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Abstract
Floral morphology and pigmentation are both charismatic and economically relevant traits associated
with cultivated sunflower (Helianthus annuus L.). Recent work has linked floral morphology and
pigmentation to pollinator efficiency and seed yield. Understanding the genetic architecture of such traits
is essential for crop improvement, and gives insight into the role of genetic constraints in shaping floral
diversity. A diversity panel of 288 sunflower genotypes was phenotyped for a variety of morphological,
phenological, and color traits in both a greenhouse and a field setting. Association mapping was
performed using 5788 SNP markers using a mixed linear model approach. Several dozen markers across
10 linkage groups were significantly associated with variation in morphological and color trait variation.
Substantial trait plasticity was observed between greenhouse and field phenotyping, and associations
differed between environments. Color traits mapped more strongly than morphology in both settings,
with markers together explaining 16% of petal carotenoid content in the greenhouse, and 17% and
24% of variation in disc anthocyanin presence in the field and greenhouse, respectively. Morphological
traits like disc size mapped more strongly in the field, with markers together explaining up to 19%
of disc size variation. Loci identified here through association mapping within cultivated germplasm
differ from those identified through biparental crosses between modern cultivated sunflower and
either its wild progenitor or domesticated landraces. Several loci lie within genomic regions involved
in domestication. Differences between phenotype expression under greenhouse and field conditions
highlight the importance of plasticity in determining floral morphology and pigmentation.
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Floral traits have long been acknowledged for their major role in
plant-pollinator coevolution and a major driver of plant diversity on
Earth (Specht and Bartlett 2009; Van der Niet 2014; Gómez et al.

2015). The Asteraceae is the largest family of flowering plants, and
members possess a distinctive inflorescence type variously referred
to as a capitulum, pseudanthium, or composite head (Barkley et al.
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this architecture using a diverse mapping panel of cultivated sunflower germplasm.

Materials and Methods
Association Mapping Panel
For this study, we used an existing association mapping panel for cultivated sunflower consisting of 288 inbred lines (Mandel et al. 2013).
This panel captures approximately 90% of allelic variation across
all cultivated sunflower varieties present in the germplasm repositories of the United States Department of Agriculture (USDA) and
the French Institut National de la Recherche Agronomique (INRA),
and thus allows for robust mapping of phenotypes to the sunflower
genome with broad relevance across the crop gene pool (Mandel
et al. 2011, 2013). Briefly, each line was genotyped for 5788 single
nucleotide polymorphisms (SNPs), with these markers spanning all
17 linkage groups across the 3.6 Gbp cultivated sunflower genome
(Mandel et al. 2013; Badouin et al. 2017). This set of markers has
been previously used to successfully map the genetic architecture of
flowering time and branching architecture within this association
mapping panel (Mandel et al. 2013). Locations of markers within
the sunflower genome are reported with respect to the genetic map
of Bowers et al. (2012).

Greenhouse Phenotyping
For each of the 288 lines, 3–4 replicate plants were grown under
environmentally controlled conditions at the University of Georgia
Plant Biology Greenhouses in Athens, GA. Given the logistical infeasibility of phenotyping so many plants simultaneously, the full
panel was randomly divided into 8 groups (hereafter referred to
as “staggers”) grown in rapid succession from early June through
late December 2014. Within each stagger, 2 genotypes (RHA280
[PI 552943] and RHA801 [PI 599768]) were grown in triplicate
and used as phytometers to investigate any effects of stagger on phenotypes. These 2 genotypes were selected to represent the 2 major
market classes of cultivated sunflower: RHA280 is a large-seeded
confectionary variety (Fick 1974), while RHA801 is an oilseed variety (Roath 1981). For each stagger, seeds were scarified and germinated in petri dishes on wet filter paper and then transferred to
seedling trays, where they were stored in a randomized spatial design
in a plant growth chamber (Conviron, Winnipeg, Canada). Growth
chamber conditions were held at 25 °C with 14-h daylength. Upon
the emergence of true leaves, seedlings were transplanted to 6-inch
azalea pots (~1.3 L) filled with pure river sand mixed with 5 mL of
Osmocote Plus 15-9-12 slow-release fertilizer with micronutrients
(Scotts, Marysville, OH). Plants were hand-watered daily to field capacity and fertigated weekly to field capacity with a dilute solution
(5 mL-in-3 L-water) of Jack’s 20-10-20 liquid fertilizer (JR Peters,
Inc., Allentown, PA). Once juvenile plants were well-established (i.e.,
had reached 4–6 leaf pairs), they were moved to a randomized design on benches in a glass greenhouse. In the greenhouse, the staggers
were exposed to ambient light conditions as well as supplemental
metal-halide lighting to maintain daylength at 14 h (just under the
summer maximum daylength for Athens, GA). Hand-watering was
replaced with an automated irrigation system which watered plants
to field capacity daily, and weekly hand-fertigation was continued.
Greenhouse temperature control was set to 25 °C and did not fall
significantly below this level, though summer daily high temperatures varied up to 5 °C above this set point on particularly hot sunny
days due to limits of the greenhouse evaporative cooling system.
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2006; Funk et al. 2009). These inflorescences are composed of many
distinct florets, and typically contain both zygomorphic ray florets bearing petals and actinomorphic disc florets bearing anthers,
stigmas, and ovules (Gillies et al. 2002; Barkley et al. 2006). The
Asteraceae contains an enormous diversity in floral size, morphology, and pigmentation (Funk et al. 2009), although to date studies
of the genetic architecture of such traits have explored very few traits
in very few taxa within the family (e.g., Deyue et al. 1999; Laitinen
et al. 2005; Yue et al. 2008; Chapman et al., 2012).
This study examines the genetic architecture of floral diversity
in cultivated sunflower (Helianthus annuus L.) using an association mapping approach, with a goal to expand knowledge of floral
trait genetics. Describing the genetic architecture of floral traits in
sunflower can inform our understanding of the evolution of floral
diversity across the diverse wild relatives of cultivated sunflower
and serve as a model for floral evolution in the Asteraceae. The
genus Helianthus contains approximately 50 species, occupying
diverse habitats across North America (Heiser et al. 1969). These
species exhibit broad diversity in floral phenotypes with high evolutionary lability, for example, composite head size varies 30-fold
(between 3.8 and 121.3 cm2), with a concomitant diversity in disc
size, ray size, and ray number, as well as pigmentation of discs and
rays (Mason et al. 2017). Understanding the genetic architecture
of floral traits in Helianthus can provide insights into the tempo
and mode of floral trait evolution, as well as whether observed
evolutionary tradeoffs in floral phenotypes likely arise from genetic
constraints (e.g., pleiotropy) or selection on combinations of floral
traits (Salz et al. 2017). Recent synthesis has suggested that pleiotropy may be a major driver of floral integration, with select genes
controlling multiple different aspects of floral phenotypes (Smith
2016). If the genetic architecture of floral traits exhibits strong pleiotropy (e.g., co-localization of associations consistent with “biological pleiotropy” sensu Solovieff et al. 2013), this may serve as
a constraint on the phenotypic combinations evolution can easily
produce, and may facilitate rapid evolutionary shifts between cooccurring suites of floral traits (Smith 2016). From an applied perspective, floral traits in many crops strongly influence pollination
success and thus fruit or seed yield (Andrews et al. 2007; Campbell
et al. 2012; Bartomeus et al. 2014), and there are emerging efforts
to improve yields in several crops by manipulating floral phenotypes (Palmer et al. 2009; Mallinger and Prasifka 2017; Bailes et al.
2018; Portlas et al. 2018). In cultivated sunflower, the majority of
acreage consists of oilseed and confectionary cultivars whose yield
and seed traits are highly correlated with many floral traits like
head size and floret number (Palmer and Steer 1985; Marinković
1992; Alkio et al. 2003). Among diverse cultivars, disc floret size
by itself has been shown to explain 52% of variation in wild bee
preference, with minimal reductions in corolla length resulting in
a doubling of pollinator activity (Portlas et al. 2018). In addition,
pollen presence, nectar sugar content, and other floral traits have
been shown to strongly influence both wild and honeybee visitation
rates (Mallinger and Prasifka 2017). This suggests that sunflower
floral phenotypes warrant further study for the improvement of
yield through enhanced pollination success. In addition to seed and
oil production, cultivated sunflower is also a major ornamental
crop to the cut-flower industry, where floral traits like color and
morphology are of direct economic importance (Cvejić et al. 2016,
2017; Short et al. 2017). Given the central role of floral traits in
the agricultural and horticultural value of cultivated sunflower,
understanding the genetic architecture of these traits is of major
potential value for breeding efforts. This study seeks to describe
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if the disc was elliptical; ray length and width, measured on a representative ray floret ligule (hereafter “ray” or “ray floret petal”);
number of rays, assessed by counting all rays present; and the presence of anthocyanin pigments in the disc, visually assessed as dark
coloration of either corollas or stigmas and binarized as presence/
absence (Figure 1). Lines exhibiting variable presence and absence of
disc anthocyanins across replicates were given a value of 0.5. At this
time, 3–5 ray floret petals were sampled, snap-frozen, and stored at
−80 °C for subsequent analysis of petal carotenoid content. From the
morphological data collected, several additional traits were derived.
Flower diameter was calculated as the sum of the disc diameter and 2
times the ray length. Disc area was calculated from the disc diameter
to represent the 2-dimensional elliptical area occupied by the disc
florets. Ray area was calculated as the ellipse of a single ray (using
ray width and length), multiplied by the number of rays. Flower area
was calculated from addition of the disc area and ray area. Petal area
fraction was calculated as the ratio of the total ray floret petal area
to the entire flower area and serves as a metric of relative investment
in ray floret petal area versus disc area. Ray density was calculated
as the number of rays divided by the circumference of the disc and
serves as a metric of the compactness of rays on the sunflower head.

