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Abstract: A new polymorph of the mycotoxin alternariol is reported and characterized by single
crystal X-ray diffraction. Structural data, Hirshfeld surface analysis, and 2D fingerprint plots are used
to compare differences in the intermolecular interactions of the orthorhombic Pca21 Form I (previously
reported) and the monoclinic P21/c Form II (herein reported). The polymorphs have small differences
in planarity—7.55◦ and 2.19◦ between the terminal rings for Form I and Form II, respectively—that
brings about significant differences in the crystal packing and O-H . . . H interactions.
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1. Introduction

Alternariol (AOH; systematic name: 3,7,9-trihydroxy-1-methyl-6H-benzo[c]chromen-
6-one; Scheme 1), a mycotoxin produced by various species of Alternaria molds, is an
important contaminant in fruit, vegetable, and cereal products [1–3]. It possesses cytotoxic,
genotoxic, and mutagenic properties in vitro [3–6]; however, these properties are still being
studied in vivo. The underlying mechanism of toxicity is not yet fully established. AOH
has been reported to induce the growth of the Alternaria species, Alternaria alternata, on
various fruits [2,3].
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1. Introduction 
Alternariol (AOH; systematic name: 3,7,9-trihydroxy-1-methyl-6H-

benzo[c]chromen-6-one; Scheme 1), a mycotoxin produced by various species of Alternaria 
molds, is an important contaminant in fruit, vegetable, and cereal products [1–3]. It pos-
sesses cytotoxic, genotoxic, and mutagenic properties in vitro [3–6]; however, these prop-
erties are still being studied in vivo. The underlying mechanism of toxicity is not yet fully 
established. AOH has been reported to induce the growth of the Alternaria species, Alter-
naria alternata, on various fruits [2,3]. 
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Scheme 1. Line drawing of alternariol structure. 

Crystal polymorphs can exhibit different physical, chemical, and mechanical prop-
erties [7]. These are especially important for biologically active compounds, such as phar-
maceuticals or mycotoxins [8–10]. The difference between polymorphic forms is in either 
the conformation or the packing arrangement of the molecules determining the intermo-
lecular interactions [11–14]. An alternariol analogue, alternariol monomethyl ether 
(AME), with three reported structures in the CCDC, exemplifies both polymorphism and 
solvomorphism (i.e., it is a compound which crystallizes in multiple space groups due to 
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Scheme 1. Line drawing of alternariol structure.

Crystal polymorphs can exhibit different physical, chemical, and mechanical proper-
ties [7]. These are especially important for biologically active compounds, such as pharma-
ceuticals or mycotoxins [8–10]. The difference between polymorphic forms is in either the
conformation or the packing arrangement of the molecules determining the intermolecular
interactions [11–14]. An alternariol analogue, alternariol monomethyl ether (AME), with
three reported structures in the Cambridge Crystallographic Data Centre (CCDC), exem-
plifies both polymorphism and solvomorphism (i.e., it is a compound which crystallizes
in multiple space groups due to the presence of interstitial solvent molecules): two true
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polymorphs have crystallized in the P-1 and Fdd2 space groups, while the solvomorph has
co-crystallized with dimethylsulfoxide in the C2/m space group [15–17].

In 2010, the crystal structure of AOH was published by Siegel et al. (CCDC refcode:
TUPJOE), void of interstitial solvents; no polymorphs have been reported since [18]. Herein,
we report the first polymorph of alternariol and discuss the differences in crystal structures
and packing interactions. The previously reported structure will be identified as Form I
and the one reported herein will be identified as Form II.

2. Materials and Methods
2.1. Materials

AOH was produced by the fungus Purpureocillium lilacinum, which was cultured on
cereal. Secondary metabolites were extracted by ethyl acetate, and AOH was isolated by
chromatography using the pulixin isolation procedure, as described previously [19]. All
solvents were purchased from commercial sources and used without further purification.

2.2. Crystal Synthesis

Approximately 20 mg HPLC-pure AOH was dissolved in 2 mL methanol, and the
solvent was allowed to evaporate at room temperature through two needle holes on the
cover of the glass bottle. The colorless crystal used in the X-ray diffraction experiment was
obtained on day three.

