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Abstract: Fruit weight is an important agronomic trait in pepper production and is closely related
to yield. At present, many quantitative trait loci (QTL) related to fruit weight have been found in
pepper; however, the genes affecting fruit weight remain unknown. We analyzed the fruit weight-
related quantitative traits in an intraspecific Capsicum annuum cross between the cultivated species
blocky-type pepper, cv. Qiemen, and the bird pepper accession, “129−1” (Capsicum annuum var.
glatriusculum), which was the wild progenitor of C. annuum. Using the QTL-seq combined with
the linkage-based QTL mapping approach, QTL detection was performed; and two major effects
of QTL related to fruit weight, qFW2.1 and qFW3.1, were identified on chromosomes 2 and 3. The
qFW2.1 maximum explained 12.28% of the phenotypic variance observed in two F2 generations,
with the maximum LOD value of 11.02, respectively; meanwhile, the qFW3.1 maximum explained
15.50% of the observed phenotypic variance in the two F2 generations, with the maximum LOD
value of 11.36, respectively. qFW2.1 was narrowed down to the 1.22 Mb region using homozygous
recombinant screening from BC2S2 and BC2S3 populations, while qFW3.1 was narrowed down to the
4.61Mb region. According to the transcriptome results, a total of 47 and 86 differentially expressed
genes (DEGs) in the candidate regions of qFW2.1 and qFW3.1 were identified. Further, 19 genes were
selected for a qRT-PCR analysis based on sequence difference combined with the gene annotation.
Finally, Capana02g002938 and Capana02g003021 are the most likely candidate genes for qFW2.1, and
Capana03g000903 may be a candidate gene for qFW3.1. Taken together, our results identified and
fine-mapped two major QTL for fruit weight in pepper that will facilitate marker-assistant breeding
for the manipulation of yield in pepper.

Keywords: pepper (Capsicum spp.); fruit weight; QTL mapping; expression analysis; candidate genes

1. Introduction

Pepper (Capsicum spp., Solanaceae family) is one of the most consumed vegeta-
bles worldwide, with a total production of 41.1 million tons that was worth more than
USD 375.7 billion in 2021 (FAOSTAT; http://faostat.fao.org/, accessed on 3 March 2024).
Capsicum originated from Central and South America and has been consumed since at
least 6000 BC; it comprises the well-known sweet and hot chili peppers (domesticated) and
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several wild species [1]. Peppers are used mainly as fresh vegetables and spices, which
are cultivated and consumed worldwide. Because of its rich nutrition and its spicy taste,
which is different from other vegetables, it is deeply loved by people [2]. It is also used
for extracting capsaicin, essential oils, and carotenoids for a variety of medicine, natural
colorants, and cosmetics [3].

Increasing production is an essential component of the endeavor to ensure food secu-
rity, and it is the main goal of almost all vegetable breeding [4]. Yield in the Solanaceae family
is a complex trait and is affected by many factors, including the amount of fruit and the di-
mensions, maturity, and weight of the fruit [5]. However, compared to grain crop species [6],
less is known about the genes that underlie the yield in the Solanaceae family [7]. Fruit
weight is an important characteristic of Solanaceae, which directly affects the yield of plants
and is usually quantitatively inherited. Tomato (Solanum lycopersicum L.) is an important
model plant species for understanding fleshy fruit development and morphology [8]. To
date, six genes affecting fruit weight have been cloned, including FW2.2 [9], FW3.2 [10],
FW11.3 [11], FAS [12], LC [13], and Globe [14]. Among them, FW2.2 (CNR) and FW3.2 (SlK-
LUH) increases in cell layers are achieved by changing cell division rates and/or duration
in the pericarp of the fruit [9,10]. FW2.2 is a negative regulator and is mainly expressed
in the ovary at anthesis [9], while FW3.2 impacts cell layers mainly in the pericarp of the
developing fruit instead of the ovary [10]. FW11.3 is a cell size regulator (CSR) [11]. FAS
and LC affect fruit weight by affecting the number of chambers [12,13]. GLOBE is a newly
discovered gene affecting tomato fruit weight [14]; it mainly affects the shape of the fruit.
Additionally, transcription factors such as MADS-box and MIXTA-like MYB and DREB3
also play an important role in tomato fruit development [15]. Compared with tomato, there
are few studies about fruit weight in pepper.

Fruit weight in pepper is governed by a number of quantitative trait loci (QTL) that
are related to fruit length, fruit width, locule number, flesh thickness, and so on. To date,
many QTL that affect the fruit weight in pepper have been found, mainly by QTL map-
ping studies, BSA-seq, and genome-wide association analyses. Previously, researchers
searched for the QTL associated with fruit weight by traditional genetic map-based QTL
mapping [16–19]. By constructing a genetic map of 1740 cM, five QTL, fw2.1, fw3.1, fw3.2,
fw4.1, and fw8.1, were detected for fruit weight [17]. A major QTL, fw2.1, was identi-
fied on chromosome 2, which explained 62% of the trait variation, using C. chinense and
C. frutescens introgression lines (ILs) of chromosomes 2 and 4 [18]. Rao et al. [19] constructed
an interspecific genetic map from a cross between the C. annuum cultivated species and the
wild C. frutescens species, and eight fruit weight QTL, which may be orthologous to tomato
fruit weight QTL, were identified in the study.

In addition to traditional genetic map-based QTL mapping, with the publication of
the pepper genome [20,21], sequencing-based mapping approaches, such as QTL-seq and
genome-wide selection strategies (GWAS), promote a higher resolution and faster mapping
of genomic regions for fruit weight in pepper [22]. Using the natural populations of
94 materials, 16 SNPs strongly associated with pepper fruit weight were obtained using
a GWAS analysis in two years, and 7 SNPs are located in known fruit weight controlling
genes. Among them, two nonsynonymous SNPs, S6_227195619 and S10_229225552, were
located in chloroplastic FAF-like protein and cell division control protein 45 (CDC45),
respectively, which related to biological processes involving cell division and meristem
organization [23]. A GWAS analysis of 350 core accessions revealed seven QTL associated
with fruit weight, and seven possible candidate genes were further identified. Among
them, a homolog of BEL1-LIKE HOMEODOMAIN PROTEIN 2 (BLH2) underlying the
QTL FWe-P2.4, detected with the strongest marker–FWe association, may thus affect fruit
weight [24]. In addition to genome sequencing analysis approaches, transcriptome- and
proteome-wide association methods have also been applied to discover the QTL for fruit
weight in pepper. Five QTL located on LG2, LG4, LG6, and LG7 and 42 genes related to fruit
weight were identified, respectively, using transcriptome- and proteome-wide association in
a recombinant inbred line population [25]. Recently, according to a transcriptomic analysis,
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it has been determined that boron transporter 4, the auxin signal transduction pathway
genes (CaAUX1, CaAUX/IAA, CaGH3, CaSAUR), and transcription factors (CaMADS3,
CaAGL8, CaATHB13, CaATHB-40) may be involved in the growth and development of
pepper fruit [26].

