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Frontiers in Genetics, 2012, 3, 47.

Integrating omics approaches to discover and prioritize candidate genes involved in oil biosynthesis

in soybean. Gene, 2022, 808, 145976. 2.2 7

Evolutionary analysis of multidrug resistance genes in fungiAa€“Aimpact of gene duplication and family
conservation. FEBS Journal, 2014, 281, 4967-4977.

A Chemogenomic Screen Reveals Novel Snf1p/AMPK Independent Regulators of Acetyl-CoA Carboxylase. 95
PLoS ONE, 2017, 12, e0169682. )

New insights about host response to smallpox using microarray data. BMC Systems Biology, 2007, 1, 38.

Characterization of cellular, biochemical and genomic features of the diazotrophic plant
growth-promoting bacterium Azospirillum sp. UENF-412522, a novel member of the Azospirillum genus. 5.3 5
Microbiological Research, 2022, 254, 126896.

The state of the art in soybean transcriptomics resources and gene coexpression networks. In Silico

Plants, 2021, 3, .

Genome sequencing of the vermicompost strain Stenotrophomonas maltophilia UENF-4Gll and
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Maternal or zygotic: Unveiling the secrets of the Pancrustacea transcription factor zelda. PLoS

56 Genetics, 2018, 14, e1007201. 35 1