2.3. X-ray Crystallography and Data Collection

The slow evaporation of methanol under ambient conditions afforded colorless crystals
of Form II. A suitable crystal was selected and mounted on a Bruker D8 Quest diffractometer
equipped with a PHOTON 100 detector operating at T = 298 K (Bruker AXS, Madison, WI,
USA). Data were collected with the shutterlessω-scan technique using graphite monochro-
mated Mo-Kα radiation (λ = 0.71073 Å). The APEX3 [20] suite was used for collection,
multiscan absorption corrections were applied, and structure solution was obtained using
intrinsic phasing with SHELXT [21] (Bruker AXS, Madison, WI, USA). Data were then re-
fined, using the Olex2 interface, by the least-squares method in SHELXL [22]. All hydrogen
atoms were located in the difference map. Crystal data and structure refinement parameters
are listed in Table 1. CCDC 2163068 contains the supplementary crystallographic data for
this paper and can be obtained free of charge from The Cambridge Crystallographic Data
Center via www.ccdc.cam.ac.uk/structures/. Hirshfeld surfaces were examined using
CrystalExplorer17 [23]. Interplanar geometric parameters were calculated using Mercury
2020.3.0 [24].

2.4. Hirshfeld Surface Analysis

To illustrate differences in the intermolecular contacts of Form I and Form II, Hirshfeld
surfaces were examined. Each surface has unique and well-defined points (di, de) where di
represents a distance from a point on the Hirshfeld surface to the nearest nucleus internal
to the surface and de represents a distance from a point on the surface to the nearest nucleus
external to the surface. These points, along with the van der Waals radii, are normalized
(dnorm) and mapped onto the three-dimensional (3D) Hirshfeld surface where red regions
represent close contacts (shorter than the sum of van der Waals radii) and negative dnorm
values, blue regions represent long contact (longer than the sum of van der Waals radii)
and positive dnorm values, and white regions represent a dnorm value of 0 (i.e., the contact
distance is equal to the sum of van der Waals radii) [25–28]. These points can also be
incorporated into two-dimensional (2D) fingerprint plots in which data are binned into
pairs (di, de). Each bin is colored from blue (few points) to green (moderate points) to red
(many points), and each point on the plot represents a bin with a width of 0.1 Å.

www.ccdc.cam.ac.uk/structures/
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Table 1. Crystal data and structure refinement parameters for alternariol—Form II.

Formula C14H10O5

Dcalc./g cm−3 1.590
µ/mm−1 0.122

Formula Weight 258.22
Color Colorless
Shape Plate
T/K 298

Crystal System Monoclinic
Space group P21/c

a/Å 7.2836(3)
b/Å 14.3875(5)
c/Å 10.5110(3)
β/◦ 101.621(1)

V/Å3 1078.90(7)
Z 4

Wavelength/Å 0.71073
Radiation Type Mo-Kα

2θmin/◦ 4.8
2θmax/◦ 52.8

Measured Refl. 23,218
Independent Refl. 2213

Reflections Used, Io > 2s(Io) 1435
Rint 0.083

Parameters 213
a GooF 1.021
b wR2 0.1177

c R1 0.0505

a GooF =
[
∑
[
w
(

F2
o − F2

c
)2
]
/(No − Nv)

]1/2
; b wR2 = ∑||Fo | − |Fc||/ ∑|Fo |; c R1 =

[(
∑ w

(
F2

o − F2
c
)2/ ∑|Fo |2

)]1/2
.

