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An unconventional proanthocyanidin
pathway in maize

Nan Lu1, Ji Hyung Jun1,2, Ying Li1 & Richard A. Dixon 1

Proanthocyanidins (PAs), flavonoid polymers involved in plant defense, are
also beneficial to human health and ruminant nutrition. To date, there is little
evidence for accumulation of PAs in maize (Zea mays), although maize makes
anthocyanins and possesses the key enzyme of the PA pathway, anthocyanidin
reductase (ANR). Here, we explore whether there is a functional PA bio-
synthesis pathway in maize using a combination of analytical chemistry and
genetic approaches. The endogenous PA biosynthetic machinery in maize
preferentially produces the unusual PA precursor (+)-epicatechin, as well as
4β-(S-cysteinyl)-catechin, as potential PA starter and extension units. Uncom-
mon procyanidin dimers with (+)-epicatechin as starter unit are also found.
Expression of soybean (Glycine max) anthocyanidin reductase 1 (ANR1) in
maize seeds increases the levels of 4β-(S-cysteinyl)-epicatechin and procyani-
din dimersmainly using (-)-epicatechin as starter units. Introducing a Sorghum
bicolor transcription factor (SbTT2) specifically regulating PAbiosynthesis into
a maize inbred deficient in anthocyanin biosynthesis activates both antho-
cyanin and PA biosynthesis pathways, suggesting conservation of the PA reg-
ulatory machinery across species. Our data support the divergence of PA
biosynthesis across plant species and offer perspectives for future agricul-
trural applications in maize.

Proanthocyanidins (PAs), or condensed tannins, are the second most
abundant plant phenolic compounds after lignin1. They are oligomers
and polymers of flavan-3-ols and are produced in several tissues of vas-
cular plants, providing protection from herbivores, fungal pathogens,
and ultraviolet radiation2. The antibacterial activities of PAs and their
precursor flavan-3-ols and their beneficial effects in preventing cardio-
vascular disease make these compounds popular health supplements
and targets for increasing food nutritional value3–5. Addition of PAs to
ruminant animal feed can improve nitrogen retention in the rumen and
reduce pasture bloat caused by production of methane gas, improving
animal health and productivity and reducing greenhouse gas emissions
from livestock6,7. Compared to the well-characterized flavan-3-ol and PA
biosynthesis pathways inmodel species suchasArabidopsis thaliana and
Medicago truncatula, the biosynthetic routes to PAs and their building
blocks in monocotyledonous crops remain largely unexplored8.

As the most important cereal crop cultivated worldwide, maize
(Zea mays) provides food, animal feed, and biofuels9,10. Through
domestication, breeders have generated a large collection of maize
cultivars with distinct seed pigmentation, determined by the accu-
mulation of different types and levels of flavonoids, including antho-
cyanins, quercetin, maysin, and phlobaphenes11. In maize seeds,
anthocyanins mainly accumulate in aleurone tissues12, where their
biosynthesis has been extensively studied and the enzymes involved
identified and characterized13. The transcriptional regulation of
anthocyanin biosynthesis depends on a ternary complex of tran-
scription factors, namely MYB-bHLH-WD40. Two anthocyanin-related
MYB transcription factors, C1 and Pl, are involved in tissue-specific
anthocyanin deposition in maize14–17. Besides anthocyanins, phloba-
phenes are detected in pericarp tissues of some maize varieties with
brick-red seeds. The biosynthesis of phlobaphenes is regulated by an
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R2R3-type MYB transcription factor, pericarp color 1 (P1)18. The key
enzyme for phlobaphene biosynthesis, a bifunctional dihydroflavonol
4-reductase/flavanone 4-reductase, encoded by the A1 locus, is
induced by P1 and diverts the flux of substrates from anthocyanin
biosynthesis toward the phlobaphene pathway. Homologs of P1 andA1
have been identified in Sorghum bicolor, suggesting a conserved reg-
ulatory mechanism for the phlobaphene pathway19. The biosynthesis
of anthocyanins, phlobaphenes and PAs shares common precursors
and intermediates (Supplementary Fig. 1a). However, few reports exist
on the investigation of PAs and their precursors in maize, and, where
available, suggest only very low levels20 or the existence of unusual
flavan-3-ol anthocyanin conjugates in some lines21.

A key enzyme in the PA biosynthesis pathway, anthocyanidin
reductase (ANR), converts anthocyanidins to the flavan-3-ol building
blocks of PAs (i.e., catechins and epicatechins)22,23 (Supplementary
Fig. 1b, c). Loss-of-function of ANR leads to reduced levels of PAs and
increased anthocyanins in Arabidopsis thaliana seeds. Maize ANR
(ZmANR1), although able to convert cyanidin to catechin and epica-
techin in vitro, does so at amuch lower rate than the reaction catalyzed
by ANRs from the dicots soybean (Glycine max),Medicago truncatula,
or A. thaliana, and the major product of ZmANR1 is (+)-epicatechin
rather than the typical (-)-epicatechin produced by other ANRs23

(Supplementary Fig. 1b, c). When ZmANR1 is ectopically expressed in
the A. thaliana ANR mutant ban, the epicatechin level is slightly
increased in developing seeds, but procyanidin B2 dimer is not
detected, suggesting that ZmANR1 from maize is functionally distinct
from the ANRs of A. thaliana and other PA-rich dicot plants23.

Like those in the anthocyaninpathways,manyPA-related enzymes
are transcriptionally regulatedby the ternaryMBWcomplex consisting
of MYB (TT2 or MYB5-type), bHLH (TT8) and WD40 transcription
factors24. The maize bHLH family transcription factors Lc and Sn were
able to induce the production of anthocyanins and PAs when ectopi-
cally expressed in alfalfa (Medicago sativa) and lotus (Nelumbo
nucifera)25,26. In addition, ectopic expression of pale aleurone color 1
(Pac1), a maize WD40 family transcription factor, in the A. thaliana
ttg11 mutant restored the levels of both anthocyanins and PAs27.
Therefore, someenzymes and transcription factors for PAbiosynthesis
may exist inmaize, but their in vivo functions remain unclear in light of
the general lack of long chain oligomeric PAs in this species.

Here, we probe the occurrence and diversity of PAs and their
precursors in different maize varieties and explore the consequences
of expressing heterologous ANR and TT2 homologs on production of
PAs or their biosynthetic intermediates in these lines. Our results
provide in planta evidence for a PA pathway in maize that generates
unconventional monomers and their conjugates but does not support
efficient polymerization to the long chain forms that improve the
nutritional quality of feeds. The implications of these findings for our
understanding of PA assembly are discussed.

Results
Mining PA-related genes in monocotyledonous plants
To interrogate the potential for PA biosynthesis in maize, we searched
for homologs of genes known to be involved in PA biosynthesis in
other plant species. Anthocyanidin Reductase (ANR) encodes an
enzyme functionally conserved across species that is essential for PA
biosynthesis. Using GmANR1 to BLAST against the maize genome, we
found two strong candidate ANR genes, namely ZmANR1
(GRMZM2g097854) and ZmANR2 (GRMZM2g097841), consistent with
earlier predictions18. These two genes locate in close proximity to each
other on chromosome 10. Transcriptional analysis of these two ANR
homologs in colored maize seeds of varieties Suntava (ST, purple
seeds) and Black Mexican (BM, blue/black seeds) indicated that
ZmANR1 is expressed at a much higher level than ZmANR2 in devel-
oping seeds (14 days-after-pollination, DAP) (Fig. 1a). Subcellular
localization experiments using Arabidopsis protoplasts showed that

ZmANR1 localizes to the cytosol, similar to soybean GmANR1 (Fig. 1b).
Ectopic expression of ZmANR1 in the A. thaliana ban mutant led to
increased levels of free epicatechin but no procyanidin B2 dimers
[(-)-epicatechin-(-)-epicatechin]23. To test whether ZmANR differs from
dicot ANRs in its ability to direct PA formation in planta, we expressed
ZmANR1, A. thaliana ANR (AtANR) and GmANR1 in tobacco (Nicotiana
tabacum cvXanthi) overexpressing theA. thaliana PAP1 (PRODUCTION
OF ANTHOCYANIN PIGMENT 1) gene. PAP1 is a conserved MYB tran-
scription factor regulating anthocyanin biosynthesis in plants28. These
PAP1-OX tobacco plants produce high levels of anthocyanins, resulting
in red-coloredpetals22, andoverexpressionof AtANRorGmANR1 in the
PAP1-OX background diverted flavonoid precursors from anthocya-
nins toward PA biosynthesis and consequently loss of the red floral
pigmentation (Fig. 1c). However, PAP1-OX/ZmANR1 lines displayed
red-colored petals similar to PAP1-OX (Fig. 1c). Staining with p-dime-
thylaminocinnamaldehyde (DMACA) showed that PAs accumulated in
petals of PAP1-OX/AtANR and PAP1-OX/GmANR1 plants, as indicated
by the purple color, but not inflowersof PAP1-OX/ZmANR1 or PAP1-OX
plants. Further analyses of PAs using liquid chromatography-mass
spectrometry (LC-MS) showed that both epicatechin and procyanidin
B2 dimers [(-)-epicatechin-(-)-epicatechin] accumulated in PAP1-OX/
AtANR and PAP1-OX/GmANR1flowers, whereas only a small increase of
epicatechin but not procyanidin B2 was observed in PAP1-OX/ZmANR1
(Fig. 1d). Furthermore, cysteinyl-epicatechin, an extension unit for PA
polymerization, was substantially accumulated in PAP1-OX/AtANR and
PAP1-OX/GmANR1 lines, but was only slightly elevated in the PAP1-OX/
ZmANR1 line with similar level of transgene expression (Fig. 1d, e).

