20

papers

20

all docs

516710

1,178 16
citations h-index
20 20
docs citations times ranked

839539
18

g-index

2008

citing authors



10

12

14

16

18

RICARDO AARA3N CHAIVEZ
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Genotype MT-Rg1. Frontiers in Plant Science, 2016, 7, 1386. 3.6 32

Allele specific expression analysis identifies regulatorr variation associated with stress-related genes
in the Mexican highland maize landrace Palomero ToluqueA+o. Peer), 2017, 5, e3737.

New roles of NO TRANSMITTING TRACT and SEEDSTICK during medial domain development in Arabidopsis 05 29
fruits. Development (Cambridge), 2019, 146, . ’

A comparative genomics examination of desiccation tolerance and sensitivity in two sister grass

species. Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, .

Laser-Assisted Microdissection to Study Global Transcriptional Changes During Plant Embryogenesis. 3
, 2016, , 495-506.



RICARDO AARA3N CHAiVEZ

# ARTICLE IF CITATIONS

Effects of the Developmental Regulator BOLITA on the Plant Metabolome. Genes, 2021, 12, 995.

20 Identification of genuine and novel miRNAs in Amaranthus hypochondriacus from high-throughput 2.9 5
sequencing data. Genomics, 2021, 113, 88-103. :



