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The <i>Acer truncatumc</i> genome provides insights into nervonic acid biosynthesis. Plant Journal,

2020, 104, 662-678.
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against aphid, whitefly, <i>Lepidopteran</i> insects, bacterial and viral pathogens. Plant
Biotechnology Journal, 2012, 10, 313-327.

ExFression and characterization of antimicrobial peptides Retrocyclind€401 and Protegrina€d in
ch

oroplasts to control viral and bacterial infections. Plant Biotechnology Journal, 2011, 9, 100-115. 8.3 112

Release of Hormones from Conjugates: Chloroplast Expression of 12-Glucosidase Results in Elevated
Phytohormone Levels Associated with Significant Increase in Biomass and Protection from Aphids or
Whiteflies Conferred by Sucrose Esters. Plant Physiology, 2011, 155, 222-235.

Chloroplast&€derived enzyme cocktails hydrolyse lignocellulosic biomass and release fermentable

sugars. Plant Biotechnology Journal, 2010, 8, 332-350. 8.3 122

Vitrificationd€“cryopreservation, an efficient method for eliminating Candidatus Liberobacter
asiaticus, the citrus Huanglongbing pathogen, from in vitro adult shoot tips. Plant Cell Reports, 2008,
27,241-250.

Detection of somaclonal variation of cotton (Gossypium hirsutum) using cytogenetics, flow

cytometry and molecular markers. Plant Cell Reports, 2008, 27, 1303-1316. 5.6 93

Analysis of genes differentially expressed during initial cellular dedifferentiation in cotton. Science
Bulletin, 2008, 53, 3666-3676.

Chromatin reorganization and endogenous auxin/cytokinin dynamic activity during somatic

embryogenesis of cultured cotton cell. Plant Cell, Tissue and Organ Culture, 2007, 90, 63-70. 23 28

Suitable internal control genes for qRT-PCR normalization in cotton fiber development and somatic
embryogenesis. Science Bulletin, 2007, 52, 3110-3117.

An efficient grafting system for transgenic plant recovery in cotton (Gossypium hirsutum L.). Plant

Cell, Tissue and Organ Culture, 2006, 85, 181-185. 23 43

Factors affecting transformation efficiency of embryogenic callus of Upland cotton (Gossypium) Tj ETQq1 1 0.784314 rgBT IQgerloc

Factors affecting somatic embryogenesis and plant regeneration from a range of recalcitrant
genotypes of Chinese cottons (Gossypium hirsutum L.). In Vitro Cellular and Developmental Biology - 2.1 61
Plant, 2004, 40, 371-375.

Production and characterization of somatic hybrids between upland cotton (Gossypium hirsutum)

and wild cotton (G. Rlotzschianum Anderss) via electrofusion. Theoretical and Applied Genetics, 2004,
109, 472-479.

Somatic embryogenesis and plant regeneration in wild cotton (Gossypium Rlotzschianum). Plant Cell, 9.3 21
Tissue and Organ Culture, 2003, 75, 247-253. ’