Leucoanthocyanidin reductase (LAR) generates catechin from
leucocyanidin and also participates in PA polymerization in some
species by controlling the ratio of PA starter (epicatechin) and exten-
sion (cysteinyl-epicatechin) units29 (Supplementary Fig. 1a). Searching
themaize and sorghum genomes using MtLAR fromM. truncatula and
VvLAR1 from grapevine (Vitis vinifera) returned no apparent LAR
homolog, with an annotated 2´-hydroxyisoflavone reductase
(Zm00001d040173) and an uncharacterized protein (Sb03g043200)
showing the highest similarity in maize and sorghum, respectively. At
least one OsLAR (LOC_Os03g15360) was present in the rice genome.
Further sequence analysis showed that Sb03g043200 and
LOC_Os03g15360 lack the ICCNSIA and THDIFI domains conserved in
functional LAR homologs30 and share no obvious sequence similarity
with LAR homologs in other plant species (Supplementary Fig. 2).
Thus, sorghum and maize appear not to contain apparent LAR
homologs.

TT8 (bHLH) and TTG1 (WD40) transcription factors are required
for expression of PA biosynthesis in A. thaliana and M. truncatula31,32.
However, no apparent TT2-type MYB has yet been identified in
maize33,34. The maize MYB transcription factors with the highest
sequence similarity to TT2 homologs in A. thaliana (AtTT2) and M.
truncatula (MtMYB14) areC1 andPl, both ofwhichhave been identified
as anthocyanin regulators14,15,34. Further sequence analysis showed that
both rice and sorghum have both C1- and TT2-type MYBs, i.e., OsC1
(LOC_Os06g10350), OsMYB3/OsTT2 (LOC_Os03g29614), SbC1
(Sb10g006700), and SbTT2 (Sb01g032770) (Supplementary Fig. 3a,
b). Phylogenetic analysis indicated that the TT2 homologs from sor-
ghum, rice, M. truncatula and A. thaliana belong to a clade distinct
from C1-type MYBs (Supplementary Fig. 3c). MYB5-type transcription
factors also play important roles in plant development and PA bio-
synthesis in dicot species35, and homologous genes can be identified in
themaize, rice, and sorghumgenomes (Supplementary Fig. 3d). Taken
together, PA-rich monocots including sorghum and rice possess C1-
type, TT2-type and MYB5-type MYBs, whereas maize only appears to
contain the C1- and MYB5-type.

Overall, these results indicate that maize possesses neither an
effective ANR or LAR that facilitate PA biosynthesis nor a TT2-family
transcription factor to regulate expression of their genes.
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Occurrence and diversity of PA precursors in different maize
varieties
Given the lack of information regarding the presence or levels of
flavan-3-ols and other PA-related metabolites in maize, we first sear-
ched for thesemetabolites in seeds of variousmaize varieties. In yellow
maize seeds (FBLL), only trace amounts of epicatechin were detected
(Fig. 2, Supplementary Fig. 4), whereas in brown (Osage, OSA), black
(BlackMexican, BM), and purple (Suntava, ST; Arequipa, AREQ) seeds,
larger amounts of catechin and epicatechin were detected, with more
epicatechin than catechin (Fig. 2), consistent with the demonstration
that ZmANR1 preferentially produces epicatechin over catechin23. The
PA extension units cysteinyl-(epi)catechin were detected in brown
(Osage, OSA), black (Black Mexican, BM), and purple (Suntava, ST)
seeds, with the level of 4β-(S-cysteinyl)-catechin generally higher than

that of 4β-(S-cysteinyl)-epicatechin, or, in the case of AREQ, exclusively
4β-(S-cysteinyl)-catechin being present (Fig. 2). The levels of the
anthocyanin cyanidin 3-O-glucoside were generally negatively corre-
lated with free epicatechin levels in OSA, BM, ST and AREQ seeds
(Fig. 2). In maize seeds naturally accumulating phlobaphenes, no (epi)
catechin or cysteinyl-(epi)catechin were detected (Supplementary
Fig. 5). In sorghum seeds included as a positive control, catechin and
procyanidin B3 (catechin dimer) were observed (Supplemen-
tary Fig. 6).

To compare the PA profile of maize with that from a typical PA-
rich crop, we analyzed the soluble PA fraction extracted from seeds of
soybean, in which epicatechin was the primary flavan-3-ol monomer,
and B2 [(-)-epicatechin-(-)-epicatechin] was the main procyanidin
dimer (Supplementary Fig. 7). In contrast to maize, the PA extension
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Fig. 1 | Ectopic expression of ZmANR1 fails to generate PA precursors in high
anthocyanin producing tobacco. a Transcript levels of ZmANR1 and ZmANR2 in
developing seeds (14-days after pollination) ofmaize cultivars ST (Suntava) and BM
(Black Mexican). Data are presented as mean ± S.D. (n = 3, independent biological
replicates). Differences in transcript levels ofZmANR1 and ZmANR2between STand
BM maize are significant (P <0.01) as determined by two-tailed Student’s t-test.
ZmEF1α was used as the reference gene. b Confocal microscopy images of GFP-
tagged GmANR1 and ZmANR1 showing their subcellular localization in A. thaliana
protoplasts. GFP-tagged GmANR1 and ZmANR1 appear green. Autofluorescence of
chloroplasts appears red. Images are representative of three independent repli-
cates. c Images of tobacco flowers expressing PAP1, PAP1 with AtANR, PAP1 with
GmANR1, and PAP1 with ZmANR1 before (top) and after (bottom) DMACA staining.
The distribution of PAs in tobacco flowers is indicated as purple coloration after

DMACA staining. AtANR and GmANR1were cloned from Arabidopsis thaliana (Col-
0) and Glycine max (cv Clark), as described23 (d) Selected ion chromatogram of
catechin and epicatechin (left, m/z = 289.0718 ± 10 ppm), 4β-(S-cysteinyl)-catechin
and 4β-(S-cysteinyl)-epicatechin (middle, m/z = 408.0759± 10 ppm), procyanidin
dimers B1 and B2 (right, m/z = 577.1360 ± 10 ppm) in PA extracts from tobacco
flowers. e Transcript levels of AtANR, GmANR1 and ZmANR1 in tobacco plants
expressing PAP1, PAP1withAtANR, PAP1withGmANR1, and PAP1with ZmANR1. Data
are presented as mean ± S.D. (n = 3, independent biological replicates).Asterisks
indicate significant difference relative to the untransformed control at P <0.01 as
determined by Student’s t-test. Transcripts not detected are labeled as n.d. NtEF1α
was used as the reference gene. Source data for Fig. 1a and Fig. 1e are provided in
the Source Data file.
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unit 4β-(S-cysteinyl)-epicatechin was detected in developing seeds but
not in mature seeds (Supplementary Fig. 7).