3. Results and Discussion
3.1. Structure Description of Form II

The new AOH polymorph (Form II) crystallized in the P21/c space group. The
molecule consists of three fused, six-membered rings (Ring 1: C2, C3, C4, C5, C6, C7; Ring 2:
O1, C1, C2, C7, C8, C9; and Ring 3: C8, C9, C10, C11, C12, C13); the best-fit planes defined
by these rings will be referred to as Plane 1, Plane 2, and Plane 3, respectively (Figure 1). The
molecule is nearly planar with a plane twist angle of 2.19(8)◦ between Plane 1 and Plane 3
and surrounded by six approximately coplanar molecules. A strong intramolecular H-bond
(O3-H . . . O2) is present in the molecular structure. A packing diagram (Figure 2) shows
there are four additional intermolecular hydrogen H-bonds (O-H . . . O) per molecule
(Table 2) and one non-classical hydrogen bonding interaction with a distance of 2.986(3) Å
(O3-H . . . O4). Thus, each molecule has classical H-bonding interactions with four of
the surrounding alternariol molecules and non-classical hydrogen bonding interactions
with the remaining two molecules (Figure 2). All H-bonding interactions are between
approximately coplanar molecules. There are two pairs of closely π-stacked layers with
interlayer distances of 3.391 Å and 3.322 Å between each pair, while alternating pairs form
a dihedral angle of 7.10◦ (Figure 3).
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Figure 1. Crystal structure and labeling scheme of alternariol Form II with thermal ellipsoids at 50%
probability. Plane 1 (red), Plane 2 (green) and Plane 3 (blue) are also shown.
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Figure 2. Hydrogen bonding network of alternariol—Form II. The middle molecule is surrounded by
six other molecules and has classical H-bonding interactions with four of them.

Table 2. Hydrogen-bond geometry (Å, ◦) of alternariol—Form II.

D-H . . . A D-H H . . . A D . . . A D-H . . . A

O3-H3 . . . O2 0.94(4) 1.76(4) 2.590(2) 144(3)
O4-H4 . . . O5i 0.89(3) 1.99(3) 2.735(2) 140(3)
O5-H5 . . . O2ii 0.93(3) 1.74(3) 2.640(2) 163(3)
O3-H3 . . . O4iii 0.94(4) 2.34(3) 2.986(3) 125(3)

i x − 1, y, z − 1; ii −x + 1, y + 1/2, −z + 3/2; iii −x, y − 1/2, −z + 1/2.
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3.2. Comparison of Form I and Form II

Crystals of Form I were obtained by Siegel et al. via sublimation in an argon atmo-
sphere and crystallized in the orthorhombic Pca21 space group, while crystals of Form II
were obtained via slow evaporation of a methanolic solution, crystallizing in the monoclinic
P21/c space group. There are three rotatable hydroxyl groups in alternariol, giving rise to
eight possible conformations (as optimized by Scharkoi et al.) [29]; however, Forms I and
II crystallize in the same conformation, which is different than the calculated gas phase
energy minimum [29,30].

The rings of Form I are not strictly coplanar—there is a plane twist angle of 7.6(1)◦

between Plane 1 and Plane 3. Initially, the lack of planarity was hypothesized to be due to
the steric effects of the methyl group (C14) in relation to the hydrogen atom on C6 (H6A).
A benzo[c]chromen-6-one analogue, 2-chloro-7-hydroxy-8-methyl-6H-benzo[c]chromen-6-
one [31], which lacks a sterically incumbered methyl group, yet its rings are considered to
be coplanar with a plane twist angle of 2.78(8)◦, was used for justification. However, this
analogue also lacks intermolecular hydrogen bonding that may exert forces onto the hy-
droxyl groups, causing their respective rings to twist slightly out of plane. Form II exhibits
an even smaller plane twist angle of 2.19(8)◦ than the above reference analogue. Moreover,
the distance between the methyl group and H6A are statistically the same—2.36(3) Å and
2.39(2) Å for Form I and II, respectively. Therefore, the lack of planarity in Form I must
be due to factors other than the steric interaction between the methyl group and H6A. A
previously mentioned alternariol analogue, AME [15], solidifies this notion: like alternariol,
it has a methyl group in close proximity to a hydrogen atom and a plane twist angle of only
0.59(5)◦, suggesting that rings 1 and 3 are coplanar. The difference is that AME has a more
extended hydrogen bonding network (including C-H . . . O and O-H . . . O interactions)
and stronger π-π stacking.

