tree/master/databases/POC_2019/summary
https://github.com/andrewtarzia/cage_collect/tree/master/pore_topologies
https://github.com/andrewtarzia/cage_collect/tree/master/pore_topologies
https://github.com/andrewtarzia/cage_collect/
https://github.com/andrewtarzia/cage_collect/
http://dx.doi.org/10.5281/zenodo.7362554
http://dx.doi.org/10.1002/adfm.201909842
http://dx.doi.org/10.1039/C1RA00768H
http://dx.doi.org/10.1021/acs.accounts.8b00298
http://dx.doi.org/10.1002/anie.201308924
http://dx.doi.org/10.1002/anie.201308924
http://dx.doi.org/10.1039/C4CC04158E
http://dx.doi.org/10.1039/C4CC04158E


royalsocietypublishing.org/journal/rsos
R.Soc.Open

Sci.10:220813
19

 D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//r

oy
al

so
ci

et
yp

ub
lis

hi
ng

.o
rg

/ o
n 

07
 S

ep
te

m
be

r 
20

23
 

6. Jones JTA et al. 2011 On-off porosity switching
in a molecular organic solid. Angew. Chem.
Int. Ed. 50, 749–753. (doi:10.1002/anie.
201006030)

7. Hasell T et al. 2014 Controlling the
crystallization of porous organic cages:
molecular analogs of isoreticular frameworks
using shape-specific directing solvents. J. Am.
Chem. Soc. 136, 1438–1448. (doi:10.1021/
ja409594s)

8. Tozawa T et al. 2009 Porous organic cages. Nat.
Mater. 8, 973–978. (doi:10.1038/nmat2545)

9. Hasell T, Chong SY, Schmidtmann M, Adams DJ,
Cooper AI. 2012 Porous organic alloys. Angew.
Chem. Int. Ed. 51, 7154–7157. (doi:10.1002/
anie.201202849)

10. Jones JTA et al. 2011 Modular and predictable
assembly of porous organic molecular crystals.
Nature 474, 367–371. (doi:10.1038/
nature10125)

11. Pyzer-Knapp EO, Thompson HPG, Schiffmann F,
Jelfs KE, Chong SY, Little MA, Cooper AI, Day
GM. 2014 Predicted crystal energy landscapes of
porous organic cages. Chem. Sci. 5, 2235–2245.
(doi:10.1039/C4SC00095A)

12. Pulido A et al. 2017 Functional materials
discovery using energy-structure-function maps.
Nature 543, 657–664. (doi:10.1038/
nature21419)

13. Furukawa H, Cordova KE, O’Keeffe M, Yaghi OM.
2013 The chemistry and applications of metal-
organic frameworks. Science 341, 1230444.
(doi:10.1126/science.1230444)

14. O’Keeffe M, Yaghi OM. 2012 Deconstructing the
crystal structures of metal-organic frameworks
and related materials into their underlying nets.
Chem. Rev. 112, 675–702. (doi:10.1021/
cr200205j)

15. Lee Y, Barthel SD, Dłotko P, Moosavi SM, Hess K,
Smit B. 2017 Quantifying similarity of pore-
geometry in nanoporous materials. Nat.
Commun. 8, 15396. (doi:10.1038/
ncomms15396)

16. Kim J, Martin RL, Rübel O, Haranczyk M, Smit B.
2012 High-throughput characterization of
porous materials using graphics processing
units. J. Chem. Theory Comput. 8, 1684–1693.
(doi:10.1021/ct200787v)

17. Theisen K, Smit B, Haranczyk M. 2010 Chemical
hieroglyphs: abstract depiction of complex void
space topology of nanoporous materials.
J. Chem. Inf. Model. 50, 461–469. (doi:10.1021/
ci900451v)

18. Willems TF, Rycroft CH, Kazi M, Meza JC,
Haranczyk M. 2012 Algorithms and tools for
high-throughput geometry-based analysis of
crystalline porous materials. Microporous
Mesoporous Mater. 149, 134–141. (doi:10.1016/
j.micromeso.2011.08.020)

19. First EL, Gounaris CE, Wei J, Floudas CA. 2011
Computational characterization of zeolite porous
networks: an automated approach. Phys. Chem.
Chem. Phys. 13, 17339–17358. (doi:10.1039/
c1cp21731c)

20. Bae Y-S, Yazaydın AÖ, Snurr RQ. 2010
Evaluation of the BET method for determining
surface areas of MOFs and zeolites that contain
ultra-micropores. Langmuir 26, 5475–5483.
(doi:10.1021/la100449z)
21. O’Keeffe M, Peskov MA, Ramsden SJ, Yaghi OM.
2008 The reticular chemistry structure resource
(RCSR) database of, and symbols for, crystal
nets. Acc. Chem. Res. 41, 1782–1789. (doi:10.
1021/ar800124u)