Figure 1. Floral traits assessed in the field and greenhouse mapping studies. Top left: disc diameter assessed on longest and orthogonal axes in the field on
a head with light disc corollas and stigmas. Top right: field growth setting showing a line with dark discs in the foreground. Bottom 3 panels: a small slice of
variation in color and morphology observed among varieties grown in the greenhouse.

Downloaded from https://academic.oup.com/jhered/article-abstract/110/3/275/5371358 by University of Georgia user on 12 November 2019

Fourteen traits were phenotyped on all plants, as further described
below: number of leaves at bud, number of leaves at flower, height
at flower, disc diameter, ray length, ray width, number of rays, ray
density, flower diameter, flower area, disc area, petal area, petal area
fraction, petal carotenoid content, and presence or absence of anthocyanins in the floral disc (Figure 1). Phenotyping was standardized
by ontogenetic stage using the standard stage scoring system for cultivated sunflower (Schneiter et al., 1981). Plants were assessed for
reproductive phenology 3 times per week and measured when at the
appropriate stage for each trait, with floral traits assessed on the primary inflorescence. At stage R1, where an immature inflorescence is
visible in place of a new pair of leaves at the terminal bud, the number
of true leaves was counted (yielding “number of leaves at bud”). True
leaves were defined as having a length of at least 4 cm (Schneiter et al.
1981). Once plants reached anthesis (stage R5), plant height and the
number of true leaves were recorded (yielding “number of leaves at
flower” and “height at flower”). Between the stages of R5.3 and R5.7
(30% and 70% of the disc florets having opened, respectively) the
remaining floral traits were measured. These included disc diameter,
measured as the diameter of the largely flat circular aggregate of disc
florets (hereafter “disc”) or the average of 2 perpendicular diameters
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For carotenoid content, sampled frozen petals were processed according to the methods of Barrell et al. (2010) and Torres et al. (2014),
where pigments were extracted with methanol and the absorbance
of carotenoids was recorded at 436 nm via visible spectrometry and
converted to mg g−1 equivalents of ß-carotene (CAS# 7235-40-7) with
a standard curve under the Beer–Lambert law.

Alongside our greenhouse phenotyping, previously unpublished data
on a small set of floral traits from the field phenotyping study of Mandel
et al. (2013) was also included in our analyses to compare genomic
associations derived from greenhouse and field phenotyping for a subset of traits. Briefly, the same 288 lines were planted in replicate under
agricultural field conditions at the Plant Sciences Farm in Watkinsville,
GA in spring of 2011. At the R5 stage, 2 traits were assessed—disc
diameter and the presence of anthocyanins in discs. For disc diameter,
the entirety of the disc was measured at the longest axis (e.g., vertical)
and the corresponding orthogonal axis (e.g., horizontal). From these
measurements, disc area was calculated as an ellipse using the vertical
and corresponding horizontal diameters. All measured data gathered
was roughly normally distributed and homoscedastic (Supplementary
Figure S1). Presence of anthocyanins was scored visually for both disc
floret corollas and stigmas separately. These data were binarized to
presence/absence, with lines exhibiting variable presence and absence
among replicates given a value of 0.5. To align data sets between greenhouse and field phenotyping, anthocyanins were considered present in
the discs overall as a composite trait if anthocyanins were scored as
present in either the disc corollas or stigmas in the field.

Phytometer Analyses
While logistically necessary for greenhouse phenotyping, separating lines into temporal staggers may introduce phenotypic variation.
Conditions were kept as similar as possible through engineering
controls in both the growth chambers and greenhouse bay, but environmental conditions nonetheless likely varied somewhat among staggers. To investigate the effects of staggers on greenhouse phenotyping,
we implemented a 2-way ANOVA approach on the phenotypic data
collected for the 2 phytometer lines. We treated genotype and stagger
as factors, and phenotype recorded as the dependent variable. In 10
of the 14 traits, there was a significant effect of stagger (P < 0.05)
(Supplementary Figure S3). To correct for effects of stagger on each
trait, the overall least squares mean of the phytometers across staggers was used as a correction term for each stagger. Least squares
means were calculated with the R package LSmeans (Højsgaard and
Halekoh, 2018). Two correction types were utilized: an additive correction and a multiplicative correction. For the additive correction,
the deviation (positive or negative) between the overall least squares
mean of the phytometers across staggers and the mean of the phytometers in a given stagger was added to line means of plants grown in
that stagger. Similarly, for the multiplicative correction, a correction
term was defined as the ratio of the overall least squares mean of the
phytometers across staggers to the mean of the phytometers in a given
stagger. Each line mean within a given stagger was then corrected
by multiplying by the correction term. Both additively and multiplicatively corrected line means were used for subsequent association
mapping. With and without correction, line means were roughly normally distributed and homoscedastic (Supplementary Figures S3–S5).
These 2 correction types represent alternate approaches to removing
trait variation arising from environmental variation among staggers,
and reducing the degree to which environmental variation might bias
the mapping of phenotypes.

Association mapping analysis was performed utilizing a compressed
mixed linear model (Zhang et al. 2010) implemented with the R
package GAPIT (Lipka et al. 2012). Only SNPs with a minor allele
frequency (MAF) ≥0.05 were used. Four different association models
were run per trait. The models used account for family relatedness or
kinship (K model), kinship plus population structure as identified by
principal component analysis (P + K model), kinship plus population
structure (Q + K model) as defined previously in Mandel et al. (2013)
using Bayesian clustering implemented in the program STRUCTURE
(Pritchard et al. 2000), and a naïve model that does not incorporate
kinship or population structure. To assess mixed linear model performance, quantile-quantile plots (q-q plots) were used. Observed P
values were plotted against the expected probability distribution to
identify where the model may have produced a higher number of significant results than due to chance (Supplementary Figures S7–S10).
To reduce bias due to linkage disequilibrium, we elected to use the
method of Gao et al. (2008) for multiple testing correction to identify a conservative threshold level of statistical significance. Briefly,
the method employs a dimension reduction approach to control
for correlation among linked markers. The number of dimensions
that adequately explain 99.5% of the variation in SNPs is considered the effective number of tests. In a Bonferroni framework, the
alpha (0.05) is then divided by the number of effective tests, creating the statistical threshold of significance (Gao et al. 2008, 2009).
Absolute marker effects (proportion of variance explained; PVE)
were expressed as a global effect size, whereby the single allele effect
size estimate (in trait units) was expressed relative to the range of
phenotypic variation observed for each trait. Cohen’s ƒ2 was also
calculated to determine local effect size of all SNPs above the Gao
threshold (Cohen 1988; Selya et al. 2012). This statistic reflects the
proportion of phenotypic variance uniquely explained by the SNP of
interest independent of fixed effects (i.e., inclusion of kinship and/or
population structure), normalized to the proportion of unexplained
variance (Cohen 1988). For example, given a SNP of interest from
the Q + K model, the proportion of variance of an SNP can be calculated as the R2 of the full model (Q + K + SNP) minus the R2 of
the model including only the fixed effects (Q + K) divided by the
proportion of variance left unexplained by the full model (Q + K +
SNP) (Selya et al. 2012). Narrow-sense heritability was calculated
for all traits (including all correction schemes for traits assessed in
the greenhouse) as the proportion of phenotypic variance explained
by additive genetic factors (Supplementary Table S3). The methods
of Endelman and Jannink (2012) were used to calculate the heritability for each trait under each model. Given that the mixed-linear
model uses the kinship matrix to estimate genetic variance and the
kinship matrix estimates additive genetic relationships, the resulting
genetic variance is the additive genetic variance at the basis of our
heritability estimation (Endelman and Jannink 2012). In practice, we
divided the total additive genetic variance by the combination of the
residual and additive genetic variance. All analyses were conducted
within the R environment (R Core Team 2016).