ExpressionofGmANR1 leads to accumulationof 4β-(S-cysteinyl)-
epicatechin in maize seeds with active flavonoid biosynthesis
ANR participates in the generation of both starter and extension
units in PA-rich plants23. To test whether the ANR from a PA-rich
species can boost PA production in maize, we introduced soybean
GmANR1 into HiII maize that only produces trace amounts of epi-
catechin and no cysteinyl-epicatechin extension units. We selected
HiII for transformation because of its high transformation efficiency
and short time needed for plant regeneration. Three independent
GmANR1-OX lines with confirmed GmANR1 expression were selec-
ted for further biochemical analyses (Supplementary Fig. 8a, b). The
contents of anthocyanins and soluble PAs were low and not sig-
nificantly different between seeds of untransformed plants and the
three GmANR1-OX lines. Epicatechin levels were similar between
untransformed and GmANR1-OX seeds, and no 4β-(S-cysteinyl)-
catechin or 4β-(S-cysteinyl)-epicatechin were detected (Supple-
mentary Fig. 8c). We reasoned that the PA biosynthesis pathway
may be substrate-limited since the general flavonoid pathway is
inactive in white- or yellow-colored seeds such as HiII. To provide
more substrate for PA biosynthesis, we crossed GmANR1-OX (line
GmANR1-24) with Suntava (ST), an anthocyanin-rich purple maize,
and backcrossed the F1 plants for two more generations using ST as
the recurrent parent to obtain BC2 seeds. The content of 4β-(S-
cysteinyl)-epicatechin in ST-GmANR1 BC2 transgenic seeds was

increased by up to 19-fold compared with that in untransformed ST
seeds. In addition, the ratio of 4β-(S-cysteinyl)-epicatechin to 4β-(S-
cysteinyl)-catechin was increased from 0.3 in untransformed seeds
to 8 in ST-GmANR1 seeds (Fig. 3a). These data are consistent with
previous studies indicating that GmANR1 is involved in the forma-
tion of 4β-(S-cysteinyl)-epicatechin and that ZmANR1 may not be
able to efficiently catalyze the conversion of flaven-3,4-diol to 2,3-
cis-leucocyandin and 4β-(S-cysteinyl)-epicatechin (Fig. S1)23. The
lower expression level of endogenous ZmANR1 compared to ecto-
pically expressed GmANR1 may partially contribute to different PA
levels in different maize lines. Further phloroglucinolysis of PA
polymers showed that ST-GmANR1 had higher levels of released
(epi)catechin-phloroglucinol (representing PA extension units from
polymers) than either parental line (Fig. 3b).

To confirm that the increased 4β-(S-cysteinyl)-epicatechin in ST-
GmANR1 is independent of the genetic background that introduces an
active flavonoid pathway, we crossed GmANR1-24 (HiII) with another
anthocyanin-rich maize, Osage (OSA), and backcrossed the F1 gen-
erationwithOSA as recurrent parent to obtain BC1 seeds. Similar to the
effect of GmANR1-OX in the ST background, the level of 4β-(S-cystei-
nyl)-epicatechin and the ratio of 4β-(S-cysteinyl)-epicatechin to 4β-(S-
cysteinyl)-catechin were increased by approximately 6-fold and 9-fold,
respectively, in OSA-GmANR1 BC1 seeds compared with untrans-
formed OSA seeds (Fig. 3c), indicating that the altered composition of
soluble PA precursors was caused by GmANR1 expression. Our results
highlight the endogenous ANR as a bottleneck for PA biosynthesis in
maize due to its inability to facilitate formation of extension units.
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Expressing SbTT2 or SbMYB5 in yellow-seed maize activates
both the anthocyanin and PA precursor pathways
Since maize does not have an apparent homolog of TT2, we reasoned
that, in addition to the issue of ZmANR specificity, maize may lack a
functional transcription factor to activate the PAbiosynthesispathway.
Sorghum is a PA-rich monocot and a close-relative to maize, so we
investigated whether SbTT2 and SbMYB5 could be used to activate PA
accumulation in maize. Transactivation assays using Arabidopsis pro-
toplasts indicated that both SbTT2 and SbMYB5, when combined with
GmTT8 and GmWD40, were able to activate the GmANR1 promoter
thereby driving firefly luciferase gene expression (Supplementary
Fig. 9a), suggesting that SbTT2 and SbMYB5may function in amanner
similar to that of GmTT2 andGmMYB5 in soybean and relatedMYBs in
other species35–37.

To first test the in vivo activity of the transcription factors,
SbTT2, SbMYB5 and GUS (control) were individually expressed in

soybean hairy roots. DMACA-stained PAs (purple color) were
observed in vascular tissues of SbTT2 roots but were undetectable in
SbMYB5 or GUS expressing roots (Supplementary Fig. 9b). Quanti-
tative reverse transcription (qRT)-PCR showed that transcript levels
of GmANR1, GmLAR2 and GmANS were significantly higher in SbTT2
and SbMYB5 lines than in GUS lines, with GmANR1 primarily induced
by SbTT2 and GmLAR2 more effectively induced by SbMYB5 (Sup-
plementary Fig. 9c). Phloroglucinolysis analysis showed increased
levels of oligomer/polymer-derived epicatechin-phloroglucinol in
SbTT2-expressing compared with the GUS control (Supplementary
Fig. 9d). These results suggest that, while both SbTT2 and SbMYB5
can induce the expression of PA-related genes, SbTT2 is the more
effective in activating the PA biosynthesis/polymerization pathway,
at least in soybean.

SbTT2 and SbMYB5 were then introduced individually into B104
maize, an inbred deficient in C1 and B‐peru activities, transcription
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z = 289.0718 ± 10 ppm), as well as 4β-(S-cysteinyl)-catechin and 4β-(S-cysteinyl)-
epicatechin (m/z = 408.0759 ± 10 ppm) in seeds of untransformed and transgenic
ST (a) and OSA (c) maize. Peak areas of 4β-(S-cysteinyl)-epicatechin and ratio of 4β-
(S-cysteinyl)-epicatechin/4β-(S-cysteinyl)-catechin in ST, ST-GmANR1, OSA and
OSA-GmANR1 are shown in histograms. Data are presented as mean ± S.D. (n = 3,
independent biological replicates). Asterisks denote significant difference relative
to wild-type ST or OSA at P <0.01 determined by two-tailed Student’s t-test.
b Phloroglucinolysis of PAs extracted from seeds of ST, ST-GmANR1 and HiII-

GmANR1 using procyanidin dimer B2 as standard. Left, selected ion chromato-
grams of epicatechin monomers (m/z = 289.0718 ± 10 ppm); right, selected ion
chromatograms of epicatechin-phloroglucinol (m/z = 413.0876 ± 10 ppm). d MS/
MS spectra of 4β-(S-cysteinyl)-epicatechin in the standard and PAs extracted from
seeds expressing GmANR1. SD, chemical standards; ST, Suntava maize; OSA, Osage
maize; HiII-GmANR1, HiII maize expressing GmANR1 (line GmANR1-24); ST-
GmANR1, seeds from genetic cross between ST and GmANR1-24; OSA-GmANR1,
seeds from genetic cross between OSA and GmANR1-24. Red arrows indicate peak
representing cysteinyl-epicatechin. Source data for Fig. 3a and Fig. 3c are provided
in the Source Data file.
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factors regulating anthocyanin biosynthesis38. Two independent lines
of SbTT2-OX (SbTT2-21 and SbTT2-31) and two independent lines of
SbMYB5-OX (SbMYB5-51 and SbMYB5-12) were selected for further
analyses (Fig. 4a). Seeds from both SbTT2-OX and SbMYB5-OX lines
were smaller than untransformed seeds (Fig. 4a) and weighed less
(Fig. 4b). In contrast to the yellow seed color of the untransformed
maize (B104), seeds of the two SbTT2-OX lines were purple, and seeds
from SbMYB5-OX lines were slightly darker than untransformed seeds
(Fig. 4a). Anthocyanin-related pigmentation was also observed in the
coleoptile tissue and later in silks (Fig. 4a [lower panels] and 4c).
Qualitative analysis of anthocyanins using high performance LC
(HPLC) andLC-MS indicated that the anthocyanins produced in SbTT2-
OX and SbMYB5-OX are predominantly cyanidin-based and include
cyanidin 3-O-glucoside (Supplementary Fig. 10 a–c). Quantification of
total anthocyanins showed that expression of SbTT2 or SbMYB5
induced anthocyanin biosynthesis in maize seeds, and the level of

anthocyanin was higher in SbTT2-OX than in SbMYB5-OX (Supple-
mentary Fig. 10d).