22. Ockwig NW, Delgado-Friedrichs O, O’Keeffe M,
Yaghi OM. 2005 Reticular chemistry: occurrence
and taxonomy of nets and grammar for the
design of frameworks. Acc. Chem. Res. 38,
176–182. (doi:10.1021/ar020022l)

23. Yaghi OM, O’Keeffe M, Ockwig NW, Chae HK,
Eddaoudi M, Kim J. 2003 Reticular synthesis and
the design of new materials. Nature 423,
705–714. (doi:10.1038/nature01650)

24. Peresypkina EV, Blatov VA. 2000 Topology of
molecular packings in organic crystals. Acta
Cryst. B 56, 1035–1045. (doi:10.1107/
S0108768100011824)

25. Zolotarev PN, Arshad MN, Asiri AM, Al-amshany
ZM, Blatov VA. 2014 A possible route toward
expert systems in supramolecular chemistry: 2-
periodic H-bond patterns in molecular crystals.
Cryst. Growth Des. 14, 1938–1949. (doi:10.
1021/cg500066p)

26. Carugo O, Blatova OA, Medrish EO, Blatov VA,
Proserpio DM. 2017 Packing topology in crystals
of proteins and small molecules: a comparison.
Sci. Rep. 7, 13209. (doi:10.1038/s41598-017-
12699-4)

27. Blatova OA, Asiri AM, Al-amshany ZM, Arshad
MN, Blatov VA. 2014 Molecular packings and
specific-bonding patterns in sulfonamides. New
J. Chem. 38, 4099–4106. (doi:10.1039/
C4NJ00392F)

28. Moosavi SM, Xu H, Chen L, Cooper AI, Smit B.
2020 Geometric landscapes for material
discovery within energy-structure-function
maps. Chem. Sci. 11, 5423–5433. (doi:10.1039/
D0SC00049C)

29. Santolini V, Miklitz M, Berardo E, Jelfs KE. 2017
Topological landscapes of porous organic cages.
Nanoscale 9, 5280–5298. (doi:10.1039/
C7NR00703E)

30. Holden D, Jelfs KE, Trewin A, Willock DJ,
Haranczyk M, Cooper AI. 2014 Gas diffusion in a
porous organic cage: analysis of dynamic pore
connectivity using molecular dynamics
simulations. J. Phys. Chem. C 118,
12734–12743. (doi:10.1021/jp500293s)

31. Blatov VA, Shevchenko AP, Proserpio DM. 2014
Applied topological analysis of crystal structures
with the program package ToposPro. Cryst.
Growth Des. 14, 3576–3586. (doi:10.1021/
cg500498k)

32. García IG, Haranczyk M. 2020 Toward crystalline
porosity estimators for porous molecules.
CrystEngComm 22, 7242–7251. (doi:10.1039/
C9CE01753D)

33. Zaworotko MJ. 2007 Molecules to crystals,
crystals to molecules… and back again? Cryst.
Growth Des. 7, 4–9. (doi:10.1021/cg0680172)

34. Oganov AR, Valle M. 2009 How to quantify
energy landscapes of solids. J. Chem. Phys. 130,
104504. (doi:10.1063/1.3079326)

35. Alexandrov EV, Blatov VA, Kochetkov AV,
Proserpio DM. 2011 Underlying nets in three-
periodic coordination polymers: topology,
taxonomy and prediction from a computer-
aided analysis of the Cambridge structural
database. CrystEngComm 13, 3947–3958.
(doi:10.1039/c0ce00636j)

36. Blatov VA, Blatova OA, Daeyaert F, Deem MW.
2020 Nanoporous materials with predicted
zeolite topologies. RSC Adv. 10, 17 760–17 767.
(doi:10.1039/D0RA01888K)

37. Miklitz M, Jelfs KE. 2018 Pywindow: automated
structural analysis of molecular pores. J. Chem.
Inf. Model. 58, 2387–2391. (doi:10.1021/acs.
jcim.8b00490)

38. Blatov VA. 2016 A method for topological
analysis of rod packings. Struct. Chem. 27,
1605–1611. (doi:10.1007/s11224-016-0774-1)

39. Peresypkina EV, Blatov VA. 2000 Molecular
coordination numbers in crystal structures of
organic compounds. Acta Cryst. B 56, 501–511.
(doi:10.1107/S0108768199016675)