Results
Greenhouse Trait Variation
Plants in the greenhouse exhibited substantial phenotypic variation
for floral morphology and pigmentation. Petal carotenoid content
varied from 0.79 to 16.67 mg g−1 among lines, with an average
of 6.34 mg g−1 (±0.19 SE, Supplementary Table S1). Seventeen
lines within the full panel displayed dark discs possessing visible
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Trait Variation Observed in the Field Versus the
Greenhouse
As plants were grown in pots in the greenhouse and in-ground in
the field, plants achieved a larger average size in the field both qualitatively and as evidenced by the quantitative differences in head
size observed (Supplementary Table S1). Whether grown under
greenhouse or field conditions, however, lines exhibited substantial phenotypic variation in disc morphology. Disc diameter exhibited more variation among lines under field conditions, from 3.45
to 13.40 cm, and the disc area, of course, exhibited a similar pattern (Supplementary Table S1). In the field, disc diameter averaged
7.92 cm (±0.11 SE) across lines, much larger than the greenhouse
mean of 4.94 cm (±0.06 SE). However, the line means for disc
diameter and disc area were significantly positively correlated between field and greenhouse conditions, with correlation coefficients
ranging from 0.38 to 0.48 among correction types (Supplementary
Figures S10 and S11). For anthocyanin-based disc pigmentation, 10
lines exhibited dark disc corollas in the field, while 86 lines exhibited
dark stigmas. This was far more than the 17 lines that exhibited dark
discs overall in the greenhouse, which may suggest that the expression of anthocyanins was reduced in the greenhouse relative to the
field. One explanation for this is that coated glass greenhouse panels
filter at least some of the incoming ultraviolet radiation, which is
known to be related to anthocyanin expression given the photoprotective role of anthocyanins in plants (Stapleton 1992; Guo et al.
2008). Differences observed in both morphological and pigmentation traits between the greenhouse and field suggest that sunflower
floral phenotypes exhibit substantial environmental plasticity, but
the correlated trait values suggest that genotype drives a substantial
portion of floral phenotype as well.

Comparison of Mixed Models
For each dataset, 4 mixed models were considered: no inclusion
of population structure or kinship (naïve), kinship (K), population
structure as measured by principal coordinate analysis including kinship (P + K), and population structure as measured by
STRUCTURE including kinship (Q + K). Quantile-quantile (q-q)

plots of the observed P values versus the expected P values for
each model, were used to assess model accuracy (Supplementary
Figures S6–S9). The distribution of observed P values in the model
that accounts for Bayesian-inferred population structure and kinship (Q + K model) generally deviated least from the expected
distribution, indicating that this model should produce the fewest
false positives (Supplementary Figure S6–S9). The Q + K model
was thus the primary model considered for marker examination
across traits. In several of the traits assessed, 2 models (P + K and
Q + K) both produced fewer significant results than expected by
chance suggesting that these models may be overly conservative
(Wang 2012).

Mapping of Morphology in the Greenhouse
In the greenhouse, our association mapping panel exhibited substantial phenotypic variation across all morphological traits measured, with narrow-sense heritabilities ranging from 0.17 to 0.78
under the Q + K model (Supplementary Table S3). As mentioned
previously, there was a significant effect of stagger on phytometer
measurements for most traits (P < 0.05). Uncorrected, additive, and
multiplicative corrections were run in each trait association mapping analysis (Supplementary Figures S12–S15). For multiplicatively
corrected data, there were significant markers detected for 3 of the
13 morphological traits measured (ray density, height at flower, and
number of leaves at bud) when population structure and kinship
were accounted for (Q + K model; Supplementary Figure S14). The
local effect sizes (Cohen’s ƒ2) of all identified markers ranged from
5.7% to 7.6%, representing small effect sizes (Selya et al. 2012).
For ray density, our analyses identified 2 significant associations
on LG3 (24.85 cM) explaining approximately 4% of phenotypic
variance and corresponding with local effect sizes ranging from
6.6% to 7.6%, respectively (Figure 2, Table 1). These 2 markers
were located within 1 cM of each other and are likely linked to the
same causal variant. Height at flower was associated with 1 marker
on LG6 (92.20 cM) with a local effect size of 5.7%, explaining
approximately 5% of phenotypic variance (Supplementary Figure
S14, Table 1). Number of leaves at bud was associated with two
markers, one on LG5 (63.51 cM) and another on LG10 (48.10
cM), with local effect sizes of 6.2% and 6%, respectively, explaining approximately 6% of phenotypic variance each (Supplementary
Figure S14, Table 1).
Additive correction was considered to be less conservative than
multiplicative correction based on the number of associations
obtained. All markers identified with multiplicative correction were
recovered though additive correction (Supplementary Table S2), and
the additively corrected data additionally identified a significant
marker for height at flower on LG2 that was not identified with
multiplicative correction (Supplementary Figure S13, Supplementary
Table S2).

Mapping of Morphology in the Field
All morphological traits measured in the field were significantly
associated with one or more markers and exhibited higher narrowsense heritabilities than the same traits assessed in the greenhouse
(Table 1, Supplementary Table S1). Local effect sizes for these traits
ranging from 5.8% to 9.5%, representing small effect sizes (Selya
et al. 2012; Supplementary Figure S15). Disc diameter of the longest axis was significantly associated with 4 markers (Figure 3).
Two of these markers were located on LG6 (37.24 cM, 37.29 cM)
explaining 5% and 4% of phenotypic variance, respectively, and one
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anthocyanins. Height at flower varied over ten-fold among lines,
from 13.1 to 146.05 cm, with number of leaves at bud and flower
both varying around 3-fold (Supplementary Table S1). Disc diameter varied from 2.1 to 7.67 cm, ray length from 1.4 to 7.1 cm, and
overall flower diameter therefore from 4.9 to 20.6 cm among lines
(Supplementary Table S1). Ray width varied from 0.5 to 4.6 cm
among lines, the number of rays present varied from 16 to 49.3,
and ray density from 0.39 to 4.55 rays per cm of disc circumference
(Supplementary Table S1). This variation in ray size and number
resulted in a petal area fraction ranging between 0.76 and 0.95
among lines (Supplementary Table S1). In the greenhouse, approximately 70% of measured trait combinations were significantly correlated using genotype means (Pearson’s r, P < 0.05), regardless of
correction used (Supplementary Figures S2–S4). Height at flower
was positively correlated with many traits, including the number
of leaves at bud and flower, disc and flower diameter, number of
rays and overall petal area, but negatively correlated with petal area
fraction (indicating that larger plants invested relatively more in
discs). Disc diameter was positively correlated with all other morphological traits with the exception of ray density and petal area
fraction, with which it was negatively correlated (Supplementary
Figures S3–S5).
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Mapping of Floral Pigmentation in the Greenhouse
and Field
Petal carotenoid content, assessed in the greenhouse, had 12 associated markers on LG15 with local effect sizes ranging from 7.6% to
16.9% each of which explained phenotypic variance ranging from
5% to 9% (Figure 2, Table 1). There was a primary peak around
37.00 cM for carotenoid content markers with 2 secondary peaks
around 35.76 and 37.93 cM, respectively. For disc anthocyanin pigmentation, presence/absence was scored separately for disc corollas
and stigmas in the field study, but scored only for the disc as a whole
in the greenhouse study. In the greenhouse, 2 markers were significantly associated with anthocyanin presence in the disc as a whole,
one on LG1 (2.25 cM) and the other on LG11 (9.34 cM) with effect
sizes of 9% and 6.5%, increasing likelihood of presence by 14%