Although many QTL of fruit weight have been reported in pepper, and some can-
didate genes were predicted, the underlying genetic mechanism of this trait is almost
unknown, which restricts the genetic improvement in fruit weight in pepper breeding.
In this study, we aimed to identify and analyze fruit weight-related QTL in an intraspe-
cific C. annuum cross between the sweet blocky cultivated pepper accession “Qiemen”
and the bird wild accession “129−1” (C. annuum var. glatriusculum). Two major QTL,
qFW2.1 and qFW3.1, which are related to fruit weight, were identified and fine-mapped
on chromosomes 2 and 3, and three candidate genes were further screened using RNA-
seq and qRT-PCR. The result lays a theoretical foundation for the cloning of qFW2.1 and
qFW3.1, and also provides an important basis for further understanding of pepper fruit
development biology and genetic improvement.

2. Materials and Methods
2.1. Plant Materials

In this study, the blocky-type cultivated pepper “Qiemen” (C. annuum L., weight
per fruit about 125.00 g) and the wild pepper species “129−1” (C. annuum var. glatrius-
culum, wolfberry fruit, weight per fruit about 0.15 g) were used as parents. The fruit of
wild pepper 129−1 is small (about 1.00 cm in length), erect, red-colored, pungent (hot),
deciduous (falls off the plant when ripe), and soft-fleshed. We used “Qiemen” as the
female parent and “129−1” as the male parent to develop F1 and F2 populations. All the
peppers were provided by the pepper research group of the Institute of Vegetables and
Flowers, Chinese Academy of Agricultural Sciences. In the autumn of 2021, two F2 popula-
tions, which were named 2021SY47 and 2022SG136, derived from a cross between Qiemen
and 129−1, were grown in a greenhouse with normal water and fertilizer management in
Shunyi District, Beijing (40◦17′ N, 116◦87′ E), and Shouguang County of Shandong Province
(36◦91′ N, 118◦86′ E), China, respectively. These two F2 populations, which comprised 279
and 367 individuals, respectively, were used for a QTL-seq analysis and primary mapping.
In addition, F1 was backcrossed by the recurrent parent Qiemen to construct a BC2 pop-
ulation. In the autumn of 2022, a total of 29 BC2 individuals with different heterozygous
segments for the target QTL interval (qFW2.1 or qFW3.1) were selected to generate BC2F2
and BC2F2:3 heterozygous inbred lines (HIFs) for verifying and a further fine-mapping anal-
ysis of QTL qFW2.1 and qFW3.1. All 29 BC2 individuals were screened by the background
marker to make true the genotypes of other possible fruit weight QTL regions fixed for the
parent “Qiemen” allele. A total of 10–15 plants with homozygous parental genotypes at the
exchange site were selected from HIFs and planted in a plastic greenhouse for measuring
the fruit weight characteristics. Each plant was weighed with 5–6 uniform mature green
fruits, and the average value was calculated. And four characteristics including fruit weight
with stalk (FWs), fruit weight without stalk (FW), fruit length (FL), and fruit diameter (FD)
were selected to be measured. The fruit weight data and correlations between the four fruit
weight characteristics were analyzed using IBM SPSS Statistics 23 (SPSS Inc., Chicago, IL,
USA) software.

2.2. DNA Extraction, PCR Amplification, and Detection

The genomic DNA of the pepper was extracted using the CTAB method [27], when
two leaves were fully expanded and one new leaf began to appear. The integrity and purity
of the DNA samples were determined using 1% agarose gel electrophoresis, and the con-
centration of DNA was measured using NanoDrop (Thermo Fisher Scientific, Wilmington,
DE, USA). The final DNA concentrations were diluted to 50–100 ng/µL with ddH2O as the
working solution. For PCR, a 1 µL DNA sample was taken and put into a reaction volume
of 10 µL using gene-specific primers. The amplification of the markers was conducted



Genes 2024, 15, 1097 4 of 16

using the following profile: 94 ◦C for 4 min; 32 cycles of 15 s at 94 ◦C, 15 s at optimal
annealing temperature, and 30 s at 72 ◦C; and 72 ◦C for 5 min. The PCR products were
separated on 8% polyacrylamide gel.

2.3. QTL-Seq Analysis

According to the fruit weight data of the 2021SY47 population, 28–30 individual plants
with extreme fruit weight were selected to construct two sequencing mixed pools, the heavy
fruit pool (H-pool) and light fruit pool (L-pool). The two parents, the H-pool and the L-pool,
were sequenced on an Illumina HiSeq 4000 system in the PE150 mode [28]. The high-quality
data were obtained after removing the low-quality reads (Q < 20), a DAPter sequences,
N > 10% reads, and too-short reads (<20 bp) by the software of Cuta DAPt (version 1.17) and
Trimmomatic. The clean reads were then mapped to the Zunla-1 v2.0 reference enome [21]
using BWA (version 0.7.17) software [29]. The variation detection (including InDels and
SNPs) was conducted by using the software SAMtools (version 1.17) [30] and GATK [31].
Before association analyses were undertaken, SNPs were filtered. The filtering criteria
were as follows: SNPs with multiple genotypes were filtered; SNPs with read supports < 4
were filtered; SNPs with consistent genotypes in two pools were filtered. After filtering
the InDels and SNPs, the homozygous and polymorphic loci were retained for a follow-up
analysis. The SNP index and ∆ SNP index were calculated using the BSA-seq policy [22].
The SNP index and ∆ SNP index were calculated with a 1 Mb interval and 50 kb sliding
window to identify genomic regions for Zunla-1 v2.0. The (SNP index) diagram was drawn,
and 1000 permutation tests were carried out. The 95% and 99% confidence levels were
selected as the thresholds for screening possible genomic regions associated with the fruit
weight trait.

2.4. QTL Mapping with InDel Marker

According to the preliminary mapping results of the QTL-seq analysis, the F2 popula-
tion was further used to map and verify the initial location area. Sequences of the candidate
regions associated with the fruit weight trait, which were identified by QTL-Seq, were
downloaded from the reference genome, and the amplification primers were designed
using BatchPrimer3 (https://primer3.ut.ee/, accessed on 3 March 2024) Inpult online
software at Primer3 Input [32]. Polymorphism verification was carried out between the
parents, and polymorphic and specific markers were selected to detect the F2 population
genotypes. QTL IciMapping 4.1 was used to construct the local genetic linkage map of
chromosomes [33], and the genetic linkage relationship between the polymorphic markers
was analyzed. Using all phenotyping data and genetic maps, the QTL analysis was con-
ducted in the F2 population using the Inclusive Composite Interval Mapping of Additive
(ICIM-ADD) module within QTL IciMapping 4.1. The LOD threshold was determined
using 1000 permutations with a 5% probability for each chromosome and each trait. Ge-
nomic regions with LOD values greater than 3.0 were considered to have QTL related to
fruit weight. We constructed fine positioning using HIFs derived from the recombinants of
BC2. If there was a significant difference in fruit weight between the two groups, which
contained homozygous parental segments at the exchange site, respectively, this interval
was considered to contain the QTL related to fruit weight.