Transcript analysis showed that expression of ZmANR1 and
ZmANR2 was up-regulated in developing seeds of SbTT2-OX and
SbMYB5-OX, with ZmANR1 transcripts to a much higher level than
ZmANR2 (Fig. 5a). Both soluble and insoluble PA levels were increased,
by approximately 10-15-fold and 4-8-fold, in seeds of SbTT2-OX and
SbMYB5-OX, respectively, compared to the untransformed maize
(Fig. 5b), although the absolute levels were still low. Analysis of PA
precursors using LC-MS indicated that, compared with untransformed
B104 seeds, where these precursors are barely detectable, the levels of
epicatechin, 4β-(S-cysteinyl)-catechin, and 4β-(S-cysteinyl)-epica-
techin were increased by over 100-fold in SbTT2-OX and to a lesser
extent in SbMYB5-OX (Fig. 5c, Supplementary Fig. 11). In contrast to the
ST-GmANR1 and OSA-GmANR1 lines, where 4β-(S-cysteinyl)-epica-
techin content is higher than 4β-(S-cysteinyl)-catechin, SbTT2-OX and
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Fig. 4 | Expression of SbTT2 or SbMYB5 reduces growth and enhances antho-
cyanin accumulation in yellow-seeded maize. a Top, images of seeds from
untransformed B104, transgenic lines expressing SbTT2 (SbTT2-21 and SbTT2-31),
and transgenic lines expressing SbMYB5 (SbMYB5-12 and SbMYB5-51); middle,
zoom-in images of seeds in the top row showing differences in seed size and color;
bottom, images of maize coleoptile at 5 days after seed germination showing

differences in color. b Seed weight of untransformed B104 and transgenic lines
expressing SbTT2or SbMYB5. Data are presented asmean± S.D. (n = 6, independent
biological replicates). Asterisks denote significant difference relative to untrans-
formed B104 at P <0.01 determined by two-tailed Student’s t-test. c Images of
maize silk showing differences in color. Source data for Fig. 4b are provided in the
Source Data file.
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untransformed maize (BM, ST, and OSA) contain about twice as much
4β-(S-cysteinyl)-catechin as 4β-(S-cysteinyl)-epicatechin (Figs. 3a, 3c,
5c), which is likely due to the endogenous ZmANR not being able to
efficiently produce 2,3-cis-leucocyanidin23. Phloroglucinolysis assays
showed that the amount of (epi)catechin-phloroglucinol produced
was higher in SbTT2-OX lines than in untransformed plants (Fig. 5d),
indicating increased accumulation of PA oligomers and polymers in
SbTT2-OX seeds. It is likely that, due to the inefficiency of ZmANR,
excess substrates are re-directed toward anthocyanin biosynthesis,
resulting in hyperaccumulation of anthocyanins.

Maize produces procyanidin dimers with unusual
stereochemistry
In contrast to most ANRs, ZmANR1 converts cyanidin to (+)-epica-
techin in vitro, which can subsequently form procyanidin dimers with
2,3-cis-leucocyanidin or 4β-(S-cysteinyl)-epicatechin23. Unlike (+)-epi-
catechin and (-)-epicatechin monomers that cannot be separated on
LC-MS, the iso-B2 dimer ((-)-epicatechin-(+)-epicatechin] and iso-B4
dimer [(+)-catechin-(+)-epicatechin] have different retention times
than B2 [(-)-epicatechin-(-)-epicatechin] and B4 [(+)-catechin-(-)-epica-
techin]. To test whether maize seeds contain different stereoisomers
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Fig. 5 | PA and PA precursor content and composition in seeds of B104 maize
expressing SbTT2 or SbMYB5. a Transcript levels of SbTT2, SbMYB5, ZmANR1 and
ZmANR2 in developing seeds (14-days after pollination) of untransformed B104,
SbTT2-OX and SbMYB5-OX analyzed by qRT-PCR. Data are presented as mean ±
S.D. (n = 3, independent biological replicates). ZmEF1α was used as reference gene.
Asterisks indicate significant difference relative to the untransformed control at
P <0.01 as determined by two-tailed Student’s t-test. b Contents of soluble and
insoluble PAs in seeds of B104, SbTT2-OX and SbMYB5-OX. Data are presented as
mean ± S.D. (n = 3, independent biological replicates). Asterisks indicate significant
difference relative to the untransformed control at P <0.01 as determined by two-
tailed Student’s t-test. c Selected ion chromatograms of catechin and epicatechin
(m/z = 289.0718 ± 10 ppm), as well as 4β-(S-cysteinyl)-catechin and 4β-(S-cysteinyl)-

epicatechin (m/z = 408.0759 ± 10 ppm) in seeds of B104, SbTT2-OX (line SbTT2-31)
and SbMYB5-OX (line SbMYB5-51). Peak areas of epicatechin (epi), 4β-(S-cysteinyl)-
catechin (c-cys), and 4β-(S-cysteinyl)-epicatechin (epi-cys) in B104 and SbTT2-OX
are shown in the histograms. Data are presented asmean ± S.D (n = 3, independent
biological replicates). Asterisks denote significant difference relative to untrans-
formed B104 at P <0.01 determined by two-tailed Student’s t-test. Compounds not
detected are labeled as n.d. d Phloroglucinolysis of PAs extracted from seeds of
B104, SbTT2-OX and SbMYB5-OX using procyanidin dimers B2 and B3 as refer-
ences. Left, selected ion chromatograms of catechin and epicatechin monomers
(m/z = 289.0718 ± 10 ppm); right, selected ion chromatograms for detection of
catechin-phloroglucinol and epicatechin-phloroglucinol (m/z = 413.0876 ± 10
ppm). Source data for Figs. 5a–c are provided in the Source Data file.
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of the common procyanidin dimers, standards for iso-B2 and iso-B4
dimers were chemically synthesized (Supplementary Fig. 12), and
procyanidin dimers in polyphenol extracts from maize seeds were
analyzed by LC-MS (see Methods). In ST maize seeds, we detected iso-
B2 and iso-B4 as the major procyanidin dimers, both of which use
(+)-epicatechin as starter unit and have not, to the best of our knowl-
edge, been detected in any other plant species (Fig. 6a). These dimers
could also be detected in seeds of BM and to a lesser extent AREQ,
which contains less free epicatechin than BM and ST (Supplementary
Fig. 13, Fig. 2). The level of iso-B4 tended to be higher than iso-B2 in
these seeds, consistent with maize seeds preferentially containing
more cysteinyl-catechin than cysteinyl-epicatechin (Fig. 2).

In seeds of ST-GmANR1 and OSA-GmANR1, in addition to iso-B2
and iso-B4 dimers, we also detected procyanidin B2 and B4 dimers
(Fig. 6a, b), which use (-)-epicatechin as starter unit and are commonly
found in soybean and other PA-rich species, supporting the idea that
ANR determines the C2-C3 stereochemistry of procyanidin dimers.
While the yellow-colored seeds of B104 do not contain detectable
procyanidin dimers, overexpression of SbTT2 in B104 induced pro-
duction of iso-B2 and iso-B4 in seeds (Fig. 6c), similar to untrans-
formed BM and ST varieties. Furthermore, procyanidin trimer C1
(epicatechin-epicatechin-epicatechin) was also detected in seeds of
ST-GmANR1 using C1 trimers extracted from soybean and M. trunca-
tula seeds as reference standards (Fig. 6d).

Crosstalk between PA and other flavonoid pathways in maize
Although ectopic expression of SbTT2 or SbMYB5 induced production
of PAs in maize, their content remained low compared to that in sor-
ghum and other PA-rich plants, suggesting that maize may lack a
mechanism to efficiently divertflux towardPAbiosynthesis. Therefore,
we speculated thatupstreamsubstratesmaybe routed to the synthesis
of other flavonoid compounds.

Flavanol-anthocyanin conjugates (flavan-3-ol-anthocyanin) are
dimeric flavonoids composed of a flavan-3-ol moiety and an antho-
cyanin moiety, with anthocyanin serving as the starter unit and flavan-
3-ol as the extension unit. These compounds have been characterized
in red wine, Guatemalan bean, blackcurrant and strawberry39–44. Over
the past decade, several studies have also confirmed the existence of
flavanol-anthocyanin dimers (i.e., catechin-cyanidin-3,5-O-diglucoside)
in some purple maize seeds21,45–47. Due to the lack of commercial
standards, we used catechin-cyanidin-3,5-O-diglucoside (Ca-C35G, m/
z = 897.2127 ± 10 ppm) extracted from seeds of AREQ maize as a
reference, as identified in a previous study47. In this way, we were able
to detect catechin-cyanidin-3,5-O-diglucoside in purple (ST) but not in
yellow (B104) or blue (BM) maize seeds (Supplementary Fig. 14a, b).
Among the samples, AREQ had the highest levels of catechin-cyanidin-
3,5-O-diglucoside and cysteinyl-catechin, the proposed extension unit
for the conjugates (Fig. 2). In addition, overexpression of SbTT2 or
SbMYB5 in maize with yellow seeds (B104) induced production of
catechin-cyanidin-3,5-O-diglucoside in the seeds (Supplementary
Fig. 14c). Interestingly, even though anthocyanins and PAs were pre-
sent at higher levels in SbTT2-OX than in SbMYB5-OX, SbMYB5-OX
produced more catechin-cyanidin-3,5-O-diglucoside than SbTT2-OX
(Supplementary Fig. 14c), likely due to the increased flux of flavonoid
substrates.

