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Dr. Jin have been engaged in cotton biotechnology research for 20 years and his current research involves in Insects and cotton host molecular interaction, plant genome editing, plant genomics. Dr. Jin published more than 140 peer-reviewed papers in high tier journals such as Nature Genetics, Nature Communications, Nature Microbiology, iMeta, Genome Biology, Advance Science, Trends in Plant Science, New Phytologist, Plant Biotechnology Journal, Plant Physiology etc and 12 of these papers have been selected as highly cited and hot papers, with over 9,000 citations and an H-index of 51. Dr. Jin has been included in the list of the world's top 2% of scientists jointly released by Stanford University and Elsevier for four consecutive years.
He serves as the Executive Editor of Plant Biotechnology Journal, Associate Editor of The Crop Journal and iMeta and Editorial Board Member of Genome Biology.
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[bookmark: OLE_LINK111][bookmark: OLE_LINK112][bookmark: OLE_LINK101][bookmark: OLE_LINK100][bookmark: OLE_LINK115][bookmark: OLE_LINK114][bookmark: OLE_LINK113][bookmark: OLE_LINK109][bookmark: OLE_LINK110][bookmark: OLE_LINK120][bookmark: OLE_LINK121][bookmark: OLE_LINK122][bookmark: OLE_LINK123][bookmark: OLE_LINK141][bookmark: OLE_LINK140][bookmark: OLE_LINK139][bookmark: OLE_LINK118][bookmark: OLE_LINK119][bookmark: OLE_LINK150][bookmark: OLE_LINK149][bookmark: OLE_LINK164][bookmark: OLE_LINK163][bookmark: OLE_LINK128][bookmark: OLE_LINK127][bookmark: OLE_LINK126][bookmark: OLE_LINK125][bookmark: OLE_LINK124][bookmark: OLE_LINK97][bookmark: OLE_LINK96][bookmark: OLE_LINK130][bookmark: OLE_LINK129][bookmark: OLE_LINK103][bookmark: OLE_LINK102][bookmark: OLE_LINK206][bookmark: OLE_LINK205][bookmark: OLE_LINK204][bookmark: OLE_LINK203][bookmark: OLE_LINK202][bookmark: OLE_LINK201][bookmark: OLE_LINK178][bookmark: OLE_LINK177][bookmark: OLE_LINK92][bookmark: OLE_LINK93][bookmark: OLE_LINK136][bookmark: OLE_LINK135][bookmark: OLE_LINK134][bookmark: OLE_LINK133][bookmark: OLE_LINK144][bookmark: OLE_LINK143][bookmark: OLE_LINK142][bookmark: OLE_LINK261][bookmark: OLE_LINK260][bookmark: OLE_LINK208][bookmark: OLE_LINK207][bookmark: OLE_LINK168][bookmark: OLE_LINK167][bookmark: OLE_LINK158][bookmark: OLE_LINK157][bookmark: OLE_LINK244][bookmark: OLE_LINK243][bookmark: OLE_LINK242][bookmark: OLE_LINK156][bookmark: OLE_LINK155][bookmark: OLE_LINK154][bookmark: OLE_LINK153][bookmark: OLE_LINK159][bookmark: OLE_LINK160][bookmark: OLE_LINK193][bookmark: OLE_LINK192][bookmark: OLE_LINK162][bookmark: OLE_LINK161][bookmark: OLE_LINK246][bookmark: OLE_LINK245][bookmark: OLE_LINK255][bookmark: OLE_LINK254][bookmark: OLE_LINK172][bookmark: OLE_LINK171][bookmark: OLE_LINK170][bookmark: OLE_LINK169]Genome editing tools for cotton: CRISPR/Cas9, Cas12a, Cas12b, Cas13, Off-target analysis, Base editors, dCas9-TV (transcription activation). Cotton (G. hirsutum) is an allotetraploid with a complex genome. Most genes have multiple copies that belong to At and Dt subgenomes. Sequence similarity is also very high between gene homologues. To efﬁciently achieve site/gene-speciﬁc mutation is quite needed. In 2018, we successfully developed CRISPR/Cas 9 system with an average 65-85% efficiency. Then, we performed the whole genome sequencing to investigate the off-target in the CRISPR/Cas9 edited cotton plants. The results showed that of 2000+ potential off-targets sites, the WGS data revealed that only four are bona fide off-target mutations suggested that CRISPR/Cas9 system is highly specific for the editing of genes of polyploid plant species. Then, we further developed a high-throughput genome editing system in cotton. A sgRNAs library (containing 1100 sgRNAs targeted to 600 independent genes) was constructed and cloned into the CRISPR/Cas 9 vector. By this way, we can edit several hundred target genes in one transformation. Recently, CRISPR/Cas12a and Cas12b were developed and both are belonging to class 2 CRISPR/Cas system with features distinct from those of Cas9. Our data showed that both work very well with high efficiency and accuracy in cotton. At the same time, we developed several base editing tools (CBE, ABE8e, Dural base editor) for cotton by fusion of dCas9/nCas9 with activation-induced cytidine deaminase (AID) or engineered adenosine deaminase (TadA), creating specific point mutations. Most recently, several CRISPR/Cas13 systems (13a, b, c, d) were developed in cotton to target the RNA for down-regulating the gene transcription (knock-down). On the contrary, a transcription activation (dCas9-TV) system was establishing by fusion transcriptional activators VP64, TAL and EDLL with dCas9 to knock-up gene’s transcription.
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