2.5. Transcriptome Analysis

Three fruits were randomly collected from two parent individuals at 1, 15, 25, and
35 DAP (days after pollination). RNA was extracted from the pericarps of the fruit, and
three biological replicates represented each fruit development stage. The quality and quan-
tity of total RNA were assessed by a NanoDrop2000 spectrophotometer (Thermo Fisher
Scientific Inc., Wilmington, DE, USA). A total of 24 RNA samples were used to construct the
cDNA library and resequenced by the Illumina HiSeq-PE150 sequencing platform at Bei-
jing Biomarker Technologies Corporation (Beijing, China, http://www.biomarker.com.cn,
accessed on 3 March 2024). The raw data were processed for quality control to obtain clean
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data using fastp (version 0.19.7) software. After quality control, clean reads were mapped
to the Zunla-1_v2.0 reference genome using HISAT2 (version 2.2.0) software. The FPKM
of each gene was calculated based on the length of the gene, and the read count mapped
to this gene for a differential expression analysis was processed using DESeq2 [34]. DEGs
were defined as genes with an FDR ≤ 0.01 and |log2 (fold change)| ≥ 1.

2.6. Verification of Gene Expression Pattern Using qRT-PCR

The functional annotation of the predicted genes in the region of qFW2.1 and qFW3.1
was found by BLASTN pepper full-length cDNA searching against databases, including the
Sol Genomics Network (SGN, http://solgenomics.net, accessed on 3 March 2024), Unigene,
ESTs, and the National Center for Biotechnology Information (NCBI, http://www.ncbi.
nlm.nih.gov, accessed on 3 March 2024).

A total of nineteen candidate genes for qFW2.1 and qFW3.1, detected using RNA-seq
combining with a variation analysis, were selected for validation by qRT-PCR. Total RNA
was extracted from 129−1 and Qiemen at 1 DAP, 11 DAP, 25 DAP, and 35 DAP with VeZol
Reagent (Vazyme, Nanjing, China). The cDNA synthesis and PCR amplification were
performed using the HiScript IV 1st Strand cDNA Synthesis Kit and ChamQ Blue Univer-
sal SYBR qPCR Master Mix (Vazyme, Nanjing, China) according to the manufacturer’s
instructions. The 10 µL reaction system PCR reaction was performed using LC480 real-time
PCR (Roche Diagnostics, Rotkreuz, Switzerland). The double-delta CT (2−∆∆CT) method
was conducted to calculate the relative gene expression levels. Actin [35] was applied
as an internal control. Three biological replicates were used per development stage, and
average transcript levels of each sample were calculated from three technical replicates.
The qRT-PCR primer sequences are listed in Table S11.

3. Results
3.1. Phenotypic Analysis of F2

The mean FW for the heavy fruit parent, Qiemen, and light fruit parent, 129−1, was
125.00 g and 0.15 g, respectively (Figure 1a, Table S1). The F1 hybrid had an average
FW of 5.07 g and fruit shape appeared to be the finger type (Figure 1a). As shown in
Figure 1, in the F2 populations, the FW, FWs, and Fl are skewed towards 129−1. The Fd
of F2 is in the middle of the parental lines. The FW of the 2021SY47 population ranged
from 0.67 g to 21.58 g, with an average of 3.72 g; the FWs of the 2021SY47 population
ranged from 0.82 g to 22.67 g, with an average of 3.99 g; the fruit length of the 2021SY47
ranged from 2.06 cm to 7.87 cm, with an average of 4.29 cm; and the fruit diameter of the
2021SY47 ranged from 0.83 cm to 3.53 cm, with an average of 1.54 cm. The fruit weight
of the 2022SG136 population ranged from 0.55 g to 20.99 g, with an average of 3.85 g.
The frequency distributions of fruit weight traits in the two F2 populations conformed
to an approximately continuous normal distribution, which indicates that these traits
are quantitative traits controlled by multiple genes (Figure 1). The FW was significantly
positively correlated with the FWs (r = 0.999, p < 0.01), FL (r = 0.826, p < 0.01), and FD
(r = 0.826, p < 0.01). This suggests that fruit weight may be affected by both fruit length and
fruit diameter. Thus, the FW was used as the main phenotypic data for genetic mapping in
the following study due to strong correlation among these four traits.

3.2. Two Major QTL Were Identified by Using QTL-Seq

After whole-genome resequencing, 516.35, 542.04, 867.92, and 827.34 million clean
reads were generated from Qiemen, 129−1, H-pool, and L-pool, respectively (Table S2).
After quality control, 95.94–96.50% of the read pairs in the four libraries were uniquely
mapped to the Zunla-1 v2.0 reference genome. The depths of Qiemen, 129−1, H-pool,
and L-pool are 27.99×, 29.21×, 46.82×, and 44.73×, respectively. A total of 24,964,557
high-quality SNPs and 1,970,887 InDels were identified between the two parental lines. To
identify the major QTL related to fruit weight, the SNP index was calculated for each bulk
by aligning the sequences to the reference genome. By combining the information of the
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SNP index in the H-pool and L-pool, a ∆ (SNP index) was calculated and plotted against the
genome positions. A total of nine candidate QTL regions related to fruit weight were iden-
tified with a statistical confidence of p < 0.05 (Figure 2a). These were designated as qFW1.1,
qFW2.1, qFW3.1, qFW3.2, qFW4.1, qFW7.1, qFW7.2, qFW9.1, and qFW11.1, respectively. In
order to validate the result of QTL-seq, a total of 184 InDel markers were developed in the
nine candidate regions and screened the polymorphism between the parents. A total of
52 InDel markers (Table S3) with clear bands and polymorphisms were selected to construct
a linkage map using the QTL IciMapping 4.0 software. Two major QTL for fruit weight,
qFW2.1 and qFW3.1, were verified by the ICIM mapping analysis in 2021SY47 popula-
tions, with LOD thresholds of 11.02 and 11.39, respectively. The qFW2.1 was delimited by
two InDel markers, PepC2-144-5 and PepC2-160-2, which were physically located in the
region of 143.83–160.36 Mb on chromosome 2 (Figure 2b, Table S4). qFW3.1 was delimited
by two InDel markers, PepC3-10-2 and PepC3-40-1, which were physically located in the
region of 9.80–40.82 Mb on chromosome 3 (Figure 2b, Table S4). In addition, we also located
other traits, and the QTL of weight with the stalk, length, and diameter of fruit in 2021SY47
all coincided with the QTL of weight without stalk.
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Manhattan graphs of 12 chromosomes. The region indicated by the arrow indicates that the region
may contain QTL related to fruit weight, the blue curve indicates the 99% confidence interval,
the red curve indicates the 95% confidence interval, and the black line indicates ∆ (SNP index).
(b) Linkage-based QTL mapping of 9 candidate QTL. The genetic linkage analysis of the 2021SY47
population was performed using 52 InDel markers; five QTL related to FW were detected in 2021SY47
populations, including qFW2.1, qFW3.1, qFW4.1, qFW7.2, and qFW9.1. The qFW2.1 and qFW3.1 were
major QTL.

At the same time, markers of the major effect interval were used for the genetic
linkage analysis in the 2022SG136 population. In the 2022SG136 population, qFW2.1 was
also located to markers PepC2-144-6 and PepC2-160-2 on chromosome 2, with an LOD
value of 7.36, and the maximum phenotypic variation explained 7.17%. qFW3.1 was also
located between marker PepC3-10-2 on chromosome 3 and marker PepC3-40-1 with an
LOD value of 10.46, and the maximum phenotypic variation explained 15.50%. The qFW2.1
and qFW3.1 had the highest explanation of phenotypic variation, and they were stable in
the two populations. The fruit weight without stalk was the main character studied.