To further explore the relationship between anthocyanin and PA
biosynthesis, we analyzed PAs in a classicmaizemutant line bz1, where
anthocyanin biosynthesis and deposition are blocked due to the defi-
ciency of a UDP-glucose: flavonoid 3-O-glucosyltransferase (UFGT), a
key enzyme in anthocyanidin glycosylation48,49. The bz1 seeds had
much higher levels of epicatechin but dramatically lower levels of
cyanidin 3-O-glucoside thanBZ1 seeds (Fig. 7a), likely becauseANR and
UFGT compete for common substrates and the disruption of UFGT
results in substrates being redirected to PA biosynthesis. In fact, the
accumulation of anthocyanins was almost abolished in bz1 seeds

(Fig. 7b). The relatively high levels of epicatechin in bz1 seeds allowed
us to determine its stereochemistry using chiral-HPLC, confirming the
(+)-epicatechin stereoisomer (Fig. 7c). In contrast, (-)-epicatechin is the
only epicatechin stereoisomer detected in soybean seeds (Supple-
mentary Fig. 15), likely generatedby the LAR-LDOX-ANR complex23 and
consistent with the result that only procyanidin B2 [(-)-epicatechin-
(-)-epicatechin] was present in soybean seed coats.

Levels of procyanidin dimers, iso-B2 and particularly iso-B4, were
higher in bz1 seeds compared with purple BZ1 seeds with the natural
UFGT allele (Fig. 7d). The higher level of iso-B4 than iso-B2 in bz1 seeds
is consistent with bz1 accumulating more cysteinyl-catechin than
cysteinyl-epicatechin (Fig. 7a). Phloroglucinolysis confirmed the
increased epicatechin levels, but the low relative level of released (epi)
catechin-phloroglucinol in bz1 relative to BZ1 seeds (Supplementary
Fig. 16) suggests that epicatechin extension units were not present in
longer PA polymers.

Discussion
Maize is known for having great diversity offlavonoids across cultivars,
associated with seed coloration. However, although anthocyanin and
phlobaphene biosynthesis pathways in maize have been well estab-
lished, oligomeric PAs appear to be absent in this species. The bio-
synthetic pathways of anthocyanins, phlobaphenes, PAs, and other
flavonoids partially overlap, sharing several common precursors and
enzymes (Fig. 8)1,8. Herewe show that, among differentmaize cultivars
with an active anthocyanin biosynthetic pathway, those producing less
anthocyanins tend to accumulate more epicatechin and other PA
precursors. The increased PA precursor accumulation in bz1 maize
deficient in the enzyme converting cyanidins into anthocyanins sug-
gest that PA biosynthesis may be closely related to the flux into
anthocyanin biosynthesis. It is less clear whether the same is true with
regard to phlobaphenes, the biosynthesis of which diverts prior to the
anthocyanin pathway and is localized to pericarp tissues (Fig. 8).
Despite the lack of an apparent homolog of TT2, a transcription factor
specifically activating PA biosynthesis in PA-rich plant species34, over-
expression of SbTT2 in maize induced the production of PAs. Sur-
prisingly though, expression of SbTT2 in a maize inbred with an
inactive anthocyanin biosynthesis pathway also led to anthocyanin
accumulation, resulting in purple-colored seeds in transgenic lines.
Previous studies demonstrated that C1 and R family transcription
factors regulate anthocyanin biosynthesis in maize with dark-colored
seeds15,50. The PA precursor and anthocyanin accumulation in seeds of
SbTT2-OX transgenic lines resembled that of maize cultivars with
functional transcription factors for anthocyanin biosynthesis, sup-
porting the hypothesis that SbTT2 and maize anthocyanin-related
transcription factors share conserved activities in regulating PA and
anthocyanin biosynthesis in maize.

ANR is a key enzyme that produces both PA starter and extension
units, and ANR product specificity determines PA composition and
polymerization23. Our previous in vitro studies showed that unlike
ANRs from PA-rich species such as soybean that can efficiently pro-
duce (-)-epicatechin via coupled reactionswith LDOX (absent inmaize)
using (+)-catechin as substrate, ZmANR1 produces (+)-epicatechin at
low efficiency in such in vitro LDOX-coupled reactions and favors the
production of (+)-epicatechin over other flavan-3-ol stereoisomers
when using cyanidin as substrate23. Our biochemical analyses of PAs in
maize show that (+)-epicatechin is the epicatechin stereoisomer
detected in bz1 seeds, and procyanidin dimers with (+)-epicatechin as
starter units (i.e., iso-B2 and iso-B4 dimers) are the predominant pro-
cyanidin dimers in seeds of SbTT2-OX, where endogenous ZmANR1
expression was upregulated. Seeds of ST-GmANR1 and OSA-GmANR1,
on the other hand, produced classical procyanidin B2 and B4 dimers,
which have (-)-epicatechin as starter units and are commonly found in
PA-rich plant species. In addition, expression of GmANR1 in ST or OSA
maize dramatically increased 4β-(S-cysteinyl)-epicatechin level in
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seeds, consistent with our previous finding that GmANR1 is directly
involved in the formation of 4β-(S-cysteinyl)-epicatechin extension
units23. Interestingly, while ZmANR1 only weakly catalyzes in vitro
conversion of flaven-3,4-diol to 2,3-cis-leucocyandin and 4β-(S-cystei-
nyl)-epicatechin, trace amounts of 4β-(S-cysteinyl)-epicatechin were
detected in seeds of some maize varieties and expression of SbTT2
greatly enhanced its accumulation, suggesting that theremay be other
factors or pathways within maize cells contributing to the production
of 4β-(S-cysteinyl)-epicatechin and that this mechanism can be acti-
vated by SbTT2.

Although expression of GmANR1 in colored maize increased the
levels of epicatechin and 4β-(S-cysteinyl)-epicatechin starter and
extension units, the level of PA polymers remained low, suggesting an
inefficient PA polymerization mechanism. Given that the assembly of

PA polymers is likely nonenzymatic29, maize may lack an appropriate
cellular mechanism to stabilize and protect reactive PA intermediates
during delivery to appropriate cell compartments for polymerization.
This might explain the presence of unusual (epi)catechin-anthocyanin
conjugates in somemaize varieties. The procyanidin dimers iso-B2 and
iso-B4 were also detected in some maize varieties and in transgenic
maize overexpressing SbTT2, suggesting that the (+)-epicatechin pro-
duced by ZmANR1 can be used as starter unit to generate procyanidin
dimers. It will now be important to investigate whether the unusual
(+)-epicatechin and isomeric procyanidin dimers negatively influence
PA assembly.

The scheme in Fig. 8 summarizes what is currently known about
PA biosynthesis in maize. In the apparent absence of an efficient
polymerization system, the operation of an ANR that generates the 2,3-
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dards and PAs extracted from seeds of untransformed and transgenicmaize ST (a),
OSA (b), and B104 (c).d Selected ion chromatograms of procyanidin trimers in PAs
extracted from seeds of Medicago (Mt), soybean (Gm), untransformed ST maize,
and ST maize expressing GmANR1. SD, chemical standards; ST, Suntava maize; ST-

GmANR1, transgenicmaize seeds obtained from crosses betweenHiII-GmANR1 and
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crosses between HiII-GmANR1 and OSA; B1-B4, procyanidin dimers B1-B4 (m/
z = 577.1360 ± 10 ppm); iso-B2, procyanidin B2 isomer with (+)-epicatechin as the
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trans-flavan-3,4-diol, and a route to catechin-cysteine via 2,3-trans-
leucocyanidin, the major products are isomers of procyanidins B2 and
B4, along with catechin-anthocyanin conjugates. The recent publica-
tion of a set of candidate PA biosynthesis genes expressed in the seed
coat of wheat51, which naturally accumulates (+)-catechin type PAs, will
facilitate comparative approaches to deciphering the key controlling
steps inPAbiosynthesis in cereals. EngineeringPAs inmaize represents
a promising strategy for producing value-added agricultural products
and for improving the health benefits of maize for humans and live-
stock, and understanding the unconventional endogenous pathway in
maize sets the stage for this purpose.