Figure 2. Manhattan plots of genome-wide association mapping results from
the Q + K model for multiplicatively corrected traits in the greenhouse for (A)
overall disc anthocyanin presence, (B) ray density, and (C) petal carotenoid
content. The threshold line refers to Gao’s correction at −log10(p) = 3.68. Radial
gray-dashed lines occur along the same vector as the associated significant
marker, with the same location denoted across plots. Significant markers
above each threshold have been enlarged for clarity.

and 10% (Figure 2, Table 1). In the field, the same marker on LG1
was also identified as being significantly associated with the presence of anthocyanins in the disc floret corollas, with an effect size
of 7.5% and increased the likelihood of presence by 12% (Figure
4, Table 1). Along with that marker, 7 other markers were found to
be significantly associated on LG1 with 5 major peaks across the
linkage group corresponding to local effect sizes from 6% to 11%,
explaining between 1% and 10% of the phenotypic variance (Table
1). Presence of stigma anthocyanins and presence of anthocyanins
in the disc overall in field grown individuals were increased by 13%
and 17% by the same marker on LG6 (10.62 cM) with a local effect
size of 10.1% in both traits, indicating that the presence of stigma
anthocyanins drove overall variation in disc anthocyanin presence–absence in the field (Figure 4). Narrow-sense heritabilities for
anthocyanin presence–absence in the field were the highest observed
for any trait in this study (0.87–0.92), while narrow-sense heritability was somewhat lower in the greenhouse (0.82) though still
higher than those observed for morphological traits (Supplementary
Table S3).

Discussion
Modern cultivated sunflower is a relatively young crop. Following
domestication in eastern North America ca. 4200 ybp (Crites
1993; Blackman et al. 2011), intensive crop improvement only
began in the mid-1800s with the development of oilseed varieties
and first commercial production in Eastern Europe (Putt 1997).
Domestication and improvement generated a substantial genetic
bottleneck, leaving modern cultivated sunflower germplasm with
less than half of the genetic diversity present in the wild progenitor H. annuus (Liu and Burke 2006; Mandel et al. 2011),
much more of a bottleneck than the 20–30% reductions in diversity reported for rice, wheat, and maize (Buckler et al. 2001;
Liu and Burke 2006). Despite this, we find substantial phenotypic
diversity in floral traits across our diversity panel of cultivated
germplasm. Most traits vary at least 3-fold among lines (e.g., disc
diameter, ray length, ray number, flower diameter), while others
vary by over an order of magnitude (e.g., ray density, metrics of
disc, petal, and flower area), and petal carotenoid content varies
over 20-fold. Compared with an assessment of floral trait evolution across 27 diploid wild Helianthus (Mason et al. 2017),
cultivated sunflower exhibits larger variation in almost all morphological traits, with only ray density and petal area fraction
varying more across wild species than within the crop lineage by
virtue of the existence of a completely rayless species of wild sunflower (H. radula). With respect to pigmentation, cultivated sunflower exhibits both dark and light discs, similar to the variation
seen across wild species (Mason et al. 2017), and a qualitatively
similar variation in the degree of ray petal pigmentation from
pale yellow to dark orange. This indicates that the process of domestication, landrace diversification, and eventual modern crop
improvement has either generated (e.g., via artificial selection or
local adaptation), or permitted (e.g., via relaxed selective pressures) more floral trait variation in cultivated sunflower (at least
in the traits assessed) than the process of natural diversification in
wild sunflowers across diverse North American habitats over millions of years (Heiser et al. 1969; Mason et al. 2015; Mason et al.
2018). Given the degree of phenotypic variation exhibited, cultivated sunflower may be able to provide insights into the genetic
architecture of floral diversity in wild Helianthus and perhaps the
Asteraceae more broadly. For example, the finding here that just a
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marker each was located on LG12 (24.47 cM) and LG16 (39.09
cM) explaining 5% and 4% of phenotypic variance, respectively
(Table 1). The 2 markers on LG6 had local effect sizes of 6.5% and
6.8%, while associated markers on LG12 and LG16 had local effect
sizes of 8.5% and 5.9%, respectively. Markers for the orthogonal
axis were largely the same, though one of the markers on LG6
(37.24 cM) was not significantly associated and a novel marker on
LG14 (22.83 cM) was identified with a local effect size of 6.1%,
corresponding to 6% of phenotypic variance (Table 1). Similarly
for flower area, the same 3 markers associated with the longest and
orthogonal axes on LG6 (37.29 cM), LG12 (24.47 cM), and LG16
(39.09 cM) were also found to be significantly associated with local
effect sizes of 6.2%, 8.1%, and 6%, respectively, and similar proportions of phenotypic variance explained (Table 1). An additional
marker was also identified on LG10 (48.09 cM) with a local effect
size of 5.8%, explaining 5% of phenotypic variance (Table 1).
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Table 1. Significantly associated markers from the Q + K model for greenhouse measured traits (multiplicative correction) and field measured traits, using the Gao threshold for significance: −log10(p) > 3.68
Trait

Marker

Linkage group

Position (cM)

−log10(p)

PVE

Cohen’s ƒ2

Greenhouse

Height at flower (cm)
Number of leaves at bud

M1799
M1742
M3509
M775
M776
M4925
M4926
M4928
M4931
M4932
M4933
M4934
M4941
M4942
M4943
M4946
M4952
M155
M3625
M1888
M1890
M3935
M5152
M1890
M3935
M4642
M5152
M1890
M3497
M3935
M5152
M1802
M15
M87
M106
M133
M142
M155
M178
M207
M3410
M1802

6
5
10
3
3
15
15
15
15
15
15
15
15
15
15
15
15
1
11
6
6
12
16
6
12
14
16
6
10
12
16
6
1
1
1
1
1
1
1
1
10
6

9.22
63.51
48.10
24.85
24.85
35.67
35.76
35.76
35.76
35.76
35.76
35.76
37.00
37.00
37.00
37.26
37.93
22.50
9.34
37.24
37.29
24.47
39.09
37.29
24.47
22.83
39.09
37.29
48.09
24.47
39.09
10.62
4.13
11.62
12.84
18.16
18.63
22.50
25.40
26.87
41.75
10.62

3.7
3.97
3.86
4.64
4.14
4.78
4.21
4.94
4.38
4.41
4.52
4.63
6.5
5.33
6.51
5.48
8.07
5.24
4.05
4.04
4.21
5.03
3.77
3.93
5.46
3.83
4.26
3.92
3.68
4.82
3.78
5.75
5.77
3.88
5.98
4.76
4.09
4.52
3.82
4.52
3.95
5.75

0.05
0.06
0.06
0.04
0.04
0.07
0.06
0.06
0.06
0.06
0.06
0.07
0.08
0.07
0.08
0.07
0.09
0.14
0.10
0.05
0.04
0.05
0.04
0.04
0.05
0.06
0.04
0.04
0.05
0.05
0.04
0.13
0.10
0.04
0.07
0.04
0.05
0.12
0.01
0.06
0.03
0.17

0.057
0.062
0.06
0.076
0.066
0.085
0.073
0.089
0.076
0.077
0.079
0.082
0.127
0.098
0.127
0.102
0.169
0.09
0.065
0.065
0.068
0.085
0.059
0.062
0.095
0.061
0.069
0.062
0.058
0.081
0.06
0.101
0.102
0.061
0.11
0.08
0.066
0.075
0.06
0.075
0.063
0.101

Ray density (petals cm−1)
Carotenoid content (mg g−1)

Overall disc anthocyanin presence
Field

Disc diameter (cm) of the longest axis

Disc diameter (cm) of the orthogonal axis

Disc area (cm2)

Disc stigma anthocyanin presence
Disc corolla anthocyanin presence

Overall disc anthocyanin presence

Marker positions are reported with respect to the genetic map of Bowers et al. (2012). PVE, proportion of phenotypic variance explained; this marker effect is
reported as absolute effect size per allele relative to the range of trait values observed among lines.

handful of genomic regions together explain at least a quarter of
phenotypic variation in disc pigmentation may partially explain
how there have been at least 7 back-and-forth transitions between
dark and light disc color across the phylogeny of wild diploid
Helianthus without apparent strong selection from pollinators or
the abiotic environment (Mason et al. 2017). For morphological
and pigmentation traits that are reasonably conserved across the
Asteraceae including aspects of the composite head structure and
the presence of anthocyanin and carotenoid-based floral pigmentation, insights from this and further work within sunflower may
inform patterns of floral trait evolution across the family as a
whole, especially if combined with data from other genomically
enabled Asteraceae like lettuce and artichoke.