3.3. Genetic Linkage Analysis Narrowed qFW2.1 and qFW3.1 Candidate Region

In order to narrow the candidate interval of qFW2.1 and qFW3.1, 36 InDel markers
within the candidate intervals were developed on chromosome 2 and 3, and 15 with a
steady and clear spectrum were selected for their polymorphism in the two parents. The
two major fruit weight QTL, qFW2.1 and qFW3.1, were further narrowed using the linkage
analysis. The qFW2.1 was in the region between markers PepC2-152-3 and PepC2-156-1
with a physical distance of approximately 4.46 Mb on chromosome 2. The qFW3.1 was



Genes 2024, 15, 1097 8 of 16

in the region between markers PepC3-12-1 and PepC3-18-1 with a physical distance of
approximately 5.66 Mb on chromosome 3 (Table 1).

Table 1. Results of F2 population initial mapping.

Trait Population Chr LOD PVE (%) Left Right

fruit weight
without stalk

2021SY47
2

10.60 12.40 PepC2-152-3 PepC2-156-1
2022SG136 14.43 14.61 PepC2-150-2 PepC2-154-2
2021SY47

3
12.87 14.97 PepC3-12-1 PepC3-18-1

2022SG136 15.37 15.25 PepC3-10-2 PepC3-16-1

To better define the fruit weight region, a total of 508 individuals of the BC2 population
were genotyped to screen the recombinants, which were recombinant in the qFW2.1 or
qFW3.1 regions. The PepC2-144-5~PepC2-158-2 interval (narrowed for qFW2.1) or PepC3-
10-2~PepC3-20-3 interval (narrowed for qFW3.1) were heterozygous while other possible
regions (such as qFW4.1 and qFW7.2 loci) were homozygous for the Qiemen alleles. Ac-
cording to their marker genotypes, six recombinants located at the qFW2.1 region were
identified in the BC2 population. All homozygous recombinants at the qFW2.1 region were
further classified into four groups based on their breakpoints. When comparing the fruit
weight of the non-recombinants with the recombinants in each family, a highly significant
(p < 0.001) difference in mean fruit weight for BC2S2-214-7 was observed and an increase
of 57.61% in fruit weight. These results indicated that the qFW2.1 locus was located in
the PepC2-152-3~PepC2-154-2 interval on chromosome 2, with a physical distance of ap-
proximately 2.50 Mb (Figure 3a, Table S5). There was no recombinant between PepC3-12-1
and PepC3-18-1.
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Figure 3. Dissection and validation of qFW2.1 and qFW3.1 region using HIFs. (a) Progeny tests
of homozygous recombinants localized qFW2.1 to region flanked by markers PepC2-152-8 and
PepC2-154-2 and comparison of mean of fruit weight between two homozygous individuals
(129−1 allele and Qiemen allele) within each family. Groups BC2S2-214-3, BC2S2-214-5, BC2S2-214-7,
BC2S3-166, BC2S3-168, and BC2S3-168 are different kinds of recombinant individuals derived from
plants that are heterozygous between PepC2-144-5 and PepC2-160-2. (b): Progeny tests of homozy-
gous recombinants localized qFW3.1 to region flanked by markers PepC3-12-1 and PepC3-17-1 and
comparison of mean of fruit weight between two homozygous individuals (129−1 allele and Qiemen
allele) within each family. Groups BC2S3-170, BC2S3-172, BC2S3-173, and BC2S3-174 are different kinds
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of recombinant individuals derived from plants that are heterozygous between PepC3-10-2 and
PepC3-20-3. AFW: average of fruit weight; N: numerals refer to number of homozygous individuals.
Asterisks indicate significance determined by Student’s t-test for each family. *: p < 0.05; **: p < 0.01;
***: p < 0.001.

To further delimit the genomic regions of qFW2.1 and qFW3.1, the BC2S2 population
containing 864 individuals was genotyped with flanking markers and nine recombinants
were identified corresponding to an interval of BC2S3-165, BC2S3-166, BC2S3-168, and
BC2S3-169 (qFW2.1) and BC2S3-170, BC2S3-171, BC2S3-172, BC2S3-173, and BC2S3-174
(qFW3.1), respectively. For the QTL region of qFW2.1, the homozygous recombinants were
divided into three groups. For groups BC2S3-165, BC2S3-166, BC2S3-168, and BC2S3-169,
the mean fruit weight of the recombinants was significantly higher (p < 0.01) than that of the
non-recombinants. These results indicated that the qFW2.1 locus was located in the PepC2-
152-3~PepC2-154-2 interval on chromosome 2, with a physical distance of approximately
1.22 Mb. For the QTL region of qFW3.1, the homozygous recombinants were divided into
four groups. For groups BC2S3-170, BC2S3-171, and BC2S3-173, the mean fruit weight of
the recombinants was significantly higher (p < 0.01) than that of the non-recombinants.
These results indicated that the qFW2.1 locus was located in the PepC3-12-1~PepC3-17-1
interval on chromosome 3, with a physical distance of approximately 4.61 Mb (Figure 3,
Tables S5 and S6).

3.4. Differential Gene Expression Analysis between the Two Parents

To investigate the candidate genes associated with the fruit weight of pepper, an RNA-
seq analysis was performed. The respective numbers of DEGs in the “Qiemen” vs. “129−1”
comparisons were 9834, 7451, 7762, and 8554 at 1 DAP, 15 DAP, 25 DAP, and 35 DAP
(Figure S1). A total of 1776 DEGs were overlapped in all four periods. GO enrichment and
KEGG pathway analyses of the DEGs were conducted. At 1 DAP, the two most significantly
enriched GO terms were the MCM complex and photosystem II oxygen evolving complex
in the cellular component category. DNA helicase activity and ribonuclease T2 activity
were the two most significantly enriched GO terms in the molecular function category. The
two most significantly enriched GO terms were protein ubiquitination and DNA replica-
tion in the biological process category (Figure S2). At 15 DAP, the two most significantly
enriched GO terms were photosystem I and the integral component of the membrane in the
cellular component category. Xyloglucan/xyloglucosyl transferase activity and peptidase
inhibitor activity were the most significantly enriched GO terms in the molecular function
category. The two most significantly enriched GO terms were peptidase inhibitor activity
and photosynthesis and light harvesting in the biological process category (Figure S3). At
25 DAP, the two most significantly enriched GO terms were photosystem I and photosys-
tem II in the cellular component category. Trehalose-phosphatase activity and trehalose-
phosphatase activity were the most significantly enriched GO terms in the molecular
function category. The two most significantly enriched GO terms were photosynthesis,
light harvesting and photosynthesis, and light harvesting in the biological process category
(Figure S4). At 35 DAP, the two most significantly enriched GO terms were nucleosome and
nucleosome in the cellular component category. Microtubule binding and monooxygenase
activity were the most significantly enriched GO terms in the molecular function category
(Figure S5). The two most significantly enriched GO terms were monooxygenase activity
and the carbohydrate metabolic process in the biological process category.

Additionally, the KEGG database was used to analyze the DEGs. The top 20 enriched
KEGG pathways are displayed in Figures S6–S9. These differential genes were significantly
enriched into biosynthesis of various secondary metabolites, plant hormone signal trans-
duction, photosynthesis, and other pathways (Figures S6–S9). Because fruit is regulated
by plant hormones such as gibberellin, auxin, and cytokinin during development, we
focused on genes that are enriched in “plant hormone signal transduction”. A total of 184,
166, 151, and 172 DEGs at 1, 15, 25, and 35 DAP were clustered in plant hormone signal
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transduction pathways. The KEGG pathway enrichment analysis provided an important
clue for identifying candidate genes. Capana02g002989, Capana02g003021, Capana03g000857,
and Capana03g001031 are enriched on this pathway.