Methods
Chemicals and seed stocks
Chemical standards of (+)-catechin, (-)-epicatechin, cyanidin chlor-
ide and cyanidin 3-O-glucocide were purchased from Sigma-Aldrich.
The standard of (+)-epicatechin was purchased from Nacalai USA.
Standards of 4β-(S-cysteinyl)-catechin and 4β-(S-cysteinyl)-epica-
techin were synthesized using procyanidin dimers B3 or B2 and
L-cysteine as described previously29. FBLL (PI 546481), BlackMexican
(PI162573) and Arequipa (PI 571427) seeds were ordered from USDA.
Suntava and Osage seeds were ordered from Burpee Gardens and

Baker Creek Heirloom Seeds, respectively. Maize seeds rich in
phlobaphene (P1-rr) in the A619 background were provided by Drs.
Nan Jiang and Erich Grotewold atMichigan State University. Tobacco
(Nicotiana tabacum, cv Xanthi) seeds constitutively expressing
AtPAP1 were obtained from Dr. De-Yu Xie at North Carolina State
University. BZ1 and bz1maize seeds both in the W23 (C1, R-r) genetic
background were provided by Dr. Virginia Walbot at Stanford
University.

Plant growth conditions and generation of transgenic plants
Plants ofmaize, tobacco and soybeanwere grown in greenhouses with
temperature and light conditions set at 25 °C/22 °C day/night, and
14 h/10 h of light/dark. The coding sequence of GmANR1 was cloned
from soybean (cv Clark) as previously described24. The coding
sequences of SbTT2 and SbMYB5 were synthesized at Gene Universal.
Sequences encoding GmANR1, SbTT2 and SbMYB5 were individually
cloned inpMCG1005 vector betweenAscI andXmaI restriction enzyme
sites and driven by the maize Ubiquitin promoter. Agrobacterium-
mediated maize transformation was carried out by the Plant Trans-
formation Facility at Iowa State University52.GmANR1was transformed
into HiII maize, and F1 seeds were obtained by self-pollination of
transgenic plants. SbTT2 and SbMYB5 were transformed into B104
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maize, andF1 seedswereobtainedbypollinating transgenic plantswith
pollen collected from untransformed B104 plants.

Transgenic soybean (cv Clark) hairy roots were generated using
an Agrobacterium-mediated transformation method53. Briefly, cod-
ing sequences of SbTT2, SbMYB5 and GUS were cloned into
pB7WG2D gateway vector driven by p35S promoter, and the
recombinant plasmids were subsequently transformed into Agro-
bacterium rhizogenes strain K599. Cotyledons from soybean (cv.
Clark) were used for transformation and transgenic roots were
maintained in B5 medium and sub-cultured every 3 weeks. For
tobacco transformation, coding sequences of AtANR, GmANR1 and
ZmANR1 were cloned into pB7WG2D gateway vector, and the
recombinant plasmids were transformed into Agrobacterium tume-
faciens strain LB4404. Details of subsequent transformation were as
described previously54.

Enzymatic assays
GmANR1 and ZmANR1 were individually cloned in pDEST17 Gateway
destination vector and transformed in RosettaTM (DE3) cells (Millipore
Sigma). Protein extraction and purification were based on protocols
described previously55. Enzymatic assays were carried out in a total
volume of 100 µL containing 0.1mM cyanidin, 1mM NADPH, 50mM
MES buffer pH 5.7 and protein (50 µg) at 42 °C for 1 h and stopped by
adding 200 µL ethyl acetate.

Transactivation assays and protein subcellular localization
Transactivation assays using protoplasts isolated from Arabidopsis
leaves were performed following the protocol described
previously56, and firefly luciferase activity was quantified as pre-
viously described37. For subcellular localization, coding sequences of
GmANR1 and ZmANR1 were inserted into pMDC43 gateway vector.
The recombinant plasmids with GFP-tagged GmANR1 and ZmANR1
were then introduced into Arabidopsis protoplasts to visualize the
subcellular localization of recombinant proteins. Confocal images of
protoplasts expressing the GFP-tagged proteins were acquired by a
Zeiss LSM710 confocal laser-scanning microscope. GFP was excited
by a 488 nm laser and emission signals were collected at
500–540 nm.

RNA extraction and qRT-PCR analysis
RNA samples were extracted from maize leaves, seeds and soybean
hairy roots using PureLink Plant RNA Reagent (Invitrogen), and then
treated with DNA-free DNA removal kit (Invitrogen) according to the
manufacturers’ manuals. Then, cDNA was synthesized using iScript
Select cDNA synthesis kit (Bio-Rad). Gene expression (transcript) levels
were analyzed by qRT-PCR using PowerUP SYBR Green Master Mix
(Applied Biosystems) and a QuantStudio 6 Flex Real-Time PCR system.
Sequences of primers used in this study are listed in Supplemental
Table 1.

Extraction and quantification of anthocyanins and PAs
Anthocyanins were extracted from maize seeds by adding 0.5mL of
0.1% HCl in methanol to about 10mg of ground seed powders, soni-
cating for 1 h, and shakingovernight in adark cold-room. Sampleswere
then centrifuged at 13,000 rpm for 5min, and supernatants were
transferred to new tubes. Anthocyanins were further fractionated by
adding equal volumes of water and 0.5mL of chloroform and cen-
trifuging at 13,000 rpm for 5min. Total anthocyanins in the upper
aqueous phase were quantified based on the absorbance at 520 nm
using a standard curve generated with cyanidin 3-O-glucoside.
Hydrolysis of anthocyanins was performed by heating under acidic
conditions (2N HCl) at 100 °C for 1 h.

Soluble PAs were extracted by adding 1mL of extraction buffer
(70% acetone, 0.5% acetic acid) to 100–200mg of groundwholemaize
seeds and sonicating for 1 h at room temperature. Samples were cen-
trifuged at 13,000 rpm for 5min, and supernatants transferred to new
tubes. PAs in the supernatants were further fractionated by washing
with equal volumes of chloroform three times and washing with hex-
ane once. The cleaned PA samples were dried under vacuum and dis-
solved in 50% methanol. PAs were quantified by reaction with DMACA
and measuring the absorbance at 640nm. Insoluble PAs were quanti-
fied using the butanol-HCl method as described previously29.

The distribution of insoluble PAs in soybean hairy roots was
determined by staining cross sections with DMACA staining buffer
(0.2% DMACA in methanol/H2O containing 3N HCl) overnight and
washing repeatedly with 70% ethanol prior to imaging. Phlor-
oglucinolysis was performed by adding 50 µL of fresh phloroglucinol
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solution (5% phloroglucinol, 1% ascorbic acid, 1 N HCl dissolved in
methanol) to dried PA extract and incubating at 37 oC for 20min. The
reaction was stopped by adding 50 µL of sodium acetate (0.2M) and
immediately subjecting to LC-MS analysis.

Analysis of anthocyanins and PAs by HPLC and LC-MS
Anthocyanins were analyzed using an Agilent 1290 Infinity II HPLC
system equipped with an Eclipse Plus C18 column (4.6 × 250mm,
5 µm). The samples were separated at a rate of 1mL/min using solvent
A (0.1% formic acid) and solvent B (acetonitrile) with the following
protocol: 0 to 5min, 5%B; 5 to 10min, 5–10% B; 10 to 25min, 10–17% B;
25 to 40min, 17–50% B; 40 to 50min, 50–90% B; 50 to 60min,
90–100% B. Data were collected at 520 nm.

Chiral HPLC analysis of epicatechin was performed using an Agi-
lent HP1100 system equipped with a chiral column (Chiral Technolo-
gies #80325) with solvent A (0.5% acetic acid in hexane) and solvent B
(0.5% acetic acid in ethanol) at 1mL/min. The protocol used was as
follows: 0 to 20min, 20% B; 20 to 23min, 20–50%B; 23–38min, 50% B;
38–40min, 50–20% B. Signals were recorded at 280nm.

Soluble PAs were analyzed with an Exion ultra high-performance
liquid chromatography system coupled with a high resolution Triple-
TOF6600+ mass spectrometer from AB Sciex as described
previously23,24. Specifically, compounds were separated using a C18
Acquity UPLCHSS T3 (100 × 2.1mm, 1.8 µm) column fromWaters. The
column compartment and the autosampler temperatures were kept at
42 °C and 15 °C, respectively. The analytes were eluted using a gradient
of 0.1% formic acid in water (Solvent A) and 0.1% formic acid in
methanol (Solvent B) under a flow rate of 0.4mL/min. The following
gradient was applied: 0–1.0min, 5.0 % B; 1.0–2.0min, 5.0–10.0% B;
2.0–7.0min, 10.0–28.2% B; 7.0–11.0min, 28.2–70.0% B; 11.0–11.1min,
70.0–95.0% B; 11.1–13.0, 95% B; 13.0–13.1min, 95.0–5.0% B;
13.1–15.0min, 5.0% B. In short, the mass spectrometer was set to scan
metabolites from m/z 250–1000 amu in negative mode with an ion
spray voltage of 4000V and the accumulation timewas 100msec.MS/
MS spectra were acquired over m/z 30–1000 amu with an accumula-
tion time of 25msec and parameters such as declustering potential,
collision energy and collision energy spread were set to 50 V, 25 V and
10V, respectively. The temperature of the source was 500 °C. The
analysis of the data was performed using Sciex OS software as
described previously23.