The results of this study highlight 2 important themes concerning
the genetic architecture of floral phenotypes in cultivated sunflower.
First, floral traits were found to exhibit high phenotypic plasticity
with environment, including morphological traits that scale with
plant size but also other traits like pigmentation. Agronomic work
examining effects of field conditions like plant density on reproductive trait plasticity have demonstrated strong effects on floret
number and thus yield (e.g., Pereira and Hall 2019), but our findings go beyond this sort of plant size-dependent floral trait plasticity. The differences in phenotypes observed between greenhouse
and field growth conditions indicate that conditions constraining
overall plant size unsurprisingly play a significant role in floral trait
expression within inbred lines, as may other factors like light quality
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Figure 4. Manhattan plots of genome-wide association mapping results
from the Q + K model in the field for anthocyanin presence in (A) stigmas,
(B) disc corollas, (C) the disc overall. Red threshold line refers to Gao’s
correction at −log10(p) = 3.68. The threshold line refers to Gao’s correction at
−log10(p) = 3.68. Radial gray-dashed lines occur along the same vector as the
associated significant marker, with the same location denoted across plots.
Significant markers above each threshold have been enlarged for clarity.

given the differences observed in pigmentation. These effects likely
explain the generally lower narrow-sense heritabilities observed in

the greenhouse (due to reduced overall phenotypic variation among
lines). Perhaps more interesting are the differences observed within
phytometer lines across growth staggers under otherwise “controlled” greenhouse conditions, which indicate that the expression
of floral traits is quite sensitive to even more subtle differences in environmental conditions that are more difficult to quantify. This large
role of plasticity in generating phenotypes likely contributed to the
lack of detectable associations for many of the floral traits assessed in
this study. Future efforts to describe the genetic architecture of floral
traits in sunflower, especially more nuanced or labile phenotypes like
odor or chemistry, should, therefore, include careful consideration of
growth conditions and ideally replication across different environments for reliable mapping. Second, the genetic architectures uncovered for the subset of traits that were successfully mapped suggest
few instances of shared genetic basis among floral traits. This suggests
that pleiotropy (or at least “biological pleiotropy” sensu Solovieff
et al. 2013) is unlikely to strongly limit the combinations of floral
phenotypes possible in cultivated sunflower, despite that pleiotropy
is recognized as a major mechanism of genetic constraint on floral
diversity in many plant systems (Smith 2016). Under such a scenario of minimal pleiotropy, most morphological and pigmentation
traits would be free to evolve largely independently of one another.
This may be one explanation for the broad diversity of combinations
of floral traits observed within cultivated sunflower across breeding
pools, market classes, and especially among ornamental cultivars.
Ours is not the first study to consider the genetic architecture of
floral traits in cultivated sunflower. Several QTL mapping experiments have used biparental crosses to investigate the genetic basis of
floral trait differences between focal germplasm, often as part of a
suite of so-called “domestication” or “improvement” traits. An early
study using a cross between a wild sunflower (H. annuus) accession and a modern cultivar to derive an F3 mapping population
assessed a variety of traits, including disc diameter, ray number, and
ray size (Burke et al. 2002). QTL were identified for disc diameter
on LG4, LG5, and LG13 explaining 4–6% of phenotypic variation
each, ray number on LG1, LG6, LG7, LG9, and LG13 explaining
6–10% of phenotypic variation each, and ray size on LG5, LG6,
and LG9 explaining 7–9% of phenotypic variation each (Burke et al.
2002). A follow-up study using recombinant inbred lines produced
through single-seed descent from the initial F3 mapping population
identified only one QTL for disc diameter on LG14 and one QTL
for ray length on LG9, explaining 9–10% of phenotypic variation
each, though the set of lines was grown in 2 geographic locations,
and these associations were detected in only one location each
(Dechaine et al. 2009). A further study used an F2 mapping population derived from a cross between the same wild sunflower accession
and the domesticated Hopi landrace also assessed disc diameter and
ray number (Wills and Burke 2007). QTL were identified for disc
diameter on LG1, LG6, LG8, LG9, LG10, LG14, LG15, and LG17
explaining 4–13% of phenotypic variation each, and ray number
on LG5, LG8, LG10, LG12, LG15, and LG17 explaining 3–13% of
phenotypic variation each (Wills and Burke 2007). Our own results
are consistent with this recurring pattern of mapping studies identifying multiple loci of small effect distributed across the genome
for morphological traits, with our greenhouse phenotyping finding
associations explaining 4–14% of phenotypic variance, and our field
phenotyping finding associations explaining 4–17% of phenotypic
variance. However, unlike earlier studies based on biparental crosses
with wild sunflower, our association mapping approach within cultivated sunflower does not recapitulate associations on the same linkage groups for disc diameter, ray number, or ray length/size with the
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Figure 3. Manhattan plots of genome-wide association mapping results
from the Q + K model in in the field for (A) disc diameter (cm) of the longest
axis, (B) disc diameter (cm) of the orthogonal axes, and (C) disc area (cm2).
The threshold line refers to Gao’s correction at −log10(p) = 3.68. Radial graydashed lines occur along the same vector as the associated significant
marker, with the same location denoted across plots. Significant markers
above each threshold have been enlarged for clarity.
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2008). Across our panel, we find several regions associated with disc
floret anthocyanins (in stigmas or corollas), on LG1, LG6, LG10,
and LG11. This conflicts with the prediction of a single gene for disc
coloration by Cvejic et al. (2016), but given the much broader collection of germplasm involved in our study, supports the conclusion
of few genes of moderate effect driving variation in disc pigmentation across cultivated sunflower. Anthocyanins, as a product of the
same branch of the larger phenylpropanoid pathway as flavonoids
(Treutter 2005; Yoshikazu et al. 2008), might be expected to have
an overlapping genetic architecture with floral ultraviolet patterning, though to date insufficient phenotypic data exists to dissect the
complex tissue-specific phytochemistry that determines overall floral
pigmentation. Additionally, one marker on LG1 that we find to be
associated with disc anthocyanins lies within 1 cM of a candidate
domestication contig at 10.90 cM identified through genome scans
(Baute et al. 2015). As anthocyanin-based purple dyes were a known
use for sunflower in antiquity (Putt 1997), this could reflect selection
by early domesticators for disc pigmentation.
Floral traits are of major importance to the pollination success
and yield of modern elite sunflower cultivars. As each disc floret
produces one seed when successfully pollinated, head size (driven
by disc diameter) is a direct predictor of seed number and size, and
thus yield (Marinković 1992). Pollen limitation has been shown
to limit yield in many cultivars (e.g., Parker 1981; Chamer et al.
2015), especially in the context of hybrid seed production (e.g.,
Greenleaf and Kremen 2006), and a wide array of floral traits have
been shown to alter visitation and preference of the primary bee
pollinators of sunflower (Mallinger and Prasifka 2017; Portlas et al.
2018). In addition to nectar and pollen traits, which provide nutritive rewards to bees, morphology has been shown to modify both
attraction (e.g., disc area; Sapir 2009) and handling efficiency (e.g.,
disc floret size; Portlas et al. 2018). To date, it appears that minimal work has examined the role of pigmentation on pollinator
visitation in either cultivated or wild sunflower, despite evidence
that pigmentation drives major aspects of pollinator interactions
in other Asteraceae (e.g., Niesenbaum et al. 1999; Malerba and
Nattero 2012; De Jager et al. 2017). In addition to pollination success, floral traits impact a wide array of other key biotic and abiotic
interactions. For instance, it has been demonstrated that larger head
sizes in cultivated sunflower increases the attractiveness and oviposition by the American sunflower moth, Homeosoma electellum,
and decreases the effectiveness of parasitoids, resulting in increased
florivory and seed predation (Chen and Welter 2003, 2005, 2006).
Work in other species further suggests that floral pigmentation, as
driven by concentrations of secondary metabolites like flavonoids
and anthocyanins, likely influences pollen viability and rates of
spontaneous ovule abortion via susceptibility to ultraviolet damage
(Shirley 1996; Koti et al. 2005; Tripathi and Agrawal 2013; Koski
and Ashman 2015). These and other classes of phenylpropanoid
secondary metabolites have also been shown to influence resistance to bacterial and fungal diseases (e.g., Lattanzio et al. 2006;
Treutter 2006; Mierziak et al. 2014; McArt et al. 2013), including
floral diseases in cultivated sunflower (e.g., Prats et al. 2006, 2007),
as well as reduce insect florivory and seed predation in many plants
(e.g., Lattanzio et al. 2006; McArt et al. 2013; Oguro and Sakai
2015), including florivory in cultivated sunflower (e.g., Mullin et al.
1991). As modifications of floral pigmentation and secondary metabolite concentrations are unlikely to directly alter economically
constrained traits like seed size, number, and oil quality, these may
be straightforward avenues for yield improvement via enhanced
pollinator visitation and resistance to biotic and abiotic stresses.
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sole exception of an association for disc diameter on LG6 (shared
with Wills and Burke 2007). This is not totally unexpected, as the
genetic architecture of phenotypic differences between 2 plant accessions which span a bottleneck of domestication and/or improvement
may be wholly different from the genetic architecture that characterizes variation across a broad collection of cultivated germplasm
which all lie on one side of such a bottleneck. Expanding scope to
other wild sunflowers, recent work within H. argophyllus, the sister
species of wild H. annuus, finds QTL of moderate effect on disc
diameter, flower diameter, and ray length (17–22% of phenotypic
variation) on regions of the H. argophyllus LG2 which are syntenic
with LG6 in H. annuus (Moyers et al. 2017). Those identified QTL
directly overlap with the QTL identified for disc diameter within the
syntenic region on LG6 identified by Wills and Burke (2007) in their
Hopi-wild contrast. The disc diameter association identified here on
LG6 within cultivated sunflower is just outside the one-LOD interval
identified by Wills and Burke (2007), though within 1 cM of a candidate domestication contig at 36.31 cM identified via genomic scans
for selection (Baute et al. 2015). That analysis additionally identified
two other candidate domestication contigs at 22.86 cM on LG14
and 39.48 cM on LG16 (Baute et al. 2015), both within 1 cM of
the significant associations identified here for disc diameter and area
(Table 1). As seed yield is heavily driven by disc size (Marinković
1992), these results may indicate that these regions experienced selection by early domesticators.
Unlike morphological traits, previous work within cultivated
sunflower germplasm suggests that various floral pigmentation traits
are controlled by few loci of large effect (Fick 1976; Yue et al. 2008;
Fambrini et al. 2009; Cvejić et al. 2016). Early cross-based work
using segregation ratios estimated that 2 genes control ray flower
color (driven by petal carotenoid content) spanning qualitatively red,
orange, yellow, and lemon morphs (Fick 1976). A subsequent study
focusing on a cross between 2 lines of the yellow morph recapitulated these results and putatively mapped one of the 2 genes to LG11
(Yue et al. 2008). In addition, cross-based modeling of the inheritance of orange, yellow, and white-cream pollen morphs (driven by
pollen carotenoid content) strongly suggest that epistasis between 2
loci drives pollen color variation (Fambrini et al. 2009). Additional
work on both ray flower color and disc color using crosses among
four ornamental varieties suggests a third gene also controls ray
floret color through carotenoid production, and further suggests a
single gene controlling the presence or absence of anthocyanins in
disc florets determining dark versus yellow coloration (Cvejić et al.
2016). Our own results across the cultivated sunflower germplasm
identify a single region associated with petal carotenoid content,
though mapped to LG15 rather than LG11. This may be one of the
as-yet unmapped genes predicted by segregation ratios, or another
gene or genes entirely. The carotenoid biosynthetic pathway in plants
contains at least a dozen enzymes (Yoshikazu et al. 2008; Barrell
et al. 2010), so it is very likely that different crosses or collections of
germplasm may yield different loci of substantial effect, but across
our mapping panel the one region on LG15 seems to contribute the
only detectable quantitative variation in petal carotenoid content
observed within cultivated sunflower. Interestingly, this region overlaps with the QTL of largest effect identified for proportional ultraviolet pigmentation in the syntenic region of H. argophyllus (Moyers
et al. 2017). Ultraviolet pigmentation is known to be driven primarily by the presence of flavonoids, not carotenoids, but the physical overlap in regions for petal pigmentation controlled by different
biosynthetic pathways (if not purely coincidental) might suggest the
presence of regulatory genes for petal pigmentation (Yoshikazu et al.