3.5. Prediction and Analysis of Candidate Genes for the Fruit Weight

Among the genes that were significantly differentially expressed between the “Qiemen”
and “129−1”, we focused on genes located within the QTL to identify candidate genes
associated with fruit weight. A total of 47 genes were discovered in the regions where
two QTL overlapped on chromosome 2. A total of 86 genes were discovered in the regions
where two QTL overlapped on chromosome 3 (Table S9).

Based on the results of resequencing data, 24 genes with no sequence difference
between “Qiemen” and “129−1” were further excluded (Table S10). The expression of all
the remaining genes is shown in Figure 4.
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Combined with the gene annotation of the Zunla-1_v2.0 reference genome and the
search for homologous genes, 19 genes that were most likely related to fruit weight
were selected for verification by the qRT-PCR analysis. The presumed functions of these
19 genes are in Table 2. Both the qRT-PCR and RNA-seq analysis generally showed simi-
lar expression patterns of the up- and down-regulation of these 19 DEGs. Among them,
three genes, Capana02g002938, Capana02g003021, and Capana03g000903, showed the most
significant expression level difference between the transcriptomes of the parent “Qiemen”
and “129−1”. Capana02g002938, located on Chr02: 153038618–153038618, encodes growth-
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regulating factor 2-like (GRF); Capana02g002938 exhibited significantly higher expression
levels at 11 DAP and 35 DAP in “129−1” than in “Qiemen”. Capana02g003021, located
on Chr02: 154187708–154190076, encodes GRETCHEN HAGEN3-type (GH3) protein;
Capana02g003021 exhibited significantly higher expression levels at 25 DAP and 35 DAP
in “129−1” than in “Qiemen”. Capana03g000903, located on Chr03: 14554077–14555759,
encodes C78A4_PINRA Cytochrome P450; Capana03g000903 exhibited significantly higher
expression levels at 11 DAP in “129−1” than in “Qiemen”.

Table 2. Functional prediction of candidate genes.

Gene ID Functional Prediction

Capana02g002936 AP2-like ethylene-responsive transcription factor ANT
Capana02g002938 growth-regulating factor 2-like (GRF)
Capana02g002971 adenylyl-sulfate kinase
Capana02g002977 mitochondrial outer membrane protein porin 2
Capana02g002983 domain-containing protein NPY2
Capana02g002984 GCN5-related N-acetyltransferase (GNAT) family protein
Capana02g002985 U553_DICDI UPF0553 protein OS
Capana02g002986 FMDA_METME Formamidase
Capana02g002991 unknown protein
Capana02g003021 probable indole-3-acetic acid-amido synthetase GH3.1
Capana03g000827 unknown protein
Capana03g000845 NDH-DEPENDENT CYCLIC ELECTRON FLOW 1
Capana03g000846 UDP-glucose 6-dehydrogenase
Capana03g000898 NLI interacting factor (NIF) family protein
Capana03g000903 C78A4_PINRA Cytochrome P450
Capana03g000937 zinc finger (C2H2 type) family protein
Capana03g000971 phosphoglycerate/bisphosphoglycerate mutase family protein
Capana03g000998 ARATH Protein PRD1

Capana03g0001010 gibberellin-regulated protein 14
Capana03g0001013 calmodulin-binding protein

The sequence comparison of the gene-coding regions of Capana02g002938, Capana02g003021,
and Capana03g000903 between “129−1” and “Qiemen” revealed five nonsynonymous SNPs
in exons, respectively (Figure 5).
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of fruit; (b) sequence difference of Capana02g003021 in Qiemen and 129−1 and expression difference
in different developmental stages of fruit; (c) sequence difference of Capana03g000903 in Qiemen and
129−1 and expression difference in different developmental stages of fruit. **: p < 0.01; ***: p < 0.001.

4. Discussion

Pepper is an important vegetable crop that is widely grown around the world. The
fruit of pepper can be used for vegetables, food additives, and pigment extraction and has
high medicinal and economic value. Up until now, many traits of the pepper fruit, such
as fruit color [36], fruit shape [16], fruit weight [17], fruit locule number [37], etc., were
extensively studied using QTL methods. Fruit weight is an important characteristic of
pepper, which directly affects the yield of pepper. The size and weight of edible organs have
been strongly selected as important characteristics during crop domestication [38]. Previous
studies have identified many major and minor QTL controlling fruit weight, which was
mainly carried out by interspecific crossing of domesticated peppers with wild accessions
or intraspecific crossing in domesticated peppers. Many QTL for fruit weight-related traits
have been identified in different genetic backgrounds and were mainly distributed on
chromosomes 2, 3, 4, 7, and 10 [17–20]. However, most fruit weight loci were located in
large chromosome intervals due to the low density of the genetic map. Additionally, the
molecular regulatory mechanism related to fruit weight of capsicum is still unclear.

In this study, we used a wild accession of C. annuum (129−1) and cultivated accession
(Qiemen) as the parents and species and fine-mapped two major QTL, qFW2.1 and qFW3.1,
controlling fruit weight in pepper. Based on the physical positions, qFW2.1 was located in
the marker PepC2-152-8~PepC2-154-2 interval on chromosome 2, with a physical position
from approximately 153.00 Mbp to 154.22 Mbp. At the same time, the QTL related to
the FL and FD were also detected in the region. The physical position of QTL qFW2.1
identified in this study was close to that of the previous reported QTL, ftw2.1 [37] and
FWe-P2.4 [24]. However, the physical position of qFW2.1 (153.00 Mbp to 154.22 Mbp) in
our study was not overlapped with the ftw2.1, which was shown by Ma et al. [37]. The
ftw2.1 was detected on chromosome 2, which was located between CA514272 (105.98 cM)
and GI712 (123.72 cM). The physical interval was approximately 156 Mbp to 165 Mbp on
chromosome 2 in the Zunla-1 reference genome. The fruit weight QTL, FWe-P2.4, was
detected using multi-environment GWAS in a 350 pepper core accessions [24]. FWe-P2.4
was physically located in Chr02: 160,335,675bp−161,135,675bp in CM334 reference genome
version 1.6. CA. PGAv. 1.6 scaffold836.9 (similar to BLH2) and CA. PGAv. 1.6 scaffold358.113
(similar to OVATE) were the candidate genes for the QTL FWe-P2.4. Similarly to the previous
study of McLeod et al. [24], the QTL qFW2.1 identified in our study was corresponded
to 161–162 Mb on chromosome 2 in CM334 reference genome version 1.6, but the gene
OVATE is outside the target position of qFW2.1. qFW3.1 corresponds to 238–244 Mb on
chromosome 3 in the CM334 reference genome [20], which was consistent with a previous
reported QTL FW-3 [39]. Using collinear alignment, the QTL qFW3.1 was mapped at
about 60 Mbp on chromosome 3 in the SL4.0 reference genome [40], which was closed
to the cloned tomato fruit weight related gene, FW3.2 (SlKLUH) [10]. SlKLUH, encoding
the ortholog of KLUH, was a P450 enzyme of the CYP78A subfamily. Besides, CaKLUH,
which was the ortholog of SlKLUH, were identified and found that fruit mass segregated
significantly with the large fruited allele of CaKLUH from the C. annuum parent in a
C. frutescens × C. annuum interspecific RIL population [10]. Additionally, the location
region of the two major QTL, especially the qFW3.1, is relatively large, which brings
difficulty for us to identify candidate genes. Therefore, we plan to use near-isogenic lines
to further validate candidate genes, which were predicted in the present study.