Extraction of polyphenols from maize seeds
To analyze procyanidin dimers and trimers in maize seeds, a modified
polyphenol extraction and purification method was used. Briefly,
maize seeds were ground into fine powders using liquid nitrogen and
1mL of 80% methanol was added to 100–200mg homogenized sam-
ples. After sonication for 1 h, samples were centrifuged for 5min at
13,000 rpm. Supernatants were transferred to new tubes and dried
under vacuum. Next, 100 µL of water was added to each sample,
and 200 µL of ethyl acetate was then added, followed by vortexing and
centrifugation at 13,000 rpm for 5min. The upper ethyl acetate phases
were transferred to new tubes and dried under vacuum. Finally, the
samples were dissolved in 20 µL of 50%methanol and stored at −20 oC
until use.

Phylogenetic analysis
Multiple protein sequence alignments were performed using the
ClustalW program, and the phylogenetic tree was generated by the
MEGA program following the Neighbor-Joining method with 2000
bootstrap replicates57.

Statistical analysis
Significant differences (P <0.05, 0.01) were determined by Student’s t-
test. All statistical analyses were performed using three to five biolo-
gical replicates, and n values in different experiments are listed in

figure legends. Exact p-values are listed in the Source Data file wher-
ever applicable.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
Materials generated and analyzed in this study are available from the
corresponding author upon request. A reporting summary for this
paper is available as a Supplementary information file. The LC-MS data
used in this study are available in the MetaboLights database58 under
accession codeMTBLS7920. Source data are provided with this paper.

References
1. Dixon, R. A. & Sarnala, S. Proanthocyanidin biosynthesis—A matter

of protection. Plant Physiol. 184, 579–591 (2020).
2. Dixon, R. A., Liu, C. & Jun, J. H. Metabolic engineering of antho-

cyanins and condensed tannins in plants. Curr. Opin. Biotechnol.
24, 329–335 (2013).

3. Nawrot-Hadzik, I. et al. Proanthocyanidins and flavan-3-ols in the
prevention and treatment of periodontitis-antibacterial effects.
Nutrients 13, 165 (2021).

4. Bernatova, I. Biological activities of (-)-epicatechin and (-)-epica-
techin-containing foods: Focus on cardiovascular and neu-
ropsychological health. Biotechnol. Adv. 36, 666–681 (2018).

5. Kerimi, A. & Williamson, G. The cardiovascular benefits of dark
chocolate. Vasc. Pharmacol. 71, 11–15 (2015).

6. Caradus, J. R. et al. The hunt for the “holy grail”: Condensed tannins
in the perennial forage legume white clover (Trifolium repens L.).
Grass Forage Sci. 77, 111–123 (2022).

7. Roldan, M. B., et al. Condensed tannins in white clover (Trifolium
repens) foliar tissues expressing the transcription factor TaMYB14-1
bind to forageprotein and reduceammonia andmethaneemissions
in vitro. Front. Plant Sci. https://doi.org/10.3389/fpls.2021.
777354 (2022).

8. Lu, N., Jun, J. H., Liu, C. G. & Dixon, R. A. The flexibility of proan-
thocyanidin biosynthesis in plants. Plant Physiol. 190,
202–205 (2022).

9. Liu, J., Fernie, A. R. & Yan, J. The Past, Present, and Future of Maize
Improvement: Domestication, Genomics, and Functional Genomic
Routes toward Crop Enhancement. Plant Commun. 1,
100010 (2019).

10. Torney, F., Moeller, L., Scarpa, A. & Wang, K. Genetic engineering
approaches to improve bioethanol production from maize. Curr.
Opin. Biotechnol. 18, 193–199 (2007).

11. Gomez-Cano, L. et al. Discovery of modules involved in the bio-
synthesis and regulation of maize phenolic compounds. Plant Sci.
291, 110364 (2020).

12. Dooner, H. K., Robbins, T. P. & Jorgensen, R. A. Genetic and
developmental control of anthocyanin biosynthesis. Annu. Rev.
Genet. 25, 173–199 (1991).

13. Petroni, K., Pilu, R. & Tonelli, C. Anthocyanins in corn: a wealth of
genes for human health. Planta 240, 901–911 (2014).

14. Cone, K. C., Cocciolone, S. M., Burr, F. A. & Burr, B. Maize antho-
cyanin regulatory gene pl is a duplicate of c1 that functions in the
plant. Plant Cell 5, 1795–1805 (1993).

15. Paz-Ares, J., Ghosal, D., Wienand, U., Peterson, P. A. & Saedler, H.
The regulatory c1 locus of Zea mays encodes a protein with
homology to myb proto-oncogene products and with structural
similarities to transcriptional activators. EMBO J. 6,
3553–3558 (1987).

16. Cone, K. C., Burr, F. A. & Burr, B. Molecular analysis of the maize
anthocyanin regulatory locus C1. Proc. Natl. Acad. Sci. USA 83,
9631–9635 (1986).

Article https://doi.org/10.1038/s41467-023-40014-5

Nature Communications |         (2023) 14:4349 12

https://www.ebi.ac.uk/metabolights/
https://doi.org/10.3389/fpls.2021.777354
https://doi.org/10.3389/fpls.2021.777354


17. Paz-Ares, J., Wienand, U., Peterson, P. A., Saedler, H. Molecular
cloning of the c locus of Zea mays: a locus regulating the antho-
cyanin pathway. EMBO J. 5, 824–833 (1986).

18. Morohashi, K. et al. A genome-wide regulatory framework identifies
maize pericarp color1 controlled genes. Plant Cell 24,
2745–2764 (2012).

19. Boddu, J. et al. Comparative structural and functional character-
ization of sorghum and maize duplications containing orthologous
Myb transcription regulators of 3-deoxyflavonoid biosynthesis.
Plant Mol. Biol. 60, 185–199 (2006).

20. Wu, Y. et al. Presenceof tannins in sorghumgrains is conditionedby
different natural alleles of Tannin1. Proc. Natl. Acad. Sci. USA 109,
10281–10286 (2012).

21. González-Manzano, S. et al. Flavanol–anthocyanin pigments in
corn: NMR characterisation and presence in different purple corn
varieties. J. Food Compost. Anal. 21, 521–526 (2008).

22. Xie, D. Y., Sharma, S. B., Paiva, N. L., Ferreira, D. &Dixon, R. A. Role of
anthocyanidin reductase, encoded by BANYULS in plant flavonoid
biosynthesis. Science 299, 396–399 (2003).

23. Jun, J. H., Lu, N., Docampo-Palacios,M.,Wang, X. &Dixon, R. A.Dual
activity of anthocyanidin reductase supports the dominant plant
proanthocyanidin extension unit pathway. Sci. Adv. 7,
eabg4682 (2021).

24. Lu, N., Rao, X., Li, Y., Jun, J. H. & Dixon, R. A. Dissecting the tran-
scriptional regulation of proanthocyanidin and anthocyanin bio-
synthesis in soybean (Glycine max). Plant Biotech. J. 19,
1429–1442 (2021).

25. Robbins,M. P. et al.Sn, amaize bHLHgene,modulates anthocyanin
and condensed tannin pathways in Lotus corniculatus. J. Exp. Bot.
54, 239–248 (2003).

26. Ray, H. et al. Expression of anthocyanins and proanthocyanidins
after transformation of alfalfa with maize Lc. Plant Physiol. 132,
14481463 (2003).

27. Carey, C. C., Strahle, J. T., Selinger, D. A. &Chandler, V. L.Mutations
in the pale aleurone color1 regulatory gene of the Zea mays
anthocyanin pathway have distinct phenotypes relative to the
functionally similar TRANSPARENT TESTA GLABRA1 gene in Arabi-
dopsis thaliana. Plant Cell 16, 450–464 (2004).

28. Borevitz, J. O., Xia, Y., Blount, J., Dixon, R. A. & Lamb, C. Activation
tagging identifies a conserved MYB regulator of phenylpropanoid
biosynthesis. Plant Cell 12, 2383–2393 (2000).

29. Liu, C., Wang, X., Shulaev, V. & Dixon, R. A. A role for leucoantho-
cyanidin reductase in the extension of proanthocyanidins. Nat.
Plants 2, 16182 (2016).

30. Wang, L. et al. Isolation and characterization of cDNAs encoding
leucoanthocyanidin reductase and anthocyanidin reductase from
Populus trichocarpa. PLoS One 8, e64664 (2013).