283

284

Supplementary Material
Supplementary data are available at Journal of Heredity online.

Funding
This research was funded in part by an NSF Doctoral Dissertation
Improvement Grant (DEB-1404291 to C.M.M.), as well as NSF
grants (IOS-1122842 to L.A.D. and IOS-1444542 to J.M.B. and
L.A.D.). C.M.M. was supported by a dissertation completion award
from the UGA Graduate School during greenhouse data collection. J.A.D. was supported in part by the Bill and Melinda Gates
Foundation Millenium Scholars predoctoral fellowship.

Author Contributions
J.R.M. and J.M.B. designed the field study. C.M.M. and
L.A.D. designed the greenhouse study. E.C.R., T.P.P., J.R.M., and
C.M.M. collected data. J.A.D., E.C.R., T.P.P., and C.M.M. contributed to data analysis, with final data analysis performed by J.A.D.
J.A.D. and C.M.M. wrote the article with input from E.C.R., T.P.P.,
J.R.M., J.M.B., and L.A.D.

Acknowledgments
The authors wish to thank Caitlin Ishibashi, Michael Boyd, and the UGA
greenhouse staff for assistance with greenhouse plant growth, and Eric Elsner,
Savithri Nambeesan, Jennifer Wood, Tiffany Chong, Ethan Gudger, Nina Jung,
Jeff Roeder, and Hunter Schaffer for assistance with field plant growth. The
authors also wish to thank the editor and 2 anonymous reviewers for helpful
feedback on the article during the review process.

Data Availability
Trait data are available as a data file in the supporting information and has
been submitted to the Dryad digital repository (doi: 10.5061/dryad.26t7cs8).

References
Alkio M, Schubert A, Diepenbrock W, Grimm E. 2003. Effect of source-sink
ratio on seed set and filling in sunflower (Helianthus annuus L.). Plant Cell
Environ. 26:1609–1619.
Andrews ES, Theis N, Adler LS. 2007. Pollinator and herbivore attraction to
cucurbita floral volatiles. J Chem Ecol. 33:1682–1691.
Badouin H, Gouzy J, Grassa CJ, Murat F, Staton SE, Cottret L, LelandaisBrière C, Owens GL, Carrère S, Mayjonade B, et al. 2017. The sunflower
genome provides insights into oil metabolism, flowering and Asterid evolution. Nature. 546:148–152.
Bailes EJ, Pattrick JG, Glover BJ. 2018. An analysis of the energetic reward
offered by field bean (Vicia faba) flowers: nectar, pollen, and operative
force. Ecol Evol. 8:3161–3171.
Barkley TM, Brouillet L, Strother JL. 2006. Asteraceae. In: Flora of North
America Editorial Committee, editors. Flora of North America North of
Mexico, vol. 19. New York: Oxford University Press. p. 3–69.