To confirm the candidate gene in qFW2.1 and qFW3.1, we screened the results with the
related protein annotation and differential expression patterns. Finally, Capana02g002938
and Capana02g003021 were found to be candidate genes that may be responsible for the
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major effects of qFW2.1. Capana02g002938 codes growth-regulating factor 2-like (GRF);
GRF is involved in the growth and development of plants, hormonal responses, and so
on [41]. The GRF gene in rice has been shown to regulate rice stem growth by mediating
gibberellin acid (GA) [42]. Studies have shown that GRF gene expression in meristem
tissues is higher than that in mature tissues [43]. In this study, Capana02g002938 showed
differential expression at 11 DAP; three SNPs in the exon region may affect the key sites of
the differential expression of this gene.

Capana02g003021 encodes the GRETCHEN HAGEN3-type (GH3) protein, which is a
possible indole-3-acetic acid-amido synthetase. Dynamic changes in indole-3-acetic acid
(IAA) cell concentration trigger cell elongation and differentiation [44]. The disruption of
the IAA balance by the increased expression of SlGH3.4 or SlGH3.2 results in defective
locular and placental tissues in tomato [45]. In this study, Capana02g003021 was down-
regulated in all stages of the fruit development of Qiemen, while it was up-regulated in
the middle and late stages of the fruit growth of 129−1. Therefore, we hypothesize that
Capana02g003021 is a fruit growth inhibitor, and an SNP in the exon may be an important
cause of this result.

Capana03g000903 is annotated as a member of the Cytochrome P450 family involved
in the proliferation process of fruits. Mainly expressed early in the development of Qiemen
fruit, a SNP in the first exon region converts glycine to glutamate. Capana03g000903 is
homologous with tomato FW3.2 (SlKLUH), which has been proved to be an important gene
affecting tomato fruit weight [10,46], which mainly affects fruit weight by controlling cell
proliferation in the early stage of fruit development. One SNP in the promoter is highly
correlated with fruit weight. Furthermore, in Arabidopsis, KLUH regulates cell proliferation
by producing novel mobile growth signals that are different from classical plant hormones
in a non-cellular autonomic manner, thus controlling organ size in Arabidopsis thaliana [47].
This evidence suggested Capana03g000903 as a candidate gene for qFW3.1.

To conclude, our results show that qFW2.1 and qFW3.1 are major QTL controlling fruit
weight in pepper. We fine-mapped the qFW2.1 to a 1.22 Mb region located from PepC2-
152-8 to PepC2-154-2. qFW3.1 was located in the region between markers PepC3-12-1 and
PepC3-17-1, with a physical distance of approximately 4.61 Mb. Through transcriptomic
and qRT-PCR analyses, we conclude that Capana02g002938 and Capana02g003021 were the
most likely candidate genes of qFW2.1 and Capana03g000903 was the most likely candidate
gene of qFW3.1. This study not only provides a theoretical basis for the cloning of qFW2.1
and qFW3.1 of pepper, but also helps us to further understand the molecular mechanism of
the fruit weight regulation of pepper.
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2. Baenas, N.; Belović, M.; Ilic, N.; Moreno, D.A.; García-Viguera, C. Industrial use of pepper (Capsicum annum L.) derived products:

Technological benefits and biological advantages. Food Chem. 2019, 274, 872–885. [CrossRef] [PubMed]
3. Cavalcanti, R.N.; Koshima, C.C.; Forster-Carneiro, T.; Gomes, M.T.M.S.; Rostagno, M.A.; Prado, J.M.; Meireles, M.A.A. Uses and

applications of extracts from natural sources. In Natural Product Extraction: Principles and Applications; Royal Society of Chemistry:
London, UK, 2022.

4. Sinclair, T.R.; Purcell, L.C.; Sneller, C.H. Crop transformation and the challenge to increase yield potential. Trends Plant Sci. 2004,
9, 70–75. [CrossRef]

5. Ariizumi, T.; Shinozaki, Y.; Ezura, H. Genes that influence yield in tomato. Breed. Sci. 2013, 63, 3–13. [CrossRef]
6. Doebley, J.F.; Gaut, B.S.; Smith, B.D. The Molecular Genetics of Crop Domestication. Cell 2006, 127, 1309–1321. [CrossRef]
7. Paran, I.; Van Der Knaap, E. Genetic and molecular regulation of fruit and plant domestication traits in tomato and pepper. J. Exp.

Bot. 2007, 58, 3841–3852. [CrossRef] [PubMed]
8. Seymour, G.B.; Chapman, N.H.; Chew, B.L.; Rose, J.K. Regulation of ripening and opportunities for control in tomato and other

fruits. Plant Biotechnol. J. 2013, 11, 269–278. [CrossRef] [PubMed]
9. Frary, A.; Nesbitt, T.C.; Grandillo, S.; Knaap, E.; Cong, B.; Liu, J.; Meller, J.; Elber, R.; Alpert, K.B.; Tanksley, S.D. fw2.2:

A Quantitative Trait Locus Key to the Evolution of Tomato Fruit Size. Science 2000, 289, 85–88. [CrossRef] [PubMed]
10. Chakrabarti, M.; Zhang, N.; Sauvage, C.; Muños, S.; Blanca, J.; Cañizares, J.; Diez, M.J.; Schneider, R.; Mazourek, M.; McClead, J.;

et al. A cytochrome P450 regulates a domestication trait in cultivated tomato. Proc. Natl. Acad. Sci. USA 2013, 110, 17125–17130.
[CrossRef]

11. Mu, Q.; Huang, Z.; Chakrabarti, M.; Illa-Berenguer, E.; Liu, X.; Wang, Y.; Ramos, A.; van der Knaap, E. Fruit weight is controlled
by Cell Size Regulator encoding a novel protein that is expressed in maturing tomato fruits. PLoS Genet. 2017, 13, e1006930.
[CrossRef]

12. Rodriguez, G.R.; Muños, S.; Anderson, C.; Sim, S.C.; Michel, A.; Causse, M.; McSpadden Gardener, B.B.; Francis, D.; van Der
Knaap, E. Distribution of SUN, OVATE, LC, and FAS in the tomato germplasm and the relationship to fruit shape diversity. Plant
Physiol. 2011, 156, 275–285. [CrossRef] [PubMed]

13. Muños, S.; Ranc, N.; Botton, E.; Bérard, A.; Rolland, S.; Duffé, P.; Carretero, Y.; Le Paslier, M.-C.; Delalande, C.; Bouzayen, M.; et al.
Increase in Tomato Locule Number Is Controlled by Two Single-Nucleotide Polymorphisms Located Near WUSCHEL. Plant
Physiol. 2011, 156, 2244–2254. [CrossRef] [PubMed]