31. Li, P. et al. Regulation of anthocyanin and proanthocyanidin bio-
synthesis byMedicago truncatula bHLH transcription factor MtTT8.
New Phytol. 210, 905–921 (2016).

32. Pang, Y. et al. A WD40 repeat protein from Medicago truncatula is
necessary for tissue-specific anthocyanin and proanthocyanidin
biosynthesis but not for trichome development. Plant Physiol. 151,
1114–1129 (2009).

33. Du, H., Feng, B. R., Yang, S. S., Huang, Y. B. & Tang, Y. X. The R2R3-
MYB transcription factor gene family in maize. PLoS One 7,
e37463 (2012).

34. Nesi, N., Jond, C., Debeaujon, I., Caboche, M. & Lepiniec, L. The
Arabidopsis TT2 gene encodes an R2R3 MYB domain protein that
acts as a key determinant for proanthocyanidin accumulation in
developing seed. Plant Cell 13, 2099–2114 (2001).

35. Liu, C., Jun, J. H. & Dixon, R. A.MYB5 andMYB14 play pivotal roles in
seed coat polymer biosynthesis in Medicago truncatula. Plant Phy-
siol. 165, 1424–1439 (2014).

36. James, A. M. et al. Poplar MYB115 and MYB134 transcription factors
regulate proanthocyanidin synthesis and structure. Plant Physiol.
174, 154–171 (2017).

37. Lu, N., Roldan, M. & Dixon, R. A. Characterization of two TT2-type
MYB transcription factors regulating proanthocyanidin biosynthesis
in tetraploid cotton, Gossypium hirsutum. Planta 246,
323–335 (2017).

38. Davies, J. P. et al. Development of an activation tagging system for
maize. Plant Direct 3, e00118 (2019).

39. Fossen, T., Rayyan, S. & Andersen, Ø. M. Dimeric anthocyanins from
strawberry (Fragaria ananassa) consisting of pelargonidin
3-glucoside covalently linked to four flavan-3-ols. Phytochemistry
65, 1421–1428 (2004).

40. McDougall, G. J., Gordon, S., Brennan, R. &Stewart, D. Anthocyanin-
flavanol condensation products from black currant (Ribes nigrum
L.). J. Agric. Food Chem. 53, 7878–7885 (2005).

41. Macz-Pop, G. A., González-Paramás, A. M., Pérez-Alonso, J. J. &
Rivas-Gonzalo, J. C. New flavanol-anthocyanin condensed pig-
ments and anthocyanin composition in Guatemalan beans (Pha-
seolus spp.). J. Agric. Food Chem. 54, 536–542 (2006).

42. Arapitsas, P., Perenzoni, D., Nicolini, G. & Mattivi, F. Study of San-
giovese wines pigment profile by UHPLC-MS/MS. J. Agric. Food
Chem. 60, 10461–10471 (2012).

43. Blanco-Vega, D., Gómez-Alonso, S. & Hermosín-Gutiérrez, I. Iden-
tification, content and distribution of anthocyanins and low mole-
cular weight anthocyanin-derived pigments in Spanish commercial
red wines. Food Chem. 158, 449–458 (2014).

44. Sánchez-Ilárduya, M. B. et al. Detection of non-coloured antho-
cyanin-flavanol derivatives in Rioja aged red wines by liquid
chromatography-mass spectrometry. Talanta 121, 81–88 (2014).

45. Chatham, L. A. & Juvik, J. A. Linking anthocyanin diversity, hue, and
genetics in purple corn. G3 11, jkaa062 (2021).

46. Cuevas Montilla, E., Hillebrand, S., Antezana, A. & Winterhalter, P.
Soluble and bound phenolic compounds in different Bolivian pur-
ple corn (Zea mays L.) cultivars. J. Agric. Food Chem. 59,
7068–7074 (2011).

47. Paulsmeyer, M. et al. Survey of anthocyanin composition and con-
centration in diverse maize germplasms. J. Agric. Food Chem. 65,
4341–4350 (2017).

48. Dooner, H. K. & Nelson, O. E. Genetic control of UDP glucose:-
flavonol 3-Oglucosyltransferase in the endosperm of maize. Bio-
chem. Genet. 15, 509–519 (1977).

49. Kubo, H., Nawa, N. & Lupsea, S. A. Anthocyaninless1 gene of Ara-
bidopsis thaliana encodes a UDP-glucose:flavonoid-3-O-glucosyl-
transferase. J. Plant Res. 120, 445–449 (2007).

50. Chandler, V. L., Radicella, J. P., Robbins, T. P., Chen, J. & Turks, D.
Two regulatory genes of the maize anthocyanin pathway are
homologous: Isolation of B utilizing R genomic sequences. Plant
Cell 1, 1175–1183 (1989).

51. Vaughan, S. P. et al. Proanthocyanidin biosynthesis in the devel-
oping wheat seed coat investigated by chemical and RNA-Seq
analysis. Plant Direct 6, e453 (2022).

52. Frame, B., Main, M., Schick, R. & Wang, K. Genetic transformation
using maize immature zygotic embryos. Methods Mol. Biol. 710,
327–341 (2011).

53. Cho,H. J., Farrand,S. K., Noel, G. R.&Widholm, J.M.High-efficiency
induction of soybean hairy roots and propagation of the soybean
cyst nematode. Planta 210, 195–204 (2000).

54. Xie, D. Y., Sharma, S. B., Wright, E., Wang, Z. Y. & Dixon, R. A.
Metabolic engineering of proanthocyanidins through co-
expression of anthocyanidin reductase and the PAP1 MYB tran-
scription factor. Plant J. 45, 895–907 (2006).

55. Kovinich,N., Saleem,A., Arnason, J. T. &Miki, B. Identificationof two
anthocyanidin reductase genes and three red-brown soybean

Article https://doi.org/10.1038/s41467-023-40014-5

Nature Communications |         (2023) 14:4349 13



accessions with reduced anthocyanidin reductase 1mRNA, activity,
and seed coat proanthocyanidin amounts. J. Agric. Food Chem. 60,
574–584 (2012).

56. Yoo, S. D., Cho, Y. H. &Sheen, J. Arabidopsismesophyll protoplasts:
a versatile cell system for transient gene expression analysis. Nat.
Protoc. 2, 1565–1572 (2007).

57. Tamura, K., Stecher, G., Peterson, D., Filipski, A. &Kumar, S.MEGA6:
Molecular Evolutionary Genetics Analysis version 6.0. Mol. Biol.
Evol. 30, 2725–2729 (2013).

58. Haug, K. et al. MetaboLights: a resource evolving in response to the
needs of its scientific community. Nucl. Acids Res. 48,
D440–D444 (2020).

Acknowledgements
This work was funded by a grant to RAD from Grasslanz Technology
Limited, Palmerston North, New Zealand. We thank Dr. Chenggang Liu
for advice in synthesizing the chemical standards, and the BioAnalytical
Facility at the University of North Texas for metabolite analysis.

Author contributions
N.L. and R.A.D. designed the experiments. N.L. and Y.L. performed the
experiments. N.L., J.H.J. and R.A.D. analyzed data. N.L. and R.A.D. wrote
the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-023-40014-5.

Correspondence and requests for materials should be addressed to
Richard A. Dixon.

Peer review information Nature Communications thanks Nik Kovinich,
De-Yu Xie and the other anonymous reviewer(s) for their contribution to
the peer review of this work. A peer review file is available

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

Publisher’s note Springer Nature remains neutral with regard to
jurisdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons licence, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons licence and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this licence, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2023

Article https://doi.org/10.1038/s41467-023-40014-5

Nature Communications |         (2023) 14:4349 14

https://doi.org/10.1038/s41467-023-40014-5
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	An unconventional proanthocyanidin pathway in maize
	Results
	Mining PA-related genes in monocotyledonous plants
	Occurrence and diversity of PA precursors in different maize varieties
	Expression of GmANR1 leads to accumulation of 4β-(S-cysteinyl)-epicatechin in maize seeds with active flavonoid biosynthesis
	Expressing SbTT2 or SbMYB5 in yellow-seed maize activates both the anthocyanin and PA precursor pathways
	Maize produces procyanidin dimers with unusual stereochemistry
	Crosstalk between PA and other flavonoid pathways in maize

	Discussion
	Methods
	Chemicals and seed stocks
	Plant growth conditions and generation of transgenic plants
	Enzymatic assays
	Transactivation assays and protein subcellular localization
	RNA extraction and qRT-PCR analysis
	Extraction and quantification of anthocyanins and PAs
	Analysis of anthocyanins and PAs by HPLC and LC-MS
	Extraction of polyphenols from maize seeds
	Phylogenetic analysis
	Statistical analysis
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