40. Sowa H, Fischer W. 2016 Monoclinic sphere
packings. I. Invariant, univariant and bivariant
lattice complexes. Acta Cryst. A 72 Pt 3,
357–365. (doi:10.1107/S205327331502450X)

41. Koch E, Fischer W. 1978 Types of sphere
packings for crystallographic point groups, rod
groups and layer groups. Z. Kristallogr. Cryst.
Mater. 148, 107–152. (doi:10.1524/zkri.1978.
148.1-2.107)

42. Ramsden SJ, Robins V, Hyde ST. 2009 Three-
dimensional Euclidean nets from two-
dimensional hyperbolic tilings: kaleidoscopic
examples. Acta Cryst. A 65, 81–108. (doi:10.
1107/S0108767308040592)

43. Blatov VA. 2007 Topological relations between
three-dimensional periodic nets. I. Uninodal
nets. Acta Cryst. A 63, 329–343. (doi:10.1107/
S0108767307022088)

44. Aman F, Asiri AM, Siddiqui WA, Arshad MN,
Ashraf A, Zakharov NS, Blatov VA. 2014
Multilevel topological description of
molecular packings in 1,2-benzothiazines.
CrystEngComm 16, 1963–1970. (doi:10.1039/
C3CE42218F)

45. Martins MAP, Frizzo CP, Martins ACL, Tier AZ,
Gindri IM, Meyer AR, Bonacorso HG, Zanatta N.
2014 Energetic and topological approach for
characterization of supramolecular clusters in
organic crystals. RSC Adv. 4, 44337–44349.
(doi:10.1039/C4RA06040G)

46. Copetti JPP et al. 2020 Substituent effects on
the crystallization mechanisms of 7-chloro-4-
substituted-quinolines. CrystEngComm 22,
4094–4107. (doi:10.1039/D0CE00214C)

47. Martins MAP, Salbego PRS, de Moraes GA,
Bender CR, Zambiazi PJ, Orlando T, Pagliari AB,
Frizzo CP, Hörner M. 2018 Understanding the
crystalline formation of triazene N-oxides and
the role of halogen… π interactions.
CrystEngComm 20, 96–112. (doi:10.1039/
C7CE02015E)

48. Martins MAP, Hörner M, Beck J, Tier AZ,
Belladona AL, Meyer AR, Zanatta N, Bonacorso
HG, Frizzo CP. 2016 Polymorphism in an 18-
membered macrocycle: an energetic and
topological approach to understand the
supramolecular structure. CrystEngComm 18,
3866–3876. (doi:10.1039/C5CE02123E)

49. Blatov VA. 2004 Voronoi-dirichlet polyhedra in
crystal chemistry: theory and applications. Cryst.
Rev. 10, 249–318. (doi:10.1080/
08893110412331323170)