Superimposed images of Form I and Form II, matching atoms C11, C12, and C13 of
each structure (Figure 4), allow for visualization of the maximal deviations between the
polymorphs occurring at C4, C5, O4, and C6 with differences of 0.256(3) Å, 0.352(4) Å,
0.503(3) Å, and 0.306(4) Å, respectively. Clearly, forms I and II of alternariol do not show
significant variance in conformation and can therefore be described as packing polymorphs.
The different packing arrangements are attributed to a slight difference in planarity between
the two forms (Figure 5). In Form I, parallel molecules from different layers are eclipsed
(Figure 5a) while in Form II adjacent molecules are rotated 180◦ and offset by approximately
1.46 Å. (Figure 5d). Form I exhibits a zig-zag packing motif where interlayer H-bonding
interactions are formed between adjacent layers (Figure 5b), while Form II forms parallel
layers (Figure 5e) with no interlayer H-bonding interactions.
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Figure 5. Crystal packing diagrams of Form I (upper) and Form II (lower) at different orientations.
Left column (a,d): views perpendicular to molecular planes; Middle column (b,e): side views of the
molecule; Right column (c,f): the same layers of 5b and 5e rotated by 90◦.

Hirshfeld Surface Analysis

Intermolecular interactions were investigated for Form I and Form II of alternariol via
analysis of Hirshfeld surfaces. Figure 6 shows the Hirshfeld surface for Form I, mapped over
dnorm (from −0.6764 to 1.0428) along with the neighboring molecules associated with the
closest contacts. Figure 7 shows the Hirshfeld surface for Form II, mapped over dnorm (from
−0.7193 to 1.2040) along with the neighboring molecules associated with the closest contacts.
Figures 6a and 7a illustrate the contact points. In both figures, the red regions on the surface



Crystals 2022, 12, 579 7 of 10

represent the closest interactions between molecules. Four intermolecular H-bonded
interactions, O5-H . . . O4i (2.809(3) Å; green), the reciprocal O4 . . . H-O5ii (2.809(3) Å;
red), O4-H . . . O2iii (2.685(3) Å; orange), and O2 . . . H-O4iv (2.685(3) Å; purple) dominate
Form I (Figure 6). Similarly, four intermolecular H-bonded contacts are encountered in
Form II: O5-H . . . O2i (2.640(2) Å; green); O5 . . . H-O4iv (2.735(2) Å; purple); O4-H . . . O5ii

(2.735(2) Å; red); and O2 . . . H-O5iii (2.640(2) Å; orange) (Figure 7). In both Forms I and
II, there is a pattern of two shorter, 2.685 Å (I) and 2.640 Å (II), and two longer, 2.809 Å (I)
and 2.735 Å (II), intermolecular H-bonds, the ones of Form II being approximately 0.050 Å
shorter than the corresponding ones in Form I. Counterintuitively, the tighter H-bonded
pattern of Form II does not render it denser than I, with calculated densities of 1.594 g cm−3

vs. 1.590 g cm−3 for I and II, respectively. In Form I, three smaller, less intense red spots
can be observed, denoting long-range interactions: the first one between the methyl group
(C14) of external molecule i and O5 of the central molecule with a distance of 3.768(3) Å.
The second long range interaction can be seen between the methyl group of the central
molecule and the methyl group of an external one directly above it (not shown in Figure 5)
with a distance of 3.7244 (6) Å. The third long range interaction at 3.547(3) Å can be seen
between C4 of external molecule iv and O1 of the central one. This last interaction can
also be seen between C4 . . . O1iii. A number of long-range interactions can also be seen
in Form II. The first is a non-classical hydrogen bond between O4 of the central molecule
with O3-H of an external one (shown in Figure 2) with a distance of 2.986(3) Å. The second
interaction is between O1 of external molecule i and C12 of the central one with a distance
of 3.821(3) Å. Two additional reciprocal interactions between C4 and the methyl group are
shown at 4.126(3) Å.

From the dnorm surface, 2D fingerprint plots are assembled in Figure 8. Here, dark blue
squares represent the fewest concentration of points, green—moderate, and red—dense
concentration of points. The shapes of the full fingerprint plots for Forms I and II share
some similarities. They each have two sharp spikes in the bottom left quadrant of the
plot that correspond to the shortest interactions (O . . . H); however, the spikes of Form
II are much sharper. Both plots also show a cluster of green and red squares roughly
around di = de ≈ 1.8–2.0 which indicates C . . . C interactions and π-π stacking interactions;
however, Form II has a larger concentration of these interactions.
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Figure 6. Hirshfeld surface of Form I mapped over dnorm along with external molecules i–iv: a
perpendicular view of the molecule and its surface (a) and an angled view (b). Red regions on the
surface represent close contacts, blue regions represent long contacts, and white regions represent
contacts in which the distance is equal to the sum of van der Waals radii.