Barrell PJ, Wakelin AM, Gatehouse ML, Lister CE, Conner AJ. 2010. Inheritance and epistasis of loci influencing carotenoid content in petal and pollen color variants of California Poppy (Eschscholzia californica Cham.). J
Hered. 101:750–756.
Bartomeus I, Potts SG, Steffan-Dewenter I, Vaissière BE, Woyciechowski M,
Krewenka KM, Tscheulin T, Roberts SP, Szentgyörgyi H, Westphal C, et al.
2014. Contribution of insect pollinators to crop yield and quality varies
with agricultural intensification. PeerJ. 2:e328.
Baute GJ, Kane NC, Grassa CJ, Lai Z, Rieseberg LH. 2015. Genome scans
reveal candidate domestication and improvement genes in cultivated sunflower, as well as post-domestication introgression with wild relatives.
New Phytol. 206:830–838.
Blackman BK, Scascitelli M, Kane NC, Luton HH, Rasmussen DA, Bye RA,
Lentz DL, Rieseberg LH. 2011. Sunflower domestication alleles support
single domestication center in eastern North America. Proc Natl Acad Sci
USA. 108:14360–14365.
Bowers JE, Bachlava E, Brunick RL, Rieseberg LH, Knapp SJ, Burke JM. 2012.
Development of a 10,000 Locus Genetic Map of the Sunflower Genome
Based on Multiple Crosses. 2:721–729.
Buckler ES IV, Thornsberry JM, Kresovich S. 2001. Molecular diversity, structure and domestication of grasses. Genet Res. 77:213–218.
Burke JM, Tang S, Knapp SJ, Rieseberg LH. 2002. Genetic analysis of sunflower domestication. Genetics. 161:1257–1267.
Campbell AJ, Biesmeijer JC, Varma V, Wäckers FL. 2012. Realising multiple
ecosystem services based on the response of three beneficial insect groups
to floral traits and trait diversity. Basic Appl Ecol. 13:363–370.
Chamer AM, Medan D, Mantese AI, Bartoloni NJ. 2015. Impact of pollination
on sunflower yield: is pollen amount or pollen quality what matters? Field
Crops Res. 176:61–70.
Chapman MA, Tang S, Draeger D, Nambeesan S, Shaffer H, Barb JG,
Knapp SJ, Burke JM. 2012. Genetic analysis of floral symmetry in Van
Gogh’s sunflowers reveals independent recruitment of CYCLOIDEA genes
in the Asteraceae. PLoS Genet. 8:e1002628.
Chen YH, Welter SC. 2003. Confused by domestication: incongruent behavioral responses of the sunflower moth, Homoeosoma electellum (Lepidoptera: Pyralidae) and its parasitoid, Dolichogenidea homoeosomae (Hymenoptera: Braconidae), towards wild and domesticated sunflowers. Biol
Control. 28:180–190.
Chen YH, Welter SC. 2005. Crop domestication disrupts a native tritrophic
interaction associated with the sunflower, Helianthus annuus (Asterales:
Asteraceae). Ecol Entomol. 30:673–683.
Chen YH, Welter SC. 2006. Crop domestication creates a refuge from parasitism for a native moth. J Appl Ecol.. 44:238–245.
Cohen J. 1988.Statistical power analysis for the behavioral sciences. Hilsdale
(NJ): Lawrence Earlbaum Associates.
Crites GD. 1993. Domesticated sunflower in fifth millennium B.P. temporal
context: new evidence from middle Tennessee. Am Antiq. 58:146–148.
Cvejić S, Jocić S, Mladenović E. 2016. Inheritance of floral colour and type in
four new inbred lines of ornamental sunflower (Helianthus annuus L.). J
Hortic Sci Biotechnol. 91:30–35.
Cvejić S, Jocić S, Mladenović E, Jocković M, Miladinović D, Imerovski I,
Dimitrijević A. 2017. Evaluation of combining ability in ornamental sunflower for floral and morphological traits. Czech J Genet Plant Breed.
53:83–88.
De Jager ML, Willis-Jones E, Critchley S, Glover BJ. 2017. The impact of
floral spot and ring markings on pollinator foraging dynamics. Evol Ecol.
31:193–204.
Dechaine JM, Burger JC, Chapman MA, Seiler GJ, Brunick R, Knapp SJ,
Burke JM. 2009. Fitness effects and genetic architecture of plant–herbivore interactions in sunflower crop-wild hybrids. New Phytol. 184:828–
841.
Deyue Y, Mika K, Eija P, Merja M, Paula E, Yrjö H, Albert VA, Teeri TH. 1999.
Organ identity genes and modified patterns of flower development in Gerbera hybrida (Asteraceae). Plant J. 17:51–62.
Endelman JB, Jannink JL. 2012. Shrinkage estimation of the realized relationship matrix. G3 (Bethesda). 2:1405–1413.

Downloaded from https://academic.oup.com/jhered/article-abstract/110/3/275/5371358 by University of Georgia user on 12 November 2019

Such improvements, however, will require a more robust understanding of pollinator responses to floral phenotypic variation in
cultivated sunflower, as well as a more detailed understanding of
the genetic architecture of such traits, many of which involve tissuespecific expression and are often temporally and environmentally
labile. Mapping such traits is a more difficult endeavor than mapping morphological or simple color variation, but also more likely
to generate applied benefit.

Journal of Heredity, 2019, Vol. 110, No. 3

Journal of Heredity, 2019, Vol. 110, No. 3

Mason CM. 2018. How old are sunflowers? A molecular clock analysis of key
divergences in the origin and diversification of helianthus (Asteraceae). Int
J Plant Sci. 179:182–191.
Mason CM, Donovan LA. 2015. Evolution of the leaf economics spectrum in
herbs: evidence from environmental divergences in leaf physiology across
Helianthus (Asteraceae). Evolution. 69:2705–2720.
Mason CM, Patel HS, Davis KE, Donovan LA. 2017. Beyond pollinators: evolution of floral architecture with environment across the wild sunflowers
(Helianthus, Asteraceae). Plant Ecol Evol. 150:139–150.
McArt SH, Halitschke R, Salminen J-P, Thaler JS. 2013. Leaf herbivory
increases plant fitness via induced resistance to seed predators. Ecology.
94:966–975.
Mierziak J, Kostyn K, Kulma A. 2014. Flavonoids as important molecules
of plant interactions with the environment. Molecules. 19:16240–16265.
Moyers BT, Owens GL, Baute GJ, Rieseberg LH. 2017. The genetic architecture of UV floral patterning in sunflower. Ann Bot. 120:39–50.
Mullin CA, Alfatafta AA, Harman JL, Serino AA, Everett SL. 1991. Corn
Rootworm Feeding on Sunflower and Other Compositae: influence of
floral terpenoid and phenolic factors. In: Naturally Occurring Pest Bioregulators: ACS Symposium Series, Vol. 449. American Chemical Society. p.
278–292.
Niesenbaum RA, Patselas MG, Weiner SD. 1999. Does flower color change in
Aster vimineus cue pollinators? Am Midl Nat. 141:59–68.
Oguro M, Sakai S. 2015. Relation between flower head traits and florivory in
Asteraceae: a phylogenetically controlled approach. Am J Bot. 102:407–
416.
Palmer RG, Perez PT, Ortiz-Perez E, Maalouf F, Suso MJ. 2009. The role of
crop-pollinator relationships in breeding for pollinator-friendly legumes:
from a breeding perspective. Euphytica. 170:35–52.
Palmer JH, Steer BT. 1985. The generative area as the site of floret initiation in
the sunflower capitulum and its integration to predict floret number. Field
Crops Res. 11:1–12.
Parker FD. 1981. Sunflower pollination: abundance, diversity and seasonality
of bees and their effect on seed yields. J Api Res. 20:49–61.
Pereira ML, Hall AJ. 2019. Sunflower oil yield responses to plant population
and row spacing: vegetative and reproductive plasticity. Field Crops Res.
230:17–30.
Portlas ZM, Tetlie JR, Prischmann-Voldseth D, Hulke BS, Prasifka JR. 2018.
Variation in floret size explains differences in wild bee visitation to cultivated sunflowers. Plant Genet Resour. 16:498–503.
Prats E, Bazzalo ME, León A, Jorrín JV. 2006. Fungitoxic effect of scopolin
and related coumarins on Sclerotinia sclerotiorum. A way to overcome
sunflower head rot. Euphytica. 147:451–460.
Prats E, Galindo JC, Bazzalo ME, León A, Macías FA, Rubiales D, Jorrín JV.
2007. Antifungal activity of a new phenolic compound from capitulum
of a head rot-resistant sunflower genotype. J Chem Ecol. 33:2245–2253.
Pritchard JK, Stephens M, Donnelly P. 2000. Inference of population structure
using multilocus genotype data. Genetics. 155:945–959.
Putt ED. 1997. Early history of sunflower. In: Scheiter AA, editor. Sunflower
production and technology. Madison (WI): American Society Agronomy.
p. 1–19.
R Core Team. 2016. R: a language and environment for statistical computing.
Vienna (Austria): R Foundation for Statistical Computing for Statistical
Computing.
Roath WW, Miller JF, Gulya TJ. 1981. Registration of RHA 801 sunflower
germplasm1 (Reg. No. GP 5). Crop Sci.. 21:479.
Saltz JB, Hessel FC, Kelly MW. 2017. Trait correlations in the genomics era.
Trends Ecol Evol. 32:279–290.
Sapir Y. 2009. Effects of floral traits and plant genetic composition on pollinator behavior. Arthropod Plant Interact.. 3:115–129.
Schneiter A, Miller JJCS. 1981. Description of sunflower growth stages.
21:901–903.
Selya AS, Rose JS, Dierker LC, Hedeker D, Mermelstein RJ. 2012. A practical
guide to calculating Cohen’s f2, a measure of local effect size, from PROC
MIXED. Front Psychol. 3:1–6.
Shirley BW. 1996. Flavonoid biosynthesis: ‘new’ functions for an ‘old’ pathway.
Trends Plant Sci. 1:377–382.

