
EDITORIAL Open Access

Journal of cotton research: a new
platform for cotton science exchange
and communication
LI Fuguang

Journal of Cotton Research (JCR) represents a brand new
start of a scientific forum to advance cotton research
communication. JCR is affiliated with Institute of Cotton
Research of Chinese Academy of Agricultural Sciences
(ICR, CAAS) and China Association of Agricultural
Science Societies (CAASS), benefiting from solid
academic support. In partnership with the leading Open
Access brand BMC (part of Springer Nature), JCR aims
to provide quality open access publishing service to the
community.
The launch of JCR is not possible without many peo-

ple’s contribution. With joint effort of editorial board
members and editorial office staff, we are fully commit-
ted to publish fine articles in JCR, which will be a valu-
able source for both researchers and readers worldwide
in cotton science.

The objective of launching JCR
Past experience suggests that science- and
technology-related improvements will further develop
the cotton industry, which has been experiencing
fluctuations in recent decades mainly owing to the
unsettled world economy. Consequently, many fields
of cotton research need to be more thoroughly inves-
tigated and we see breakthroughs happening in fields like
genomics and bioinformatics, emerge. For example, a Cot-
ton Genome Project was initiated by the Institute of Cot-
ton Research of Chinese Academy of Agricultural
Sciences (ICR, CAAS) in cooperation with BGI-China
(ICR, CAAS, State Key Laboratory of Cotton Biology
2018). The publication of genomes of Gossypium raimon-
dii, G. arboreum, G. hirsutum and G. barbadense (Wang
et al. 2012; Li et al. 2014; Li et al. 2015; Zhang et al.
2015; Yuan et al. 2015), and the resequencing of upland
cotton and G. arboreum (Du et al. 2018; Ma et al. 2018),
have been achieved. These cotton whole-genome

sequencing projects have helped to forward genomics re-
search, especially for the genetic improvement and evolu-
tionary study of cotton. Thus, cotton researchers have
many advances to share and many ideas to discuss. As a
brand-new, open access journal, JCR will publish
cutting-edge research, especially on genetics and genom-
ics, abiotic and biotic stresses tolerance/resistance, and
seed and fiber improvements. All articles will be published
online immediately upon acceptance (after peer review).
JCR is preparing the following thematic series:

� Quantitative trait loci/genes related to fiber quality,
yield or pest-resistance from different Gossypium
species.

� Comparative functional/structural genomics
of Gossypium arboreum, G. hirsutum and G.
barbadense.

Each series will be conducted and supervised by one
or more of the editorial board members (https://jcot-
tonres.biomedcentral.com/about/editorial-board).

We are publishing a few interesting articles to
mark the journal launch
Wang et al. have provided a summary of the relation-
ships and diversity among species of the Gossypium
genus, as well as the designations for individual genomes
and chromosomes in Gossypium in Designations for in-
dividual genomes and chromosomes in Gossypium.
The genus was divided into eight diploid genomic
groups (A through G, and K), as well as one allopoly-
ploid clade (AD genome), formed from mergers and
chromosomal doubling in the A and D genomic ances-
tors millions years ago. This cytogenetic and genomic
nomenclature will facilitate comparative genomic stud-
ies, basic taxonomic exploration, breeding and germ-
plasm introgression.
In Genome-wide identification and expression ana-

lysis of Gossypium RING-H2 finger E3 ligase genes
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revealed their roles in fiber development, and
phytohormone and abiotic stress responses, Qanmber
et al. found that RING-H2 finger E3 ligase (RH2FE3)
genes encode cysteine-rich proteins that mediate E3 ubi-
quitin ligase activity and degrade target substrates. G.
hirsutum RH2FE3 genes strongly correlated with cotton
fiber development. Additionally, most of the identified
genes were up-regulated in response to Brassinolide, gib-
berellic acid, indole-3-acetic acid, salicylic acid and abi-
otic stresses. Thus, RH2FE3 genes play roles in cotton
fiber development and respond to plant hormones and
abiotic stresses.
Using F2 segregated populations constructed using a

short-branch cotton variety, X1570, crossed with a
long-branch genotype, Ekangmian-13, to analyze the
short-fruiting branch gene and marker-assisted selection
with single nucleotide polymorphism (SNPs) linked to
its traits, Zhang et al. identified a locus, SNP_GH1570,
which is verified 100% co-segregated with short fruiting
branch trait. This could be used for molecular-assisted
selection to improve cotton architecture and help in cot-
ton breeding and cultivation.
The planting of transgenic Bacillus thuringiensis (Bt)

cotton is a major approach to control cotton bollworm.
Lü et al. analyzed the effects of first-generation trans-
genic Bt cotton on the control of cotton bollworm in
North China by investigating several parameters, includ-
ing the number of cotton bollworms, the damage they
inflicted to different cotton organs and the Bt protein
content, in mainly cultivated cotton varieties from 2008
to 2015. Bt cotton varieties have been planted for more
than 20 years in North China, and almost all Bt varieties
are capable of controlling cotton bollworm effectively in
North China.
We hope you enjoy reading the first series of articles.

We also look forward to your submissions and feedback.
The journal couldn’t succeed without your continuous
support.
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