The decomposition of the full fingerprint plot into the specific types of molecular inter-
actions are shown in the Supplementary Materials. From the greatest to least contribution,
the interactions are as follows (percent contributions are written in parentheses in the order
of Form I, Form II): O . . . H (38.6, 37.4); H . . . H (28.9, 29.6); C . . . C (16.0, 16.2); C . . . H (9.1,
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10.1); O . . . C (5.7, 4.7); O . . . O (1.7, 2.0). The order of contributions is the same for both
Forms I and II; even the precent contributions of each interaction are similar for each Form.
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Figure 7. Hirshfeld surface of Form II mapped over dnorm along with external molecules i–iv: a
perpendicular view of the molecule and its surface (a) and an angled view (b). Red regions on the
surface represent close contacts, blue regions represent long contacts, and white regions represent
contacts in which the distance is equal to the van der Waals radii.
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4. Conclusions

Single crystals of two polymorphs of alternariol have been grown using two dif-
ferent methods—sublimation and recrystallization from a methanolic solution. As the
bioavailability of polymorphs, and consequently their biological properties, vary among
them, the possibility exists that recrystallization from solvents of a different polarity than
methanol may result in additional polymorphic structures, which may exhibit differences
in cytotoxicity.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/cryst12050579/s1, Figures S1 & S2: 2D fingerprint plots filtered
by type of molecular interaction for Form I and Form II, respectively; Table S1: Selected bond lengths
(Å) for alternariol—Form II.

Author Contributions: Formal analysis, K.L.R. and G.N.; investigation, K.L.R. and G.N.; writing
—original draft preparation, K.L.R.; writing—review and editing, K.L.R., R.G.R. and J.L.; visualization,
K.L.R.; supervision, R.G.R. and J.L.; funding acquisition, R.G.R. and J.L. All authors have read and
agreed to the published version of the manuscript.

Funding: This work was supported by NIH NIAID R01AI125657.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

https://www.mdpi.com/article/10.3390/cryst12050579/s1
https://www.mdpi.com/article/10.3390/cryst12050579/s1


Crystals 2022, 12, 579 9 of 10

Data Availability Statement: Not applicable.

Acknowledgments: K.L.R. was supported by U.S. Nuclear Regulatory Commission (NRC) fellowship
grant No. 31310018M0012 awarded to FIU.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Scott, P.M. Analysis of Agricultural Commodities and Foods for Alternaria Mycotoxins. J. AOAC Int. 2001, 84, 1809–1817.

[CrossRef]
2. Escrivá, L.; Oueslati, S.; Font, G.; Manyes, L. Alternaria Mycotoxins in Food and Feed: An Overview. J. Food Qual. 2017, 2017,

e1569748. [CrossRef]
3. Solhaug, A.; Eriksen, G.S.; Holme, J.A. Mechanisms of Action and Toxicity of the Mycotoxin Alternariol: A Review. Basic Clin.

Pharmacol. Toxicol. 2016, 119, 533–539. [CrossRef] [PubMed]
4. Brugger, E.-M.; Wagner, J.; Schumacher, D.M.; Koch, K.; Podlech, J.; Metzler, M.; Lehmann, L. Mutagenicity of the Mycotoxin

Alternariol in Cultured Mammalian Cells. Toxicol. Lett. 2006, 164, 221–230. [CrossRef] [PubMed]
5. Fernández-Blanco, C.; Juan-García, A.; Juan, C.; Font, G.; Ruiz, M.-J. Alternariol Induce Toxicity via Cell Death and Mitochondrial

Damage on Caco-2 Cells. Food Chem. Toxicol. 2016, 88, 32–39. [CrossRef]
6. Grover, S.; Lawrence, C.B. The Alternaria Alternata Mycotoxin Alternariol Suppresses Lipopolysaccharide-Induced Inflammation.