Downloaded from https://academic.oup.com/jhered/article-abstract/110/3/275/5371358 by University of Georgia user on 12 November 2019

Fambrini M, Michelotti V, Pugliesi C. 2009. Orange, yellow and white-cream:
inheritance of carotenoid-based colour in sunflower pollen. Plant Biol.
12:197–205.
Fick GN. 1976. Genetics of floral color and morphology in sunflowers. J
Hered. 67:227–230.
Fick GN, Zimmer DE, Zimmerman DC. 1974. Correlation of seed oil content in sunflowers with other plant and seed characteristics. Crop Sci.
14:755–757.
Funk VA, International Association for Plant Taxonomy. 2009. Systematics,
evolution, and biogeography of Compositae. Vienna (Austria): International Association for Plant Taxonomy, Institute of Botany, University
of Vienna.
Gao X, Becker LC, Becker DM, Starmer J, Province MA. 2009. Avoiding the
high Bonferroni penalty in genome-wide association studies. Genet Epidemiol. 34:1–1.
Gao X, Starmer J, Martin ER. 2008. A multiple testing correction method
for genetic association studies using correlated single nucleotide polymorphisms. Genet Epidemiol. 32:361–369.
Gillies AC, Cubas P, Coen ES, Abbott RJ. 2002. Making rays in the
Asteraceae: genetics and evolution of radiate versus discoid flower

heads. In: Cronk QCB, Bateman RM, Hawkins JA, editors. Developmental genetics and plant evolution. London: Taylor and Francis. p.
248–261.
Gómez JM, Perfectti F, Lorite J. 2015. The role of pollinators in floral diversification in a clade of generalist flowers. Evolution. 69:863–878.
Greenleaf SS, Kremen C. 2006. Wild bees enhance honey bees’ pollination of
hybrid sunflower. Proc Natl Acad Sci USA. 103:13890–13895.
Guo J, Han W, Wang M. 2008. Ultraviolet and environmental stresses involved
in the induction and regulation of anthocyanin biosynthesis: a review. Afr
J Biotechnol. 7:4966–4972.
Heiser CBJ, Smith DM, Clevenger SB, Martin WCJ. 1969. The North American
Sunflowers: Helianthus. Mem Torrey Bot Club. 22:1–218.
Højsgaard S, Halekoh U. 2018. Groupwise statistics, LSmeans, linear contrasts, utilities. R package version 4.6-1.
Koski MH, Ashman TL. 2015. Floral pigmentation patterns provide an example of Gloger’s rule in plants. Nat Plants. 1:14007.
Koti S, Reddy KR, Reddy VR, Kakani VG, Zhao D. 2005. Interactive effects
of carbon dioxide, temperature, and ultraviolet-B radiation on soybean
(Glycine max L.) flower and pollen morphology, pollen production, germination, and tube lengths. J Exp Bot. 56:725–736.
Laitinen RA, Immanen J, Auvinen P, Rudd S, Alatalo E, Paulin L, Ainasoja M,
Kotilainen M, Koskela S, Teeri TH, et al. 2005. Analysis of the floral
transcriptome uncovers new regulators of organ determination and gene
families related to flower organ differentiation in Gerbera hybrida (Asteraceae). Genome Res. 15:475–486.
Lattanzio V, Lattanzio VM, Cardinali A. 2006. Role of phenolics in the resistance mechanisms of plants against fungal pathogens and insects. Phytochem Adv Res. 661:23–67.
Lipka AE, Tian F, Wang Q, Peiffer J, Li M, Bradbury PJ, Gore MA, Buckler ES,
Zhang Z. 2012. GAPIT: genome association and prediction integrated
tool. Bioinformatics. 28:2397–2399.
Liu A, Burke JM. 2006. Patterns of nucleotide diversity in wild and cultivated
sunflower. Genetics. 173:321–330.
Malerba R, Nattero J. 2012. Pollinator response to flower color polymorphism
and floral display in a plant with a single-locus floral color polymorphism:
consequences for plant reproduction. Ecol Res. 27:377–385.
Mallinger RE, Prasifka JR. 2017. Bee visitation rates to cultivated sunflowers
increase with the amount and accessibility of nectar sugars. J Appl Entomol. 141:561–573.
Mandel JR, Dechaine JM, Marek LF, Burke JM. 2011. Genetic diversity and
population structure in cultivated sunflower and a comparison to its wild
progenitor, Helianthus annuus L. Theor Appl Genet. 123:693–704.
Mandel JR, Nambeesan S, Bowers JE, Marek LF, Ebert D, Rieseberg LH,
Knapp SJ, Burke JM. 2013. Association mapping and the genomic consequences of selection in sunflower. PLoS Genet. 9:1–13.
Marinković R. 1992. Path-coefficient analysis of some yield components of
sunflower (Helianthus annuus L.), I. Euphytica. 60:201–205.

285

286

(Linum usitatissimum L.) carried out in open top chambers. J Sci Food
Agric. 93:1016–1025.
Van der Niet T, Peakall R, Johnson SD. 2014. Pollinator-driven ecological
speciation in plants: new evidence and future perspectives. Ann Bot.
113:199–211.
Wang M, Jiang N, Jia T, Leach L, Cockram J, Comadran J, Shaw P, Waugh R,
Ramsay L, Thomas B, et al. 2012. Genome-wide association mapping of
agronomic and morphologic traits in highly structured populations of
barley cultivars. Theor Appl Genet. 124:233–246.
Wills DM, Burke JM. 2007. Quantitative trait locus analysis of the early domestication of sunflower. Genetics. 176:2589–2599.
Yoshikazu T, Nobuhiro S, Akemi O. 2008. Biosynthesis of plant pigments:
anthocyanins, betalains and carotenoids. Plant J 54:733–749.
Yue B, Vick BA, Yuan W, Hu J. 2008. Mapping one of the 2 genes controlling lemon ray flower color in sunflower (Helianthus annuus L.). J Hered.
99:564–567.
Zhang Z, Ersoz E, Lai CQ, Todhunter RJ, Tiwari HK, Gore MA, Bradbury PJ, Yu J, Arnett DK, Ordovas JM, et al. 2010. Mixed linear model
approach adapted for genome-wide association studies. Nat Genet.
42:355–360.

Downloaded from https://academic.oup.com/jhered/article-abstract/110/3/275/5371358 by University of Georgia user on 12 November 2019

Short K, Etheredge CL, Waliczek TM. 2017. Studying the market potential for
specialty cultivars of sunflower cut flowers. Hort Technol. 27:611–617.
Smith SD. 2016. Pleiotropy and the evolution of floral integration. New Phytol. 209:80–85.
Solovieff N, Cotsapas C, Lee PH, Purcell SM, Smoller JW. 2013. Pleiotropy
in complex traits: challenges and strategies. Nat Rev Genet. 14:483–495.
Specht CD, Bartlett ME. 2009. Flower evolution: the origin and subsequent diversification of the angiosperm flower. Annu Rev Ecol Evol Syst. 40:217–243.
Stapleton AE. 1992. Ultraviolet radiation and plants: burning questions. Plant
Cell. 4:1353–1358.
Torres PB, Chow F, Furlan CM, Mandelli F, Mercadante A, dos Santos DYAC.
2014. Standardization of a protocol to extract and analyze chlorophyll
a and carotenoids in Gracilaria tenuistipitata var. Liui. Zhang and Xia
(Rhodophyta). 62:57–63.
Treutter D. 2005. Significance of flavonoids in plant resistance and enhancement of their biosynthesis. Plant Biol (Stuttg). 7:581–591.
Treutter D. 2006. Significance of flavonoids in plant resistance: a review. Environ Chem Lett. 4:147–157.
Tripathi R, Agrawal SB. 2013. Interactive effect of supplemental ultraviolet B
and elevated ozone on seed yield and oil quality of two cultivars of linseed

Journal of Heredity, 2019, Vol. 110, No. 3

