25

papers

25

all docs

516215

2,159 16
citations h-index
25 25
docs citations times ranked

580395
25

g-index

3217

citing authors



*

# ARTICLE IF CITATIONS

Phenomic selection in wheat breeding: identification and optimisation of factors influencing

prediction accuracy and comparison to genomic selection. Theoretical and Applied Genetics, 2022, 135,
895-914.
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