14. Sierra-Orozco, E.; Shekasteband, R.; Illa-Berenguer, E.; Snouffer, A.; van der Knaap, E.; Lee, T.G.; Hutton, S.F. Identification and
characterization of GLOBE, a major gene controlling fruit shape and impacting fruit size and marketability in tomato. Hortic. Res.
2021, 8, 138. [CrossRef]

https://doi.org/10.1016/j.foodchem.2018.09.047
https://www.ncbi.nlm.nih.gov/pubmed/30373022
https://doi.org/10.1016/j.tplants.2003.12.008
https://doi.org/10.1270/jsbbs.63.3
https://doi.org/10.1016/j.cell.2006.12.006
https://doi.org/10.1093/jxb/erm257
https://www.ncbi.nlm.nih.gov/pubmed/18037678
https://doi.org/10.1111/j.1467-7652.2012.00738.x
https://www.ncbi.nlm.nih.gov/pubmed/22958755
https://doi.org/10.1126/science.289.5476.85
https://www.ncbi.nlm.nih.gov/pubmed/10884229
https://doi.org/10.1073/pnas.1307313110
https://doi.org/10.1371/journal.pgen.1006930
https://doi.org/10.1104/pp.110.167577
https://www.ncbi.nlm.nih.gov/pubmed/21441384
https://doi.org/10.1104/pp.111.173997
https://www.ncbi.nlm.nih.gov/pubmed/21673133
https://doi.org/10.1038/s41438-021-00574-3


Genes 2024, 15, 1097 15 of 16

15. Penchovsky, R.; Kaloudas, D. Molecular factors affecting tomato fruit size. Plant Gene 2023, 33, 100395. [CrossRef]
16. Borovsky, Y.; Doron-Faigenboim, A.; Paran, I. Pepper fruit elongation is controlled by Capsicum annuum ovate family protein 20.

Front. Plant Sci. 2022, 12, 815589. [CrossRef]
17. Chaim, A.B.; Paran, I.; Grube, R.C.; Jahn, M.; Van Wijk, R.; Peleman, J. QTL mapping of fruit-related traits in pepper (Capsicum

annuum). Theor. Appl. Genet. 2001, 102, 1016–1028. [CrossRef]
18. Zygier, S.; Chaim, A.B.; Efrati, A.; Kaluzky, G.; Borovsky, Y.; Paran, I. QTLs mapping for fruit size and shape in chromosomes 2

and 4 in pepper and a comparison of the pepper QTL map with that of tomato. Theor. Appl. Genet. 2005, 111, 437–445. [CrossRef]
19. Rao, G.U.; Ben Chaim, A.; Borovsky, Y.; Paran, I. Mapping of yield-related QTLs in pepper in an interspecific cross of Capsicum

annuum and C. frutescens. Theor. Appl. Genet. 2003, 106, 1457–1466. [CrossRef]
20. Kim, S.; Park, M.; Yeom, S.I.; Kim, Y.M.; Lee, J.M.; Lee, H.A.; Seo, E.; Choi, J.; Cheong, K.; Kim, K.T.; et al. Genome sequence of

the hot pepper provides insights into the evolution of pungency in Capsicum species. Nat. Genet. 2014, 46, 270–278. [CrossRef]
[PubMed]

21. Qin, C.; Yu, C.; Shen, Y.; Fang, X.; Chen, L.; Min, J.; Cheng, J.; Zhao, S.; Xu, M.; Luo, Y.; et al. Whole-genome sequencing of
cultivated and wild peppers provides insights into Capsicum domestication and specialization. Proc. Natl. Acad. Sci. USA 2014,
111, 5135–5140. [CrossRef]

22. Takagi, H.; Abe, A.; Yoshida, K.; Kosugi, S.; Natsume, S.; Mitsuoka, C.; Uemura, A.; Utsushi, H.; Tamiru, M.; Takuno, S.; et al.
QTL-seq: Rapid mapping of quantitative trait loci in rice by whole genome resequencing of DNA from two bulked populations.
Plant J. 2013, 74, 174–183. [CrossRef]

23. Nimmakayala, P.; Abburi, V.L.; Saminathan, T.; Alaparthi, S.B.; Almeida, A.; Davenport, B.; Nadimi, M.; Davidson, J.; Tonapi, K.;
Yadav, V.; et al. Genome-wide diversity and association mapping for capsaicinoids and fruit weight in Capsicum annuum L. Sci.
Rep. 2016, 6, 38081. [CrossRef] [PubMed]

24. McLeod, L.; Barchi, L.; Tumino, G.; Tripodi, P.; Salinier, J.; Gros, C.; Boyaci, Y.C.; Ozalp, R.; Borovsky, Y.; Schafleitner, R.; et al.
Multi-environment association study highlights candidate genes for robust agronomic quantitative trait loci in a novel worldwide
Capsicum core collection. Plant J. 2023, 116, 1508–1528. [CrossRef]

25. Liu, Z.; Yang, B.; Huang, R.; Suo, H.; Zhang, Z.; Chen, W.; Dai, X.; Zou, X.; Ou, L. Transcriptome- and proteome-wide association
of a recombinant inbred line population revealed twelve core QTLs for four fruit traits in pepper (Capsicum annuum L.). Hortic.
Res. 2022, 9, uhac015. [CrossRef] [PubMed]

26. Zheng, Y.; Ma, Q.; Mao, L.; Wu, Z.; Liu, Z.; Zou, X.; Yang, B. Comparative Transcriptome Analysis Identified Genes Associated
with Fruit Size in Pepper (Capsicum annuum L.). Horticulturae 2023, 9, 1009. [CrossRef]

27. Murray, M.G.; Thompson, W.F. Rapid isolation of high molecular weight plant DNA. Nucleic Acids Res. 1980, 8, 4321–4326.
[CrossRef] [PubMed]

28. Kim, D.; Langmead, B.; Salzberg, S.L. HISAT: A fast spliced aligner with low memory requirements. Nat. Methods 2015,
12, 357–360. [CrossRef]

29. Li, H.; Durbin, R. Fast and accurate short read alignment with Burrows-Wheeler transform. Bioinformatics 2009, 25, 1754–1760.
[CrossRef]

30. Li, H.; Handsaker, B.; Wysoker, A.; Fennell, T.; Ruan, J.; Homer, N.; Marth, G.; Abecasis, G.; Durbin, R. The Sequence align-
ment/map (SAM) format and SAMtools. Bioinformatics 2009, 25, 2078–2079. [CrossRef] [PubMed]

31. McKenna, A.; Hanna, M.; Banks, E.; Sivachenko, A.; Cibulskis, K.; Kernytsky, A.; Garimella, K.; Altshuler, D.; Gabriel, S.; Daly, M.;
et al. The Genome Analysis Toolkit: A MapReduce framework for analyzing next-generation DNA sequencing data. Genome Res.
2010, 20, 1297–1303. [CrossRef]

32. Untergasser, A.; Cutcutache, I.; Koressaar, T.; Ye, J.; Faircloth, B.C.; Remm, M.; Rozen, S.G. Primer3—New capabilities and
interfaces. Nucleic Acids Res. 2012, 40, e115. [CrossRef]

33. Meng, L.; Li, H.; Zhang, L.; Wang, J. QTL IciMapping: Integrated software for genetic linkage map construction and quantitative
trait locus mapping in biparental populations. Crop J. 2015, 3, 269–283. [CrossRef]

34. Love, M.I.; Huber, W.; Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 2014, 15, 550. [CrossRef] [PubMed]

35. Wang, S.B.; Liu, K.W.; Diao, W.P.; Zhi, L.; Ge, W.; Liu, J.B.; Pan, B.G.; Wan, H.J.; Chen, J.F. Evaluation of appropriate reference
genes for gene expression studies in pepper by quantitative real-time PCR. Mol. Breed. 2012, 30, 1393–1400.