Int. J. Mol. Sci. 2017, 18, 1577. [CrossRef]
7. Braga, D.; Grepioni, F.; Maini, L.; Polito, M. Crystal Polymorphism and Multiple Crystal Forms. In Molecular Networks; Hosseini,

M.W., Ed.; Structure and Bonding; Springer: Berlin/Heidelberg, Germany, 2009; pp. 87–95.
8. Variankaval, N.; Cote, A.S.; Doherty, M.F. From Form to Function: Crystallization of Active Pharmaceutical Ingredients. AIChE J.

2008, 54, 1682–1688. [CrossRef]
9. Vippagunta, S.R.; Brittain, H.G.; Grant, D.J.W. Crystalline Solids. Adv. Drug Delivery Rev. 2001, 48, 3–26. [CrossRef]
10. Lee, A.Y.; Erdemir, D.; Myerson, A.S. Crystal Polymorphism in Chemical Process Development. Annu. Rev. Chem. Biomol. Eng.

2011, 2, 259–280. [CrossRef] [PubMed]
11. Bernstein, J. Polymorphism in Molecular Crystals; Oxford University Press: Oxford, UK, 2007.
12. Nogueira, B.A.; Castiglioni, C.; Fausto, R. Color Polymorphism in Organic Crystals. Commun. Chem. 2020, 3, 34. [CrossRef]
13. Brittain, H.G. Polymorphism in Pharmaceutical Solids; CRC Press: Boca Raton, FL, USA, 2018.
14. Lee, E.H. A Practical Guide to Pharmaceutical Polymorph Screening & Selection. Asian J. Pharm. Sci. 2014, 9, 163–175.
15. Dasari, S.; Bhadbhade, M.; Neilan, B.A. Alternariol 9-O-Methyl Ether. Acta Crystallogr. Sect. E Struct. Rep. Online 2012, 68, o1471.

[CrossRef] [PubMed]
16. Light, M.; Sudlow, L.; Ganesan. CCDC 1475142: Experimental Crystal Structure Determination, CSD Communication. 2016.

Available online: https://www.ccdc.cam.ac.uk/structures/Search?Ccdcid=1475142&DatabaseToSearch=Published (accessed on
18 April 2022). [CrossRef]

17. Dasari, S.; Miller, K.I.; Kalaitzis, J.A.; Bhadbhade, M.; Neilan, B.A. Alternariol 9-O-Methyl Ether Dimethyl Sulfoxide Monosolvate.
Acta Crystallogr. Sect. E Struct. Rep. Online 2013, 69, o872–o873. [CrossRef] [PubMed]

18. Siegel, D.; Troyanov, S.; Noack, J.; Emmerling, F.; Nehls, I. Alternariol. Acta Crystallogr. Sect. E Struct. Rep. Online 2010, 66, o1366.
[CrossRef] [PubMed]

19. Niu, G.; Wang, X.; Hao, Y.; Kandel, S.; Niu, G.; Raptis, R.G.; Li, J. A Novel Fungal Metabolite Inhibits Plasmodium Falciparum
Transmission and Infection. Parasit. Vectors 2021, 14, 177. [CrossRef]

20. Bruker. APEX3; Bruker AXS LLC: Madison, WI, USA, 2020.
21. Sheldrick, G.M. SHELXT—Integrated Space-Group and Crystal-Structure Determination. Acta Crystallogr. Sect. A Found.

Crystallogr. 2015, 71, 3–8. [CrossRef]
22. Sheldrick, G.M. Crystal Structure Refinement with SHELXL. Acta Crystallogr. Sect. C Cryst. Struct. Commun. 2015, 71, 3–8.

[CrossRef]
23. Spackman, P.R.; Turner, M.J.; McKinnon, J.J.; Wolff, S.K.; Grimwood, D.J.; Jayatilaka, D.; Spackman, M.A. CrystalExplorer:

A Program for Hirshfeld Surface Analysis, Visualization and Quantitative Analysis of Molecular Crystals. J. Appl. Crystallogr.
2021, 54, 1006–1011. [CrossRef]

24. Macrae, C.F.; Sovago, I.; Cottrell, S.J.; Galek, P.T.A.; McCabe, P.; Pidcock, E.; Platings, M.; Shields, G.P.; Stevens, J.S.; Towler, M.;
et al. Mercury 4.0: From Visualization to Analysis, Design and Prediction. J. Appl. Crystallogr. 2020, 53, 226–235. [CrossRef]

25. Spackman, M.A.; Jayatilaka, D. Hirshfeld Surface Analysis. CrystEngComm 2009, 11, 19–32. [CrossRef]
26. Sundareswaran, S.; Karuppannan, S. Hirshfeld Surface Analysis of Stable and Metastable Polymorphs of Vanillin. Cryst. Res.