http://dx.doi.org/10.1002/anie.201006030
http://dx.doi.org/10.1002/anie.201006030
http://dx.doi.org/10.1021/ja409594s
http://dx.doi.org/10.1021/ja409594s
http://dx.doi.org/10.1038/nmat2545
http://dx.doi.org/10.1002/anie.201202849
http://dx.doi.org/10.1002/anie.201202849
http://dx.doi.org/10.1038/nature10125
http://dx.doi.org/10.1038/nature10125
http://dx.doi.org/10.1039/C4SC00095A
http://dx.doi.org/10.1038/nature21419
http://dx.doi.org/10.1038/nature21419
http://dx.doi.org/10.1126/science.1230444
http://dx.doi.org/10.1021/cr200205j
http://dx.doi.org/10.1021/cr200205j
http://dx.doi.org/10.1038/ncomms15396
http://dx.doi.org/10.1038/ncomms15396
http://dx.doi.org/10.1021/ct200787v
http://dx.doi.org/10.1021/ci900451v
http://dx.doi.org/10.1021/ci900451v
http://dx.doi.org/10.1016/j.micromeso.2011.08.020
http://dx.doi.org/10.1016/j.micromeso.2011.08.020
http://dx.doi.org/10.1039/c1cp21731c
http://dx.doi.org/10.1039/c1cp21731c
http://dx.doi.org/10.1021/la100449z
http://dx.doi.org/10.1021/ar800124u
http://dx.doi.org/10.1021/ar800124u
http://dx.doi.org/10.1021/ar020022l
http://dx.doi.org/10.1038/nature01650
http://dx.doi.org/10.1107/S0108768100011824
http://dx.doi.org/10.1107/S0108768100011824
http://dx.doi.org/10.1021/cg500066p
http://dx.doi.org/10.1021/cg500066p
http://dx.doi.org/10.1038/s41598-017-12699-4
http://dx.doi.org/10.1038/s41598-017-12699-4
http://dx.doi.org/10.1039/C4NJ00392F
http://dx.doi.org/10.1039/C4NJ00392F
http://dx.doi.org/10.1039/D0SC00049C
http://dx.doi.org/10.1039/D0SC00049C
http://dx.doi.org/10.1039/C7NR00703E
http://dx.doi.org/10.1039/C7NR00703E
http://dx.doi.org/10.1021/jp500293s
http://dx.doi.org/10.1021/cg500498k
http://dx.doi.org/10.1021/cg500498k
http://dx.doi.org/10.1039/C9CE01753D
http://dx.doi.org/10.1039/C9CE01753D
http://dx.doi.org/10.1021/cg0680172
http://dx.doi.org/10.1063/1.3079326
http://dx.doi.org/10.1039/c0ce00636j
http://dx.doi.org/10.1039/D0RA01888K
http://dx.doi.org/10.1021/acs.jcim.8b00490
http://dx.doi.org/10.1021/acs.jcim.8b00490
http://dx.doi.org/10.1007/s11224-016-0774-1
http://dx.doi.org/10.1107/S0108768199016675
http://dx.doi.org/10.1107/S205327331502450X
http://dx.doi.org/10.1524/zkri.1978.148.1-2.107
http://dx.doi.org/10.1524/zkri.1978.148.1-2.107
http://dx.doi.org/10.1107/S0108767308040592
http://dx.doi.org/10.1107/S0108767308040592
http://dx.doi.org/10.1107/S0108767307022088
http://dx.doi.org/10.1107/S0108767307022088
http://dx.doi.org/10.1039/C3CE42218F
http://dx.doi.org/10.1039/C3CE42218F
http://dx.doi.org/10.1039/C4RA06040G
http://dx.doi.org/10.1039/D0CE00214C
http://dx.doi.org/10.1039/C7CE02015E
http://dx.doi.org/10.1039/C7CE02015E
http://dx.doi.org/10.1039/C5CE02123E
http://dx.doi.org/10.1080/08893110412331323170
http://dx.doi.org/10.1080/08893110412331323170


royalsocietypublishing.org/journal/rsos
R.Soc.Open

Sci.10:220813
20

 D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//r

oy
al

so
ci

et
yp

ub
lis

hi
ng

.o
rg

/ o
n 

07
 S

ep
te

m
be

r 
20

23
 

50. Willems TF, Rycroft CH, Kazi M, Meza JC,
Haranczyk M. 2012 Algorithms and tools for
high-throughput geometry-based analysis of
crystalline porous materials. Microporous
Mesoporous Mater. 149, 134–141. (doi:10.1016/
j.micromeso.2011.08.020)

51. Blatova OA, Golov AA, Blatov VA. 2019 Natural
tilings and free space in zeolites: models, statistics,
correlations, prediction. Z. Kristallogr. Cryst. Mater.
234, 421–436. (doi:10.1515/zkri-2018-2143)

52. Vögtle F et al. 1996 Concave macrobicycles:
absorption spectra, luminescence properties,
and endocavital complexation of neutral organic
guests. Liebigs Ann./Recl. 1996, 1697–1704.
(doi:10.1002/jlac.199619961102)

53. Mei L et al. 2018 A neptunium(v)-mediated
interwoven transuranium-rotaxane network
incorporating a mechanically interlocked
[c2]daisy chain unit. Chem. Commun. 54,
8645–8648. (doi:10.1039/C8CC05122D)

54. Miklitz M, Jiang S, Clowes R, Briggs ME, Cooper
AI, Jelfs KE. 2017 Computational screening of
porous organic molecules for xenon/krypton
separation. J. Phys. Chem. C 121, 15211–15222.
(doi:10.1021/acs.jpcc.7b03848)

55. Chernyshov IY, Ananyev IV, Pidko EA. 2020
Revisiting van der Waals Radii: from
comprehensive structural analysis to knowledge-
based classification of interatomic contacts.
ChemPhysChem 21, 370–376. (doi:10.1002/
cphc.201901083)

56. Kitaigorodsky A. 1973 Molecular crystals and
molecules. New York, NY: Academic Press.

57. Desiraju GR. 2013 Crystal engineering: from
molecule to crystal. J. Am. Chem. Soc. 135,
9952–9967. (doi:10.1021/ja403264c)

58. Liu M et al. 2016 Three-dimensional protonic
conductivity in porous organic cage solids. Nat.
Commun. 7, 12750. (doi:10.1038/
ncomms12750)

59. Greenaway RL et al. 2018 High-throughput
discovery of organic cages and catenanes using
computational screening fused with robotic
synthesis. Nat. Commun. 9, 2849. (doi:10.1038/
s41467-018-05271-9)