36. Brand, A.; Borovsky, Y.; Meir, S.; Rogachev, I.; Aharoni, A.; Paran, I. pc8.1, a major QTL for pigment content in pepper fruit, is
associated with variation in plastid compartment size. Planta 2012, 235, 579–588. [CrossRef]

37. Ma, X.; Qiao, Y.M.; Li, Y.; Yu, Y.N.; Gong, Z.H. Identification of Fruit Traits Related QTLs and a Candidate Gene, CaBRX,
Controlling Locule Number in Pepper (Capsicum annuum L.). Horticulturae 2022, 8, 146. [CrossRef]

38. Pereira, L.; Zhang, L.; Sapkota, M.; Ramos, A.; Razifard, H.; Caicedo, A.L.; van Der Knaap, E. Unraveling the genetics of tomato
fruit weight during crop domestication and diversification. Theor. Appl. Genet. 2021, 134, 3363–3378. [CrossRef]

39. Han, K.; Jeong, H.J.; Yang, H.B.; Kang, S.M.; Kwon, J.K.; Kim, S.; Choi, D.; Kang, B.C. An ultra-high-density bin map facilitates
high-throughput QTL mapping of horticultural traits in pepper (Capsicum annuum). DNA Res. 2016, 23, 81–91. [CrossRef]
[PubMed]

https://doi.org/10.1016/j.plgene.2022.100395
https://doi.org/10.3389/fpls.2021.815589
https://doi.org/10.1007/s001220000461
https://doi.org/10.1007/s00122-005-2015-7
https://doi.org/10.1007/s00122-003-1204-5
https://doi.org/10.1038/ng.2877
https://www.ncbi.nlm.nih.gov/pubmed/24441736
https://doi.org/10.1073/pnas.1400975111
https://doi.org/10.1111/tpj.12105
https://doi.org/10.1038/srep38081
https://www.ncbi.nlm.nih.gov/pubmed/27901114
https://doi.org/10.1111/tpj.16425
https://doi.org/10.1093/hr/uhac015
https://www.ncbi.nlm.nih.gov/pubmed/35147182
https://doi.org/10.3390/horticulturae9091009
https://doi.org/10.1093/nar/8.19.4321
https://www.ncbi.nlm.nih.gov/pubmed/7433111
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/bioinformatics/btp352
https://www.ncbi.nlm.nih.gov/pubmed/19505943
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1093/nar/gks596
https://doi.org/10.1016/j.cj.2015.01.001
https://doi.org/10.1186/s13059-014-0550-8
https://www.ncbi.nlm.nih.gov/pubmed/25516281
https://doi.org/10.1007/s00425-011-1530-9
https://doi.org/10.3390/horticulturae8020146
https://doi.org/10.1007/s00122-021-03902-2
https://doi.org/10.1093/dnares/dsv038
https://www.ncbi.nlm.nih.gov/pubmed/26744365


Genes 2024, 15, 1097 16 of 16

40. Hosmani, P.S.; Flores-Gonzalez, M.; van de Geest, H.; Maumus, F.; Bakker, L.V.; Schijlen, E.; van Haarst, J.; Cordewener, J.;
Sanchez-Perez, G.; Peters, S.; et al. An improved de novo assembly and annotation of the tomato reference genome using
single-molecule sequencing, Hi-C proximity ligation and optical maps. bioRxiv 2019, 767764. [CrossRef]

41. Kim, J.H.; Tsukaya, H. Regulation of plant growth and development by the GROWTH-REGULATING FACTOR and GRF-
INTERACTING FACTOR duo. J. Exp. Bot. 2015, 66, 6093–6107. [CrossRef]

42. Van der Knaap, E.; Kim, J.H.; Kende, H. A Novel Gibberellin-Induced Gene from Rice and Its Potential Regulatory Role in Stem
Growth. Plant Physiol. 2000, 122, 695–704. [CrossRef]

43. Zhang, D.-F.; Li, B.; Jia, G.-Q.; Zhang, T.-F.; Dai, J.-R.; Li, J.-S.; Wang, S.-C. Isolation and characterization of genes encoding GRF
transcription factors and GIF transcriptional coactivators in Maize (Zea mays L.). Plant Sci. 2008, 175, 809–817. [CrossRef]

44. Aoi, Y.; Tanaka, K.; Cook, S.D.; Hayashi, K.I.; Kasahara, H. GH3 auxin-amido synthetases alter the ratio of indole-3-acetic acid
and phenylacetic acid in Arabidopsis. Plant Cell Physiol. 2020, 61, 596–605. [CrossRef]

45. Hua, B.; Wu, J.; Han, X.; Bian, X.; Xu, Z.; Sun, C.; Wang, R.; Zhang, W.; Liang, F.; Zhang, H.; et al. Auxin homeostasis is maintained
by sly-miR167-SlARF8A/B-SlGH3. 4 feedback module in the development of locular and placental tissues of tomato fruits. New
Phytol. 2024, 241, 1177–1192. [CrossRef] [PubMed]

46. Zhang, N.; Brewer, M.T.; van der Knaap, E. Fine mapping of fw3.2 controlling fruit weight in tomato. Theor. Appl. Genet. 2012,
125, 273–284. [CrossRef] [PubMed]

47. Adamski, N.M.; Anastasiou, E.; Eriksson, S.; O’Neill, C.M.; Lenhard, M. Local maternal control of seed size by KLUH/CYP78A5-
dependent growth signaling. Proc. Natl. Acad. Sci. USA 2009, 106, 20115–20120. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1101/767764
https://doi.org/10.1093/jxb/erv349
https://doi.org/10.1104/pp.122.3.695
https://doi.org/10.1016/j.plantsci.2008.08.002
https://doi.org/10.1093/pcp/pcz223
https://doi.org/10.1111/nph.19391
https://www.ncbi.nlm.nih.gov/pubmed/37985404
https://doi.org/10.1007/s00122-012-1832-8
https://www.ncbi.nlm.nih.gov/pubmed/22406954
https://doi.org/10.1073/pnas.0907024106
https://www.ncbi.nlm.nih.gov/pubmed/19892740

	Introduction 
	Materials and Methods 
	Plant Materials 
	DNA Extraction, PCR Amplification, and Detection 
	QTL-Seq Analysis 
	QTL Mapping with InDel Marker 
	Transcriptome Analysis 
	Verification of Gene Expression Pattern Using qRT-PCR 

	Results 
	Phenotypic Analysis of F2 
	Two Major QTL Were Identified by Using QTL-Seq 
	Genetic Linkage Analysis Narrowed qFW2.1 and qFW3.1 Candidate Region 
	Differential Gene Expression Analysis between the Two Parents 
	Prediction and Analysis of Candidate Genes for the Fruit Weight 

	Discussion 
	References

