=4 L5 53 1y

papers citations h-index g-index

266 20,084 7.2 6.38

ext. papers ext. citations avg, IF L-index



243

241

255)

25

235

255

231

229

JACQUELINE BATLEY

Paper IF Citations

Haplotype mapping uncovers unexplored variation in wild and domesticated soybean at the major
protein locus cqProt-003.. Theoretical and Applied Genetics, 2022, 135, 1443

Genome Analysis of the Broad Host Range Necrotroph Highlights Genes Associated With

Virulence.. Frontiers in Plant Science, 2022, 13, 811152 6.2
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RNA-Seq and metabolic flux analysis of Tetraselmis sp. M8 during nitrogen starvation reveals a

147 two-stage lipid accumulation mechanism. Bioresource Technology, 2017, 244, 1281-1293 11 22

Genoproteomics-assisted improvement of Andrographis paniculata: toward a promising molecular
and conventional breeding platform for autogamous plants affecting the pharmaceutical industry.
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