60. Schneider MW, Oppel IM, Mastalerz M. 2012
Exo-functionalized shape-persistent [2+3]
cage compounds: influence of molecular rigidity
on formation and permanent porosity.
Chem. Eur. J. 18, 4156–4160. (doi:10.1002/
chem.201200032)

61. Han C, Zhang Z, Yu G, Huang F. 2012 Syntheses
of a pillar[4]arene[1]quinone and a
difunctionalized pillar[5]arene by partial
oxidation. Chem. Commun. 48, 9876–9878.
(doi:10.1039/c2cc35498e)

62. Jie K et al. 2017 Styrene purification by guest-
induced restructuring of pillar[6]arene. J. Am.
Chem. Soc. 139, 2908–2911. (doi:10.1021/jacs.
6b13300)

63. Yao H, Ke H, Zhang X, Pan S-J, Li M-S, Yang L-P,
Schreckenbach G, Jiang W. 2018 Molecular
recognition of hydrophilic molecules in water by
combining the hydrophobic effect with hydrogen
bonding. J. Am. Chem. Soc. 140, 13 466–13 477.
(doi:10.1021/jacs.8b09157)

64. Blatov VA, Delgado-Friedrichs O, O’Keeffe M,
Proserpio DM. 2007 Three-periodic nets and
tilings: natural tilings for nets. Acta Cryst. A 63,
418–425. (doi:10.1107/S0108767307038287)

65. Golov AA, Blatova OA, Blatov VA. 2020
Perceiving zeolite self-assembly: a combined
top-down and bottom-up approach within the
tiling model. J. Phys. Chem. C 124, 1523–1528.
(doi:10.1021/acs.jpcc.9b10514)

66. Slater AG et al. 2017 Reticular synthesis of
porous molecular 1D nanotubes and 3D
networks. Nat. Chem. 9, 17–25. (doi:10.1038/
nchem.2663)

67. Anipa V, Tarzia A, Jelfs KE, Alexandrov EV,
Addicoat MA. 2023 Pore topology analysis
in porous molecular systems. Zenodo.
(doi:10.5281/zenodo.7362554)

68. Anipa V, Tarzia A, Jelfs KE, Alexandrov EV,
Addicoat MA. 2023 Pore topology analysis in
porous molecular systems. Figshare. (doi:10.
6084/m9.figshare.c.6406287)

http://dx.doi.org/10.1016/j.micromeso.2011.08.020
http://dx.doi.org/10.1016/j.micromeso.2011.08.020
http://dx.doi.org/10.1515/zkri-2018-2143
http://dx.doi.org/10.1002/jlac.199619961102
http://dx.doi.org/10.1039/C8CC05122D
http://dx.doi.org/10.1021/acs.jpcc.7b03848
http://dx.doi.org/10.1002/cphc.201901083
http://dx.doi.org/10.1002/cphc.201901083
http://dx.doi.org/10.1021/ja403264c
http://dx.doi.org/10.1038/ncomms12750
http://dx.doi.org/10.1038/ncomms12750
http://dx.doi.org/10.1038/s41467-018-05271-9
http://dx.doi.org/10.1038/s41467-018-05271-9
http://dx.doi.org/10.1002/chem.201200032
http://dx.doi.org/10.1002/chem.201200032
http://dx.doi.org/10.1039/c2cc35498e
http://dx.doi.org/10.1021/jacs.6b13300
http://dx.doi.org/10.1021/jacs.6b13300
http://dx.doi.org/10.1021/jacs.8b09157
http://dx.doi.org/10.1107/S0108767307038287
http://dx.doi.org/10.1021/acs.jpcc.9b10514
http://dx.doi.org/10.1038/nchem.2663
http://dx.doi.org/10.1038/nchem.2663
http://dx.doi.org/10.5281/zenodo.7362554
http://dx.doi.org/10.6084/m9.figshare.c.6406287
http://dx.doi.org/10.6084/m9.figshare.c.6406287

	Pore topology analysis in porous molecular systems
	Introduction
	Methods
	Database generation
	Topological analysis
	General workflow description
	Molecular skeleton topology
	Molecular packing topology
	Molecular packing topology of strongest interaction
	Migration pathway topology
	Migration pathway topology of largest probe size
	Pore-to-window pathway (COP–COW) net


	Results and discussion
	Skeleton topology of the individual porous molecules
	Describing the local environment of porous molecules
	Describing the periodic packing of cages
	Polymorphism

	Describing migration pathways
	Uncovering structural correlations

	Conclusions
	Data accessibility
	Authors' contributions
	Conflict of interest declaration
	Funding
	References