Technol. 2020, 55, 2000083.
27. McKinnon, J.J.; Fabbiani, F.P.A.; Spackman, M.A. Comparison of Polymorphic Molecular Crystal Structures through Hirshfeld

Surface Analysis. Cryst. Growth Des. 2007, 7, 755–769. [CrossRef]
28. Spackman, M.A.; McKinnon, J.J. Fingerprinting Intermolecular Interactions in Molecular Crystals. CrystEngComm 2002, 4, 378–392.

[CrossRef]

http://doi.org/10.1093/jaoac/84.6.1809
http://doi.org/10.1155/2017/1569748
http://doi.org/10.1111/bcpt.12635
http://www.ncbi.nlm.nih.gov/pubmed/27341187
http://doi.org/10.1016/j.toxlet.2006.01.001
http://www.ncbi.nlm.nih.gov/pubmed/16464542
http://doi.org/10.1016/j.fct.2015.11.022
http://doi.org/10.3390/ijms18071577
http://doi.org/10.1002/aic.11555
http://doi.org/10.1016/S0169-409X(01)00097-7
http://doi.org/10.1146/annurev-chembioeng-061010-114224
http://www.ncbi.nlm.nih.gov/pubmed/22432619
http://doi.org/10.1038/s42004-020-0279-0
http://doi.org/10.1107/S1600536812015000
http://www.ncbi.nlm.nih.gov/pubmed/22590344
https://www.ccdc.cam.ac.uk/structures/Search?Ccdcid=1475142&DatabaseToSearch=Published
http://doi.org/10.5517/ccdc.csd.cc1lj07c
http://doi.org/10.1107/S1600536813012294
http://www.ncbi.nlm.nih.gov/pubmed/23795051
http://doi.org/10.1107/S1600536810017502
http://www.ncbi.nlm.nih.gov/pubmed/21579450
http://doi.org/10.1186/s13071-021-04677-7
http://doi.org/10.1107/S2053273314026370
http://doi.org/10.1107/S2053229614024218
http://doi.org/10.1107/S1600576721002910
http://doi.org/10.1107/S1600576719014092
http://doi.org/10.1039/B818330A
http://doi.org/10.1021/cg060773k
http://doi.org/10.1039/B203191B


Crystals 2022, 12, 579 10 of 10

29. Scharkoi, O.; Fackeldey, K.; Merkulow, I.; Andrae, K.; Weber, M.; Nehls, I.; Siegel, D. Conformational Analysis of Alternariol on
the Quantum Level. J. Mol. Model. 2013, 19, 2567–2572. [CrossRef]

30. Tu, Y.-S.; Yufeng, J.T.; Appell, M. Quantum Chemical Investigation of the Detection Properties of Alternariol and Alternariol
Monomethyl Ether. Struct. Chem. 2019, 30, 1749–1759. [CrossRef]

31. Appel, B.; Saleh, N.N.R.; Langer, P. Domino Reactions of 1,3-Bis-Silyl Enol Ethers with Benzopyrylium Triflates: Efficient Synthesis
of Fluorescent 6H-Benzo[c]Chromen-6-Ones, Dibenzo[c,d]Chromen-6-Ones, and 2,3-Dihydro-1H-4,6-Dioxachrysen-5-Ones. Chem.
Eur. J. 2006, 12, 1221–1236. [CrossRef] [PubMed]

http://doi.org/10.1007/s00894-013-1803-2
http://doi.org/10.1007/s11224-019-01302-3
http://doi.org/10.1002/chem.200501024
http://www.ncbi.nlm.nih.gov/pubmed/16273563

	Introduction 
	Materials and Methods 
	Materials 
	Crystal Synthesis 
	X-ray Crystallography and Data Collection 
	Hirshfeld Surface Analysis 

	Results and Discussion 
	Structure Description of Form II 
	Comparison of Form I and Form II 

	Conclusions 
	References

